Supporting Information S1 : Sequences used in the testing and training  files as well as in benchmarking of differetn tools
Homo sapiens testing sequences

>hsa-mir-3942

UACCCGAAUAGCUCACUGUUCACCUCGUUGUUUUGGUAUUUGAUUGGUCUUCAGUAUGACACCUCAAAGAAGCAAUACUGUUACCUGAAAUAGGCUGCGAAGAUAACAGUAUUUCAGAUAACAGUAUUACAUCUUUGAAGUGUCAUAUUCACUGACACUGAAUAAAUAUGGUGCAUUUUCCUUCCCUUUCCUUCCCUUUU

>hsa-mir-626

UCAUCCUGAUAGAAUCUCUAGUACAAGUAAGUAGACGUGGCAAGAACUGAUAUAUUUGUCUUAUUUGAGAGCUGAGGAGUAUUUUUAUGCAAUCUGAAUGAUCUCAGCUGUCUGAAAAUGUCUUCAAUUUUAAAGGCUUCUUUUGGUAGGUAUAGAACAUUAGUUUUUCUUUCAACACUUCAUGAUUGGCGGUAAAGUAU

>hsa-mir-4264

AACCUUUUUCAAACUCUAAUGGAAUCACAAGUGGCAUAAUAAUGAUGAUGAACACGGAAGUUCUGUAGGAAAGCUGGAUACUCAGUCAUGGUCAUUGUAACAUGAUAGUGACAGGUACUGGGUAAGACUGCAUAGAGAAUUUCCAUUAUAACAUGGGCAUGCUUGUAGACAUACGCUGAUAGAUCAAGGAAGGCACAUAA

>hsa-mir-3938

AAGAAUCCAUGUACCUUUACCCUCAUUAAUUCUGCUGCAAGAUUUUUUUAAAGGAAUUUUUAACCCGAUCACUAGAUUAUCUACAAGGGAAUUUUUUUUUAAUUUAAAAAAUUCCCUUGUAGAUAACCCGGUGGUCAGGUUGGAUGGCUCCAUGGAGGUCAUGAGGUGUAGAGCUGUAACUAGGAGAACUUGCUGUUGUG

>hsa-mir-559

UAGUAUCCCUAAAACAUUUGAGUUUUCUUAUCCUGGAGAACCUGUCCCUGUGGAUGAGCUCCAGUAACAUCUUAAAGUAAAUAUGCACCAAAAUUACUUUUGGUAAAUACAGUUUUGGUGCAUAUUUACUUUAGGAUGUUACUGGAGCUCCCAUCUUCUCUGCUUUAAGGAACUAGUCCUUAACUAGUUAGCCCUUACUU

>hsa-mir-4330

UAUGAACUAUCUGUUUCAGAGAGGAUAGAAGCACCAGAACUACUAGCUAAUUGUCAGCAGGCAAUUAUCUGAGGAUGCAGGAGAGGAAGGGGGCUUCUUUUUGACGCCUACUUCAUCAGCUGCUCCUCAGAUCAGAGCCUUGCAGGUCAGGCCAGAGGGGAGACUCAGGAAGUGUUUUUGGUGUUUGUUCCAAAUGGGGG

>hsa-mir-422a

UCAUUGGUGAGCAUAUAAUACUGUAUGUUGCUGGGGGAAGCCCACAAUGUGAGGACACGAGAGAAGCACUGGACUUAGGGUCAGAAGGCCUGAGUCUCUCUGCUGCAGAUGGGCUCUCUGUCCCUGAGCCAAGCUUUGUCCUCCCUGGGCCUCAGUUUCCUCCUUUGUUCAUUUAGGCAUGGCCUCCAGGGCCCCUCCUG

>hsa-mir-3676

CUGACCUGGCCAAGGAAACAAGAUCCUAAGCGUCUUUCCGGCGGCGCCGUGGCUUAGUUGGUUAAAGCGCCUGUCUAGUAAACAGGAGAUCCUGGGUUCGAAUCCCAGCGGUGCCUCCGUGUUUCCCCCACGCUUUUGCCAACAUUAAACAUUGUGAGGACAGUUGCAGAAACUCAUAACUUCCAUCCUACAUGGUUUAC

>hsa-mir-3673

AUGUGGAAUAUAUAUAAGGAAUAUAUAUAUAUGUGGAAUAUAUAUACGGAAUAUAUAUAUAUGGAAUGUAUAUACGGAAUAUAUAUAUAUAUGGAAUGUAUAUACGGAAUAUAUAUAUAUAUGGAAUGUAUAUACGGAAUAUAUAUAUAUAUGGAAUGUAUAUACGGAAUAUAUAUAUAUGGAAUGUAUAUACGGAAUAU

>hsa-mir-589

CCAGCCUGAGAGACCGACCCUGCUCAUAAUGCCAUCUCUGUGGACAAACUCCAGCCUGUGCCCAGCAGCCCCUGAGAACCACGUCUGCUCUGAGCUGGGUACUGCCUGUUCAGAACAAAUGCCGGUUCCCAGACGCUGCCAGCUGGCCCCGUUCCUCUGGAUUCCUGCCUUCUGCGGCAAGGGAGCCCGGACGCUGCAGU

>hsa-mir-301b

CACCCAUCCAUGGUUGAGCUUCCCGCCCUGCGUGUAUUGGGGGUGGUGGGGUCCCCCCUGCUGGCCGCAGGUGCUCUGACGAGGUUGCACUACUGUGCUCUGAGAAGCAGUGCAAUGAUAUUGUCAAAGCAUCUGGGACCAGCCUUGGGGAUCUCCCUCCCUAUAACCCUCACCUCCCACUCCCCAGGCAGGGCCCCUUG

>hsa-mir-223

AUCUCCCAGGAAGAUCUCACUUCCCCACAGAAGCUCUUGGCCUGGCCUCCUGCAGUGCCACGCUCCGUGUAUUUGACAAGCUGAGUUGGACACUCCAUGUGGUAGAGUGUCAGUUUGUCAAAUACCCCAAGUGCGGCACAUGCUUACCAGCUCUAGGCCAGGGCAGAUGGGAUAUGACGAAUGGACUGCCAGCUGGAUAC

>hsa-mir-95

CCACCUGCACCCCGGGACGUCCAUCUGUAGCGCGCCCAAGGAAGGUAGGAUUGUGACACCCAACACAGUGGGCACUCAAUAAAUGUCUGUUGAAUUGAAAUGCGUUACAUUCAACGGGUAUUUAUUGAGCACCCACUCUGUGCCAGACGCUGAGCGGGGCGCCGAGGGGGACAGAGAAGACAAGAGCAGCCCCUGACCUG

>hsa-mir-4310

AGGGCUCAUUUACCAGGUGCUGCCCGCCCCACCCCUGAGGCCAGCCUCCUGGGAAUGGCUGGGGGCUAGGCCUGUGGCGUCUGGGGCCUGAGGCUGCAGAACAUUGCAGCAUUCAUGUCCCACCCCCACCAGGCUGAGGACUGGAUCCAGGCGUGGGCCCAGCAGCUGAAGGAGCCGGUCCCUCCUGGGGACCUGAGAGA

>hsa-mir-3660

AUCAAAGUUUCCGUAGCCAGCUGGAGAAGGAGAAAUGCAGAGUGAAAAGGAGAAAGAAGAACUGGACAAAAUUAAAAUGCUCUUCUGUCAUUGUAAUAGUUCAUAUGGGCACUGACAGGAGAGCAUUUUGACUUUGUCAAGUGUGUCUGCUACUCAUUUAUUCCAUCUCCUGCUUGUUACCGAAGUUUCAGAUUAAAUGU

>hsa-mir-149

CCCGAGGCUCCCAGGCCUUCGCCCGCCUUGCGUCCAGCCUGCCGGGGGCUCCCAGGCCGGCGCCCGAGCUCUGGCUCCGUGUCUUCACUCCCGUGCUUGUCCGAGGAGGGAGGGAGGGACGGGGGCUGUGCUGGGGCAGCUGGAACAACGCAGGUCGCCGGGCCGGCUGGGCGAGUUGGCCGGGCGGGGCUGAGGGGUCG

>hsa-mir-4313

CAUGGGAGGCCCUCCACUUUAGCACCUUGACAAGAAGGGUGGGGACACUGGGAUCAGGCCCAGCCCCCUGGCCCCAAACCCUGCAGCCCCAGCUGGAGGAUGAGGAGAUGCUGGGCUUGGGUGGGGGAAUCAGGGGUGUAAAGGGGCCUGCUCACUCCUCAGCUUGGCUCAAGGCUCAAGGCAUCAAAGGCUCAGCCUGC

>hsa-mir-3186

ACUGAGGCCUCGUGCACGGAAGCUGCUGAAGUUCAACCGAGUUGAAUGCUGUGGCUCAAGCCUGCGGUUCCAACAGGCGUCUGUCUACGUGGCUUCAACCAAGUUCAAAGUCACGCGGAGAGAUGGCUUUGGAACCAGGGGCUUCAGCACCUGGGCAUCACUCCAUCCAGGUGGUGGAGGCUGGCGUCCCCCAGCAGCUA

>hsa-mir-297

AUGGCCACCUGCCUGAACGAUGGCUUAUUUCCAACUCAAGAUCUCUUUCUACAUACUUUAUGAACAUAUGUAUGUAUGUGUGCAUGUGCAUGUAUGUGUAUAUACAUAUAUAUGUAUUAUGUACUCAUAUAUCAAGGAGAUUUCAUUUCUAUUUUUAAUCUAUGGUAUAACUUCUGCAUUGAUCAUAUAGUCAUGAACCA

>hsa-mir-3686

CUCUCCCUGUGCUGUGGCCUGGAAACUGUCUGUGCGGUCAGCUGGGGCAGUCAGAGGGCUCACCUCAUUCAUUUACCUUCUCUUACAGAUCACUUUUCUGCACUGGACAGUGAUCUGUAAGAGAAAGUAAAUGAAAGAGGUGAGACUUAGGUUCAAUGUCUCAAAAAUGUUUCAUGUGUUUUAAAUGCUGGCUUUUUAGU

>hsa-mir-1538

AGGCGCGGAGGGGGGUGCCCGGGAGCGCGGAAGAGCCGUGGCGGCCCCCGGAGGGCGGGGAGGCGCGCCAGGGAACAGCAGCAACAUGGGCCUCGCUUCCUGCCGGCGCGGCCCGGGCUGCUGCUGUUCCUGAGCCGGGAAAGGGCCCCGCUGCCAGGGUGGGAGGGGGGGAGGCUGGGAGGUGGCCGCGCGCUGGGGCC

>hsa-mir-4261

CAGUGCCCAAGUCCACAGUGGGACUGACCCCAGACAGGCCCCCUAAUACUUUCAGUCUUCCCCUGCUGGGUGGUGGAAGUGGGUUCCUCCCAGUUCCUGAGACAGGAAACAGGGACCCAGGAGACCAGCCCCAGCGAGGGGGUGCCCAGCCGCCUCUCCCGGCCCCUUUUCCACUUAGGCUUGGGCUACCUGAGACUGCU

>hsa-mir-3937

AGCCCACGUAGAGAGGCCAAUUAGAGAGGCCCUGAGACCGUGUGAAGAGAGAAGAAUGCCCAACCAGCCCUCAGUUGCUACAGUUCCCUGUUGUUUCAGCUCGACAACAACAGGCGGCUGUAGCAAUGGGGGGCUGGAUGGGCAUCUCAAUGUGCUUCUCCCACAUUGCUUCAGCCACAGUCUAAUUGUAACCACAUGAG

>hsa-mir-4266

AGUCUCUCUCCACUCAUCUCCCAGAAUGUUUUCUUCCCAUCCCCCUGGGAUGUUGAGCCUGAGAGGCAGUGAGCCCCACUGCUGGCCGGGGCCCCUACUCAAGGCUAGGAGGCCUUGGCCAAGGACAGUCCCUAUCUGGGCCUCAAUGUCUUCCUCAGUGAUGCUUAAGACCAUUGCGAUGACCAACUGGUACAGCGCUC

>hsa-mir-621

CCUUUACCAGCUUCCCUUCUCUCCCAAAGAACUUCCCUUCUUGGGCUUUAGAUUGAGGAAGGGGCUGAGUGGUAGGCGGUGCUGCUGUGCUCUGAUGAAGACCCAUGUGGCUAGCAACAGCGCUUACCUUUUGUCUCUGGGUCCUGGCCUGGGGCCAUCAAUCCACUUUGGGCCACUCACUGUCUGCUCUGCCUCCACCA

>hsa-mir-412

AGGCCGUCUUGGAGGCUGGGGCACCUCGGGGAAGGACGCCGGCAUCAGCACCAUUCUGGGGUACGGGGAUGGAUGGUCGACCAGUUGGAAAGUAAUUGUUUCUAAUGUACUUCACCUGGUCCACUAGCCGUCCGUAUCCGCUGCAGCCUGUGGGGCCUGCGGGCCGGGGAGCCGAUCGCGCUUCAGCUCAGCGCCUUUCC

>hsa-mir-208b

CAGGCGAUGCUUAGCUAGUGUUUGACAACACAGGAGGACUCUGCCCCGGCCCCACCUCCUUCUCCUCUCAGGGAAGCUUUUUGCUCGAAUUAUGUUUCUGAUCCGAAUAUAAGACGAACAAAAGGUUUGUCUGAGGGCAGAGUGCUUCCGUCUGGGGCAGGGCACUGUGGCAGGGAAAGGCAGUGGGGAGGGCUGCAGAA

>hsa-mir-532

UCCAAGGCAUCUGGGAUACGCAUGCACACAGUAUACAGGAGAGCAGACCUCCCGACUUGCUUUCUCUCCUCCAUGCCUUGAGUGUAGGACCGUUGGCAUCUUAAUUACCCUCCCACACCCAAGGCUUGCAAAAAAGCGAGCCUUCUCUUCCCUCUCCAGUGCAUAGGCAUGAGCACAUGGACAGGUACACCAAAGGGAGG

>hsa-mir-2277

UUGCAUUAUUUCUAGAUGAGUGCAACUGUCAAAGCAAUAUGGGUUCACUGGUCGUGCUUCCUGCGGGCUGAGCGCGGGCUGAGCGCUGCCAGUCAGCGCUCACAUUAAGGCUGACAGCGCCCUGCCUGGCUCGGCCGGCGAAGCUCUAAUUGCCCUGAAGGAGACCGCGCGGGCGCUGCGGGUCCGGCGGCGUCGGCGCG

>hsa-mir-203

CAAGGGCGUCGGGGGCUCCUCUCUCCGCAGCUCGGCGAACCGACGGUGUUGGGGACUCGCGCGCUGGGUCCAGUGGUUCUUAACAGUUCAACAGUUCUGUAGCGCAAUUGUGAAAUGUUUAGGACCACUAGACCCGGCGGGCGCGGCGACAGCGACGGAGCGUCCCACGCGCGGCCUGGAGUCAGAGUCACAGUCAGGGG

>hsa-mir-17

UUUCAAAUUUAGCAGGAAAAAAGAGAACAUCACCUUGUAAAACUGAAGAUUGUGACCAGUCAGAAUAAUGUCAAAGUGCUUACAGUGCAGGUAGUGAUAUGUGCAUCUACUGCAGUGAAGGCACUUGUAGCAUUAUGGUGACAGCUGCCUCGGGAAGCCAAGUUGGGCUUUAAAGUGCAGGGCCUGCUGAUGUUGAGUGC

>hsa-mir-3691

CUUGAGGCUCAUAAAGGUCUUUGCUUCUCCUUCCUGCUUUUACGUUUCAGUGAAUAUUGAGGCACUGGGUAGUGGAUGAUGGAGACUCGGUACCCACUGCUGAGGGUGGGGACCAAGUCUGCGUCAUCCUCUCCUCAGUGCCUCAAACGGUCUGGGAGCCAAUGUUCAACAAACGAGCAUGCGGGUGAGUAAAACACAAC

>hsa-mir-497

UGGUGCUGGGGUCUUCCCAGCACUGCUAUGUGCUCUCUUCCUUUCAACCCACCCCGGUCCUGCUCCCGCCCCAGCAGCACACUGUGGUUUGUACGGCACUGUGGCCACGUCCAAACCACACUGUGGUGUUAGAGCGAGGGUGGGGGAGGCACCGCCGAGGCUUGGCCCUGGGAGGCCAUCCUGGAGAAGUGACACAAAAA

>hsa-mir-1255a

UGUCUUGGGGUGGCUGUUGCUUUAUCAGCUAAAUGUAUGUAGUAUUGGAAAUCCUUUGAGUUGCUUCUCAAGGAUGAGCAAAGAAAGUAGAUUUUUUAGAUUCUAAAGAAACUAUCUUCUUUGCUCAUCCUUGAGAAGCAACUCCUUAUCCAUUAAAAUUUUAUCAUGGGAUUGCACCAAGUCAGUCCUAUCUUCAGGAU

>hsa-mir-548v

UCAUGCCCAGAUGCUGUAGCCGUACAUAAAGAGAUGGAGGAGAAGCAAGAGGGAUUUAUUGAAUACUAGGUUUGAGCAAAAGUAAUUGCGGUUUUGCCAUCAUGCCAAAAGCUACAGUUACUUUUGCACCAGCCUAAUAUUUACUAAGUGCCAGAUAUUCUUACUUACCUUAUUUAAAUCCUCACCAAAGACACGAGUUG

>hsa-mir-1256

CAAAUUAAAGUCACCAGCUACAUUAGCCCCUAACAGUAGAGUCAGCCUGUUGAAGCUUUGAAGCUUUGAUGCCAGGCAUUGACUUCUCACUAGCUGUGAAAGUCCUAGCUAAAGAGAAGUCAAUGCAUGACAUCUUGUUUCAAUAGAUGGCUGUUUCAUCUACACUGAAAAUCAUGUGUUUAGUGUAGGCACUUUUAUCA

>hsa-mir-3649

GGUGAAGGUUAGGUGGCACGUUGGCGGGACAUGUGACUCACAUGCGCAGGUGUGUUCCUUGGGAGGAAGGCUUGGAACAGGCACCUGUGUGUGCCCAAGUGUUUCUAGCAAACACAGGGACCUGAGUGUCUAAGCACAGGCCCACUUUACAGGGGUCUCCUGAGAACUCCUCCCCCUCCUGAGAACUGUGCCUUCCCAGC

>hsa-mir-1263

GAAGGGCAGCAAAAGCUUCACGGGAACGUACUGCUUCUAUGACUCUCUAAUUCCUUCAGCUACCCCAAAAUAUGGUACCCUGGCAUACUGAGUAUUUUAAUACUGGCAUACUCAGUAUGCCAUGUUGCCAUAUUUUGGGGUAGCAUGCUGUAAGUCCCAUCAGUACCAAGUCCAUUCUUAUUUAUAGUCCCACUAUGAGU

>hsa-mir-466

UAAGUAUACAAAACUUUAAAUGUACAACUUUAUGAACUUUUAUAUGUGUAUAUUUGUAUGUGUGUGUAUAUGUGUGUUGCAUGUGUGUAUAUGUGUGUAUAUAUGUACACAUACACAUACACGCAACACACAUAUAUACAUGCACACACCCACGUAAUGGCACCUAGAUCAAGAUACAGAACAUUUACAACACCACAGCC

>hsa-mir-374b

CUGGUGCCUGGGAGGACUUCAUGGAUCCAGCAGCAACCUGGAGUGGUGCUCCUCUGAAGAAAUCCUACUCGGAUGGAUAUAAUACAACCUGCUAAGUGUCCUAGCACUUAGCAGGUUGUAUUAUCAUUGUCCGUGUCUAUGGCUCUCGUCUACCAGACUUUAAAUUCCUUAAGGGCAAGGACAGUGCCUUACUCAUCUUU

>hsa-mir-28

CCUUUUGCAUGGUAGACAACAUGCUUGAUGCUGAAGAUACAAGAAAAAAUUUAAAAUGGUCCUUGCCCUCAAGGAGCUCACAGUCUAUUGAGUUACCUUUCUGACUUUCCCACUAGAUUGUGAGCUCCUGGAGGGCAGGCACUUUCGUUCAUCUGAAAAAGAGCUUAAAUUUCAGUGUUAAUCCUAGAUUACAAUCCCGC

>hsa-mir-369

UGCAGCCUGUGGGGCCUGCGGGCCGGGGAGCCGAUCGCGCUUCAGCUCAGCGCCUUUCCUGGUACUUGAAGGGAGAUCGACCGUGUUAUAUUCGCUUUAUUGACUUCGAAUAAUACAUGGUUGAUCUUUUCUCAGUAUCAAAUCUCACCUUGGAGGACCCGUUGGAGAUGAAGCCCUUUUGAGGGUAGGAGCAGGACGGG

>hsa-mir-3679

UUUGUUUGGUAUACUUCCUUCGUCCCCUUUCCUGUAAUUUUUUAGAGCACCUAGUUAGAGGCCCCACGUGGUGAGGAUAUGGCAGGGAAGGGGAGUUUCCCUCUAUUCCCUUCCCCCCAGUAAUCUUCAUCAUGCGGUGUCCCCAGUCCUGUGUAAGACCUUUGCAAACACAGCUUCAAGCCCCUCUGUUCAUCUUGAUU

>hsa-mir-1297

ACCUGUAAAAUGAUAUUUUGAGGAGAGCAGACAUUUCAGUGAGUCUAAUUUUAAAGUUAGGUGUUUAUCUCUAGGGUUGAUCUAUUAGAAUUACUUAUCUGAGCCAAAGUAAUUCAAGUAAUUCAGGUGUAGUGAAACACUUCUAAUUUUAAAUUCAGAAGCACUGAAGAGUGAGUUGGAUUAUUGGCUGUAGCACUUAC

>hsa-mir-2114

CUCACCCAGUCAGCAAUGGAUCAAACGUCCCAGCUUCUGGGGCCAAAGACAGGCCUCUGCCUCCAUGCUCCUAGUCCCUUCCUUGAAGCGGUCGGAUAAUCACAUGACGAGCCUCAAGCAAGGGACUUCAAGCUGGUGGCUUCCAGCAGCUAGCUUCCUGCUUCCGAACCAUCAUUGCCUCCUAUUGAAGUCCUCCCAUC

>hsa-mir-652

UUUUGGCUUUGUUCUCAAACACUAGGAAUGUUUCCAAGCAGGGCCGCCACGAAUGGCUAUGCACUGCACAACCCUAGGAGAGGGUGCCAUUCACAUAGACUAUAAUUGAAUGGCGCCACUAGGGUUGUGCAGUGCACAACCUACACAACUGUACUCGGCGGCCCUGGCAUAAUGUAAUGUCAGUACUUUCUUCAUCAAGG

>hsa-mir-361

AGCACAACAUAAGAGAUACAACAGUAGCAGUGGCACGCUUGACAGUGAUUUUUUUCCUGGGAUUUGGGAGCUUAUCAGAAUCUCCAGGGGUACUUUAUAAUUUCAAAAAGUCCCCCAGGUGUGAUUCUGAUUUGCUUCCUUUUCCUCCUCCUGCUCUGAGAAUCACCGUUUCUUUAGAAGCAUCAGCAUAAAUAGGCACA

>hsa-mir-762

AGCGCUCACCAUCUCCGGACCUUCUCGAUGGUCGCCAUCACCUUCUUGAUGUCAUCCUUGGCCCGGCUCCGGGUCUCGGCCCGUACAGUCCGGCCGGCCAUGCUGGCGGGGCUGGGGCCGGGGCCGAGCCCGCGGCGGGGCCGCCUCCCGUCCGGCGGGCUCAGGCUCCGCGCCAGGCCCGGGCGCCGCGCUCUCGGCCU

>hsa-mir-632

CACCCACUCAGGGCGGAGGUCUGCGUCAUGUGACCCUCCCCUUCUUGGCUCCGCCUCCUACCGCAGUGCUUGACGGGAGGCGGAGCGGGGAACGAGGCCGUCGGCCAUUUUGUGUCUGCUUCCUGUGGGACGUGGUGGUAGCCGUUGGGUUGGGAAAGUGAGGGAUUUUUGGCCUCGUUUCUCCUGCUUCUUUUCUCCUC

>hsa-mir-520d

UUUGACCAGGUCAAGGAAAAUUUCAACAAGAAACCCAGAGUGCCGGAGCAAGAAGAUCUCAAGCUGUGAGUCUACAAAGGGAAGCCCUUUCUGUUGUCUAAAAGAAAAGAAAGUGCUUCUCUUUGGUGGGUUACGGUUUGAGAAAAGCAACGUUGAAGUUGAUGCUGAUUUCGGUAAUACAUUUGCAGAGCAUGCUUAUC

>hsa-mir-182

CUGUCUCUUCCUCAGCACAGACCGAGGCCUCCCCAGCUCCUGGGGGGAGCUGCUUGCCUCCCCCCGUUUUUGGCAAUGGUAGAACUCACACUGGUGAGGUAACAGGAUCCGGUGGUUCUAGACUUGCCAACUAUGGGGCGAGGACUCAGCCGGCACCCUGUGCACAGCCAGCGAGGGAAGGGCCGGCCAUGCUGGACCUG

>hsa-mir-522

UUUAACCUGGUCAAGGAAAAUUCCAACAAAAAAUCCACGAUGCUGGAGCAAGAAGAUCUCAGGCUGUGUCCCUCUAGAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAAGAAAAUGGUUCCCUUUAGAGUGUUACGCUUUGAGAAAAGCAUCGCUGAUCUUGGUAACACAUUUGCAGAGAAUGCUUAUAAUCAGACGUGGA

>hsa-mir-1203

CUUUUGGACUCAGAUAUUUCUGAACAGCUUUUUCUGGUGAGGGACUAAACUUCCCUUCCUCCCCGGAGCCAGGAUGCAGCUCAAGCCACAGCAGGGUGUUUAGCGCUCUUCAGUGGCUCCAGAUUGUGGCGCUGGUGCAGGUCUCCUCAUACGUAACCAAUGGCUCCUGAGAGCCUGCGACUCGUAAAUUACUUCCCACG

>hsa-mir-3144

UCCAGCUUCCAAAAAUGGUUAUUCUUCAGAAAGAAAAUCUACAGGAAAACAUCAGACUGAAACUACACUUUAAGGGGACCAAAGAGAUAUAUAGAUAUCAGCUACCUAUAUACCUGUUCGGUCUCUUUAAAGUGUAGUUUAACUGAUUUUUUAAUGGAUAUAUACAUAUCAAUGGAGACAUAUAUAACUUAUGGAUAUAG

>hsa-mir-1247

GCUGUUGCCUGAACGCCGGAGCGCUCCCCUCUCGCCGCUUGCCUCGCCCAGCGCAGCCCCGGCCGCUGGGCGCACCCGUCCCGUUCGUCCCCGGACGUUGCUCUCUACCCCGGGAACGUCGAGACUGGAGCGCCCGAACUGAGCCACCUUCGCGGACCCCGAGAGCGGCGGCGCGACUCACCGCGGAGGCGCCCGGACGC

>hsa-mir-519b

UUUAACCUGGUCAAGGAAAAUUUCUACAAAAAACCCAGGGUGCUGGAGCAAGAAGAUCCCAUGCUGUGACCCUCUAGAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAAGAAAGUGCAUCCUUUUAGAGGUUUACUGUUUGAGGAAAGCAACAGUGAAGUUGAUGCUGAUCUUGGUAAUACAUUUGCAGAGCAUGCUUAUC

>hsa-mir-711

AUGUUCUUGCCAUGCAGGCCUUAGGCUCACAGGGACUAGAGCCCCUGACCCCAUGACCAUGAUGAACUGACUUUGAGUCUCUCCUCAGGGUGCUGCAGGCAAAGCUGGGGACCCAGGGAGAGACGUAAGUGAGGGGAGAUGCUGGGACAGAGGGGGCUCGGGGCUGCGUAAGCUCCAACCAGAUCAUCAUAGUCACAGCA

>hsa-mir-760

GCGUCCUUGGAGGCAGGUGCUGGCGGCAAGACGAGCUCUCGGAGGAUGCUGCGGCGCGGGGCGCGUCGCCCCCCUCAGUCCACCAGAGCCCGGAUACCUCAGAAAUUCGGCUCUGGGUCUGUGGGGAGCGAAAUGCAACCCAAACCCCGUUUUUCGAACCCCGCGCAAAUAAACACGCACAAGCACGCACACAGACGUCG

>hsa-mir-575

GGACACUAUCACUGUCAGAGUCCACCCGCGUGACUCUGGGGCGCACUGCUUUGUGCCUUUAAAUUCAGCCCUGCCACUGGCUUAUGUCAUGACCUUGGGCUACUCAGGCUGUCUGCACAAUGAGCCAGUUGGACAGGAGCAGUGCCACUCAACUCUGGCCAUACACAGAACCCCCCACCCCCACCCCAGGGAGCUUUUAA

>hsa-mir-603

UCAAGUAUGUUUUUUUUCUCAUUAAGCCUUUGCUUAAGAUGCAGGCAAGAUUGAUGCUGUUGGUUUGGUGCAAAAGUAAUUGCAGUGCUUCCCAUUUAAAAGUAAUGGCACACACUGCAAUUACUUUUGCUCCAACUUAAUACUUGGCUUUAUUGACUUUUAGCAUCAGUGCAGUUUGGUUAAUGAUAAAAUUUUCCAAA

>hsa-mir-18b

AGAACUGUAGUUUGUGCAUAAUUAAGUAGUUGAUGCUUUUGAGCUGCUUCUUAUAAUGUGUCUCUUGUGUUAAGGUGCAUCUAGUGCAGUUAGUGAAGCAGCUUAGAAUCUACUGCCCUAAAUGCCCCUUCUGGCACAGGCUGCCUAAUAUACAGCAUUUUAAAAGUAUGCCUUGAGUAGUAAUUUGAAUAGGACACAUU

>hsa-mir-452

AAUGCUUUGCAGUCAUCCCGUGCAAACAUUGUAAGACAUGGCUCCUGUCUUAUAAUUGCUAAGCACUUACAACUGUUUGCAGAGGAAACUGAGACUUUGUAACUAUGUCUCAGUCUCAUCUGCAAAGAAGUAAGUGCUUUGCCAAGCUCCUUGAGAGGUUAGGUAAGUAGAUAAAGUUCUGCUGCUGUCGGAAUGUGCAG

>hsa-mir-98

GUCUGUCACCAUGUAAAAUGGCCUUUUGCCUGCUGCCCUUAUUAGAGGAUUCUGCUCAUGCCAGGGUGAGGUAGUAAGUUGUAUUGUUGUGGGGUAGGGAUAUUAGGCCCCAAUUAGAAGAUAACUAUACAACUUACUACUUUCCCUGGUGUGUGGCAUAUUCACACUUAGUCUUAGCAGUGUUGCCUCCAUCAGACAAA

>hsa-mir-3151

ACUGAAUACAAAUGUCUUAGUAUGGAAUUCAAGGCUUUCUCUCCAGCCUCUCCAUACAACCUUUGGGGUGAUGGGUGGGGCAAUGGGAUCAGGUGCCUCAAAGGGCAUCCCACCUGAUCCCACAGCCCACCUGUCACCCCAAAAGCCUGCUGCUCCUGCCCUUCUGCUUCAGUUAUGUGUUCCCUGAUAGCACACACCAU

>hsa-mir-363

UUAUUUUAACUUUUAAAAGCCGUAAGUUCUGAUAUUUAGUCAUUGUAAAAUGAUCUGUUUUGCUGUUGUCGGGUGGAUCACGAUGCAAUUUUGAUGAGUAUCAUAGGAGAAAAAUUGCACGGUAUCCAUCUGUAAACCGCAGGACCUUUGUUGGCGACAUUCCUGAUCAGCGCUACAGUAAGCUAGAUGGUAAAAAAUCC

>hsa-mir-770

GUGGAUGGCAACAGCAUUUGGAAGGCGGAGGACAUGGAAUUCAUGUGUCAGGAGCCACCUUCCGAGCCUCCAGUACCACGUGUCAGGGCCACAUGAGCUGGGCCUCGUGGGCCUGAUGUGGUGCUGGGGCCUCAGGGGUCUGCUCUUCUUCUCUUUCAGAAUCUGGGGCUCCAGGCUAUGCCUUGGCUGGACUGAGGUCU

>hsa-mir-3654

GAGCACUUUGAUAAGGACGGCUGGUCCCUGUGGUACUCAGAGUAUCGCUUCCCUGAAGAACUCACUCAGACCUUCAUGAGCUGCAAUCUCAUCACUGGAAUGUUCCAGCGACUGGACAAGCUGAGGAAGAAUGCCUUCGCCAGUGUCAUCCUUUUUGGAACCAACAAUAGCAGCUCCAUUUCUGGAGUCUGGGUCUUCCG

>hsa-mir-519d

UUAACCUGGUCAAGGAAGAUUUCAACAAAAAACCCAGAGUGCUGGAGCAAGAAGAUCCCAUGCUGUGACCCUCCAAAGGGAAGCGCUUUCUGUUUGUUUUCUCUUAAACAAAGUGCCUCCCUUUAGAGUGUUACCGUUUGGGAAAAGCCACGUUGAAGAUGAUGCUGAUCUUGGUAAUACAUUUGCAGACCAUGCUUGUA

>hsa-mir-19a

UAUGUAUUCAUCCAAUAAUUCAAGCCAAGCAAGUAUAUAGGUGUUUUAAUAGUUUUUGUUUGCAGUCCUCUGUUAGUUUUGCAUAGUUGCACUACAAGAAGAAUGUAGUUGUGCAAAUCUAUGCAAAACUGAUGGUGGCCUGCUAUUUCCUUCAAAUGAAUGAUUUUUACUAAUUUUGUGUACUUUUAUUGUGUCGAUGU

>hsa-mir-1260b

CGCAAUCAGGGCUGAGUUCCUCUGGUCCCCUGGGGUUGAAGCGGGCGGCUGCUGCUCUCCGUUUAUCCCACCACUGCCACCAUUAUUGCUACUGUUCAGCAGGUGCUGCUGGUGGUGAUGGUGAUAGUCUGGUGGGGGCGGUGGGGCUGCUGUUGCUGCUGCUUGGGAGGCCGCAGGAGGGGCAGCAGGGGGCGGUGGAG

>hsa-mir-23b

GCGUCCUUCCGCGGAAGCCCAGUGUGUGCAGACAGCACGGGGUGGCGCUGCUCUCAGGUGCUCUGGCUGCUUGGGUUCCUGGCAUGCUGAUUUGUGACUUAAGAUUAAAAUCACAUUGCCAGGGAUUACCACGCAACCACGACCUUGGCUGCUCCUCCAGAAACCGUGGUCGCGCUCACUGCAGAUUGGAGAACAGGUGC

>hsa-mir-409

UCUUCUGCAAGCACAGCCGCCUGCAAGCAUUCACCUUAGUCCGAGCAUCUGAGCCUCUCCAUGGUACUCGGGGAGAGGUUACCCGAGCAACUUUGCAUCUGGACGACGAAUGUUGCUCGGUGAACCCCUUUUCGGUAUCAAAUUCCACCAGGGAGGCCGUCUUGGAGGCUGGGGCACCUCGGGGAAGGACGCCGGCAUCA

>hsa-mir-3190

CAAUUUCUCAGCUUCUCCUCCACAGGCACCAGAAAGCAAGAAGUACCUGGGGACGCCGCUCUGGGGUCACCUGUCUGGCCAGCUACGUCCCCACGGCCCUUGUCAGUGUGGAAGGUAGACGGCCAGAGAGGUGACCCCGGGGGUGGUCAGGCUUAACGACCUCUAUUUUCCAAAGGGGCCACAUUUUGCCUUUUCCAUGU

>hsa-mir-514b

AAAAGAAAGGUGCAUGAGUCAGUCAUUAGGCUGGGCUGCCAUCCUUAAGUGUUCUAUUCUUCAUGUGGUACUCUUCUCAAGAGGGAGGCAAUCAUGUGUAAUUAGAUAUGAUUGACACCUCUGUGAGUGGAGUAACACAUGAUAUAUACAUCAUAUGACAUGGCAUGGUGGAUACACGGGGCGUGUUAAGUUGCAAGCAG

>hsa-mir-887

AUGACAAGCAGGCCAGUGGCGUUGGAGGAAUGAGGUAAAAGAUGCCGUCAGAGAGCCCCGGGGUGCAGAUCCUUGGGAGCCCUGUUAGACUCUGGAUUUUACACUUGGAGUGAACGGGCGCCAUCCCGAGGCUUUGCACAGGGGCAAGCUUCGAGUUCCGUUUUCCAAGACACCUCGGGCAGAUAGGGGUGUGGGGAAUC

>hsa-mir-3165

UACUUGAGUGCCUUCCUGUGACUGGCCAGAGACACUUGUUUUGCAGAUUGUCAAAUUUUUGGUACCCGGUGGCAAGGUGGAUGCAAUGUGACCUCAACUCUUGGUCCUCUGAGGUCACAUUGUAUCCACCUUACCACUGGGUACUAACGUGUGGGCAGCAGCUGCAUUCUGCCUAGCGAGUGGGCAUUUGUUCAGUGCCU

>hsa-mir-1288

UCUGCUAUUGCCCCCAGACAAUGGAAGGGGGGCGACAGCUGUCCAUGGGGGCACUGCUAAGAGGGUGUUGAUCAGCAGAUCAGGACUGUAACUCACCAUAGUGGUGGACUGCCCUGAUCUGGAGACCACUGCCUUUCGAGAAUAAUUCACCCUACAGAAGCUAUCUGAGCAUCACCAGACAGGGUCUUCCUGGGAAUUAG

>hsa-mir-1294

GUAAUAAAUGUCACCAUUUAUUAACACCUAAUGUGUGCCAAGAUCUGUUCAUUUAUGAUCUCACCGAGUCCUGUGAGGUUGGCAUUGUUGUCUGGCAUUGUCUGAUAUACAACAGUGCCAACCUCACAGGACUCAGUGAGGUGAAACUGAGGAUUAGGAAGGUGUAAACUGGACAAGCGCAUGGCAGAGUCAGAAUCCAA

>hsa-mir-30a

UGCUGGGAUUACUUCUUCAGGUUAACCCAACAGAAGGCUAAAGAAGGUAUAUUGCUGUUGACAGUGAGCGACUGUAAACAUCCUCGACUGGAAGCUGUGAAGCCACAGAUGGGCUUUCAGUCGGAUGUUUGCAGCUGCCUACUGCCUCGGACUUCAAGGGGCUACUUUAGGAGCAAUUAUCUUGUUUACUAAAACUGAAU

>hsa-mir-569

CAUUCUAGGACACUCCAAAUUUAGAGUGUGUGAUUUGUGAACAAGGAGUUAGUAGGUAUUGUUAGAUUAAUUUUGUGGGACAUUAACAACAGCAUCAGAAGCAACAUCAGCUUUAGUUAAUGAAUCCUGGAAAGUUAAGUGACUUUAUUUCCUUGUCUGUGGAGACGUUUUCCAUUAGAAAAAUAUAUGGCUUUGUCAGU

>hsa-mir-1911

GCAUUCAUCAUCUCCCACUGGGCAUCCAUCAUCUGCCACUGGGUAUCCAUCAUCAUUUGCUCGGCAUCUGCUGAGUACCGCCAUGUCUGUUGGGCAUCCACAGUCUCCCACCAGGCAUUGUGGUCUCCGCUGACGCUUUGCCAUUUCGCCACCGGUGCCUUCCAUGAGAAUGCUGGUUACUUCUCCAGAGUGCUGUCACC

>hsa-mir-1291

GUUCUCAUUGUAGAAGGACCAGUAAAGUAAUGUGAUUUGAGUUCUGUCCGUGAGCCUUGGGUAGAAUUCCAGUGGCCCUGACUGAAGACCAGCAGUUGUACUGUGGCUGUUGGUUUCAAGCAGAGGCCUAAAGGACUGUCUUCCUGUGGUCUGUUGGCUGUUCUGGGACCUCAGUAGGGAAUGGCUAUUUCAUUUGGAAG

>hsa-mir-599

UUCGUGACUUCUAUUCAGAACUUUAAUGACUGGGAAUACGUUUAAUGCCAAAGACAUGCUGUCCACAGUGUGUUUGAUAAGCUGACAUGGGACAGGGAUUCUUUUCACUGUUGUGUCAGUUUAUCAAACCCAUACUUGGAUGACAGUCAAUUCAGUUAAAGGAUAAUGGGGUCCCAGGAUACAAAACAUUAUUUCCUUUA

>hsa-mir-3163

CGGACAGGAUGGAGUUCAGGCUUAGCCCUGAUCAGCAAGUUCCUUAGCUUCUUCAAGCCUUGGUUUCCUCAUCUAUAAAAUGAGGGCAGUAAGACCUUCCUUCCUUGUCUUACUACCCCCAUUUUAUAGAUGAGGAAACCAACCAGUGGGGGCUGUUGGGUAGAGAUCAAAUGCAAUAACUUUUGUACAAAUGAAAUAAC

>hsa-mir-3180-5

CAGUGCGACGGGCGGAGCUUCCAGACGCUCCGCCCCACGUCGCAUGCGCCCCGGGAACGCGUGGGGCGGAGCUUCCGGAGGCCCCGCCCUGCUGCCGACCCUGUGGAGCGGAGGGUGAAGCCUCCGGAUGCCAGUCCCUCAUCGCUGGCCCGGUCGCGCUGUGGCGAAGGGGGCGGAGCCUGCACCCGCCCCGCCCCCCC

>hsa-mir-548s

UCCUCAGCCAAAAAAGGAGGAGCUAGACCAGGUGGUCUCGGAGGAAUCUUUCUAUUAGCUUGCUGCAAAAAUAAUUGCAGUUUUUGCCAUUAUUUUUAAUAAUUAUAAUAAUGGCCAAAACUGCAGUUAUUUUUGCACCAACGUACUGUUUUGGGUUCCAUCUUUCCUGGUCAGGGACCUGCCCUCCCGAACCCAGAACU

>hsa-mir-299

CGCCCUCAGGCAACUUCGUGGACAUGAGCCUUCUUCCAGCCACCACCACCACCAUCGUGCGGUACUUGAAGAAAUGGUUUACCGUCCCACAUACAUUUUGAAUAUGUAUGUGGGAUGGUAAACCGCUUCUUGGUAUCCAGCCCAGCCAUCCAAACCUCCCUGGAGAAAGCCUGGAGUUAGAGGAGAGCCACGGGUCUCGG

>hsa-mir-523

UUUAACCUGGUCAAGGAAAAUUGCUACAAAAAACCCAGGGUGCUGGAGCAAGAAGAUCUCAUGCUGUGACCCUCUAGAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAAGAACGCGCUUCCCUAUAGAGGGUUACCCUUUGAGAAAAGCAGCAUUGAAGUUGAUGCUGAUCUUGCUAAUACAUUUGCAGAGCAUGCUUAUC

>hsa-mir-3133

AUUUGUAGGCCUUUUUUGGAGAAAUGUCUAUUCAAAUCCUUUGCCCACCUUUUAUUUUAUUCAGAAAUUGUAAAGAACUCUUAAAACCCAAUAGUAAAAAGACAACCUGUUGAGUUUUAAGAGUUCUUUAUAUAUUCUGAAUGCUAGACCUUUAUCAGACUAUGAUUUGCAAACAUUUUCUCCCAUUGUGUGGGUUGUCU

>hsa-mir-518c

CUUAACCUGGUCAAGGAAAAUUUCAACAAAAAUCCCAGAUGGCUGGAGCGAGAAGAUCUCAUGCUGUGACUCUCUGGAGGGAAGCACUUUCUGUUGUCUGAAAGAAAACAAAGCGCUUCUCUUUAGAGUGUUACGGUUUGAGAAAAGCAACGUUGAAGUUGAUGCUGAUCUUGGUAAUACAUUCGCAGAGCAUGCUUAUC

>hsa-mir-1267

UCACUCAUCACCAAGAGGAUGGCCCAAGCUAUUCAUGAGGGAUCUGCCUCCGUGAUCCAAAUACCUCCCAAAUCUCCUGUUGAAGUGUAAUCCCCACCUCCAGCAUUGGGGAUUACAUUUCAACAUGAGAUUUGGAUGAGGACAAAUAUCCGGACUCCAUCAGUGGUCAAGAACUUUUUAUUUCUGGAGAGCUAUGUUAA

>hsa-mir-548k

AAUGUUGGAAGUGUCCAGGUUUAGGUAUAAAGAAUCAGAAGCUUUUCUCAAGUAUUGCUGUUAGGUUGGUGCAAAAGUACUUGCGGAUUUUGCUUUACUUUUAAUGGCAAAAACCGCAAUUAUUUUUGCUUCAACCUAAUAUGAUGCAAAAUUGGCUACAACUGUAAUUUGUUGAGUGCUGCAAACAAGGUACUUGCUAA

>hsa-mir-3188

UGCCGGCCUCCGGGGACUGGAGGGGGAUGGGGUCCCGCAUGGCUAAAUAACUCCUUGGCGCCUCCUGCUCUGCUGUGCCGCCAGGGCCUCCCCUAGCGCGCCUUCUGGAGAGGCUUUGUGCGGAUACGGGGCUGGAGGCCUGGUGGGGCUGUGUCCGGGGGCUCGCCGGGGGUGUGGGGAGGUCUGCGUUCCUCACCCUC

>hsa-mir-432

UAUCAGAUGCUCCACUGAGUGGAUCCCCCCUUGCCUGGUGUGAACCGUUGCAUGACUCCUCCAGGUCUUGGAGUAGGUCAUUGGGUGGAUCCUCUAUUUCCUUACGUGGGCCACUGGAUGGCUCCUCCAUGUCUUGGAGUAGAUCAGUGGGCAGCUCUUCCAUUUCCUGGAGUGGGCCACUGGGGGGCUCCUUCUUUUCC

>hsa-mir-3192

GAAUGUUGCUGAUUUCUAGUUAUUUCACUGUGGUGAAGGUCUUCAGCUCUAGGAAAGACAGAGGAAGGGAUUCUGGGAGGUUGUAGCAGUGGAAAAAGUUCUUUUCUUCCUCUGAUCGCCCUCUCAGCUCUUUCCUUCUGACUGAAAAUCAUCUUCAGCACCUCUCUUUUACCACCUCUGCCACCACCCACCCACUGCGA

>hsa-mir-340

CUCCUUUUCCAGCUUGAGUCUUCAAGAGGGAGCCUCAACUGAUUUCUAAAACCGUUUGUACCUGGUGUGAUUAUAAAGCAAUGAGACUGAUUGUCAUAUGUCGUUUGUGGGAUCCGUCUCAGUUACUUUAUAGCCAUACCUGGUAUCUUAUACCACAGAUCAUGGCCCGUUGAACAACAUUUUAAGAGAUUUCUAAAGGG

>hsa-mir-4291

UUGAUGGGCUCUGUGAUGGAUGGGUCUCCACUGUGGAGGUGCCACAGCUCAGGACGCCCUGAGGGUGACGCCGGGGGCUUCAGCAGGAACAGCUGGGUGGAGGCAGAGCUGUUCUGCUGUGGCUGCAGCCCUGAACUGUGGGAUUCAGAGCUGAGAGUGAGGUAAUGAAGCCAAGUGCUUCCAGGGUCUACAGAUGGAGG

>hsa-mir-3925

CUGCAAGUUUUCGCUGAGUCUUAUUUCCUGAACAUAAACUCAGGAUCCUGGACCAUGGUCAUGUGGGAAUAGCAAGAGAACUGAAAGUGGAGCCUGUCACAUCUCCAGACUCCAGUUUUAGUUCUCUUGCUAUUUCCACCACAUCUUUCAUCACUUCCUCCACUAAAGUCUUGAACUCCUCAAAGCCAUCCACGUGGGCU

>hsa-mir-99a

AAUUGCAUCAGAUAUUUACAACAAAUUCUAUAUUAAUAGGGGGCCCAUGCAAGAUGUUGCCCAUUGGCAUAAACCCGUAGAUCCGAUCUUGUGGUGAAGUGGACCGCACAAGCUCGCUUCUAUGGGUCUGUGUCAGUGUGGUAAUCUGACAAAAUGCUAUACACAGUGCCGUUCAACAAUAGUUCAGUAAAAUCCUGUUA

>hsa-mir-548g

AUCAUUGCCAGCAAUCUACACAACUUCAUUACCCCUUUAGAGAAACACUUUCUCUGAGUUAUUAGAUUAGUGCAAAAGUAAUUGCAGUUUUUGCAUUACGUUCUAUGGCAAAACUGUAAUUACUUUUGUACCAACAUAAUACUUCAUAUAUGUAUAUCUGUAUGUAUGGUUAUGUACAUGUGUGUAUAUAGAUUACAUGC

>hsa-mir-604

UCAAGCUCUCUUGGCUCAGUGGUCUGUUUCCAUGCACUGAGAGAGGUGUCUGCAGGAGAGCAUCGUGCUUGACCUUCCACGCUCUCGUGUCCACUAGCAGGCAGGUUUUCUGACACAGGCUGCGGAAUUCAGGACAGUGCAUCAUGGAGAAACAUACAUCUUGGGGGCCAUUCUAAAGAACAGACAUCUGGGUCCUCCUC

>hsa-mir-602

AAAACUCAACGCACGAGACCUGGAAGAGGAACGUGAAACACUCCAGAAAUCCCCCUUCUCACCCCCGCCUGACACGGGCGACAGCUGCGGCCCGCUGUGUUCACUCGGGCCGAGUGCGUCUCCUGUCAGGCAAGGGAGAGCAGAGCCCCCCUGGCUUUGGCAGGAGCGUCGGACGCAACGCGCGUCUGGACCAGGUGAAA

>hsa-mir-942

ACAUUUGGAGCAGGCCAUAAAGUGGGUAAAGCUCUUUCACUUUCUUCUUCAGCAAACAUUAGGAGAGUAUCUUCUCUGUUUUGGCCAUGUGUGUACUCACAGCCCCUCACACAUGGCCGAAACAGAGAAGUUACUUUCCUAAUAUUUGCCUCCUUGGAGUGUCUCAAGUCCUGGAAGCAAGAGAUAAUAAGCAAUUAAUA

>hsa-mir-23c

GCCAUAGAACAAUAGUAUAGCUUUUCCCAUUUUUUAAAUGGGCAUCAAGAACAUUGAGUGACUUUCCAGGUGUCACACAGUGAGUGGCAUAAUCAGAGUACAAUUUGAGUCAUGCCCAUACAUCACAUUGCCAGUGAUUACCCAAGGAAAGUGACGUACAUGUGAGGAGGAGGAACAUUAGAAAGGUUAAAACAAGCUCU

>hsa-mir-3658

UCUCCAAGAGACAGAGGAGGGGUCAGGAGGCACUGCUCAUCUGUACAUACUGUUUCCUAUGACAUUACUGUAUUUAAGAAAACACCAUGGAGAUGAAAUGCCUUUGAUUUUUUUUUUCUUUUUGUACUUUGGAACGACAAAAUGAAACAGAACUUGACCCUGAGCUUAAAUAACAAAACUGUGCCAACUACUACUGGUGA

>hsa-mir-92b

CCCCGGGUUCCCGGGUCGGGCCGGCUUCAGGCGGUGGGGAGCGGGAUCCCGGGCCCCGGGCGGGCGGGAGGGACGGGACGCGGUGCAGUGUUGUUUUUUCCCCCGCCAAUAUUGCACUCGUCCCGGCCUCCGGCCCCCCCGGCCCCCCGGCCUCCCCGCUACCCCUAGCGGGGCAGCCCCCGCCCUCCUGGCUCUCCAUC

>hsa-mir-628

ACUAUUAUUUUCAUAAAGGAGCAGCACCAGAAUAGUCCUUAAUAUCGGAGAUAGCUGUUGUGUCACUUCCUCAUGCUGACAUAUUUACUAGAGGGUAAAAUUAAUAACCUUCUAGUAAGAGUGGCAGUCGAAGGGAAGGGCUCAUCUGACUUCUGGAAACCUAUGUUAAAAUACAGUGCUUUGAACCUUGAUCAUGGGCU

>hsa-mir-1280

GAAGCACUGCACCUGGGAGGCUGCGCUCCCAAAGCUCAUCUUGGCAAGCCGUCUGUCCCACCGCUGCCACCCUCCCCUCUGCCUCAGUGUGCCAGGCAUCAGCACUCACUCACAGAGGCAGGCUGGAUGGCGGGUGGGACAACAGCUUCCGCAGCCCCUCCUGUUCCCACUUUGCAGGGAGAAAAGAACACCUUGAUGAC

>hsa-mir-3683

CCCUAUGACUUUGGAAGUAGUACCAUCUCACCCCUUGGAUAUUAUGAACAAUAACACAGAGGGUGUACACCCCCUGCGACAUUGGAAGUAGUAUCAUCUCUCCCUUGGAUGCUACGAACAAUAUCACAGAAGGUGUACACCCCCUGCGACACUGGGAGUAGUAUUAUCUCCCAUCUUGGGUAUCACACACAAUAUCGCAG

>hsa-mir-766

CAAAAGUCCCCAGAGUCUUCACACAAGCCGUGGUGUAUGAAGCUGCAUCCUCAGGACCUGGGCUUGGGUGGUAGGAGGAAUUGGUGCUGGUCUUUCAUUUUGGAUUUGACUCCAGCCCCACAGCCUCAGCCACCCCAGCCAAUUGUCAUAGGAGCUGGAUUGGAAGAAGCGGAAGAAAUCUGUUGCCUGAGUGGAGAAGA

>hsa-mir-1180

GGGGGGACCUUGGGAGCUGUGGUACAGAGGAGGCGCGGCCGCGAGUCCCGGCGGGGCGAAGCCCGCGGCUGCUGGACCCACCCGGCCGGGAAUAGUGCUCCUGGUUGUUUCCGGCUCGCGUGGGUGUGUCGGCGGCGGGGCCUGACACCCCCGGCCUCCUGGCCUCCCGCCUGGCCCAACUGGGGUCUGGGGCUGGGGAG

>hsa-mir-196b

GGCAGCGGCGGAGGCGGCGGCGGCGGCGGGCGAGGCAGCCCUUCGCGGGCAGCACCAGAACUGGUCGGUGAUUUAGGUAGUUUCCUGUUGUUGGGAUCCACCUUUCUCUCGACAGCACGACACUGCCUUCAUUACUUCAGUUGAAAUCGUCUCCAGGUACCUCUGCGCGCGGGGGUCGGGCCGGGCGGGGCAUCACGGCC

>hsa-mir-3929

GGGACAGAUGGCCUGAGAUUUCAUCAUGCUACUCAGAACAGCACACAAUUUAAAACGUAUGAGUUGGCCAGGUGCAGUGGCUCACACCAGUAAUCCCAGCACUUUGGGAGGCUGAUGUGAGUAGACCACUUGAGCCCGGGAGUUCAAGACCAGCCUGGGCAACAUGGCGAACUCCUAUCUUUACAAAAAAUACAAAAAUU

>hsa-mir-595

GUCAGAGUGCAGCACGGGCCACAUUCUCUCUGCCAUGUGCAGAGGGCUCCUGCACGGAAGCCUGCACGCAUUUAACACCAGCACGCUCAAUGUAGUCUUGUAAGGAACAGGUUGAAGUGUGCCGUGGUGUGUCUGGAGGAAGCGCCUGUUGCUGGUUUUUGUUGUUUUGUUAUGUAUUUUUUGCCAUGUUCCAUGCUGUU

>hsa-mir-802

GCCCAUUGCGUGAUUUGAAGCGUGUAUUCCCAGCCUGACUCUUGGUCACCACUCGUUCUGUUAUUUGCAGUCAGUAACAAAGAUUCAUCCUUGUGUCCAUCAUGCAACAAGGAGAAUCUUUGUCACUUAGUGUAAUUAAUAGCUGGACCUUGCAAAGGAAGGUGGGAGAAGGAAGCCGUUCAUGCAUAGACCUGGAUAAA

>hsa-mir-3146

UGGUGAAUAAUACCAAAAUUGCCUCUUAUUCAGUCAUGUCCACAGAGAUACACAUUUUCUUUGCUAAGUCCCUUCUUUCUAUCCUAGUAUAACUUGAAGAAUUCAAAUAGUCAUGCUAGGAUAGAAAGAAUGGGACUUGGCCAGGGAAGAAGAGUUGAUUUACUGCUAAUGCAUUAAUUGGGCAUUUUGUUUCUGUGUAU

>hsa-mir-9-2

ACUGCCAGAAAGGAUCAGGACCUGGAGUCUGGCAAGAGGAAGACAGAGGCCUGUGUGGGAAGCGAGUUGUUAUCUUUGGUUAUCUAGCUGUAUGAGUGUAUUGGUCUUCAUAAAGCUAGAUAACCGAAAGUAAAAACUCCUUCAAGAUCGCCGGGGAGCGUGUGAGAAUGAAAGACUACAGCCGAGAGACAGUAAAAACC

>hsa-mir-492

GUGACUAGUACCAGAAGCAGGGGCACAGGCCCUCCCACAACUACAGCCACUACUACAGGACCAUCGAGGACCUGCGGGACAAGAUUCUUGGUGCCACCAUUGAGAACGCCAGGAUUGUCCUGCAGAUCAACAAUGCUCAACUGGCUGCAGAUGACUUCUGAACCAAGUUUGGUUUGAGUGUUUGGGUGCUGGAUGAGGUG

>hsa-mir-4295

UUCUCCUCAGUCUUUAUUCCAUAAGAAAUAUGCUUCAAUGGCUUAUGCAUUUAGAAUUGACUUUGUGGAACAGUGCAAUGUUUUCCUUGCCUGUGGCAAGACCACUUCGGUUCAAGGCUAAGAAACUAGACUGUUCCUACAGAGACCCUCUGGGUGACUCAUCUCUUUUGAGAUCCUGAUUGUCCAUUUUUUGGUUGGUG

>hsa-mir-658

CUGGAAGGGUAGUCAUUGGUUCGCCGCUCUGUCUCGGCCUGAGCCCGCCCCCGCUCGGUUGCCGUGGUUGCGGGCCCUGCCCGCCCGCCAGCUCGCUGACAGCACGACUCAGGGCGGAGGGAAGUAGGUCCGUUGGUCGGUCGGGAACGAGGCUCAGGCGGCCAGGCCCGCGCGGAGCCGUUGCCAUGGCAGCCGCCGCC

>hsa-mir-490

CCAACGGUGGUGAAGAGGAUCUCCCUUCACUUUAUGGAGGCCUUGCUGGUUUGGAAAGUUCAUUGUUCGACACCAUGGAUCUCCAGGUGGGUCAAGUUUAGAGAUGCACCAACCUGGAGGACUCCAUGCUGUUGAGCUGUUCACAAGCAGCGGACACUUCCAACUCCAUCUUCCCAAGAACUAAAUGGGUGUCUUCUAUA

>hsa-mir-566

AGUUCGAGACCAGCCUGACCAACAUGGAGAAACCCCAUCUCUACUAAAAAUACAAAAAUUAGCUAGGCGUGGUGGCGGGCGCCUGUGAUCCCAACUACUCAGGAGGCUGGGGCAGCAGAAUCGCUUGAACCCGGGAGGCGAAGGUUGCAGUGAGCCAAGAUCGCGCCAUUGCACUCCAGCCUGGGUGACAGAGUGAGACU

>hsa-mir-3936

AGGCCCAAGCUUAGUCCAAUAUUAUAGCUUCAGCAUCAGAGUAGAGAAUGAUUCAGAGCAUCUGUCCAGUGUCUGCUGUAGAUCCCUCAAAUCCGUGUUUGGACGCUUCUGGUAAGGGGUGUAUGGCAGAUGCACCCGACAGAUGCACUUGGCAGCAAUAACUUAUGCAUACCUGAAGAAUGACCCUAUGGUCUAAGAAG

>hsa-mir-562

UGUGUACAGGUUUUGGUGUGGACAUUCAGUUAUUUUGGGUAUACACCUAGGAGUGAAAUUGCUAGGUCAUAUGGUCAGUCUACUUUUAGAGUAAUUGUGAAACUGUUUUUCAAAGUAGCUGUACCAUUUGCACUCCCUGUGGCAAUGUAUGAGGGUCUCAGUUGCUCCAUAUCCUAACACUUGUUAUCUGUAUUUGUGAU

>hsa-mir-1257

GGGGACGGGGGGAUGCUGGGCACCAGGGGGACCUGUGGGCCAGCUGGCCCUGGGCUUGUGCUUGGGGAGUGAAUGAUGGGUUCUGACCCCCAUGCACCCCUGUGGGCCCCUGGCAUCACUGGCCCCAUCCUUCACCCCUGCCAACCACGCUUGCCCUGUGCCUCUGAAGCUCCCCCACUAAGGGGGUGGAGUCUAAUUCC

>hsa-mir-3171

UACAUAUACUAAUUCUUGUUUUAUAGAUAGAUAAAUGGAUAUAUGUGUGUAAAUAUUUAUGCAUAUAUAUAGAGAUGUAUGGAAUCUGUAUAUAUCUAUAUAUAUGUGUAUAUAUAGAUUCCAUAAAUCUAUAUAUGUAUGUGUGUAUAUAUAUGUAAAUACAUAUAAAAUAUGUAUGGAAUAUCUCUCUCUAUAUAUAU

>hsa-mir-558

GUAGGGGAAUUAUUCUCUUUGAUUUCAUGUCGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGGUUAUUUUGGUAUAGUAGCUCUAGACUCUAUUAUAGUUUCCUGAGCUGCUGUACCAAAAUACCACAAACGGGCUGGCUUAAAACAACUGAAAUUUAUUCUCAAUAGUUGAGGAGGCUGUAAGUCUGAAAUCA

>hsa-mir-3677

GGAGCUGGGGUUUCUGGAGCCUCAGGGGCCCUGGUUUGCUGGAAGGGCAGGCAGGGCUUCAUGGAGGGCAUUAGGCAGUGGCCAGAGCCCUGCAGUGCUGGGCAUGGGCUUCUCGUGGGCUCUGGCCACGGCCCUGAGCUCCUCCCCUUACCUUCCCAGAGCGGAGGGUCACCUGCUGAGCUGGGCACGGGCUUCUCGUG

>hsa-mir-634

AGAAAUACUUUCCCCACACUUCUAAGAGAGAUGGCAGAAACACCACAAACCCACACCACUGCAUUUUGGCCAUCGAGGGUUGGGGCUUGGUGUCAUGCCCCAAGAUAACCAGCACCCCAACUUUGGACAGCAUGGAUUAGUCUUGGCCUGUUUUGAACUCUGCACAAACCGAACCUUGUAGUGUUGCUCCUGGCCUGGCU

>hsa-mir-520a

UUAAACCUGGUCAAGGAAAAUUCCAACAAUAAACCCAGAGUGCUGGAGCAAGAAGAUCUCAGGCUGUGACCCUCCAGAGGGAAGUACUUUCUGUUGUCUGAGAGAAAAGAAAGUGCUUCCCUUUGGACUGUUUCGGUUUGAGUAAAGCAGCGUUGAAGUUGAUGCUGAUCUUGGUAAUACAUUUGCAGAGCACGCUCAUC

>hsa-mir-573

UUUAAUAACCUUAGAGAAACAUGUAGGAUUUUCUACAAAAAGUGUCGGCUGCUUUAGCGGUUUCUCCCUGAAGUGAUGUGUAACUGAUCAGGAUCUACUCAUGUCGUCUUUGGUAAAGUUAUGUCGCUUGUCAGGGUGAGGAGAGUUUUUGAGAUGCAAAUUUUCCCGUUUUUGUUUUAUUACCAUGGAGAAAUGUAAUA

>hsa-mir-3141

GCCUUGGGAACUUUUAAAGUAUGUCAGGACCCACAAGAGGAGGAUCAACUUUAAACAGGGAUGUAGAGGGACUCACCCGGUGAGGGCGGGUGGAGGAGGAGGGUCCCCACCAUCAGCCUUCACUGGGACGGGAGAUGCUGAGUGGGCUCAGGCGGCACUUAUCUGCCCCUCCCUGGGGGCCUGAGUCAGUCGGGACUUCG

>hsa-mir-132

CCCCCGCGGCCCUGACGUCAGCCCGCCCCGCGCCGGCGCCGUCCGCGCGCCCCGCCCCCGCGUCUCCAGGGCAACCGUGGCUUUCGAUUGUUACUGUGGGAACUGGAGGUAACAGUCUACAGCCAUGGUCGCCCCGCAGCACGCCCACGCGCCGCGCCACGCCGCGCCCCGAGCCGCGGGCUGGGGACGCGGAGCAGAAG

>hsa-mir-606

GCUUUGUUCUGUGUUUUUUUUUUUUCCCCCCCCUCUGGCUGCUUUCAGAAUUUUCACUGUAUCCUUGGUUUUUAGUAGUUUUACUAUGAUGAGGUGUGCCAUCCACCCCAUCAUAGUAAACUACUGAAAAUCAAAGAUACAAGUGCCUGACCACUUCUACCCCUCAUCCCCUACUUGGGAUUUUCUGAGGUUCUUUGAAC

>hsa-mir-513c

UUGAAUAAAAACGGCAUGAAUAGGGAACAUUUGGUCUGGGAUGCCACAUUCAGCCAUUCAGCGUACAGUGCCUUUCUCAAGGAGGUGUCGUUUAUGUGAACUAAAAUAUAAAUUUCACCUUUCUGAGAAGAGUAAUGUACAGCAUGCACUGCAUAUGUGGUGUCCCUAGGGAUGGGGCUGUAGCUGCGAGCAUGGUGAUG

>hsa-mir-324

UACUGCUGGCAGGCACCUGAGCAGAACAUCAUUGCUGUCUCUCUUCGCAGAAGCUGAGCUGACUAUGCCUCCCCGCAUCCCCUAGGGCAUUGGUGUAAAGCUGGAGACCCACUGCCCCAGGUGCUGCUGGGGGUUGUAGUCUGACCCGACUGGGAAGAAAGCCCCAGGGCUCCAGGGAGAGGGGCUUGGGAGGCCCUCAC

>hsa-mir-1276

CUUGGGCCUCUGCGUUGGUCUCGAGGGUGAGUCACUGGCGGCCCCACCUCCAAGCCAUCACUUGCCCCAGCUAGGUAAAGAGCCCUGUGGAGACACCUGGAUUCAGAGAACAUGUCUCCACUGAGCACUUGGGCCUUGAUGGCGGCUCUUGUUCCAAGGCAAGGGGGAUGUCUAGCCAGUACCGCUUGGAGCCCGGCCCA

>hsa-mir-548e

UUUCCUUUUAAAAGUUUUUUCUAAUUUACCCUUUUGUUUCUUCUGUGAUCUAUGGCUUUAUUAGGUUGGUACAAAAGCAAUCGCGGUUUUUGCUAUUACUUUUAAAGGCAAAAACUGAGACUACUUUUGCACCAACCUGAUAGAAGAAUGUUAUUUUGUUCCCAAAAGCUUGACAAUUUUCCAUGAUAUAUUAUUGACUU

>hsa-mir-590

UUUGGCUGAACAGGUGACGACUACCUGUUGAAUAAUAUAGUUCUUAAAAGUCCUGUAGCCAGUCAGAAAUGAGCUUAUUCAUAAAAGUGCAGUAUGGUGAAGUCAAUCUGUAAUUUUAUGUAUAAGCUAGUCUCUGAUUGAAACAUGCAGCAGCUGUCUUCUUAGAGCCAACCAGCAGCUCAGGGAACGGCCUUUCCCCU

>hsa-mir-1272

GUCCUGGUUCUCAGUGGGGUCUCUUUCCCUUGGGGAAGCCAGAUCAGAUCUGGGUGCGAUGAUGAUGGCAGCAAAUUCUGAAAACGUGCUCAGUGUCUUUAUAACAGGAAAGCCGUAAACUUAGAAAUGUAGGCUGCAGCUCGUGUGCUCUGUGGUCUGGGCUGGUAGGGAUGGCUGGGCCUGCUCCAGCACCCAUCCCC

>hsa-mir-3692

GGAGACACACUCAGACUUCCAGUUUUACUCAGCACCUACCACCUGUACUCUUCUGAGGUUCUUUGCCAUUCCUGCUGGUCAGGAGUGGAUACUGGAGCAAUAGAUACAGUUCCACACUGACACUGCAGAAGUGGAGAUCUCUGGAGUCUCUGCAACCCCACCCUCUCUUCACAGGGAGCAAGUUACUUCUUGAGUAUAAC

>hsa-mir-1323

ACAGCGAACCCUAGUGUGAGUUAACCACGUAGGAAGAGUUUGAAGUCAGACAUGACAUUCAGACUGAGGUCCUCAAAACUGAGGGGCAUUUUCUGUGGUUUGAAAGGAAAGUGCACCCAGUUUUGGGGAUGUCAAUUGUGAAUCCUCAUCAUAACCCAUCCCCAGUCCCCCAUCGCAUUGCACCACAUGGAUGCACCCAG

>hsa-mir-585

GAGAAGCCAGCACGAGAUGGAGCAGCUGGGGGAGGCUGCAGGGGGAGUGUGGGGUGUCUGUGCUAUGGCAGCCCUAGCACACAGAUACGCCCAGAGAAAGCCUGAACGUUGGGCGUAUCUGUAUGCUAGGGCUGCUGUAACAAUGUACCACAAACUGGGUGCCUUACAACAGCAAUCAUCCUUUCAGACUUCUGGAGCCU

>hsa-mir-504

UCCAUUUCCCACAUAGAUUCACAACAGAAGACAGAAAAUAUGGAGUGGAAUGUUGAAUCAGCUGCUGUUGGGAGACCCUGGUCUGCACUCUAUCUGUAUUCUUACUGAAGGGAGUGCAGGGCAGGGUUUCCCAUACAGAGGGCACAGACUACCACCGUAUGGCAAAUGUUGACUGGAACUCAACUUCAAAGCCAUUUCAC

>hsa-mir-1914

GUUCCCCCGGGGAGAGGCUGGGGACAAGCUACCCAUUCUGGGGUAUGACACCUAUCAGCACGUGUGAGCCCGCCCUGUGCCCGGCCCACUUCUGCUUCCUCUUAGCGCAGGAGGGGUCCCGCACUGGGAGGGGCCCUCACAGCCUACCCCGCUAGCUUUCUGCCUGAUGGUGAGCUUGCCCCGUUGUUCGCCGCCAUCUU

>hsa-mir-3127

ACAAGAUUCUGUCUCAAAAAUAACAAAAAAGAAAAUAACCACUGAGGUGGGCCCCUAGGCUGGCCAGGCCCAUCAGGGCUUGUGGAAUGGGAAGGAGAAGGGACGCUUCCCCUUCUGCAGGCCUGCUGGGUGUGGCUGGACCCCUCGUGUGCUCACCCACUCUGAGGAGCUUGCAUCCAGCUCUGCUCUUACUCUCCAGC

>hsa-mir-302b

UUUGUUUUCUUUCUCCUCAGCUCUAAAUACUCUGAAGUCCAAAGAAGUUGUAUGUUGGGUGGGCUCCCUUCAACUUUAACAUGGAAGUGCUUUCUGUGACUUUAAAAGUAAGUGCUUCCAUGUUUUAGUAGGAGUGAAUCCAAUUUACUUCUCCAAAAUAGAACACGCUAACCUCAUUUGAAGGGAUCCCCUUUGCUUUA

>hsa-mir-331

AUGGGUGAAAAGCCCAGAAGUCUACCUGAGCUGAAAGCACUCCCAAGGAGUUUGGUUUUGUUUGGGUUUGUUCUAGGUAUGGUCCCAGGGAUCCCAGAUCAAACCAGGCCCCUGGGCCUAUCCUAGAACCAACCUAAGCUCGCGCAUCAUUCCUGGAACAUCAAGAGUGUGAAGACUGAAGAUAACCUGAGGCCUACCAG

>hsa-mir-210

CCAAGUUGGAGGGGACGGGGGUGGGGUCAAUCCCUCCGCCCGCCCACCCGGCAGUGCCUCCAGGCGCAGGGCAGCCCCUGCCCACCGCACACUGCGCUGCCCCAGACCCACUGUGCGUGUGACAGCGGCUGAUCUGUGCCUGGGCAGCGCGACCCUCCUGGCCCCGUGUCCGGGUCUGGCGGGCAGGCGAGCGGCCACAC

>hsa-mir-1468

GCCUAAGCAAAGGUACCAGCCUGUGUUGUGUUCCCCAGAGUUGGGGGAAUCAUAAAGAGGUGGGUGGUUUCUCCGUUUGCCUGUUUCGCUGAUGUGCAUUCAACUCAUUCUCAGCAAAAUAAGCAAAUGGAAAAUUCGUCCAUCAACAAGCUACCUUUCAUGUUCCUAAGGGCAUGAAGGAGAAGCCUGGAGUGGUGUGU

>hsa-mir-3181

CGGCCGGCGGGCGGCCGGAUCCCCUCGGCGCAGCCGCCUGGCCUCAGGGCGUCCGGAGCCGCCGCGGCGACCAUCGGGCCCUCGGCGCCGGCCCGUUAGUUGCCCGGGCCCGAGCCGGCCGGGCCCGCGGGUUGCCGAGCCCGCUGACGUCAGCCCGGGUUUCCCCCCCCCACCGGGGCUUCCCCAUCCCCCGAGGCUUC

>hsa-mir-874

GAACCUGCUUGGACAAGUCUUCUGGCUCGACCUCGACAUGCUCCAUCGGAUGAAUUGUUGGUGUUAGCCCUGCGGCCCCACGCACCAGGGUAAGAGAGACUCUCGCUUCCUGCCCUGGCCCGAGGGACCGACUGGCUGGGCCUGCCUUCUGCCCAGCUCACCGGUCACAGAAGAGAGUUUGGACAUGCAUUCUACUCUUG

>hsa-mir-142

UGGAGCAGGAGUCAGGAGGCCUGGGCAGCCUGAAGAGUACACGCCGACGGACAGACAGACAGUGCAGUCACCCAUAAAGUAGAAAGCACUACUAACAGCACUGGAGGGUGUAGUGUUUCCUACUUUAUGGAUGAGUGUACUGUGGGCUUCGGAGAUCACGCCACUGCUGCCGCCCGCUGCCCGCCACCAUCUUCCUCGGC

>hsa-mir-1299

GAAACAUUCAGACCACAGCAGGAAUGUUCUGGAGUCCUAAGUGAGGAGCAAACAUUAAGACCCUCAUGGCAGUGUUCUGGAAUCCUACGUGAGGGACAAUCAUUCAGACCCACGUAGCAGUGUUCUGGAAUUCUGUGUGAGGGACAAACAUUCAGACCCUCGUAGCAGUGUCCUGGAAUCCUGUUUGACAGACAAUCAUU

>hsa-mir-449c

UCGUUUGCAUCUGAAUCGUACUUUCUAGUUUCUGCCUCCACAGCAAAGGAUAAAGCUGGGAUGUGUCAGGUAGGCAGUGUAUUGCUAGCGGCUGUUAAUGAUUUUAACAGUUGCUAGUUGCACUCCUCUCUGUUGCAUUCAGAAGCACGCCCCCCAAAGAAAUGGAAAUGGUGCCAUCUUGUGGACAAUGUGGAGAAGUG

>hsa-mir-1271

GGGAGGGAGCUCCUUGGUGCAGGGCCCCUGCUUGCCUUGCUCACCUCUGUAUCUGCAGCACCCAGAUCAGUGCUUGGCACCUAGCAAGCACUCAGUAAAUAUUUGUUGAGUGCCUGCUAUGUGCCAGGCAUUGUGCUGAGGGCUUUGUGGGGAUUCAGAGGUAAGUGCCUCUGACUCUCACAGCUUAGAAUCCUCAAGUG

>hsa-mir-3685

UGAGAAUAUUCUUUCAGAGGUAUUUUCAUUUUUACUUUUUGAUUAAUUGUGUUUUAUAUAUUAGGGUAGUACAUUUCCUACCCUACCUGAAGACUUGAGAUUAUAGUCUUUGGGGGGAUGGGCAAAGUACUCUCUUUUUUUGCAUCUUUUAAAUUGUGAUUUUUAAAAACACAUAUAAAUUUUACUAUCUUAACCAUUUU

>hsa-mir-126

CCCCGUCCCGGGGUCCUGUCUGCAUCCAGCGCAGCAUUCUGGAAGACGCCACGCCUCCGCUGGCGACGGGACAUUAUUACUUUUGGUACGCGCUGUGACACUUCAAACUCGUACCGUGAGUAAUAAUGCGCCGUCCACGGCACCGCAUCGAAAACGCCGCUGAGACCUCAGCCUUGACCUCCCUCAGCGUGGCCGGGACC

>hsa-mir-3687

AGGCGUCCGUCCCGGGCGUCGGCGUCGGGGAGAGCCCGUCCUCCCCGCGUGGCGUCGCCCCGUUCGGCGCGCGCGUGCGCCCGAGCGCGGCCCGGUGGUCCCUCCCGGACAGGCGUUCGUGCGACGUGUGGCGUGGGUCGACCUCCGCCUUGCCGGUCGCUCGCCCUUUCCCCGGGUCGGGGGGUGGGGCCCGGGCCGGG

>hsa-mir-572

GGCUCCGAGAAGAAAGAGUGUGGCCCGGGGCGGGCGCAUUAGGAGGUGUCGAGGCCGUGGCCCGGAAGUGGUCGGGGCCGCUGCGGGCGGAAGGGCGCCUGUGCUUCGUCCGCUCGGCGGUGGCCCAGCCAGGCCCGCGGGACUCAGACCAGCGGGGAGCGCGACCUCCGCCCUUGGGGCUCUCCCGCUGGGCCGGAGAC

>hsa-mir-1298

UCCCCUUUAUAUAGGAUGUCUUGAAGCCGAGAAGGAAGAGCUGUUGGAGAGACGAGGAGUUAAGAGUUCAUUCGGCUGUCCAGAUGUAUCCAAGUACCCUGUGUUAUUUGGCAAUAAAUACAUCUGGGCAACUGACUGAACUUUUCACUUUUCAUGACUCAGCUGGAACCCUCCACAACCAGAAGAGCCUGUUAUAAAGU

>hsa-mir-1237

AGCGCCAGAGCGGCCAGGAGUUCGCAGUCAAGAUCCUCAGUCGCAGGUGGGAGGGCCCAGGCGCGGGCAGGGGUGGGGGUGGCAGAGCGCUGUCCCGGGGGCGGGGCCGAAGCGCGGCGACCGUAACUCCUUCUGCUCCGUCCCCCAGGCUGGAGGCGAACACGCAGCGCGAAGUGGCUGCCCUGCGCCUGUGCCAGUCA

>hsa-mir-3134

UAGAUAAGUUCUUUAUUGAUGAUUUCUGAGAUUUUGGUGCACUGGUCCCCUGAGCAAUGUACACUGUAUCCAAUGUGUAGUCUUUUAUCCCUCACAUGGAGUAAAAUAUGAUGGAUAAAAGACUACAUAUUGGGUACAAUUUGGGAACUUCCCCCUGAGUCCCCAAAGUCCAUUCUAUCAUUUUUGUGCCUUCGCGUCUC

>hsa-mir-4277

UCCUGCCAGUGCUUAGCAGGGAGGAGAUGGGGCUGUGACUGCCCGGUCACUUGUCUGGCUCUGGGUCGAGGCAGUUCUGAGCACAGUACACUGGGCUGCCCCCACUGCCCAGUGCCCUGCUCAGCUCAAGUCCUUGUGCCCCUCCAUGUCUAGACAAAGCUGCCCCUGGGCGGGCUCCAAGUGGGGGCAGGGGCCGCCUG

>hsa-mir-660

UUCUGUCUUUCUUUCUCUCUCCUCCCCCACCCCCCUCCCAUGUGCAGAAGAAUGAACUGCUCCUUCUCCCAUACCCAUUGCAUAUCGGAGUUGUGAAUUCUCAAAACACCUCCUGUGUGCAUGGAUUACAGGAGGGUGAGCCUUGUCAUCGUGAAUCUUCUGCUGAACAAUCCAAGUAGCCCGUGUUUAUUGCGCACUUU

>hsa-mir-204

GGGUGGAGGCAAGCAGAGGACUUCCUGAUCGCGUACCCAUGGCUACAGUCUUUCUUCAUGUGACUCGUGGACUUCCCUUUGUCAUCCUAUGCCUGAGAAUAUAUGAAGGAGGCUGGGAAGGCAAAGGGACGUUCAAUUGUCAUCACUGGCAUCUUUUUUGAUCAUUGCACCAUCAUCAAAUGCAUUGGGAUAACCAUGAC

>hsa-mir-759

UAUUUUUCAGUGCAAAAGAAUGACUUUCAAAGUAUAUAUUAUGGAAAGGAUUAUAAUAAAUUAAAUGCCUAAACUGGCAGAGUGCAAACAAUUUUGACUCAGAUCUAAAUGUUUGCACUGGCUGUUUAAACAUUUAAUUUGUUAGAAUGGAAGUAGCGGCACAGAAUAAGCAUGUUAAUUAAACUUGGGCUUUAGCAAUG

>hsa-mir-300

UCCUGGAGCUGGUGGCAACUUAGUCACAGAGGAAAUGGCCUUCCUGUCACUGCCAUCAUUUGCUACUUGAAGAGAGGUAAUCCUUCACGCAUUUGCUUUACUUGCAAUGAUUAUACAAGGGCAGACUCUCUCUGGGGAGCAAAUCCUGCCUGGGAAGCCUUCUUGGGAACAAGGCUGACUCCAGCAACCUGUUAGAUGGC

>hsa-mir-1231

ACUCUGCCCACCAACUGGAUCAGCUUCGGGAGACCAUGCACAACAUGCAGGUCAGUGUCUGGGCGGACAGCUGCAGGAAAGGGAAGACCAAGGCUUGCUGUCUGUCCAGUCUGCCACCCUACCCUGUCUGUUCUUGCCACAGUUGGAGGUGGACCUGCUGAAAGCAGAGAAUGACCGACUGAAGGUAGCCCCAGGCCCCU

>hsa-mir-548z

AAUCAGAAUAAAAGAGAUUAAGCAACAAUUUUCUACUUAGGCUUCAACAAGCCUGAAAGUAUUAAGUUGGUGCAAAAGUAAUUGAGAUUUUUGCUACUGAAAGUAAUGGCAAAAACCGCAAUUACUUUUGCACCAACCUAAUAGAUGCCAAUGCCGAUUCCUUUCUCAUCGCAAUUUUUCAACAAAAGACAGUAAGCCUA

>hsa-mir-27b

CUGAGGAAGAUGCUCACCGGUCACCGUCCCUUUAUUUAUGCCCAGCGAUGACCUCUCUAACAAGGUGCAGAGCUUAGCUGAUUGGUGAACAGUGAUUGGUUUCCGCUUUGUUCACAGUGGCUAAGUUCUGCACCUGAAGAGAAGGUGAGAUGGGGACAGUUAAGUUGGAGCCGCUGGGGCAGAGGCCGUUGCUGACGGGC

>hsa-mir-888

AUGGAAGCUACAGGUGGAGAACACGCAAGAUGCGACAGCACCUCCACAAUUAGCCAUGUUGUGGGCAGUGCUCUACUCAAAAAGCUGUCAGUCACUUAGAUUACAUGUGACUGACACCUCUUUGGGUGAAGGAAGGCUCACCAAGUACACUUUUGUGGUGGUCCUCAGACUGGUGAGGGGGUAGACCUGCAAGCAACUUG

>hsa-mir-877

UUCAGGGACAGCUGGAACAAGGGGAUGACACAGCUGCUGAGAGGCUAGAGAAGGUAGAGGAGAUGGCGCAGGGGACACGGGCAAAGACUUGGGGGUUCCUGGGACCCUCAGACGUGUGUCCUCUUCUCCCUCCUCCCAGGUGUAUGAGGAAUUGCGGGCCACUGGGGCGGCAGCUGCAGAGGCCAAAGCACGGCGGAUCC

>hsa-mir-3167

GCUGCUGCUCCAUUCAGGAGCCACCUCCAGGCCUAUGCCCACCUGUGCCCUCGACACGGCUGUGGAGGCACCAGUAUUUCUGAAAUUCUUUUUUCUGAAAUUCUUCAGGAAGGAUUUCAGAAAUACUGGUGUCCCGACAGCCGUGUGACCAUCAGCAAGCCACAGAAACCCCUGCCCUGGCCGGUGGGUCCCCUCCUUCA

>hsa-mir-3908

UCCAGUGGGAGGAUCCCUUGAGUUCAAGAGUUCUAGUCUAGCCUGAGCAAUGUAGGUAGACUGUUUCUAAAAAAAUAAAAAGUUAAAAAAAUUUAUGUUAACGUGUAAUGUGUUUACUAAUUUUUUUUUUUUUUUUUGGAGACAGAGUCUCCCUCUGUCGCCAGGCUAGAGUGCAGUGGCUCGAUCUCAGCUCGCUGCAG

>hsa-mir-4285

CCCCGCCCCCAGGGCCACCGCCCACUGUGCCGCGCAUCGAUUGGUCGCGGGCCCAUUAGCUGGGGCGGCGAGUCCGACUCAUCAAUAUUUUAAGGAAUGACCCGGCCUUGGGGUGCGGAAUUGCUGCGCGGGCGGGGGCUGAAGACCGGCUUUUUUUUUUUUUUUUUUUUUUGGUCCUCCAAUUGUCAGCGCUAUUUUUA

>hsa-mir-4308

CAGAGAGCUGGAGUUGUUGGUGCUGAUCACCAGAUACUCCAGACGGCACUAAUUCCUAUACUAUGGGUUCAGAGGGAACUCCAUUGGACAGAAAUUUCCUUUUGAGGAAAUCUUUCCCUGGAGUUUCUUCUUACCUUUUUCCCUCACUUUCUCCACAGCAGAAACAGGUCUGUUUGUCCUUAAAUAUUUACCUAUAUAUU

>hsa-mir-758

CUGCUCUGGCUUGGCAGCAGGGUUAACUUGCGGACAAGGAGCGUGGUGUCAGCACGUGCCUGGAUACAUGAGAUGGUUGACCAGAGAGCACACGCUUUAUUUGUGCCGUUUGUGACCUGGUCCACUAACCCUCAGUAUCUAAUGCCCCCUUGGAGAACUUCCUGGAAGAGGUGUCAACUUUUUGGGAAAGAGACAGUAAA

>hsa-mir-508

AAAUUCUUCAUCGUAUCUAAACUUCACGUAUAUAUUUGGGUAGAGCCACCACCUUCAGCUGAGUGUAGUGCCCUACUCCAGAGGGCGUCACUCAUGUAAACUAAAACAUGAUUGUAGCCUUUUGGAGUAGAGUAAUACACAUCACGUAACGCAUAUUUGGUGGCCAUGGGUGUGAGUGUAUACAGCCGCAUGCACAGAGC

>hsa-mir-567

UAGGUGGAAGGAGGAGGUUAGGAUCACCUCAACUUUUUGUGAUGAAUCUAUGGAAGAGGAUUCUUAUAGGACAGUAUGUUCUUCCAGGACAGAACAUUCUUUGCUAUUUUGUACUGGAAGAACAUGCAAAACUAAAAAAAAAAAAAGUUAUUGCUUAAAUUCAUUUCUUGAGUUGCAGUAUGAUGCUGUUUAUGUUUUAA

>hsa-mir-548q

UUUUGAGUUUAAUGGAAAGAAGCUACAAAUACUUUCACACGUAAGAAUAUAUUAGGCUGGUGCAAAAGUAAUGGCGGUUUUUGCCAUUACUUUUCAUUUUUACCAUUAAAAGUAAUGGCAAAAAGCAUGAUUACUUUUUCACCAACCUAAGAUUCAUGCAUUCCAAGGGUGCCGAUUUCCAUGGCUGACAAAGAGCCCCU

>hsa-mir-376c

GUCUUUAAUUUUGAUAGAUUGUGCUUAGGUUCAUGCUUUCCAGGACUCAAUCCUUCUUUGGUAUUUAAAAGGUGGAUAUUCCUUCUAUGUUUAUGUUAUUUAUGGUUAAACAUAGAGGAAAUUCCACGUUUUCAGUAUCAAAUGCUGCUUGGAAACAUUCCUGGACUGAAACCACCAUCAGGGAAGAGACAAUAAAGUCC

>hsa-mir-1178

CUACCUGCAAGCCAGGGCCAGACUCUCUGGGCCCGGCUGGGGUAGAGAAGCCCAGGCGUUGGCUGGCAGAGGAAGGGAAGGGUCCAGGGUCAGCUGAGCAUGCCCUCAGGUUGCUCACUGUUCUUCCCUAGAAUGUCAGGUGAUGUGUCACCCCAAGUGCUCCACGUGCUUGCCAGCCACCUGCGGCUUGCCUGCUGAAU

>hsa-mir-2117

AUCUCAUCAACCACAUGUUUAUAGAGAGAGCAGUGGCCCUUAAGGAACUGGAGAGAAUGCUCUGAUUUACUUCUGUCCGGCAUGGUGAACAGCAGGAUUGGCUGUAGCUGUUCUCUUUGCCAAGGACAGAUCUGAUCUGAUUGCCUUGAGGUGAAAGUGAGGUAAGGUGGGGCGGGGAUUAGCUUUUGGCUCCCAAGAAU

>hsa-mir-3664

CAUGCGUGUGGGGUUUUUUUCCCCUCCUUUCCACUGUGCACCCCGUCUCCUCUGUAAACUUGAAGGUAGGGAACUCUGUCUUCACUCAUGAGUACCUUCCAACACGAGCUCUCAGGAGUAAAGACAGAGUUCCCUACCUUCAAUGUGGAUCUGCAAAAAGAUCUGAAAAGCGAAUGCCUUCUCCGUAGCUCGUUGGCAGU

>hsa-mir-605

AUUCUUUAAAGUAGGAACUUUGGUAGAACUUUCACAGCCUGUAACAUAUGUCUCUAGCCCUAGCUUGGUUCUAAAUCCCAUGGUGCCUUCUCCUUGGGAAAAACAGAGAAGGCACUAUGAGAUUUAGAAUCAAGUUAGGACUGCAGAUACAGGUUACCUAUGUUACAGGCUGACAGCCACAGGUAUAUUGCUCUCUGCAC

>hsa-mir-561

CAGCUUUUUCUUAAUAUUAGGUGUUACAGUUGAUCCAUUUCUUGAAACUUCAUCCACCAGUCCUCCAGGAACAUCAAGGAUCUUAAACUUUGCCAGAGCUACAAAGGCAAAGUUUAAGAUCCUUGAAGUUCCUGGGGGAACCAUGGAUGGCUAUCCUUAUUUCUAUAAGAGAGGAGACUGAAUACUGUGGGCUCAGUCUU

>hsa-mir-4316

UAAUUUGUUCCAGCAGCCCCAGGACACUCACAACGAGACCCCUGGGAAGAUGAAACCCCUGGCUGCACAGUGGCCCAGGGUGAGGCUAGCUGGUGUGGUCACCCACUCUCCAGCCCAGCCCCAAUCCCACCACAACCACAUUCGACAAAUGGCCCACUGUGGGCCAACGGACACGUGGCCAUUCCAGAGCUGCCACAUCA

>hsa-let-7d

GUUAAUUUGAAGUGCAUCUGCCAAGUAGAAGACCAGCAAGAAAAAAAAAAUGGGUUCCUAGGAAGAGGUAGUAGGUUGCAUAGUUUUAGGGCAGGGAUUUUGCCCACAAGGAGGUAACUAUACGACCUGCUGCCUUUCUUAGGGCCUUAUUAUUCACCGAUAACCUGUUUCCUUGCUACUUUGCUUUGGUGUAAGCAGAG

>hsa-mir-668

CUUGUCUGGAAGGACGAACUGCAUCCUUGCUGCUGGGGAGAAGGCAGUGCCCUCAGCACUCCCUUAAGGUAAGUGCGCCUCGGGUGAGCAUGCACUUAAUGUGGGUGUAUGUCACUCGGCUCGGCCCACUACCCAAUACUAUCCCACCCAUUCCUAACAGGACUCCCGAGAAGGGCGGCCACCUCUGCCAGAGAGGCAAU

>hsa-mir-3612

AAAUGGUGACCUAUCUUGGGUUUUGCAGAGCAGUAGAAACUUCAGUCAUUCACUUUGGGGACUGGGGAUGAGGAGGCAUCUUGAGAAAUGGAAGGAAUGGGAUCUACUUCCAGUUCACUAGAGGCGUCCUGACACCCCUAGCUCAGCAUCUUCCUCUGUGAACCGCCCAUGGGAAGGUGUCCAAAGGUGUCCUAGUAGAA

>hsa-mir-193b

CGGUGCUGUCAGCCGUGAAUGGGGACUCACUUCUUGGGAAAAGAGGCUUUUGGAGGCUGUGGUCUCAGAAUCGGGGUUUUGAGGGCGAGAUGAGUUUAUGUUUUAUCCAACUGGCCCUCAAAGUCCCGCUUUUGGGGUCAUUCUGGACAGCGAGGGACUCAGGCCCCGGCAGUCUCGGGAGGGUGAGGGCAGAGAGCUAC

>hsa-mir-20b

GUUGGGAACAGAUGGUGGGGACUGUGCAGUGUACAGUUGUGUACAGAGGAUAAGAUUGGGUCCUAGUAGUACCAAAGUGCUCAUAGUGCAGGUAGUUUUGGCAUGACUCUACUGUAGUAUGGGCACUUCCAGUACUCUUGGAUAACAAAUCUCUUGUUGAUGGAGAGAAUAUUCAAAGACAUUGCUACUUACAAUUAGUU

>hsa-mir-450b

GGGAAUAAGCAAAAAAUCUAACAGCGGCUAUCUGUGGUUUACUUCUGUGAUAAAUGUAAGAUGCAGAAUUAUUUUUGCAAUAUGUUCCUGAAUAUGUAAUAUAAGUGUAUUGGGAUCAUUUUGCAUCCAUAGUUUUGUAUCAACAUAUGGAGAAAAGUCUAGGAAGAAAUAUACCAAAACUUGUAACAGUAUUAUAGUAU

>hsa-mir-3662

ACAAGUCACUUUAUGUUUAGGGUGGUAUUCUAGAAGAGUCAGUUCUAGAGGAAGUGUGUUUUCCUCAACGCUCACAGUUACACUUCUUACUCUCAAUCCAUUCAUAUUGAAAAUGAUGAGUAGUGACUGAUGAAGCACAAAUCAGCCAAACUCUGUUGGUUGUUAUGGUUUGAUAUCGAGGUGUUUCACUGUAUGCUUUG

>hsa-mir-4299

GGAAACAAAACACCACCUACAAAACUGAUCAAGCCUAUUAGUAAAAUAUGGUCCAUUGAUUGUUUGGGUUCUGACCAAUCAUGUUACAGUGUUUUCUCCUUUAGAGAGAGCUGGUGACAUGAGAGGCAGAAAAAGGACCAUGGUGGGGAGGCCCUGAUGUGAGAAGGUUGGUGGCAGGCAGGAGAACUCUAGCCACUAGU

>hsa-mir-583

UUAAAGUUAAAAAAAAACCUAUUUAAAUGAUAGGAAGGCUGUUCUUUACAUCUUACAACUCACACAUUAACCAAAGAGGAAGGUCCCAUUACUGCAGGGAUCUUAGCAGUACUGGGACCUACCUCUUUGGUACUUUCCCCUGGGCCCCCUUCAUUUCACUCCCUACCCACACUCUUUGUCCUGAGCUCCCACUUACCAAA

>hsa-mir-484

CGUCCUGUCCGCGCGGGGCAUGCUGGGAACCCCGGGGGGGGCGGGGCCUCGCGGCCCUGCAGCCUCGUCAGGCUCAGUCCCCUCCCGAUAAACCCCUAAAUAGGGACUUUCCCGGGGGGUGACCCUGGCUUUUUUGGCGAAAACCCCCAGUUUAAGGAGGCCUUCCCCCUGGCUUCACGUUGUGGAGUCGAAAGGAACCU

>hsa-mir-135b

CUUCUCGGGUGCCCCAGCUUCUCGCUUCCCUAUGAGAUUCCUGCCGCUGGACCCCUCCACUCUGCUGUGGCCUAUGGCUUUUCAUUCCUAUGUGAUUGCUGUCCCAAACUCAUGUAGGGCUAAAAGCCAUGGGCUACAGUGAGGGGCGAGCUCCUUCUCCUGCGCAGCUGCACCUCCCAUGGGACCAGGUUCGGAGCCAG

>hsa-mir-1226

ACAGCGUCACAUAUAGGACCAAAUCAGGCAACAUCCUGCUGCACAAGUCGACCAUUAACAGGUGAGGGCAUGCAGGCCUGGAUGGGGCAGCUGGGAUGGUCCAAAAGGGUGGCCUCACCAGCCCUGUGUUCCCUAGGGAGGCCACACGGUUACGGAGCCGAUGGCUGACGUAUUUCAUGGCAGUCAAGUCCAAUGGCAGC

>hsa-mir-423

CCCCGUACAUUUUCCCGGAUGGAAGCCCGAAGUUUGAGGGAGAAACUUGUGAGGAAAUAAAGGAAGUUAGGCUGAGGGGCAGAGAGCGAGACUUUUCUAUUUUCCAAAAGCUCGGUCUGAGGCCCCUCAGUCUUGCUUCCUAACCCGCGCUUGAGUUUCUCCCCGCUUGGAUGCUCUCAGGGGCAGUGUGAAGAGAGACA

>hsa-mir-199b

GGGCUGAAGCGCCCACCGGAUGGACAGACACUGCUGCCUGGAUGGACCAGAGGACACCUCCACUCCGUCUACCCAGUGUUUAGACUAUCUGUUCAGGACUCCCAAAUUGUACAGUAGUCUGCACAUUGGUUAGGCUGGGCUGGGUUAGACCCUCGGCACCGCCGCCACUGGAGAGCUGGACCGACCCCUGCCUGCCAUCC

>hsa-mir-134

CUUUGAAGAGAGGCUCCCUGGGCCCCAGGCCGACUUCCAGAAGAGAUGUUGGUGUCAGCACCGUCCAGGGUGUGUGACUGGUUGACCAGAGGGGCAUGCACUGUGUUCACCCUGUGGGCCACCUAGUCACCAACCCUCAGCAUCACUCCCACUCCAGGAAGACUUUCCAGAGCUCCCACCAACUCUGGGGAAGCGGCCAU

>hsa-mir-3164

AAGAUGCAUGAUCGUGUGUGCACACAUCCACAGUAAGGCCUCAGUGCUAUCCACAGGUUCUUGGAAACUGUGACUUUAAGGGAAAUGGCGCACAGCAGACCCUGCAAUCAUGCCGUUUUGCUUGAAGUCGCAGUUUCCCAGGACCUCUCACGUGAGUAUAUACAUGCUCACGAUGACACGCAACGUGUGCACACGUACAU

>hsa-mir-3143

GAGCCAUUCUACACUGUCUUAGAGAAAGCUGGACACAGUCAUGUUUGUUUCACUUCAUGUUUGCUUCGCUAGAUAACAUUGUAAAGCGCUUCUUUCGCGGUUGGGCUGGAGCAACUCUUUACAAUGUUUCUAAAUUAACCCACUGGAAAGCAAUGAAGACCCAAAAGUUGUUGUAGGAUACUCCGGAGAAGCUUAUUCAG

>hsa-mir-1287

ACCAGGCAGUGAGAGGGCCCUCCUCCCAUCCAGGCUCCUAAGCCCUUCUCUCUGCUGUUGUGCUGUCCAGGUGCUGGAUCAGUGGUUCGAGUCUGAGCCUUUAAAAGCCACUCUAGCCACAGAUGCAGUGAUUGGAGCCAUGACAAGUCCCCACACUCCGGGGAGUGGGUGAGUGAGGGGGGUGAGGUGGGACACAGGAG

>hsa-mir-543

GGAAGCCCGCAGGAGUGAUACCAGCCGCGGAGAAGCAGUGUUGUCAACGGUGCUGACGUGCGGUACUUAAUGAGAAGUUGCCCGUGUUUUUUUCGCUUUAUUUGUGACGAAACAUUCGCGGUGCACUUCUUUUUCAGUAUCCUAUUCUGCCUUGAAGACGUCUUGGUUUGGGUGCAACUUCAGGGAAGGCACAUGGGCCC

>hsa-mir-4301

UUCUUUUGAAAUAUUGUUUCCAUUCUCAAAUGGCAACAAUAGACUAAGGAUCCCAUUCUCUCCAGUUUACCAGCCACCUCCCACUACUUCACUUGUGAACAUUGCAUUCGUGGAGGGUGGCAGGUGCAGCUCUGGAUGCUGGGAAUAAGUGCAUACAAAAUGGAAGAGAUAUGAACUGCACAGCGAGACAAGUGGAACAG

>hsa-mir-154

CUUCCUGGAGGAGGCCAACUUUGGAGAACAGGCAUUGACAUUGGGUCUGCGCUAGCGUGUGGUACUUGAAGAUAGGUUAUCCGUGUUGCCUUCGCUUUAUUUGUGACGAAUCAUACACGGUUGACCUAUUUUUCAGUACCAAAUCCCGCCUUGGAGGGCUUCCUGGAGCGGAGUCUUACUUCAGGGUGUCAGCUCCUCUC

>hsa-mir-4262

GGCCGUUCACCACAAGCUCCACCUCCCGCCAUGAGGCCAGGCAGCCUCUCUGCAGAUACCAAACCACCCCAGAGAGGAAAGCUGCAGGUGCUGAUGUUGGGGGGACAUUCAGACUACCUGCAGCAGAGCCCAUGGCUGACAGGACCUGCACACCCCACAAAGAGACACCCACACCCCCCAUGUUCACAACACAGACACCC

>hsa-mir-570

UGUAGUUGUGGGCCAAGUGUCCUGGGUUUUGGGUGGAGAAAGAGUCCCCUAGAUAAGUUAUUAGGUGGGUGCAAAGGUAAUUGCAGUUUUUCCCAUUAUUUUAAUUGCGAAAACAGCAAUUACCUUUGCACCAACCUGAUGGAGUCCCCCUUGCCAUGCUUCUCUCUGUGAAAAACCCCAAGCCGAAGUCAGCAUAACAU

>hsa-mir-3185

CAGAUGUAUUGGUCCAGCCCCCGAGAGACCCAGGAAGAAGGCAAGGAGGUUCGGUACGAGCCAUCUCGAAUGGAAGAAGAAGGCGGUCGGUCUGCGGGAGCCAGGCCGCAGAGCCAUCCGCCUUCUGUCCAUGUCUUCUUUAUCUUCCUCGCCAUAAUAAUUAGUGGUGUGGACCCCCCCACACACACUUUUUUUCGGAU

>hsa-mir-411

CAAGGCCUUGGAGGGCUUUCUGGAUGUGUCCUGAGCCUUUGUCCUCGGCAUCUCUGUGUGGUACUUGGAGAGAUAGUAGACCGUAUAGCGUACGCUUUAUCUGUGACGUAUGUAACACGGUCCACUAACCCUCAGUAUCAAAUCCAUCCCCGAGGCUCCUGGAAACAACGCUGUCUUCGGGGAGGAACGGUUGGACCCAC

>hsa-mir-3675

UUCCCGGGGCUGAUCCUGAAUCAGGGAAUCAUAUUUCCUAAUGCAGGACAGAAGAGGAAAGGGUGGAUGAUAAGUUAUGGGGCUUCUGUAGAGAUUUCUAUGAGAACAUCUCUAAGGAACUCCCCCAAACUGAAUUCUGGCACGUAAGCCAUAGGAGGUAUUUAAGAGUAAAUUCUACCCUGAUAAAUUAUUGCACUAAA

>hsa-mir-598

GCUCCUGCAUGGCCAGUGGGGGCCCAAGCUGCCACAACGCAGGAAGAUGGCUUGAUGAUGCUGCUGAUGCUGGCGGUGAUCCCGAUGGUGUGAGCUGGAAAUGGGGUGCUACGUCAUCGUUGUCAUCGUCAUCAUCAUCAUCCGAGCAGCCACCAGAUAGCUUGCACCCACGCUGGGCUGGGCACGAGACUGGCUGUUUG

>hsa-mir-4254

GAGGGUGGGUGGUUGGGGGGAGAGGCACAGCCUGUCUGGCUUCCGCCGAAUAACUCCAUGUGGGUCUUGGGAGGAGGGUGGGGUGGCUCCUCUGCAGUGAGUAGGUCUGCCUGGAGCUACUCCACCAUCUCCCCCAGCCCCUGUAUGGCUGGGAGGGGAAGAUGCUUGCUUGGGCCUGGCUUGGAGGUGCAGCAUGAAGG

>hsa-mir-1264

UCUAAUAGUUUUAAAGAAAAUAUCAUAACAUAUUCAACACAUUGUGUUUCUCCAUGCCUGGCAUAUAGCAGGUCCUCAAUAAGUAUUUGUUGAAAGAAUAAAUAAACCAACAAGUCUUAUUUGAGCACCUGUUAUGUGGAGGAUACAAUCCUACGACCCAGACAGACCUUAUGAUCUAGUAUGGGAGAGAAGAAAUAUAA

>hsa-mir-192

GCUCCCAGGCCAGAUGGUGGCGGGUAGUGGAGGGCUGUCGGUGGGCUGCCGAGACCGAGUGCACAGGGCUCUGACCUAUGAAUUGACAGCCAGUGCUCUCGUCUCCCCUCUGGCUGCCAAUUCCAUAGGUCACAGGUAUGUUCGCCUCAAUGCCAGCCACCAGGACCUGCAGGGAUAGGGGAGGGCCGGGGGUGUCCAGC

>hsa-mir-1252

UUUCUACUCACAUUUCCCAUCACACAGUUGUUGAGAAAUUGGUAAGUUGAGAAAAAAUGUGAGGUGUAGAAAGAAGGAAAUUGAAUUCAUUUAGAAAAGAGAAUUCCAAAUGAGCUUAAUUUCCUUUUUUCUAAAUCUUAAUAAUCUACCUUGCUUUUCUUCUCCUUCCACUGCACCCUUUCUCCAUGAAUUCAUCAGUC

>hsa-mir-3619

CUAAGUAAGUUCCACUUCAGGACUCAUCCGAGAGGUUGUGAAGCCACACGUCAUCAAAAACGGCAUCUUUGCACUCAGCAGGCAGGCUGGUGCAGCCCGUGGUGGGGGACCAUCCUGCCUGCUGUGGGGUAAGGACGGCUGUGUGCGCCAGGCUACAGGGAAGCCAAGGCUACUGCUUGGGGGUUUCACUGGGGAAUAUU

>hsa-mir-493

AUUCCAGCCUCCAUCACCCGCCUCACCUCCAUCAUCCUCGCUUCGGGGCUCAUUCUGGCCUCCAGGGCUUUGUACAUGGUAGGCUUUCAUUCAUUCGUUUGCACAUUCGGUGAAGGUCUACUGUGUGCCAGGCCCUGUGCCAGGCAUCGUGUAGAUGGACGUUGCCCUUGUGAGUGCACGCCUCGGGGAGACGCACGCCA

>hsa-mir-623

AAGAAAUGUCAUUAAAGUAAACAAGACUUGGGACACAUGUCUGUCAGACUGUACACAGUAGAAGCAUCCCUUGCAGGGGCUGUUGGGUUGCAUCCUAAGCUGUGCUGGAGCUUCCCGAUGUACUCUGUAGAUGUCUUUGCACCUUCUGUCCUCAUUGCCAUCCCCAAUCAGUCCCUGGAACACCAGCUGUGGCCCUGACC

>hsa-mir-137

AGCAGCGGCAGCGGUAGCAGCGGCAGCGGUAGCAGCGGCAGCGGCAGCUUGGUCCUCUGACUCUCUUCGGUGACGGGUAUUCUUGGGUGGAUAAUACGGAUUACGUUGUUAUUGCUUAAGAAUACGCGUAGUCGAGGAGAGUACCAGCGGCAGGGGGGCAGCGGCCGCCCUCCCCAGCCCACCAGCUGGCCACUAAACGC

>hsa-mir-892b

AAACCUGCAGGGGACAAUGGUGGGGCACAGGGCAGCGCUUCCGCAAUCAGCCAUGCUGUGUGCAAUGCCCUACUCAGAAAGGUGCCAUUUAUGUAGAUUUUAUGUCACUGGCUCCUUUCUGGGUAGAGCAAGGCUCACCAUGUAUAUAUUUGUGGUGGCCUUUGUACCCGUGUUGGAGUAGAGCUGCAAAAGCCUCAAGC

>hsa-mir-325

UGUGAGAAAAAGUUGCUUAAAUAUAGGUUUUGAGAUGGAUUCAAGUCCACAGAACCAAUACAGUGCUUGGUUCCUAGUAGGUGUCCAGUAAGUGUUUGUGACAUAAUUUGUUUAUUGAGGACCUCCUAUCAAUCAAGCACUGUGCUAGGCUCUGGGACUACAUAGAUAAGUUAUUCAACAUCCUACAUUUUGAGGUACUU

>hsa-mir-3916

AUAUUCUCAAAUGCAGGUGUGAUUUGUCCAGAUAAUCUCACCUGAGAAGGAAUCCCAGAGAAGAAGGAAGAAGAGGAAGAAAUGGCUGGUUCUCAGGUGAAUGUGUCUGGGUUCAGGGGAUGUGUCUCCUCUUUUCUUCUGGGAUGUUAUGUGUUUAGAACUUGCAAACCUUUAUUUCUGUACUUCUGAUGUACCUGCCU

>hsa-mir-518f

UUUAACCGGGUGAAGGAAAAUUCCAACAAAAAACCCAGAGUGUUGGAGCAAGAAGAUCUCAUGCUGUGACCCUCUAGAGGGAAGCACUUUCUCUUGUCUAAAAGAAAAGAAAGCGCUUCUCUUUAGAGGAUUACUCUUUGAGAAAAGCAACGUUGAAGUUGAUGCUUAUCUUGGUAAUAAAUUUGCAGAGAAUGCUUAUA

>hsa-mir-222

UUCUUCCACAGAGCCCCUCCCCAGAAGGCAAAGGAUCACCCAGCUGCUGGAAGGUGUAGGUACCCUCAAUGGCUCAGUAGCCAGUGUAGAUCCUGUCUUUCGUAAUCAGCAGCUACAUCUGGCUACUGGGUCUCUGAUGGCAUCUUCUAGCUUCUGCUUCAGUGUCCUGAGAGAGAUUAUUGGGCAGUCUUUAAUAAUGA

>hsa-mir-3129

CAUUCCAGCCUGCCGACAGAGCAAGACUCGGUCUCAAAAAAAAAAAAAAAAAAAAAAAAAGUCGUACUUGGGCAGUAGUGUAGAGAUUGGUUUGCCUGUUAAUGAAUUCAAACUAAUCUCUACACUGCUGCCCAAGAGCAUUCUAUAUUCAACUUCUUUAUCUCUGAGAAAUUGCUUAUAUCUCCCCAACUGUUAUUUCC

>hsa-mir-4321

GGGAGGAAGGGGACCGGUAGAGCGGGGCUGGGUAAGCCUCCAUCCAGCCGGGCUGAGCCCUGGUCUCCGCAGAGCCUCUGCCCCUCCCGAGACACCCGCUACCUGGUGUUAGCGGUGGACCGCCCUGCGGGGGCCUGGCGCGGCUCCGGGCUGGCCUUGACCCUGCAGCCCCGCGGAGAGGGUAGGUCCGCGUGGAGAGG

>hsa-mir-4319

UUUCCCAUUUCCUUUCGGUGAUAACUCACUGUACUAAGUCAGAGCCCAUCAUCACCUUUUUGGCUUGAGUCCCUGAGCAAAGCCACUGGGAAUGCUCCCUGAGGACGUUAUAUGAGUGCUCAGCUCAUGGGGCUAUGAUGGUCAAAGGAGAAAAUGCACAUGAAUGUAUUUUGAAAAAUAUGUCACUAUCACGGAGCAGC

>hsa-mir-3174

AUUAACCUUGAUGUGAACCUUGCCACUCCAUAUGUGGUCCAUGGACCAGCAUCAGCGUUACCUGGUAGUGAGUUAGAGAUGCAGAGCCCUGGGCUCCUCAGCAAACCUACUGGAUCUGCAUUUUAAUUCACAUGCAUGGUAAUGUCUGUAAAGCACUGAUGGACUCAAAAGUACUGAAAUGACAGGUUCUCAGCUUUGCU

>hsa-mir-648

AGUAAAUACUGCCCUCCUGCAGUCCACAGUGUCUGGAGGGGACCAAUAGACAGAUGAUCACAGACACCUCCAAGUGUGCAGGGCACUGGUGGGGGCCGGGGCAGGCCCAGCGAAAGUGCAGGACCUGGCACUUAGUCGGAAGUGAGGGUGCAGUUGAGCAGGAACUGAGGGUGACGGGCCAGCACAGCCGCAUCUGGGCG

>hsa-mir-1206

GCCUGAAAAACACAGCCAGGUCCAUCUAGGAACUAGAAGCUAUGGUCAGGCUUACAUGCUUUUUUCAUAUCAGUGUUCAUGUAGAUGUUUAAGCUCUUGCAGUAGGUUUUUGCAAGCUAGUGAACGCUGCCAAAUUAUGCUCGCCACACAAUUGCAGCCACCUAUUCCCAGGCAGUAUAAAUAUAUGGCUGAACUAACAU

>hsa-mir-586

ACUUUGUAAAUUCAAAGAAAAGCAAUUAUCUAACAAAGUCAAAUUCUUAUUAAAAGACAUGGGGUAAAACCAUUAUGCAUUGUAUUUUUAGGUCCCAAUACAUGUGGGCCCUAAAAAUACAAUGCAUAAUGGUUUUUCACUCUUUAUCUUCUUAUUUUAUGUAAAUGAAAAAAUAGUAUUGUCAAUUUUUUUCUGCAAAU

>hsa-mir-584

UUGAGGCAAUGGAGAGUUGUUGCUCUAAGAAAUUGUCAACUCAUGGGAGAGUGACUUAGGGUGACCAGCCAUUAUGGUUUGCCUGGGACUGAGGAAUUUGCUGGGAUAUGUCAGUUCCAGGCCAACCAGGCUGGUUGGUCUCCCUGAAGCAACCUUCUUGCUUUUUUUCAGAGGAGAAUCAAGGUAGGGCCCUGUGUUCU

>hsa-mir-10b

AUUGGGGCCGGCAGCGACCUAGGUACCUCACUCUGGGUGGGACCCAGAGGUUGUAACGUUGUCUAUAUAUACCCUGUAGAACCGAAUUUGUGUGGUAUCCGUAUAGUCACAGAUUCGAUUCUAGGGGAAUAUAUGGUCGAUGCAAAAACUUCACGUUUCUUCGGAAUAGCCAGAGACCAAAGUGCGACAUGGAGACUAGA

>hsa-mir-1179

UGCUUAUUUUCUUUAUGGACAAAGGGUCUACUUUCAAGAAGAUAACUGAGCUCUUAUUGGCUGGAAAGGAAGAAGCAUUCUUUCAUUGGUUGGUGUGUAUUGCCUUGUCAACCAAUAAGAGGAUGCCAUUUAUCCUUUUCUGACUAGCUGAGUGAGCAGGGUACACAGAAGGAUUGAAUCUGCCUUAGUUCCAUCCAGUA

>hsa-mir-1181

UCACACAGGGCGGGGUUUCCCGCGCUCGGCGGAAGCGGAAGGGGCGGGGCUCCGCGCUCCUAGUCUCCACUGCUGCCGCCGUCGCCGCCACCCGAGCCGGAGCGGGCUGGGCCGCCAAGGCAAGAUGGUGGACUACAGCGUGUGGGACCACAUUGAGGUGUCUGAUGAUGAAGACGAGACGCACCCCAACAUCGACACGG

>hsa-mir-144

CCUGUUCUGCCCCCAGCCCCUCACAGUGCUUUUCAAGCCAUGCUUCCUGUGCCCCCAGUGGGGCCCUGGCUGGGAUAUCAUCAUAUACUGUAAGUUUGCGAUGAGACACUACAGUAUAGAUGAUGUACUAGUCCGGGCACCCCCAGCUCUGGAGCCUGACAAGGAGGACAGGAGAGAUGCUGCAAGCCCAAGAAGCUCUC

>hsa-mir-503

CCUGGCUAGGCUGGGGCGCAUAGGCGGUGCGAGUCGAGGAGAGACGCGGUGCCCGCGCUCAGCCGUGCCCUAGCAGCGGGAACAGUUCUGCAGUGAGCGAUCGGUGCUCUGGGGUAUUGUUUCCGCUGCCAGGGUAAGUCUGGGACUGCCGUUCGGGCCUACCCAGCAGGUAAGUCUUAGGCCAUCGCCUGCGGUGUCGG

>hsa-mir-1225

GUGGAGUUGUUCCUGCGCAGGCUGCGCCUCUGGAUGGGCCUCAGCAAGGUCAAGGAGGUGGGUACGGCCCAGUGGGGGGGAGAGGGACACGCCCUGGGCUCUGCCCAGGGUGCAGCCGGACUGACUGAGCCCCUGUGCCGCCCCCAGUUCCGCCACAAAGUCCGCUUUGAAGGGAUGGAGCCGCUGCCCUCUCGCUCCUC

>hsa-mir-1229

GCCCUGCAGGAGGGCCGCACCGCCACCCUCCGGUACCCUCGGAGCCCCGACGGCUACCUCCAGAUCGGUGGGUAGGGUUUGGGGGAGAGCGUGGGCUGGGGUUCAGGGACACCCUCUCACCACUGCCCUCCCACAGGCUCCUUCUACAAGGGAGUGGCAGAGGGAGAGGUGGACCCAGCCUUCGGCCCUCUGGAAGCACU

>hsa-mir-125a

UGCCUAUCUCCAUCUCUGACCCCCACCCCAGGGUCUACCGGGCCACCGCACACCAUGUUGCCAGUCUCUAGGUCCCUGAGACCCUUUAACCUGUGAGGACAUCCAGGGUCACAGGUGAGGUUCUUGGGAGCCUGGCGUCUGGCCCAACCACACACCUGGGGAAUUGCUGGCCUGACUUCUGACCCCUGACUCCUCAUACC

>hsa-mir-1265

GGAUGGGGGAGGUAGGAGAGCAGACGUCUAUUGAUUUGGUGUUUUAGCUAAUCGACCUAUGGUUUGGGACUCAGGAUGUGGUCAAGUGUUGUUAAGGCAUGUUCAGGAACAAUACUUGACCACAUUUUGAAUUCCAAACCAUAUUCUACAACUUUUUCCACAUAUUUGGUGUAAUCCUCCAUUUUCUAUUUUUGAGUUCG

>hsa-mir-1286

GACCUGGCUCAGAGUGCGUCCCCAGGGUGGGAGCAGGCCGGCCACCGGUCACUUGCUCAUUAGUGUCCUCUGGGGACUCAGCUUGCUCUGGCUGCUGGAUUGAAUUAGCUGCAGGACCAAGAUGAGCCCUUGGUGGAGACAGGAUUCUCCAGAUAAUUAGGCAGCAGGUGUUUGUUGGCUCCUGGUGGAGCAUGGAGGAG

>hsa-mir-1293

AGAUCGUGCCACUGCACUCCAGCCUGGGCAACAGAGCAAGACUCUGUCUCAAAAAAAAAAAAAAAGGUUGUUCUGGGUGGUCUGGAGAUUUGUGCAGCUUGUACCUGCACAAAUCUCCGGACCACUUAGUCUUUAAAUGGAGAAAACCUGUUCCUCCUUGAAAAGAACUUUAAUUUUUUUCUCAGAGGUCUUCCAAUCCA

>hsa-mir-1304

UAGCUGGACACAGUGGUGCCUGUGGUCCCCAGCUACUCUGGAGGCUAAGGCAGGAGAAACACUUGAGCCCAGCGGUUUGAGGCUACAGUGAGAUGUGAUCCUGCCACAUCUCACUGUAGCCUCGAACCCCUGGGCUCAAGUGAUUCAGCAAGAAUCACACGAUUUUUAAAAGACAUGGCAGAUCCUGUGUCUUUAAAAAA

>hsa-mir-1322

UGGCGAUCUUGCAUUGGAAAGAAGCAAUUUAACCUAAUAGAACCAACUCCCCAGUUUGUCUGUAGAACAGUAUCAUGAAUUAGAAACCUACUUAUUACAUAGUUUACAUAAGAAGCGUGAUGAUGCUGCUGAUGCUGUAAUAUCUAGUCUCUGUUGAUGGUUCUUUCCUGGGAGGUUGGAUGUGUUUCUACCUUGAUAUG

>hsa-mir-136

UGGCUGGCCCUGCCUCUCCCCGCACUCCACUGCCCGACGUCGCCUCGGUGGUGUUGGAUGAGCCCUCGGAGGACUCCAUUUGUUUUGAUGAUGGAUUCUUAUGCUCCAUCAUCGUCUCAAAUGAGUCUUCAGAGGGUUCUAUCAUUUCGUCGGAUGGAAAGGAGUGUAUUCUGAAGAUUGGUAAGGUUGUGAUGGCGUCC

>hsa-mir-141

CUGUGGCCAGGGUCCCCUGUAGCAACUGGUGAGCGCGCACCGUAGUUCUCUGUCGGCCGGCCCUGGGUCCAUCUUCCAGUACAGUGUUGGAUGGUCUAAUUGUGAAGCUCCUAACACUGUCUGGUAAAGAUGGCUCCCGGGUGGGUUCUCUCGGCAGUAACCUUCAGGGAGCCCUGAAGACCAUGGAGGACUACUGACCA

>hsa-mir-143

UCUCCUGGCCAGGUUGGAGUCCCGCCACAGGCCACCAGAGCGGAGCAGCGCAGCGCCCUGUCUCCCAGCCUGAGGUGCAGUGCUGCAUCUCUGGUCAGUUGGGAGUCUGAGAUGAAGCACUGUAGCUCAGGAAGAGAGAAGUUGUUCUGCAGCCAUCAGCCUGGAAGUGGUAAGUGCUGGGGGGUUGUGGGGGGCCAUAA

>hsa-mir-146a

GCUGGGACAGGCCUGGACUGCAAGGAGGGGUCUUUGCACCAUCUCUGAAAAGCCGAUGUGUAUCCUCAGCUUUGAGAACUGAAUUCCAUGGGUUGUGUCAGUGUCAGACCUCUGAAAUUCAGUUCUUCAGCUGGGAUAUCUCUGUCAUCGUGGGCUUGAGGACCUGGAGAGAGUAGAUCCUGAAGAACUUUUUCAGUCUG

>hsa-mir-1539

CAAAGGCGCGCUUGCGUCAACCCGGGGUCGCACAGCACGCAGCAGUGUUGCCCAAGGGGCGCGGCGAGGCUUCCGGCUCUGCGGCCUGCAGGUAGCGCGAAAGUCCUGCGCGUCCCAGAUGCCCAACUAAAAGCUUCGCUGCGGGAAGAAAGCCUGACCUGACUACACCCAGACCCAGAACGCAGGAUCUCGGUAAAGGA

>hsa-mir-181d

GGGGCCUGGGGAGCCCCCAAUCCAGCCUGGGCACGUCCCCUCCCCUAGGCCACAGCCGAGGUCACAAUCAACAUUCAUUGUUGUCGGUGGGUUGUGAGGACUGAGGCCAGACCCACCGGGGGAUGAAUGUCACUGUGGCUGGGCCAGACACGGCUUAAGGGGAAUGGGGACUGGGGACAGGACCCCCCACCGCCACAGUC

>hsa-mir-183

GGGAACGGGCAUCGUGGGCCGCUGGUCUCUCCGCAGGGUCGGCAGGCCGCAGAGUGUGACUCCUGUUCUGUGUAUGGCACUGGUAGAAUUCACUGUGAACAGUCUCAGUCAGUGAAUUACCGAAGGGCCAUAAACAGAGCAGAGACAGAUCCACGAGGGCCUCCGGAGCACCUUACCCACUUCUGCCUUGAGUGCUCCUA

>hsa-mir-187

GGCAGCCCACCUGGAAGAGGAGGCCAGGCAGGUGCUGCAGGUCGGGCUCACCAUGACACAGUGUGAGACCUCGGGCUACAACACAGGACCCGGGCGCUGCUCUGACCCCUCGUGUCUUGUGUUGCAGCCGGAGGGACGCAGGUCCGCAGCAGAGCCUGCUCCGCUUGUCCUGAGGGACUCGACACAGGGGACUGCACAGA

>hsa-mir-1908

CCGGCGCAUGCGCAGACGAAACAGGCACCAACGCUGGAGCUUCCCGCAGUGUGAUUUGGGGCCGGGAAUGCCGCGGCGGGGACGGCGAUUGGUCCGUAUGUGUGGUGCCACCGGCCGCCGGCUCCGCCCCGGCCCCCGCCCCACACGCCGCAUCACUUACAGGGCCCGGGGCUGCCGGACCUGCCAACGUGAAUCUUAUC

>hsa-mir-1909

CCUGGGCCUCCCCUACAAGCGGUCCCUGCGGAACCUCAUGGCCGACUACCUCAGACAGAUCAUCCAGGACAAUGGUGAGUGCCGGUGCCUGCCCUGGGGCCGUCCCUGCGCAGGGGCCGGGUGCUCACCGCAUCUGCCCCGCAGUGGAUGGGCACAGCUCCAGCGAGGACGCCGGCGCCUGCAUGCACCUGGUGAUCUGG

>hsa-mir-190b

GUCUGCUCUAUUCUUUCUUUGCAACUGGAAGGAAGGCAGAUGACCCCCAAAGCUCUCCUGCCUGCUUCUGUGUGAUAUGUUUGAUAUUGGGUUGUUUAAUUAGGAACCAACUAAAUGUCAAACAUAUUCUUACAGCAGCAGGUGAUUCAGCACCACCCUCUUUCAUACUUCAAUCUCUGGGGCUCCUGUCUCUUUUACUG

>hsa-mir-1915

CUCCCCAGGGCGCGGACCACGGUGUCCCCUUCUCUCCAGCUGGGGGUCUCGGGUCCUGGCGCUGAGAGGCCGCACCUUGCCUUGCUGCCCGGGCCGUGCACCCGUGGGCCCCAGGGCGACGCGGCGGGGGCGGCCCUAGCGACCUGCGGCGGCGCCGGGAAAGCCCUGCCUCUGCAGCGGGUCCCAGGGGUCGGGGCCUG

>hsa-mir-205

ACAGGCUGAGGUUGACAUGCAUCCCCACCCUCUGAGAAAAAGAUCCUCAGACAAUCCAUGUGCUUCUCUUGUCCUUCAUUCCACCGGAGUCUGUCUCAUACCCAACCAGAUUUCAGUGGAGUGAAGUUCAGGAGGCAUGGAGCUGACAACCAUGAGGCCUCGGCAGCCACCGCCACCACCGCCGCCGCCACCACCGUAGC

>hsa-mir-208a

AGUGCUUGGAAGAAAGCCUGAACUCUUUGCUCUGUGAACUCUGGCUGGCCCUGACCCACUUCCUGUGACGGGCGAGCUUUUGGCCCGGGUUAUACCUGAUGCUCACGUAUAAGACGAGCAAAAAGCUUGUUGGUCAGAGGAGCUACCGUCGAUCAGCCUGUGUGGGGGGUGAGGGCAGGGGGCACUGACACCCAGAUGCC

>hsa-mir-211

UCACAUCUCUAAUUUUUCUGGACUUGUAAGUUUUUACAACACCCCAUUUCACCUGGCCAUGUGACUUGUGGGCUUCCCUUUGUCAUCCUUCGCCUAGGGCUCUGAGCAGGGCAGGGACAGCAAAGGGGUGCUCAGUUGUCACUUCCCACAGCACGGAGCUUCGAGGACUCCAGCCUAAGCCAAGAAGAACCUGUUCUACU

>hsa-mir-216a

UGAGGCAGCCACGUGCCUCUGCUCAUACACUUUCUCUUGCAGGUCUAACACGGAUGGCUGUGAGUUGGCUUAAUCUCAGCUGGCAACUGUGAGAUGUUCAUACAAUCCCUCACAGUGGUCUCUGGGAUUAUGCUAAACAGAGCAAUUUCCUAGCCCUCACGAAUCAAAAGACUUGCAUGGCAACCAAAAUUAAACACCAA

>hsa-mir-21

AUCCUGCCUGACUGUCUGCUUGUUUUGCCUACCAUCGUGACAUCUCCAUGGCUGUACCACCUUGUCGGGUAGCUUAUCAGACUGAUGUUGACUGUUGAAUCUCAUGGCAACACCAGUCGAUGGGCUGUCUGACAUUUUGGUAUCUUUCAUCUGACCAUCCAUAUCCAAUGUUCUCAUUUAAACAUUACCCAGCAUCAUUG

>hsa-mir-221

AGUAGGCAGUUGUGUUGAAAUAGUAUGUGAGAAUUACUUGCAAGCUGAACAUCCAGGUCUGGGGCAUGAACCUGGCAUACAAUGUAGAUUUCUGUGUUCGUUAGGCAACAGCUACAUUGUCUGCUGGGUUUCAGGCUACCUGGAAACAUGUUCUCCAUUGGCUGUCUCACCAAUGCUACCCCUAUAAUGUUUCUGAAUAA

>hsa-mir-26b

GCCUGCAGAGUGGGCUCCUCCUCUAGGCUCCCCCGUGCUGUGCUCCCUCGCCCCACCCUGCCCGGGACCCAGUUCAAGUAAUUCAGGAUAGGUUGUGUGCUGUCCAGCCUGUUCUCCAUUACUUGGCUCGGGGACCGGUGCCCUGCAGCCUUGGGGUGAGGGGGCUGCCCCUGGAUUCCUGCACUAGGCUGAGGUUGAGG

>hsa-mir-2909

UUCAUCUUUGUGACAGGAUAAUUCUAGGGGUGGUAGGCAAUUGUUGUCCAUGGCUUUUGCUUCUCGGUGGUGUUAGGGCCAACAUCUCUUGGUCUUUCCCCUGUGGUCCCAAGAUGGCUGUUGCAACUUAACGCCAUCAAACAUGCAUUCAAGGCAGGAAGAAGAGGAAAGAACUGUGCCAGCCAUACCUGUUUGUUUUU

>hsa-mir-298

CAGCCACAUGGACCUGAUGCUAGAGGCCUGUCAGCACUGGGGGACCCGGGAGAAGCAGCUCAGGUCUUCAGCAGAAGCAGGGAGGUUCUCCCAGUGGUUUUCCUUGACUGUGAGGAACUAGCCUGCUGCUUUGCUCAGGAGUGAGCUGCCGGCUCCCCUUUGAUGUGCUGCGUCUGUUCAGAACUAGGCAGGGGUGCUUC

>hsa-mir-301a

CGUUUCUCACUGAAGCUUCAACCGAUGCAAGAUGCUUUUGUGUUCCUUUCCUACUUAUUACUGCUAACGAAUGCUCUGACUUUAUUGCACUACUGUACUUUACAGCUAGCAGUGCAAUAGUAUUGUCAAAGCAUCUGAAAGCAGGAUGCACGCCAGAAUUUUGAUUCUUACCUUACAUCUUUCUUCGGUAUCAGUAAAUA

>hsa-mir-302c

UUUUAGUAGGAGUGAAUCCAAUUUACUUCUCCAAAAUAGAACACGCUAACCUCAUUUGAAGGGAUCCCCUUUGCUUUAACAUGGGGGUACCUGCUGUGUGAAACAAAAGUAAGUGCUUCCAUGUUUCAGUGGAGGUGUCUCCAAGCCAGCACACCUUUUGUUACAAAAUUUUUUUGUUAUUGUGUUUUAAGGUUACUAAG

>hsa-mir-302e

CAGUUAAUAGAGUCUCUAGGCAGACUGCCUGGGUUUGAAACCUGGCUCUCCUAAUUAUUGGCUGUUUCACCUUGGGUAAGUGCUUCCAUGCUUCAGUUUCCUUACUGGUAAGAUGGAUGUAGUAAUAGCACCUACCUUAUAGAAUUAUUUUGAGGAAUCAAUGAGUUAUUAUUUGUAAAGUGCUUAGAACAGCAACAGCU

>hsa-mir-3065

GGGGUGGGUUGGGGUUGGGGGCAGGGCAGCUGGGGCCCGGCAGGCAGGUCGGGAGGCUGGCAGCUGCCCUCUUCAACAAAAUCACUGAUGCUGGAGUCGCCUGAGUCAUCACUCAGCACCAGGAUAUUGUUGGAGAGGACAGCCGUGCGGCGUCUGGGGCUGACGGGGCCACGUGUCCUUCGCCACUUCUUCCAGCAUGU

>hsa-mir-30b

GAGUCUUACGUAAAGAACCGUACAAACUUAGUAAAGAGUUUAAGUCCUGCUUUAAACCAAGUUUCAGUUCAUGUAAACAUCCUACACUCAGCUGUAAUACAUGGAUUGGCUGGGAGGUGGAUGUUUACUUCAGCUGACUUGGAAUGUCAACCAAUUAACAUUGAUAAAAGAUUUGGCAAGAAUAGUAUACAGAGGCUUGA

>hsa-mir-3115

AACUUCCUGACCAGAAUUUGGAAGACUAUGAUGUAAUUCCCUGGGCCUUGAUUCCAGAAGAAGGAGCUCUCUGAAUAUGGGUUUACUAGUUGGUGGUGAAUUCAUGAGUCGCCAACUAUUAGGCCUUUAUGUCCAGAUAUUAUCCUAAUUUAUGGAGUAAGGUCCCUGAGUUCUCCUCUUUCCUUCCACAGGGCAAGCAG

>hsa-mir-3123

CUGUGCAGGGAGGCCCAAUUUUUUUCCAGGUGGCCAUGCAUCAGAAUUUUGUUAGAAUGUAACAUGGAUUUGAUUGAAUGAUUCUCCCAUUUCCACAUGGAGAGUGGAGCCCAGAGAAUUGUUUAAUCAUGUAUCCAUGAUUCAAUAUUCAUUUAUGGAGCACCUAUGCUGGGCCAGAGGUACUAUGAGUGGGGAUGACA

>hsa-mir-3126

CAGUCAAGUUCCUAAUUUAAAGAUGUACGUGAUUCAUGUGGUUGACCAGGAGAGAUGGGGAAGAUGAUUAUAUGAGGGACAGAUGCCAGAAGCACUGGUUAUGAUUUGCAUCUGGCAUCCGUCACACAGAUAAUUAUUUAUUCCACAUCUGCAGUGAUAACUGUCAUAAUAUACUGCAUUUUCUGUAAUGCUAUGUACCU

>hsa-mir-3128

UUGAAGAACCAUGAAUAUUUCGCAAAAAGAAAAUAAUUUUUUUAACCAUUAAAAUUCCUGGUAGUGACUUCCUCUGGCAAGUAAAAAACUCUCAUUUUCCUUAAAAAAUGAGAGUUUUUUACUUGCAAUAGGAAAACUUGCCAAUUUUUCAAGUUAUUUUUAUUCUUGAUGAUUCUCAAUGAGACAUAAUUAAAAUACAC

>hsa-mir-3137

GAUUAAUCUUGUCAGCUGCUGGGAACACAAAUGUGUGUGCUGAUUCAUUACAGUAGCAUGGUAUACAGGUCUGUAGCCUGGGAGCAAUGGGGUGUAUGGUAUAGGGGUAGCCUCGUGCUCCUGGGCUACAAACCUGUACAACAUGUUUCUGUACUGAACACUGUAGGCAGCUAUAACACAGGGGUAAAUAUUUGUAUAUC

>hsa-mir-3138

GGACCUGCUCUGGGGCCCAGCCACGCCAUCUCCUGCCACCCAGGGCUGGAGCCUUCCCCUCCCCUCCUCGGCACUUCCCCCACCUCACUGCCCGGGUGCCCACAAGACUGUGGACAGUGAGGUAGAGGGAGUGCCGAGGAGGGCACAGCUGUGCCUCAGAGCCAGCCCCAUGAGUGGCGGCAGGAGGGGAGCGCAAGAGG

>hsa-mir-3152

AUUCCUUGUGCAUAUAUUUGGCCAGCAUGAGUUCGUGAACUUCUCACAACAACCUUGAGAGCUGUGCAGAGUUAUUGCCUCUGUUCUAACACAAGACUAGGCUUCCCUGUGUUAGAAUAGGGGCAAUAACUCUGCACUGCAUUGCAGCCACCCACCCAUCUAAGGAGGAAGUCCAUGCUCUUUCCAUUCUGCCAUGCUGC

>hsa-mir-3168

CUAAUGUGUAAAUGUUUUUGUUCCUCCUCAUUGAUGACAAAAUGAUGGAAUAAUGCUUAAAGAUCAUGAGUUCUACAGUCAGACAGCCUGAGUUGGAGGCUCAUCUUCACUUCUUGCUGUGUGACCCUGGGCCAGUGACUUAACUUCUCUAUGCCAUUUUCUUAUCUGCAAAAGGAGGGUAAUACUAGUAUCUGUCUCAU

>hsa-mir-3173

AGAAACAUUGGAGGUCUAGGGCUUAUUUUCCAGAUAGAAUUGAGUCUUUGUUGGUCUUGGGCCAGCUUCCCUGCCCUGCCUGUUUUCUCCUUUGUGAUUUUAUGAGAACAAAGGAGGAAAUAGGCAGGCCAGGGAAACGAUCUCUCUCCCUCUCUUGUGCCGAGGAAGAACUGUCCAGAUUUUUCCUCAAUUUGUUUCCG

>hsa-mir-3177

UUCUCGGGCCACUGCUGCAGAGUGUGUGUGUGUCUGUGUGGCCACAUGUGUGCCGUCACCACGUGCCAUGUGUACACACGUGCCAGGCGCUGUCUUGAGACAUUCGCGCAGUGCACGGCACUGGGGACACGUGGCACUGGCUGAACUGCCACACAGCCCCGUUCCAGGGCCUCUUGUCAAAGCCAAGAGGGCUCGUGUGU

>hsa-mir-326

AGGGUUAAGUAGCAGCGGGACUCCCAUCAAGAAGAAGGAAUGUCUUCCGGAGCCUCAUCUGUCUGUUGGGCUGGAGGCAGGGCCUUUGUGAAGGCGGGUGGUGCUCAGAUCGCCUCUGGGCCCUUCCUCCAGCCCCGAGGCGGAUUCACCAUGAGGCUGAUGCAGCUUCAGCUUCCAGCCCUUCACGCUCCAGGGCCCUU

>hsa-mir-32

AUGUUGUCUCCUGAAUGUAUACAUCACACCCUUCUUCCCUGAUGCUCCCAUUCUGCUUGCUCUGGUGGAGAUAUUGCACAUUACUAAGUUGCAUGUUGUCACGGCCUCAAUGCAAUUUAGUGUGUGUGAUAUUUUCACAUGAGUGCAUGCACACGGGUAUGGCUCUUGCUUGCUGGGAUUACAGCUUUUCAGUGCCAGUG

>hsa-mir-338

GGGGACAUGCUGGAAGAAGUGGCGAAGGACACGUGGCCCCGUCAGCCCCAGACGCCGCACGGCUGUCCUCUCCAACAAUAUCCUGGUGCUGAGUGAUGACUCAGGCGACUCCAGCAUCAGUGAUUUUGUUGAAGAGGGCAGCUGCCAGCCUCCCGACCUGCCUGCCGGGCCCCAGCUGCCCUGCCCCCAACCCCAACCCA

>hsa-mir-342

GCAGACUAAGAUGGAGUUCCUGAACCAAGACCGCUUGCUGGCCAACCUGUGAAACUGGGCUCAAGGUGAGGGGUGCUAUCUGUGAUUGAGGGACAUGGUUAAUGGAAUUGUCUCACACAGAAAUCGCACCCGUCACCUUGGCCUACUUAUCACCACCCCAAACAGAGGAACACGCCUUCUCCAGCCACAGCCUAUGGAAG

>hsa-mir-345

UCCCCAGUGCUCAUGUUAGUUUCCUUUUAGAGUCUAAGUAGAAUGUUAAGCAGAGACCCAAACCCUAGGUCUGCUGACUCCUAGUCCAGGGCUCGUGAUGGCUGGUGGGCCCUGAACGAGGGGUCUGGAGGCCUGGGUUUGAAUAUCGACAGCCUCUCUGACCCACUUGGUUGCCUCAGGGAGGCAGGUGUGCGGAUGGG

>hsa-mir-34a

GAGGCAGGACAGGCCUGUCCCCCGAGUCCCCUCCGGAUGCCGUGGACCGGCCAGCUGUGAGUGUUUCUUUGGCAGUGUCUUAGCUGGUUGUUGUGAGCAAUAGUAAGGAAGCAAUCAGCAAGUAUACUGCCCUAGAAGUGCUGCACGUUGUGGGGCCCAAGAGGGAAGAUGAAGCGAGAGAUGCCCAGACCAGUGGGAGA

>hsa-mir-3609

AGAAAUGCAUAAAUAUGACACAUUUAUCUCAGCUCAGAUGUUGUGUACUUUGAGAUUAAUCGUAACAGUAACUUUUAUUCUCAUUUUCCUUUUCUCUACCUUGUAGAGAAGCAAAGUGAUGAGUAAUACUGGCUGGAGCCCCAAAGAGGCACGUGUGUGUGUUUGUGUGUGUGUGUAUAUGCUUGUCAGUGCAUGCACGU

>hsa-mir-3611

AAAGUUCUCAAUGAGGAAAGAAAAAAAUAAUAGACUGAGAUUGCUAAGACCUACUGUAAGCAGGUCUAAUAAGAAUUUCUUUUUCUUCACAAUUAUGAAAGAAAAGAAAUUGUGAAGAAAGAAAUUCUUACUAGUUUUGCUGUCAAAUCUCAAUCUGUAAAAGUGAUAGUUAUAUCGUGUAAUAAGUGCUUAGUUAAUUU

>hsa-mir-3614

CUGGGAAGUGAAGUCAUGAGUGCCCGAUUCCUCUUAGAGAAAAUCCAUAGCUACUGUAGGUUCUGUCUUGGGCCACUUGGAUCUGAAGGCUGCCCCUUUGCUCUCUGGGGUAGCCUUCAGAUCUUGGUGUUUUGAAUUCUUACUAUAGAUGUUUUUAAAGUUCCAAAGUCAUUGAGUUUCAAUGUUACAUAAACUCCAUU

>hsa-mir-3616

GUACCGCAGGGGCUGGCACCCCCGCACAUUUUUUGCCCCAUCAACAUAUUAUCAUGUCACUCCGCCAGCAUCAUGAAGUGCACUCAUGAUAUGUUUGCCCCAUCAGCGUGUCACGAGGGCAUUUCAUGAUGCAGGCGGGGUUGGCAGGUGUGCAUCGUGUAGGCUCCACAUGGGACAUGGCAUCCCUUAUGACUCUUGGC

>hsa-mir-3620

AGGGAAGACCACGAUCCUCUACAAGCUUAAGCUGGGUGAGAUCGUGACCACCAUUCCCACCAUAGGUGAGGUGGGGGCCAGCAGGGAGUGGGCUGGGCUGGGCUGGGCCAAGGUACAAGGCCUCACCCUGCAUCCCGCACCCAGGCUUCAACGUGGAAACCGUGGAGUACAAGAACAUCAGCUUCACUGUGUGGGACGUG

>hsa-mir-198

GUUUCCUCAGUGAGCUGGUAAGAAUGCACUAACCUUUUGAUUUGAUAAGUUAUAAAUUCUGUGGUUCUGAUCAUUGGUCCAGAGGGGAGAUAGGUUCCUGUGAUUUUUCCUUCUUCUCUAUAGAAUAAAUGAAAUCUUGUUACUAGAACAAGAAAUGUCAGAUGGCCAAAAACAAGAUGACCAGAUUUGAUCUCAGCCUG

>hsa-mir-3674

UAUAGAUGUAAACGACGACCAGCCAUUACUCUGGAGGUCACAAGAUUUGCAGCUUCUGCAGAUAAACAUCACUAUUGUAGAACCUAAGAUUGGCCGUUUGAGAUGUCCUUUCAAGUUUUUGCAUUUCUGAUGUCCGACUGAUCCUGUGGCCCCACUCAGAAGCGGACUCCCUGGCCUGCUAAACUACCCUUGAAAUACAG

>hsa-mir-3663

CUCCUCCCUGAUCGCUGAGCUAAGCCACAGGAGAAGGGGAGGAGGGCUUCCUUCCCGGGACCUUGGUCCAGGCGCUGGUCUGCGUGGUGCUCGGGUGGAUAAGUCUGAUCUGAGCACCACACAGGCCGGGCGCCGGGACCAAGGGGGCUCGACAAGAGGAUCUCAGAACAAGCUGAGUCUCUGGAACUAGCUGGGGUGCG

>hsa-mir-3672

UGUAAUGGUAUGCAUUGAUUUCUUUUUUUAUCUUUUGUGUAUUUACUACACAUUUUUUUCUUUGUGAUUACCAUGAGACUCAUGUAAAACAUCUUAGACUAUUACAAGAUGUUUUAUGAGUCUCAUGAUAAUCACAAAGAUUACUAUUAAAGCUGAUAACUUUGAACAUGUUAAAACAACCUUACACUUCAACUUUUUCU

>hsa-mir-3690

GACAGGAGGAGACCCUGCCCCACCUCCACCUGGACCCAGUGUAGACAGGAGAAGACUCUGCCCCAUCUCCACCUGGACCCAGCGUAGACAAAGAGGUGUUUCUACUCCAUAUCUACCUGGACCCAGUGUAGAUGGGAGGAGACCCUGCCCCACCUCCACCUGGACCCAGUGUAGACAGGAGAAGACUGCACCACCUCCAC

>hsa-mir-373

UGGAGGCCAACCUCUUGUAGGCAAGAAAGUCACAGUGAUGGCAGAUCCUCGCGAGGAGCUCAUACUGGGAUACUCAAAAUGGGGGCGCUUUCCUUUUUGUCUGUACUGGGAAGUGCUUCGAUUUUGGGGUGUCCCUGUUUGAGUAGGGCAUCACGAACCAUCCUGCUUCAAGGGAGCCUGCGGGUCUGACUGCAGCUUCA

>hsa-mir-374a

UUCCUCACCUCUCUUGAUGUUACAGCCAGCAGCAGCCUGGAGCAGCACCCCCUGGGAAGAAAUUUUACAUCGGCCAUUAUAAUACAACCUGAUAAGUGUUAUAGCACUUAUCAGAUUGUAUUGUAAUUGUCUGUGUAUAUGCCUGUCUCUCUUCCUGUUAUCAGUUAGACUGUGAGCUCCUUGAGGGCAAGGAAGGUGUC

>hsa-mir-374c

CAAAGAUGAGUAAGGCACUGUCCUUGCCCUUAAGGAAUUUAAAGUCUGGUAGACGAGAGCCAUAGACACGGACAAUGAUAAUACAACCUGCUAAGUGCUAGGACACUUAGCAGGUUGUAUUAUAUCCAUCCGAGUAGGAUUUCUUCAGAGGAGCACCACUCCAGGUUGCUGCUGGAUCCAUGAAGUCCUCCCAGGCACCA

>hsa-mir-375

GAGCUCGCGGAAGACCAGGACCAGGAGAUCACCGAGGGCGACCGCCAGGCCCCGGGCCCUCCGCUCCCGCCCCGCGACGAGCCCCUCGCACAAACCGGACCUGAGCGUUUUGUUCGUUCGGCUCGCGUGAGGCAGGGGCGGCCUCUCAGCACCAGCCCGGGGGCCGGCCUGAUCGCCACGCAGGCACCUGCCGCCGCCAC

>hsa-mir-379

UGGAAGUGACGCCAACUUCAGGGGCAAGGCCCUGGUUCUGGGGUCAGCACCAUUCCGUGGUUCCUGAAGAGAUGGUAGACUAUGGAACGUAGGCGUUAUGAUUUCUGACCUAUGUAACAUGGUCCACUAACUCUCAGUAUCCAAUCCAUCCUCGGAGGGCUUCCUGGAGGUGUUGCCAACUUCAGGGAAGAGAACACGUG

>hsa-mir-3920

CAAGCAAGCUUGGUACAUAGAGGAUGAGCAAGCAGAUCAGUGUGGCUGGAGCAGAGAGACUGAGUGAGGGAGUCAGAGAGUUAAGAGAAUUAGUACAGGUGAGAUUGUACUGAUUAUCUUAACUCUCUGACCCCCUCACUCAGUAAAGAUCAGAUUGUGCCAGGCCUUUCAGGUCAUCGAAUCUAGAUCUAGUAUCUAGA

>hsa-mir-3924

CACACAGAGAGAUACAUGUAUGCGCACAUAUGUGUACAUAAAUAUGUAUUUAAAUUAAAAUAAAUGAAAAAGUAGUAGUCAAAUAUGCAGAUCUAUGUCAUAUAUACAGAUAUGUAUAUGUGACUGCUACUUUUUUGUUUAAUUCUCUUACCCCUAUCUUUCUCUUUUCUAUGUAUGCAGGUAUGUAACAGAUAUGCAAU

>hsa-mir-3944

UCUCACCCCUGGAACGCCAUUGUCCUUUGUCUCCUUCCCACCUUGCUGUCCACCCAGCAGGCGCAGGUCCUGUGCAGCAGGCCAACCGAGAAGCGCCUGCGUCUCCCAUUUUCGGGCUGGCCUGCUGCUCCGGACCUGUGCCUGAUCUUAAUGCUGCAGGAACACCCAGGAUUUUCACAUCCCCCACCCUGCGUCCAGUU

>hsa-mir-620

CCUUUCUUUUAUGCUCCUCUUUCCCAAAAUAAGAAAAUCAAGAUAAACUACUUAUAUCUAUAUAUAUCUAUAUCUAGCUCCGUAUAUAUAUAUAUAUAUAUAUAGAUAUCUCCAUAUAUAUGGAGAUAGAUAUAGAAAUAAAACAAGCAAAGAAGUUUUUAGUAUGGAUUGUCAACUUGACAUCACUUUUUCAGUGAUUU

>hsa-mir-22

UCUUUCCCAUUUUCCCUCCCUUUCCCUUAGGAGCCUGUUCCUCUCACGCCCUCACCUGGCUGAGCCGCAGUAGUUCUUCAGUGGCAAGCUUUAUGUCCUGACCCAGCUAAAGCUGCCAGUUGAAGAACUGUUGCCCUCUGCCCCUGGCUUCGAGGAGGAGGAGGAGCUGCUUUCCCCAUCAUCUGGAAGGUGACAGAAAU

>hsa-mir-4269

UGGCUCGCUGUGGGUCCGCGGCUCCAUUACGGGGGAGUCUGGGUCAUCUGUGAGCCCAACAGCGCCCUGCAGGCACAGACAGCCCUGGCUUCUGCCUCUUUCUUUGUGGAAGCCACUCUGUCAGGCCUGGGAUGGAGGGGCAAGAGGCUUUCAAAUUUUUCCUUAUUGUUGUAUAUUUUUUAAAAAACUAUUUAUUUUAA

>hsa-mir-4270

AACACGUCCACCUGAUGGAAAUAUUCUGAACAGGAAUGAGCUGUAAAUAAACUAGGCUCCUAAAAACAAAUAGCUUCAGGGAGUCAGGGGAGGGCAGAAAUAGAUGGCCUUCCCCUGCUGGGAAGAAAGUGGGUCAAGGGGGAAAGGGUGAGGGGGAUGGGGUGGGGGAGCCGAACAAUGCAGAAGCCUCAGCCAGAAAU

>hsa-mir-4280

AGAACAGACCUGAAAAUGACACAGGAAGUCAAAAUAGAAAGAUCAUUAGGAACUUAAGGUAAGGAAUCAGGGUGGAGUGUAGUUCUGAGCAGAGCCUUAAAGGAUGAGGUAUGUUCAAGACUGAAUGACACCUUUGUGAUGCUAUGGAGUGAAAGCAGUGGAACAUGCUGGUGACCGACGGAAACAGUGCUGGGUGAGGA

>hsa-mir-4281

GCGGCGGAGAAGACCAAGGAGGGCGUCCUCUACGUCGGUGGGUAAGGGGCGGGGUUUCUGGGGCUGCAGGGCUGGGGGUCCCCCGACAGUGUGGAGCUGGGGCCGGGUCCCGGGGAGGGGGGUUCUGGGCAGGAGAAUAUGAGUCAGCAGAUGGGGCGAGGUCAGCAGGGGUCAUAGGGGACAUAGCCAGCCCAUAGAAG

>hsa-mir-4286

AUUAAUUUUUCUUUACCUACCUUCUUCAUUCAGUCCCUGUCAAGUAUUAGCUUCUUUUACUUAUGGCACCCCACUCCUGGUACCAUAGUCAUAAGUUAGGAGAUGUUAGAGCUGUGAGUACCAUGACUUAAGUGUGGUGGCUUAAACAUGAAAGGGUUUGUUUUUGUCAUCUGAUGAGAAGUCCAGGCAUAGUAACUGCU

>hsa-mir-346

UCUGCAGGGCCAACCAGGAAGGGGCGGCGGUGACACAGACGAGCGUGUGGGAGGUCUCUGUGUUGGGCGUCUGUCUGCCCGCAUGCCUGCCUCUCUGUUGCUCUGAAGGAGGCAGGGGCUGGGCCUGCAGCUGCCUGGGCAGAGCGGCUCCUGCAUGGGACAUGGCUCUUCUCUCUGGUUACAGACUCACCACUUCGCUC

>hsa-mir-1228

GCUGGGUGUGUGAUGGCGCCAAUGACUGUGGGGACUACAGUGAUGAGCGCGACUGCCCAGGUGGGCGGGGGCAGGUGUGUGGUGGGUGGUGGCCUGCGGUGAGCAGGGCCCUCACACCUGCCUCGCCCCCCAGGUGUGAAACGCCCCAGAUGCCCUCUGAAUUACUUCGCCUGCCCUAGUGGGCGCUGCAUCCCCAUGAG

>hsa-mir-429

CCUUCCCUUCACAGGCCCCGCAGACACCAGCCCAGGACCCGGAGGCCACCCACACCACCGCCGGCCGAUGGGCGUCUUACCAGACAUGGUUAGACCUGGCCCUCUGUCUAAUACUGUCUGGUAAAACCGUCCAUCCGCUGCCUGAUCACCGUUAGAGGAGAGAGCUGCCUGCCCUGCAGCUCAUCAGUGCAAAGCCGCCC

>hsa-mir-4312

GUGCUAGGGUAAUCUGCAGUCCCUUCCGUUGGUAGCCUGGCCUGGCCCUCUCAGGAUGUUUGAGAAAGGUUGGGGGCACAGAGAGCAAGGAGCCUUCCCCAGAGGAGUCAGGCCUUGUUCCUGUCCCCAUUCCUCAGAGUUUAUCCUCUGAGCACACACCUCUGGUGUGACUCAGUUGGUUCUUCCUCCAAAGUGAAGGA

>hsa-mir-4323

GUCCAGGCGUCUGUGCAUGCACCUGUGGUUUAGGGGGCCCCCCAGCCACGGGGCGCAGGAUGUCCUGCGGGGCCCAGGCGGGCAUGUGGGGUGUCUGGAGACGCCAGGCAGCCCCACAGCCUCAGACCUCGGGCACCAAGAGGAAGAGGGCAGCGGACUCGGGCGCGCCUUUGUCUGAGCUGCGGUGCGCCGGGAGUCCU

>hsa-mir-485

CCGAGAAGGGCGGCCACCUCUGCCAGAGAGGCAAUGGAUUUCUCACCAGUGUUCAUGUGUGGUACUUGGAGAGAGGCUGGCCGUGAUGAAUUCGAUUCAUCAAAGCGAGUCAUACACGGCUCUCCUCUCUUUUAGUGUCAAAUUCUGCCUCGGAGGGCUUCCUGAGCCAGUGCUGCUUCCAAGGUAGGUUUCUGGAUGGC

>hsa-mir-487b

CGCCUUGAAGACGUACCAAGUCCACCCAAGGCAGUGGCUUUCUUUUCCGUGCUAACCUUUGGUACUUGGAGAGUGGUUAUCCCUGUCCUGUUCGUUUUGCUCAUGUCGAAUCGUACAGGGUCAUCCACUUUUUCAGUAUCAAGAGCGCAGACUCUGGAGCUCGAUUUCCUGUGUUUGGAUCCCACCUCUGACAUUUACUA

>hsa-mir-488

GACCACAACUGGUGUUUCCUCCUAAGGAAGAAAGAAGAGCCUAGAGUGGAAAAUUUCAGAGAAUCAUCUCUCCCAGAUAAUGGCACUCUCAAACAAGUUUCCAAAUUGUUUGAAAGGCUAUUUCUUGGUCAGAUGACUCUCAAUUUCUUCUGGAAGACUCAGGAGUCAUAUUUUGCUGUUCAGACAAACAAAGUUAAUAA

>hsa-mir-489

CAAAGUAUUUGUCGACUGAAAAAAACUGAUGAUGUUUGGGCUGCUGACUACUGCUGUUGGUGGCAGCUUGGUGGUCGUAUGUGUGACGCCAUUUACUUGAACCUUUAGGAGUGACAUCACAUAUACGGCAGCUAAACUGCUACAUGGGACAACAAUUAAGAGUUUUGUUUGUUUGUAUGUUGAAAAAUCAUGUAAGAUGG

>hsa-mir-491

ACAUACAGCACCUUGGAUACUUUCAACAAUUAACUUCGGAGAUGUCUGCUGUGGGAAUUGACUUAGCUGGGUAGUGGGGAACCCUUCCAUGAGGAGUAGAACACUCCUUAUGCAAGAUUCCCUUCUACCUGGCUGGGUUGGAGUCAUAUCCUGCAGGUCCUUACCAUGAAGAAGAAGAUGAAGGCUUGGAGGAUACUAUU

>hsa-mir-500a

ACCUUGUGUGAAGAAGAAUGAGCCCUCUCACUGAACAUUCACAGGGCUUUGUGUUCUGCUCCCCCUCUCUAAUCCUUGCUACCUGGGUGAGAGUGCUGUCUGAAUGCAAUGCACCUGGGCAAGGAUUCUGAGAGCGAGAGCUUCAUCUUCGUGUAGGACAGAGCGUCUUUCUGUCCUCCUAUCAUCCAUUCCACAAGUAU

>hsa-mir-500b

AAGCCUUCUUGUUAGAUGCACAUGUGAGGUGUACAGGUACUGGAAUCUCCUGUCCUGGUUCCCCCUCUCUAAUCCUUGCUACCUGGGUGAGAGUGCUUUCUGAAUGCAGUGCACCCAGGCAAGGAUUCUGCAAGGGGGAGUGACAUCUUCGCAUAGGACAGAGCACUUCUACCUCCUCCUUCCAUCCUUUCUAUGACUAU

>hsa-mir-513b

UUGAAUAAAAAUGGCAUGAAUAGGGAGCAUUUGGUCUGGGAUGCCACAUUCAGCCAUUCAGUGUACAGUGCCUUUCACAAGGAGGUGUCAUUUAUGUGAACUAAAAUAUAAAUGUCACCUUUUUGAGAGGAGUAAUGUACAGCAUGCACUGCAUAUGUGGUGUCCCUAGGGAUGGGGCUGUAGCUGCGAGCAUGGUGAUG

>hsa-mir-517a

CACCACCGCAUCCAGCCUGGGCGGCAGAGUGAGACUCCGUGUCAAAAAAAAGAAGAUCUCAGGCAGUGACCCUCUAGAUGGAAGCACUGUCUGUUGUAUAAAAGAAAAGAUCGUGCAUCCCUUUAGAGUGUUACUGUUUGAGACAAGCAACGUUGAAGAUGCUGCUGAUCUUGGUAAUACAUUUGCAGAGCGUGCUUAUC

>hsa-mir-520f

UUAAACCUGGUCAAGGAAGAUUCCCACAAAAAAUCCACGGUGCUGGAGCAAGAGGAUCUCAGGCUGUGACCCUCUAAAGGGAAGCGCUUUCUGUGGUCAGAAAGAAAAGCAAGUGCUUCCUUUUAGAGGGUUACCGUUUGGGAAAAGCAAUGUUGAAGUUGAUGCUGAUCUUGGUAAAAUAUUUGCAGAGCGUGCUUAUC

>hsa-mir-527

GUUUUGACCUGGUCAAGGAAAAUUUCAACAAGAAACCCAGAGUGCCGGAGCAAGAAGAUCUCAAGCUGUGACUGCAAAGGGAAGCCCUUUCUGUUGUCUAAAAGAAAAGAAAGUGCUUCCCUUUGGUGAAUUACGGUUUGAGAAAAGCAACGUUGAAGUUGAUGCUGAUCUCGGUAAUACAUUUGCAGAGCAUGCUUAUC

>hsa-mir-545

UUAGACUGUGAGCUCCUUGAGGGCAAGGAAGGUGUCUUCAUCUCCAGAGCCCAGCCUGGCACAUUAGUAGGCCUCAGUAAAUGUUUAUUAGAUGAAUAAAUGAAUGACUCAUCAGCAAACAUUUAUUGUGUGCCUGCUAAAGUGAGCUCCACAGGCUCUGGAUUGUCAGCUGUUUCUUCAAAAAGCAUGUGGUCAGAAAU

>hsa-mir-548c

AUAGGCUUACUGUCUUUUGUUGAAAAAUUGCGAUGAGAAAGGAAUCGGCAUUGGCAUCUAUUAGGUUGGUGCAAAAGUAAUUGCGGUUUUUGCCAUUACUUUCAGUAGCAAAAAUCUCAAUUACUUUUGCACCAACUUAAUACUUUCAGGCUUGUUGAAGCCUAAGUAGAAAAUUGUUGCUUAAUCUCUUUUAUUCUGAU

>hsa-mir-548n

AGGAAAGGAGGCUGGUUGGAAGCCUUUAAUCUUGAGUCUUAUCCCACAGCAUGACUGAUGAUAUAGGUUGGUGCAAAAGUAAUUGUGGAUUUUGUCGUUAAAAAUAGCAAAACCCGCAAUUACUUUUGCACCAACCUAAUAGAAAGUGUCACCCAGGGCAGGUUUUCCAAGUGUGGGGUUCCUGCUGGUCACACAGGACC

>hsa-mir-548x

AGAUACUAUCAUAACAACAUUAAGCCUUCCAAUCUGUAAUCACAUUAUACAUUGCAAUAUAUUAGGUUAGUGCAAAAGUAAUUGCAGUUUUUGCGUUACUUUCAAUCGUAAAAACUGCAAUUACUUUCACACCAAUCUUAAUAUUUCGAUCUUGUUUUAUUUUUCUCAGCAAAGUUUUGAAGAUUUCAGUAAACAGGUAU

>hsa-mir-557

AGUGGUGAUCAGAAAGGCAGGGCCAGAUCAAGGGUGUGCAGACAGAAUGGGCAAAUGAACAGUAAAUUUGGAGGCCUGGGGCCCUCCCUGCUGCUGGAGAAGUGUUUGCACGGGUGGGCCUUGUCUUUGAAAGGAGGUGGAGAAAGGAAGCUCCUUCUAUGAGGCACUUAGAUUCAUUUCUAUCUUCCUAGCCUGAGCAC

>hsa-mir-564

CAGGAGCGUCGCGUCACGUGAGGCUGCCAUCCAAUCGCGGCGCGCGCUCUGCCCUGCGGGCAGCGGGUGCCAGGCACGGUGUCAGCAGGCAACAUGGCCGAGAGGCCGGGGCCUCCGGGCGGCGCCGUGUCCGCGACCGCGUACCCUGACACCCCCGCGGAAUUCCCUCCGCACCUCCAGGCGGGUGCGAUGCGGCGCCG

>hsa-mir-581

CGAAAAUAUAUAGGGAAGGAGUAUAUAGGGAAGGAGUAAGUAAGGUUUUCCAAAAAGUUAUGUGAAGGUAUUCUUGUGUUCUCUAGAUCAGUGCUUUUAGAAAAUUUGUGUGAUCUAAAGAACACAAAGAAUACCUACACAGAACCACCUGCAGACUGGUGCCAGUCCACAAAAUAUCUGUUUGAGUAUGCAAGAAGAUA

>hsa-mir-593

AUUGUUUGUUCCUACAUACCCCUGGCUAUGCUGGGCAGGAUGAUUUGUAGCCCCCAGAAUCUGUCAGGCACCAGCCAGGCAUUGCUCAGCCCGUUUCCCUCUGGGGGAGCAAGGAGUGGUGCUGGGUUUGUCUCUGCUGGGGUUUCUCCUUCUCUAGAGGUUAACAUAGCCCUGAGUGAUAGCCAGUUUCCAUGGAAACA

>hsa-mir-596

UUCAGUGAGUUCUGAGGAACGCAUAGCAGGUGGAUCCGUCGCCACAGUCGGGAAAGCGAGCACGGCCUCUCCGAAGCCUGCCCGGCUCCUCGGGAACCUGCCUCCCGCAUGGCAGCUGCUGCCCUUCGGAGGCCGACCCGACCCAUCCCUGGGUGCUGUCUAGGUCACUGUCCUUGUGUGUUUUUGUUUUACUUUAGAAC

>hsa-mir-608

GAGACUCUAUCUCUAAUAAAAAAUAAUUAAAAAAAAAUUCCCAAGAUCCACUGGGCCAAGGUGGGCCAGGGGUGGUGUUGGGACAGCUCCGUUUAAAAAGGCAUCUCCAAGAGCUUCCAUCAAAGGCUGCCUCUUGGUGCAGCACAGGUAGAAAAUGGGGCUGGGGAGGCAGAUGGAACCAGGUCAUGGAAGGCCACAGA

>hsa-mir-610

AUUAUUCUCUGUGAAUAAGGUCUUACAUAUUAGCCCUUCACUCCCAACUAUUUGUCUAUUUGUCUUAGGUGAGCUAAAUGUGUGCUGGGACACAUUUGAGCCAAAUGUCCCAGCACACAUUUAGCUCACAUAAGAAAAAUGGACUCUAGUUGGGAGUGAGGGGCUAAUAAACACCAGAUCCCAAGAAAAUUCCCCAUAAU

>hsa-mir-616

AUGGAGAAUGUUCAGGAUGGAGGUCAGAGUGUUACAUCAGGUGGUCAGGAAUUACCUUAGGUAAUUCCUCCACUCAAAACCCUUCAGUGACUUCCAUGACAUGAAAUAGGAAGUCAUUGGAGGGUUUGAGCAGAGGAAUGACCUGUUUUAAAAGGCUCACUCAGGCUGCUGUAUGGUGAAUAGAGUUGCGGAGGGGUGGC

>hsa-mir-618

CGGUUGAUGAGAGGAGGUGCUAAUCGGACUAAGAUUUAUUUUUAAAGUUUGCUCUUGUUCACAGCCAAACUCUACUUGUCCUUCUGAGUGUAAUUACGUACAUGCAGUAGCUCAGGAGACAAGCAGGUUUACCCUGUGGAUGAGUCUGAAAAAAUUCAUCAGCAGCUCAUGGAAAAUCUAUAACCAAGAGAUGAUGGGUU

>hsa-mir-627

UUGCCCUACCUGCAUUUGGGAGGUGAGGAUGAAUUGCUGGUUUACUUAUUACUGAAUUACUUAUUACUGGUAGUGAGUCUCUAAGAAAAGAGGAGGUGGUUGUUUUCCUCCUCUUUUCUUUGAGACUCACUACCAAUAAUAAGAAAUACUACUAAUGGGCAUAAGCUUCCUGUAUAUAUGGUGUGGUGGUAGGAAAAAAA

>hsa-mir-639

GGUUCGGACCGGCCCCAAGGAGCAGGGGCGAACGUGGGCGCCUCGUGCCCUGAUUGGCCGACGGGGCGCGCGCGGCCUGGAGGGGCGGGGCGGACGCAGAGCCGCGUUUAGUCUAUCGCUGCGGUUGCGAGCGCUGUAGGGAGCCUGUGCUGUGCCGCGCAGUUAGGCAGCAGCAGCCGCGGAGCAGUAGCCGCCGUGGG

>hsa-mir-718

GCUCGCGGAACCCGCCGGGACCCGGGCCCUCCCCGGCGCGGGGCGCCCCCGUGUGACCCAGCGCGCGGCCGCGGCGCGCAAGAUGGCGGCGGGCCCGGGCACCGCCCCUUCCGCCCCGCCGGGCGUCGCACGAGGCCGGCUCGAAGGGGAAGUGAGUCAGUGUCCGCGGACCCGGCCGGCCCAGGCCCGCGCCCGCCGCG

>hsa-mir-1193

UGGCCUUCUGGACACGCUAGCAACGUCAUUGAAGGGACGAUGGUGCCAUCUGCUCUCCAGGGUAGCUGAGGGGAUGGUAGACCGGUGACGUGCACUUCAUUUACGAUGUAGGUCACCCGUUUGACUAUCCACCAGCGCCCGGUCCAUCUGUGGGAUGACAUCUUGGUGCACAUGGCAACUUCGGAGAAGAUGUGGGAGGA

>hsa-mir-761

CUUUUUUUCUGUCUGUUUCUGCUUUUUUUCCUUAGGUCUGCACCUGUUCAGCAUUUGGCAGGAUGGCAAGCGGAGGAGCAGCAGGGUGAAACUGACACAGUUCUGGUGAGUUUCACUUUGCUGCUCCUCCUGAUUCUCAGGGAAAGAAUUUUGUUACUCCUAUUGGAAAACAUCCAUCUCCAAAUGAAUCCUUAAGAUAA

>hsa-mir-876

UUUGGUGGCCAAAGGGUACUGUUUUUGUUGGUUCAUAGGUACCAGGCUUUACACAAACUGUGAAGUGCUGUGGAUUUCUUUGUGAAUCACCAUAUCUAAGCUAAUGUGGUGGUGGUUUACAAAGUAAUUCAUAGUGCUUCACAGGUGCUUCUGCAGUUGAUCUACACCAUGAAGCCUAAGAUUCCUUUACUGAGCCAUUG

>hsa-mir-889

UCUGGAAGAGACACCAACUUUGGAGAAGAUGCCCAGCUCUUCUUGAUGGCACAGUUCUUUGGUGCUUAAAGAAUGGCUGUCCGUAGUAUGGUCUCUAUAUUUAUGAUGAUUAAUAUCGGACAACCAUUGUUUUAGUAUCCAAAUUUGCUUCAGAAGUUUUUGAAAGCACAGUGCUGACUUCAGUGAGGGGACAUUGGUGC

>hsa-mir-920

AUCUGAUCACACUGAAGGACAAAGACAUUUAUCUCUCUGUAUAAUGAAAACUGAAAAAGCCACUGGUAGUUGUUCUACAGAAGACCUGGAUGUGUAGGAGCUAAGACACACUCCAGGGGAGCUGUGGAAGCAGUAACACGGGAGGGGUUACAAGGAAGGAAGGAUUACAAGGAAGGAGGGGACCACCAAGUCUUCACUCA

>hsa-mir-938

GUCCCACAGCAGAGAAGGGAGGGUGAGACAAGGCAGGUUAAGCAGGUACGGCAUGUUGGAAGGUGUACCAUGUGCCCUUAAAGGUGAACCCAGUGCACCUUCAUGAACCGUGGUACACCUUUAAGAACUUGGUAUGCCUUCAUGAACACUUAAAGUACCAGGGGGCACUUCAUGAAACAUCAUUAAGUUUCUCCUAAGUC

>hsa-mir-944

ACCUUAAUUUUUUUCAACCAAGAUAAACAAUUUUUCUGCAGUAAAUUUGUAUUUAUGUUCCAGACACAUCUCAUCUGAUAUACAAUAUUUUCUUAAAUUGUAUAAAGAGAAAUUAUUGUACAUCGGAUGAGCUGUGUCUGGGAUUAAGUAUUAGCUCCACUGUAACCUUCAUUUUCUUGAACACUGGAAAGAAAGGCCAA

>hsa-mir-34c

UGAAUUGCCUGCCUGUCACAACGUGUUGGGGUACCAACUUGAGACUGCAAUUUUUUCUAUGAGUCUAGUUACUAGGCAGUGUAGUUAGCUGAUUGCUAAUAGUACCAAUCACUAACCACACGGCCAGGUAAAAAGAUUUGGGAAUUCGUCCAAAUGAGCUGCCUGUGCAUCAUCAAUGUGCGUGGGGAAGAGGGGUGUUG

>hsa-mir-147b

AUGUCCAAAGGGUGACCAAAUGACGAGCCCUCGCCUCUUUCUUCUGAAGAGUACUCUAUAAAUCUAGUGGAAACAUUUCUGCACAAACUAGAUUCUGGACACCAGUGUGCGGAAAUGCUUCUGCUACAUUUUUAGGGUUUGUCUACAUUUUUUGGGCUCUGGAUAAGGAAUUAAAGGAGUGCAGCAAUAACUGCACUGUC

>hsa-mir-193a

GCCGGCGACCGGACCCAGCCCCGGGAAGCCCGUCGGGGACGCACCCCGAACUCCGAGGAUGGGAGCUGAGGGCUGGGUCUUUGCGGGCGAGAUGAGGGUGUCGGAUCAACUGGCCUACAAAGUCCCAGUUCUCGGCCCCCGGGACCAGCGUCUUCUCCCCGGUCCUCGCCCCAGGCCGGCUUCCUCCCGGGCUGGCGUGC

>hsa-mir-323b

CCCAAGCUGCCCAGGCUGUGCAGAAGAUGCAGGAAUGCUGCGAGCAGUGCCACCUCAUGGUACUCGGAGGGAGGUUGUCCGUGGUGAGUUCGCAUUAUUUAAUGAUGCCCAAUACACGGUCGACCUCUUUUCGGUAUCAGAUCUCACCAGGUGUCUUCUUGGACCUGAUGCCGAUUUAGGGGACACCAUACUCAUGUUGG

>hsa-mir-380

CCUGGAGGUGAUGCUAGUGAGAGGAAAGAGACACCGGCUCUGACCUCAGCCCUCUCCAAGGUACCUGAAAAGAUGGUUGACCAUAGAACAUGCGCUAUCUCUGUGUCGUAUGUAAUAUGGUCCACAUCUUCUCAAUAUCAAAUUCAGUCAUAGAGGGCUUCCCAGAGAGAGGCAAAGUCACCUUCGUGGGAGACACACUG

>hsa-mir-410

GGGGGCAGCGCUGGCACCACGGGACGCGGCAGCCACGUUCUUGAGCCGAUGGCACUCUGGGUACCUGAGAAGAGGUUGUCUGUGAUGAGUUCGCUUUUAUUAAUGACGAAUAUAACACAGAUGGCCUGUUUUCAGUACCGCUACCGCCCGGUGGUGUGCGGGCGCCACGCCUGAGGCGGGACUUUCCAGGGUACGUGAAU

>hsa-mir-455

GCAGGUCCUGGAGCCCUGGCGUGGGGCGGGCCUCCUGCCGGCGAGCGCCUGCGCCCUUCCCUGGCGUGAGGGUAUGUGCCUUUGGACUACAUCGUGGAAGCCAGCACCAUGCAGUCCAUGGGCAUAUACACUUGCCUCAAGGCCUAUGUCAUCGAGGAGCCACCGGAGCUGCCACUGCCACCAGGGAGGAAGAGGAGGAG

>hsa-mir-517b

AAAAAGAAACAAAAACAAAAACAAAAAAAAGAACCCUACAGUACUGGAGCAAGAAGACCUCAUGCUGUGACCCUCUAGAUGGAAGCACUGUCUGUUGUCUAAGAAAAGAUCGUGCAUCCCUUUAGAGUGUUACUGUUUGAGAAAAGCAACGUUGAAGAUGCUGCUGAUCUUGGUAAUACAUUUGCAGAGCGUGCUUAUCA

>hsa-mir-539

AAGCAGUCACCAUCUAACCUUGAGCCAAAGACCUGGAGGUGGUGGUCCGUGCUGCUGUUUCAUACUUGAGGAGAAAUUAUCCUUGGUGUGUUCGCUUUAUUUAUGAUGAAUCAUACAAGGACAAUUUCUUUUUGAGUAUCAAAUCUUGCCUCGGCAGACUUCCUGGACGCCAUGACAAGUUCUGUAAAGGGAUGCACGCA

>hsa-mir-563

UCUGUAACUGUAACAAUGUUGUUUAACACAACUUUGAAUACAUUUUUACAGGAAGCAAAGAAGUGUGUUGCCCUCUAGGAAAUGUGUGUUGCUCUGAUGUAAUUAGGUUGACAUACGUUUCCCUGGUAGCCAAUAUAAGGAAUGGGUCCACUAACCCUUGAUAUCAGAAAAUUCUGGGGUUGGAUUAGAUGUCAAGGUUG

>hsa-mir-597

AGUUAAUUUAUAAACUAAGUAUUUUACCUUUUGAUCCCCAUCAGUUAAGAUGUUACUUACUCUACGUGUGUGUCACUCGAUGACCACUGUGAAGACAGUAAAAUGUACAGUGGUUCUCUUGUGGCUCAAGCGUAAUGUAGAGUACUGGUCGACCUUGUCUAACUUCACGUUCCCUUGAGGCUGACUUGCUGUCACCUGAA

>hsa-mir-656

GGGUGGCAGGGCCCUUCCCUGUGGAAGAAGCCUCCUCCCUGGAGUCAGUGCUGCUCAGUGGUACCUGAAAUAGGUUGCCUGUGAGGUGUUCACUUUCUAUAUGAUGAAUAUUAUACAGUCAACCUCUUUCCGAUAUCGAAUCCCACCUUGGAUGCCUUCCUCUUUGCUGUCAACUCCAGGCAGCAGCUGGCUCUGCGCUG

>hsa-mir-769

CAGGAGGACCCCCAGGACCCACUGUUGGUGACAUCCCGGCCGCCUUGGUGCUGAUUCCUGGGCUCUGACCUGAGACCUCUGGGUUCUGAGCUGUGAUGUUGCUCUCGAGCUGGGAUCUCCGGGGUCUUGGUUCAGGGCCGGGGCCUCUGGGUUCCAAGCACCAGUGAGGAGAGUGCUGGGAGGGGAAGGGGUGGGAGGGC

>hsa-mir-1912

AACAUUUAAAAUUUGAUCAAAUGAUACCACCCUUUGAGCCUUCUAUCACAACUGGACUUGGCUCUAGGAUGUGCUCAUUGCAUGGGCUGUGUAUAGUAUUAUUCAAUACCCAGAGCAUGCAGUGUGAACAUAAUAGAGAUUGAAAGACAGCCAGAAGGGUAAAACAUGAAUUCUUAAAGAGUAAUUUUGUACUUCAUGUA

>hsa-mir-3159

UGUAAGCAUGACUUACUGCAGCCUCAAUCUCCUGGGCUCAAGCAAUCCUCCUGCUUCAGGCUCCCAAAGUCCUAGGAUUACAAGUGUCGGCCACGGGCUGGGCACAGUGGCUCACGCCUGUAAUCCCAGCAUUUUGGGAGACAGAUCUGGGUGGAUCACGAGGUCAGAAGAUCGAGACCAUCCUGGCCAACAUGGUGAAA

>hsa-mir-3197

CAGCGGACGGGAAACGCCUCGAAAGCAGCCAGACCCGGCGACUGAAAUGAGGCGGAGGAGCUUGGCGAGGGGAGGCGCAGGCUCGGAAAGGCGCGCGAGGCUCCAGGCUCCUUCCCGAUCCACCGCUCUCCUCGCUGACCUCCGAGUCACCCCCGGAAGCUCCCGCCACUGCCGGGCGAAUAGACCCCCGCGGACCCCCA

>hsa-mir-4273

UAACCUGAGGUUUGACUUAUUGAUAAAGGGUUUUCCACACUCAUUACAUUCAUACGGUUUUUCCCCUGUGUGUGUUCUCUGAUGGACAGUAAGCCUUGACUUAUGGCUAAAUGCUUCUUCACAAUGGUCACAUGCAUAGGGCUUUUCCCCUGUGUGAGUUCUAUGAUGUAUUGUGAGGUAUGACUUCUGGCUAAAGGUUU

>hsa-mir-139

GCCAACAGUGUGGGGUCAGGCUCCUGUGGAUGGGGACACCCUUGGGAGGCACUGGGACUGGCUCAGGUGUAUUCUACAGUGCACGUGUCUCCAGUGUGGCUCGGAGGCUGGAGACGCGGCCCUGUUGGAGUAACAACUGAAGCCGGAGUCUGCGAAGGGUGGGCAGGAGGGUGGAGGGAUGGGGGCAUGGAGCGGGAGGG

>hsa-mir-148a

GCUGGGGGGUGGGGGAACACACCUGCAGGAAGAAACUUCUGGAGGAAGACAGCACGUUUGGUCUUUUGAGGCAAAGUUCUGAGACACUCCGACUCUGAGUAUGAUAGAAGUCAGUGCACUACAGAACUUUGUCUCUAGAGGCUGUGGUCGCCGAUGCCGCCAGUGCUCCAGACGCCAGGCCGAGUGGCCCUGGUGGCCAC

>hsa-mir-224

CAGCUUUUCCCGGAUAGGUGGGGACCCAUCAUCAAAAGUGACAGAGAAGAUAAGGCCCAGGGGCUUUCAAGUCACUAGUGGUUCCGUUUAGUAGAUGAUUGUGCAUUGUUUCAAAAUGGUGCCCUAGUGACUACAAAGCCCCAGAGCCAGCAUCAUCAUCAAAGCAAUGACAGUAGGUAAGCACCAGACCUCCUUGGGAG

>hsa-mir-424

UUCAGUCAUCCAGUCUUUAUUCACCCGCAGGUACCCCCAGAUCGAUCCCCCUUCAUUGACUCCGAGGGGAUACAGCAGCAAUUCAUGUUUUGAAGUGUUCUAAAUGGUUCAAAACGUGAGGCGCUGCUAUACCCCCUCGUGGGGAAGGUAGAAGGUGGGGUCUGCCGGACGCGUGUUCCUGCCACCAGGUGCCCGCUCCC

>hsa-mir-505

UUGAAAGCACUUACUGUUUGUCACUUGAAGCAGAAGAGCAGCCUGCCGGUGGUAAAUUGAUGCACCCAGUGGGGGAGCCAGGAAGUAUUGAUGUUUCUGCCAGUUUAGCGUCAACACUUGCUGGUUUCCUCUCUGGAGCAUCGCCAAGUUCGUGGAUUUUCAUUUUUCCUGACUUUUGGACUUUUGUUACUGCUCCCAUU

>hsa-mir-549

GUGUGUUUCUAAGUUGACUGUUGAGAACCUGGCAUCACAUCUUCUGAUAGACAUGCAACUCAAGAAUAUAUUGAGAGCUCAUCCAUAGUUGUCACUGUCUCAAAUCAGUGACAACUAUGGAUGAGCUCUUAAUAUAUCCCAGGCACUGUGCUAGGCAUUUUCCAUGCAUCUUUGUAUGUAAUCCCCGCCAGGAAUUAGUA

>hsa-mir-873

CUUGAAAUGGAGGAAAUAUGAACAGCUGCUUAUCUGCAAAUGGUUCCUGCUUAGAAUAAGUUUGUGUGCAUUUGCAGGAACUUGUGAGUCUCCUAUUGAAAAUGAACAGGAGACUGAUGAGUUCCCGGGAACACCCACAAAUCUUCCUACUCAUUUCUACUGCUUUGCAAUGGACAACAUUUUAUGGCUGGUACCUUCCA

>hsa-mir-875

ACUGCAAUUCUGUAACUCUAUGCAUGUUACUUUUUUUCCCUAGUUUUUGGAAAAUUCUUAAAGUUUAGUGGUACUAUACCUCAGUUUUAUCAGGUGUUCUUAAAAUCACCUGGAAACACUGAGGUUGUGUCUCACUGAACAUAAGCUUCGUGACUUCUAUUCAGAACUUUAAUGACUGGGAAUACGUUUAAUGCCAAAGA

>hsa-mir-1234

CCCCCGUAUGGCGUGGCUCUCAACAGCCUCACCACAGGAACCACGGCUUUCCCGCUUCGUGAGUGUGGGGUGGCUGGGGGGGGGGGGGGGGGGCCGGGGACGGCUUGGGCCUGCCUAGUCGGCCUGACCACCCACCCCACAGGCACCCAGGAGGGUGUGCGGAUCACCCUGGACUGCGCCCAGGCCACCUUCAUCUCCUA

>hsa-mir-1279

CUAAAAAAAGAACAUUGGUUAAGACAAACCUAAAUCAAUCUGAACAGUGUUGCCUGAAUAUUUAGAAUAUUCACAAAAAUUCAUAUUGCUUCUUUCUAAUGCCAAGAAAGAAGAGUAUAAGAACUUCCUCCCAGAAGCCUAGACAUUUUAAUACAUUUUCUAUUUCAACUUACAAUGAAACUUUAAUCCUGAAUCUUGAU

>hsa-mir-1537

UCUUGAGAAGUUUGUGGGGGGGCAAGAAGUUUGUGGUGCUUGGAGGCGUGCCUGGGAGUUGGCACUAAGUACAGCUGUAAUUAGUCAGUUUUCUGUCCUGUCCACACAGAAAACCGUCUAGUUACAGUUGUAAGUUGUGCCAGACCUAAUCGCUAAAAUGCUCUGAAAGGUAGAAUUCUGAAAGAUAUAGUUUGGUUGUG

>hsa-mir-3157

UACAACUUCUCAAUGAGUCUGCCCUCACUGUCCAACAAUUGAGCUGAGAAUAUAAGAAGGGAAGGGCUUCAGCCAGGCUAGUGCAGUCUGCUUUGUGCCAACACUGGGGUGAUGACUGCCCUAGUCUAGCUGAAGCUUUUCCCUUCUUUCUACACCCAGCUCAAGUCCCAGGUCCAUAAAACCUUUAGAAACUCUUCAGA

>hsa-mir-3191

ACAUGGAAAAGGCAAAAUGUGGCCCCUUUGGAAAAUAGAGGUCGUUAAGCCUGACCACCCCCGGGGUCACCUCUCUGGCCGUCUACCUUCCACACUGACAAGGGCCGUGGGGACGUAGCUGGCCAGACAGGUGACCCCAGAGCGGCGUCCCCAGGUACUUCUUGCUUUCUGGUGCCUGUGGAGGAGAAGCUGAGAAAUUG

>hsa-mir-3617

ACAAGAGUACUUAUUUUACUCAUGAGAAAAAGAAAGUAAAAAAGAGGGAAUUGUCUUACUCAAGGUCAUAGAAAGACAUAGUUGCAAGAUGGGAUUAGAAACCAUAUGUCUCAUCAGCACCCUAUGUCCUUUCUCUGCCCUGGGAGCACACUCCAUUUAGCAGGCUUGCGGCUAGUGUUAAUGUCUGGACAAUUAAUCAA

>hsa-mir-3917

CCGCCGCUCUCGGCCAAUGCGGAGCCCCGCGCGGAGGUCACGUGCCUCUGUUUGGCGCUUUUGUGCGCGCCCGGGUCUGUUGGUGCUCAGAGUGUGGUCAGGCGGCUCGGACUGAGCAGGUGGGUGCGGGGCUCGGAGGAGGCGGCGGCUGGCUGAGGCCAGCAAGAGGGACGCGGUCGGCGGGAGGGGCUGGGCCGUGG

>hsa-mir-4675:10:20840837:20841038

GAAGAUUAAAAAGUCAGCUUUAUAACUGAUAAAAUCUAGGCUGAAUUGGACAGACUCACUCCAUGAGAAAUCCUGCUGGUCAACCAUAGCCCUGGUCAGACUCUCCGGGGCUGUGAUUGACCAGCAGGACUUCUCAUGCACUGAGUCUUAGAGCCCUCUCCAAGCAAAAGGAGAGUAGAAGCGACUUACUCAACCAUGGC

>hsa-mir-4530

CAGCACAUUCCGUCCUCCCCACCCGGCCCCUCCCGCCUCCCGCGGCCCCGUGGGGACGGAAACAUCCCGUCCCCGACCGCACCCGCCCGAAGCUGGGUCAAGGAGCCCAGCAGGACGGGAGCGCGGCGCCCCCGACGCCCGGGAACUGGCUCCCCCGGUUCCCAUCUGGUGACCUCACCUGGUCCCACCCUUUCAGGUGA

>hsa-mir-548ax

UUCAGAAUUUCUUCAUUUGUGUUUUAUCCUUCCAUUUUUCUUUCUAAGCAUAUAUAAUUUAUUUAGAUUGGUGCAGAAGUAAUUGCGGUUUUGCCAUGGAAAGUAAUGGCAAAAACCGUAAUUACUUUUGUACCAACCUAAUAAUUUCAGCCAACUAUUCAUAUGCAGCACUGUUUACAAUGGGGAUGAAUAAGUAACAG

>hsa-mir-4643:6:92231316:92231517

CUCAUCCUUUCAGAUUCAGCACAAGCAUGUUCAUUACGUUGUAUUGUGCUCAUUAAAGUAUGUGUGCCCUAGCAUUUAUAAUCAUGUGUUCAUUCACAUGAUCAUAAGUGGACACAUGACCAUAAAUGCUAAAGCACACUUACUUCUACAACAUACUGAGCUCACCUCACAGGUAUAAACAAAAACAUGCACACAAAUGU

>hsa-mir-4753

CCCUGCUAGGAAUCUUGAAUCUUUGUUUUUCGUAUCCAGAAAUUUAACUCUGAAAUAUAUCUACACAAGGCCAAAGGAAGAGAACAGAUAUAUCCACAGUACACUUGGCUGUUCUCUUUCUUUAGCCUUGUGUAGAUAUAUUUUCAUCCCCUGUGAUGCCUACUUGCUAGACUCUUUCAUUCUAGCAACUUCUGUCUUUC

>hsa-mir-4499

UGGGCCACUGUGGCAGACUGGGGGUCACCAUCACUCAGUGAAAGUGUGAGCAGGAAAAAUCGCAGAGAAGACUGAGAGGAGGGAACUGGUGAGUUGUACAUAGAAAUGCUUUCUAACUCCUUGUCUCAGUCUGUUUUUGCUACCAGUGAGGCUUACAAUGUUUGAAAGACCCCAAUCCCAGCAUGCCUGCUUUAUAUAAA

>hsa-mir-4695

GGGGCAGCAGCCCAUCAGCGUGCCCCCGAGCACCAACAGCACGGUGUACCGGGGUCUGGAGGUACCUGCAGGAGGCAGUGGGCGAGCAGGCGGGGCAGCCCAAUGCCAUGGGCCUGAUCUCACCGCUGCCUCCUUCCCCAGGGCUUCGUGGCGGCCAUCUCGCCCUUUAACUUCACUGCAAUCGGCGGCAACCUGGCGGG

>hsa-mir-2964a:9:131154837:131155038

CGCCCCGAGAGGUCUCGCCCGCGCUGAGCCCUGUCCCUGGGGCCCCCGCCCCUGUUGCGCCCGGAGCUCAGCCACAGAUGUCCAGCCACAAUUCUCGGUUGGCCGCAGACUCGUACAAGAAUUGCGUUUGGACAAUCAGUGGCGAAGCCCCUGAGUUCAGGGCCCUGGUCUCCUGCGGGGUUCCCCUUCGCUCCUAAAAA

>hsa-mir-548as:13:93142343:93142544

UUUCAGCGCAUUGUUUCCCGAAAACUCCAAGCUGAAUUGUUCUCGGUUCUUUGUGAAUUAUUAGGUCAGUGCAAAAGUAAUUGCGGGUUUUGCCGUUGCUUUUAAUGGUAAAACCCACAAUUAUGUUUGUACCAGCCUGAUCCUAAGCAAUCUCAUUAUCGUCUAGAUUCUGCCACUUUUCAUUGUAUUAUUAUAUCUAU

>hsa-mir-548ab

UAUUUAUUUAUUUAUUUAUUUACAAUAACAUGUCUAUAAUCUGUUUUUUCCAUCCAUUAUGUUGGUGCAAAAGUAAUUGUGGAUUUUGCUAUUACUUGUAUUUAUUUGUAAUGCAAAACCCGCAAUUAGUUUUGCACCAACCUAAUAGAAAGCAUGUUCCAUUGGGGCUAGGUCAGCAGUGUAUUGGCUCACCACCUCUU

>hsa-mir-4495

AUCUUCAAAACUAUUCUAUGUGAUGGGUGAUAUUUUUUUCUCAUUUUACAGAUGAGAAAACUGAGGCUAAGAAAUGUAAACAGGCUUUUUGCUCAGUGGAGUUAUUUUGAGCAAAAAGCUUAUUUACAUUUCUGAGUCUCAGUUUCCCCAACAAGUAGCUGUUAUUUUGAUAACCCAGGAAUACCAUGGUGUGUAUAAGG

>hsa-mir-4489:11:65416595:65416796

AGACAUUUUUCACUGUUGUCAGGAUGCCGGGGAGCUCUCCUGCUCCUGGAAGUGAGCCUGGCGGGCUGGGGGUGGGGCUAGUGAUGCAGGACGCUGGGGACUGGAGAAGUCCUGCCUGACCCUGUCCCACCCCACAGGAGUUUUUCGGAGCUGUACACGCUGUCGCUGCAGGAGCCUAGCCGGCGGGGGGCCCCAGAUCC

>hsa-mir-4708

CUGUUGUUAUGUUACCUACCCGCUCUUGGCAGGGCCCUGAGAAGCUGAGGUAUGAGACACAACAGCAUAUUUAGGAGAGAGAUGCCGCCUUGCUCCUUGAACAGGAGGAGCAAGGCGGCAUCUCUCUGAUACUAAAAGGAGAAUACGGGAGCACCUUUCUUACCUACAUUUCCCCUGGAACUAGUCUUUCCACUUGCAAG

>hsa-mir-4467:7:102111847:102112048

GCCCAGGAGGAGCUUCGACACAGCAGCUGCUGUGUUGAAAGGAGCAGCAGGGGCCUUGGCGGCAGAGGUGGUGGCGGCGGUAGUUAUGGGCUUCUCUUUCUCACCAGCAGCCCCUGGGCCGCCGCCUCCCUCCCUGCCCGUAUGUCUGGUCCCUGUGUCUAAGAUGCUUCUUCUCUUACCCUCUGCCCAACUGGCUCAGG

>hsa-mir-4662a:8:125834160:125834361

AUUUAUAUACAAGGAAGUUUACUGCAACCAUGGCUGCAACAGAAAAAGCCAUUGUGUACCACAGUGUCUAUUUAGCCAAUUGUCCAUCUUUAGCUAUUCUGAAUGCCUAAAGAUAGACAAUUGGCUAAAUAGAAAUUGUGGUACAUCCAUACAAUGGAAUACCAUGAAGCCAUCGACAAAACAUCAAGAUUCUAUUGACC

>hsa-mir-4767:X:7065836:7066037

CGCCGACCGGAAGCGGGUGCUGGGGCCGCGUAGACGCCGCGGCCACGCGCGCCCGCCAGCCCGGACAUGGGCCCGCGGGCGCUCCUGGCCGCCGCCCGACUUCGGGGCCAGCCGGGGGCAGAGCGCGCGGGAGCCCGAGCGUCCCUGCAUGAACACCGCCCCGCCGCGGCCCCCAGGCCGUGACGUACCCCGCGCCGACC

>hsa-mir-548am

AAGGCAAUUCUACCAAGAAAAGAGGUAAUGAAGCCCAGCAGGUAGUGGUUUUACUUUUUUAUUAAGUUGGUGCAAAAGUAAUUGCGGUUUUUGCCGUCGAAAAUAAUGGCAAAAACUGCAGUUACUUUUGUACCAAUGUAUUAGAUGCUAUGGGUGAUUGCCUUUAGCCCCCUGGAAAUAGGAGAUAUGGCACCGGGGGA

>hsa-mir-4750:19:50391359:50391560

GCGCACUUCUGAGCCCCCAGAGGGCCAGCCCGGUGUGUCUUCAUUGUUUCCCAGCACGAAGCACAGAGUGGGCGCUCGGGCGGAGGUGGUUGAGUGCCGACUGGCGCCUGACCCACCCCCUCCCGCAGCACAUCAACGAGCUGACUAUGAAGCUGAGCGUGGAGGACGUGCUGACCCGCGCCGAGGCCCUGCACCGCCAG

>hsa-mir-5689:6:10439888:10440089

AUGCCUGGACUCUGUCACUUAUGUCAAUAAAUUUACAAAUGCAAAAUACACAUUUAAUUCCAGCGUGGUAGCAUACACCUGUAGUCCUAGAUACUCAGGAGGGUGAGUAUCUAGGACUACAGGUGUGUGCUACCACGCUUGAACUCAGGAGUUCAAGGCCAGCCUGGACAACACAGGGAGACCCCCUCUCUAAAUGUAUA

>hsa-mir-4800

CAGGUGCCGUGUGAGGGGCUUAAUGACCACCACAGGGAGCUCAGACCCCAACCCUGGAUCCCAGGAGAAAGGAGUGGACCGAGGAAGGAAGGAAGGCAAGGCUGUCUGUCCAUCCGUCCGUCUGUCCACCUACCUGUCAGUCCACAUAGGCUCCUGGCGUGGACAAGGGGUCUGUGAAGGGCGGGAACUGGGUGAGCACC

>hsa-mir-4520a

GCGCACAGGAGCAUGCCCUCAAUUCCAAGAAGAUCAGGUAGCCGGAAAAUUUAUUAAGCGCUUACUGUGUGCCACCUGCGUGUUUUCUGUCCAAAUCAGAAAAGGAUUUGGACAGAAAACACGCAGGAAGAAGGAAUCAACCCCUGGUACAGCAGGCAGGCGAGGUAGGGGUAGGAGUUAUGCACGUGUAUGCAAGCCUG

>hsa-mir-5700:12:94955501:94955702

AUUGUGCCACUGCACUCCAGCCUGGGCAACAGAGCGAGACUCUGUCUCACAUAAAUAAACUAAUUAAUUAAUGCAUUAAAUUAUUGAAGGCCCUUGGGCACCCCAGGCCUUCAAUAAUUUAAUGCAUUUAUUGAGCAUCUACGAUCUCAUCUAACCCCUAUAAUCCUAGGCAGUUAACAGUUUAGGAAGGGGAGAUUCUC

>hsa-mir-4497:12:110271094:110271295

CCCCAGGGGCGCGAGGGGACCUCGGCUGAGCCGCCCCUCCCGGGCCCGGGCCCCACUUACCUCCGGGACGGCUGGGCGCCGGCGGCCGGGAGAUCCGCGCUUCCUGAAUCCCGGCCGGCCCGCCCGGCGCCCGUCCGCCCGCGGGUCCCUCCUCCGCCGGCUCAGGUUCCAGCCGCGCGCCGCCCCCGGCCAGCUCCCCG

>hsa-mir-4479:9:139781119:139781320

GGCGGGAGAGGCCGCGGGGCGGGGGCGGGGCCAGCCCGAGGGGAUUUCUCUGAGCCGCUGGGCCGGAAACCAAGUCCGAGCGUGGCUGGCGCGGGAAAGUUCGGGAACGCGCGCGGCCGUGCUCGGAGCAGCGCCAGGGCACGGUCCGGGGUUUUGCGCGGGGUCGCGGCUCCCAGUACCGCCUGAGGCCCGUGGGCGGC

>hsa-mir-4503

AUAAGAAUCUUUAAGAACAAGAAAUAAUAAAUGACUUCCUCCCCACAAAUUGAAAUUGACAAUGUAGAUAUUUAAGCAGGAAAUAGAAUUUACAUAUAAAUUUCUAUUUGUUUCUAUUUCCUGCUUAAAUAUCUACAUUGCCAAAAACCAAAGGAAAGAAGACAAUCAUUUAUUUAUUCUACUCUGAUUCUUUCUUUUUU

>hsa-mir-4690:11:65403710:65403911

GGGCGGUGGCCUGACCUCCCUCAGCAAUAACCCCCCCGUGGCACACCCCACACCUGAGAACACGGCAGGUGAGCAGGCGAGGCUGGGCUGAACCCGUGGGUGAGGAGUGCAGCCCAGCUGAGGCCUCUGCUGUCUUAUCUGUCUCCUACAGGCAAUGGUGACCAACCCCUCCCACCAGGCCCUGGCUGGGGGCCGCGGUC

>hsa-mir-5582

UUACACUUAGAAACCAUAAUGUCCGUAAGUCAACUUCCUAGGCAACCUAACAAUCAUAAUCAACUUCCUAGGCACACUUAAAGUUAUAGCUACAUCAGUUAUAACUAUAUCAGUUAAAACUUUAAGUGUGCCUAGGAAGUUGAUUUAUUACUCUUCUUCAUCAUGGACCAAAGGUAUUUUAGCCUGAGACCAUAGCUAAA

>hsa-mir-4641:6:41566392:41566593

AGGUCUGAUGGGAUCCUGGGGAGGGGGCUGUGGGCACCCCACUGUGCCCCAGAGUUCUGGGUGAGUUUGGGGGGCAGGGGGCAGAGGGCAUCAGAGGACAGCCGCCUGGUGCCCAUGCCAUACUUUUGCCUCAGCCACCAGGUGCAGGUGAAGGAGGAGCCAGCAGAGGCAGAGGAAGACAGGCAGCCCGGGCCUCCCCU

>hsa-mir-4636

UGCUAUUACCCUUGAAGUGACUUUAAAACAUAGCAUCUAUAAUAAAAUAGUUCUCACUGAGCUAUAGAUUCAGAACUCGUGUUCAAAGCCUUUAGCCCAGCAAUGGGAGAGUGCUAAAGGCUUCAAGCACGAGUUCUGAAUCUAUGGCAUGUUACAACACCCAAUCUCCCUAAUUAGGAAACAUCCCAAUUUAUUCUUGA

>hsa-mir-5706:5:118490271:118490472

AGGUUGGUCCAUGAGGUUUAAGGAAAGGAGCUUUCUCCGUAAACUACAAGUACAAGGUGAAGCUAGGUCUUCUGGAUAACAUGCUGAAGCUUCUACGUCAUUCAGCACUUGCUUCAGCAUGUUUUCCAGAGGAUCUAGCUAAGAUAAUGGAUGAAGGUGGCUACACAAAAGGACAGAUUUUUAAAGUACAUGGAACAGCC

>hsa-mir-5004:6:33406061:33406262

GGCCAAGGUGAGUGUUGUGCCCUCAGGGAAAGGUGACUUGGGAAUGGGCACUUGCUUGGGGGUUAGUGAGGACAGGGCAAAUUCACGAGAUUGGGUUGUGCAGAGGCUGACACUUGGAUUUUCCUGGGCCUCAGGACUUCCUUUCAGACAUGGCCAUGUCUGAGGUAGACCGGUUCAUGGAACGGGAGCACCUCAUAUUC

>hsa-mir-4538

GCUGAACUGGGCUGGGCUGAGCUGAGCUGAACUGGGCUGGGCUGAACUGGGCUGGGCUGAGCUGAGCUUGGAUGAGCUGGGCUGAACUGGGCUGGGUUGAGCUGGGCUGGGCUGAGUUGAGCCAGGCUGAUCUGGGCUGAGCCGAGCUGGGUUAAGCCGAGCUGGGUUGGGCUGGGCUGGGUUGGGCUGGGCUGAGCCGG

>hsa-mir-4756

CAAUGUGUGUGAAGUGCCUGGCACCAGGGUCAGGGCAAGGGUGAAGCCAGUGAGCACCUGGGGGAUAAAAUGCAGGGAGGCGCUCACUCUCUGCUGCCGAUUCUGCACCAGAGAUGGUUGCCUUCCUAUAUUUUGUGUCCUGCUAUGCUCACCCUGGUGCUGCCUGGCACAUAGUAAGCCUCCAAUUAAAAUUACCUGCG

>hsa-mir-548ap:15:86368813:86369014

UUUCAGGUGUUUCUCUCUACUAGGAGACUGCCUUUCCCUGGCACCAGCUGUGACCAAUUCCUAGGUUGGUGCAAAAGUAAUUGCGGUCUUUGUCAUUAAAACCAAUAACAAAAACCACAAUUACUUUUUACUGACCUAAAGAUUAAUUUAGGGAGACAGUGUAACAAAUGCUUUACCAUCACCUGAUGGUUGCCUGACAU

>hsa-mir-4779

CCUCCCAAAAUGCUGGGAAUAUAGGCACGAGCCACCGUGCCCAGCCAACCCCAUCUUCUUAAAUGUCUUACUGCUUUUACUGUUCCCUCCUAGAGUCCAUUCUUUACUCUAGGAGGGAAUAGUAAAAGCAGUAAGACAUUUAGUAAAAGGCUUUUUAAAAGGCAAACAUGAGGUCAUGCUCUUUGGAGACAUCGCAUCAC

>hsa-mir-4720:16:81418560:81418761

CAUUCUACUUAAAUGGAGGAGUUCAGUGAUGCCGUGGCCAAAAGAGUUAUGCCCAUUUCUAAAAGCCUGGCAUAUUUGGUAUAACUUAAGCACCAGGUAAAAUCUGGUGCUUAAGUUGUACCAAGUAUAGCCAAGUUUAACUGUCGUUGUGUAUUAAUAAGAUUUAAUUUUUAUGCUUGUGCUUUUCAGAGUAAAGGGCU

>hsa-mir-4766

UUUGCAUUCUUAAUUGAUUCCAGUUCUUUGUAAGUAUUCUAUACUGUUGACCCUUCUACCUUUCUGAAGCUCCUUCUGAAAGAGCAGUUGGUGUUUAUUUUUUACUAAAUAGCAAUUGCUCUUUUGGAAGGAACUUGAGAAGACAUUACUCCUUUUAGGGCCCUAAAAUUAACAGUGGUUUCUACUACUAACAGAUACUA

>hsa-mir-1273f:1:53394295:53394496

UACGAAAAUUAGUCGGGCAUGGUAGCACACGCCAGCUACUCGGGAGGCUGAGGUGGGAGGAUUGCUUGAGCCUGGGAGAUGGAGGUUGCAGUGAGCUGAGAUCACGCAACUGCACCCCCAGCCUGGGCCAUAGAGUCAGUCCUUGUCUCAACAAAAACAAAAAAUAUCCAUGGAAAUGGAAAAGUGGACCAAUACCUUAU

>hsa-mir-1245a:2:189842753:189842954

UAGGGAAAGAAAAAUGCUCAGGUAAUAACAGAGCCUUGAAAAAUUUGGAUUUUCAAAACUACCUAUUUAUGUAUAGGCCUUUAGAUCAUCUGAUGUUGAAUACUCUUUAAGUGAUCUAAAGGCCUACAUAUAAAAAGGUAUUUUUAUUAAAUUCUGGAAUUAAACAUUUCAGCAUUACAAGAAAAGAAAGCAAAUCCACU

>hsa-mir-4715

AUAGAACUUAAAUUGUAAAACAUCCCUGGAGCUACUGCCCUCCCUUAGGUCCCAUGAGAAAGGGGAAUGAAAGUUGGCUGCAGUUAAGGUGGCUAAUCAGCUGAUGGUGCCACCUUAACUGCAGCCAAUUCUAAUUCCCCUUUCUCUUGGAAAAAGAUGGGGAGAUUAUUCUGGAGUGAAUUGUGGGCCCAGUGUAAUCA

>hsa-mir-5704

GUAUUUCUUCCAUCCAUCUUGGUUGAAAACCCUUAGAAUUAUUUCCAAUAGUCACUAUUGUCUGAUCUUGUUUAGGCCAUCAUCCCAUUAUGCUAAGUCCAUGGGCAAACAUAACAGGAUGAUGGCCUAAACAAGACCAGACAAUUAUCCCAUCAUCAGUGUUGUGCUCAGUACAUGGACUAGGUAGCAGAAAUCAGUGA

>hsa-mir-663a

GGGGCCCCGGUGGCGGGACCAGGGGCUCGUGAGGCAGGUCUUGGUGGGUGCCGAGGGCCUUCCGGCGUCCCAGGCGGGGCGCCGCGGGACCGCCCUCGUGUCUGUGGCGGUGGGAUCCCGCGGCCGUGUUUUCCUGGUGGCCCGGCCAUGCCUGAGGUUUCUCCCUCAGCCGCCCCUCUGCGGGCUCCCAGGUGCCCUUG

>hsa-mir-5681b

GUAAAACACAUUUUAAAGUGCCAUUGACUGCUGAGGCAACUCACUUAAUAUCAACAAGUCUCAGUUUUUGGAAGAGGUAUUGCCACCCUUUCUAGUCUAAUAGGGACUAGAAAGGGUGGCAAUACUCUUCAAAAACUUCACAAGGAAGUUGUAAGGAAUAUAUGAGAUCAUCUAUAUAAAGCCCUUUGUGAACAAUAAAU

>hsa-mir-3689c

GUGAUCCCGUGCUCCCCAGGAGGUCUGAUCCCGUGCUUCCUGGGAGGUGUGAUAUCGUGGUUCCUGGGAGGUGUGAUAUCGUGGUUCCUGGGAGGUGUGAUAUCGUGGUUCCUGGGAGGUGUGAUAUUGUGGUUCCUGGGAGGUGUGAUCCCGUGCUUCCUGGGAGGUGUGAUCCUGUGCUUCCUGGGAGGUGUGAUCCU

>hsa-mir-4517:16:28969843:28970044

UAUUUCUUUGUGUUACUCGCCUGUACCCCUUGCUGACACGAUUUUAUUCUAUACCUUGCCAGGUAAAUAUGAUGAAACUCACAGCUGAGGAGCUUAGCAAGUAGCUAAGGCCAGAGCUUGUGUUUGGGUGGUGUGGCUGGGGGCAUGGAUUUCAAGGCAGGAAGACCUCUUUUGCUUGUUGUCCCCAUCCCUAGUCGGAG

>hsa-mir-4742

ACCAUAAAUUUGUCAGAAUGUUGGUAUUUUGCAUAAUAGAAAAUGAAGAUAUUUCAUCAGGCAAAGGGAUAUUUACAGAUACUUUUUAAAAUUUGUUUGAGUUGAGGCAGAUUAAAUAUCUGUAUUCUCCUUUGCCUGCAGGGAGUUCAUUUAUGGGACUUGCAAGACAGAGUUUUAGUAAGAAAGUAUCAAGGUGUUAC

>hsa-mir-5095:1:53400545:53400746

CCAGGAUGGUCUCGAUCUCCUGACCUCGUGAUCCGCCCGUCUCGGCCUCCCAAGUGCUGGGAUUACAGGCGUGAACCACCGCGCCCGGCCUAACUUUUAAGAAACGUCGGCCCGGGAGCGGUGGCUCACGCCUGUAAUCCCAGCACUUUGGGAGGCCGAGGUGGGCGGAUCACCUGAGGUUAGGAGUUUGAGACCAGCCU

>hsa-mir-5195

UUCAUCCGGGGAGGAAACACUGGCUGUUUGUGUCCUCAGGAGCAAAAACCAGAGAACAACAUGGGAGCGUUCCUAACCCCUAAGGCAACUGGAUGGGAGACCUGACCCAUCCAGUUCUCUGAGGGGGCUCUUGUGUGUUCUACAAGGUUGUUCAUGGUGUAUAUUACAUGGUUAACAUCAAAAGGCUGCCUAAUAGGCAC

>hsa-mir-548u:6:57254869:57255070

UGGUCUCCCUUGCUGCUGAUCUGUGGGAAACAAAACGUUGCAGUUGAAAGCCAUGAGACUAUUAGGAUGGUGCAAAAGUAAUGUGGUUUUUUUCUUUACUUUUAAUGGCAAAGACUGCAAUUACUUUUGCGCCAACCUAAUAACAGAAAAAAAAUCAUUUUUCGGGGGAAAAUAAGCAUAUGCUCUUUCUAGUUUGACAG

>hsa-mir-4672

ACACAGCUGAACAGAGGCAGGGGUGAGCCUGGGUCCAGGUCAGUCUGACGCCGGAGGUCAGGCUGCUUCUCGCCUCUGUCCAGCUGUGUGGCCUUGGACAAGCCUCUUGGUUACACAGCUGGACAGAGGCACGAAACAGCCUGACCUGAGAGGCAGUGCCCCAAGGCCUUGACAGGGGUCCAGGGCCAAAGCUGCGCAGA

>hsa-mir-4681:10:121137417:121137618

AAAAACUGAUUGGGAAAGGAUGCAAAGAUUUGUUUUCCUCCCCUUGGGGGAUUGUGUUGAGUGGGAGGCAACGGGAAUGCAGGCUGUAUCUGCAGGGCAUUGUGCUAACAGGUGCAGGCUGCAGACCUGUCACAGGCCGCUGAGACCAGGUUCCCUACUGUGGCUGAUGAUCACACUCAUCUAGCUUGACAUUUUAUUAC

>hsa-mir-4532:20:56470375:56470576

GCUACCACCAUUCACAACCAGGGGCAGGCCCACCCCUUGCCUAUAAUCUUCUUGGAUAAGGGACAUCACACUGUACAGACCCCGGGGAGCCCGGCGGUGAAGCUCCUGGUAUCCUGGGUGUCUGAAGACAAAGGUGGUUGAACAGAGCAACCCUGAACUGUUUCUGGGACAUCCACAAGCUAAAGCAGCCUGAUGGUGAG

>hsa-mir-5684:19:12897874:12898075

UGGAGGCUGAGGCAGGAGGAUCGCUUUUACCCAGGAGUUCAGGGCUGCAGCGAGCUAUGAUUGUGUAGCUGAACUCUAGCCUGAGCAACAGAGUGAGAUGGUCUUGUUUUGUUGCCCAGGCUGGAGUCCAGUGUCAAGAUCAUGGCUCAUGUGAUCCUCCUGCCUCAGCCUUCGGAGUAGCUGGAACUACAGGCACACCC

>hsa-mir-3976:18:5840664:5840865

AGGGGUGGGCGUGAGGCGGGAGGAUGGAAUGAGGGAUAUAGAGAGCAGGAAGAUUAAUGUCAUAUUGGAGUUGGACUGCAGGGCUUCCUUUACACAAUAAAUAUUGUAUGAAGUGCUGAUGUAACCUUUACUGCAGCAUGACAUGGGAUUUGGCUGUUUUUAUGGCUCAUGAUUAAAGUAAGAAACAAGUCUCUGAUUAG

>hsa-mir-5690

AUAAAAGGGUCCUGAAGUGAGAGAAAUCAAAGAUUGGAGAAGGAAAGAGGGAGAAAUUAUGCCACUUUUAAUUUCAGCUACUACCUCUAUUAGGAUUUGGGAGUUAUACUAAUAGAGGUAAUAGUUGAAAUUAAGAGUGGAUGAGUUCUGGUAUGAAGUGGUUGAUGGGGACAACUGUUGAUUGACAACUGCAUUUUAAG

>hsa-mir-4788:3:134156609:134156810

AAAGAGAAGUCUAAAUUUGAUGAAAUGGCAAAGGUGGAUAAAGUAUGCUAUGAUUGGGAAAUGAAGGAUUACGGACCAGCUAAGGGAGGCAUUAGGAUCCUUAUUCUUGCCUCCCUUAGUUGGUCCCUAAUCCUUCGUUUGGAUCCCACUGUCUGGAUUCUUCCUGCUCUGUUCCAAAUUCUGCCCUAAUAUCAAAUCCA

>hsa-mir-5686:10:98901380:98901581

UAGCCACCUUAAUGCACUGUAUUGCAUUGUAUUGUAUUGCAUUGCAUUGUAUCGUAUUGUAUCGUAUCGUAUCGUAUCGUAUUGUAUUGUACUGUAUUGUAUUGUACUGUAUUGUAUCGUAUCGUAUCGUAUCGUAUCGUAUUGUAUCGUACUGUAUUGUAUUGUACUGUAUUGUAUUGUAUUGUACUAGACAGGGUCUC

>hsa-mir-4528:18:50763414:50763615

GUAACUAUUUAUAUAUGUUUAAAACCGUUACUCUCCACAAAUAUAUAUAUAUUAUAUAUUCUACUGAGAGUACAGAUCUUUAUAUAUAUGAUCAUUAUAUGUAUGAUGAGAUCAUUAUAUGUAUGAUCUGGACACCCAGUAGAAUCUAGCUCAUUAGAUUGUCCUUCACAGUUAAACAAUGCAAAGCCUAUAGAAGAACA

>hsa-mir-2682

GGAGAAACAGGAUGGGAACCGGAUUGGUUGCAGUGUGGCACAGACCUGGAACCUUCCUGAAAGAGGUUGGGGCAGGCAGUGACUGUUCAGACGUCCAAUCUCUUUGGGACGCCUCUUCAGCGCUGUCUUCCCUGCCUCUGCCUUUAGGACGAGUCUCAAACACCAACAAACGCAAGGCACGUCCCCCCUCUCAGGUCAGC

>hsa-mir-1268a

UGACACCAGCAUGGGCAACAUGGUGUAAGAACCUGUAUCUACAAAAAAAAAAAAAAAAAAAGAAGAAAGAAAAGUUAGCCGGGCGUGGUGGUGGGGGCCUGUGGUCCCAGCUACUUUGGAGGCUGAGGUGGAAGGAUCACCUGAGCCCAGGAGGUGGAGGCUGCAGUAAGCUUAGAUUGCAGCACUGCGGUCCAGCCUGG

>hsa-mir-4698:12:47581534:47581735

GAACUAUAGCUUCAUCAUAAGGCAGCCAAGUCUUGUGAUAUAUGGGUUAAAGGAAAGUUAUGCUUCUCCUGGGGUCUUCCUCUACAUUUCCACCUAGACGGGCCUGGGUCAAAAUGUAGAGGAAGACCCCAGAAGGAGCAAAACUUUCACCUGCGCCUCUUCCACCUGGGUCUGUCCUUUAUCCUACCAGCUCCAAGAAC

>hsa-mir-4639:6:16141723:16141924

CUUUAAUGUUAAGCAUUUUCAGUGUGACUUUUAAAAUUGCUUUCCUUAAAAGUGACUGUGAAAUUGCUAAGUAGGCUGAGAUUGAUGUCAGGUUAUCCCCAAGCAUAACCUCACUCUCACCUUGCUUUGCAGGCAUAUCUUUUUCUUGCACAUCAAGGAGGCCCUCUUGGCAGGCCACCUCUUGUGUUCCCCAGAGCAGG

>hsa-mir-4710

GCAGGGCGCAGAGCAGCGCUGCAGGCACAGGGGCGGGGGCUCCCGGCAGGCCAGUGCCCUGCCUGUCCCAGACCGAGUGGGGUGAGGGCAGGUGGUUCUUCCCGAAGCAGCUCUCGCCUCUUCGUCAGGGAAGGGAGUGUUGAGUGUUCCGCCCAGCAGAACCAGGCCACACCAGGGGCUCCCUCCUCCCUGCCCCACCU

>hsa-mir-1255b-2

UACUCUAUAAUAGAUCCUUUUGUUGUCAUUUCAGCAGUGUUCACAGCAUCUUCACUAGGAGUUGCUUCUUACGGAUGAGCAAAGAAAGUGGUUUGCGCCUCAAGAAACCACUUUCUUUGCUCAUCCAUAAGGAGCAACUCCUUAUCUGUUAGUUUUAUCAUGAGAUUGCAACAAUUCUCACACCUUCAGUCUGUACUUCU

>hsa-mir-502

GUGUAACAGAGAACCUUCUCUGCUUCGAGCACGGCAGGUGCCCAAGCCUUCUGCCCUGCUCCCCCUCUCUAAUCCUUGCUAUCUGGGUGCUAGUGCUGGCUCAAUGCAAUGCACCUGGGCAAGGAUUCAGAGAGGGGGAGCUCAACUGUACCAAGAAGGACAGAGAGCCUAGACAUCACCCCUCCCACCCUCCCCUGUCA

>hsa-mir-548ah:4:77496641:77496842

AACAAAUUCAGUCAAGUCACAGGAUACAAAAUCAACAUACCAAAAUCAGCAGCAUUUCUAUUAGGUUGGUGCAAAAGUGAUUGCAGUGUUUGCCAAUAAAAGUAAUGACAAAAACUGCAGUUACUUUUGCACCAGCCCAAUAUAUGCCAACAGUGAACAAUCUGAACAAGAAAUUUAAAAAGUAAUCCCAUUUACAAUAG

>hsa-mir-4667:9:35608023:35608224

UUUGCAAAGAAAGAAUUCCAGACUAGCUGGCUCAUAACCAAGGAGGAUUCCCUAGAGGUUGAGGUUCUGACUGGGGAGCAGAAGGAGAACCCAAGAAAAGCUGACUUGGAGGUCCCUCCUUCUGUCCCCACAGGACUUUGGCCUGGAUGUGCCUGCUUUCCGAACUCUGGUGGGGGAUGACUGCCCACUGCCUUUCUUGC

>hsa-mir-4423:1:85599416:85599617

GCAGAAAGCUUUCCCCUGAGAUGUGGAACAAGACACAGCUCACACCAUCAGGUGCCUGACAUCAUGUACUGCAGUUGCCUUUUUGUUCCCAUGCUGUUUAAGCCUAGCAUAGGCACCAAAAAGCAACAACAGUAUGUGAAACUGAGACACAAAAGAGCUUGGAGCCAGAUUGUGAAGGCUCCUGUUUACCAAGCUAAGGA

>hsa-mir-365b:17:29902384:29902585

ACCUCGGCUCAUCUGGGCGUGGCAGACGACUGCUUCCUCACCUGGAGAGUGUUCAAGGACAGCAAGAAAAAUGAGGGACUUUCAGGGGCAGCUGUGUUUUCUGACUCAGUCAUAAUGCCCCUAAAAAUCCUUAUUGUUCUUGCAGUGUGCAUCGGGCAGCGGCCAGCAACCUGCCUCUCACCCACCUGGCCCUUCUGGGA

>hsa-mir-4633:5:128433321:128433522

UUUGAGGAAGUGCAGAAGAACAUAGGGAGGUGGAGGUGAGUAACUUGCUGCAGGUUACAUGGCAAGUCUCCGCAUAUGCCUGGCUAGCUCCUCCACAAAUGCGUGUGGAGGAGCUAGCCAGGCAUAUGCAGAGCGUCACUUACAGCCGAACACAGCACUACUGCUUGCAUGUUUAAUGAGAAUUGAGCAGUCUGGAAAAC

>hsa-mir-4427:1:233759830:233760031

CUCUGUGACCUGAGUUAAGCUAUUUACUCAAGUCGAUGCCCCAGUUCCCUAUUCACUCUGCUUCACUGAAGCCUCUUGGGGCUUAUUUAGACAAUGGUUUCAUCAUUUCGUCUGAAUAGAGUCUGAAGAGUCUUUGGUGGAAGUAUGCACUGAGGAGGGAGGCGGCAGAAGUGCCCUAUCCCAGGAAAGUGUGCUCCCCA

>hsa-mir-4654:1:162126835:162127036

CAAACAGAGGUACAGGAAAACAUCACCUGGAAGCAAGGGAAGGCCGAGGCAUGGUAUGGGGCUGGCUGGUUGUGGGAUCUGGAGGCAUCUGGGGUUGGAAUGUGACCCCAGUCUCCUUUUCCCUCAUCAUCUGCCAGCCCUUAUGGCCCAUGUGCCUCUUCCUGUGGCUCCCUUCCUAUGUGCUGCUUCCAGUGCUUAAU

>hsa-mir-4677:1:243509418:243509619

UGAACAGACAGUUUCAGAAAAGAAGUCGUGGUGUCUCAUUCCAUGGAUGAUUUGGAGUAGCAAAGCAGCAAUUGUUCUUUGGUCUUUCAGCCAUGACCUGACCUUCUGUCUGUGAGACCAAAGAACUACUUUGCUUGGCCACCAUCUGCACUCAAGAGAGAAAUUUACAUUUAACUUUUAAAAGCGGGGCAUGUUGAGCA

>hsa-mir-4656

CUCCCCUGGGUUUGGGGAGACCCCUGGCGUCAGCACACCCGGGACAGUAAAGCCAUCGGGACAAAGGCUGGCGUGGGCUGAGGGCAGGAGGCCUGUGGCCGGUCCCAGGCCUCCUGCUUCCUGGGCUCAGGCUCGGUUUGUCCAUCUGCAAAAUGGAGCACCCACAGGGCCAACCUCCAAGCUUAUGAGGGUUGAUGUGG

>hsa-mir-551a

CCUCGCGGCCGACGCCUGAGGCUGUUCCUGGCUGCUCCGGUGGCUGCCAGAGGGGACUGCCGGGUGACCCUGGAAAUCCAGAGUGGGUGGGGCCAGUCUGACCGUUUCUAGGCGACCCACUCUUGGUUUCCAGGGUUGCCCUGGAAACCACAGAUGGGGAGGGGUUGAUGGCACCCAGCCUCCCCCAAGCCUGGGAAGGG

>hsa-mir-212

GCGGAGCAGCAGAGCCCCCAGCCGGGGCAGCCGGGGCGACCGGGGCACCCCGCCCGGACAGCGCGCCGGCACCUUGGCUCUAGACUGCUUACUGCCCGGGCCGCCCUCAGUAACAGUCUCCAGUCACGGCCACCGACGCCUGGCCCCGCCCCAGGACCGCGGCCCCGGCCGCCGCCGCCGCGCCCGGGGACCCCCAGUCC

>hsa-mir-4772:2:103048687:103048888

UGCGUUCCAGUGAGACCACUUUCUGAACUCUAUGGUCAGGUUGAGUCGCUGGCUGAGCUCUGUGAUUGCCUCUGAUCAGGCAAAAUUGCAGACUGUCUUCCCAAAUAGCCUGCAACUUUGCCUGAUCAGAGGCAGUCACAGAGCAAUACCCUUGUGUCUUCCAUUCACCCACAACAUGAAGGAAUUGCUUAAUUAACUAA

>hsa-mir-4508

CCUUCUCAGCACUCUCCUAUCCUUCAGAUCUAACCUUUAGGCACUGCCGGCUGCCGGCGGGGUCCAGGACCCAGCGGGGCUGGGCGCGCGGAGCAGCGCUGGGUGCAGCGCCUGCGCCGGCAGCUGCAAGGGCCGCAGAAAUUAAACGCGAGUGUCCAGAAUCGGGCAUUGUGGGUUUAAAUCCUGAAUCCACUGGUCAC

>hsa-mir-5708:8:81153566:81153767

GGUCUCUAAUUCUCUGCCUCAAGCAGUCCUACCACCUCACCUUCCCAAAGUGCUGGUAUUACAGACAUGAGCGACUGUGCCUGACCAAAAGUCAACAUUAAACAACAAAUCUUGGCCAGGCACAGUGGCUCAUGCCUGUAAUCCCAGCACUUUGGGAGGCCGAAGUGGGCAGAUCACUUGAGGUCAGGAGUUGGAGACCA

>hsa-mir-4432

UGGUGGAUUAUGGCCAGAACAGUCUAUAACUGAGAAUCCCCUCAGACUCUGGGCAGAAAGGCAUCUUGCAGAGCCGUUCCAAUGCGACACCUCUAGAGUGUCAUCCCCUAGAAUGUCACCUUGGAAAGACUCUGCAAGAUGCCUUGUUAACCAUCAUGGACCCUGUUAACCAUUGUGGGCUAGCAUGGUUCUACAAAGAC

>hsa-mir-4515:15:83736026:83736227

CGCAGGCCCCUCCCUGACCGCGCGCGCCCCCGCACGCCCGGGUUGCCGCUGUGCGCGGCCGCGGGAGGUGUAACAGGACUGGACUCCCGGCAGCCCCAGGGCAGGGGCGUGGGGAGCUGGUCCUAGCUCAGCGCUCCCGGAGGUGGAGCUUCUGCAGGCUGGGUGCUGCCGGGCCUACGGGCACCCACCCCCUGGCUCAG

>hsa-mir-4474

AGCUAUUACCUGUAGAAUUCAGCUCCUUACAGUGCUAUGUAAGGAACAUCACAGGCUGGCAUUUGCCUACCUUGUUAGUCUCAUGAUCAGACACAAAUAUGGCUCUUUGUGGCUGGUCAUGAGGCUAACAAGGUAGGCACCUGGAACCACACUUCAAGUCAGGUUCAUUUGUGGUGCCCUGUCAAGCCAGGCAUUCUGUA

>hsa-mir-5047

CAUGUCGAGACCUGCCAGAGAGAGACACAUUCUCAAGUGAAUCCUGGCUUCUUGGAAGCGCUUGCCUAGACGAGACACAGUGCAUAAAAACAACUUUUGGGGGACAGGUAUGUUUUCUUGCAGCUGCGGUUGUAAGGUCUUGGCAAGACAAGCAGUGUGGCCAGAAUUUUGAACUUCUGAUGAAUGUGUAAUGCAAAGGA

>hsa-mir-4700:12:121160934:121161135

CAGGAUACUCUUUUCCCCUCUGUAAAGUCACUUUCUUCUGAUGGCCAGUGUCACUAUGAUGUCAGUGAGGUCUGGGGAUGAGGACAGUGUGUCCUGAAAUUCACAGGACUGACUCCUCACCCCAGUGCACGAGGAUUCCUGUGGCAUCAGGUGCUGCUGUACCUGGUGUAGGAGCCUAAUCAUUGAACCAUUGUGUUACU

>hsa-mir-4748:19:10890867:10891068

UGUCAGGGCUAAAUUCAAAACCCUGUUUAGCUGUGAAGAUCCGGGGCUGAGAAGCAAAUCUGUGGCUGGCUGAGGUUUGGGGAGGAUUUGCUGGUGCUAGAGAGGAAAGCAGACCCUACCCAACCCCACGCCCUACUACAGCCACCCCGACCCGGCUGCCCUUGGACACUGUUAGGCCUCCAUCUUGGAUCCUAAGGGCC

>hsa-mir-4425:1:25349935:25350136

CAGAUGCUCAGUAGGUGAGAUUCGUGGUAAGAUUUAUUGAGCAUUUAUUGUGUGCUAAGUGCUUUACAUGAAUGGUCCCAUUGAAUCCCAACAGCUUUGCGAAGUGUUGUUGGGAUUCAGCAGGACCAUUCGUGUAAAGUAAUAUUCCCAUUUUACAGAUGAAGAAACUGAAGGAUGGGGAGGGGGUCAAGUAAUUUAUA

>hsa-mir-4733

UAGACUGCUGAGAAACAAAAAAGGAAGGCCAAAGAGAGAUUCCGUGAUUUUUUUUUUUUAGAGGUCGCUUAAAUCCCAAUGCUAGACCCGGUGGCAAUCAAGGUCUAGCCACCAGGUCUAGCAUUGGGAUUUAAGCCCAGCUUUCCUCUGCAAAACUCAUAGCCAUCCAAGUUAAUAUAACUAUUGCACAGUUGAUGAGA

>hsa-mir-1273a

UUAGCCGGGCGUGGUGGCGCUCGCCUAUAAUCCCAGCUACUCAGCGGGCUGAGGCAGGAGAAUUGCUUGAACCCGGGUGGUGGAGGUUGCAGUGAGCCAAGAUUGCGCCACUGCACUCCAGCCUGGGCGACAAAGCAAGACUCUUUCUUGGAAAAAAACAAAAAACAACAAAAAAAGGGAGCUCUUAAUAAAUUGUAUUG

>hsa-mir-4746:19:4445911:4446112

GAUUCAAACCCAGGGACCUGCCCAGGCCCCCUGCUCUGAGAACAAGGAGGCUCCCUCCUGGGGGUGUCUGUGCCGGUCCCAGGAGAACCUGCAGAGGCAUCGGGUCAGCGGUGCUCCUGCGGGCCGACACUCACCAGCCCGCACUCGUUCAAGGCCAGGUUCUCGUCCUCGGACAGCUUCUGCCCUCCCGAGGCCAGCAG

>hsa-mir-4658

CCCCUUUGUCCCUCCUGCAGGGCCUGGAAGUUCCCCUGAUUGCUGUGGUUCAGUGGUCUACCCCAAAGCUGCCCUUCACUCAGAGCAUCUACACCCACUACCGGUGAGUGUGGAUCCUGGAGGAAUCGUGGCGUUCGCCUUUGUGGCCUGACACACACAGCCAGCAUCCCUCUCUCACCACUCCUAGCCUGCCCAGUGUC

>hsa-mir-5572:15:80873414:80873615

CACACCGGGCUGAUCCCAGGCCUGUGCCUAGCCAGACAAGAGGGUCAUGGGGAGUCACUGUCAACCCAGAGCAGGCACUGCCCCUGCGACCAGCCUGGGGCAUCGGUUGGGGUGCAGGGGUCUGCUGGUGAUGCUUUCCAUCUCUUUGCUUUGUCCUGAUUGUAGCAAAUCCCAUCUCAGUCCAGCAAGACUCAGUCAUC

>hsa-mir-4802

AUAUGUCAGAAACAGUUACAAAAUGCUCAAGCUUGGCCUCUGUAAAUUCAUUCUAUUGAGCUGACUGGCUUGUAUGGAGGUUCUAGACCAUGUUAGUGUUCAAGUCUACAUGGAUGGAAACCUUCAAGCAGGCCAAGCAGGAGACAGGUGGAAGAAGAUGUGUGCAUUUGAGGGCCUCGCUGUGGGGCUUGUGGUGGUGU

>hsa-mir-4769:X:47446766:47446967

GGUGGCCCUGGCUCCCCAGCCAUGGCUGCAGGACAUUCCUUGGAAGGGACUGUUUGGGGCAGAGGAGAGGUGGGAUGGAGAGAAGGUAUGAGCUAAAAAUCCCCAAGCUCUGCCAUCCUCCCUCCCCUACUUCUCCCCUCACUCCUCUGACCAACUUGGAAGGAAAUACUGACAGCAAUGAAAUGCAGGUAGGGUUCAAA

>hsa-mir-1295b:1:171070809:171071010

UUCUAACCCUGAUCUAGAGCCACGAUGAUGUAUUUCCCUCACCUUCUUUGGUCACAGAAGGAGGACAUUUCACCCAGAUCUGCGGCCUAAUCACAGGCCACAUUUCUGAAUAGGCCACGGAUCUGGGCAAAAUGUCCUCUUUUCUCAGGAGCUCCCCAAACAAUAAAUCAGUAAAUCAUAUGAAUUUUUGCAUGAAGUUU

>hsa-mir-2467

AUCGACUUCUGUCUUGCGUCCACAUGAGAGAGAAGACGGUGGCCACUGGACAGACGCUUGGACAGGCACCUGAGGCUCUGUUAGCCUUGGCUCUGGGUCCUGCUCCUUAGAGCAGAGGCAGAGAGGCUCAGGGUCUGUCUGGGUCACUCUCUUUGAGAUUGCCGGAACGCUUACACACAUCUUUCCCUGGGUGGAAUCGU

>hsa-mir-5696:2:101925856:101926057

AUAGUAUUUUAUGCAUAAUCUAUAAUUUUGAAAUAGGCAUAAGCAUACAACAUAAGUGCUCAUUUAAGUAGUCUGAUGCCUACUACUGAUGACAUACAAUGUAAGUGCUCAUUUAGGCGUCAGACUACCUAAAUGAGCACUUACGUUUCAUGUCAAUAAAAAAGGGAAAAGGAUUUAUUGUUUGGACAUCAAUACCCAGU

>hsa-mir-4804:5:72174354:72174555

AUGUUCCUAUUUUCAUAUGGUCAACUGAGUUUUUUCUUUCCAUCAAGAAAGCAACGAUUCCAGUCAGUGUAUUUGGACGGUAAGGUUAAGCAAGGUGCGUCGUAUCUUGCUUAACCUUGCCCUCGAAAUACACUGACUGGAUUUUUUUCUCUUUAGGAAAUCUAUUAAUUGUUCUUCCUUUUCUCUUUACUUUGUAAUGC

>hsa-mir-4791

CACCAGAUAUAAAGCAAUACCACAACAACAGUCUUAUUAACUCAUAGCUAAUACAAUUUAAGAACUGGAUAUGAUGACUGAAAUAAGCUCCAUAUCAAUGAGAAUUUCAAUGGGAUUAUGUGCAGUCAAUGUCCAGUAAUUAGAAAAGCUAUCCAGCUAUUCAGUCCAAUGCUAUUUUCAAUAUGGAAUGAUCUGGGAUU

>hsa-mir-548aq

GAAAUAUUCCUAGAAGUAUAAUUGGAUUAAAGAGUAAUAUAAGGAUUAAGACACUUGCUAUUUAGGUUGGUGUGAAAGUAAUUGCUGUUUUUGCCAUUACUUUCAGUGGCAAAAACUGCAAUUACUUUUGCAUUAACCUAAAAUAAUCAUUGCCAAUGCUUUCCAAAAUGGCUGCACUAAAAUAUAUCCCCUGAACAGUA

>hsa-mir-4470:8:62627283:62627484

UGCCGCGCUCCCCGCCCCUGCUCACUUAGGGCUGUUCGGGCGCUACGCAGCUGCCUGUGAGCGCGAGCCUCUUUCGGCUUUCCAGUUUGUCUCGGUCCUUUGGAACGUGGCAAACGUGGAAGCCGAGAGGGCUCUCGCGAGCGUUGGCAGACCCCGCUCCAUAGGGAUGGGACAGGGCGCGGUGCGGAAUAGGUGGACAC

>hsa-mir-4674

AUCCUUCCGCAGCCCCGGCUCAAACUUUUGGCCUCUGAAAACUUUCAAACGAGAAGUAGUCCCAGGCGCCCGCUCCCGACCCACGCCGCGCCGCCGGGUCCCUCCUCCCCGGAGAGGCUGGGCUCGGGACGCGCGGCUCAGCUCGGGGAGGCGCAAAGGCGGACGGGGCGUGCGGGAGGAGGUGGCCGCGGAGGGGGCGG

>hsa-mir-4712:15:50652467:50652668

CCGAGGCUAAAAUAGGUUGAAUAACUUACCUAAAUUCACCAUCCUCAAAGGUGUUAAAGACAGGAUUCCAGUACAGGUCUCUCAUUUCCUUCAUGAUUAGGAAUACUACUUUGAAAUGAGAGACCUGUACUGUAUCUGUUAAUUCCAAAUUCCCUGGCAUAAAGACUCAGUACAUUGUUUAAAGAGAAUGCAUGAAGUUA

>hsa-mir-1268b:17:78072550:78072751

AACAUGGCGAAACCCCAUCUCAACUAAAAAUACAAAUAUUAGCCAGGCAUGGUGGCGGGCGCCUGUAAUCUCAGCUACCCGGGCGUGGUGGUGGGGGUGGGUGCCUGUAAUUCCAGCUAGUUGGGAGGCUGAGGCAGGUGAAUCGCUUGAAGCCGGGAGCCAGAGGUUGCAGUGUGCCAAGAUUGUGCCAUUGCACUCCA

>hsa-mir-4761:22:19951216:19951417

GAGAUCAACCCCGACUGUGCCGCCAUCACCCAGCGGAUGGUGGAUUUCGCUGGCGUGAAGGACAAGGUGUGCAUGCCUGACCCGUUGUCAGACCUGGAAAAAGGGCCGGCUGUGGGCAGGGAGGGCAUGCGCACUUUGUCCUCCCCACCAGGUGUUCACACCACGUUCACUGAAAACCCACUAUCACCAGGCCCCUCAGU

>hsa-mir-5587:16:585240:585441

CCACGGGUGGGCUGUCAAGGCCAGCACCAGAGACCCCCAGCAGACCUCAGUGGCCGCAGAUGGAGCGGGGCGGCAAUGGUCACCUCCGGGACUCAGCCCUGUGCUGAGCCCCGGGCAGUGUGAUCAUCCUGGCCCUUCUCGUGCACGUCCCCUGGCUGGAUGCUCCUUGCUGCCCUCACGGGGUGUGUGUGUGGCAUACA

>hsa-mir-4418:1:22592664:22592865

GGUGGGAGGAGAGGAGUCAGCAGAGCCUCUGUGUCACCCAGGGGCCUGGGGGGCCUCCUGGGGGCUUUGGUUUUUGCUCUGAGUGACCGUGGUGGUUGUGGGAGUCACUGCAGGACUCAGCAGGAAUUCUGGAUAGUAAGUGGGAGGUGGGGGACCAGUGAGGAGGCUGUCGCCAGAACCCACUGAGACGUGGUGGUGGC

>hsa-mir-5197:5:143059379:143059580

UCUGUCACUGCAGAUUGACCCUGAUCUACAGCUAGGGAAGAACUGUAUGGGAUUCCACAGACAAUGAGUAUCAAUGGCACAAACUCAUUCUUGAAUUUUUGCCAGUUCAAGAAGAGACUGAGUCAUCGAAUGCUCUAAAUGUCACUUCACCUCAUGUUCUGUCAACACAGAGGGUAACUCAGAGUGGCCAGUUCCACUCA

>hsa-mir-5580

GGAGCAGAGGAGAGGCCUUUGCUUUUUCUUACUUGCCACCAACAACUAAAUUAAGCCUUGAAUCUUGGUCUGUGCUGGCUCAUUUCAUAUGUGUGCUGAGAAAAUUCACACAUAUGAAGUGAGCCAGCACAGACCAAGAUCCCUUUGGAUCCCUUUGGAGCAGAAACAUUUAGUGUCUUUGUAUGUUCUCUGUGGGGAAG

>hsa-mir-4460

CAUCUCUUCUGAUUCACCUUGAUAAGAAUUAACAGACAACUCUCACAGAGAGGCACUGUUUUUUGCCCAUAGUGGUUGUGAAUUUACCUUCUCCUCUUUGCAGUGAUAAAGGAGGUAAAUUCACAACCACUGUGGGCAGAAACCAGGUGAAUCUUCAGAACCUUGCUGGAUAGAGGUUUGCUGCGUUGUCUCACCAGUGU

>hsa-mir-4781:1:54519689:54519890

CGUCACUGAGCCUAAUGUAAUCCUAACCCUUUCACAGCCCAAUCUUAUUUGGAAGAGGGCUUAGGUGCACGCUCUAGCGGGGAUUCCAAUAUUGGGCCAAUUCCCCCAAUGUUGGAAUCCUCGCUAGAGCGUGCACUUCUGGAAGCUAGGAACCUCCUAACUCAGGACGUAGACUGAUGAUUGAUUACAGUUUCAAUUCU

>hsa-mir-4464:6:91022407:91022608

CAGGAACAGCAAAUAAAAAUUGCUUCAAUCUAUUAUAAGUUUAUUAAAAAUCAGGAACCUUAGUAAGGUUUGGAUAGAUGCAAUAAAGUAUGUCCACAGCUGAAAGGACAUACUUUAUUGCAUGUAUCCAAACCUUACUAAUUCAGAGUUUUGUGCUGCGUGUAUGUGUGUGUAGUAGGAGUAUGUGUGUGUGUGUUUCA

>hsa-mir-4684:1:23045950:23046151

CACAUUCCCACAUGGCCACAGUUGGCUGGAGUGACUGCCUCUUAAGACAGAAUGUGUGAGCACCAGGGGUACCUCUCUACUGACUUGCAACAUACAUUUGUCUUGGUGUGUUGCAAGUCGGUGGAGACGUACCCUUGGUGCUCAACCCCUGUAAGGGCUUGAGUUUGCCUCCUGGAUCUGCCCCUGUUACCCUGUGUGAC

>hsa-mir-4493

UAAUUUGCUUAUAUGCAUGCCUAAGACCUGCCAUUCAUAUAAAGACCGGGCAUACAAGAAUCUCAACCAGAGAUGGGAAGGCCUUCCGGUGAUUAUCACAGCCAUGCCUUUACCUCCAGAAGGCCUUUCCAUCUCUGUCUAAUAAGAGGAAGACAAUGCUGGUAAUUUGGGACCCAGCUCUCCUAACCAGGACUUGUCUC

>ENSG00000252972:69659868:69660068:15:1

GCUGCCCCCUCUGCAACGUGCAGCCUCCAAGGUCAUCCCAGAAGGGGAAGCCAGGGUCUACAGCAAUACCACCCUGAACACACCUAUCUUGCCUGAUCUCAGAAACUAGGCAGGGCUGGGCCAGGUUCAAGCUUGGAUGGGAGAAGAAGAAGAGAAAGUUAGUUUCCCUAGAAACAGACUUUGAGAAAAAGAUUCGGGCA

>ENSG00000212237:228783627:228783827:1:-1

GCCUUUGGGGCAGACAGGCUGCACUACCGGCGUCUAAGGCCAUACCACCCCGAAGGCGUCCGGUCUCCUCUGAUCUCGUGAAGAUAAGCAGGGUCUGGGCCAGACCGCUACUUAGAUGAAACGCCACUUGAGAAAACCAGGAGACGCAGGCUUGUUUAGACUUCAAGUUCCUCCCUCUUUACCGUUUGGUCGCCGUACUU

>ENSG00000202430:24787434:24787634:2:-1

UUAAUUUAUCUCUUAUAAUUGACAUGCUUUCCUAAUUUUAAUAAAUAUAUCCCUUUAAAAUCUUGUCUACAGCCAUACCACCCUGAACACACCUGAUCUCAAAAGCAAAGCACAGUCGGGCCUGGUUAGUACUUGGUUGUGAGACCACAUUGGAAUACUGAGUACUGCAGGCUUUUGGAAAAAAAAUCUGGAUCUUUUCU

>ENSG00000252368:37730224:37730424:1:-1

UUUGUCACUAUUUUGAUUGUUAUUCCCAUUUUGCAGAUAGAAGACUGAGACUAGUCUAUAAUUAUACCACUCUGCACGUACCUGAUCUUGCCUGAUCUUGGAAGCUAAGAGUUAGGGUCAGGACUGGUUAGUACUUGGAUGGAGAAAACCGAGGCUGAAGAGGUUUCUCAAGGUCACACAGCACAAAUGGUGGAGCAGGG

>ENSG00000252591:18082770:18082970:19:1

GAGUUCCAGACCAGCCUGGGCAAUGUAGCAAGGCCUGAUCUCUACUAGAAAUAAAAAUAAAUCAUCUAUGGCCAUACCACCCUGAACACUCCCGAUCUCAUCUGAUCUCGGAAAAAUAAAUCAUUAGCUGGGGGUGGUGGCGCAUACCUGUAGUCCUUGCUGCUUGGGAGGCUGAGGUGGGAGGAUCGCUUGAGCCCAGG

>ENSG00000252060:12107549:12107749:19:1

CGGAGCAAGACUCCGUCUAAAAACAAAAACAAAAAACUUUUGUGCUUCAAAAAACACCAUCAAGAAAUUGAAGCCUGUGUGGCCAUGCCACCCUAAACGCAUCUGUUUGGCAUAGCUAAGCGGGAUUGGGCCUGGUUAGUAAAUGGAUGGAGAAUGCCUGGGAAUACUGGGUGCUAUAUGCUUUGAAAAAAAGAAGAAGA

>ENSG00000252637:68011453:68011653:8:1

UGUCCCUUUGUGACAAAACCCAACAUGUUAAGGUGUGGUAAGUGAACUUAUAUAUUAAAAGCCAUAGAAUAUUUAGAUAGAUUUUCUAUGGCUAUACCACCCUGGAAUGUGCCUGAUCUUGUUUGAUGUUGGAAACUAAGUAGGCUUGGACCUGGUUAGUAAUUUGGUGGGAGAGUAUUUAGAUAGAUUACUUUUGGGUC

>ENSG00000201790:105258625:105258825:5:-1

ACCUAUAAUUUUAAAAUAUUACUUUUUAAAUUCAUACAUUUAUAUUCUGAAAAAUAUAGACUAGUCUACAGCCAUGCCACCUUGAAUGCACCUGAUCUCAUCAGAUCUCAGAAGCUAGUUAAGCAGUGAUGGGCCUGGUUAGUACUUGGAUGGGAAAAAUAGAGAACAUAUAUUUAAAAAGCUUAUUUAAACUCUCAACA

>ENSG00000207129:87570033:87570233:5:-1

AUGAGGUAGAAAAAAUGGAAUAAUUAAAAAUAAUCUAAAAGGUCUAUAGCCAUACCACCCUGAAUAUGCCUGUUCUCAUCUGAUCUGGGAAGCUAAGCAGGGCUGGGGCUGAUUGGCACUUGGAUGAGAGUCUGCCUGGGAAUAUCAGGUGCUAUGGCCUAAUUAAGAAAAAAAAAAAUCAAAAAGGCAAAAGAAGACAA

>ENSG00000200558:68776316:68776516:16:1

GGACUACAGGUGUGUGCCUCCAUGCCUGGCUAAUUUUUGUAUUUUUAGUAGAGACAGGGUUUCGACUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUAGUACUUGGAUGGGAGACAGGGUUUCACCAUGUUGGUUAGGCUGGUCUACAAUCUGGA

>ENSG00000251746:178003352:178003552:2:1

UUUCUUUUCUCAUCAAUCCCCAAAAUGUACAAUGGUACUUUAGUGCUUCCUCUAUGCCAAAUCAUAGAUAUCCAAUAUAUGGCCAUACUGCCUGAUCUCAUCUAACCUCAGAAGCUAAGCAGGAAUGGUCCAGUUAAUAUUGGAUGGGAGACCACCUGAAAAUGCCAUGUAUAGGCUUUUAAAAAACAAAGCCGAGAUAC

>ENSG00000212542:31701331:31701531:22:1

CAUCACCGCUAUCUAAUUCCAGAACACUUCAUCACCCCAAAAAGAAACGCUGGUACCUGUCUACAGCCAUACCACCCUGAACAUGUGCAAUCUUGUCUGAUCUCAGAAGCUAAGCAGGGUUGAGUCUGGUUAGUACUCAGAUGGGAGAAACCUAGUACCUGUUGGCAGCCACUCUUCAUUUUCCUUUCUCCUCACCCUCU

>ENSG00000222459:110681101:110681301:9:-1

UCUCUACUCACAUGUUACCACCUCUUCUGAGUGGCACUUCCACGUGCCUGCAGCCAUGCCUCCUUGGGCAGAGAUCCCAUCAGAUUUUACAAGCCACGCAGGGUCAGGCUUGGUGAAAACGUGAAUGGGAAUGCCCAGAACAAUAAAGGCAGCAGGCGGUUUUCCUUGGGAGACGGGGGAGAGCCAAGCCACGUGCUGGC

>ENSG00000252745:142310428:142310628:3:-1

AUAUUUAUUUCAUUUGGCUGGUUUUUUUUUUCCAGAACAAAGAGAGUAGAGAAAAAAACAUAUGUGAGAAAGACUAAGAUUCAAUAUUCAGUCUGUGGCCAUACCACCCUGAACACUCUCGAUCUCGUGUGAUCUCGGAAGCCAAGCAGGGUCAGACCUGGUUAGUACUUGGAUGGGAGAUUCAGUAUUCAUUUCAACUC

>ENSG00000212289:27543113:27543313:11:-1

GGUGGGCCUAGGGUAGAAUGCUUGAGAUUGAGAUUUUGAUCUAUGGCUAUACCACCCUGAACAUGCUUGAUCUUGUCUGAGCUCAGAAGCUAAGCAUGGUCGGACCUGGUUAGUUCUUGGAUGGGAGAUGGAGAUUAUGGAAGAUGAGGAGUUAUUGAUAAGGACAAAGUUGAGGGGAGGCUAUGAAUGGCUCAUUCCAU

>ENSG00000201931:178378210:178378410:4:-1

AGAUACAAGGUUGGUUUUCCAAUCAGUAGCUGUGGGAUAGAAUUAAAUAAAUUAGUCUAUGGCCAUACCACCCUGAACAUGCCUGCUCUCGUCUGAGCUCAGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAUUACAUAAAUUAGUUUUGUUUUUGUUUUCUUCAGACAGAAUCUCACUCUGUUACC

>ENSG00000212365:14156473:14156673:11:1

AUGCUGAAUUAGUUAUGACUCUCCAAACACACAAUGUUAUUUAAUGUUUCUGAGUCUGGUCUAUGGCUAUACCACCCUGAAUGCACCCAAUCUUGUCUGAUCUCAGAAGCUAAGCAGGGUCAAGCCUGGUUAGCACUUGGAUGGGAGUCUGCCAGAACAGUCCUUUCUACUCUAUUUUGCCUUACAAAUAUGAUCAGCCU

>ENSG00000200719:28905931:28906131:8:-1

AUCUUGGGGUUCUAUAGAGCAUAUGAGAACUGUACUGAUGAAUAAAAAGUGUAUUUACAAAGGAAGGAAAUGAAAUGCAUUCUAUGCCCAUACCACGCUCAAUGCGCCCGAUCUCGUCUGAUCUUGGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGGAAGAAAUGAAAUGCAAUUUUAGAAGCUAAAAACCA

>ENSG00000251760:34987117:34987317:16:1

GAGUCUCUGGCUCUCCCUUUUGCCCCGCCUGAUCCCCCACCGUGGCCCGGUGCCUCCUUGUGCAGAUCUACCCCGGCAGGCCAAAGUGCCAUAGUCGCCUGAGGGCACCCCAUCCCGGAAGCUAAGCAAGGUCAGUCCUGGCUAUCGCUUGGAUUGGGGACCACCUGGAGAGACCAGGGACUGGAAGCUUUUGGCUUCCU

>ENSG00000251705:10037712:10037912:Y:1

CCAGGAGGGCCUCCCAUUGUUGGGAGCGCCCUUGCCAAAUUGACCUUGUAUGACUUUUAGCGGUGGAUCACUCGGCUCCUGCGUUGAUGAAGAAUGCAGCUAGCUGUGAGAAUUAAUGUGAAUUGCAGGACACAUUGAUCAUCGACACUUCGAACGCACUUGCGGCCCGGGUUCCUCCCAGGGCUAUGCCUGUCUGAGCU

>ENSG00000252267:26786572:26786772:22:-1

AAAGGUGAAUGAAUUCUCAUGCGGGAUCAUGGCAUGAAAACAUAUAAUUGUCCAUAAGGUCUUGCCACUGUAAAUGUGCCCGAUCUUAUCUGAUCUUGGAAGCUAAGCAGGAUCGGGCCUACUUAGUGUCUUGGAUGGGAGACUGCCUAGGAGUACAAAAGCCUACAAGUGCUGUAGGCUUUUGAAAAAACAAAACAAAA

>ENSG00000251953:20507934:20508134:Y:-1

GAGUGGCGGUAAUGCCUGGAGUCUGGCGGGCAUGGUGGGCCAGGCUCUUGUGUCAGCCAGGUAUCACUGCGGGUGUCUAAGGCCUUACCGCCCUGAGACACCUGAUCUCUGGCCUGUGACGCUAAGCAGGGUGGGGCCUGGUUCAGUACUUGGAAGAGAGACCGCCUGGGAAUACAAGGUGCUGUAGGCUUUUGGCUUCC

>ENSG00000212276:109605980:109606180:9:-1

UGUUGUUUCAGGCACUGUACUAACUCCUCAUAGAAACUAUUUCAAUUCUGUCUGUGGCUACACUACCCUUAACGUACUCGAUCUUAACUGAUCUUGAAAGCCAAGCAGGGUCAGGUCUGGUUAGUACUUGGAUGGGAGAAAUUAUCUGAGUUCAAACAUCACAAAAAAUCUGAAAGCCAGCUACCAUUAUACACAAUUUA

>ENSG00000252179:13393489:13393689:8:1

UGGAUGUUGUACAGAGGUUCAUCUUAACACCAAGGAGAACAACAAAGAGUCUACGGCCAUACCACCCUGAACGUGCCAGAUCUUGGAAGCUAAGCAGGAUUGAGCCUGGUUAGUAUUUGGAUGGGAGAACAGCAAAGAAUGGUGAACAGCAGCUCCCCCUUGUAUACUGAUGACAACAAGCUAAGGAUAAGCUGUAGAUC

>ENSG00000252624:34969936:34970136:16:1

GCCCGCCUUCGCUUCCAAAGCGGCCUGGGAUCUCCCUGUUGGGGUUCGUCCCAGCAGCACCCAGGGGCCAUAGCAGCCUGAGGGCACCCCAGUCUGUAAGAAAAGCAGGGCUGGGCCUGGCUGGGUCUUGGAUAGGGGACCCCCUGUGAAGACCAGGGGCUGAAGGCUUUUGGCUUCUCACUCCCUUCCCACUUUCUCCU

>ENSG00000252866:128337679:128337879:7:1

UCCCCCUUUUACUCCGUCGCAGCCCGGGACCUCCUGGUGGGGGUCCGCCACUGCAGCACCAGGCGCCACUGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGAUGUGGCCGCAUUUAGGACCCCACCGGCUUGGCUGUGCCUCUCCCAGCCCCCUGGCGGAGCGGACUAACCCUAGCAUUUCA

>ENSG00000201532:138347968:138348168:5:1

CCUGGGCUCAAGCAAUCCUUUCACUUUGGCCUCCCAAAGUGCUUUGAUUAUCUAUGACCAUGCUACCCUGAAUGUGCCUGAUCUCAUCUGAUCUUGGAAGCUAAGCAAGGUUGGGCCCGGUUAGUACUUGGAUGGGAGACCAAAGUGCUGGCAUUACAGGCACGAGCCACUGUGCCUGGCCCGACAUCCUAUCUUUUACC

>ENSG00000252041:24172285:24172485:7:1

GUAAGGACAUUACUACAGGAGCAUUAGUAAGGGGAUAUUAUCACAGCUAUGCUGCCCCGAACAUGCCCCAUCUCCUCUAAUCUCAGAAGCUAAGCAGGGCAGGGCCUGGCUAGUACUUGGAUGGGAGAAAGGGAACAUCAGAGGACUUGCAGAGUCAUGGUAGUGAGAUGAUUUUAACCCCUUCUGCUUUGGGAAGGGCA

>ENSG00000222208:37383053:37383253:3:1

GCUCACUGCGGAGAUGAUUCUUGCUGCAAAGAUUAUUUACUAUAGCUAAGUCACUGAAUAUCUCAGCAUAGAACUAGACUGAAUCAGCCUACAGCCAUACCACCGUGAAUGCUCCCAAUCUCAUCUGAUCUCAGAAGUUAAGCAGGGUCAGGCCUGGUUACUACUUGGAUGGGAGAACUAUACUAAAUCAAUACUCAGCA

>ENSG00000199202:98667248:98667448:9:1

UUUUAGCUUCAGAAUAAGAAUUAUCACCCUUCCCCCAUGUCUACAGCAAUACCACUCUGAACACACCACAUCUCGUCUGAUCUUGGAAGCUAAGCAGGGUCGGACCUGGUUAGUACUUGGAUUAGAGGAAUAGCUCCCAGAGUUGCUUUGUGUGUAGUGACUUAGCAGUUGGACACUGCUUUCCAUUUUAUUAUUUUGGC

>ENSG00000222675:156891669:156891869:3:-1

UGAAUGAAUAUAAAUAAAUUAUAGGUAUAAAAACAUGGUCCACAGCCACACCACCCUGAACUUGCCCUGUCUUCUCUGAUCUUGGAAGCUAAGCAGGGUCUGACCUGCUUAGCUAGUCCUUGAAUGCGAGACCACCUUGAAACACUGGGUGCCGCAGGCUUUUGAAAAAUAAAAUAUAUAUAUACGUUUGAUCAUUCCCU

>ENSG00000212258:7047265:7047465:5:1

ACAUUCAACCUUACAGUAUGUAAAGAAAAAAAAUAAUUUGCAGCUUUCAUACCUUCUUAAAAAUAAAAUUUUUGGUCUACUGCCAUACCACUUUGAACGUGCUUGAUCUUGGAAGCUAAGCAGGGUCAGACCUGGUUAGGACUUGGUAUGGGAGACCACAUGGGAAUACCAGGUGUUGCAGGGUUGAUAUAAAAUCUAAA

>ENSG00000222418:182913486:182913686:2:1

AUAGUUGUAAUCCAAAGGUCGCUGUAAAGAAAGAGAUUCUACCUUCAAACAUGUUAGAUACAGUCUACUGCCCUACCACCCUGAAAGCGCCCCAUCUCAUUUGAUCUUGGAAGCUAAGCAGUGUUGAGCCUGGUGAGUAGUUGGAUGGGAAACAUGUUGGAUACAAAAAUGGAGAAUCUGCUGAAAUGUGAUAAUUGAGA

>ENSG00000223293:70842065:70842265:8:1

UCAGAAAAAAAAAAAAAAAAAGUAAAGUUACAGUAAGCUAAGGUUAAUUUAUUAUUGAAGAAAGAAGAGUAUUUGCCUAUGUCCAUACCACCUUGACUGUAGCCAGUCUCUUCUGAUCUCAGAAACUAAGCCAGGUCAGGCCUGGUUAGUACUUGGAUAGGAGAAUCCUAGGACUACUGAGUGCUGGAGUCUUUAAAGGA

>ENSG00000202472:140086537:140086737:7:-1

CAAAUAUCGGUUGAUAAUUGUGUAUUCAGUAUUCAUUAAUAGAGUCUACAACCAUACCUGCAUACCACCCUGAACAUGGCCUGCCUUGUCUGACUUUGGAAGCUAGGUAUGGUGGGGUCUGGUUAGUGCUUGGGUGGGACACUGCCUGGGAAUACCGGGUGCUGUAGGCUUUAAAAAAUAAAAAUUCACCGAUUGAGAAA

>ENSG00000201523:19438449:19438649:6:1

AUGGUAUGCAGACCUCUGAAACCACCUAAAAUAGUACAUUGGGGAAUGGAAAGAAAGCAUUAGAGUCUACGGCCAUACCACCCUGAAUGCCCCCGAUCUUCUCUGAUCUCAGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGUAUGGGAGAAAGCAUUAGACAUCAAUCUUGUAAGAAUUUAAAGUUCAAUAGAUU

>ENSG00000201812:15443139:15443339:21:1

AGGCGGGCGUGGCCGGGCCCGGCUCUUGUGUCAGCCAGGUAUCACUGCCGCUGUCUAAGGCCUUACCGCCCUGAAGACGCCUGCUCUCCUCUGGUCUGUGAAGCUACGCAGGGUGGGGCUUGUUUCAGUUUGAGGGAGACCGCGUGGGACUACUGGACGCUGUGGGCUUUUGGCUUCCCGCUCUCUCCCUCUUUCCCCCU

>ENSG00000199395:56462265:56462465:2:-1

UUAUUUUUCAAAGUACAUCUAACGGUUGCUAUUUAAUCACGGCUCUGGUUGGUUCUACAGGAAGUGUAUAUAAAACUACCUAUGCUGUCUGCGGUCACACCACCCUGAAUGCACCAGAUCUCCUCUGAUCUUGGAAGCUAAGCAGGGUCAGGCCUGCUUAGUACUUGGAUGGGAGAAAACCACCUAUGCCUUUGUUAACA

>ENSG00000212242:136951323:136951523:6:1

UGGUAUUUUACUUAUUUGUGUUUAUUGUCCGUCUCUCAUUAGAAAGUAACCUGAGUCUACAGCUAUACCACCCUGAAUGCGUCCAAUCUCUUCUGAUCUCGGAAGCUAAGCAGAGUUGGGCCCGAUUAAGACUUAGAUGAGAGCAUGUAAGCUCUCAGUGAUAGCAGGAAUUUCUCUCCAUUUUGUUCUCUGCCAUCUCU

>ENSG00000201846:149479034:149479234:4:1

UUGCUCUUGGGGGGAAAAAGGUGAAUGUAGUUAGAUGAUAGUGAAUAUGAGAGUUGAAGCUUCUGUCUACAGCCAUACCACCCUGAACAUGCCCGAUCUCAUCUGAUCUUGGAAGCUAAGCAGGGUUGGGCCUGGUUAGUGCUUGGAUGGGAGACAGUUGAAGCUUCUGAGUUAAGAAGGUAAGAGAAGAGAAAUAAGUU

>ENSG00000222608:52694220:52694420:X:1

ACUGCACUCCAGCCUGGCAACAGACAGAGUGAGACUAUGUCUCAAAAAAAAAAAAAAACAGUCUAUGGCCAUACCACCUGAAUAUGCCAAAUCUUGUCUGAUCUCAGAAGUUAAACAGAGUCAGGCUUGGUUAGUACUUGGACUGAAGUCCAAUAUAAAAAUGAAAAAUUAUAGGACUAAGACUGGGGGUAAAAACACGA

>ENSG00000212265:55556107:55556307:5:-1

UUUCCAUGGAGUAAAUCUUGACCAUUGGGAAACAGGAAAUGAAAGAGAAUCAGAGUCUGGCCAUACCACCCUGAAUGAGCCCAAUCUCGCCUGCUCUCGGAAGCUAAGCAGGGUGGGGCCUGGUUAGUACUCAGGUGGAAAAAAGAGAAUCAGGCAGACAUAUGUCCUUCCUUUCAUCCAUUCAUAGUAUGGCUUCUCUU

>ENSG00000251829:15685586:15685786:17:1

AUAUAUAGGCUGGUCUGUCUUUUUCUUAUUGAUUUGUAGGAGUUCCUUAUGUAUUCUGGAUAUGAGCCCUUUAUGGCCAUACCACCCUGAAUGUGUCUGAUUUCAGAAGCUAAGCAGGGUCUAGCCUGGUUAGUACUUGGAUGCAUAUGAGCCCUUCAUCAGUUACGCUUGUUGCUCUAUCUUCUUUCCCUCUGUGGGUU

>ENSG00000199839:181540595:181540795:3:-1

UAUUGUAUAUUUCAAAAUGGCUAGAAGAGAAAAUUUGCAAUGUUCCCAACACAUAGAAAAAAUAGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGUGUCGGGCCUGGUUAGCACUUGCAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGGUUGGCCGGGCGCGGUGGC

>ENSG00000238379:129202589:129202789:2:-1

CGGUAUCAGCUUUCCUGCCCUGAGACAGUCAACAACCUCACUAUAGUGACUUAAUCAGAGAUACAGUCUGUGCCAUACCAUCCUGAACAUGCCUGAUCUCGUGUGAUCUCAGAAGCUAAACAGGGUUGUGCCUGAUUAGUAUUUGGAUGGGAGACCACCCGGGAAUACUGGGUGCUGUAGGCUUUUGUAAAAAAUAAAAA

>ENSG00000202147:6038162:6038362:11:1

GAACUUGAAGACAGGCUUUUGAAAAUAAUUCAGUCAGACCAAAAAAAAUAAUAAUAUUUUUUAGUCUAUGGCCAUACCACCCUGAAUGCAUCCAAUUUCAUUGGAUCUUGGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGAGAGACCUCCUGGGAAUAUUGGGUGCUGUAGGAAAAAAAAAAAUUCUGAAAG

>ENSG00000251781:30459311:30459511:12:-1

AUUGUGUGGGUCAGUAGAAGAGUGCAUGUAAUACAAGGAUUCAUGAAAUUGGUCCACUGCCCAUAUCACCCUGAACGUGCCGGGUCUCAUCUGAUCUUGGAAGCUAAGCAGAGUCAGGCCUGGUUAGUCCUUGGAUGGGAGAGUAAUGGGAUUCAUGAAAUUGGAACACCUGCGAGAGUACUCCAGUGUACGAUGCUGCA

>ENSG00000200473:69472802:69473002:X:1

UGCUUCUCACACUCGAAGGUUUAUUCUUUGUCAUGAUCUUAACUAUCACAUCUAAGCAGCAGAUUCAAAUAUUGAGUUCUGGUUCCAUGAUCUAUGGCCAUACCACCAUGAACGUGCCCGAUCUCAUCUGAUUUCCGAAGCUAAGCAGGGUCGGGCCUGAUUAGUACUUGAAUGGGAGCUCUUAUUCCACGUCCAGCUAU

>ENSG00000252169:172719432:172719632:5:-1

AAACUGAAAACUAAAAAGAUUAGGGUUUCAGGCACAGCUACAUCAGUGUGCUCAAAUGGUGCCAUUAGAAAUCUGCUUUCUCUGUCUACAGCCACACCGCCCUGGACAUGCCUGGUCUUGCCUGAUCUCAGGAGCUAAACAGGGUCAGGCCUGGUUAGUAUGAGAAAGGGAGAAAUCUGCUUUGUCUGUCUCUUGGUUCU

>ENSG00000251890:33031037:33031237:22:-1

GGAUAGACAGACAGACAGAUAGAUAGACAGACAGAUAGAUAGAAAGAUUAGCCUACAGACAUACCACCCUUAACACACCGCUCUUGUCUGAUCUUGGAAACUAAGCAGGGUCGGGCCUGGUUAGUAUUUGGAUGGGAGAUGUAGACCGAUAUACAACAAGCACAGAGUUGAGAACAUCAUGAGGGUUCUCCCAGUAGACC

>ENSG00000222682:106807658:106807858:13:-1

GAUUUCCCAUGCUCCCUGUCUUAUUUUUCUGUCUUCUGAUUGAAAUAGAAACCCCGACAUGUGUCUACCACCAAACCACCCUGAACGUGCCCAAUCUCAUCUGAUCUCACAAGCUAAGCAGGGUCGGGCCUCGUUAGUACUUGGAUGGGAAAAAUUCCAGCAAGUACUCGUUUUGUUGGUGCAUAUGUUAUGAUACGUGU

>ENSG00000222054:9760961:9761161:5:1

GUAGUGCAAUAUGACAAGCAAGGGUUAUACAGAUUGGAAAGAAAGAAAACCCUCUUCGUCCACCGCCAUACCAGCCUGAACGCACCCGAGCUCGUCGAUCUCCGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGGAGAAAACUGUCUUCAUUCACAAAUGAUAUGAUUAUCUAUGCAGAAAACCCCCUAAGA

>ENSG00000212308:78840780:78840980:1:-1

AGAUUCAUUACAAUGACCUAGUAGAUAAGGUACAAGAAUCAUAAGCACAAUAAGAAAUGUUAGUUAAGUUCUAUGGCCAUACCACCCUGAAUGUGCCUGAUCUUGGAAGCUAAGCAGGGUAGGGCCUGGUUAGUACUUGGGUGGAAGAAAUAUUAGUUAAAUUGCCAUGGGAAUUGUGAGGAAGAGGAGAUUGAUUCCUG

>ENSG00000201962:25393690:25393890:3:-1

CAAAUGGUUUUAAACUUGCUUCUGGUAGACUCCCAUUAUCAGAGGCCUCAAGGCUGUUGCCAAACCCAAGAGAAUCUGAGAUUGGUGUAUGGCCAUACCACCAUGAAUGUGCCCCAUCUCAUCUGAUCUUAGAAGCUAAGCAGGGUUGGCCCUGGUUAGUACUUGGACAGGAGAGAAUCUGAGAUUGUUUUCCUCUCCUA

>ENSG00000212559:94677644:94677844:13:-1

UGUUGACUUUUCUUUUAAGGAUAUAUUAAUGCCAUUAUGUAAUCUCCAGACAGGCUAUUUUGUAGAUAGAGCCAAAUUUGUCCAAGGCCAUACCAUGCUGAAUGCACCCAAUCUCACCUGAUCUUGGAAGCUAAGGAGGGUUGGGCCAGGUUAGUACUUGGAUGGGAGAUAGUGCCAAGUUUUACCCGUAACUGAGCAGC

>ENSG00000252246:33557885:33558085:2:1

GCAAAGCCUCUGAGACAGAGAACUUGGUGCACUCAAGGGAGUGGAAAAGGCCAUGCCUGGUUCUGAGAGAGGAGGUGUAGUCUACAGCAAUCCCACCGUAAAUACACCUCUCAUCUGAUCUUGAAAGCUGAGCAGGGUCGGGCCUCAUUAGUACUUGGAUGGGAGAGAGAGGCUCAGCAAGGGUAGAGCUAGGGAGGCAG

>ENSG00000200036:166975157:166975357:1:1

AUACUUCAAUAUGUGUUUCCUAAGAAUAAGAAUGUUUAGUCUACGGCCAUAGCACCCUGAACACACCUGAUCUUGUCUGAUCUCACAAGCUAAGCAGGGAUUGGCCUGGUUAGUACUUAGAUGAGAGACUGCCUGGGAAUACUGGGUGCUGUAGGCUUUUACUGUGUGAGUGCGUGCGUGUGUGUGUGUGUAUAGAACAU

>ENSG00000252587:34989247:34989447:16:1

AUCCCCGUUGAGACCUGGGGAUUCCACCUAGGGGUCUGUUCCAGCAGCCAUCAGUGCCAUAGCAGACUGAGGGCACCCCAUACCGGAAGCUAAGCAGGAUGGGACCUGUCUGGUUCUUGGAUGGGGCACAACCUUAGGAGACCAAUGGCUGAAGGUGUUUGGAUUCCUACUCCCUUCCUGCUUUUCCUCACAUGUUGGCC

>ENSG00000201671:31451113:31451313:2:1

ACAGUUUCCAUCUUCUCCCUUUACUUCUGGCCAGACUCUGGUGUUGUGGAUGAGAAAGGGAAGUGUCUGUAUCCACACCACCCUGAAUGCACCCGAUCUCAUCUGAUCUUGGAAGCUAAGGAGGGUUCGGCCUGAGUUAGUAUCUGAGUGGGAGAAACAGAAGAGAUGGAAAAGUCUUCUGUUUCAUAGUGUCACCCCUA

>ENSG00000201518:128570452:128570652:X:-1

UCAAACUCGAACUUGGAUUGGAAUCACUUGGAAGACUUGUUAAAACUCAAACUGGUCUAUGGCCAUACCACCCUGAACGUGCCCAAUCUUGCCUGAUCUUGGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGAAGACCCCCUGGGAAUACGGGUGCUGUAGGCAUUAUUUAAAUUUAAUUUAAAAAAAAUCC

>ENSG00000252553:189635188:189635388:1:-1

AUUUAUAGUAUUAGCUCAUGGAAACCAAGUUGUGUGUGGUGGGAAGUAAAGCCCGAGAAGUCUAAAGGCAAACAUAGAGAAGGAUGUUUGUUCUACUGGCAUACCACUCUGAACGUGUCUGAUCUUGGAAGCUAAGCAGUGUCGGGCAUGGUUAGUAAUUGGAAGGGAGAGGGAUGUUUGAUCUGGCAAUUGCUGAAGCA

>ENSG00000201527:23141425:23141625:20:-1

AGUCUGCAGAGCUGGGUCUGGAAGCUAGGGCAGCAACAUGAUUUAGCAACACAGAAAAUAAUAUUUCUGCCAAGAGCCAUACCACCCUGAACAUGCCCCAUCUCAGCAGAUCUCAGAAGCUCAGCAGGGUCUGGCCUGGUUAGUACCUUGAUGGGAGACUGAGACUAUCAGGUGCUAUAGGCUUAAAAAAAAAUUCCAGU

>ENSG00000252231:173890140:173890340:1:1

CAGGAGCACACAUUGCAUUUAGUUGUCAUGUCUCUUUAGUCUUCUGCAGCUUGGAACAGUUCCUCUCGUCUAUGGUCAUACUACCCUGAAAGUGCUUGAUCUUAGAAGCUAAGCAGGGUCGGCCCCGGUUAGUACUUGGAUGGGAACAGUUCCUCUCUUUUUCUUUCAUGAUUUUGGCUUGUUUGAAGCAUAUAGGCCAG

>ENSG00000202225:120621415:120621615:7:-1

CUACCAUUGGAUCCAGCAAUCCUAUACAGGGUAUCUUCACAAAGGAAAAGGCAUCAUUAUAUCAGUCUACAGCCAUACGACCCUGAACACACUUGAUCUCAUCUGAUCUCAGAAGUUAAGCAGGGUCAGGCCAUCAGGCCUGAUUAUUCCUUAGACAGAAGACACAAUUAGUCAAAAAGAUACCUGUACUCCUAUGUUUA

>ENSG00000212625:61028904:61029104:15:1

ACUCUCUACCUUGCUCAGUCUAAAAAUUUAUACUGGGGAAACAUUCAAUAAACAGUUAUAGGCAUCUACGGCCAUACCUCCCUGAAGGUGCCCGAUCUUGUCUGAUCUUGGAAGCUAAGCAGAGCCGAGCCUGGUUAGUACUUCGAUAGGAGAAUAAAUAGAUACACCUUGGCUAAAGGAACAUAGCGGUGAGAAUUCAA

>ENSG00000252816:21405291:21405491:11:-1

AGAUUAUAGUUUGCCAUCAAAUAUAAUGAAAGAAGACUUAGAAGAAGCAAUAUGAGUCUAUGGCCAUACCACCCUUAACAUGCCCGAUCUUGUCUGAUCUUGAGAAGCCAAAGGGUCGGGCCUGGUUGGUACUGAUUAGUUAGUAAUAUUGGGUAUUGUAAAAAAAGCAUUUUGAGGGGGGAAAAUCAGGACUAUUCUGG

>ENSG00000202063:230955929:230956129:1:1

GCCCUGGAAUGAGGCAAGGCAUUUGAUUACAGAGGCACAAAGACAGCUGUUUAAAAGUGGAGCACAGUCUACGGCCAUACCACCUUGAAUGCACCUGAUCUUGUCAGCUACGCAGGGUCUGGCCUGGUUAGUACUAGGGUGGGAGACCACAUGGGAAUACCGGAUGCUGCAGGCUUUAAAAAAAUGCAUAAUGAGCUCCU

>ENSG00000200058:134578104:134578304:6:1

GCAUUUAUAAUGUGCUAGUUUUAAAGUUGAACAAAACAACAACAACAACAAAGCAACCCACAGCCCGUGUCUACGGCCAUACCACCCUGAACACGCCUGAUCUCAGAAGCUAAGCAGGAUCGGACCUGGCUGGUACUUGGAUGGGAGACUGUUUGGGAAUACCAGGUGCUGUAGGCUUCGCUGGGCGUGGUGGCUCAUGC

>ENSG00000252346:228627694:228627894:2:-1

GGAUAUGCAUAUUUUUGUGUGAAUAUCAUUUAUUUACAUAACAUGUGCUAUAUCUUAUAUAAGACACUAUAUAGUCUAUGGCCAUAGUACUCUGAACAUGCCCGAUUUCAUCUGUUUGAGGAAGCUAAGCAAGGUCGGGCCUGGUUAGUACUCAGACAGAAGGUACUGUAUACCCACAUGUACGUGCCAGGAGAAUGAUC

>ENSG00000222546:3557945:3558145:8:1

UUAUAAUAACUUAAAAAACACAAAAACAGAGCAAGUAACAGAAGAAGAUAGAAGGUGUGGAUGCUCAAGUCAACAGCCAUACCACCCUGAAUGCACCUGAUCUCGGAACCUAAGCAGGGUCGGGGCUGGUUAGUACUUGGAUGGGAGAAGUUGUGGAUGCUCAAGAUACAUGAUAUUUAGUUAGGGUGAUCAGUGACAGC

>ENSG00000201876:74195186:74195386:2:-1

CCUAGUUUUCUAGCUGGGUGGCUGGAAGGAUGAUGGGGUCACUGCUGAUAUAGAGAAUACAGGAUCUACUGUCAUGCCACCCUGAAUGCACCUGAUCUCAUCUGAUCUUGGAAGUUAAGCAGGGUCGGGCCUGGUUAGUAUUGGAUAAGAGAAUAAUACAGGGUCUUCUCCCAGAAACCUUUCUUGCCUUGGGGAAUACU

>ENSG00000200411:96207697:96207897:11:-1

GAGGUCACUCUCAUGGCCAUCUUGAUUUUGAUGGGUUUUUCUAUGGCUGUACCACCCUGAAUACACCUGAUCCCAUCUGAUCCUGGAAGCUAAGCAGGGUCAGGCCUGAUUAGUACUUGGAUGAGAGAUUUUGGUGGGUGUUAGCUGGCUUCUUCUAACCUGUUUUAUCAGCAACUUGUUUUAUGACCUGUAUUUUGUGC

>ENSG00000252086:219935073:219935273:1:1

CUGUUCUCUGGCCUCAAAAAGUGUGCAGCAUAGUUGGGGGAAUAAGAUUCAUGUUCAGUCUACAGCCAUACUACCCUGAAUGCACCCAAUCUCAUCUGAUCUCAGAAACUAACAGGGUCAGGCCUGGUUAGUGUUCUGAUGGCAAGGGUCAUGUUCAUUCAUGGAUACUUAUUCAAAACAACAAUAAUGAUAUCAAAGUA

>ENSG00000223113:140070173:140070373:7:1

UUCUGAUGAUAAUCUUUUUGUUUGGCAGAAUCCAAUAUCCAAUUAAUUCGAAAUUAUGCCUACCAUCUAGGGCCAUACCACCCUGAAAGCACGCGAUCUCAUCUGAUGUGGAAAGUUAAGUGGGGUCAGGCCUGGUUAGUACUUGGAUGGGAGAAAUUAUGUCUAACUCCAUCUAAGGAAACAUUUUACAAUACUCUUCA

>ENSG00000199837:182913441:182913641:1:-1

GAAGACCAUCAAGGAAUUCUAUUUUUCUUUCUUUUUUUUUUUUUUGAGACUGAGUAUCAUCUACGGCCAUACCACUCUGAACACGCCCCAUCUUGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUGCUUGGAUGGGAGAUGGAGUCUCGCUCUGUCACUCAGGCUGGAGUGCAGUAGCAUGAUCUCGGCUC

>ENSG00000252833:75387440:75387640:5:-1

ACUGCAAAUAAUGAUGCAAUAAACAUAUAAAAUUCUGAUGAGUAUUCUGAUACCUCUGAGCAUGAUUAGAAGGGGAGGGACUAAGAAGUCUCUUGGGAUUUUAUCUCAACUUGGAAGCUGAGCAGGGUCAGGCCUGAUUAGUACUUGAGUGGAAGACCACCUGGGAACAUGAGCUGUAGGCUUAAAAAAAAAAAAAAGUC

>ENSG00000200037:72552171:72552371:13:1

UAAUUCUGUGUACAGUAUAAAAAAUGGCUUUAAAAUGAUGAUGAAUAAUGUCAGGGUUCUGAUCAUACCACCCUGAACAUGCCUGAUCUAAUCUGAGCUCAGGAGCUAAGCAGGGGCAGGCCUGAGUAGGACGUGGAUGGGAGAUUGCCUUGGAAUCUGGAGUGCUGCAAGCUUUAAAAAAAUAAUAAUAGAAGAAAUGU

>ENSG00000222500:15261319:15261519:20:-1

CAAUGCAAAACUAUGAGUUAAUUAAACCUCUUUCCUUUAUCAAUUACCCAGUCUUAGGUAUUGCUUUAUAGCAGCAUGAGAACAGACUAAUACAGAGGCCAUGCCACCCUAAAUGUGCCCAGUCUCAUCUAAUCUUGGAAGCUAAGCAAGGUCUGCCCUGAUUAGUACUUGGAUGGGAGAUAUUUAGGAAAAAUCUGAAU

>ENSG00000200326:27525406:27525606:15:-1

CUAACUCAGUGCUGAGAGGGAACAGUGUAGCACAAAAUGUUCACACUAAAAAACAAGAUUCUAUGGCCAUACCACCCUGAACAUUUCCAAUCUAGUCUGAUCUCAGAAGCUAAGCAGGGCCUGGUCUGGUCAGCACUUGAAUAGGAGACUGCCUGGAAACACCAGGUGCUAUAGGCUUAAAUUUUAAAAUUGUUUUUAAA

>ENSG00000201861:327891:328091:10:-1

CAGAGGCCGAGUCAAUGUCUCCAUCUUUCUUUGUCUGAUUUAAAUUAGAAAAUACUUAUCUCUGUCUACGGCCAUACCACCCUGAACGCGCCCAAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAAAUACUUAACUCUGAUGUUAUUUUAUAUGUCAAUCAUGCCUUUCAA

>ENSG00000202164:209785196:209785396:2:-1

UUUUGCUCUUUUUAGAAUUGUGCCAAGAGCUAAUUUUUUUUUUUUACUUCUGUACAUCAAAAGCUCACAGUUGAGUCUAUGGUCAUAUCACCCUGAACAUGUCUGAUCUCAUCUAUCUCAAAACCUAAGUAGAGUUGGGCCUAGUUAGUACUUGGAUAAGAGACUGCCUGGGAAUACUAAGUGCUGUAGGCUUUUAAAAA

>ENSG00000251945:34980817:34981017:16:1

GCACCCUGACUCUCUGGCCCCUCCCUUUCCUGCCCACCUGCACCAACACCACGGCCUGGGACCUCCCAGUGGGGGUUGGUCCUGGCAGCCCCCGGGCGCCAUAGCAGCCUGAGGGUGCUCCAGCCCGGAAGCUAAGCAGGGUUGAUCCUGGCUGGGACUUGGAUGAGGGACCACUUGGGGAGAUCGGGGCUGGAGGCUUU

>ENSG00000199564:41151987:41152187:X:1

AAAAUAGAAAAGAGAGGAAGCUGCCCAAUUCAUUUUAUGGAACUAUUAGAAUCCUGAUAUUUGGUCUACGGCCAUACCACCCUGAAUGCACCCAAACCCAUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAUCCUGAUAUUAAAACAAGAAAGUAGAGUAUCAAGAUAAGAAAGAAA

>ENSG00000239152:46351714:46351914:10:1

CAGGCACAGAUGCCUGGGGCACCAAUCUGAAUCUGCCAACAUCCAAGGCCACAUGAACACAAAUGCACAGUCUCCUCUGCGAUCGGUAGCUAAGGAUGUUAGGCCAUGAUUGGACUAGGAUGGGAGAUGAACUGAGAACUCUGGAUUCUGUAGGUUGUUGUUGUCUCUUCCCACCCCCAAGCAACAAGUGAUGAACACAC

>ENSG00000201713:25066440:25066640:3:1

UCUCAAAAAAAAAAAAAAAAAAAAAAGGAAAUUUAAAAAGAAAAAUUGGUUAGCAAAUAUGGCCAUACCACCCUGAACACUCUCAAUCUCAUCUGAUCUCAGAAGUUAAGCAGGAUUGGGCCUGGUUAGUACUUGGAUGGGAGAAAAAUUGGUUAGAGAAAUCCAUGUCUGCCAAGAAAAGUUGUAAGCAUUCUUAUGAA

>ENSG00000199450:117034836:117035036:8:-1

UUUAUGGGGUACAUAGUGAUGUUUUGAUAUAUAUAAUGUAUUGUGAUCAGAUAAGGGUAAUCAGUCUACGGCCGUACCACCCUGAACGCACCCAAUCUCGUCUGAUCUUGGAAGCUAAGCAGGGUCAGGACUGGUUAAUACUUGGAUGGGAUAUAAGGAUAAUUAGCAUAUUCAUCAUCUCAAACAUUUAUUAUUUAUUU

>ENSG00000199354:91523295:91523495:8:1

UGGAGGGAGGAAGAUGAGAAGAUGCAGUCACUCUAGGGCAGAAUCUCAGAAGAUAAAGAAGUCUCGAACACCCUGAACAGGCCUGAUCUUGUCUGAAUGUGGAAGCUAAGCAGGGUCAUGCCUGGUUAGUACUUUGAUGGGAGACCACCUGGGAAUACCGGGUGCUAUAGGCUUGGCCAGGCAUGGUGGCUCGUGCCUGU

>ENSG00000202474:66458080:66458280:9:-1

CGCCUGGAGUCAUGCGGGCUUGGCUGGGCCGGGCUCUUGGGGCAGCCAGGCGCCGCUGCUGGCGUCUAGGCCACACCACCCUGAACGCGCCCGGCUCGCCUCUGAUCUGUUGAAGCUAAGCAGGGUCGGGACUGGUUAGUACUUGGAUGGGAUUCCGCCUGGUAAUAGCGGUACCGUAGGCUUUUGGCUUCCCGCUCCCU

>ENSG00000252161:55217884:55218084:10:1

AAAUAGCUGGGAGUGAGAGUAAUAGAUUGCAUGGUCAGUAUUUUAAUAAGAAACUCCUCAACAGCCCACAGGCAUGCUAUCCUGAAUGCAUGUAAUCUCACGGAUCUUGGAAGCUAAGCAGGGCAGGGCCUGGUUAGUACUUGAAUGGGAGGAACUAACCAGCCAAUUUCUAAAAUGGUGUUCACAUCCUGCACUAUCAU

>ENSG00000199299:75894877:75895077:16:-1

UCCUAGAGAAAUACUUAAGCCAGGAUUCCUAAUUCAUAUUAAUCCUUCCCCAAAAAUUCGUUGCUGUUGUCUACAGCCAUACCACCCUGAACGCACCUGAUUUCAGAAGCUAAGCAGGGGUCAAGGCUGAUUAGUCCUGGGAUGGGAGACCACCUUGGAAUACCAGAUGCCCUAGGCUUUUAAAAUAUAUAUAUAUUUGC

>ENSG00000200227:150856961:150857161:5:-1

UGCCUCACGAGUUAAAAUCAACUGAAAAAGAAUAUAAAAAAAUAAAAAGCGAAUCCAGGUCUAUAGCCAUACCAUUCUGAAUGUGCUCAAUUUCACCUGAUCUUGGAAGCUAAGCAGGGUCAAGCCUGGUUCGUACUUGAACGGGAAAGCCCCUGGAAAUACUGAGUGCUGUUGUCUUAAAAAAUACAAUAAAAUAAAAC

>ENSG00000199402:29163232:29163432:10:-1

GCAAUGCUUGACAGAGAAAAACUGGGAUUUGGACAAGAUCUAUUCAAUGUCCCUGCACAUUGUGUAGAAGCUAGAAUUGAUGGUGCAAAUAUUACAUCUUGAAGAUAAUGCACCUGAUCUCAUCCAAACUCAGAAGCUAAGCAGGUUUGGGCCUGGUUAGUAUUUGGAUGGGAGACCACCUGGAAAUACUGGGUGCUGUA

>ENSG00000212433:10544023:10544223:8:1

CCCUGUCGUUCUCAUAAGCACCCACAUGCUUUUCAGUACAAGAAUCUAGACUUGGGUCUACAGCCACACCACCUUGAACAUGCCUAUCUUGUCUAGUCUUAGAAGCUAAGCAGAGUCGGACAUGGUUAGUACUUGGAUGGGAGACCGCCCUGGAAUACCUGGUGGUAUUAAAAAAUUAAUUAAUUCAAUAAAGUAAUAGU

>ENSG00000201447:76287092:76287292:X:1

AAAAAAAAAAUACAAAAUAAAAAAUAAAGUAACUAUGGUCUAUGGCCGUACUACCCUGGAUGUGCCCAAUCUUGUCUGAUAUCUGAAACCAAGCAGGGUCAGGUCUGUUUAGUACUUGGAUGAGAGACCUCCUGGGAAUACUGGGUGUUGUAGGCUUUUUAAAUAAAUAAAUAAGAAGUGACUAUGAGGGAUGUUAAUAA

>ENSG00000239049:88606808:88607008:2:1

CCCAGGACUCUGUCUCUUAGUUCAUGUUUUCCCAAUACACCAUGGUGCAUCUUUUAAACAAUGUGUAUAGAUCCUUUUGCAGCUCAUAAGUGUGAUGAUUGGGUUUUCACACUCAUGUGUAAGAUGUGUUUCCCUCAAACCUUGCUAUGAUAUCAGCACAGUACCUAUCUGACAUGAAAAACAUAAAAUAUUUUUAAAUG

>ENSG00000199392:75143447:75143647:18:-1

UAUUUAAUUAGAAAAUUAAAAGAUCUAAACUCAAUCACAGAGUUUCCACUUUAAGAAACUAGAAAAAAUAAAGGACAUUUCAAUGCGGGCUCAUGGGGCUGUGAAGCCAAGAGCUAUUAACACUAUGACCAAGGAUUGAAAUUCUCUAUAGGAUCCGUAGCACUGAAUAGUGCUAUAUUUUCCGGAGGAAGUAUAAGACU

>ENSG00000201384:77667291:77667491:14:-1

UACUGGGAGCACAGAGGAGGAGCUCCUGCCUCAGUCCUGGAGAAUCCACAAAGGCUGCCUGGAGGAGGUGCCAGCCAAGGCAACUCUUAGAAGAUGGAUAGCUUCUCUUUUGCUGUGGGUGUGGCCACAAAACGUUUCCCACUUGGUUUUCUAUCUGCUACCUUGCUCUUAGCCAGCCUAUUGGGAACAUUUUAUGAACA

>ENSG00000238598:78291728:78291928:9:1

UGCACCAAUCAAAAGAGAAUGCCAGAGUGGAUCAAAAAACAAGAGCCAAGUGUAUGUUGCCCACGAGACACACAGAAUAAAAGUAAAAGAUUUAAUCCUUUUGGGGUUCAUAAGCGUGAUGACUGGGUUUUUGACACUCAUGUGUGAGAUGCACUUCUCUCAAACCUUUUUGCAAUGUUGGCAUACUAUCAUACCUGCUU

>ENSG00000252669:153970450:153970650:1:-1

UUAAUAUAGGCAGCAAACCACCAUAAUAUCAGCAGUAUUGUGUGCUUUUGUCACCAACAGAAUUCAUUGACUAUACUUUCAGGGAUCAUUUCUAUAGUUCAUUACUAGAGAAGUUUCUCAGAAUGUAUAGAGAAAAAAAAGAAUCCACAGAUAUAUUCAUGUUCCUACUGCCAGAUUUAAAAAAUAUUUCUCUUAAAAAU

>ENSG00000252774:64634671:64634871:15:1

CCUCAACCAGCCCACUUCAUUCAUAUCUUUUAGUAAUCCAAAGUAUUGUGCAGAUCACCAUCAGAUUUACCUUGAAUACAUACAGAUACUUCCUGUUACUCUCUAGCUUAAGAACCUUUAAUGUGGUGAUGUCCAUCUCAUGUCAUCCAGGGAUAAAGCAACCCUUGUUUAUCCCAUCUUGGCUCUUGGUCUGUGCCCAU

>ENSG00000221475:51933643:51933843:X:1

UCUUCCUCUCCAGUCGUUUCCUCUGGUGGGCCUCUCCAGGGCUCCGCCGGGGUGUGGCCAAGACCCUCGAGGUGGGGUGUGCUCAGAGCAGGGGGCCUGAAGAAUGGCUCCUCUGUUUACAACACACCCAACAGGAAGCUGGGGUCAUCGUGAUGAGGGGCACAAACUUGUGGCCUCCCUACAGACAAAUGCCCUACAUG

>ENSG00000212533:31229716:31229916:12:-1

AGUAGAUCGAGAGCCCAUCUUUAUAACUUUGGCCUCAAUAAGACUAGUGAUAGUGUCACUCUAUUUACGAGGGGAAAGGUAGUUGCCACGAUGCUCUUCGGUUUAGGGGCAAUUAAAAUGACUACAGAUUGGUGGCAGUUUAUGGAUUUGCACAAGAAGAGAGAACUCACAGAACUAGCAUUAUUUUACCCUCUGUCUUC

>ENSG00000201487:76255093:76255293:1:1

GAGUUGGAAAUUGAAACUGUAUCAGGAUUUGGUCAAAAAGUUUUGUUACAAGUGAAGCUGUCCUACAAGGUCAAUGAUGUAAUGGCAUGUAUUAGCUGAAUCUAAAGUUGAUGUGAGUUCUAAAAUUACACUGAGACCUUGGAGGGUAAAAUUUUUAUCUUCAGUAUGUGUAAAUACUGUAAAAUAGCUAAAUGGAGCUA

>ENSG00000238717:56152936:56153136:5:1

UCUUAAUUUCAGAAAUCUUCUAGGAAAGAAAACAUUUAAUUGCAGUAAUUCAUAAGUGUAAUGAUUGGGUUUUCACAUGCAUGCAUAAGAUGUGCGUUUCUCCAACUUUGUUACAGUGUCAGCAUGUUAUCCUCAUUUGACAUGAAAAAAUGUUUAAUAGACCUAUGGGGAUUAAGAUAAAUUAAAAAUGUGUGGGGUUU

>ENSG00000252787:52722836:52723036:3:1

AUAUUUGCAUUUUUGAAAUCCAUCUUGAUCAGAGACUGCUGAGCAAGCCUAUGUUUUACUUUCCUGUGUGAGAAAUGAUGAGGGUCAACAUUCUUCAUACCAAAGUGAAGACAUGAGAUCCAACUCUGAGCUCACCCUGUUGCUAAAUGGAUAAUGCCAGUACUCUCUUGUGGAAGGUAUUACCAGAACAAGGGAUGUAG

>ENSG00000238414:27157008:27157208:10:1

CCCCACUGCCUGAAAUAUCUAUAGUAAUUUUUGUUUCCUGACUGAACUCUGAUACAACUAAACACAAAACACAUUUAAAAUUCUGAUCCUUUCAUAGUUCAUAAGCAUGAUUGGGUUUUCACACUAUGUGUAAGAUGUGCCUCCAUCAAACCUUGUUAGGAUGUUGGCAUAUCACCCAUCUGAUGUGGGGGGAAAAUAAA

>ENSG00000200733:90489341:90489541:13:1

GGACAAAAGCAAUUUGUGAGUGGAUAAACAUCAGAAUUUAAUAUUCAAAAUUCAAGACCAAAUACUGGAAUUAAUAAAUUCAUGUCAGUGCUGAAACUUUGUCAAGUUAUGCUACUGACAUGAAGUAAUGAUACAGUAUAUCUGAGGAGAAAAAAAUAAAUAAAUUCACCUAUUGGGAAAGUGUUGUUGGAGGAGAGAAA

>ENSG00000206688:25330462:25330662:15:1

UAGGAUGGUAAGUGUCCAUUUCUCAGAAGCUCCAGAUAUUCCUCCUCUGCAGGGACAAAGACUGUGCCUGGAUCGAUGAUGACUUCCUUAUAUACAUUCCUUGGAAAGCUGAACAAAAUGAGUGAAAACUCUAUACCGUCAUCCUCGUCGAACUGAGGUCCAGCACAUUGCUCUUACAGGGGCUAGAGAGAGAGGGACAA

>ENSG00000252672:116073218:116073418:7:1

UGCCAUCUUACCAUACAUUUCUUGUCUCUGCAAUGAGGCUGAGCGAGACUGUCCCAAAUGUGUUUUUAUCCUGAGUCUGAGGCAGGCUGAACUUUAAUCUGCAUGAUGUGCUGCAGCUUGCCAUCAUGUCGGGACAGCAGAUCCAGUCCCUUGAGUAAGCCAGUUGGUCACAGUUCAGGAGAGGCUGAGAUGAUCUGUGA

>ENSG00000200729:173834403:173834603:1:-1

CUUGGGUAAGGACAUGAAGACAGUUCCUGUCAUACCUUUUAAAGGUACAUGUUUUAUUGAUGUUAACGUUAAUUGAUUGAGCUACUGUUAGUGAUGAUUUUAAAAUUAAAGCAGAUGGGAAUCUCUCUGAGAAAGAAAAUGGAGAUUAAUCUUAAACUGAAACAGUAGUUGGGAAAUCUUUUAGAAAUCCACCUAUUACU

>ENSG00000202048:101447278:101447478:14:1

GUGGAUUAAUAAAUCAUUAAUAAGCAAUUAGAAGUGAGUGGAGAGAAAGAGCACCUGUCCUGUGGAUCGAUGAUGACUACUGGUGGCGUAUGAGUCAUCUACAGUGAAUACGUCUCUGGAACUCUGAGGUCUGUCACAAAAGAAAUCUAGCCCAUUUUCUAUGUUUGAUACAAUCCUUUAGAUGGGUAUCAUGAACAUAG

>ENSG00000252256:86096096:86096296:9:1

AAGGUCCCAGCUUUUAUAUUAGACAGCAGGUUUCUAGAUGUUUAUUACAUUAUUAUAAACAAAUAAGUAAAAGGGAGGCCUUGCAUAUUCCAAUGAUGCAAGUGUGUCGUGAACUAAGGAUUAUGAUUAAUCCAGUUUUGUAGCUAGAGGGAUUUUAGGGAAAAAUAAAUAAAGAAGGAACAUGACUUCUCCAGGUAGAU

>ENSG00000238760:97646948:97647148:2:-1

UUGAUAAAUUGGGCUACAUUAAAGUUAAGGACUUUUCUUUAUCGAAAUAUACCAUUAAUAGAGUGAAAUGAUCCUUUGUGGUUCAUAAGCAUGAUGAUUGAGUGUUCACGUGCAUGUGUGAGAUGUGCCACCCUGAGACCUCGUUACGAAGUCAACGUAUUACCCAUUUGAGAUUACCAAAAAAGAGUGAGUUGGGCGCG

>ENSG00000252531:3628068:3628268:2:1

UAGACUCUUUCUGUGGUCUUUUAGUUAGGCUGUAUAUUCUUGGUGAGUUAGGGGUGGGUGGUGAUGGGAUCAGUGUCUUGGGGGGACAUAACCAUGUGGGUGACUGCUGGGGUCCCCUGAUGGCUUCCCCGGUGCAGUGGUGUACAGUUCUGUCCCACAGCAUUGGAGAAGAGCUUGUCCCCGGUCGUGAAGACUGCUGC

>ENSG00000238920:40144305:40144505:X:1

CUACAAGACAUUGUAAAUUUCUGGGUAGCAGUGAGUGGUGUAGAUCCUUUUAUGGUUCAUAAGUAUGUUGAUUAUGUUUUCAUGCUAUUGUGUGAGAUGUACCUCCCUCAAACCUUGUUAUGAUGUCAGCACAUUAUCCAUCUGAUGUGAAAAAAAAAAAUGGUGAGUGGAGAGUGAAAUGCUGGGAGCUGAGAAGGUAG

>ENSG00000212579:35619520:35619720:6:1

CCACACCUAAUACUUGUUUUCUAAUGAUUCAAGGUACACAAAUUUUAUUUAAUGCACAAAAUUAUUAAAAAUACUGUAUACUACACUGUUUUUGUUUAACUUGUGGACAAAGACUUAUGGUUAGGUGCAAAAAAUAAAUCCUCUUUUGCAACCCAGAACUCAUUGUUCAGUAUGAGUUUUGAUACAUAUAAGAAGGUGUU

>ENSG00000238929:37238177:37238377:3:1

GGGUUUACUUGUAUAAUAAACAAUGUUUGAGAGAUUUUUAAAAAAACAGAGAUGAUCCUUUUGUAGUUCAUGAGCAUGAUGAUUGGGUGUUCCUGCCCACGUGUGAGAUGAGCCACCCUCGAACCUUGUUACCAUGUUGACAUAUUACCUGACUGACGUGAGAAAAACAAAAAAAAAGGAGAUUAUGUUAAGUGCCUGGG

>ENSG00000252525:70660276:70660476:X:-1

UGCAGAGAAACUGGAUCACAUACAUUGCUGGUGGGAAUGUAAAAUGGUACAGACACUCCAAAAGUGUGGCACAAUCUUUUUGUAGUUCAUAAGCUUAUGAUGACGUAAGUGUGACGACAUUGGGUUUUCACGUUCAUGUGUGAGAUGUGCCUCCCUCAAGCCUUAUUACAAUGCCAGUACAUUUUUUUUCCACAUCUGAU

>ENSG00000200486:25434475:25434675:15:1

GCCCUGGUCUCCUGCACGGAGCUGCGGUGAGCACAUCCGGGUCCCGAUGGAUGCAUGCGUGGGGAUGGAGGGCGUGCCCUGAGUUGGGUCAAUGAUGAGAACCUUAUAUUGUCCUGAAGAGAGGUGAUGACUUAAAAAUCAUGCUCAAUAGGAUUACGCUGAGGCCCAGCUUAGGUGAGAAUUCUGGAAGAGGAUGCUGA

>ENSG00000199663:19015667:19015867:17:-1

UUUCUCGCCAUCAGUUAAAAGUUUGCGGCAGAUGUAGACCUAGCAGAGGUGUGCGAGGAGGCCGUUAAGGCUAUACUUUCAGGGAUCAUUUCUAUAGUGUGUUACUAGAGAAGUUUCUUUGAACGUGUAGAGCACCGAAAACCCCGAGGAAGAGAGGUAGCGUUUUCUCCUGAGCGUGAAGCCGGCUUUCUGGCGUUGCU

>ENSG00000202389:26349303:26349503:17:-1

AACAGGCAAAUCAAUGAAAUAGAGUAGAAAUCCCAUAACAAAUAAAAGUUUGUAGAAGCCAAUUAAGCCAACUGAGUUUCUUUCCUCACAGGGACCUGGUGUGCCAUGGCUGCAAACAGCAGCUUCCUUGUCAGGGUACGCAGACUGUUUCUUGGAUGGGUUGCUCUAAGGGACCUUGGAGACAGGCCUUUCAAAUGUAU

>ENSG00000238628:88430546:88430746:6:1

AUACACACACAUAUAUAUAUUUGCGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUAAUAUGUAUCUGAAAGAAUACAUAUUAGAUCCUUUUGUAGUUCAUGAGCAAGAUGAUUGGGUGAUCAUGCACAUGUGUGAGAUGGGCCAUCCUCAAACCUUGUUACAACAUUGGCAUAUUACCCAUCUGAUAUGAAAAAACA

>ENSG00000200832:101420622:101420822:14:1

UUAUAUUUACAUGGGUUAUAAUAUUAAUAUUCAUGAAUUAAUGCAUAAAUAACAUGUAAAUGAGAAUUAAGCUAAACAGUCCUAAGCCUGAGCCAGUGAUGAAAACUGGUGGCAUAGAAGUCAAGGAUGCUGAAUAAUGUGUGUCUAGAACUCUGAGGUUCAAUAGAGGAGGAAAUAUAGUCUAUUGCUUUUGAAGUGAU

>ENSG00000201810:180260422:180260622:3:1

AAAGAAAAUCAAGACAAAGAGCAGGAAUAAAUGUAACAAAGAUACCAUAACGAUAUCUUGGAGUUAUGGUCAGGUGGAAUAAUCCUUAUCUGUUUCUCCUUUUGAAGGGCAGAUUAGAACAUGAUAAUUGGAGUUCACAUGAUACAUGAUUAAAGUCUCUGUGUAAUCAUGACUUACAAUAUCCUGAUUAUUCCUAUCUU

>ENSG00000212295:156699817:156700017:6:1

AGAGUUGACAACCCUGACAAGGGCUUCUGUAUCAAGAAGUCACAGAGUCAAUUAAAGAGGAAUCUCUUCAGAUGAUUUGAAUUGAUAAGCUGAGGUUCUGUGAGGAAUGACAGUUAAGAGCAUGUUAAAGUUGUUAUGAAAAAAGAGAAGAAUCUCUGAGUCUUCGUUCGAUGCCAGAUGCAGAACUGAAGACCUUCUGA

>ENSG00000199571:40213460:40213660:12:-1

AUUUAUACCUGCAAAGAUAAAGAGUUUUUUCUGUGGUCAUUUUAUAGGAUUGAAAUUUGACAUUGUGCUACAUGCUAUUAAAAAUGUAUUAUUGGGCAGUGAACACCCAAGUGUGCUUUAUAGUUCCUUUGGCUUUGACUUUGUGCUAGAGCAAUGUCUGUUAUUUUUCUCUGCAUUGAAAGGAGCAUUUAUCCUUUUAA

>ENSG00000252923:197550780:197550980:2:-1

AAUGAACUAAAAUAGCUAAAACACUUUAGGAAAAUAACACCGUUGGAGGACUCUACCUAAUUUCACGAUUUAUUAUAAAGCUACAAUAAUCAUAGUCUGUGGAAAGGCUACUGUGUUGUUGAACUUGCCCAGCUGUGGGUGCAGCCAUGUACCAGGCAGCCCAAGCCUGACAUAAAGUAAAUUCCCAGGAGAAGUCUUUC

>ENSG00000238810:25227057:25227257:15:1

UGCUUUUAGGACAGAAACGUAAACUGCUCAGGUAAAAUAACCUUAUAAAGAGAAAUAAGCAUAUAUUGCAGAGGCCUUGGCUAGGUUCAUGAUGACACAGGACCUUGUCUGAACAUAAUGAUUUCAAAAUUUGAGCUUAAAAAUGACACUCUGAAAUCCAGUCAGUGUGCCUCACUAGACUUUUCGAUUUCAAGAUUUUC

>ENSG00000202231:100077536:100077736:X:-1

UGUCGCCCAGGCUGGAGCAACUGAAGAAUUUCUAAUGUCAACUUUAUCUGUUUCUUAAAGAUAUACACUUACUAGCAAGCCUCCAGCAUGCUUAGGUCUGCAGUGACCCUAUGCAUCCCUACAGUGCUUGCCAGAACAGUUUUGAAACGGUUUGAGGCCUUGCCCUGCUCCAUCCAGAGCAAGGGUAUAGAAAUUUCAGA

>ENSG00000238792:96995709:96995909:9:1

AGAAAAUUGGACAGAAAAAUCAUUUGAAAAGUGGUUAAGGAUUUUCCCUGAUCCUUUUGUAUCUCAUAAACAUGAUGAUUGGGUUUUCACACACACAUGUAAGAUGUGUCACCAUCAAUCCUUGUUAUGACAUCAGCACAUUACCCAUCUAACAUGAUUGAAAAAAAAAAAAAAAGAAUUUUCCCCAAAUGGUGAAAGAC

>ENSG00000201689:101456363:101456563:14:1

UAGUAAAUUAAUGAAUUAAUCAACAGACAAUGUAGAAAAUAACAGAGAAAAGAAGGGCCAAUCCUGGAUCGAUGAUGACUACUGGUAGCAUGAGUCAUAUACAGUGAAUACAUGUCUGGAACUCUGAGGUCUGUCUCAAAAGAUAUCUAGUCUAUUUCCUGUUUCAAAUGAUCCUACAGACAGAUGGCAAAAAAUAGAAU

>ENSG00000206602:47017568:47017768:18:-1

GGUUCCAAUCUUCGUGUUCACUUUAAGGUAUGCGAUUCAUAGUUGUGAUCCAACAGUUCCUCAUGUUCCACUCAAAAAAGGUAGCUGCAGUGAUGACUUUCUUAGGACACCUUUGGAUUUACCGUGAAAAUUAAUAAAUUCUGAGCAGCCACCUUAUAUUUAGGCAUUGAUGAUCAGGGUGUAAGGAUGUAGCGUUUGUG

>ENSG00000212165:16963410:16963610:20:-1

CUGUGGGGCUUACUGUGUGGACUGUUUCCUCGGGUUGGGGACCCCUGCAUUAAGAAAUGUAAAAUGAAGAUUAUAUUUUCAGGGAUCAUUUCUAUAGUUUGUCACUAGGGAAGUUCCUCUGAAUGUGUAGAGCACCAGAAACAUGAGGAAGAGGCACAGGGUUCUCUCCUGAGUGUGAAGCUGGCUCUUGGCGCUGCUUU

>ENSG00000201465:137872657:137872857:7:-1

CCUUAGCUCAGUGUCAGUUUGGGCCUGGAUUGGUUGUUUCAGAAGCUGAAAUCUUGUAAGUUUCAGCCUCAAAGAUUUGUGGUGUUAGCCUCCUGGUGCUCAGCACAGGAUGUGUUCUUACCCUAACCAAAUAGAAAGAGUAGGCUGAAUUAACCUAUGCCAUAUACACCUCAACCCAGGCCCUGCAACUCCUCUGUAUU

>ENSG00000238741:160232656:160232856:3:-1

CAUAAAACCAGUUAUGAAAAGUGCAAUUUUGGCUCUCUUGGAAAUGAUGAAAUAGAGAUAAUUGGGUGUUGAAUGUUGUAUGACUGGAAAUUUUUAAUAUGUAUAUUAUGUAAUUCUUAUAAGUUUAGUGUUUUAUAGGUACUUAAUAGAGAGUGUGUAUGCAUGUGUGUGUGCUUGUGGUGGCUAUGGAAAGGGGGCAC

>ENSG00000251806:2443538:2443738:20:-1

GAGGAGCACCCCCUCCAGGUGAGGAGCCCAUAAGGAGACCAGUGCUAAUUGAUAGAAGAUGCCUUAGCUGGAUUAAUGAUGAGAUAUAACCUUGACUGAAGCUGAUGAUGAGUUUGUAUAAUUAAGCAGGAUUACUCUGAGAUCCAGCGUGGCUGACUGAUGAGACUAGGUGGACAAGAGCCAUUGGGAGCCCUGGGUGU

>ENSG00000212195:56708928:56709128:17:-1

GCUCACGAAAUACUCACCAUCAGCAUAAUAUGUGUGAGUUUCUUUCGCAUGUGGAAGGCACAUAAAUGGACAUUAAGACUAUAUUUUGAGGGAUAAUUUCUAUAGUGUGUUUCUCGAGGAGUAUAUCUGAACGUGUAGAACGCUGGAAACCGCGAGAGGGAGAUAUUUGUGUUCUCUCACGAGUGGGAUAGCAGUGUUUG

>ENSG00000207133:25312867:25313067:15:1

UUAAGGUCAUCAGCUCUCCCACUGCCCAGCCUGUGGUGUCAAAUGUUCUGCCUCUUCGAACGUGCUUGGAUCGAUGAUGAGUCCCCCAUAAAAACAUUCCUUGGAAAAGCUGAACAAAAUGAGUGAGAACUCAUACCGUCGUUCUCAUCAGAACUGAGGUCCAGCACGUUGCCUCCUCUGGGGACUGUAGGAGCGAGGGA

>ENSG00000201750:18967167:18967367:17:-1

UUUCUCGCCAUCAGUUAAAAGUUUGCGGCAGAUGUAGACCUAGCAGAGGUGUGCGAGGAGGCCAUUAAGACUAUACUUUCAGGGAUCAUUUCUAUAGUGUGUUACUAGAGAAGUUUCUCUGAACGUGUAGAGCACCGAAAACCCCGAGGAAGAGAGGUAGCGUUUUCUCCUGAGCGUGAAGCCGGCUUUCUGGCGUUGCU

>ENSG00000199961:74557133:74557333:17:1

AAAAUAGUUUGCGUGUGCUGUGGCUGUUAGUGCUAUGGUCCAGCAGGUUGGUGGGAGCUGAGUCCAUGAUGAUUUCAAGUUAUCCCUGUCUGAAGGCAAAGAAAGGCCUUUCUGUGUGGAAUUUGAAUAUCUGAAACUCAGUUUCCCAAGUUUGCCUUACAGAAAUUUUAAGUUACUUGAGAGUUACUCUGUGUGUAUCU

>ENSG00000253014:61073762:61073962:14:1

AAAAUAGAAAAUGAAAAUAGAGAAGACUAUACUUUCAGGGAUCAUUUCUAUAGCUCAUUACUUGAAAACAGAAAAAAUGUGUAAAAUAAGGAUAAGAAGAAAGAAAAUAUUUUUGUACAUCUGUAUAAUGUGUUUGUGUUUUAGGCUAAGUGUUAUGAAACAGUCAAAAUGUUUUUAAAACUUAAAAAUUUAUAAUAUUU

>ENSG00000212163:2233492:2233692:17:-1

UUCUGUUUAUGUGUGACUAAAAUUUUGCUCAUUGGGAUGCAAAAAGUCUGCCUUUAUGAUUAGGAAUUGGAGAAUAAUAGAGAAGUCAAUGAUGGUUUUAUUCAUAUCGUCUGAACCUGUCUGAAGCAUCUCAGUGAUGCAAUCUCUGUGUGGUUCUGAGACUUCUCCAAGUAUGUUUUUCAGACCAGAUUUUGAAUAAG

>ENSG00000238981:92378551:92378751:15:1

GACUUCUUUACAUUAAUCUUGACUUUUAAAAAACAGUGCCUUAAAAUAUUAAUCUUGCUCCUUUUGCGGUUUAUAAGCAUGAUGAUUGGGUUUUCAUGUGUGAGAUGUGUCUCCCUCAAAUCUUUUUAUGAAGUAGAUGCAUUGUCUGUCUGACAUGAAAAAAGGAAAUAAUUAUUUAUCUUGAUUACUUCAUUUUUGGC

>ENSG00000252550:106549829:106550029:13:-1

GCUAGAUCAUAUGGUAGUUCUAGCUUUAGUUUUUUGAGGGGUAGGUCAUUUCAAAGAAGGUUCACGUGGCUGUGAGACCAAGAACGCUUAAUGCUGUUACCAAAGAUUGCAAUAGGUUGUGAUAGCCCUCAGUAGUGCUAUGUUCCUCUGGGGAGAUAUUAAUUAAAAAAACACACACACACAGAAAAAAGAUGCCUAAA

>ENSG00000238878:22101864:22102064:13:-1

AUUGUACUUAACAGCGGUCAUAUUUUAGAAUGGUUCCAUCUUAAUAUUUCUAGAUAAGCAUUGUAACUGACAGAAUUUAUUCAUCUUAAGUGUGAUGACUGGGUUUUCACAUUGAUGAGUGAGAUGCGCCUCCCUCAAACCUUGUUUACAAGGACAACAUAUUGGUUGUCUGACGUGAGGAGAGGAAAAAGUCAGAACUU

>ENSG00000212414:101016721:101016921:8:1

UUACUUAUAUAUGUGUAGUUUAUAAAAAAUGAAGAAAAGUAUAAAAAUAAAAAUUAAAAAUAAAAACAAAAAUAAAAAGUGAAGAUUAGAUACUAUGAUGGUUGCAUAGUUCAGCAGAUUGAAUUCAUGAAGAGAUUUACAAUGUCUGAUGUAGUUUCAAAAUAUAAAGAUAGGAUUAUGCACCUAUUUAUAGUUUUGUG

>ENSG00000239035:57570710:57570910:15:-1

GGGAGGGAGGGAGAGGGAGGGAGGGAGGGAGAGAGAGGGAGAGGGAGGAAAGGUUUGAUCCUUUUGUAGUUCAUGAGCAUGAUGAUUGGGUGUUCACGAGUGUGUGUGAGAUGUGCCACCCUCCAACCUUGUUAUGACCUCAGCACAUUACCCAUCUGACCUCAACUUGGAAAAGAAAAAAAAUUUUUUUUUUUACAGUG

>ENSG00000238486:52172602:52172802:19:1

UAAAACAAUACCACAAAUUGAAUCUUUGUUUACUGCUUGAAAAGCUACUUUCUAGAUCCUUUUGUAGUUCAUAAGUGUGAGGACUGGGUUUUCAGGCUCGUGUAUAAGAUGUGCCUCCCUCACUCCUUGUUACAACAUCGGCAUAUUACUCAUCUGAAUGGAAAAAAAAAAGCUUCUGAAUAGUUUCAGAAGUAGAUGUU

>ENSG00000239188:141961660:141961860:X:-1

UCGUUUGUUUGCAAUUUAGCUUUUAACAAAAAUGUUUCAAAAGUAAGAUAAUAAAAAGCCUAUAGAAUAAGGAUAUAAAGAAAUAGUAAUUUCGUAGUUCAUAAGCAUGAUGAUUGGGUGUUCACACACAUGCGUGAGAUACGCCACCCUCCCACCUUGUUAAGAUGUUGGCACAUAACCCGUCUUACAUGAAGAAAAAA

>ENSG00000252601:29070521:29070721:5:1

AAUUUGUCUUAAAGAUCAACAUUUAUUUUACUCUCAAAAGCAACUCUAGUUUUGUGAUACGUUAAGAUUAUACAGUUUGUGGAGGAGGUCCAUUUUAAAAAAGAAUAGAUUGGAAAUGCCUCAUAGAGUAACUCUGUGGUUUUAUUUUACCCACAGGACUAUGGUUAAAUAUGUGGGAAAGAACUACAAGACAGUUGUUA

>ENSG00000220986:68456560:68456760:5:1

AGCCGAGAUCAUGCCACUUCACUCCUGCCUGGGCGACAGAGUGAAACUCCGUGCAGGAAAAAAAAAAAAAAAAAGCGCUGCCUUUGUACCCCACCGUGCCUCCGCCUGGUGUCUGGGGUCAGGUUGCAGUGCCAGAGCACGUGCUUGCGCAUAAAUGGGGCAGCCUGGCCCCCUGCGGAUGGUCCUUUUAACCGCGAGCA

>ENSG00000201500:101443660:101443860:14:1

UUAGUAAAUUGCUGAAUUAAUCAAUAAACAAUGCAGAAACAAAUGAAGAAAAGAUGGGCCAUUUCUGGACCAAUGAUGAUGACUGGUGGUGUAUGAGUUAAAGGUGAUGAAUAGUAAGUGUCUUUGUUAGUGGCAAGUUCAGAGUCGUUUGUUUUAAGAGAAUAUGAAAUAAAUAUAUUCCAAAUAAUGAUGAUUUAAGU

>ENSG00000251881:80434336:80434536:15:1

CCAGCUUUCUUGGGGUUAGUAGAGUCAGGAUGCUUAUAUUAGGAAACUAAAAGAGGCCAUGUAUGAACCAAUGCUGAGAGUGUCUUGAACCAGGGAUUAUGAUUAAUCCAAUAUUCUGUACCGGAAGUCCAAAGUAUCAAAAGCAGAAAGUUAAUUAUAAAGCUGUUUUGAUGAUCACAUUUUAGAACUUGAAGGUUAUG

>ENSG00000238676:7937734:7937934:17:-1

UCCCCAGAAGAUUAGCCAGGGAAUCUACAUUUUACAGUAGGGUGAUUCUUCUUUAGAACCACUGCCCUUGAUCCUUUUGUACUUGGUAAGCAUGAUGAUUGGGUUUUUAUGCUUAUAUAUGAGACAUGCUUGUCUCAAAUCUUGUUACAGCACAUUACCCUUCCUACUUAAAAGGUUAAAAAAAAAAAGAACCAUCGCCC

>ENSG00000238298:133325174:133325374:9:1

GGUGUUGAUGUCACGGGCGCAUCCGCACGCCGAAACUUGCUAAAUUGGACACAAAAAAAUAUGCGAUUAUUUUUGUAGUUGAUGAAUGUGCUGAUUGGGUAUUCUCGUGUGUGUGUGAGGUGCCACCCUCAAACUUUGUUAUGAUGUUGGCACAUUACCCAUCUGAUAUUUAAAAAAUGCAAUUUAUGAUAUGUCAAGUA

>ENSG00000251704:16380379:16380579:2:1

GGGUGUGGAAUGAAUCCACCCGCUCACACCUUCCUCGUGUUCCAGGUGCUGUUCCAUGCACUGAGGAUUCCAAAGAGAAAUAAUCCACAACCAGACUUACAGAUAAGUUCGAGAAAUAAACCCUGUUUUGCAACCCAGAGCACAUUGUUCAGUAUGAGUUUCGAUACAUAUAAGAAUAAAUAUUAUGAUACCAAAAAAAA

>ENSG00000253059:36225467:36225667:14:1

GAGAUAUUAACAUAUUUUCAAUAGCAAAAAUUUGUCACUUCUUCUUCGAGAAAAUAAGCAACUAUAUGCAUCUACUAUGUGACAGACCUGGAGCAGUUCCUGUCUGCUGCUAAGGUUUCCACUACAGAUGCAAGAAAAACAUGUCCUUGUACUUUCUGUCUUUUUUAUUGUGGCAGCCAAGGAUGAAUAGAGGGAUACAG

>ENSG00000252154:97618102:97618302:13:-1

AUUAUUUAUCUUUAAUUGGGUUAAUAGAUCACAAGUGUUUAUUGUCUUAAUAAACAAGCAAAGAAAUAAAUUAGGCAAAGGAAGACUUUGCAUAGACCAGUGAUGAGAAUCUGUCAUGAACCAAGGAGUAUUAUUAAUCUAAUUCUGUUUACCUGAGAGUUUUAAAAGAUGAAUAAAUACAUAAAUGAAUGAAUAAAUAA

>ENSG00000202449:14692259:14692459:4:1

UGCUUCUGCUUGAGAACAUCAACAGCAAAUACCAUUGAGGAAAUACAGCCUUCUCUCAUAAAAAUCUCAUAUAAAGGCAGGUACUGUUAGAAUAUAACUGAAGUGUUUUAUUGUUAUUGUCAUUGCUUAAAGCAUUGGAUACAUAACUAUCUCUAACUCCAUUCCAUACUAAGACAGAGAUGUUGCAUCUCAAACAUCUU

>ENSG00000251820:20434012:20434212:22:-1

UGUGAAUAAAUUACAGAAGCUCCAUACUCUGGAACAUUUGUCAGCUCUUAAAGAAUGAAUUAUGAUCCUUUUGUAGUUCAUAAGCAUGAUGAUUAUGUGUUCACACACGUUCCCAUGUAAGAUGUGCCACCUUCAAAUAUUUUUUUUUUUUUUUUUAAGAGGGAGUCUUGCUCCGUCACCCAGGCUGGAGUGCAGUGGCG

>ENSG00000238840:5004548:5004748:10:-1

UUAGAUAUACUUUAUAAUAUUGCUAAACAUUAUUCAUAAAGAAAAACUGGUAACUAAUGACAUAUAAACUGGUGAAUAAUCCUCGCAUGGGAUAAUUUUUACUUUAUUCUCCCUUUGGAGGUCAGGUUAAAACAUGAUUGUAAUUUGCAUGAUCCAUGAUUCACAUCUUGGAGUAGUCACAACUUGCAGUGCCCUGAUUG

>ENSG00000252109:50303543:50303743:17:-1

AGAGGUUACAGUGAGCCAAGAUCUCGCCACUGCACUACAGCCUGGGCAACAGACGGAGACUCUGUCUCAAAAAAAAAAAAAAAAGAGGGGGGAGUUGAAUCACCUCUCUCUCUCUCUCUGUCACUCACUCGCUCACUUUCAUUGUAGGCCGGUUUCUGUAUUUUACAGAUUUCUCCACAAGUUGGAGAACUUGAACAUGG

>ENSG00000212214:3450088:3450288:X:-1

CACAGAUCCAAACCCUAUCGCUGACUGUCUUUGAGUGCCUUUCUGAUUUGUCCUAAGAAGCUCAUUUUAUUUCCCUGACCUGGGUAGAGUGGCAUCCAGUUGGUGGUGCCCAUCUCAUAUCAGCCAGGGACAAAGCAACCCCUUGUUCCUCCCAGCUUGGCUUUUCAUCUGUGCCUAUGCCUGGUUCAUGCCUUGGACAC

>ENSG00000199311:25477448:25477648:15:1

UGGCACCCUGGUCUCCUGCACUGAGCUGUGGUGAGCAUAUCCUGGUCCUGCUGGAUGCAUGCGUGGGGAGGGGUUGUCCUAGGUUGGGUCAAUGAUGAGAACCUUAUAAUGUUCUGAAGAGAGGUGAUGACUUAAAAAUCAUGCUCAAUAGGAUUACGCUGAGGCCCAGCCUAGGUGAUAAUUUUGGAAGAGGACACUGG

>ENSG00000212273:134656766:134656966:8:-1

AAAUCAUAUUUUAGUAAUUUUAGAGAAAAAAGACAGGAAAUGUACUUUGAUGAGUAAUAUUUAAAUAUUACUUCUGCACUUAUGUAUGUUUUUGUUUAAACUGUGGACAAAGACUUAUGGAUAAGUACAAAAAAUAAAUCCUCUUUUGCAACCCAGAACUCAUUGUUCAGUAUGAGUUUUAAUACAUAUAGCCAGGGAAA

>ENSG00000252143:21899111:21899311:22:1

AGGGCCUAGGGACCUUGGGCAAAGCAGAGAAGCUGGUGUCAGAUGAGGUGCCGCAGGUACAGUAGGAUAAGGUGUUCUCAGGUCCCCAGUGCAGCCCCAAGAUGAGCCUGCAGUAUUUUCCUUACAUGAUCUGGUCCUACUGUGGGCAGCGCUGCUGCCCAGAGCCUGAGAGGAUUAUGAAAACAUGGCAACGGAAGUGA

>ENSG00000212567:40790128:40790328:5:-1

CUGUUAACUUGUUAAUUUUAAUGGUGAAUAUCAUAGUUUAGAAAAUCCACCCUCCUUUUCUUGUCAGGGACUGAGUGUGUGGUCCUGCUCCUGUUAUGUAUGGAGGCAAAGGGAAAGGGCUCCGGCCCCCUCAAAAUCAUGUCUUUGGUGCCAGCCGGUUCUGUUCUCAGUCACCUGGAUACUGAACUUUCCUGAGCAGG

>ENSG00000200792:33749425:33749625:21:-1

GAACAUACUACAGUUUAAUGUUUCUGCUGGGAAGUUUGGCUGUACACAUCAAAACUUUUAAGGUGCUUAUGCAUGGGUUUGGAUUUAUGAUGGGCCCGUCCCCCUGGACCUCUCAUAGUACCCCAUGCCAGAGCAAACUGUAGCCCUGAACCAUUGCCUGGCCUCUGUUCCCGUAGGCUGCUGGCACUGAAGUGGGUUGC

>ENSG00000238969:32865957:32866157:X:-1

UCACCCAAAGCAAUUUAGUCAGGGUUAACAAAUUUCAUACAUAAUGUUUAAGAUAAUGAAUUUCAGAUCCUUUCGUAAUUCAUAAGCAUGAUUUGGGUGUUUAUACUCAGAUAUGAGAUAAGCCUUUCUCUAAACUUAUGAUGUUGGCACACUACCCAUUUGAUAUAAAGAAAAAACCACUAAUUUCGGCAAAAUUAAAA

>ENSG00000202183:81816575:81816775:X:1

AAAGACACAGAUAAUUUAAAAAUAAAGAGGUAAAGAAAGGUAUACAGUGUUAACAUUUAUCAAAACAAAGCGUGUUACCAAAAGUUAAUGUUUUCAGAGAAUGCUUUGGUUAAAAAGCCUUUACCAACUUGGGCUGUUUGGGAUAAUAAUGUUGGCCACUUUCCACAGUGGGUUAUAACAUUAAUAUAUAUAUAAGUCAC

>ENSG00000239171:30761612:30761812:21:-1

AUAACAUGAUAUUGAAAUAGCUAAGAUAAACUAAAUUAAUAGUGGCUUUAAAACAUGUGGUUUUGAUUUCUUAUUUUAAAAAAUCCAGAAUUAGACCAUUUUGUGGUUCGUAAGUGUGAUGAUUGGGUUUGCAUGCUCAUGAGUGAGACGUGCCUCCCUCAAACCUUGUUACAUCAUUAGCACAUUAAAUAUCUGACAUA

>ENSG00000238591:17080925:17081125:21:1

GAGACUCUGUCUCAAAAAACAAAACAAAACAAAACAAAUAAACCUCACCCCGAUCCUUUUGUAGAUCAUGAGCAUGAUGAUUGGGUGUUGACACAAAUAUGUGAAAUGUGCCAGCCUCAAACCUUCUUAUGACAUCAGAUCAGCACAUGACUCUGCUGGGAAGUCAUUAAUCCAUUAUACAUUAAGUAUCUGGAACUUUU

>ENSG00000239059:34650504:34650704:6:1

CCUCCCAAAGUGCUGGGAUUACAGACAUGAGCCACCACACCCAGCACAUUGUUAAUUCUUUAAAAUAUCGAUCCUUUUGUAGUCCAUAAGCGUGAUGAUUGAGUGUUCACACUUAUGUGAGACACGUGCCCUCCCUCAAACCUUGUUAUGACAUUGGCACAUUAUUUCUCUGAUGUGAAAAAAAAUAAAGUUAAAAAAAA

>ENSG00000206661:4985732:4985932:8:-1

UCUUAAAUUUGCAUGAGACCACAAAAGACCCCAAAUAGCCACAAUCUUAAGUAAAAAGAACAAAGCUGCUGCAGCCAGUUAAGCCACCUGAGUUCCUUUCCUCAUAGGGGUCCAAUGUGCAAUGGCUGCAAACAGCCGCUUCCCUGUAGUAUAUGCUGCCCAUUUCUUGUAUGGGUUGCUCUAAGGGACCUUGGAGACAG

>ENSG00000251802:34931953:34932153:7:1

UCUCUCCUCCACUCAUUCCCAGAGAUAGUGAUAUGUUGGUAUUAACAACACAUCUCUUUAAAAAUUCAAUUACAUUUGCAUCUAUUUGACAGACUAGAAUAAUUACUAUCUGCUGCUAAGGUUUCCCCUGCAGAUGCAAGAAAAAAGUGACCUUACAUUUUCUGUCUGUCUGAUUGUGGCAGCCAAGAUUGAAUAGGGAA

>ENSG00000200016:173835679:173835879:1:-1

UUGUUUUCUAGUUGUGUCCCCAAGGAAGGAUGAGAAUAGCUACUGAAGUAAGUUGAAAAUUCCCUCUCAAAAAGGUUUAAAGCCAUUGGAUGUGCCACAAUGAUGACAGUUUAUUUGCUACUCUUGAGUGCUAGAAUGAUGAGGAUCUUAACCACCAUUAUCUUAACUGAGGCACCCAAAAUGGUGAGUUGGGGAACAUA

>ENSG00000207444:71864970:71865170:14:1

UUAGAUUAAUUUUCAAAGGUUAUUAUGUUCCAGGUAUUACUUGAAAGUUCUGAACUAUUUUUGUGCAUAAAAUUAUGUUUUCACUACAAUCAUGGCAAUAUUUUUUGUCAACAGCGGUUCACCUAGUGAAUGUUGAUACUUUGGGUUUGAGUGAAAAUGAAUUGUAGCAUUUUCUUUUGCAUUAAUAAAUACCGUACUCA

>ENSG00000206989:137896648:137896848:5:-1

AAAACCUUGGUAAUACCCCGCCCCCGGCCACCAUCUUUGUACAUGUGUCUUUGCAGCUUAGUGCAUCUCUUUGACAAAGAUUUGUGCAAUGAUGUAUUUUAUUCAACACAUCAUUCUGAAAGAACGUGUGGAAAACUAAUGACUGAGCACAAACCUGUUGAAGAUGCAGUUCUUCUUGGUAGCCUAAAUAGGAUUAUCUU

>ENSG00000252834:83870229:83870429:4:1

UUAGAAACCUCCACACUGUUUUCCAUAAUGGCUGCACCAAUCUACAUUCCCACAAUCAAUAUACAAGGGUUCCGUUUUCUGCACAUCCUCACCAACAUUUAUUAUGUUAACUUUUGAUAAUAGCCAUCCUAAUGGGUGUGAAGUGGCAUCUCAUAGUGGCUCUCAUUUUCCAUUUCCCUGAUGAUUAAUGAUGUUGAAUA

>ENSG00000238656:113576033:113576233:8:-1

GAAAAAUUCUUUUUUAGUUUAAAAGUGUGGUGAUUAGGUUUUCACACUCGUGUGAGCUGUGCCUUCCUCAAUUCUUUUUUAGUUUAAAAGUGUGAUGAUUAGGUUUUCACACUUGUGUGAGAUGUGCCUUCCUCAAACCUUGUUACAACGUCUGCACAUUACCCAUCGGACAUGGAAAGAAAAAAGAAAUGAAAAUGGAA

>ENSG00000207165:153628553:153628753:X:1

CUUGCCAGCAGGUAGCUGAAGCUGGCAGAGGAGCCCAGUGGCGCCUUUUCAGUGGUUCUUGGGAUGCUCCGCAGCCAAUUAAGCCGACUGAGUUCCUUUCCUCAUGGGGACCCAGUGUGCGAUGGCUGCACACAGCAGCUUCCUUGGUAGUGUACGCAGCCUGUUGGUUGUAUGGGUUGCUCUAAGGGACCUUGGAGACA

>ENSG00000251744:140120599:140120799:8:1

AUCUUCUACAUUGUGCAUGUUUUAUUGAACGUAAGACAGUGAUAAUGAAACACUCCUAUAACCAUAUGCUCAUAGGUCAUUUUGUAGGGCUUGUGGGCUGUGAAACCAAGAGCUCUUAACGCUAUGACCAAAUAUUGAAGUCUUCCACAGGAUGUGAUGGCCACUAGGAAACAAGACUUAGCCACUCACACUCAUGACAU

>ENSG00000238732:43305624:43305824:10:-1

UGGAAUCCAACAACACAUAAAAAGAUUUGUAUAAAAAUUUUCACAUGGUGAUCUUUUCGUAGUUCAUAAGUGUGAUGACUGGGUAUUCAUGCAUGUAUGUGGGAUAUGCCACCCUUGACCCUUGUUACAACAUUAGCACAUUAACCAUCUGACAUGAAAGGAAAAAACAAAACAAAAAAACACACACAUUUCCAUAUGUU

>ENSG00000199782:25430692:25430892:15:1

GUCAUCCUGGUAUCCUGCACUGAGGUGUGGUGAGUCCAUCCAGGUCCCUCUGGAUGUGUGAGUGGGGAUGGGGGUGUCCUGGGUUGGGUCGAUGAUGAGAACCUUAUAUUGUCCUGAAGAGAGGUGAUGACUUAAAAAUCAUGCUCAAUAGGAUUACGCUGAGGCCCAACUUAGGUGAGAAUUUUGAAAGAGGAUGCUGG

>ENSG00000238917:7480045:7480245:17:1

UUGCUCUUGUGCACGCUUUCCAGUCUUUCAGCGUAAGCCAGAGUCAUUCCCAAGGAUGCUGGUUUCUCUCUGGGGGAAGAGCUGCUCUGUGAUGGAGCCCAUGCGUGUCAUCUGAGCCUCUGGCUUCCCUGCCAGUGCAGCCCUGGCAGUGUCCUACUUCCCAGGGCUGUUGUCUGCCUGGCGGGAAGGUCCUGGGCAAA

>ENSG00000252592:82282980:82283180:11:-1

UGUUUUGAGUGAUGAGUUCAUGAAUGUGUCUUGCACUGUUAGUAAAUAAGUGAAUAAACUGAUCUAUAUAUGGCGCAAUAACAAGAGUGUAUCAUGAAUGAAAGAUCAUGAUUAAUCCGAUUUUGUUGAUUUGAGACCCAAAAAGAGAGAGAAAAUAAUACCAGGCCAUUUGGCUCCAGAAUACAGGUCUUAACAGAUAU

>ENSG00000238811:112244190:112244390:X:-1

GUUUCAUUUUUCUUGUUGAGAAUAAUUUACACUGCUCCAUUGCUGGAACUGACUAAAUCCUUUUGUGGUUCAUGAGUGCGAUGAUUGGUUUUUCACACAUAUAUGUGAGAUGUGCCUCCCUCAAACCUUGUUAGGAGUAGAAGGUAGGCACAUUACCUAUCUGACGUGAAAAAAAGAAGAGAAAAAAGUAACAUAUCUAA

>ENSG00000206948:153996731:153996931:X:1

UUAGAGCUGGUUCUUACCAUCUGCCAGCCUUUGAUGGCACUCCACUUGCUUCAUGUCGUGGGAAAGAUGCUUUCCAAAGUGUUGAGUUCAGUCCAGGGCAGCUUCCCUGUUCUGUUAAUUAAACUUUGGGACAUUAAAAUGGGCUAAGGGAGAUGAUUGGGUAGAAAGUAUUAUUCUAUUCAUUUGCCUCCCAGCCUACA

>ENSG00000200398:25458714:25458914:15:1

CUGGCCUCCUGCACUGAGCUGUGGUGAGUAUAUCAUGGUCCUGCUGGAUGCAUGUGCAGGGAGGGAAGGUGCCUUGGGUUCAGUCAGUGUCGAGAACCUUAUAUUGUUCUGAAGAGAGGUGGUGACUUAAAAAUCAUGCUCAAUAGGAUUACGCUGAGGCCCAGCCUAGUUGAGAAUUUUGGAAGGGGACAGUAGGAUCC

>ENSG00000239044:129984170:129984370:7:1

UAAUUAAUUAUAAGUGAAAAGCCAAAAUGAGGUAUUAGGUCAAGCAUAGCUAUGUGUCUCCGCUUCAAAUCCAGCCAUAAGCUGAUAAUUGCAGUUCAUAAGUAUGAUAAUUGGGUGCUCACGCAUGCGUGUGUGAGAUGUGUCACCCUCAAACCUUGUUAUGACGUCAGCACAUUACCCGUCUAACAUGAACUUAGAAG

>ENSG00000239170:233543614:233543814:2:1

UUGUGAAGAUAAAGUCAAGUCCCUACUUUAUACUCUGCACUAAAAGAAGUGCACUUAGAUCCUUUUGCGGUUCAUAAUGUGAUGACUAGGUUUUCAUGUCCAUGUGUGAAGUGCGCCUUCCUCCAAUCCUGUUAAGAUGUCAGCACAUUUGCCUUCUGACAGGAAAGAAAAAAAAAGUGAAAUAAAUGAGCUUAUUUUUG

>ENSG00000252994:104563622:104563822:10:1

GGAUUCUAGCCUUGAGCCACCGCGCCCAGCCAGGUUUUCCUUUUUUUUAAAGUUUUCUUCUUUGUGCUUACUUCAGCAGCACCUAUACUAAAAUUGGAAUGAUACUGAGAUUAGUGUGGCCCCGGCCAAGGAUAGCAGGCAAAUUUGUGAAGCACUCCAUAAAAAAAAGUAAAAAAUGUAAAAAUGAACUUUCUUCCUUG

>ENSG00000252353:3093488:3093688:18:1

AACAGACGUACACACAGAGAAGCAUAGAAAAAAGUCUAAAAAAGUAUAUACCAAUAUGUACAUCAAAAAGCCAUAAGAAGUGUUACAGCUCUUUUAGAAUUUGUCUAGCAGGCUUUCCGGUUUUUGCUGGAAAGACUCCCCACCACCACCACCAAAUUAAGAAAAGCCGUAAGAAUGUGUGAUUAGUCCUUUCUGAGUCU

>ENSG00000207134:155328265:155328765:1:-1

CUGGACUUAAGCGAUCCUCCCACCUCAGCCUCCCACAGUGCUGGGACUACAGACCUGAGCCACCAUGCCCAGCCAAAUUUUUUAAUUAAGUGCUUGCUUUGACAGCAUAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGCCCCUGUGCAAGGAUGACAAACAGAUUACUGAAGCAUUUCAUGUUUUUUUUU

>ENSG00000207452:86595263:86595763:5:-1

UUUCUGACUCCUGGAACAAUUCACAUCAACAUCACACCUACCACCAGAAAGCAGGUGUCAAACGUUCCCCUUCUUUGUAAGAACCAUAUACAGUACUCACUUCUGCAGCACAUAUACUAAAAAUUGGGAUGAUAAUAGAGAAAAGAUCAAUAUGACCCCUGCUCAAGGAUGACAUGCAAAUUUGUGAAGCAUUCCAUAUU

>ENSG00000206652:16840402:16840902:1:-1

GCAAGUGACCGUGUGUGUAAAGAGUGAGGCGUAUGAGGCUGUGUCGGGGCAGAGGCACAACGUUUCAUACUUACCUGGCAGGGGAGAUACCAUGAUCACGAAGGUGGUUUUCCCAGGGCGAGGCUUAUCCAUUGCACUCCGGAUGUGCUGACCCCUGCGAUUUCCCCAAAUGUGGGAAACUCGACUGCAUAAUUUGUGGU

>ENSG00000252703:132395608:132395808:11:1

AUAUUUUAAGUUCUGGGAUACAUGUGCAGAACAUGCAGUUUUGUUACAUAGGUAUACACGUGCCAUGGUGGUUUGCUGCACCCAUCAACCCGUCACCUACAUUAGGUAUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCGUGCGCUUUUCAAAGGAAACAAUUUUUUGGAGUUCAAAUGCUUAAAUGUCAUUGA

>ENSG00000199789:99910570:99910770:14:1

AACUAUUAGAUUACAAGGGCACUUUUAUUGGAUAAUCUGCCCAGCACAAACUUACAGCUAAAAUGAAUUUCCAUGCUCGCUUAGGCAGCACAUAUACUAAAACUGGAAUAAUACUGGGAAGAUGAGCAUGGCACCUGCGCAAGGAUGACACACAAACUAGUGAAGACUUCCAUAUUUUUGUCCUAUGGCACUGUAGGAUG

>ENSG00000238415:43122599:43123099:9:-1

AGCUAAGCCUCAUCCAUGACUCAUGAAUAUCCAUGUAUCAAACAGGGCUUUGUACUUAUUUCAACAGCACAUAUUUUAAAAUUGGAUCAAUACAGAGCAGAUAAGCAUGGCUACUGCCUAGGGAUGGCACACAAAUUCAGAAAACAUUCCAUAUUUUGCCUAGUCCCAGGUAGGCCAUUUGACUAUUUGUUGAGUAGCUC

>ENSG00000222238:103067207:103067407:10:1

CAGGGGUCAGCUGUGCAGAGCACCCCCACCCCCACCAUUUCCAUUCACACCCUUUGGGUUCUAUAGAGUUCCACUCCUAUCACCUCUCGGUCUUUUGGCUAAGAUCAAAUGUAGUAUGUUUUUACCAGCUUAACAUCUGAUACAUCCUCUAUCUGAGGACAAUAUAUUAAAUGGGUUUUUUGAGCAGGGGGAUGGAAAAG

>ENSG00000207483:28956785:28956985:10:1

CAGGAGUUUGAGACCAGGCGGGGCAUAAAAGCGAGACCCUGUCUCUAUUAAAGAAAAAAAAAGUGCUUGCUUUGGCAGCACAUAUGCUAAAAUUGGAAGGAUACACAGAAGAUUAGCAUGGCCCCUGCGCAAGAACGACACGCAAAUUCAUGAAGCGUUCCAUAUUUUUAUCUGCCAGCCAUCACCACCCGAUUUUGAUU

>ENSG00000252220:83415575:83415775:12:1

UCUAGGGUGUUUUCUAAAAUUUAUAAGUGAGAUCAUAUUGUGCCUCUAUUUCGAAUCCUCCAUGAUGUUCCUUCCUCUUCAAAAGACACUCCAGGGCUCAAUACAGCAGCAUAUACACUAAAAGGGAAAGGACACAGAGAUUUGAUGGCUCUUGUACAAGGACGUCACAUAAAUUCAUGAAGUGUUCCAUAUUUGCACAG

>ENSG00000206802:27562934:27563134:21:1

GCUAAUUUUUUUAUGAGCUUGAGCCUAGGAGUUCAAUACCAGUCUGGGCAACAUAGUGAAGCCCCAUCUGUACAAAACAAUACAGAAAUUAGUGCUUGCUUCAGCAGCACCUAUACUAAAAUUGGAAUGAUACGGAGAAGUUUAGCACAGCCCCUGUGCAAGAAUGACACGCACAUUCAUAAAACAUUUCAUAUAUUUGU

>ENSG00000251787:142519971:142520171:3:1

GGAUUUACUGUCUUACAGCCAUCUUUGUAUGCUAGCACAUGUAGAUGUUCUUCAUUCUUUUUAAAAACAAUGUUGAGUAAUGUUACAGCUCUUUUAGAAUUUGUCUAGCAGGCUUUCCGGUUCUUGCGGGAAAGUCCCCCCCAAAAAAUAUUAAAAAAUAAAAAAUAAAAACAAUAUUGAGGAUUUUCUAAAAUUUUUUU

>ENSG00000222490:90233720:90233920:3:1

UUAUGCAAAAAAAGGGUAUGUAUUCUGUAGAUAUAAGUGUAUAGUGCUACUCAAAGUGAUUUAGUGUUCGCCUUGGCAGUACAUAUACUAAAAUUAGAAUGAUACAGAGAUUAGCGUGGCCCCUGUGCAAGGAUGACACGUUCUAAAAAUUUAUUAAAAUAAAAAAAAAGAUUUAAAGAGCAUGAUGGAAUUUGGUAUAG

>ENSG00000207204:98392101:98392601:7:-1

UCACUGAGCAUACUGUUCCCAUGUUUUAUUAUGUUGUGCCAUGUGAUAGAAUUUCCAUCUUUUUUAUGGCUGAAUAAUAUUCCAUGGCAUGGUGCUUGCUUUGGCAGCACAUAUACUAAAAUUGGAAAGAUACAGAGAAGAUUAGCAUGGCCCCUGCGUAAGGAUGACAUGCAAAUUCGUGAAGCAUUCCAUAUUUUUUU

>ENSG00000201919:22314217:22314417:1:1

CUGUGAAUAGCCACUGUACUCCAGCCUGGGCAACACAGCAAGAGCCUCUCUCUUAAAAAAAUGAAAAUAAACUAAAUAAAAUAAAACAGUAGUGCUUGCUUUGGCAGCACAUGUACUAAAAUUGGAAUGAUAUAGAGAUUAGCACGGCCCCUGCGCAAGGAUGACAUGCAAAGUCAUGAAGGCUUCCAUUAAAAAAACAU

>ENSG00000239053:10884234:10884434:2:1

GAGUUUGAGGCUGCAGCGGGCCAUGUAACGCCAUUGCACUGCAGCCUGGGUGACAGAGUGCGACCCUGUCUCGAAGGAAACAAUACAGCUUUUUUAGAAUUUGUCUAGGAGGUUUUCUGGUUUUCACCAGAACCAACCCUUGCCUGCAAAUGUUUGAUAGAUACUCUAAAAUUACUCUCUAGUGAGGCUGUACCAAUCAA

>ENSG00000199849:164320449:164320649:1:1

CAAAAAUUGACAGGUGAGACCUAAUUAAACUUAAGUGCUUCUGCAUGGCAUAAGAAACUAUCAUUAUGGUUUCUCUUCAGAAUGAAUAAAUCUUUUGCCUUUUAUUAAAGAUUUCCAUGAAGAGGAACAGAUGGGAGUUAGUAAGAAAUGUUUUGAAGUCCUGCUUGAGCAGGGCCAAGUAAAUUAAAAAAAAAAAAACU

>ENSG00000200796:38862296:38862496:1:1

AUGUUAACAGGUGACACAAUUACAAAAAGUGCUAGUGCUUACUUUGGCAGCACAUAUACUAAAAUUGAAAUGACACAGGGAAGAUUAGCAUGGCCCCUGCACAAGAAUGACAUGCAAAUUUGUGAAGUAUUUUGUAUUUUAGGCCAGAAAAGAAUGAGAUGAUAUAUUCAAAGUACAGAAAAAAAAAUUGGCAACCAAGA

>ENSG00000200393:54156847:54157047:19:1

CUCCGGCCUGGGUGACAGAGCGAGACUCCGUCUCAAAAAAUAAAAAUAAAAUAAAAAUAAAAUAAAAUAAAAUAAAUAAAAUAAAAGUGUAGUGCUCGCUUCAGCAGCACAUAUACUAAAAUUGGAAUGCUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGACAUGCAAAUUCAUGAAGCGUUCCAUAUUUUGUG

>ENSG00000199514:38345024:38345524:3:-1

AUGAUCCGCCCACCUCAGCCUCCCAAAGUGCUAGGAUUACAGGCGUGAGCCACCGCGCCCGGCCUGAUUGAACUUUUAAAAGAUAAGAAGGGUGCUGGCUUCGGUAGCACAUAUACUAAAAUUGGAACGAUAUAGAGAAGAUUAGCAUGACCUCUGCACAAGGAUGACACACAAAUUUGUAAAGUGUUCCAUAUUUAAAU

>ENSG00000222355:53843743:53843943:7:1

CCUACCAAGUCUGAGGAGCAAGAGAUUAAAGGAUCUGAGGAGCAAGAGAUUAAAGGAUCUGAGGUGCAAGAGAUUAAAGGAGAGAAUCCCUUCUAGGUCUUUUGGCUAAGAUCAAGUGUAGAAUCUGCUUUUAUCAGUUUAAUAUCUGGUACUUCCUCUAUCCCAGGACAAUAUAUUAAGUGGAUUUUUGGAGCAGGGAG

>ENSG00000202300:203287884:203288384:1:-1

GACUGAGAGAGCCUGGGAUUCCCAUCUUAGGAAUACAGAAUGGCAAAGAAAGUCUGCAGGAAGGGAAUGGCAUGAUGAAAAUAGAGUUUGCAUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACGGAGAUUAGCAUGGCUCCUGCGCAAGGAUGACACACAAAUUUGUGAAGCAUUCCGUAUUUUUAUAAA

>ENSG00000202423:79109537:79109737:2:1

UUAUCAUUCUACGUUUCUUUAAAAAUGCAAUAUGUGUGUUCACUUCAGCUGCACAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUCAGCAUGACCCCUGCACAAGAUGGCAUGUAAAUUCUUGAUGCAUUCCAUUUUCUUAAAAAAAAAGCGAUAUCUUCUUGUGUAGCUGUGAAGAGACUAAGUAGAUUAUUUUUUUA

>ENSG00000206843:138999797:139000297:7:-1

UAGAUAUCUGGAUAUUAAAUUUAAUACUAGACAGGGAAAAUGUCACAAAGAAAAAUGAGGGACAUCAUAUUGGUAAAAGAACAUUAUAUCAGUGCUUGCUUCAGCGGCACAUAUACUAAAACUGGAAUGAUACAGAGAUUAGCACCACCCCUGCGCAAAGAUGAUACACAAAAUUGUGCAGCGUUCUAUAUUUUUUAAAA

>ENSG00000252417:15934340:15934840:1:-1

AGUAUCCAUCAACUGAUGAAUGGAUAAAUAAAAUGUGGUAUAUCCAUAUAAAAGAAUAUUAUUUGGCAACCGAAAAAGAAGUAUUAGUGCUACAGUUCUUUUAGAAUUUGUCUAGCAGGGCCAGGCGCGGUGGCUCACGCCUGUAAUCCCAGCACUUUGGGAGGCCGAGGCGGGUUGAUCACGAGGUCAGGAGUUCAAGA

>ENSG00000252654:50521430:50521630:20:1

AGUGACCCUCAUCUAAUCCUUGGAUCCCCAUCCAGCCUUUCCACAAACUCUAUGGGUUCUGACCUUAAAAUAUAGCCCAGUGUUACAGCUCUUUUAGAAUUUGUCUAGCAGUCUUUCCAGUUUUUGCCGGAAAGCCCCUCUCACGCUUAAAAUAAUAAUAAUAAUAAAAUAAAAUAUAUUUUAAGUCUCACGCCUGCAAU

>ENSG00000238923:7052901:7053101:12:1

AAAAAAGUCACCUAAGCUCACCCUCAUCAAUUGUGGAGUUCCUUUAUAUCCCAUCUUCUCUCCAAACACAUACGCAGCAGUGUUACAGCUCUUUUAGAAUUUGUCUAGUAGGCUUUCUGGCUUUUUACCGGAAAGCCCCUCUUAUGAUGUUUGUUGCCAAUGAUAGAUUGUUUUCACUGUGCAAAAAUUAUGGGUAGUUU

>ENSG00000206926:15474377:15474877:3:-1

CAGCACACUCUCCGGGGUAGGUCAAGCUCUCUAACCCUCAGUCUCCGUACCUUUUUUUUUUUUUUUUUUUUUUUAGAUAAUAGCACCUUUCGUACUCACUUCGGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGCCCCUGUGCAAGGAUGACACACAAACUCAUGAACAAUUCCAUAUUUUUAA

>ENSG00000252141:52139456:52139656:13:1

CCAAACUGUGGCCCAUGUAAUGUGACUCAGGUCUGUGAAAACUUGUCAAGUGGUACACCGAAAAGCUUCAUUUUAAGAAUAUCCGUUUCCAGUGCUCGCUUCGGCGGCACAUAUUCUAAAAUUGGGAUGACAGAAAAUUAGCAUGGCCUCUGGGCAGAAAAAUAAAUACAAGUAAAUAUAAAUCUGUUUCCAGAGUUUUA

>ENSG00000207343:20770847:20771347:22:-1

UUCAGUUUCGGGUGAUGAAAAGAUUCUAGAAAUAGAUGGCAGUGAAUGUACUUAAUGUCACUAAACCGUGCACUUAAAAAUGAUUAAAAUAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUCAGAACGAUAGAAGUUUCUCAUGGCCUCUGCCCAAGGGUGACACGCAAAUGUGUGAAGCGUUCCAUAUUUUUAUUUUU

>ENSG00000251748:33868447:33868647:9:1

UUUUCCCACAUACUAUUAUUGAACAUUUUAAAGAUUUGUAGUUGGCAGACUUUUGACACUUUGAGCAAGUUAAUAAGAAAGCAUGUUUUAACCACCCUUUUCUUGGGGUUGCGCUGCUGUCCAAGGAUUGCAUAACAAGGGCAGCACUGCUAAUGCCUACACAACACUCCCGCCUCAGCUAGAGCUUUGCUUUACCUUGG

>ENSG00000252588:73741993:73742493:13:-1

UAGUGAGAUCCUGUCUCUACAGGGGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGUUUUUUUAAAGAAACAAACACAUACUUAUUACAGGUCUUUUAAAAUUUGUCUAGCAGGUUUUCCAAUAUUUACUGGAAACCCUCCCCCACCUGCCACACACACAAAAGAAAGACACAGACAUGUAAACAAAUAAUAAUA

>ENSG00000200887:30588258:30588758:10:-1

ACACACCCCAAAAGAUGUGACAGGACUUGUUACGUAAUGAGUCUCUGAGAAGAUCAGGGAAGGCUUCCCAGCUGGUUUGAAAAUGGUUUGAGUGCUCGCUUCAGCAGCACAUGUACUAAAAUUGGAGUGAUAGAGAGAAGAUUAGUAUAGACCUGCACAAGAUGACAGGCAAAUUCGUGAAGCAUUCCAUAUUUUAAAAA

>ENSG00000251804:142126302:142126802:3:-1

GUUUAAAAAAAGACAGUGCUCUCUUCAGCAGUACAUAUACUUAAAAAAAAAACUGGAAUGAUACAAAGAAGAUUAGCAUGGCCCUUGCGCAAGCAUGAUAUACAAAUUCAUGAAGCAUUCCAUGCUAAAAAAUAGUAAUGAUAAAAACAAAAAAGUAGGCCGGGCACAGUGGCUCAUGCCUGUAAUCCCAGCACUUUGGG

>ENSG00000202167:149146485:149146985:1:-1

AUGGCGCCGGCCAAGCAGAGGGGAAGGUGGUGACCCUGAGCCUGCGGCUACGGGACAGGAGGCUGUACUGUCCCUCCUCUCCUCUUACCUGGCGGGGGACAGACCGUGGUCAGGAAGGGGGUUCUCCCUGGAUGAGGCUAGUCCACCGCACUGCGGCUGCACUGGCCCUGCGAUUUCCCCACAAGCGGGGCCCUUGUCUG

>ENSG00000201591:39282581:39282781:11:1

CAUAACACUGUAAGCAUUAAAUCUCUGAUAUGUAAAUCCAGAUACAAAUCACUGCUUUAUGGAGUGUUAGAGUUAUUGCUUACUUUAGUAGCACAUAUACUAAAAUUGUGAUAAUACAGAGAAGAUUUGCAUGGCCCCUGUGCAACAACAACACACAGAUUUGUGAAGCAUUCUAUGUUUUACAAAUUGAAAAAAAAGGC

>ENSG00000252898:174367514:174368014:4:-1

CAUCUAACAACUGUCUUGCUUUGGUGCAUAGCAGAAGUACUUUAUAUGUGCUUCUCAUUUUGUGUCACAGAAUAUUAAAAACAUGUACACUGUGCUUGCUUCAGCAGCACUUAUACUAAAAUUGGAAUGACGCAGACAAGCAGGCCCCCUGCACAAAGAUGAUAUGCAAAUUUGUGCAGAGUUCUAUAUUUUGCUUUCCU

>ENSG00000199963:39392450:39392650:1:1

GCAGUGAGCCAAGAUCGUGGCACUACACUCCAUCCUGAGUGAUAAAGCGAGACCCUAUCUCAACCAAUCAAUCAAUAAAAGAAUGCUUGUGGUGCUCGCUUCAGCAGCACAUAUACUAAAAACCGGACCAAUACAGAGAAGAUUAACAUGGUCUCUACACAAAGAUGACACGCAAAUUCGUGAAGCAUUCCAUACAAAAC

>ENSG00000212456:147994078:147994278:1:1

GGCAAGUGACCGUGCGUGUAAAGGGUGAAGCGUGUGAGGCUGUGGCGGGGCGGAGGUGCAAAAGCUCAUACUUACCUGGCAGGGGAGAUACUAUUAUCUAAACGAAGGUGGUUUUUCUCAGGGCGAGGGUUAUCCAUUGUGUUCCGGAUGUGCUGACCUCUGCGAUUUCCCCAAACGUGGGAAACUCGAUUGCAUAAUUU

>ENSG00000252825:51215876:51216076:1:1

UUCCUUGAAAAAUUGUGAAGACAUGCAGAUGUCAUCAAGAACAAAUCACUGAAUCCAAUAGCAUACUUUUGUAUUUAAAAAAUUAACUUAAGUGCUUGCUUUGGCAGCAUAUAUACUAAAUUUGGAACAAUACAGAGAAGAUUAGCAUGAUAAAUAAGAAUUUAAAACAUUAACUUAAUUGGAUUAUGAUUUAUAUGUAA

>ENSG00000252423:68865948:68866448:7:-1

GUUUUGUCAAGUGGUUGUUUACUUUGAUAACAUACAAACCAUCCAUCCUCUGUGAUUUCUUUCAACUUAACUUGUAAAGUUACCACCCUUUGUGCUUGCGUUAGCAGCACAUAUACUGAAGUUGCAACAGUACAGUGGAAAUUUGCAUGGCCCUUGCAUCAGGAUGACAUAGAUUUAUAAAGUCCAUAUUUUUUGUAGUA

>ENSG00000201119:145784187:145784687:6:-1

GUAUAUAUCUUACAUAUUGCAUGGGAGGUGAUCUGGGGAUACUUACUAGGCAGGUGAGAUAUUGUGAUUACAAAGGUGGUUUACCCAGAGUGGGCUUAUCCAUUGCACUCUGGAUGUUCUGACCCCUGUGACUUCCCCUAAUGUGGAAAACCCAAGGCAUAAUUUGUGGUAGUGAGGAAUUUCGUUUGCACUCUCCCUCA

>ENSG00000200213:37438751:37438951:21:1

UCCAGCUGCAUCCAUGUUGCUGCAAAGGAAAUGAUUCCAUUCUUUUUUGUGGGAACUAUGUUCUUUAGUUGCUUUAAACUAGUGGGUAGUAGUGCUCGUUUGGGCAGCACAUAUACUAAAACCGGAAUGAUACAGACAAGAUUUAGCAUGGUGCCUGGGCAAGGAUGACAUGCAAAUUCAUGAAGCGUUCCAUUAAAAAA

>ENSG00000207378:99474931:99475431:8:-1

GAAACUGUUUUAGGUUCUAUGUCCUCUGCUUAGAAGGCAGUAUAUUCUGUGGAACACUUUAUAAAGAUUUUCUGUUCAAAACAAUUGAGACGGUGCUCACUUCAGCAGCACAUAUACUAAAAUUGGAAUGAUACAGUGAAGAUUAGCAUGGCCCCUGUGCAAGGCUCACAUGCAAAUUCGUGAAGCAUUCCAUAUAUUUC

>ENSG00000239194:67424378:67424878:16:-1

CCUAAGCAGCCCCUGCUUCUCAUGUUCCCAGGAGGUGGGGAACUGGGGGGCUGGAACCAGGGAGGACAUCAAGAAGGGGUCAGGGAAACACCAUGAUCACGAAGGUCGUUCUUCCAGGGCAAACCUUAUAUCUAUUGCCCUCCAGAGUUGCUGACCCCUGCGACUUCCCCAAACGUGGGAAAGAAACGCAAUUGCAUAAU

>ENSG00000206616:24022344:24022844:15:-1

AAUUUUUAAAAAAUCUCUUUGAUAGACUUUUGACAUAGCUGAGGAAAGGAUCAGUGAACUGGAAGAUAAUUAAAUAGAAACUUUACAAUUGGUGCUUGCUUCAGCAGGAUAUAUAUUAAAAUUGGAAGGAUACACAAAAGGGUAGCAUGGCGCCUGCACAAGGAUGUCAAGCAAAUGUGUGAAGCAUUCCAUAUUUUUCA

>ENSG00000222426:34282321:34282821:9:-1

CUAAGAUCAAAUGUAGUAUCUUUUUUUUUUUUAAGACCAGUGGUUCAGAAUAGAAAGUGUAGUAUCUUUUCUCAGCAGUUUAACAUGUUCUAUUCAAGGACAACCUAUUAAAUGGAUUUUUGGAACAGGGAGAUGGAGUAGGAGCUUGCUCUGUCCGCUCCAUGCAUUGACUUGGUAGUGCAAGACCUCCAGGAAUGGUG

>ENSG00000199551:12379514:12379714:12:1

CUGAGCUUGGGAAUAUGUCAAUAGAAACUUCCAAAGCUGAAAAGCAGAUUUUUUAAAAAGACUGAAAAAAAGGGAACAGAAUAUCUAAGAACUGCGUUCAGUUCAGCAGCACAUAUACUAACACUGGAACAAUUCACAGAUCAGCAUGGCCCCUGCACAAGGAUGACAUGCAAAUUCGUGAAGCGUUAGUAUUUUUAUAA

>ENSG00000223096:179007184:179007384:2:1

GACAGGACACAUAGCAAAUAAGUAAUGGAGCUGGGAUUCGCGCUCAAGAAAUAUGACUCCAUGGCCUCACUUAAGUUCACACACUGUGAUACUCUGGUUUCUCUUCAGAUCAUAUAAAUCUUUUGCCUUUUACUGAAGAUUUCCGUGGAGGGAACAGUCUUUACCCAAUUUUUUGAGGCCUCUUGUUUAAGGAUUUUUUU

>ENSG00000206583:85220888:85221088:11:1

UAUAACUGGAGAAUUUGAUCUAAUGAGGCAGAUCAUGGAAUGCUUCAUUGAAGAAAUGAUUGUGCUGAGAUCUAAAAGACAAAGGUUAGUUCGGCGCUCACUUCAGCAGCACACAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAGGGCCCCUACAAAAGGAUGACACACAAAUUCAUGGAGUGCCCCAUGUUUUU

>ENSG00000238444:111903011:111903511:11:-1

GCAUUUGUCCCAACCUUACCAGAUAUCUUUCCAAGAUAAAAACGUAAUAUUAAGAACUGUUCUGUGCUCGCUUCAGCAACACAUAUACUAAAAUUGGAACGAUAUAGAGAUUAGCAUGGCCCCUGCGCAAGGACAACAAAUUCGUGAAGCAUUCCAUAUUAAAAAAAAAAACAUUAUUUGGUGACAAUAGUUAAUAACAA

>ENSG00000239088:17706371:17706571:3:1

GACAGGAAUCAAGGAAGGCAAAUCACAGAAGAAUGUUUGCCUCCACAGCCUUGAAUGAAGACUGGAACUUAUGUUACUGAAUCAAAGGUUACAGGCUCUUUUAGAAUUUGUCUACCAGGCUUUCUGGUUUUUACCGGAAAGCCCCGCUAUUUAAAAAAAAAAAAAAAAAAAAGGAAGAAGAAAGGAAAAAAAAACGGUUA

>ENSG00000199791:231451805:231452005:2:1

AAUUCUUUAACAUUUAAAAAUCAGGAAAUCAUGCUUGUUUCGGCAACACAUACACUAAAAUCGGAACAAUACAGAGAAGAUUAGCAUGGCCCCUGCACUAGGAUAACACAUAAAUUUGUAAAACACUCCAUUAAAAAAAAAUCAGGAGGCCGGGUGCCGUGGCUCACACCUGUAAUCCCAGCACUUUGGGAGGCUGAGGC

>ENSG00000207162:64963370:64963570:15:1

UGCACUCCAGCCUGGGGGACAGAGCAAGACUCCGUCUCAAAAAAAAAAAAAAAAAAAAAAAUUAAUUAAAAAAAAAUAAAGUGUUCAGCGGGUGCUCACUUCAGUGGUACAUAUACUAAAAUUGGACCAAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGGUGACAUGCAGAUUCGUUAAGUGUUUUAUAUUUUUAA

>ENSG00000200369:27603955:27604155:10:1

AGACUUCACAAAACCCCAGGUAAGUUGGUUAGAUUUAACAGAGCUAAGCCUCAUCCAUCACUGAUCAGUCUUCAGGUAUAAAAGUAGGGAUUCAUGCUGGCAUCAGCAGUACAUAUAGUAAAAUUGAAACAACUUUGAGAAGAUCAGCAUGGCCCCUGCACGAGGAUGACACACAGAUCUGUGAAGUGUUGUAUAUUUCU

>ENSG00000206599:50267541:50268041:19:-1

AUUUAAAAUGUCUAUUAGCAGUGAUGUUUGAACUAGUCUUUUUGAGAAGUGUGAAGAGAACAGGAAAAGUCUGUCCCUAAAUAGCAGGGCAGUGCUCGCUUCGACAGCACAUGUAUUAACAUUGGAACGAUACAGAGAAGAUUAGCAUGGGCCCUGCGCAAAGACCACAUGCAAAUUUGUGACAUGUUCCAUAUAUUUUU

>ENSG00000251991:14500382:14500582:11:1

ACUUAAUUAUAGAAACCAAAGCUCUAAGAGAUUAUGGCUGUCAAAAACAAAUUCUUAAUGUCAUAGCUCUUUUAAAAUUUGUUUAGCAGGCUUUCUGGUUUUUGCCGGAAAGCCCUCUCACAAAAAAAAAAAAAAAAAAAAAAAAAGCAAAUCCUUAAUAUGAUUUUCUUCUCACAAAGGAAGCAAAUCCUGCUCUGCUC

>ENSG00000200560:61650363:61650863:17:-1

UAUUACAUAAAGAAGGAAGAUUCUAGAUGAAAUGUGGAAUUUUUGGUAUCAGCCUUUGUGGAGGAGAAACGGGAAAAAAACCCAGAUGAGAGUGCUUGCUUCAGCAGCACACACACUCAAAUCAGAACUAUACAAAGGUUAGCAUGGUCCCUGCACAAGGAUGACAUGGAAAUUUGUAAAGUGUUCUGUAUUUUCACAAA

>ENSG00000207278:3894468:3894968:18:-1

AGACAAUCUGGCCAACAUCUGAAUAGUAUCAUCAAAGAUCAUAUCAGAGGUAGAAAUGGAAGGCCUUGAAAAAGUAAGAGGAGUACUCACUUCAGCAACACAUAUGCUAAACUGGGAAUGACACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGACAUGCAAAUUCAUGAAGCAUUCCAUAUUUUUAAUCCGAAAAU

>ENSG00000222170:48765399:48765899:16:-1

UGUGCUCAGCUCUCAGUUUCUUAGUCUGCAAAAUGAAACUAAUUUCACCUACCUGUCUCACAAGGACAUCAUUUGGCAGCAUAUACACUAAAAUUGGUAAAAUACUGAGAAAACUAGCCCCUGUACAAGGAUGACACACAAAUUUAUGAAACGUUCCAUAUUUUUUAAAAAAAGAAUUAAAUAAGACAUUCUAGGUAGGA

>ENSG00000207114:171221792:171222292:3:-1

CAUAAAUUGAUAUGAGGGCUGUGUGAUUCUGAGACAAAGGGAAAACAUAUGUCUUCAUAGCCUAUGAUUUUUCAAUUUAAAAAUAAUAUUGUAGUGCUUGCUUCAGCACCACAUAUACUAAAAUUGGAAUGACACAGAGAAGAUUAGUGUGGUCCCUGUGCAAGGAUGACAUGCAAAUUCUUGAAGCAUUCCAUAUUUUU

>ENSG00000238558:135839034:135839234:9:1

CGGCCAAAAAAAUAUUUCUUAUGGCAUUAUCUGCAAAAGUUGAAUAUUGGAGACAACCCAAAUGUCAAUUAAUAGGGGACUGAUUAGUGUUACAGUUCUUUUAGAAUUUGUCUAGCAGGCUUUCUGGUUUUUGCCCAAAAGCCUCUCAAAAAAGUUUAAAAAAGAAAAAAAAUAGGGGACUGAUUGAAUAAACUAUGGCG

>ENSG00000223330:56469525:56470025:7:-1

CUGUUACUAGGUGCCUAUAAAUACCAUAGAUUUUUAAAUUCUCUGUAACUCUUCCUUAUUUCACUUAACCACUCUAUCUUAAAUUACUCAUGCUUGCUCCAGUAGCACACAUACUUAAGUUGGAACAAUAGAGAGAUUGGCAUGGCCUCUCUGAAAGAAUGACAUGCAAAUUUGUGAAGCAUUCCAUAUUUUUUUUAAAA

>ENSG00000252599:44381690:44382190:2:-1

CCCCAGAACUCCCCUUCUGCCCCCUCCCAAUAGCUAUUCUCUCCUUCUUCCCCAAAGGAAAUCACCUUCUUGAUUUUUAAUAUCAUAGAUUUGCCUGUUUACAAACUUUAUAUAAAUGGAAUCAUGCAUACAGAGAAGAGUAGCAUGGCCCCUGUGCAAGAAUGACAUGCAAAUUUAUGAAGCAUUCAUUAAAAAAUAAA

>ENSG00000199460:69409916:69410116:2:1

AUCUAAAAUUAUGGACUUGAAAGUACUAGUAAUUACUUUGUCAAUUUCCACAUAAUCUGGGUUGAAAACUAGGCUUUUUAAAAAUCACCGUGGUGCUCACUUCUGCAGCACAUAUAGUAAAACUGGAACAAUAUAGAGAAGAUUAGCAUGACCCCUGGGCAAGGAUGACAUGCAAAUUCGUGAAGUGUUCCAUAUUAAAA

>ENSG00000251718:11701234:11701434:2:1

CCAUGGCCACCCCUAGGCUCUCCUGACCUGUUCAACAGUGACCAUUCCUUCUGAAAUAUUAUUUCACUUAUAAAAAGCUUCCUACAUUGCUUCUCGGCCUUUUGGCUAAGACCAAGUGUAGUAUCUGUUCUUAUCAGUUUAAAAAAAGCUUCCUACAUCCAUACCAUACCUGACCCUGUUAUAGAAUGGCUAUUUGUAUG

>ENSG00000206725:230837939:230838139:2:1

AUUUUUCCCUGUCCUCACCAAUACAGGGUUUUAUCACUUAAAAAAAUCACCAAUUUGAGAAAAAAUAAGUGUUAGAAAAUAUCUUAUUAUUGUGUUCGCUUUGGCAGCACAUAUACUAAAACUAGAACUAUACAGGGAAGAUUAGAAUGGCCCCCGCGCAAGGAUGACAUGGAAAUUCAUGGAGUGUUCCAUAUUUUUAA

>ENSG00000201452:175485252:175485452:3:1

AAGGCAAUCUAGAUAUUCAAAUUAGGAAUAAUUUGAAUAGAAUUCUAAGUUUGUAUGUGCAUUAGAAGUGUUGAAGAUAUAAAAGUGAAGGAAAUGCUCACUUUGGUAUCACAUAUAAUAAAAUUGGAAUGAUACAGAGAUUAGCAUGGCCCUUGCGCAAGGAUGACAUGACAAUUCAUGAAGUGUUCCAUAUUAUUAUA

>ENSG00000251908:14402928:14403428:12:-1

UGAUCAUCCUGAAACAUCUAUUGCACAAAAAUGAAAGGAAAACAGGAUUACCACAGUAAAAAAAUACCGUUUUCAAAACAGAAGAAACAAUGCUUGCUUCAACAGCACAUAUACUAAAAUUGGAAUUACACAGAGAUGAUUAGCAUUGUCCCUCUGCGGGGAUUACGUGCACGUCAUUUGUGAAGCAUUCCAUAUUAAAA

>ENSG00000200917:106328107:106328307:4:1

UUGUAUUUCUAAAACAAAGGCAAAAAAAGAUUAUUUUAGAUAAAUAGCACAUACAUAUACUAAAAUUGGAACAAUACAGAGAAGAUUAGCAUAGCCCCUGCGCAAGGAUGACAUGCAAAUUCGUGAAGUGUUCCAUAUUAAAAAAAAAAAAAAGAAAAGAAAAUUCGCCACCAGCAGGAGUGCACUACAAGCAUAGUGAA

>ENSG00000222405:70837342:70837842:12:-1

AUAUAUUAUGGUACUACCAGGGAAGGAAACGUAAGUGAGAAAGCAAUAAAAUUUCAUGAAUAGUAAGCAUAUCCUUUAAGUACAUUUUCAGCUUCAUGCAGCCAGUGAGGUUUUUCUGAGGUGUGAUUAUUGCUAAUUGAAAACUUCCCAAUACCCGGUGGUGAUGAUUUGCAAUACAGUUGGCAUCGGAAAAUUUUGAC

>ENSG00000252826:149214951:149215451:1:-1

GCAAGUAACCGUGGGUGUAAAGGGUGAGGCAUAUGGAGCUGUGGCAGGGCGGAGGUAUGUGGACUGCCACUUAUCUGGCAGGGGAAAUCCUAUGGUUACCAAAGUGAUUCGUCCUAAGUUUGAGGCUCAUCCAUUGCACUCCAGAUGUGCUGUUCUCUUGUUGUUUCCCCUAAUGUGUGAAGCUCAACUGCAUAACUGAG

>ENSG00000207366:48810187:48810687:14:-1

UGUUGACAACUAGUAGAUAAUAUUCACAGGCUAUACCAUGGACACAGGGUUAAUAUCCUUAUUAUUUAAAGAACUCUUAAAAAUUGAAGGACAGUGCUUAUUUUGGCAGGACAUAUACUAAAAUUGGAAAGACACAGAAAAGAUUAUCUUGGCACCUAUGCAAUGAUGACUUGCAAAUUCGUGAAGUAUUCCAUAUUUUU

>ENSG00000252661:15255934:15256134:19:1

UUUAACACUAUAAGAUGUAUUUUGCAAGCCUCAUGGCAAGCACAAAGCAAAGGCCUAUAAUAGAUACACAACAAUGAAAAGGAAGGAGUCAGUGUUCGCUUUGGCAGCACAUAUACUAGAAAUGGAAUGAUACAGGGAUGAUCGUGGCCCCUGCACAAAGAUGACAUGCGCAUUCUUGAAGCAUCCCAACAUAAAACUUA

>ENSG00000207472:182951107:182951607:1:-1

CAAGGCAGGCGAAUUACUUGAGGUCAGGAGUUUGAGACCAGCCUGGGGCCAACAUGAUGAAAUCUCGUCUCUACCGAAAAUACAAAAAUUAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGUGCAAGGAUGACAUGCAAAUUCGUGAAGCAUUCCAUAUUUUUCA

>ENSG00000221439:890237:890437:12:1

CAAUGAGCUGUUUUUUGUUUUAUUUCGUUAACAACAACAACAACAACAACAAAAACUGCUAACCAUCUUUUUCUUGGGGUUGCACUACUGUCCAAUGAGCACAUAGUGAGGGCAGUACUGCUAACGCCUACAUAACAUGCCUGCAUCAUCUAGAGCUUUGCUUUACCUUGGUACAAUUUUUGGAAGAAUGAAAAACUGCU

>ENSG00000201746:10223236:10223436:1:1

CUUUGUAGAUCCAAAGAGCUGGAUCUACAAGCAUGUACCACCACGCUUGGCUAAUUAAAAAAAUUUUUUUUAUAGAGACAAAGUCUCACAUGCUUGCUUCAGCAGCACGUAUACUAACAUUGGAACAAUGCAGAGAAGAUUACCAUGGCCCCUGCUCGAGGAUGACAUGCAAAUUCAUAAAGCAUUCCAUCCUUUAAAAA

>ENSG00000252988:73525717:73525917:2:1

UAAGAAAUUUGCCCAAGCUUACCAGGUUAGUGAUGAUGCCGGGAUCUGAACUCAUACUAUAGCCAUAGGCUAGAUUACAAAAAGUGAAAUUUCAUGCUCACUUCAGCAGCACAUAUACUAAAAUUGGAAUGAUACAGGGAAGAUUAGUAUGGUCCUUAAAAAAAGUGAAAUUUUUUAGGACAAAUAGAACUGGUUUUAGG

>ENSG00000252206:56745938:56746438:12:-1

CUGCCCACCUUUGCUUCCCAAAGUGCUGAGAUUACAGGUGUGAGCCACCAUGUCAGCUGGCGAGGCUUUUUAAAAGAUAGUUCCAAGUGUUACAGCUCUUUUAGGAUUUGUCUAGCAGGCUUUCAGGUUUUUGCCAGAAACCACCCCCACCCCCACCCCCACCAAAAAAAAAAAAAAAAAAAAAAGAUAGUUACAAAUGU

>ENSG00000212230:243244218:243244718:1:-1

AGCUGUUACUAGGUGCCUAUAAAUAGCAUAGAUUUUUAAAUUCUCCAUAAUUCUUCCUUAUUUCACUUAACCACUCUAUCUUAAAUUACUCAUGCUUGCCUCAGUAGCACACAUACUUAAGUUGGAACAAUAGAGAGAUUGGCAUGGCCUCUGUGAAAGAAUGACAUGCAAAUUUGUGAAGCAUUCCAUAUUUUUUUAAA

>ENSG00000238697:77156474:77156974:6:-1

UAGUCAGCCAUUGCUUUCAGUCAUCUGCGUAUUUCAACAUAAUACUUUCUACUUACGAUGGGUUUAUUGGAAAGUAACUCUAUUGUAAGCCAAGGAGCAUUUGUACUAAAAUUGGAAUGAUAGAAUAUUAACAUGGUCCCUGCACAAAGAUGACAUGAAAAUUUGUGAAUCUUUCCAUAUUUUUCAACCCAAAGAGUUCA

>ENSG00000200877:85864177:85864377:11:1

GUAACCAGGUUGAAAACCAGUGUCAUAAAUGCUCAAGGAAUAUUUGUUGAAUGAAUGAAUGAACCAAAUGGGAUCAGAAAGAACAAACCCCAUGCUGGCUUCGGCAGCACAUAUACUAAAAAUUGGAAUGAUACGGAGAAGAUUAGCAUGGCCCCUGCACAAGAAUGACACACAAAUUCAUGAAGUGUUCCAUAUUAAAC

>ENSG00000206906:19119435:19119635:14:1

CUCAAGUAAGUUGGUUAGAUUUAACAGAGCUAAGCCUCAUCCAUCACUGAUCAGUCUUCACGUAUAAAAAUAAGGAUUUGUGCUGGCUUCAGUGGUACAUAUAGUAAAAUUGAAACAACGUUGAGAAGAUCAGCACGGUCCCCACACAAGGAUGACAUAGAAAUCUGUAAAGUGUUGCAUAUUUCUUACAGUCCCCAAAA

>ENSG00000201070:99398837:99399037:2:1

AAUAAUGGCUGAGAACUUUUAAAAAUUAGUGACAGAGCUUUAUGCAGUGGCAGUAUCAUAGCCAAUGAGGUUUAUCUGAGGUGUGAUUAUUGCUAAUUGAAAACUUUUCCCAAUACUCCACCAUGAUGACUUGAAAUAUAGUCAGCAUUGGCAAUUUUUGACAGUCUGUACAGACACUGAAUUUUAUAGUUAAAAAGAAG

>ENSG00000222266:134051108:134051308:5:1

UACUAAUUUAUUCAAACAAAUCGAUCUUUUAACAACUGACAUUUUAAAAGUUCUGGGUGCAUUUUUGCUCGCUUCAGCAGCAAAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGCCCCUUGUACAAGGAUGACACACAAAUUCGUGAAGCAUUUUUAGGAACAGAAAACCGAACACUGCAUGUUCUCACUCA

>ENSG00000212609:20717439:20717639:21:1

UUUAAGAAACUAAGGAAAAAAAUAUAUACUUAACAUGGCAGAGGAGAUAUCAUAAUCACAAAGGUAGUUUUCCCAGGGCAAGCCUUAUCCACUGCAUUCCAGAUGUGCUCACCUCUGUGGUUUCCCCAAAUGUGGAAAACUGGACUGCAUAAUUUGUGGUAGCGGGGGACUGCAUUAAUACCUUCCUCUGGCUUUUUAUU

>ENSG00000212550:45294882:45295382:15:-1

UGAUAAAUCUCUACUAUCAAAACUUAUUUGGAUUCUUACCUGGCAGGGGAGAUGCCAUGAUCAUGAAGGUGGUUUUCCCAGGCUGAGGCUCAUCCAUUGCACUCCAUAGGUGUGCUUACCCCUGUGAUUUCCCCAAAUGCGGGAAACUCAACUGCAUAAUUUGUGGUAGUGAGGAACUGCAUUCGUGCUUUCCCCUGGGA

>ENSG00000202081:86194513:86195013:15:-1

GAGGCAACUCCAAAGUGAUGCUUAUAGUCUGUACCCUGCUGCAGGCUGCGUACAAACGUGAAUGAAGGCUUCUAUCAAAAGUCACUGAUGGGUGCUCACUUCAGUAGCACAUACACUAAAAUCGGAACAAUGCACAGACGAUUAGCAUGGCCUCUGUGCAAGGAUGAUGCACACAUUCGUGAAGCAGUCAUUAAAUUUUU

>ENSG00000252807:170976284:170976784:2:-1

UCUGACCAUGAGGAAAUAUGAGACAAACACACAAUGAGGAACAUGCAAUUCAAACAAAAAUGGUGCGUGGUGCUUGCUUUGGCAGCAGAUAUGUGAAAAAUUGAAAUGACAUAGAGAAGAUUAGCAUUGCCCUGCACGAAGAUGACACAAAUUUGUGAGGAACAAAAAAGGGUAUUGGUGGUGGGUAAUGGUGGAGUGGG

>ENSG00000207307:77453135:77453635:4:-1

AUCAUUUUAUUUUCAGUGGAAUAGGGAACCGAAGCAUUCAUACUUUUCUAGCUACUUACUGUGAAAGAAGGAUGCCUUAAAGAGCAACUUGGUGCUCGCUUCAGCAGCACAUAUACUAAAAUUGGAAUGUUACAGAGAAGAUAACAUGGCCCCCACGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUAGG

>ENSG00000200869:6923806:6924006:16:1

AUUUUCCAGAUAAGGAAACCGAGACUUUGAAACAUUAAGUAACUUGCAUAAAGUCAGACAGCUAGGAAGCAUAGUAUCUGAAAUAGGAAACCAUUGCUCACUUUGGCAGCACAUAUACUAACAUUGGAAUGAUACAGAGAAGAUUAGCGUGACCCCUGCACAACGAUGACAUGGGAAUUUGUGAAGCGUUUCAUAUUUUU

>ENSG00000200070:59504608:59505108:15:-1

CAGUCUCUGCCUGUGUCUUCACGUAGCCUUUUUCAAUGUCCCUCUGUGUCUAUAUCCAAAUCUCCGUCUCUUUCAUGAAGACACCAUUUUAGCUUUGCGCAAUGGCAAUAUUUUAGCCAGGGCUGUUCAUCUGAGGCAUGAUUAUUGCUAAUUGAAAACUUUUCACAAUACCCUGCCAUGAUGACUGGAAAUACAGUCAG

>ENSG00000206752:115984567:115985067:X:-1

UGGCACAUGUAUACAUAUGUAACUAACCUGCAUGUUGUGCACAUGUAUCCUAAAACUUAAAGUAUAACAAUAAAAAAAAAAGAAAAUGUUUGUGUUGGCCUGGGCAGCACAUAUACUAAAAUCGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGACAUGCAAAUUCGUGACACGUUCCAUAUUUUUCA

>ENSG00000253032:55421413:55421613:5:1

UCUACUUUCAAUGAUUUAUACUUUAAUUUUACUUAAAGUCAUUUAACCAUCUCCAACUUCUGAGACCUAUGUAGAACUCCCCAUUUUUUCCCUGAGUUAAAAGAAUUUCAGGUAUUAAUAGAGAAGAUUAGCGUGGCCCCUGCGCAGGGAUGACACACAAAUUUGUGAAGUAUUCCAUAUUUUAUAAAAUAAUUUUUAAA

>ENSG00000207309:97097110:97097610:6:-1

UUUGUUAAGCGAUUAAUGGAGGGUGUGUUCCAGCAAAAUACGGGAAUAAAUCAAGUAAGAGGAAAGCAUAAGCUUUGCACAGUGGGAGUAUGGUAGCCAGUGAGGUUUAUUCCAGGUGCAAUUAUUGCUAAUUGAUAACGUUUCCCAAUAUCCCACCAUGACAACUUGAAACAUAGUCGGUAUUGGCAAUUUUUGACAGU

>ENSG00000200303:49369234:49369434:12:1

UGUAUGUUCCAGGAGAGAGAUAAGUGGAUGAUGCAGGAAAGAAAGAGGGGACAGUUGAUAUCAUGAUUAUUUGAUCUAAAUAGAAAGUUGGGUGCUUGUUUUGGCAGCACAUAUACUAAAAUUGGAAUGAUAUAGAGAUUAGCAUGGCCCCUGCACAAGGAUGACAUGCAAAUUUGUGAAGCAUUUCAUAUUUUGAAAAA

>ENSG00000238478:20943916:20944116:15:1

CUCCCUUGUCCUCAUCACCAAAGAUAACCAUUAUUCUGAUUCCAUUCCCAUCUGUUAGUUUUGUCUGUUUUUUAAGCUUUACAGAAAUGGAGUGCUCGCUUCGGCAGCAAAUAUACUAAAAUUGGAACAAUACAGAGAACAUUAGCGUGGUCCCUGCACAAGGAUGACAUGCAAAUUGGUGAGGCUUUCCAUCUUUUUAU

>ENSG00000212546:80191841:80192041:X:1

CAUUCCCUCAAGCAUUUAUUCUUAGUGUUACAAAUAAUCCAUUUACACUCUCUAUUUUAAAAUGUACAAUUAUGUUGUUAUUGACUAUAUUGUGCUUGCUUCGGCAGCACGUAUACUAACAUUGGAAUGCUACAGAGAAAAUUAGUGUGGUCCCUAUGCAAGGAUUACAUGCAACUUCAUGAAGUGUUGAAUAUUAGUAA

>ENSG00000207104:54369887:54370087:X:1

AAGAUCGCACCACUGCACUCCAGCCUGAGCAACAGAGCAAGACUCCAUCUCAAAAAACAAAAACAAACAAACAAACAAAAAACACAGGCUCGUGCUUGUUUUGGCAGCAUAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCACGGCCCCUGCACAAGGAUGACAUGCAAAUUCGUGAAGCGUUCCAUAUUUUUAA

>tRNA1_GluCUC:18:43299691:43299891:+

UGAUUUUUUCUUUUAAUCUUGAAGAAACAAAAGGCGCAAGCCUGGGAGGGAGGAUGAUGCCCCGGGUGGUGUAGUGGAUGGGAUUUGGCGCUCUCACCACCAUGGCCCGGAUUUGAUUCCCGGUCAGGGAAGCCUUUCUUCUUGCCAGGCGUGGUGGCUCAUGCCUGUAAUCCCAGCACUUUGGGAGGCUGAGGCAGAUG

>tRNA10_IleTAT:19:39902741:39902941:-

AAAUGUUUAAUUUGCAUAUAUAACACAAGGCGGGGCCCUCCGGUGAGGUCACGUGGCUAUGAACCACUGAAGAAGACCCCGGCGCAGGGGUGCGGCCGGAGCUCCAGUGGCGCAAUCGGUUAGCGCGCGGUACUUAUAUGACAGUGCGAGCGGAGCAAUGCCGAGGUUGUGAGUUCGAUCCUCACCUGGAGCACUUUUUU

>tRNA19_GlyGCC:2:157257598:157257798:-

UGCUUUCUCUGUUUUUGAAUACACAAAUACGUGAUUGUUUAGAGAAUUACCAGGGUGUAAGUGUCUUCUAGUAAGCAAUAGAAAAGCACAUUUGCUAUAAGCAUUGGUGGUUCAGUGGUAGAAUUCUCGCCUGCCACGCGGGAGGCCCGGGUUCGAUUCCCGGCCAAUGCAAGUUUUGACUUCUAGUUUUUUUCUGUGGG

>tRNA3_UrpCCA:9:115616914:115617114:+

UGAAUGUAAUGUAACAGUGGCAGCAGCAGAAAUCCUUUGCUGCCUUUGGGUCUGGGGCAGCAGCUGCGUUGGUGGGCAGAGGAGGGUGCAGUUGGCAGCCUGUCCAAGUCCAGCACGGUUGGAGCACAGGAUUUAGAAUGGGAUGGUCCUGGGUUCAAACCCCAGCUGCGCCCUAGCUUGCACUGAUCCGCUCCUCAGCC

>tRNA7_LeuCAG:6:26521369:26521569:+

AUGGGGAACUAAUAGCGUUUAGACAAGAGACAGAAGUGAGUCCUGAGCACAAUGUAGCAUAAGCGCGUCAGGAUGGCCGAGCGGUCUAAGGCGCUGCGUUCAGGUCGCAGUCUCCCCUGGAGGCGUGGGUUCGAAUCCCACUCCUGACAGUUCGUACUUUUAGUAUUUAGACACAAAUCGAGUUUAAGUUUACGCUACGU

>tRNA121_GlnCTG:1:144839357:144839557:-

GUGUUGCUUGAGGGAUCAGAAGAAAUGCCUUAACAUAGGUGUGUGGGAACUAUGGCUGCUAAGUAUGAACUCAGUUACCUCCAGUUAUAAGCUAGUGUGAGGUUCCAUGGUGUAAUGGUGAGCACUUUGGACUCUGAAUACAGUGAUCAGAGUUCAAGUCUCACUGGGACCUUUCUGUAUAAUUCCAGUGAGGUUCCUCU

>tRNA6_LysCTT:19:52425329:52425529:-

UUCUCACAGCAUGAUGCUGGCUCUGAGACAGCCAAGAUGCGGCCACAGGGCCUUUUCUGCCUUAGCCUCAGAAGUUAUGUUGUGUCACCUCUGUUGCAUUCUGCAGCUAGCUCAGUCGGUAGAGCAUGAGACUCUUAAUCUCAGGGUCAUGGGUUCGUGCCCCAUGUUGGGUGCCAGAUGAAGGAGGCCUGCCCCUCCAC

>tRNA18_GlyGCC:16:70822539:70822739:+

AUUGACAGACACAGCCCCUUGCCAAAAGCCCUGCAGAUGCUCUACCAAACAGCUGGAGCAUUGGUGGUUCAGUGGUAGAAUUCUCGCCUGCCAUGCGGGCGGCCGGGCUUCGAUUCCUGGCCAAUGCAAUGAAGUGUUGCUUUUUCUGCCUUUUGCUGGCCAGUUUUCCUCACAGAGAGAUCCUGCUAGAGGAGCCAGUC

>tRNA16_HisGUG:1:146544715:146544915:+

CUAUUGACGUCAAAACUGCUAGAGCAAGGUCAAGCAUCACCGCUUGCCUUGUGGCCCGCCGUGAUCGUAUAGUGGUUAGUACUCUGCGUUGUGGCCGCAGCAACCUCGGUUCGAAUCCGAGUCACGGCAAAGUUGCUCGUCUGGGUAGUCAGCUGAUCCGUUUUGCUCCCCGCAACCAGGCGCGUCAGGGUAAGGCAGAA

>tRNA8_CysGCA:14:73429603:73429803:+

GAACUCUAGUGUGGGUGGAACUUGAUUGUAUUGAGUCACCAUAAGUGGACAAGGAAGGAGUUCCUGAUAGGUGAAGGGGGUAUAGCUCAGGGGUAGAGCAUUUGACUGCAGAUCAAGAGGUCCCCGGUUCAAAUCCGGGUGCCCCCUUCCCGGAUGUUUUCUCAUUUAAAAGUAAAUACUGUCAGCCACAGCGUCACCAG

>tRNA79_GlnUUG:6:37287939:37288139:+

AGCCAGUAAGGGGUUCAGAGAGGAAGCAGAUAUCUUCCUGUCAAGGUUAGGGACUGUGCAGAGUAGUACAGUGGUUAAACCAUGGUCUUUGGAGCCAGACUGCCUGGGGUCGGAUCCCAGCUCUCACACUUUCCUAAACAUGCAGCUGUAAGUAAGUAACUUGUUUCUCUGUGCCUCCGUUUUCUUAUCUAUAAAUGGGG

>tRNA38_IleAAU:6:27241695:27241895:+

AAUGGGGAGGGGGAGUGGUGUGGGGGAAGAGACCCAAAAUGUUGGCUGGUUAGUUCAGUUGGUUAGAGCGUGGUGCUAAUAACGCCAAGGUCGUGGGUUCGAUCCCCAUAUCGGCCACAUAUUUUCCUCAGUACUUUUUCUCGGUAGUUCUAGAGAAACUCGUCGGUUUUCAGCCACCAAAGAGCUAAGGAUAAUUAACA

>tRNA8_PseudoAGG:2:87339512:87339712:+

AAAAUCUAAGCUGGCUUUAAAAUAGAAACUGAAAAGCCAUUAAGAAGUUCUUGUGAGUGUGGCUGGUUGGUCUAGGGCUAUGAUUCUCACUUAGGGUGCAAAAGGUCCUGGGUUCAAAUCCCAGAGGAGCCCAACUUUUAGUUCAAAAGUUCUUGUGAAAACAAAAAUAAUCUAGCCAAAAAUAUUCUUGAAAGAGGAAG

>tRNA2_LysCUU:11:51359830:51360030:+

AGCUGAAGGGAGAGGCUAAUGAGAUAACGAGGGCAGUGUGGGAGUGGAAGGCUGAGGAAAAGGUAGAGAAACCGAAUAGCUUAGUUGAUGAAGCGUGAGACUCUUAAUCUCAGGGUAGUGGGUUCAAGCCCCACAUUGGACACCAGAUAUCAGGGGAAACCAGGCCCUGAUAUUCACGUGGGUCCUUUUCUAUUUUCCCU

>tRNA95_AlaAGC:6:58141804:58142004:-

GCUCCGCCCUCAAUCUUGUCCUGCCAGGGGUUUGGCGACACAAAGCACCAGCAUGCUCCUAAUAACCAGGAAAAUGGGUGGGGUGCAGCAUUUCUCCCUCGGGGAAUUAGCUCAAGCGGUAGAGCGCUCCCUUAGCAUGCGAGAGGUAGCGGGAUCGACGCCCCCAUUCUCUAGUUUCUUGUCUGGUUUAUGUCUUUUAG

>tRNA5_GluTTC:13:41634807:41635007:-

CAGCUUCAGUAGCGCAGAGGCGGCGGUGGCGAGAGGUGCGGCGAAGGAGGCAGAGGCACUUAUGCUUGUCAGGUGGGUCACGGCAGUUUCUCAUAGCACUUCCCAUAUGGUCUAGCGGUUAGGAUUCCUGGUUUUCACCCAGGUGGCCCGGGUUCGACUCCCGGUAUGGGAACGCUUCCUUAUUUUUCUUUUUUUUUGCA

>tRNA2_GlyGCC:21:18827039:18827239:-

UUAUCAUCUUCCUUCUCCAUUAUCUAGUCUCUUGCAACAAAGAACACCUUCCAGUCGCGUUCCAAUCAUGUUACUGCUUUUCCCCAACUCUUCUAUCGGUGCAUGGGUGGUUCAGUGGUAGAAUUCUCGCCUGCCACGCGGGAGGCCCGGGUUCGAUUCCCGGCCCAUGCAGCACGAAAAUGUGUUUUGGACCGUGCGCG

>tRNA12_PseudoTTT:14:74055456:74055656:-

GGGGGCACAGGGAGUAUAUGGGUAAUCACUACCUUCUGCUCAAUUUUGCUAUGAACCUGAAACUGCUUUAAAAUAUAAAACGUAAAAAAAAAAGUAAACAACCCAGAUAGCUCAGUUGAUAGAGCAUCAGACUUUUAAUCUGAGGGUCCAGGGUUCAUGUCCCUGUUCCUUAAUUUUUUUUUAACUUUUUAAUUAAAUUA

>tRNA6_PseudoTTG:13:36639674:36639874:-

GGCUAUUUAGAUUUCUGGACAAUUUUAAAACAAUGUGCCAAAUUAGCCAGAUGAGUCUUUCCUUUGCUUAGUCACCUUUAGUCUCUAGCUGACCUUAUUUUAGGAUGUGGUGUGACAGGUAGCAUGGAGAAUUUUGGAUUCUCAGGGUUAGGUUCAAUUCCUAUAGUUCUAGAGAUAAGAGGGUUUAAACCUCUACUAUU

>tRNA18_ValCAC:5:180529186:180529386:-

AAGCUCAAAGGGACCCACGGAAGAAGCUCAGAACUCUUAUGAGAAAUAAAAUACCGCCGUGUGUCGUGACUAAUUAUGAUGGCAGAAAAGCAUCAAGCCGGUUUCCGUAGUGUAGUGGUUAUCACGUUCGCCUCACACGCGAAAGGUCCCCGGUUCGAAACCGGGCGGAAACAGUUCCUUCUACUUUUCACUUAACUGCU

>tRNA1_PseudoGGG:10:22852546:22852746:+

AAGGAGAGACAUGAACUCACAAACAUUUACAAGGCAGUGUGGCAUAGUGGUUAGAAAUGUGCGCUCUGGGGCUGCUGAUCCCAGGCUCAAACCCUGGCGCUGUCACUUCCUAACUGUAGGACCCUGGAUGAAGUUACUAAACCUGUCAGUUAAGCAACUUCAUCCACUCAAAGUAAGUAACGACAGCACCAAUCUCAUCU

>tRNA7_CysGCA:3:131947885:131948085:-

UUUAAAUUCGAAAGGAAUGUUAGACACCAAAGGUAUUUAUGAGGUGUUUUGCAGGUCAUAAAAAUGGAAUAAAUGGUUUUUUGAAGGUUAUUGGCAUCAAGGGGGUGUAGCUCAGUGGUAGAGCAUUUGACUGCAGAUCAAGAGGUCCCUGGUUCAAAUCCAGGUGCCCCCUAUGACAUACUUUUGCUCCUCUUGGCAGC

>tRNA19_AlaAGC:6:26682663:26682863:+

CCCCUGUGUUCCAGGCCACCCACUAAGGAUCAAUAAAGCUCCCCUGAUGUGGGGGAAUUAGCUCAAGUGGUAGAGCGCUUGCUUAGCAUGCAAGAGGUAGUGGGAUCGAUGCCCACAUUCUCCAAACUUUAUUAUUUAGACCCUGGGUCUCCAAACACUCAGGUCUCCAAACCCAAGUCAGAGAACAGGAUGCUGCUUUG

>tRNA16_UyrGUA:6:26577280:26577480:+

GGAUUCUAGAGAACGCAGAACUACGUGUCUAAAAAGGACAGCGUUCCGUGUCCUUCGAUAGCUCAGUUGGUAGAGCGGAGGACUGUAGGCUCAUUAAGCAAGGUAUCCUUAGGUCGCUGGUUCGAAUCCGGCUCGGAGGACGGUAGUUUUGACCUACCAAGCUAAUAAUUCCAGACAAUACGGUCUUUACAAAAAAUAAG

>tRNA36_ArgACG:6:27182895:27183095:+

AUGAUAGAUAAUCGACAGACGCAGACUGAGUGGCCAGUAGUCAAAAGCGCAACCGAGGGCCAGUGGCGCAAUGGAUAACGCGUCUGACUACGGAUCAGAAGAUUCUAGGUUCGACUCCUGGCUGGCUCGGGUGUUAAUCUUGGCUUUUUUUUUUUUUUUUUUUAAGAAAAAUAUCCUGUGUGUUUUCAAACUGAUGACAG

>tRNA5_PseudoCTG:10:20036541:20036741:-

AGAGAAAUACUAAGUUGAGCUAAGGGAUUAAUUAGUACGGGAAGGGUGUAACCUACAUUUGUGAGGUAUGGGCCCGAUAGCUUAUUUAGCUGACCUUGCUCUAGGACGUGGUGUAAUAGGUAGCACAGAGAAUUCUGGAUUCUCAGGGGUAGGUUCAAUUCCUAUAGAACCUAGGAAUUAUUUCAAAUCCUAGAAAUAAG

>tRNA1_PseudoCUA:3:13833819:13834019:+

ACCCAGCAGCCCACCUGGCUCAUUGCUAGUGCUCAGUAAAUGGCUGUUACUGACGAUGCCGUGGAGGGCAGGGUAGGGUAGAGGUUAAAACCAUGGAUUCUAGAGCCAGAUGGGUUCAAAUCCCGGCUCUGCCGCAUCCCGGCUGUGUGACCCUGGGCAAGUUGCUCAACCUCUGUGUGCCUCCCCCGUGGGAGUUACCA

>tRNA1_PseudoUUG:X:55206599:55206799:+

UAUGGGAAGGGUGUAACCAACAUUUUCGGAGUAUGGGCCCGAUAGCUUAUUUAGCUGACCUUACUCUAGGACAUGGUGUGAUAGGUAGCAUGGAGAAUUUUGGAUUCUCAGGGGUAGGUUCAAUUCCUACAGUUCUAGAAAUAAGAGGAUUUUAACCUCUGUUGUUUACUCUAUCAAAGUAGUUCUUUUGUCAGACAUAU

>tRNA52_ProCGG:1:167683894:167684094:+

CUCGGAACACGAGGUGAGAGGCGGAACAAGGCUGAAGGGAAGCUCUGGGAGUGCCCUUGCCGAGAGCGGCUCGUUGGUCUAGGGGUAUGAUUCUCGCUUCGGGUGCGAGAGGUCCCGGGUUCAAAUCCCGGACGAGCCCAGGCUUUUACCCACCCCACACCCGAAAUUUAAAAACAGAUUUUUUCCCCCUAAUUCCCCAC

>tRNA2_ValCAC:5:180524021:180524221:+

ACCGCCGUGUGUCGUGACUAAUUAUGAUGGCAGAAAAGCAUCAAGCCGGUUUCCGUAGUGUAGUGGUUAUCACGUUCGCCUCACACGCGAAAGGUCCCCGGUUCGAAACCGGGCGGAAACAGUUCCUUCUACUUUUCACUUAACUGCUUCAAAUUUAUUACACCGAAGACUAGCCUAGAACAUCCCACCAAUAUCUCCAC

>tRNA5_CysGCA:7:149007236:149007436:+

AUUCCAAAGCUGAAAUAAUAUUAAUAGGAAACAUAAUGGCAGCAGGGGGCAUAGCUCAGUGGUAGAGCAUUUGACUGCAGAUCAAGAGGUCCCUGGUUCAAAUCCAGGUGCCCCCUAGUUUUCUUCACUUCUAGAAUGCAUCUUUUGGGAGACAGUAUUUGAGACAAAAAAGGAGAUGAAGGAGAAACAAUGAAAGAAGC

>tRNA1_GlnCUG:6:18836337:18836537:+

UCUUAUUAGUCAUCUGAAUCGCUUUCUGCUGCCUGAAUUUCUAGAAUAAAACAGCAGGGAGGAGGGUUCCAUGGUGUAAUGGUUAGCACUCUGGACUCUGAAUCCAGCGAUCCGAGUUCAAAUCUCGGUGGAACCUUUCAUAUUGGCUGGGUGCUGUGGGAGGCCAAGGUGGGCAGAUCACGUGAGGCCAUGAGUUGAAA

>tRNA37_ValAAC:6:27203243:27203443:+

UCAUUUUAACUAAUUCAAAACUGAAAAACACUCUCACUAAGCGAGUUUCCGUAGUGUAGUGGUUAUCACGUUUGCCUAACACGCGAAAGGUCCCCGGUUCGAAACCGGGCAGAAACAGAGCGUAGUUUCGUUUUUUUGGUUGUUUUUUUUUUUUUUUUUUUUUUUUUUUUUUUCUUCUCUUGAGAAGGAGUCUCACUCUG

>tRNA57_IleAAU:6:27636296:27636496:+

UUAGAAAAACAAAAAUAUCAACGAAUUUAUAUAUGGUUUCCUUUAAAACAGCAGCGCAUUCGUGUGGCCGGUUAGCUCAGUCGGCUAGAGCGUGGUGCUAAUAACGCCAAGGUCGCGGGUUCGAUCCCCGUACGGGCCACUGGAUGCCAUAGUGGGGCCCUUCACUUACCUGAAGGGAGGCCUUUUAAUUUAAGCCUGUC

>tRNA17_SupUUA:17:58863520:58863720:+

GUAAUUUCAGGGUAUUAAUAUUGUUUACUUGGACAUAUUGGUAGAAUGUGAGAAUAUAUAUAGUAUGAGGGAGCCCGGAUAGUUCAGUUGGUAGAGCAUCAGACUUAAUCAGAGGGUCCAGGGUUCAAGUCCCUGUUUGGGUGUGUCCUUCGGCUUUUAGCACCUAAUUCUGAUUCCACCUUUGAAAAAGAAAGAAAGAA

>tRNA9_ProAGG:16:3239556:3239756:+

GGUCCUGCUGGGUCCGCCCCAGCCGCCCCCAGGAUGCUAGGACGCCCACAAAGAUAACCUUAAUGCGUAAAUCGUGUGGCUCGUUGGUCUAGGGGUAUGAUUCUCGCUUAGGGUGCGAGAGGUCCCGGGUUCAAAUCCCGGACGAGCCCGGCUUUUGGUGCAGGGUAAAAGUCGUUUCCUGCUCUUUUUUAGAUUCGGCU

>tRNA10_PseudoCTC:3:103879457:103879657:-

UCUGAAAUGUGAGACUCUAAGGCCUUUUUUUUUUAUUGUGUGUGCACGUGUGUGUGUAUUUAUCUAGUAACUUUGUUAAUUCUGUUCUUUUUUUUUAUUAUUAUUAUUAUACCUGUGGUUAGGAUUCGGCGCUCUCACCGCCACGACCCGGGUUCAAUUCCCGGUCAGGGAACCAAGAAAUGGUCUGGAUGAGCCAGGGA

>tRNA6_GluUUC:2:75123978:75124178:+

AAAACAAAGUUAAUAUCCUUCAAAUGCUCACACUGUCUGCUUUGGAUUUUAUAAGCAACGCACUCUAGCCUGUGGUCUAGUGGUUAGAAUUCAGUGUUUUCAGUGCUCUAGUCCAGGUUCAAUUCCUGGUCAGGGAACCAGUUCUUUGGAAAUAAAAGUCCUUUGACUCAGUAGGGGGAAAAAAAAGCAUUUAUGAGAGU

>tRNA94_AlaAGC:6:58142514:58142714:-

AAGUUUCCGGAGGUGUUCGAAAACCUGGAAACUUAAGUGGGACAUAGGACGCUAUUUGUGUCCCGGUUAUAAAAAUUGGCAGAAAAGACAAGUGUAGUGUGGGGGAUUAGCUCAAGCGGUAGAGCGCCUGCUUAGCAUGCAAGAGGUAGCAGGAUCGAUGCCUGCAUUCUCCAGCUUCUUUUAAUCCCUAGGCUACCAAU

>tRNA2_PseudoCTC:13:58458476:58458676:-

GUUUUAUACAUGAAGUCCUUGCCCAUACCUAUGUCCUGAAUGGUAUUGCCUAGGUUUUCUUCUAGGGUUUUUAUGGUUUUAGGUCUAACGUUUACGAAGUUCCCUGGUGGUCUAAUGGUUAGGAGUCGGCACUCUCACCGCCGCGGCUGGGGUUUGAUUCCCAGUCAUGUAAACCAAAAUAAUUUUUAAAUAAAUUUAUU

>tRNA20_LeuCAG:5:159391975:159392175:-

GGGGAGUGACUCACUCAAGGUCACUCAACUGGUGAAUGGCAGAGUGGCCACCACGACCUGUUCAAGUUGCCAUUCAUUUGCUUCAGCAAAUAUUUAUUGAGGCAGUGGAGUUUAGUGGUUAAGGACCUGCUCAGACAUCACAGGUAGGUAGAUCUGGGUUCAAACCCUAGCCCUGGCAUUCUCAGCUGGGCGACCUUGGA

>tRNA9_PseudoTTG:3:106620806:106621006:-

AGAGAUAAUAAGUUGGGUUAGAGGGUUAAUUAGUACUGAAAGGAUAAAAAGCAACAUUUUCGGGGUAGGGGCCCAAUAGCUUGUUUAGCUGACCUUAGUAUAGGAUGUGGUGUAUUAGGUAGCACAGAGAAUUUUGGAUUCUCAGGGGUAGGUUCGAUUCCUAUAAUUCUACAAAUAAGAGGACUUAAACCUCUAUAAUU

>tRNA8_HisGTG:15:45492543:45492743:-

UAGAACAAACAAUGACAAAUCAAUGACAUUGCAAGGGGGCGGGGCUUUCAACAGAGAAGAGUUCAGGCGACAAGCCGAGGUCCUGUGUCCCUAGUAGCUCGCCGUGAUCGUAUAGUGGUUAGUACUCUGCGUUGUGGCCGCAGCAACCUCGGUUCGAAUCCGAGUCACGGCAUUGUGAGGACAAUGGCACGGCAAGGGGA

>tRNA5_PseudoAAT:20:51218260:51218460:-

AAUCUAAGGAUUUUUUUUAUCAGACCGAAACAAACAUGUUAAAACCAAGGAUCCUGUGUUCUGACAUCUUUUCCUUCUCUCCAAAAUUUUUGCCAUGUGUGACCAAUUAGCAAGCACAGUUGGCUAGAACAUGGUGCUAAUAAGGCCACGGUCAGGGGUUCAAUUCCCUUAUGGGCUGAAACUUGAUACUUCCUUCCUAC

>tRNA7_LeuAAG:5:180614628:180614828:+

UCCCUGUUGGCCCAGAGCCCCUUCGCACGCUUCAUAACUGAAGGAAAAUAUGUAAAUACCCAGCGGCAAAGAGGUAGCGUGGCCGAGCGGUCUAAGGCGCUGGAUUAAGGCUCCAGUCUCUUCGGGGGCGUGGGUUCGAAUCCCACCGCUGCCAGUUUGUGGUAGUUUUGUCACUUUUGUCCCCUAUGGGUUACAAAAGG

>tRNA13_LysCTT:14:58706553:58706753:-

UACGUUAUAAAUUUUUUUAGAAAAGAAACUACGCGGAGAAUAUAAAACCAUGUAGUUAAACAGUCCUCAAGAAGUAAAAAAGCAGGCUAACGUAACAGGCGCCCGGCUAGCUCAGUCGGUAGAGCAUGGGACUCUUAAUCCCAGGGUCGUGGGUUCGAGCCCCACGUUGGGCGCGGGUUGUAACUUUUUUCCUGAAACUU

>tRNA6_AspGTC:9:77517922:77518122:-

UUGCAGUGAGCCGAGAUUGCACCACUGCACUCCAGCCUGGGUGACAGAGUGAGAUUCCAUCUCAAAAAAGAAAAAAAAAAAAAAAAAGAAAAAAAGGCGGUCCUCGUUAGUAUGGUGGUGAGUAUCCCUGCCUGUCACGCGGGAGACCGGGGUUCGAUUCCCCAACGGGGAGGCUAAUAAUGUUUGGCCAGGUACGGUGG

>tRNA6_PseudoCTT:15:76674702:76674902:-

UACAGUUUCUGUUUAAAAGGGUGAAUGCUUGGCAGCCAUGUUUACUAUAACUGCCUGCUCUUGGCCUCUAGAUGCUUCACAUAUACCUUAAUUCAGAAUUGCCUGGCUACCUCAGUUGGUAGAGCAUGGGACUCUUAAUCCCAGAGUCAGUGGGUUCAAGCCUCACAUUGAGUGGUUCUACUUUUUUUUUUUAACACCUG

>tRNA2_LeuUAG:14:21093472:21093672:+

UGGGGCAAAAUGCUGACAGAAUGAAGAAGGUAAUUGCAAACUCCUAUAACGUGUGUGGUAGUGUGGCCGAGCGGUCUAAGGCGCUGGAUUUAGGCUCCAGUCUCUUCGGGGGCGUGGGUUCGAAUCCCACCACUGCCAGUGGUACGUUUUAGCACAACAAGGAUCCUGAAGUACUAACACUUUCUAACUAGUAAAAUAAU

>tRNA27_LeuTAG:16:22206964:22207164:-

CAGGAGACAGCGGUUCUAUAUUGAGCAUGCGCAAACUUUGAGGGCGGGGCGCCUCCGUCAUCACACUAAUAUGCCGGCAUAGGAAGCCCUACGAUCGGGAGGUAGCGUGGCCGAGUGGUCUAAGGCGCUGGAUUUAGGCUCCAGUCAUUUCGAUGGCGUGGGUUCGAAUCCCACCGCUGCCACACCUCAGAAGGUCUCAC

>tRNA9_UyrGUA:7:149255068:149255268:+

UUUUACAAAGCUGAGUGCUCCCACACUGAUGAAAGGUAUUAACUAGGUAACCUCAGUGUGCCAUGGGGGUAUAGCUCAGGGCUAGAGCUUUUUGACUGUAGAGCAAGAGGUCCCUGGUUCAAAUCCAGGUUCUCCCUUCUGUUAAGUUUAAUUUUGGUAGCGAACUUUAUCCACAUACAGCUUAGAUUGGCAUGGGCCAC

>tRNA6_UrpCCA:17:8089609:8089809:+

UUCAUGACCCUGGCCUCCAGGGCGCACAGUGGUCAUGGGGAGACCUGAGCUGCCGAGUGGCCGGCCGACCUCGUGGCGCAACGGUAGCGCGUCUGACUCCAGAUCAGAAGGUUGCGUGUUCAAAUCACGUCGGGGUCAGCGGCUAUUUUUCUUCGGUUUUUAUUAACCCCCUUUAUUUUAAACUACGGUCGAGCUUCAGC

>tRNA103_AsnGTT:1:149230511:149230711:-

UGCUCAGUCGUCCUGCCAGGCGGGCGCUGAGAAUAGAAGGGACGGAGGAAGUUUAGUGAGUGUGCCCUUCCUAUAUUGCCUAUUAGAACUGGUAGUGCUUGUCUCUGUGGCGCAAUGGGUUAGCGCGUUCGGCUGUUAACCGAAAGGUUGGUGGUUCGAGCCCAUCCAGGGACGCUGAUUGCAACUUUUAAAGCAUUCAC

>tRNA1_GluCUC:18:43299678:43299878:+

CCUCACUGGGAAAUGAUUUUUUCUUUUAAUCUUGAAGAAACAAAAGGCGCAAGCCUGGGAGGGAGGAUGAUGCCCCGGGUGGUGUAGUGGAUGGGAUUUGGCGCUCUCACCACCAUGGCCCGGAUUUGAUUCCCGGUCAGGGAAGCCUUUCUUCUUGCCAGGCGUGGUGGCUCAUGCCUGUAAUCCCAGCACUUUGGGAG

>tRNA1_SeCUCA:22:44546470:44546670:+

AACCUGGGAGGUGGAGGUUGCAGUGAGCUGGGAUCAUGCCAUUGCACUCUAGCCGGGGCACCAAAAGCUCGGAUGAUCCUCAGUGGUCUGGGGUGCAGGCUUCAAACCUGUAGCUGUCUAGUGACAGAGUGGUUCAAUUCCACCUUUGUAGGCCCGGCGCAGUGGCUCACGCCUAUAAUCCCAGCACUUUGGGAGGCCAA

>tRNA7_IleGAT:X:3756344:3756544:-

GAAGGCAGCCAGAGGCGCGCGGGCUUGGCGAGGAAUCGCUCGUGGACGGGCGCGAACGUGGAGCCCUUUUAUACGCUCCAGGGGCACUGUGCCGUCAGGCGGCCGGUUAGCUCAGUUGGUAAGAGCGUGGUGCUGAUAACACCAAGGUCGCGGGCUCGACUCCCGCACCGGCCACGGCGUUAGCUUUUUUUUUUUUUUUC

>tRNA16_TyrGTA:14:21131299:21131499:-

CGGGUUCCAAUCAACUCUAAGUGUGUUGACUCCAGCGUUCCAAGGACUUGGCUUCCUCCAUUUGCGGAAAGUCCAGUGAUCCAGCUCUUGCAGCGUGCACCCUUCGAUAGCUCAGCUGGUAGAGCGGAGGACUGUAGAUUGUACAGACAUUUGCGGACAUCCUUAGGUCGCUGGUUCGAUUCCGGCUCGAAGGAAGUGCC

>tRNA25_GlyGCC:16:70812040:70812240:-

CCACCUUUCUGCUUAUGUGGCAAGAAGUCAAGCCCGCUAGAAAGGAACCACUCCAUCCUGUGGGUCGUGGCCUCAACUAAAAACAUCCCUACCAGCUGGAGCAUUGGUGGUUCAGUGGUAGAAUUCUCGCCUGCCACGCGGGAGGCCCGGGUUUGAUUCCCGGCCAGUGCAGCCUAUCUACCUUUUUAGAUGGUUUUCCU

>tRNA6_ProCGG:16:3221988:3222188:+

CCGAUUUGUGCCGGAUUGGUGGCAGGUGUCUGAAAUGUCAGCGGAAAUACACGCACGGGAGGCUCGUUGGUCUAGGGGUAUGAUUCUCGCUUCGGGUGCGAGAGGUCCCGGGUUCAAAUCCCGGACGAGCCCUAGAAGUGGUUACUUUUCCCUUGUCAUUUUAGAGAAUAUAGAGCUAGAAAAUCGGGGACCGAGCCUGA

>tRNA30_CysGCA:17:36989908:36990108:-

UGGGGCUUUAGAACACAAAGCUUGCCAGAACUCGUGUGGGUGGAACUUGAUUGUAUUGAGUCACCGUAAGUGGACACGGAAGAAGCUUAUUACAGGUAGAGGGGGUAGGGCUCAGGGAUAGAGCAUUUGACUGCAGAUCAAGAGGUCCCCGGUUCGAAUCUAGGUGCCCCCUUCUGUGGUGUUUUCUCACUUCCACUCCA

>tRNA16_UyrGUA:6:26577258:26577458:+

UCCAGGACGCACAUUAUUUUGGGGAUUCUAGAGAACGCAGAACUACGUGUCUAAAAAGGACAGCGUUCCGUGUCCUUCGAUAGCUCAGUUGGUAGAGCGGAGGACUGUAGGCUCAUUAAGCAAGGUAUCCUUAGGUCGCUGGUUCGAAUCCGGCUCGGAGGACGGUAGUUUUGACCUACCAAGCUAAUAAUUCCAGACAA

>tRNA5_GluUUC:1:17199012:17199212:+

CUCCCAGAGCUCAGGGAAGCUGUCGCUUCUGACAGAAGAAGGGAGACAAAGCUCCCUCCUGUGUGUCCCUGGUGGUCUAGUGGCUAGGAUUCGGCGCUUUCACCGCCGCGGCCCGGGUUCGAUUCCCGGCCAGGGAAUUGUUUUACACUGGCCGCCCUCCCGCAGGAAUCUUCCUUCACUACGCUGUCAGCCGGCCUGCU

>tRNA1_PseudoCUA:3:13833817:13834017:+

UCACCCAGCAGCCCACCUGGCUCAUUGCUAGUGCUCAGUAAAUGGCUGUUACUGACGAUGCCGUGGAGGGCAGGGUAGGGUAGAGGUUAAAACCAUGGAUUCUAGAGCCAGAUGGGUUCAAAUCCCGGCUCUGCCGCAUCCCGGCUGUGUGACCCUGGGCAAGUUGCUCAACCUCUGUGUGCCUCCCCCGUGGGAGUUAC

>tRNA9_PseudoTTT:19:41748085:41748285:-

GGAGGUUUCAGUGAGCCGAGACUGGGCCACUGCACUCCAUCCUGGGUGACAGAGCAAGACUCCAUCUCAAAAAAAAAAAAAAAAAAAAAAAAAAGAGAGUGCCAGGAUAGUUCAGGUGGUAGAGCAUCAGACUUUUAACCUGAGGGUUCAGGGUUCAAGUCUCUGUUUGGGCGUUUGCAGUUUUCCUUACUUUAAGCUAC

>tRNA18_CysGCA:7:149310078:149310278:-

GGGGGUAUAUCGUGACGAAGCAAGUACAUAUCUCAUAAUGGUGACAGUCAGGGUGUGGCCAUACAGGUUUAUAGUUCUUAUUGGAGACAGGCAAUUACAUGGGGGUAUAGCUCAGGGGUAGAGCAUUUGACUGCAAAUCAAGAGGUCCCUGAUUCAAAUCCAGGUGCCCCCUUCCUGUUUUCUUUUGUUGGGGUGAUCAG

>tRNA15_PseudoTTG:12:97490631:97490831:-

AAUAAAUUGAAUAAUUUCAAAUGUACCAGUAAAGCUUACUGCUUAAAAUAAUACUAAUAUUUUUAUGAAUUAAAUCAAAAACCCCUUAGUUACUGUGAGAGGCAAUGUAGCAUUGUGGCUAAGUGCACAGGCUUUGGAAACUGGCAGGCCUGGGUUCAAAUCCCAGCUUAUUCACUAUUUGACCUUGGUCAAGUCACUUA

>tRNA1_LysUUU:12:27843254:27843454:+

GAGGGACAACUGAGUAUAUAUCUUUUAAAAGUAUAAUAAUUAAGAGAAUGCACCCAGAUAGCUCAGUCAGUAGAGCAUCAGACUUUUAAUCUGAGGGUCCAAGGUUCAUGUCCCUUUUUGGGUGUUCCCUCUUAGGUGGGCAUGGUGGCUCAUGCCUGUAGUCCCAGUGCAUUGGGAGGCCAAGGCAGGAGGAUCACCUG

>tRNA13_PseudoTAA:8:47739975:47740175:-

GUAAGAGAAAUAGGGCCAACUUCAUAAAGCACCCUCACUGCAUAGAUGAUGUUAUCUCAGUCUAACAACUCACCACACACCCUGCUCAAAAACAGGGUUUGUUAAGAUGGCAUAGCCCAGCAAUUGCAUAAAACUUAAGACUUUAUAAUUAGAAGUUCAACACCUCUUCUUAACAAUAUGCCUAUAAUUAAACUUCUACU

>tRNA22_GlnCUG:1:147800870:147801070:+

AUGGGUGGGUGGGAACUAUUGAUACUUAUUAGGAAUCCACACACCUGCAGAAAACUUGCAUUGUGAGGUUCCAUGGUGUAAUGGUAAGCACUCUGGACUCUGAAUCCAGCCAUCUGAGUUCGAGUCUCUGUGGAACCUUUCUGUGUAACUGGGACGAUAAUGCCGUCUUUUACUCCCUAAAUGGAAUGGGGAUUCCGCUG

>tRNA14_ProTGG:5:180615793:180615993:-

UGAGAAUGGGUUCAAGCUGCCAGACGGAAAUCCGCCUUUUCGGUGAAUCGAGCCAUGAAGAACACAAUCAUGAAAAGAUUCAGCGAGCAACUAGACAGCCGGCUCGUUGGUCUAGGGGUAUGAUUCUCGCUUUGGGUGCGAGAGGUCCCGGGUUCAAAUCCCGGACGAGCCCACUUUUUCAUUUUUUUUUUUCCAUUUCA

>tRNA3_GlnCUG:12:74851117:74851317:+

CUAAUUAAAAGUCUGAGGAAGGACUUGCACACCUCCAGUGAGUCAGAGCAGCCACCUCUCCGGUGGUUCCAUGGUGUAAUGGUAAGCACCCUGGACUCUGAAUCCAGCAACCAGAGUUCCAGUCUCAGCGUGGACCUUUACCUGAAGUCCAAAUAAAAUCUCUUGCUUUGGAAGCCCAAAAAGGCAAACUUUGGGGUGGA

>tRNA20_AsnAUU:1:147718970:147719170:+

AUUGGGGAGUUCGGUGAGUGCGCCCUGCCUAUAGCGCCCAGUGGAAUCGCUAGUACCUGUCUCUGUGGCGCAAUCGGUCAGAGCGUUCGGCUAUUAACCGAACGGUGAGUAGUUCAAGACCACCCAGGGACGCCUGUUCUAGCUUUUAAAGCAUUCAUGUAUUAUCAUCACUAGAGAAUCUCCCCCUAUUCUUCCCAUAG

>tRNA3_PseudoCAC:1:17186625:17186825:+

AACGAUAAUAGAAAUGGCUGACCUAAGAUUUUCAUGAUGAUAUUUUGCCUUUUUUGGUGUAUAUGCAGUUUCUGUGGUGUAGUGGUUAUUAUGUUCGCUUCACAUAUGAAAGGUCUCUGGUUCGAGACUGCGUGGGAACAUCGUGUUUUGUUUUGUUUUUUUGUCCCUAAAUUUAGUGAGUUUAAUCGAGGUUGGGAAAC

>tRNA5_LysCUU:19:36066676:36066876:+

GGAAUGUGAGUGCCUUAGAGGUCUUGGGGCCGAAACGAUCUCAACCUAUUCUCAAACUUUAAAUGGGCAAGAAGCCCAGCUAGCUCAGUCGGUAGAGCAUAAGACUCUUAAUCUCAGGGUUGUGGAUUCGUGCCCCAUGCUGGGUGCCAGAUGAAGAGGUGAGUUGCCCCUAAAAAGGAUACCCUAUUCCUUCUCUUUCU

>tRNA84_GluTTC:1:161391826:161392026:-

AAAAGACAUUCCUAUAGGUUUCUAACAUGUGCCUGAGGUGGUUGAGGCGUCUGUCCUAAGAUCUUUUCUCAGAAGGUGCUGCCCACAGUGUCACCAGCCCUCCCUGGUGGUCUAGUGGCUAGGAUUCGGCGCUUUCACCGCCGCGGCCCGGGUUCGAUUCCCGGUCAGGGAAGUUUGCUUUUUUCCUUUCUGAUAUCACU

>tRNA13_CysGCA:7:149332717:149332917:+

UCGUGUUCUUGGUGUGUCGACACAUGAAAAGGGUGUUAAUUACACCCUCUCCCUGGGCCUGGGGGUAUAGCUCAGGGGUAGAGCAUUUGACUGCAGAUCAAGAGGUCCCUGGUUCAAAUCCAGGUGCCCCCUACCCUGUUUCACUUUUAAUCACCAAAGUGGGUCCUGGAUCACAUGCUCCUCUCGGGCUCUCUCUAUUA

>tRNA63_IleUAU:6:28505305:28505505:+

UCAUCGUCAAUCUGUAAGAGCAUCUUCUCUUAUACCUUUCCAAAUCCUUAUUAUUUCUGUGGCUCCAGUGGCGCAAUCGGUUAGCGCGCGGUACUUAUAAGACAGUGCACCUGUGAGCAAUGCCGAGGUUGUGAGUUCAAGCCUCACCUGGAGCAGUUUUACUAUUCUCCGACCUGUAGAAAUUCAAAAACAGGGAGAGC

>tRNA96_PheGAA:6:28949370:28949570:-

ACCUGUCAUUGUGGGUUUUUUUUUUAAUAAAUACCUAAUAGUAAAUAAAAAACAUAAGUAAUAAAUUCAUUAAGCCUUAUUUUUAAGUGGCGUGGGCGGAGCCGAAAUAGCUCAGUUGGGAGAGCGUUAGACUGAAGAUCUAAAGGUCCCUGGUUCGAUCCCGGGUUUCGGCAUGAGAGCGCUCGGUUUUUUGUGCCCAC

>tRNA2_LeuTAA:4:156384910:156385110:-

AAGGACAAAAUAGGGCCCACUUCAUAAAGCACCCUCGCCUCAUAAAUGAUGCUAUCUCAAUCUAACAAACCAUCACACACCCUACCCAGGAACAGGGUUUGUUAAGAUGGCAGAGCCUGGUAAUUGCAUAAAACUUAAAAUUUUAUAAUCAGAGGUUCAACUCCUCUUCUUAACAAUAUGGCUAUAAUUAACCUUCUCCU

>tRNA16_ValTAC:11:59318408:59318608:-

UCUCUUUUCGUGAUCGCUGAGCAGUAAAUCCCUUUCAGUCCACGUUGUUAACAUGUCUUUAUGCAGAAUUGCUAAAUCCAGAGACAGCCAUUCCGCACGCGGUUCCAUAGUGUAGCGGUUAUCACGUCUGCUUUACACGCAGAAGGUCCUGGGUUCGAGCCCCAGUGGAACCACGGCGUGAUUCAUACCUUUUUCUUUUC

>tRNA2_MetCAU:6:26286689:26286889:+

GGUAGUCUGAACGCAUCUCCUGUAAGUAGUUAAGAGUACUGUGAGACCGUGUGCCUGGCAGAACAGCAGAGUGGCGCAGCGGAAGCGUGCUGGGCCCAUAACCCAGAGGUCGAUGGAUCGAAACCAUCCUCUGCUAGGUCCUUUUUUUUUCUCCCCCCCCGUCUAUUUUCCUGAGGAUCCCUUUUUUUUAAGUUACAGUU

>tRNA5_LysUUU:11:59323826:59324026:+

AAUCGCGAAGGGAAAGAAUGCGGCCACGUGGCCUAUUUUCCUGUGGAUAGACUAAGCAAACGCUUUUCUUCAGGGGCCCGGAUAGCUCAGUCGGUAGAGCAUCAGACUUUUAAUCUGAGGGUCCGGGGUUCAAGUCCCUGUUCGGGCGGAUGCUGUUUUAGUUUCCAAUAAAAUGGAUUUGGGCGAGGCUGAGAGAAAGG

>tRNA4_UhrAGU:19:33667896:33668096:+

GCGCAUGCGCGCGGCCCAUAUGGUAAAUAGUAAUGAAGAAUAGUUUAGGAAAGUACCUGUACGGGUGGCGCCGUGGCUUAGUUGGUUAAAGCGCCUGUCUAGUAAACAGGAGAUCCUGGGUUCGAAUCCCAGCGGUGCCUCAACCGAGCGUCCAAGCUCUUUCCAUUUUUGCUCCUGCACUUUUGUGCUCUGUACCCGGC

>tRNA9_PseudoGAA:8:124270658:124270858:-

UUCCUCUUCAUUCUAGUCAAUUUAAUAAACAUUGAGUGAUUACCUCCCUAAAUUCAGGCUUCUUAUAUGCACUUGGGAAUGCAACAUUAAUGAGAUGUCAGCCAAAAUAGCUCAGCUGGGAGAGUAUUAGGUUGAAGAUACAAAGUUCCUUGGCUCAAUCCAGAGUUUGGGGGACUUUGUUUUAUCUCAAAAAAGCUGUG

>tRNA2_ArgCCU:16:3202823:3203023:+

GACGGGCAGGCUGUGCAGGAACCACCGCGGAGUGAUGGAGAAACUGGUCUAAGACAAGCGACAGCGUUUUGUUAUCCGCCCCGGUGGCCUAAUGGAUAAGGCAUUGGCCUCCUAAGCCAGGGAUUGUGGGUUCGAGUCCCACCCGGGGUAAAGAAAGGCCGAAUUUUAGUGUUCCUUAUCGGGCAGAAGAGUUAGAAUGC

>tRNA115_AsnGTT:1:145978958:145979158:-

UGCUCAGUCAUCCUGCCGGACAAGCCCUGAGGCUGGAAGGCACAGGGGAAAUUUGUUGAAGGCGCCCUUCCCAUAGCGCACAGUAAAAGCAGUAGUUCUUGUCUCUGUGGCGCAAUCGGUUAGCGCGUUCGGCUGUUAACUGAAAGGUUAGUGGUUCGAGCCCACCCGGGGACGCUUGCUCUAGCUUUUAAAGCGUUCGU

>hg19_ct_UserTrack_3545_(null) range=chr5:31317364-31317563 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGCUAUCAUUUUUAUAAUUAAAUUUUUAAAUCAUUUUGUCAAGCAAUUUAUUGCAAAACGGUAAGAAACACUUUUGAGUUAUCAAAAUUUUAUGGCAGCGUUUUGGUUUUUCUCUUAGUUGAUUCAGACCCUGCAUGCUGUUGACAAGGAUGACCCUUAUAGUGGACACCAAUUUUCGUUUUCCUUGGCCCCUGAAGCAG

>hg19_ct_UserTrack_3545_(null) range=chr2:143790760-143790959 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUAAAGUUACCUUCUAUGAUAAUGACAUGAUAUUAAUUUCUCAGAACUGCAGUUAAUCCCUGGGGUCUGUGGAUUCCGAAUUUCAAAUCCUCCCAUUUUGUUGGUCUGUUCCUUGCAUGCUAGUUUAGAGGUAAGUGAUGUGUGUUUCAACCUUCCCACAUCUUUGCGUUUUUUCUUGAUCUGUUUGUGACAAUUCAUA

>hg19_ct_UserTrack_3545_(null) range=chr1:97915625-97915824 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAGUCAGCCUUUAGUUCAGUGACACUUUGACACCAAUAUGCAGCCGUUUUCUCACUGAUGAGCUCAAUAUUCAGAAAGGAGCUUUGUCCAGGGCCAUACAUGGGGCCAGAGGUGGUUCCCCGGAUGAUUCUGGGGGAAACAUUUGUCACAAUGUCCUGAUGAAAGAGUAAAGAUAUUGAGUCUCCUUUUGACAAAGAAAA

>hg19_ct_UserTrack_3545_(null) range=chr18:909341-909540 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCCUCCCCGAAGGCUCCCGCGUGGGGUGGGGCCCGCCUGCUCCCCGCGGCGAUUGAACCUGUGUCUCCCGCCCCGCCACCCUCUUCCCGACCCCUUUGCUUGCAGUGGGAGCCUCGGCGGCGGCGCGGGGGACGACGCGGAGCCGCUCUCCAAGCGCCACUCGGACGGGAUCUUCACGGACAGCUACAGCCGCUACCGG

>hg19_ct_UserTrack_3545_(null) range=chr4:46930519-46930718 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAUCCAGUUCGGAUAGAAGUAGGAGAAGCAGAUGGAAGUGCUCUUGCUGCAGAUAUGGUUUCAGCUGCAUUUGCACGGCUGAAUGGGUUUGGACUGGAAGCUAAGUAAGACCGAGGUGUGCCUUUAGAAGAUUCUUGAACAACUGUGGAAGAUUUGCUUGAAUGGUUUCCCACCUCAGUUCUGUUGCCAACAUCAGAUUC

>hg19_ct_UserTrack_3545_(null) range=chr15:90347471-90347670 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAUGGGGGUCUACCUGGUGGGCCAGCUCAUGAGCAAUCACAGUGACCACCCGCUCCUUGUUGCUGCUGGAGGAGGACAGGGGGUCGAACAGCAGGGAGUUCUCCCGGUAGGUCACCAGUCCCCAGUUCUCCAUGGCGCCGGCGUUGAAGUCUGGCAGGCCAAUCUGGUCUGGGGAGGCGAUGCCAUUGGCAGGAUGAACU

>hg19_ct_UserTrack_3545_(null) range=chr3:169990928-169991127 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUAAAACAAAAUUAAAAGUAAAUUCUCACUUAAGUUAUAUUCUUUCAAAAUUAAAUUUUAAUAUGCUGUGUGUUGUUGAAAUAGUGUUAUUUCUGGUGUAAUAGAGGUACUCCACUGAGUUACUGUGUCUUUGGAAAUGUUUGUAGGAACCAGUGAUGCCCAUGGAUCAGUCAUCCAUGCAUUCUGACCAUGCACAGACA

>hg19_ct_UserTrack_3545_(null) range=chr5:150924312-150924511 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUAUGUCCCCAAGAUAGGGGUCAAUUCGGAAAUAUGUGUAAUCUUCUGCAAAUUCAUAUGUAACAGCCCCAUUUGUCCCCAAGUCCUCAUCAGUGGCAGAUACCUGAAAGAGGACAUCCCCUGGCUCUGUGCCAUCUUGGAUGAUUGUGUAAUAGGGCAGAUGCUUAAAUUUGGGGGGAUUGUCAUUGACAUCCUCAAUA

>hg19_ct_UserTrack_3545_(null) range=chr22:50639701-50639900 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGGCCUGCUUCACCCGCGUGCAGCCCACCCCGCUGCGGCAGCCGCGCCUCGUGGCGCUGUCAGAGCCCGCGCUGGCGUUGCUGGGCCUGGGCGCGCCGCCCGCGCGCGAGGCCGAGGCCGAGGCCGCGCUGUUCUUCAGCGGCAACGCGCUCCUGCCGGGCGCCGAGCCCGCCGCGCACUGCUACUGCGGCCACCAAUUC

>hg19_ct_UserTrack_3545_(null) range=chr19:8032416-8032615 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGCUUUCAGGAGCGCGCACCCUCCCGACCCACCUGAAUCUCUGCGCCUGGUGGUGAACGGGGCCUCCGAACCGUCGCGCUGGCGAGUGGUACAGCUGCGAGAGGAGUGCCACGUUUUUGUUCUGGUUGGGGUUGGCUGCAAACUUCACUGUGAUGGGCUCAGAGGAACCUGGGGGUUUAUGACCAUUGAAACUGGUAAU

>hg19_ct_UserTrack_3545_(null) range=chr6:128505466-128505665 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGUGUGACUAUAUCAUAUAUCAAAUAAUGAGAACCUUCAACACUGCAUGUAUUAAUGUGUCUUAUGCUAGAUUCCUUCACAAGGUAGAAAAGGUCUGCUACUCAGUCUUACCUGCACAUUUUGUUCUGGUGAUUAGUGGAGGUCCUGGGAGCCCCGUUCCACCUUCACCAGGUCUUGUAAGUAGAACUCGGAUCUCAUAU

>hg19_ct_UserTrack_3545_(null) range=chr15:27193222-27193421 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAGACUUCUGAAAGCAAAAAGACUUACAACAGUAUCAGCAAAAUUGACAAAAUGUCCCGAAUCGUAUUCCCAGUCUUGUUCGGCACUUUCAACUUAGUUUACUGGGCAACGUAUUUGAAUAGGGAGCCGGUGAUAAAAGGAGCCGCCUCUCCAAAAUAACCGGCCACACUCCCAAACUCCAAGACAGCCAUACUUCCAGC

>hg19_ct_UserTrack_3545_(null) range=chr4:57856931-57857130 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAGGCUUGGUUAGACAACAGCUGGAUUCUUUUGAUGAGUUUAUUCAGAUGUCUGUUCAAAGAAUUGUGGAAGACGCUCCUCCUAUAGACCUACAGGCUGAAGCUCAGCAUGCUAGUGGAGAAGUUGAAGAACCGGUAAGAUAGUUCUAAUAGUUACACAGGUACAAGAAGCGUAUUGGUUUGAAAUUUUAGCCCUUCUCU

>hg19_ct_UserTrack_3545_(null) range=chr1:238048365-238048564 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUAAAGGGCUUCCUUGGCUGCAGAGUAGUAGGACAUGGAAACAGUUGUAAGUUGGGGAGGUUCAGAGCCCUGGUGAGUGUCAUGGAAGGGAACAUCCUACCGGUCCCCUGAGGGCCUGUUUCUCCACUGUAGGGUUCACAAAGCUGAAGGUGAAGAUGCUGAAGCGCUGGUGGUGAGAGGGAAAUGGAAGAUCCAAGGCU

>hg19_ct_UserTrack_3545_(null) range=chr6:31636309-31636508 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUUUCAGAUGAAGAACUGGAAGACAACCCCAACCAGAGUGACCUGAUUGAGCAGGCAGCCGAGAUGCUUUAUGGAUUGAUCCACGCCCGCUACAUCCUUACCAACCGUGGCAUCGCCCAGAUGGUGAGGCCUCUCUGCUCCUACCUGCCUCCUUCUGAGCAGUAAGAGACACAGGUUCCUGCAGCAAGAAGUCAUGUUUA

>hg19_ct_UserTrack_3545_(null) range=chr17:7402510-7402709 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGAAUUGGUGGGAGGCGGGCAGGCUGGGUGGCUCCUCAAGGUUUCGCUGCAGACAUCUUCCCAACCCUGACUUUUCUCUUUAACUGUAGUGUGACAACUCCGUACAAUGCAGACUUUGACGGGGAUGAGAUGAACUUGCACCUGCCACAGUCUCUGGAGACGCGAGCAGAGAUCCAGGAGCUGGCCAUGGUUCCUCGCA

>hg19_ct_UserTrack_3545_(null) range=chr20:42328586-42328785 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAAACGAGCCUGCCUUACAAGUGGGUGGUGGAGGCAGCUAACCUCCUCAUCCCUGCUGUGGGUUCUAGCCUCUCUGAAGCCCUGGACUUGAUCGAGUCGGUAUGUUGGUCACAACACUUCACAGUGAGCACAGAACACCCCCAGCAGGAAGUGCUUCUCUCUCAGGCCCACAUCCUUUUGCUCAUUCCAUCGCCCUGCUA

>hg19_ct_UserTrack_3545_(null) range=chr16:67472623-67472822 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGCCAUGGCCACAGAGUCAGGUCUAAACCACCAGGUUGGCCUCCCUCUGACAAGCAGACCCUGCAGACUCACCUCGUGCUCAAAGAAUCGGUCCUCCAGCGUCUUGUCUCCAGGGUUGCUACCUGCACCCUCGAAGAGCAGCUUGUACUCCUGGCCAGGGGGGUGGGGGGAAGCACAAGCAUGAGGGUUCUGGGUGGGG

>hg19_ct_UserTrack_3545_(null) range=chr3:134084618-134084817 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUGCACACAGGCCAGGCUUCUUAGUGGGGCCCCUACUCACUCUGAGCAAGCAGCUUGGCCACCAUGUCCUGACUGCCGGCCUGGGCCUCCUGUGUCUUGCUUGCCAGGCGGCGAUUUGCAGAUUCCAAUCUCUCUGUUUCAAGGGAAGGAAAGAUGUUUUAGUGUCAGGUGAAGCUGCCAGCUUGGGAUUUUUCCUGAC

>hg19_ct_UserTrack_3545_(null) range=chr20:47858560-47858759 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGUGGGGUGGGUCAGAGUGGCCUGGUGUGUUCCACACUCACACCUCCCCACUCCCCCUAGGCAGAGGAAAGGUCUCAGUUUGAAAUCCUCAAGGCGCAGAUGUUUGCUGAACGGCUAGCGAAGAGGAAUCGCAGAGCCAAGCGGGCCCGAGCAAUGCCCGAGGAGGAGCCAGUGAGAGGUCCUGGUAGGUGAAUGGGGAG

>hg19_ct_UserTrack_3545_(null) range=chr11:59361460-59361659 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUAUGGUUCUGAGGUUCCUUUACCUGUUCACAGAGGGAUCGGUACCCAUUCUCCUCUAAUCGGUCCAGCUCAAAGGUCUCCCCAAGCAGUGGGUUGAAUGGCUUACUGGUGCGGAAGACAGUAGUGGAGUAGGAGGACACGGUGAAAGCUGCAACAUAACAGAGCUGUUCUAGAGAAUUCUCACAUUUUGCAGCUCGGUC

>hg19_ct_UserTrack_3545_(null) range=chr15:75981273-75981472 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUCCCCAAACUGCAGGGCCCCAGUGACGCGGAACAGCACGCUCACAUCCUGCCCCACGGCAUUGGUCUCCACCGACAGGUUGGCGGGCAAGAUGGGCAUGGCAGAGCCUUGGGCCAGUCGCAACCCUGUGCUGCGGUGGAUCUGUAUGGCCGGCCGGAUGGCCACCACCUUCAGCGUGGCCGGGGGGCUGGCCUGCAGUC

>hg19_ct_UserTrack_3545_(null) range=chr14:100384034-100384233 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUGUGUGCACGCACUCACGUGUGUGUGUUUUAUGCUAUAGUGUUCUAUCUGUUCAUCAAUUUACACUUCCUUUAAAAUAUUUUAGGAUCCAGCUCAGUCUUCUGGUUUUCAUCCUUCAGGGUCUGUGGUUGCAGUCGGAACACUCACUGGGAGGUAAGUCCAUGCCAACAGCGCUUGUGCUUGCAAAGCUUAUGGAAAAG

>hg19_ct_UserTrack_3545_(null) range=chrX:100081623-100081822 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGUGGAAUGCAUGUCAAUGGCGCACCUCCUCUGAUGCAAGCUUCUAUGCAGGGUGGAGUUCCAGCACCAGGGCAAAUGCCAGCUGCUGUCACAGGACCUGGCCCUGGUUCCUUAGCUCCUGGAGGUAAGUUUCAUUUAGUCUUCACCAUUUCAGUACUUGCUAAAGUUUUGUCAUAGCCACUGUUGCAGUGCAGCCAAAU

>hg19_ct_UserTrack_3545_(null) range=chr2:191898156-191898355 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCCCAGUAACCAAAUUUAAGAAAACUAAUUUCACAUGAAUAAACAUUAGUGAGUAUAUACCACUUUCAGAAUGGUCCACCCAGGUGAAAGUUAUUCCUCCGAGAUGGCUUUCACUGAAUCUUAAUAAAAAGGUGCCAGGCAUUUUAUCCUUUAGCAACAGCCGUUCCUUCUCUUUGCUAACAAAGCCCAUGACAUACCUA

>hg19_ct_UserTrack_3545_(null) range=chr22:30951840-30952039 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCUGCGGGCGAAGAAGGUCGGGUAGUCGAAGUCAUUGCGGCCGUUAGGGAAGGCGAACUUGAGCCGGUGCUUCUGGCCGAAGCGGAACAGGAUGUUGAGCAGGGUGCUGCUGGCCGUCUUGUGCGUCUUCAAGAACACGAUGUUGCGCCGCGGCUGGCACUCCCCCGCCGAGCCGUUGGCCCGGAUCACUGCCUCUGGCU

>hg19_ct_UserTrack_3545_(null) range=chr18:3135497-3135696 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUGCUUUGAAAUUUUCUCUUGAAGUAAAAGAAGUUUACAGUUGCUUACCAAGUUUGUCCCCUACCACAGUCACCUCCGUUGCCUCUGAGGGCUCACCAACUCCUGCAGAAUUAGAACAGCGGACACGGAAACAGUAGGAUUUCCCCUCGGCCAAGUCAAACAGAGCAAAGCGGGGAGACUUCACAGGGAGCUCCGUGUUC

>hg19_ct_UserTrack_3545_(null) range=chr17:58524960-58525159 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GACAUUCUGAGAAAUCAGGAAGGACUGCACCACUUCUUCAGUGGACUGGGGGCUGGUGCUGACAUCUUCAAGAGCAUCUGUCACUGAAUAUUGCCGAUCUCGCAACCGGUUCCAGUUAGACAGAACAUUGUGAUAUUCAAACACUUUCUCGUAAUUUCCAAUGGAGUUGUAAAGUUUAAUGAGACCUCGAUAAUCAUAUU

>hg19_ct_UserTrack_3545_(null) range=chr20:17599204-17599403 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUCACACUCCUGGCAUGGGGACAUGGAGGCCACCUACCAGGGCAAGCUCAUCGCUCUGUUUCUGGGCUUCGCUCUUGGCGGCAUCGAGCUGAGAUUGAGAUUCUAGGAGAAGUUGCCUCAGCUUGGGGAGAAAACAGAGGCGGGUGAUGGGAAAAAAGGAGAGAAAAGGAGAAAACCAGUCCCCGUGAGUUAGCGCCGAA

>hg19_ct_UserTrack_3545_(null) range=chrX:43652633-43652832 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUCUAAAGGUUUUUAUAUAAGGAAAGUACUCACCCUUUUUCCUCCAGAAAGGCUCUUUAUAAUAAACUAUACACUUGAUGACUGAACCCAAAGGCACACGAGUGAUCAUCUGGUUUCUCAUCAUUGGCAGAGGGGGAUUGAAGUGAAUCUUCAUGCCCAGAGUAGGAGGAAUAGCACUAAUCACAUAUUUAGCCUGAAAG

>hg19_ct_UserTrack_3545_(null) range=chr1:26515611-26515810 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGGGUUCCGAGUGGGGAUUUGAGUCUCACCUAGGCUCCUCGUGCCACGCUGGCCAGGUGCUGGCUUCCAGGCACCGGACCUCCGGAGUGAAGUCUGGCCUCGGGCUCUGCCCACUUCCCUGGGUGAUCAUGGUCCCUUAGCCCCUCCUCUCCACACAGGCAAAGCUGCAGGAGCUGCAGGUCCUAGAAGAAGUGCUGGG

>hg19_ct_UserTrack_3545_(null) range=chr20:62196087-62196286 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCCAGGUCUCGGACACUGAGGGCAUCAUCGAGGUUGCAGGCGCCCUGGGGGUCCACAGUGAAGGUCAAGAAGGCGCGGCAGUCCUCUCGGCGGCCGGCAACCCGGCCAAGCUCCGUGUGGUAUUUCUGCAGCACCUUGGUGAUGGUGGCCUGGUCCGACGGGGGCACCCUCAAGCUGUACUCCAGGCCGAGGAUGCGGAG

>hg19_ct_UserTrack_3545_(null) range=chr7:134221245-134221444 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGGCACCCAGGCCCUGGACUAAAAUUUCCUGUGAAUGCUUCGGCUAACCCUGUUACGGUGGAUCCUUUAGCAAUUUCUGCCCCAGGGAGGACUAAGGCAAGCCAGGGUCCCUGUAGUCCCUCUAGAGCUGCCCAUAAGGUAUUCCUUUCUAUGAUAGGCCAUGGAGGAGCUGGUGGAUGAGGGGCUGGUGAAAGCCCUUG

>hg19_ct_UserTrack_3545_(null) range=chr17:80274082-80274281 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCAGCACACACGCCACCCCCAGGCCCAGCCCGAGGAGGAAGGAGAUCACCGCCAGGGCCGCAGGGAGGGCAGAGGCUGCUGGCGGGUCAGGGAGGGCAGAGGCUGUCUGCGGGUCAGGGAGGGCGGAGCCUGUCGGUGGGGCAGGGAGGGCAGAGGCCCUUGGUGGGGCGUCCGAGCAUCUGUGCCAUCCUUGGGACUGU

>hg19_ct_UserTrack_3545_(null) range=chr10:108427292-108427491 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAAAGUUGUGCUUCAUUGUUAAAAUGAACAAAAGCAAUUACAUUGUGCUGUAAGGAAAUAUGCUUGGUCCUUGAUCAGAAGUAAUUCUGUCAGUAUAACACGUGCUGAAAGGCAGCAAAGGUUGGCCUCUCAAGGUCACUACUCCAGACACUUACCCAGUACUAUUGAGGUAACUCUGUCCCAAGCUGCAAUCCUUUGAC

>hg19_ct_UserTrack_3545_(null) range=chr2:189913990-189914189 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUCUAAAUCAAUUGCUAAAUGAAAAAAAUUGUUUCCAUGACACCAGAUAACAAGAGAAGAGUUAUUUUCACUGUAGUACUCACUUCUGGUCCAGGUUCCCCUACAGGACCAUUGGAGCCUGGGGGCCCCACAGGUCCAGGUGGACCUUUAUCUCCUGUUGCACCAGUUGGUCCUACUUUUCCUGGUGUUCCCUGAAAUAG

>hg19_ct_UserTrack_3545_(null) range=chr6:7845336-7845535 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AACAAUAGUUGUCACUCUCUCUUGUUUAAUCUUAUAGUGGAGUACGACAAGGAGUUCUCCCCUCGUCAGCGACACCACAAAGAGUUCAAGUUCAACUUAUCCCAGAUUCCUGAGGGUGAGGUGGUGACGGCUGCAGAAUUCCGCAUCUACAAGGACUGUGUUAUGGGGAGUUUUAAAAACCAAACUUUUCUUAUCAGCAU

>hg19_ct_UserTrack_3545_(null) range=chr16:2342121-2342320 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGAAAUGCGCAUUUACUGACCGAAGGAAGACUUCCUCCAUGGUGGUGAUGGAUGCCCCAAAGCUGGCAAUGCCCAGCUCUUUCUGCUUCUUCUCCAGUUUAGCAAAGAGACCUUCAAACCUGAAAAACAGACCCAGCAUUAUGAGUCACUUCUCAGUGACUUUCUAGAUAAUUUGUUCCUAAAGCAUCACCCCCCCUCGG

>hg19_ct_UserTrack_3545_(null) range=chr4:3131554-3131753 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAAAAUGUGCUCUUUCCUCAUUGCACUUCCAUGUUGGAGGGCUUGUCUCUUGGUGAUCACACUUCAAAAUUCUCACAGCCCCCCUUGAACCGUUUAGGUGUUAGACGGUACCGACAACCAGUAUUUGGGCCUGCAGAUUGGACAGCCCCAGGAUGAAGAUGAGGAAGCCACAGGUAUUCUUCCUGAUGAAGCCUCGGAGG

>hg19_ct_UserTrack_3545_(null) range=chr12:57501387-57501586 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUCAAGGGUGCUGAUGUGUUGCAAGAUGGUGCUCCCCUCCCCCUGCUCUCCCACCGAGGCCUGAAGGUGCUGGACAGUGUCUGAAAGUAGGGCACUAGCCAAGUUGCAGCAGAAGGCGUCGGAGCCGACCAGGAACUCCCUGCAGGAAGAUCAGGAUGAGGCUACCUCAGGCCAGGGCUUCCUCAGCUCUCCUGACCCU

>hg19_ct_UserTrack_3545_(null) range=chr20:10654017-10654216 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCUCGCGGGGCUCAACCGCCCAGGGCGCCGCGAGGGGAGGGAGAGGACGGCUGGGAGGGAGGCCCGGAGAAGGGCUCCUACCUUGGCUCGCAGGGCACAGAGCAGGGCGAGCAGGAGGCUUAGGGGGCGCCCGGACCGGCCGCGCGUCCGUGGGGAACGCAUCGCUGCGCCGCGCGCCGCGGGCACUCGGGACGCCGCCG

>hg19_ct_UserTrack_3545_(null) range=chr14:93397682-93397881 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAGCCAGGCCCCAGGCCCUCCCGGAGCCCAUGCAGGAGUCCAAGGCUGAGGGGAACAAUCAGGCCCCUGGGGAGGAAGAGGAGGAGGAGGAGGAGGCCACCAACACCCACCCUCCAGCCAGCCUCCCCAGCCAGAAAUACCCAGGCCCACAGGCCGAGGGGGACAGUGAGGGCCUCUCUCAGGGUCUGGUGGACAGAGAG

>hg19_ct_UserTrack_3545_(null) range=chr11:130286078-130286277 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUGUGAGAUACAUGGCGCUGCAGGGGGACCAGGGCAGCGUCUGGUUCAGGUGGACGAACAGCGGUGCCAUCACGUGGUGCUUGCCCAUGGGCCCGAAGAGCCGUGUGCAGGGCUUGGAGUCGUCGUGGGGCAUGCUGAGGACGUGCCCUGGGGAGAGAGGCCUGGUCCACUCCGCCCUGUCCUGCCUGAGGGCGCCCCA

>hg19_ct_UserTrack_3545_(null) range=chr17:79991511-79991710 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGGAGGCGCAGUAAGGGCCUCCCUGUACCCCACCCUCACUGUCUCCCCUCCUCACUGCCGCUAGGCUCUGUGAAAUACCUGGAGUGCUCAGCCCUGACCCAGCGGGGCCUGAAGACAGUGUUUGACGAGGCGAUCCGCGCGGUGCUCUGCCCGCCCCCAGUGAAGAAGCCGGGGAAGAAGUGCACCGUCUUCUAGAGCCC

>hg19_ct_UserTrack_3545_(null) range=chr12:54798378-54798577 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGAAUUAGCCAGAACUGCACCCAGGAACUUAAGGAAAGGUGCAGAAGAGAGAGUAGGGGUCAGUGACCAGGGAAUUUUAAGGUGAAAAGGGGCCUCAGGCACAACUCACCAGGAUAUCCAUUGCCAUCCAGGUCUCGGCCUCCUCGAAGGGCAGAGCCAAAGAAGUCUGGGGUGUGGCUGGCUGCCCACAGGGGCUGCAG

>hg19_ct_UserTrack_3545_(null) range=chr22:20229211-20229410 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CACGCUCUUGUGUCCGCUGGGGGUCAGCAGGGCCCAAGCACUGUCCACAGCACCAGCGCCAGGCCCAGGGGGGUGAGGCUGCAGGUGAGGCUGGGUAGGGCACCUGAGCCUUCUGAGUCACCAGUCCCGCCACCCCCGCUGCCUGCCUGGCCCAGACGGCAGUGGCUGCGGGUGCGGUUCUUGCGUGAACAGCCUGGCCU

>hg19_ct_UserTrack_3545_(null) range=chr19:42509895-42510094 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAGCCCUUGGUGUCGAGGAGUCCCCCGAUCUGGGUGAGGUUGCAGUUGAGGCGCCGGUGGUAUUCGUUCAUGGUGGACUCGAGCAGGAAGGCGUAGCGGGAGUUGAGGACGCGGGCAAUGCCCUCUUCUGUGCUCUUGACGAACACGCUGGGCUGCUUCGACUGCAUGUAGUUCCACAUGCGCUGGUACGUUUGGUACCG

>hg19_ct_UserTrack_3545_(null) range=chr10:96580291-96580490 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUUGGUAAUCACUGCAGCUGACUUACUUGGAGCUGGGACAGAGACAACAAGCACAACCCUGAGAUAUGCUCUCCUUCUCCUGCUGAAGCACCCAGAGGUCACAGGUAUGAUCACAGAGGAUGAGUUAAUUGAGUUUUAGGAAAGAUGUUGGGAAGGUGCUGCUAGUGUUCUCCUUUCUGUUUCUCUUAGAGAAGUUCCAU

>hg19_ct_UserTrack_3545_(null) range=chr14:23778069-23778268 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCGGCGUCUGCGGGAGGGGAACUGGGCAUCAGUGAGGACAGUGCUGACGGGGGCCGUGGCACUGGGGGCCCUGGUAACUGUAGGGGCCUUUUUUGCUAGCAAGUGAAAGUCCAGGGCCAGGUGGGGCUAGGUGUGGCUGGGGGCCAGGAGAGCAGGAACAGAACAGAGAAAUGCCCUUGGAAGAAGUGGAGUUGGUGGAU

>hg19_ct_UserTrack_3545_(null) range=chr5:137527855-137528054 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAGCCAAAACCAUCCACUGUGAUUUGUCAAUAGCUAUCAAAAGAGGAAAAAAAAGUUAUUAGCCCUUCCCAUAUCAGACGCAUUGUCAAGUGACCAGGCUUACCGAAGCUGGUGGGCCCGUCUAUAAUAAUAAAGGCAGUAAAAUGGCAUCUUAAGGAUUUCAUAGGUCUGCCCGAGGCCAUACCAAGCUCUGUAGUCCC

>hg19_ct_UserTrack_3545_(null) range=chr3:52257934-52258133 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUGUAGCUCAGGUUUAGCUCUUCCAGGGUGGGCACAGCCAAGAAGGUGCUGGGCUCGAUGGUCAUGUGGCAGGGGAAGUGCAUGGGGCUGAGGCCAACCGGCGGGCAGUUCCACUUGAGGUUGAGAUGCCGCAGGCUGGGCAGGUGGGCAAAGUCAGAAUCAUGGAGGUGGUGGAUGCGGUUGGAGGACAAGGAAAGGCU

>hg19_ct_UserTrack_3545_(null) range=chr2:220285174-220285373 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGUGGGCCCUGAGAGGGGACUGAAGCCCAGUCAUGCCCUACAGGAGAUCCGUGAGUUGCAGGCUCAGCUUCAGGAACAGCAGGUCCAGGUGGAGAUGGACAUGUCUAAGCCAGACCUCACUGCCGCCCUCAGGGACAUCCGGGCUCAGUAUGAGACCAUCGCGGCUAAGAACAUUUCUGAAGCUGAGGAGUGGUACAAGU

>hg19_ct_UserTrack_3545_(null) range=chr2:37509574-37509773 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUCUUUAAGAAACAAAAUAAAUCAGGAAAACAGAACCUUAUCCAAAGAUAAUACACCAAAGAAUCAUGGCCUUUUCUGAUCUUUCACAAAAAUUAAGAAAAAUAAUUUUACCUCCAUUGAAAGUAACCUCUCCAAGGCAGUCUCUUGGUACUUUUGAUGCACAGCGUUUAUGGCAGUUGAAUUUGCAAUCUAAAAUGAAA

>hg19_ct_UserTrack_3545_(null) range=chr1:53678813-53679012 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUAGAGCCUUCCCCCACUCUCAAGGAUGCUGUGAGGGGUAUUCCUACCAUGUGGUGAGUUGGGAGGUUUUCCUGAGGUCCUUUUCCAUCCUGAGACUCUGGUUUUCCAUUUUGUUUCUCACAGGCCAGGGCUUUGACCGACACUUGUUUGCUCUGCGGCAUCUGGCAGCAGCCAAAGGGAUCAUCUUGCCUGAGCUCUAC

>hg19_ct_UserTrack_3545_(null) range=chr4:967047-967246 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGCAGAAGGUGGGCUUGGUGAGCGUCACCUUCCGGAAGCUGUGUCCCGGCGCGGCAGCGGGGCCCGGGGCUCUGACGCCCGCCCGCUCGGGUCCCGGCCCCGGCCCCGGCCCCGGGCGCGCGCGGCCUCCUGAGCCCAGCACGGGGCUGCAGGCCGGGCUGCCGGGGCGCGGGGAGCCGCCGCCCAGCCAGGCGCGGGC

>hg19_ct_UserTrack_3545_(null) range=chr22:26074779-26074978 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUAGGUAUGCAAUGAAAUGCUUAGAUAAGAAGAGGAUCAAAAUGAAACAAGGAGAAACAUUAGCCUUAAAUGAAAGAAUCAUGUUGUCUCUUGUCAGCACAGGAGUAAGUAUUCAAUUUCCAGCAUUUCUUUUAAAAAUGUUUUGUUUGUUUCAUAGCAGGAUGAUUUAUUAUUUUUCCUUCUAGCUGAUUGCAAGGCCA

>hg19_ct_UserTrack_3545_(null) range=chr2:152541233-152541432 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAGUCCAUUUCAGUUUCCAUCUUUUUAAAAGAGGGGCUACAGAAACCCUGGUUACUCACAUCGCUCUGCAGCGCAUAUGCCUUCUUGGCAAGGUCCACAUUGAUGCUAUCAGGGGGGUAGCUGUAACUGUGUAAGAUGUGCUUAUAAUCAACGUCGCUGGCAAUUGCCUGAGAUUUCUUAGCUUGAGUGACUUGGAGCAU

>hg19_ct_UserTrack_3545_(null) range=chr21:47810952-47811151 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCCUGGAAGCUGCUGGCUCUUAGCUCUGCUGCUCUCAGGGGCAGUGGCCCCGUCCCUUCCUCCAAGCAGGCUCUCCUCAGUUACACCCAGGACUGGCUUUGUCAGAGCAUCUGUGUCUCCCACAAAGGUACCCUUGAGGGAUUCAAGGUGGAGACAGCAGAUCUGAAGGAGGUGCUGGCCGGGAAGGAGGAUUCCGAGCA

>hg19_ct_UserTrack_3545_(null) range=chr9:101825195-101825394 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAAGAGUCACAGUUACAGACAAUGGCAAAUUAUUUAAAGCAUCUUCUCAAGAAACAUUGCACUUGCACCUCAAUACACUCUGAAGAACAGAUUGAAUGCAUAUUCAGAACUGUUUCUUUUCCUCCUUUUCAUAACAGCCACAUCAGCUUCUGCCUCCACCAAACCCUAUUUCAAGUGCCAAUUAUGAGAAGCCUGCUGUA

>hg19_ct_UserTrack_3545_(null) range=chr3:182737838-182738037 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAAGGACAUAAAUGACAAGUUUAACAAAGCCACGUAUUAAAACUUACUGAACAUCAUUCUACAGAUGUCAUGUGAUUACCUUUUCAAUGGUUCCAGUCAUAGGAGCUAAGGGGCCGCCCUGAGUUUCUUGUGAGCUCACAGAAGAUAAGUAUUUGGGGACUGGAAUGUCAAUCUCAAUACUUCCUUCCUAGAAACAGAA

>hg19_ct_UserTrack_3545_(null) range=chr10:81109323-81109522 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUCACUGCUGGGGAUGUAGCAGGGAUUUUGGCUGGAACGGGUAUGACCCUGGAAUUGGGGCCUGGCCCUGUUGACCUGUGUUUCUCUUCGACCCUCAGAGAACUUCAGAGCCCUGUGCACUGGUGAGAAGGGCUUCGGCUACAAAGGCUCCACCUUCCACAGGGUGAUCCCUUCCUUCAUGUGCCAGGUAAUGUAGUUUC

>hg19_ct_UserTrack_3545_(null) range=chr22:38221299-38221498 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCGACGCCGCCACCGUGCCCGCCGCGCCUUGCGUCGCGUCCGCCCCGCGUCCUCGGGCCCACCCGGCUGCCCCGGAGACGCCCGGCCUAGCGGGAGGCUGCUGGCUGGUGGCGGCCAGGGCCCGGAGCCCAGGGAGGGACCCGUCCACGGCGGAGAGGCUGCCCGAGGACCGGAAUAAACCCUGCCGCCUGGACUCCGC

>hg19_ct_UserTrack_3545_(null) range=chr1:65321035-65321234 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGAGUUGGGCACAGAAGUGUAAUUAAACUCAAUAAAAAACACCUAGAAACUGUGGGGAGGGUCCACUUUGUUUAAGUCAGUCAGCGUGUUUUGGUCGAUCUGGGUCUCAGCACAUUACUGAUGGGAUACAGCCUGGCUCUGGCACAGGGAGACGAACCUCGGGGCUUGGGCUGGCAGCAGCGUUUUAGCAUGAAGCUGAU

>hg19_ct_UserTrack_3545_(null) range=chr1:214820242-214820441 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCAAACACAAUUAAAAGAGCUCAAUGAGAGAGUGGCAGCCCUGCAUAAUGACCAAGAAGCCUGUAAGGCCAAAGAGCAGAAUCUUAGUAGUCAAGUAGAGUGUCUUGAACUUGAGAAGGCUCAGUUGCUACAAGGCCUUGAUGAGGCCAAAAAUAAUUAUAUUGUUUUGCAAUCUUCAGUGAAUGGCCUCAUUCAAGAAG

>hg19_ct_UserTrack_3545_(null) range=chr20:56083641-56083840 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGUGACUUAAGUAAGCUUACCCAGCGGGAAAAGCCUUUGCCACACUUGGAGCAUUUGUAAACAGUCGGGAUGAAAUUUGCAUCGUGGUAUUUCCUGAAGUGAGCGUUUAGAAGUUGCUUCUGUCGGAAACAUUUAUUGCAAGAAAGGCAGGUGAAUGGUUUCUCUCCAGUGUGGGUACGAAUGUGAGCGGUCAUAUGAC

>hg19_ct_UserTrack_3545_(null) range=chr5:149497042-149497241 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGGGAUAAGUACUUACCCUACGUAACUUACCUCUGAGGCAAACCUGGCAGCGCGCGCGCGCGCGCGCACACACACACACACACACACACACACACACACACUGUGCACAAUUUCCUUGGCCCCAGGCCAGGGUGGUUACCUGGCUAGGCUGGGGGAACCCUCCAGUGGGCCCUCGUCAGCAACCUCGGGUUUGGGGUCAG

>hg19_ct_UserTrack_3545_(null) range=chr7:123332257-123332456 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAAGUAUUUUUAAAUUUAUAGGGUUAAGAAUGAAUUAGCAAGAGGAAAAAAGAAUACACUUUUCAAAAAUAUCUUUCAAUAAAUUACUUUAAAAUUCCAUUAUGAUAAAGGAUCUAAAAUGAAAAAAAAAAAAGCUUACUUACAGAUUUUAGUUGGAUACCCUGUCGUAUCUGGUCUAACAGUGCAUCUCGUCCAGAGC

>hg19_ct_UserTrack_3545_(null) range=chr6:31996973-31997172 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUGGGGGAGAAAGCAAGUGCUGGGCUCCUGGGUGCCCACGCAGCUGCCAUCACGGCCUAUGCCCUGACACUGACCAAGGCCCCUGCGGACCUGCGGGGUGUUGCCCACAACAACCUCAUGGCAAUGGCCCAGGAGACUGGAGGUGAGGGGUGAGGGGCUCUGGCAGUGAGCCUGAGGCCCAGGGGACCUUAGGAUCCCU

>hg19_ct_UserTrack_3545_(null) range=chr2:176957708-176957907 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGUGGCGGCGGCGGCGGCGUCAGGCCAGUGCCGCGGCUUUCUCUCCGCGCCUGUGUUCGCCGGGACGCAUUCGGGGCGGGCGGCGGCGGCGGCAGCGGCGGCUGCGGCGGCGGCGGCGGCAGCCUCCGGCUUUGCGUACCCCGGGACCUCUGAGCGCACGGGCUCUUCCUCGUCGUCGUCCUCUUCUGCCGUUGUAGCGG

>hg19_ct_UserTrack_3545_(null) range=chr12:121001516-121001715 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUGGCUUGGGUGGCUUGAGCCCUUGGGCAUGGGGAGGGGUGGGGAGCCUCCUGGGGACUGGCCAAGACUGGUGUGUGAUAGAGCCCCUUGUCCUCAGCGGAAGAUGGACAGCAUAUGUUCCUGCACCCUGUGAAUGUGCGCUGCCUCGUGCGGGAGUACGGCAGCCUGGAGAGGAGCCCCGAGAAGAUCUCAGCAACUGU

>hg19_ct_UserTrack_3545_(null) range=chr11:92715008-92715207 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUCCACUUCCUCCUCCCUAUCGCUGUCGUGUCCUUCUGCUACCUGCGCAUCUGGGUGCUGGUGCUUCAGGCCCGCAGGAAAGCCAAGCCAGAGAGCAGGCUGUGCCUGAAGCCCAGCGACUUGCGGAGCUUUCUAACCAUGUUUGUGGUGUUUGUGAUCUUUGCCAUCUGCUGGGCUCCACUUAACUGCAUCGGCCUCGC

>hg19_ct_UserTrack_3545_(null) range=chr7:107577428-107577627 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUUAAAAUUUAUUAGAAAACUUUUUUUUUUCCCCAAAAGUGCUAUAUUAAAACGUUAGACAUAUCGUUAAAUCCAUUGUCUGGGACUAUUUGCACCAAAAAAUGCUCACCCCGAAUAUCUGAGUUUUUGAUAAAUUCCAGUUGUUCAGCAAGUUCUUUCACAGUGUUGUCUAGGCUUUCGGCUUCUGUCUGUAGAGAAU

>hg19_ct_UserTrack_3545_(null) range=chr6:169625210-169625409 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCCACGCCCAUGAGCUGAGAGAGCACCCACCGUCCAAGUCCUCCUGGUCUGGGUUGAACACAAGCCGGCAGUUGUCCCUGUCAUCGGGGACGCCAUCGUUGUCAUCAUCAGGGUCACAGGCGUCGCCCUGGCCGUCUCUGUCAUGGUCAGCCUGGUUGGCGUUGGAGAUGUAGGGGCAGUUGUCCUGGUUGUUCUGGUGG

>hg19_ct_UserTrack_3545_(null) range=chr1:209965503-209965702 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAGACAGGUAGUUUUUCAAUACAUGGCAAAGAAAUGAAGUUAGAAAGCAGGACAGGAAAGAGUCUAUAAUAGAAGCAGAAGACCGAGCAAGAAAGAUAAAGUCUCACUUACUUGGGAGAGAGCUGAUCCACAGUUCUGGAGAGCUAUAGAAGGGCUGUAUAGGUGCCUGGGGUACUUCCAUCUCCAGGGGUUCAGUUUUG

>hg19_ct_UserTrack_3545_(null) range=chr17:72838843-72839042 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCUGCCAGGCGGGGGCCCCUGCCUGCUCGCCCUCCUGGCAGGCCUCCCGGUAGAUCGGCAAGCACAUCGACUGCGCCUGCGCCAAGCGCCUGCAGGCCGAGUGGCCGUCGGGGCGGGCGCAGGCGGGGCCGGUGCACCCAGCGGGCAGCGAGCUGGGCCGAGCGAAGGCCUCGGCCACGGAGCUGGGCAGGGAAGCGUGA

>hg19_ct_UserTrack_3545_(null) range=chr2:29551102-29551301 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUGUCAGUGGAUAUCAGGAAGGCUGUCCAUGCUCUCAUGCCUGGGAUAAUGGGGACAACGGGGUUAUGAGCAUGGGCUGGGCUCAGGCAGGGUGGGGCAGCCCCAUCUACUCACGGCACAUCUGGCUCUCAUCUUCUCCCUGGGCACAGUCCUGGUGGAAGUCACAGGCCUGCCCAAGCUGGAGGACUGUCCCAUUCCAA

>hg19_ct_UserTrack_3545_(null) range=chr6:144808524-144808723 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUUUUUGUGAAUUAGUAAUUUACUUAACUUUUGGUCCUGUUACUUAGGUAGAUUUUUAGAAAAUAUAAUUACUUGUUUAACAAAUAGACAUUUUGGGGAUCCUUGAUACCUUUUGCCUUAGUAAAUGCAUUAUUAUUUUUUUUUCCCAUCUCCAUUCCAGUCUCUGGAAUCUGUUCUGCGCCACCCGGCAGAUAAUCGCA

>hg19_ct_UserTrack_3545_(null) range=chr9:137623210-137623409 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGCACAGGGCCUGAUGGAUCUGGGAUCUCUGCCCAGUUGACCGGAUAGCCACAGUGCCCGCCCAGGGCCUGAUGGAGAGGCAGUGCCUGGUGCGUUUGCGAGGCAACCCUGCGCCUUCCUCUCCCUCUGCAGCCAGCUCCGCCUCCAGGGGAAGGUGCGGAUGACUUGGAGGGGGAGUUCACUGAGGAAACGAUCCGGAA

>hg19_ct_UserTrack_3545_(null) range=chr8:74585320-74585519 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAACCAAAAAAGACAUACAAACCUCUGAUUGUACAUGCCCCGAAAGUUGUAAUUAGCUCUAUAAUUUGGGAAUGGCUUUGGAUCUAAUGGCCUGUAGAUGGCAGGCUCUCCCCUUUUCAUAGCAAGCCCAUUCAGUUCCACAGUUGGAGUUAUACUGCCUGUUUAAAAAAAAAACAUUAAAGGCACACAAGUGAAAUAUC

>hg19_ct_UserTrack_3545_(null) range=chr6:30459281-30459480 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUCAGGGCCCCUUACGUUCCCCUCUUUUCCCAGAGCCGGCUUCCCAGCCCACCAUCCCCAUCGUGGGCAUCAUUGCUGGCCUGGUUCUCCUUGGAUCUGUGGUCUCUGGAGCUGUGGUUGCUGCUGUGAUAUGGAGGAAGAAGAGCUCAGGUGGGGAAGGGAGAAGGGUGGGGUCUGAGUUUUCUUGUCCCACUGGGUGU

>hg19_ct_UserTrack_3545_(null) range=chr10:85973931-85974130 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUCGUGGCCAUCACUGUCCUCAUCUCCACCGCCACCUUCUGGCGCAACAAGAAGUCUAACAAGGUCCUGCCAAUGCGGCGGGUGCUCCGCAAGCGGCCCAGCCCUGCGCCCCGCACCAUCCGCAUUGAGUGGCUCAAGUCCAAGAGCACCAAAGCCGCUACCAAGUUCAUGCUCAAAGAGAAACCUCCCAAUGAGAACUG

>hg19_ct_UserTrack_3545_(null) range=chr6:108227849-108228048 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUAACUGCUCAUCGGGGGAUUUGGGAAAUUAGCCUAACCUGUGGUAUUAGAAUAUUAUCCGUUGGUCUGCUUGUGGCAUCUUUAUUAUACUGAGGAUCAAAUUCAGAAGCUCCAGCCAAAACCAUGAUAAGACCUAACAAAACAAAAGAAAUAUGAAGGUAAAUAAAUAUGCUCAUUCAUUAAUUCCCCCUCCUGAGAUA

>hg19_ct_UserTrack_3545_(null) range=chr17:13977527-13977726 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACACAGUGUAGCGCUUACCUUAGUGGCUGGCUUUGCUUCUGGGGAGGUGUAGUCAUCAUUUGAUAAGAAGUACGAAUCAUUUAACCUUUCUUCCACUUCUCUCUCUAUUAUAGGUUGCGUAGGAGGCUCUGUCUGGUAUCUUGAAAGAAGAACUAUACAGGACUCCCCUCACAAGUUCUUACAUCUUCUCAGGAAUGUCA

>hg19_ct_UserTrack_3545_(null) range=chr9:99003048-99003247 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAUGGGCAAGGCAGCCACAGGUUUCACCUCCAAUUGUGACAUAAUUCAAUGACUCUUUGACAAACUCAUCAGCAGUCUUGGUUAUCACAUUUGUAUUUAGAUACUUUGUCAUUGCAGUCGAGACAGCAUAUGGGGUCAGCACCUACAACGGGAAACAAAGACCAUGGCACAGAAGCAAUCCACCCCAGGAAGAAGACUCA

>hg19_ct_UserTrack_3545_(null) range=chr2:176996231-176996430 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAACAACAAGGACAAAUUUCCCGUUUCCCGGCAGGAGGUGAAGGACGGGGAAACGAAAAAGGAAGCCCAAGAGCUGGAGGAAGACAGAGCCGAAGGCCUGACAAAUUAACUUCUACCUUUAAAAUUUACCACAGACUAUUAAAACUAAUAAUCACCAUAUGCUGUGGACACCACCUAUUUUCUUUGUUGGAAAGGACCU

>hg19_ct_UserTrack_3545_(null) range=chr8:1497235-1497434 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGCUUCCACACGCUGCAGUACCAGAGGACGUCCGCGGCCGCCGAGCAGCGCAGCGAGAGCCCCGGGCGGAUCCGCCACCUGGUACACUCCGUGCAGAAGCUCUUCACCAAGUCGCACUCGCUGGAGGGCUCCUCCAAAAGCAACGCCAACGGCACCAAGGCGGACGGCCGGGCGGACGACCACCACCACGCCCACCACGC

>hg19_ct_UserTrack_3545_(null) range=chr2:172967000-172967199 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGAACCCAUGUGCGCGUAGGGCGAGCCCCCGCCGCCGCCGCCGCCCGCCGGGUGCUGCUGGUUGGUGUAGUAGCUGCUGUCGGUGGCGGUGGACACCGGAAGGGUGGGCGACUCCUGGGGCUUGUGGAGGCUGCUGCUGCUGCUGCUGUUGCCACCCGGGCCGGCGCCGCCGCCGCUCGGGGGCUGCUGGUGCUGGUGGU

>hg19_ct_UserTrack_3545_(null) range=chr21:47423662-47423861 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUUCUCAGAUGGCAACUCGCAGGGCGCCACGCCCGCUGCCAUCGAGAAGGCCGUGCAGGAAGCCCAGCGGGCAGGCAUCGAGAUCUUCGUGGUGGUCGUGGGCCGCCAGGUGAAUGAGCCCCACAUCCGCGUCCUGGUCACCGGCAAGACGGCCGAGUACGACGUGGCCUACGGCGAGAGCCACCUGUUCCGUGUCCCC

>hg19_ct_UserTrack_3545_(null) range=chr5:33963770-33963969 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUAAAGAAAAAAUGUUGCAUCUUUACCUGUUCAGCAUGAUUUUUGUUUUUUGCUCCCUGCAUUGCCAGCUCUGGAUUUACGUAACCAUUUUUAACUUUCUCGAUAGAACCAUACUCGUACAUUCCAUCUGAUGACAAUGGAGGGUCCUGAGGGGUUUGCUGUGGGGGAAUGCCCUUUGCAACCUCUGUAAGUGGGGCUUC

>hg19_ct_UserTrack_3545_(null) range=chr5:150922654-150922853 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCGUACUGGCACCAGAGAGUUCCAGUGAGGAGGGCCUCCAUCUUGGGCUUUGAUGAAGAAGUCAAGGGUCUGAUUUUCCAAUCCCACCAGGCUGUCUUUCACCUUGACCACACCAGUGACUGGGUUAAUUUCAAUGACAUCUUUAACUAGGUCCUCUGGGUUCACUGAGUAGGUGACAUCUGCGUUCUGACCUUCAUCUG

>hg19_ct_UserTrack_3545_(null) range=chr2:209302489-209302688 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGCUUUCCGACACUGUAACCCCAAUGGAACAUGGGAUUUUAUGCACAGCUUAAAUAAAACAUGGGCCAAUUAUUCAGACUGCCUUCGCUUUCUGCAGCCAGAUAUCAGCAUAGGAAAGGUAAUGGAAUUUCUCUAUUUGUGAAUUCCUAAGGGAAAGCAGAAUAAUAUUUUAAUGCAAUUCUCAAUUGCCAGCCAUUAUG

>hg19_ct_UserTrack_3545_(null) range=chr11:5632100-5632299 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GACCUUCCUGUCUGGAAAAGCAUUAUGACUGUAGUGUCCUGGGCUCCCAGCACUUCUCCUCUGGUAAGCAUUACUGGGAGGUAGAUGUGGCCAAGAAGACUGCCUGGAUCCUGGGGGUAUGCAGCAAUUCACUGGGACCUACAUUCUCUUUCAACCAUUUUGCUCAAAAUCACAGUGCUUACUCCAGGUAUCAGCCUCAG

>hg19_ct_UserTrack_3545_(null) range=chr1:91989803-91990002 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUUUAAAAAGGGGGAUAGUAAUAGCUGUGAGCAUUGUUUUGAUGAGUAUAAUACCAAUUUAGAAGGCUGGAAUGAGGUACCUGAUGAAGCUUAUGACCUGCUUGAUAAACUUCUAGAUCUAAAUCCAGCUUCAAGAAUAACAGCAGAAGAAGCUUUGUUGCAUCCAUUUUUUAAAGAUAUGAGCUUGUGAUAAUGGAUCU

>hg19_ct_UserTrack_3545_(null) range=chr13:110435472-110435671 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CGGAGAGCGGAGACCGCUGCCGGCUGUCGCUGCUGGUGCCCGGGGUGCCUGAGCCCAGCGACGAGGCCGGGCUGCUGGCGGACAAGAGCGAGGAGGACGAGGCCGCCGACGCCAGCAGGGGAGGCGCGGGCGGCGACAGGCGGGCCCCGGGCUCGCCAAAGUCGAUGUUGAUGUACUCGCCGGGGCUCUUGGGCUCCGGU

>hg19_ct_UserTrack_3545_(null) range=chr20:32005523-32005722 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACCUGGGCUCCGGGUCAUUGGGGGUGCACCUCUUCGAGACAUAUGCCAUCUUCAAGGACAUGUGUUUGGCCUCGCUGAAGUUCCGGGGUGUGGGGCCAGGGGAGGAAGGCUGCCGCUGAAGGGGUGAGGCAGGAGGUGAGUCCCAGCCGACCGAGGUCCCACCAGUAGAGUUCUUGAAAUACGGUGAGACGUCCUUCAUA

>hg19_ct_UserTrack_3545_(null) range=chr14:105242911-105243110 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGGUGCCAGCACCCCGCCAUCCCCGUGUCCCUCCUAAGCGCUGGGGCUGCCCAAGUGCCUGGCCUGGCCGCCACAGCCCACGUACCGCUCCUCAGGAGUCUCCACAUGGAAGGUGCGUUCGAUGACAGUGGUCCACUGCAGGCAGCGGAUGAUGAAGGUGUUGGGCCGGGGCCGCUCCGUCUUCAUCAGCUGGCACUCUG

>hg19_ct_UserTrack_3545_(null) range=chr2:189851712-189851911 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUUCUAAAUGCUUUUUAAAAGAAUUAUGAACUGUCUGUUAAAAUGAUCAUAUCUAUUUGUCUCCUUGCCACAGAACUAUUCUCCCCAGUAUGAUUCAUAUGAUGUCAAGUCUGGAGUAGCAGUAGGAGGACUCGCAGGCUAUCCUGGACCAGCUGUACGUACAAAUGUUUCUCAGCAUUUUGGAGCUUUAUUAUCUUUCU

>hg19_ct_UserTrack_3545_(null) range=chr6:142399551-142399750 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CACAUAUCCCUUCUAGUUAAGGCCUGUGAAGGCCCAACUCUGUUCUCCUCAGUCAUAGGAUUAAAAGCCCACAAAAUAAAACAAUAAAUAGCAGUUACUUGUUCUGACCACACACCACCAACCCACGCCUACUAAGCUUACCUGUUUUUUGGUAUGUUCAUUGUAUUCUCCAGGAAGAUUGUGUGCGCUUUUAAUUAAGG

>hg19_ct_UserTrack_3545_(null) range=chr3:25654002-25654201 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUACCUUCUUCUUCUUCAGCAACUUUUUGCUGGCAUCUGCCUUCAUAGCUGUAAUUUCAGGAAUUAUUCUUCUGCCAUAAGGUGAGGGCAUUGUCUCUUCCAACUGGAGUUUCUUCACCUUAGGUUUGCCAACUUUACCUUUAAUUGCUUUUCCAGACAUUCCAGCCAGAACAUCUUCUCGUUCUUGAGAUUCCACUUUC

>hg19_ct_UserTrack_3545_(null) range=chr10:102743169-102743368 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGCAUGGGCCUGAGCGAUGGGCAGGGUGGCUACCGUGUGGGCGUGGACGGGCUGCUGGUUACAGAUGCACAGCCUGAGCACAGUGGCAACUAUGGCUGCUAUGCCGAGGAAAAUGGCCUCCGCACCCUGCUGGCCUCCUAUAGUCUCACAGUCCGGCCAGCCACUCCUGCCCCAGCUCCAAAAGCCCCUGCCACACCUGG

>hg19_ct_UserTrack_3545_(null) range=chr20:31996433-31996632 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGGCCCUGGCCAGCCUGGCCUCCGAGAGUGCACACCCCCUCCUCCCCAGGGUGCAGAGGCAGCCCCUCACUCACGAUCUCGCCUUCAGCACCUCCAAAAUCCAGGAAAAGGAGACUGGCACCGUCAUCUGAAGACAUCUGCAGCUUCUCGAAGGGCUGUCGCAGGAGCACAGCUCGGGCUGCACCUGGCUCAGCCGCCCA

>hg19_ct_UserTrack_3545_(null) range=chr12:6334493-6334692 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUGGUCACAAAGUCCUUUGCAAGUCUCACCCUUAAGCGCGUGGGGACUGUGUUGUUGCUGGCAGCCAGAAUUAAUGCUGAUGUCCUGUAUGUCUUGCAGCUUGCCGGGAUUGCUGUCCUUGCCAUUGGACUAUGGCUCCGAUUCGACUCUCAGACCAAGAGCAUCUUCGAGCAAGAAACUAAUAAUAAUAAUUCCAGCUU

>hg19_ct_UserTrack_3545_(null) range=chr6:44360376-44360575 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAUAUAUAAAAUGAUCUAUGUUUAAUAGGUAUGAAUGGCUGGAUCCAAGCAUUAAGAAGACAGAAUGGUCCAGAGAAGAAGAGGAAAAACUCUUGCACUUGGCCAAGUUGAUGCCAACUCAGUGGAGGACCAUUGCUCCAAUCAUUGGAAGAACAGCGGCCCAGUGCUUAGAACACUAUGAAUUUCUUCUGUAAGUGAGU

>hg19_ct_UserTrack_3545_(null) range=chr1:226923986-226924185 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUUGCCCACUUCAGGCUCCCCAGAGCCCGGCAUGCCACAGGGCAGAUAUCCUUUCCCCAUCUUCCCAGGGGGUUCUCCAUCGCGGGGCCCGCCCCUUUCUGGGGCUGGGCUUGUCUCACUGCCCAGAAACUGCCCCUGCCUCUCCACCAGGGCCUCUGGGGGCUGCAGGUCCUCAAGCUCACGGGCUCUCCCAGACGGC

>hg19_ct_UserTrack_3545_(null) range=chr17:41846857-41847056 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGACAAGUGCCUUGUGAUGCUGGGAGCAGGGUACAGUGUGUUUCCUAAACAUGGCAGCUCGGGACACCUUUGCCCACGGCCUCCCCCACGGACCUCUCGAGCAGAGGUGGUGGGGGUGCCCUAGGGUUUCAACUUCCCCUCCUUGGCUAGUCUGUCAUUGAGCUGGCAGAGCUGGGCCAGGAAGCCAUCGUUGGGGCCGA

>hg19_ct_UserTrack_3545_(null) range=chr3:197238639-197238838 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AACCAGUUAUGGGUCUUCCUGGCAUGGUGGAUAAUCCACACGUGGAUAAUCAAGAGUUGACUAUAUGGGUUCCUCCCUCCCCUCCCCUUCCACCAGGGAUCCCUGACAGAGGCCACAGCGAGACUCUUCAGCGGAUGUAGAUCAUGUCGGAGAUGGCUCCAGGCAAGUGGGUCAUGAUCUGCAUUCGCAGCCACCAGUAG

>hg19_ct_UserTrack_3545_(null) range=chr22:50644724-50644923 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGAACUCUGUGUUUGGUUUCAGACAGGCCGACGGUCGCAAGGUCCUACGGUCAAGCAUCCGGGAGUUUCUAUGCAGCGAAGCCAUGUUCCACCUGGGAGUCCCCACCACACGGGCCGGCGCCUGCGUCACGUCCGAGUCCACGGUGGUGCGCGACGUGUUCUAUGAUGGUAAUCCCAAAUAUGAACAAUGCACGGUUGUG

>hg19_ct_UserTrack_3545_(null) range=chr1:8923900-8924099 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUUCACAAGCCGUAGCUGCGGGAAAGCUGCUCGCCUGGGAAGACACUUACGCCUGAAGAGACUCGGUCACGGAGCCAAUCUGGUUGACUUUGAGCAGGAGGCAGUUGCAGGACUUCUCGUUCACGGCCUUGGCGAUCCUCUUUGGGUUGGUCACUGUGAGAUCAUCCCCCACUACCUGGAUUCCUGCACUGGCUGUGAAC

>hg19_ct_UserTrack_3545_(null) range=chr7:36588175-36588374 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGAGCCAAAGAAUCUUGAAAAUACUUUUUCUCAAUAACUCACCCACUGCAGACAUCAUUUCCAAUCAUGGCAUAUAUAACGAUGGCGGGAUAGUCCAACACCUUGUUUCUAGACAAGCUGAGAAGGCAUAGAUGGAAUCUGAAUGUCAGAUACUUGGAAACCUAGCUUUGUAGCCAGUGACACAGGCUGGGCCUUUGAA

>hg19_ct_UserTrack_3545_(null) range=chr5:140012023-140012222 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CGAGUGUGCUUGGGCAAUGCUCAGUACCUUGAGGCCUGGCUUGAGCCACUGCUGCAGCUCGGCGAGCCAAGAACGCCCUGUCGCCCACGACACGUUGCGUAGGCGCAAGCUGGAAAGUGCAAGUCCUGUGGCUUCCAGAGGCAGCGGAGGCAUGGUGCCGGUUAUCUUUAGGUCCUCGAGCGUCAGUUCCUUGAGGCGGG

>hg19_ct_UserTrack_3545_(null) range=chr6:57467076-57467275 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCAGUUUGAUAAAGGUUACUCUUAGAACAUCCGUCACAGCUUUGGAAAGGAAGGCAAGAGGACAGACUAUACACCUUUCAGUUGCCUGAAGAUUAUUCUAUCCAAUCCACCAAGCCAAGGGGAUUAUCAUGGUAAGUGCCUCCACUGGAUAUGUUGGCCAAGUACAGAAAUCCAAGAGCUCUGUUGGAAACACUGAAACA

>hg19_ct_UserTrack_3545_(null) range=chr7:86468804-86469003 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUGCUGACCAAGACAAACUGCAUUGCCCGCAUCUUCGAUGGGGUCAAGAAUGGCGCUCAGAGGCCAAAAUUCAUCAGCCCCAGUUCUCAGGUUUUCAUCUGCCUGGGUCUGAUCCUGGUGCAAAUUGUGAUGGUGUCUGUGUGGCUCAUCCUGGAGGCCCCAGGCACCAGGAGGUAUACCCUUGCAGAGAAGCGGGAAA

>hg19_ct_UserTrack_3545_(null) range=chr21:47783529-47783728 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGAGGAGAAGUUAACAUUGAUGCUACUUGAACUGAGAGAAAAGGCUGAAUCCGAGAAACAGACCAUCAUAAACAAGUUUGAGCUUCGAGAAGCUGAAAUGAGGCAGCUUCAGGACCAACAGGCAGCCCAGAUCCUGGAUCUGGAGAGGUCCUUGACGGAGCAGCAGGGCCGCCUGCAGCAGCUGGAACAGGACCUCACUU

>hg19_ct_UserTrack_3545_(null) range=chr1:161070384-161070583 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUACAAUAGCAGAGAAAAUAAUAAUAAUAACAAUAAAGAGAAAUUAGAAGUGGGAGUCAGGGUAGAAAAAAAUGCAAAGGCCUUGGUCCCUAGGAGACCAACACUCCAGCUGAGCUGGCCUUAGCCCCAGCCCCUUCUGAGUUUUCCUUGGCUGCUGGCUUCUCAUCUUCUCCCAUGAGACGAAUGUUGUGCUUUUCCCG

>hg19_ct_UserTrack_3545_(null) range=chrX:48826107-48826306 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACAUAGUAGAAAACGAGGGCUGCGGUGCUCGUGUGUGGAUUCUCGAAGGCCCGCCAGAGCCGCUGCCGCAGGGAGCUGCCUGCUGGCAGGGCUGGGCCGUCCCCGGCCUGCUCUGCCUCCUCAUCCUCUGCCAGGCGCUCGGCAUUCUCCUUCUUUCGGUCCCGAUACUCUUCAAGGCAGCAGUCACCGACUAGCUCGGG

>hg19_ct_UserTrack_3545_(null) range=chr10:17086992-17087191 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AACAUUAUACAUACAGCCAGGUAAUCUAAAGUGCAGUUUGGAUGAUGCUCCAAGUGAAAGUCUUUGAAUUCCAGUUCAAAUGCGCUGCCGUGGCUAGAUUUCAACCACCAGUAGCAUUCAGAGCUGUGGUAAUAGGGCAUCGGGUAGUUGGGAGAUAUGAACGUGCCGCUUGAAGUGGUGAGAUUACCCCCGCAACCUAC

>hg19_ct_UserTrack_3545_(null) range=chr16:72132741-72132940 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCUCGGCAGGGAGAGCAGAUGGUGGCCAGGAGGACGUGGCUUAGCUCAGUGACAGUUUUGUGAUGCUGGUGCUGCUGUUCCCAGGUCUGUGAGGGGCAAGUACUCGGAUGACACGCCUCUGCCAACUCCCUCCUACAAAUAUAACGAGUGGGCCGAUGACAGAAGACACUUGGGGUCCACCCCGCGUCUGUCCAGGGGC

>hg19_ct_UserTrack_3545_(null) range=chr17:75202689-75202888 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAAGUAUAUAAACUUGAAUGUCUUCCCCCCACCCUCCCACUCAGAAUACCACAUUGUCAUUUUAAUCUUGGACACUCAGGCAGCAGAGAAAUAUGACUGCAUGGUCUUCUCCUCCUCACAGGUUAGUCCGUUCAUUGAUGACAACACCAGAAGGAAGUUCCUCAUUUAUGCAGGAAAUGACUACCAGGGUCCUGGAGGCC

>hg19_ct_UserTrack_3545_(null) range=chr20:44671687-44671886 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGGGUUGAUCUUGACCCUGACUUUUUGCCCCCUCCCACCUCCUGGUCCCAGAGCUCUGGUCCCCUUAUGGCUGGCCUCCCCCUGAGCAUUCUGUCUCCCCACAGAGAACCUCUGGAGCUCCUACCUGACCAAGGGCGUGAUUGUGGAGAGGAGUGGGAUGACCUCGGUGGGCCUGGCCGAUGGCACUCCUAUCGACAUG

>hg19_ct_UserTrack_3545_(null) range=chr7:103014863-103015062 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGGAGUGGCAUUGGGCUCCAAGUCCUCCUGGGAAGGGGGAGCCGAGGCUUCCUGUUCAGCAAGUGCCUCUCUAAGUUGGCUGCCUAAAACUGCAUCAUGAAUGCUGUGGAACAGCAGCUCCCAUAGGGCAGGAUUUUCAAAAAAUCUAUUCCGAGUGAGGUCAUUCACAACUUGUGCUAUUAAAAGAAGAAAAGAAAAU

>hg19_ct_UserTrack_3545_(null) range=chr9:101785506-101785705 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAACGGGGAGCAGAAGUUAUCGGGCUAUAGGAUAUAGGAAACAUUUCCCCAUUUUGGAGAAAACUCAGUGACGUGGCUGUCCUUGGAGUCUGGCAGUUAAAUGCAAGUAGUGGAAAUUUCUUCUCUUUCCAGGCAGGAGCAGAAGCAGAGGGCUCUGGCCUAGGCUGGGGCUCGGACGUCGGCUCUGGCUCUGGUGACC

>hg19_ct_UserTrack_3545_(null) range=chr20:21492947-21493146 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCGCUCCAGCUCGUAGGUCUGCGCCUUGGAGAAAAGCACUCGCCGCUUUCGCUUCUUGCCGGCGUCCCCCCCGCCGCCCGGGGUCUCCUUGUCAUUGUCCGGUGACUCGUCGGCCGAGGGCUCCGGGGACUUGGAGCUUGAGUCCUGAGGGGGCGCCCCGGCAGCCAGACCGUGCACUGGGGGGAGGGGGAGAGAGAAG

>hg19_ct_UserTrack_3545_(null) range=chr9:35704649-35704848 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGGAUGAGCACCGUCACCUUCUCAGAGACUCUCCGGGCACACUCUAUGAGCUCCUUCUUGGUGUAGGCAUCACUGGGGCUGCACUGCAGGGCGCCUGCCUUGGUGACCAGAGCGGCACAGCCAUGGCCCAGCUCCUGUACCCGGUGUUUGAUAUGGGAACCUAUCUGUGAGCCAAGGGAAAGACAGAUGGAUUUUACAAG

>hg19_ct_UserTrack_3545_(null) range=chr7:75189074-75189273 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCCUCCCGCUGCCUCCUGAGCUCGUCCAGUUCUGCCCGCAGGAAUUCACAGUCGUCGGCCGCCUGCUGCCGCAGGUGCUGCUGCUCGGCCAGAUCUGCUUCCAGCUCGCUGACGUGGCCCUUCAGCUGCAGCACAACCCGCUGGCUCUGUGGGGGGACUCCGGUCAUGAGGCCAACCGCCCACUGCCACGGGUCACGGGC

>hg19_ct_UserTrack_3545_(null) range=chr20:62128913-62129112 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCACCACGGGAGUUGGGGGUUCCUUCUCAGGGGGCCAAGACCAUAGCCUGGGGAGCUCACCUCAGCCGCCUCCUUCUCGAACUUCUCAAUGGUCCUUUUGUCAAUACCUCCGCAUUUGUAGAUGAGGUGGCCCGUGGUGGUGGACUUUCCGGAGUCCACGUGGCCGAUGACCACGAUGUUGAUGUGGGUCUUCUCCUUGC

>hg19_ct_UserTrack_3545_(null) range=chr11:102401268-102401467 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUCUUAAUGCAGAUGGCAAAAGAAUGGAACCCUAAGUAAGUGGGCUGUGACAUACCUGAGCCUGUUCCCACUGUAGCUCACUCAUGCCUCCCGCCUCCUGAGGCAGCGGCAGGGCCAGGCUGCCAGGCAGCAGGCACACAGCACACAGCACGGUGAGUCGCAUAGCUGCCGUCCAGAGACAAUUGUUCUUGGACCUAUG

>hg19_ct_UserTrack_3545_(null) range=chr8:22974145-22974344 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGUACCCAGGUGCCCUAGUGGGGAAGUCCAAGUCAGUAAUUGUACGUCCUGGGAUGAUAUCCAGUGUGUUGAAGAAUUUGGUGCCAAUGCCACUGUGGAAACCCCAGCUGCUGAAGAGACAAUGAACACCAGCCCGGGGACUCCUGCCCCAGCUGCUGAAGAGACAAUGAACACCAGCCCGGGGACUCCUGCCCCAGCUG

>hg19_ct_UserTrack_3545_(null) range=chr2:20212216-20212415 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCGUCGGGAGCCGCAGGAGAGGGGCGGCGUCCAGGGCUGCCCCCGGGACCUCGGGUCUCCAGCCUCCGGAAGCCCGGGCGGGCCACGGGGUCGGGGGCGGCGGAGGGCAGCAGCAGCAGCGGCCAGAGCAGCAGGAGGAGUCCCGGGAGGCGGCGCGCGGGGGCCGGGCGCGGCAUGGUGGGCUCCGUGGGCCUGGUGG

>hg19_ct_UserTrack_3545_(null) range=chr8:145662170-145662369 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCGUUCAAGCAGCAGCUCAGCCACCUCGAAGUGGCCACAGUUGAGGGCAUCGUGGAGGGGGGUGAUGCCUUCGCAGCCCUGGCCACCUGGGUCGUCCACUGCGGCCCCGUGGUCCAGCAGGAAGCGGACAAUUUCUGCAGACCAGGAGACGUAAGCCCAGCUCCCGAUGCCCCGCCAGGACUGACUCUUCGCCCCACGUG

>hg19_ct_UserTrack_3545_(null) range=chr15:64221683-64221882 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUCUCUCAUUCCUUCUGGUUCCCCCAGAUCUAAGCUGAGCCAGAGCCCCUGGAUCAGGGAUACUCACAGGAUGUAGGUGAUGACGCCUAUGCUCCUGCAAAAUAAAGAACAGUCAAGUCAGGGCCACCUGGGUCCCAUCCCCGACCAGCAAGGGACACCCUCAUGGAUCUAAGGGGAAGAGGUCACUUGCCUCCUCCACA

>hg19_ct_UserTrack_3545_(null) range=chr20:58490493-58490692 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAAACCAUAUAAGUACAGAUUAUUACAUGAGAAUUAACAUUUCUUGGUUAGAGAGUAUUUUCCGGGCAUCUUGAGGCAUUUUGUCAAGCAUAGCAUUCAUUUUUUUUAUAAUCUAGAAAAGAAAAAAAGAUAAUGCAUUAACUUUACAUUCAGUGAAACACUAUUAAGAGAAAUAUUCUAGGCACAUAAACUUAGAAGC

>hg19_ct_UserTrack_3545_(null) range=chr3:8809588-8809787 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCGGCAGCACCUGAAACACUGCCACCACCAGGUCGGCGAUGCUUAGGUGCUUCAUGAAGAAGAAGAGGCGCGAGUGCUUCUGGCGUGUGGUGCGCAGCGCCAGCAGCACACACGCGUUCCCGCUCAGCGCCAGGAGCAGGAUGAGACACAGCACCGCCACCUCCACGCGCGCCAGGGCCUCGUUGCGCCGCGGGGGUCCG

>hg19_ct_UserTrack_3545_(null) range=chr16:83813537-83813736 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCAGUUGCAUACCAACAUCUUCCCUUUUUCCCACAGGCAACCCUCCCGCUACGGGCACUGGGACUUUGCUGAUAACCCUGGAGGACGUGAAUGACAAUGCCCCGUUCAUUUACCCCACAGUAGCUGAAGUCUGUGAUGAUGCCAAAAACCUCAGUGUAGUCAUUUUGGGAGCAUCAGAUAAGGAUCUUCACCCGAAUACA

>hg19_ct_UserTrack_3545_(null) range=chr22:19419926-19420125 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGGCGGGGCUGCGUCGGGGGCGGGGACAGGCGCGUCCCAGCCCACGCAGCCGGAACGCCUGAGCGCUGGGCGCCUGGUCUGCCGGACCUCAGCAGGGGGCACCGCGGGCCGGACUGUGGAGGGGCGCACGCCCGGAAGCGGCGAGGGUAGCCAUGACGGCCUCCGUGCUGCGAAGUAUCUCGCUAGCCCUGCGCCCGACU

>hg19_ct_UserTrack_3545_(null) range=chrX:114868225-114868424 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAUAUUUGUAAAUAUUUACAGCCACUUUAUAAAAGGAAAUCAGCUCUUUUUUUUUACAUCAGCCUUUUUUUAAAUUUUUGUUUCAGUAAAAUGAUUAACCUUUCAGUUCCUGAUACCAUUGAUGAAAGAGCAAUCAACAAGAAGAAACUUACACCCUUCAUCAUUCAGGUAUGCAUUGUUCUCCCCUCCCUUUAACAUG

>hg19_ct_UserTrack_3545_(null) range=chr11:89531539-89531738 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCAUCUAUCUUCUCAUUCUGAUUCUUCUCUUUCCGAUACAUAUUACAGACACCAAAAGCCCAAUUCCAGGAGUCCCCUACAUGGACCUCCCAGUAAUAUUUGCCCGAGGUGAAAGUCUGAACACCCCAUGCAAGAAAACUUCUAGGUGUUGCAGUGAAAUAGGGUACAUCUUGAUGGUCACAUCCAAUACACAUGCUUCU

>hg19_ct_UserTrack_3545_(null) range=chr22:46930890-46931089 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCUGUGAGCUGGUAGGUAAUCACACUGUUGGCGUCACGGUCGCGGGCCUGCAGGGUCAGCACGCUGCUCCCCACGGCCGCAUCCUCAUUCAGACGAAGCUCGUAGGUGGGCUGCGUGAACACCGGGUCGUUGUCAUUCACGUCCAGCACCGUGAUGGACACGCUGGUGGAGGAGCUCAUGGGGGGCGAGCCGUGGUCCA

>hg19_ct_UserTrack_3545_(null) range=chr9:19376361-19376560 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGUUCCUGGCGCUUCUCCUUAGCCUCCUAAACAAAACAAAACAGCAAACAGUUAAGGCCUUUCUGGGUUAAAGACGCAAAUCCAAAGCCAGGUCGAACUCCUCCCACCCCCUCAAAUCAUCUUAGACUAACCUUCAUUCUCUUGGCCAAAAGUUUAGCAUAUUCUGCAGCCUCUUCUUUAUUUUUCUUGGUACGCUGCUU

>hg19_ct_UserTrack_3545_(null) range=chr10:48387916-48388115 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGCCCCCAGGAUCUCGGCUAGGGCCACUUCUGAGGUCACCCUGGAGUAGCGGCUCUGCAGACCGCUCAGUUUGGUGGCCAUCUUGGCCCCCAGCUCGGCAGAGGCAUAGUUAUCAGCCACCAGCUUCCCGGCCGUCUGCAGCACCGUGGGCACCUUGGCACGCAGAGCCACUAUGUCCUGGGCUAUGGAAAGGGCUUCG

>hg19_ct_UserTrack_3545_(null) range=chr3:13659490-13659689 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACCUGCACUAGUUUCCCAAAGCUGGUUGUCUCAGCCACCUACUCUGACCAAGCUGGCUCUGUCUUGAGCUCUAACCCCUGUCCUAGUUUCAGAGGCAGAGAUGGCGGGCCGAGAGGCCCUGUCACUGGGCACAGAGGCCGAGCUGCCGAACAGCCUGCCGGGCGAUGACCAGGAUGAGUGCCUUCUCCUCCCGGGAGAGC

>hg19_ct_UserTrack_3545_(null) range=chr3:46944027-46944226 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAUCCACGCUGGUGCUCAUGCCCCUCUUUGGCGUCCACUACAUUGUCUUCAUGGCCACACCAUACACCGAGGUCUCAGGGACGCUCUGGCAAGUCCAGAUGCACUAUGAGAUGCUCUUCAACUCCUUCCAGGUGCGCAGUGCUGGCCCGGGCCUGGCUGAGGGUGGGAGGGGUUCCGGGGGCAGGCCUGAUUCGAGACAC

>hg19_ct_UserTrack_3545_(null) range=chr1:108319778-108319977 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AACAUCCACAGUUAAAACCCACAAUGGACACAUAAAUUGGCAGUGGCUAAAUUUUGCUUGAAAUUUUCAACAUACUCUAUUAAAUCAGGAAGGCCUUUGUAGAUGUCUUCAUCAUUAAUGCUUUCUUCUGUUGGGAAGGGCCUAGGAAGAGGAGAAAAAACAAAAACAAAAAAACAAACCCAUGAGUGAACGAGCAACAA

>hg19_ct_UserTrack_3545_(null) range=chr11:68527656-68527855 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CGCCCCACUGCGCCUCGCCCAGCCCCGCCGCACUCACCGGUCCAAAGCCCCCUCCGCUGGACACGUACUCUGGGUUAUUCUCCAAGUCAAACAGCUCCACUUGCUGCUGAGGGGUCUGGCUUGUUGAUAAUCUCCAAGGCUCAGAUAAAACCUAUUGAGUGAAACAGGGAAAUGUUUCCUAAUCCCCUCCUCUACCGUCC

>hg19_ct_UserTrack_3545_(null) range=chr8:146156558-146156757 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGACUCGCUGGUGAAGGAUGAGGUUGGAGCUGCGACCAAAGGUCUUCCCACACUCGUGGCAGGCGUAGGGCUUGUCGCCUGUGUGCACGCCCUGGUGCUGAAUGAGGGCUGAGCUGUGGCUGAAGGCCUUCCCACAGACACUGCAUCUGUACGGCUUCUCUCCCGUGUGGAUGAUCUGGUGCUUUCGGAGCACUGAGCUA

>hg19_ct_UserTrack_3545_(null) range=chr4:24538648-24538847 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUGUCUCCAAUCAAAUUUACACUUACUUUGUUUAAAAGCAUGGUAGACGUUCAGCAGUGUCAGAUGAUCUCCAUCUAUGUGGGCAAAUCUCAUCUUGGCCUCAUCUGCGGCUUUCUUGGCCUCCGUGGGGCGAACAAAACACUGUGGGACUAAACAAGGUUGGUAUGGGCCCAACACAAACGCCCAUAUCGAUGAGUCAC

>hg19_ct_UserTrack_3545_(null) range=chr11:121427929-121428128 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGUCUGUAGCAGAAGCUGAGUAGCCAUCUUUGGCAAUGGGGGUCUUUAAGGAGCUCCGAUCCAUCUCAGCCUCUUUUCCCCCUGUUUUUGUCAGGUAGCUAAUCCAGAUGGCGACUUCCGACUCACAAUCGUCAAUUCCUCUGUGCUUGAUCGUCCCAGGGCUCUGGUCCUCGUGCCCCAAGAGGGGUAAGUGUUGCCCC

>hg19_ct_UserTrack_3545_(null) range=chr6:33333745-33333944 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAUGCCAGCCUCGUCCUCUGGGGCAUCUGGACUCAGCCCCAUCAGGUCAAACCAGGAGGGCAUCACCAUCUUCAUGUUGAGGGUCACAGGGAUCCUAGGCUCAUGGGAACAGAUGUACUUGACGUGAGGGAGCCGAAUGGUGGAGAGGGCGUCAGCCCAGCUGUGCCCUGUGUCUCCAAGUCCAUGUAAAAAAAUAACCA

>hg19_ct_UserTrack_3545_(null) range=chr19:15760669-15760868 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGGGGCUUCAGGUGUAUUAAAUUGUUGCCUCCCUUUCUGCCCUUAUCCUGCAGGAAGCCCAGUGAAUAUAUUGCCGCCAUCUUGGAGCUCAGUGCCCUUGUGACAAAAAGACACCAGCAGAUCCUCCUGUACAUAGACUUCCUGUAUUAUCUCACCCCUGAUGGGCAGCGUUUCCGCAGGGCCUGCCGCCUGGUGCACG

>hg19_ct_UserTrack_3545_(null) range=chr1:204429644-204429843 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCCUGGGCAACCCUCCACCACCCUCACACGAACCGUCCGGGCCAGGUCACUGCGCACAACCUUCUGCUCCAUCAGCUGUAGCCGAAUGUCAAUGUCAAACUUGCGGCAGUAUUGGAUGUACUCAUGACUGCCCAAGGCAUGCUUGCUGGUAGGGUAGAGGGACAAGACCAUUAGCAUCCUGGGGACUCAGUGGCAAGGG

>hg19_ct_UserTrack_3545_(null) range=chr12:52715001-52715200 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUGCCGCGGUAGGGGGCGGCGGUGAUGCAGCAGCGGCUUGGCCGGGGCCCGCAGGCAGAGACACAGCUGAAGUUUCCAGGGCGGAACCCACAGCCUAUGGAGUUGAAGCCACAGGUCAUGACGGAGGUUAGGAGGUGUCUGAACAGUGGAGUAGAUGGCAGAGGAUGGAACCAAGGGCCUGUGCUCCCUGGCUGAUGGCA

>hg19_ct_UserTrack_3545_(null) range=chr14:20849986-20850185 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGUUGUUGAAGCUAUACAGAGGGCCCCGGCUCAAAGAAGGGAAGGCACAGAGAGGUCAGCGGGAGCUCUGCUGGGGCACCUGUACCUGCGCAGACUCUGGACGAGGCAGGCAAACGGGCCCAUGGGGUAGGGGUCUCCACUGUUACCAGCAGCCACUGCUUCUUCCCAGCUCUUAGUCCCCUUCGGUAGUGUCCGCCAC

>hg19_ct_UserTrack_3545_(null) range=chr16:50342452-50342651 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUCGGGGACAAUUUCCUGAGUGCCCUGGAGGCUUCUCCCGAGGAUACCCCUCCCCAGGCUGCCAGCGACCAGCCCUCCUUGCCCAGGCUGUUGGCUCUGGGUGACUUGACCCUGUUACCCCACAGAGGUGCUGCCCAGCUCGGGGGACGCUCUGCACUAUCUCUGAGAGGGUGGAGACACAGCCCCUGCUGAGGCUGAC

>hg19_ct_UserTrack_3545_(null) range=chr19:36216068-36216267 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUCUGCCUUGUAUGCCUGGCGGCCCUCUGAUCCUGCAUCCUCUCUUCCCCCAGGAGGAUUGUGAUUUAGAGAACGUGUGGCUGAUGGGGGGCCUGAGUGUGCUCACCUCUGUGCCAGGGGGCCCCCCGAUGGUGUGCUUGCUGUGUGCCAGCAAAGGACUCCACGAGGUUAGAUCUCUGCCUUUCUUCACAGACCCCCAG

>hg19_ct_UserTrack_3545_(null) range=chr7:150439265-150439464 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUACAGGUAGAUCAGAAGAUAACUUGUCUGCAACACCACCGGCAUUGAGGAUUAUCCUAGUGGGCAAAACAGGCUGCGGGAAAAGUGCCACAGGGAACAGCAUCCUUGGCCAGCCCGUGUUUGAGUCCAAGCUGAGGGCCCAGUCAGUGACCAGGACGUGCCAGGUGAAAACAGGAACAUGGAACGGGAGGAAAGUCCUG

>hg19_ct_UserTrack_3545_(null) range=chr2:98262393-98262592 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCGCAAUUUCCGCCCCCGCCACAGUCUUGGGAGUGGGCGGGCUCGAGGGCUGGGAGGAAGCCGAAAGCUGACCGAGAGGAGAAAGAAGCCCGCCCCCGGAAGUCCCUCCUGUCUCUGCAGCUUGUUCCCGGAAGUUUUGCUGCUAGUCGCGGACGCAAUGGCUUCAAGGUUACUUCGCGGAGCUGGAACGCUGGCCGCGC

>hg19_ct_UserTrack_3545_(null) range=chr19:3979210-3979409 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGAGACCAAGACCGAGAUCAAGUCUAGGCGUCUGCAGAGCCUAGCUCAGCUCAGCUUUAAAGCAGAGGGCAGGUGUCCGGGGUGGGGCGUGGGGAAGGCUGGUCACUGGCGCCUCACCUUGAUGGGGAUGCAGGCGUGGUCCUCCUCCAGGUCCUUCAGGCAGAUCUCCAGGUGCAGCUCGCCGGCGCCCGCGAUGAUAU

>hg19_ct_UserTrack_3545_(null) range=chr16:71780466-71780665 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCAUUGCUUAGUUUCUUUCGCUCACCUCAUGUGGUCAUAUUUCUUGAAAAGUGCAUUAUAUUCUACUGCCCUCUGCUGGAGUUCCACAUCAAUGCUGCUUCCGUAGAUGGAAACCACUUUCUUAAUUCGGCUAUAGAUAAAAUGACAAACGAAAUAAAAUACCCAAAAGAAAAUUCACAAAUAAGCAGAGAUAAUGUUUA

>hg19_ct_UserTrack_3545_(null) range=chr10:96534752-96534951 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCAGGCUUAGUAAAUGGACAAAACAGUGACUUCAUUUGCUGUUAACUGUAUCUCCUUUUCUAGCUCUCAAAAAUCUAUGGCCCUGUGUUCACUCUGUAUUUUGGCCUGGAACGCAUGGUGGUGCUGCAUGGAUAUGAAGUGGUGAAGGAAGCCCUGAUUGAUCUUGGAGAGGAGUUUUCUGGAAGAGGCCAUUUCCCACU

>hg19_ct_UserTrack_3545_(null) range=chr1:64643315-64643514 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CACCACCCCAAUAUUGUCUGCCUUCUAGGUGCCGUCACUCAGGAACAACCUGUGUGCAUGCUUUUUGAGUAUAUUAAUCAGGGGGAUCUCCAUGAGUUCCUCAUCAUGAGAUCCCCACACUCUGAUGUUGGCUGCAGCAGUGAUGAAGAUGGGACUGUGAAAUCCAGCCUGGACCACGGAGAUUUUCUGCACAUUGCAAU

>hg19_ct_UserTrack_3545_(null) range=chr19:48925012-48925211 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUGCCCUAAUCACUCCCCAUUCUGCCCCAGUUCCAGAGGCCCCAGGAGCAGUACCCGCCCCUGAAGUUUGGGACCGUGCCCAACGGCUCCACGGAGAAGAACAUCCGCAGCAACUAUCCCGACAUGCACAGCUACAUGGUGCGCUACAACCAGCCCCGCGUAGAGGAAGCGCUCACUCAGCUCAAGGCAGGGUCAGCGCA

>hg19_ct_UserTrack_3545_(null) range=chr1:109794386-109794585 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUCUGUGGCUGCUGAACUGGACCGGGAGGAAGUUGAUUUCUACAGCUUUGGGGUAGAAGCUCGAGACCAUGGCACUCCAGCACUCACUGCCUCGGCCAGUGUCAGCGUGACUGUCCUGGAUGUCAACGACAACAAUCCAACCUUUACCCAACCAGAGUACACAGUGCGGCUCAAUGAGGAUGCAGCUGUGGGCACCAGC

>hg19_ct_UserTrack_3545_(null) range=chr12:6755910-6756109 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUGGGUGAACACUCUGGGUGCCUCGGUUUCCCCCCUAGUCUGGCCCUCACCAUCGGGCACUAAGCCGUGGUUUUCAUAUUGGUCCAGCUGGACGAGUGUGGGAUUCCGGCAGCCGUGGGUUGCACGGAGACGGCAGGUAGUCUCUGCCUUCCAGGUUGGAGUCAGCAGUGCGAAGAAGCGUUCGUAUUCGGUAGGAGAGA

>hg19_ct_UserTrack_3545_(null) range=chr19:40697963-40698162 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCAAGGAGUGGGGCACGACCCCCGCGGGGCCCGUCUGGACCGCGGUGUUCGACUACGAGGCGGCGGGCGACGAGGAGCUGACCCUGCGGAGGGGCGAUCGCGUCCAGGUGCUUUCCCAAGACUGUGCGGUGUCCGGCGACGAGGGCUGGUGGACCGGGCAGCUCCCCAGCGGCCGCGUGGGCGUCUUCCCCAGCAACUA

>hg19_ct_UserTrack_3545_(null) range=chr10:71877480-71877679 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACCCUCCUGCUGGAAGCAGUCACCAAGCCUCCAAGCCACAUCUCACCAGGCCAGGGCAGGGCAGGGAGGGAGGUGAGGGUGCACGUACUCAGCAGCAGCUGCACGCCCUUCCGGAGGAGGAUCUCCUUCACUUCCUGCCGGACGGAGGGCAGGAGCUCCUUGUCAGCCAGGGCCACUUGGGAGUGAAUGAGAGUGACCUG

>hg19_ct_UserTrack_3545_(null) range=chr1:43826766-43826965 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGACCCCACCUUUAUUCCAUCUAGGCCGUAGCAUGGUGUCCCUGGCAGUCCAAUGUCCUGGCAACAGGAGGGGGCACCAGUGAUCGACACAUUCGCAUCUGGAAUGUGUGCUCUGGGGCCUGUCUGAGUGCCGUGGAUGCCCAUUCCCAGGUAAUCUUUUGCCUGUUCCUGCCUCUCCCACAUGCAUUCUUACCGGGCA

>hg19_ct_UserTrack_3545_(null) range=chr1:214556776-214556975 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGAUGGGCCGAGAGAGGCCCCGUUGACAGCCGGCGGGUCAGUCCGAGACAUGCUGAUGGCCUUGGCUGGCCCAUGCCUCAGCACCCUGGCUCUGGCCAUGGCGGGAGGAAGGCUGGCUUGGUCCUGCCUCAGAGCCCCAUUGCUCACACUCUUCCUUGGACCGGGGUACUCAGGCGGGGGCUUGUUGGGGAUGCGGGCC

>hg19_ct_UserTrack_3545_(null) range=chr7:16793465-16793664 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCCCCCACCCACGUCUGCGUUGCUGCCCCGCCUGGGCCAGGCCCCAAAGGCAAGGACAAAGCAGCUGUCAGGGAACCUCCGCCGGAGUCGAAUUUACGUGCAGCUGCCGGCAACCACAGGUUCCAAGAUGGUUUGCGGGGGCUUCGCGUGUUCCAAGAACUGCCUGUGCGCCCUCAACCUGCUUUACACCGUGAGUAUC

>hg19_ct_UserTrack_3545_(null) range=chr22:37538405-37538604 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUGAGAUCGCAGCCCGGAGCUGGGAGACCACCCUCUCCCUGCACUCUCUCCCUGGGUGGGCUACUCACAUCUGGGGCUCCGAGGAUCAGGUUGCAGGCCCAGGAUGCUUGACUCACGGGGAGCAGCUCACAGGUUUGGUUCCACCGCCUUUCAUGGCAAAAGACCCUCUUUAGAAGAACAGGAAGGACCCACACAGCUG

>hg19_ct_UserTrack_3545_(null) range=chr20:33759842-33760041 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGCCCAGACUCCGCCCCUCCCAGACGGUCCUCACUUCUCUUUUCCCUAGACUGCAGCCAGCGGAGCCCGCAGCCGGCCCGAGCCAGGAACCCAGGUCCGGAGCCUCAACUUCAGGAUGUUGACAACAUUGCUGCCGAUACUGCUGCUGUCUGGCUGGGCCUUUUGUAGCCAAGACGCCUCAGAUGGUGAGUCGGGGGCA

>hg19_ct_UserTrack_3545_(null) range=chr2:227916983-227917182 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AACUUAUUUGAUAUGGUUAAAAACUCUUAAGUGUUUACCUCUUUCUCCUGGGAAUCCAUCAUCUCCAGGAGGUCCAGGUUCCCCAGGUGUUCCCUUUUGUGAAAUGAUAGCCAUUUCUCCUUCAUCUCCGGGAGGUCCUAUGGCUCCUAUGGAUAUUAAUUAUGCAAGAACAAAAUGAACAGGAACAUCACACACAUAAU

>hg19_ct_UserTrack_3545_(null) range=chr14:23896733-23896932 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGCUCAGAACCUUGGCAGAAUCCCUGCUCCUCUGUACCGGGAGCCUCAGUCCCUACUUACGCGCAUCAGCCCCAGCAUAGUUGGCAAACAGGGUGCUGAGCAGCUUGAGGGAAGACUUCUGAUACAAGCCCACGACAGUCUCAUUGAGAGGAUCCUUGUUCUUCUGCAGCCAGCCAAUGAUGUUGUAGUCCACGAUGCC

>hg19_ct_UserTrack_3545_(null) range=chr6:29797547-29797746 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUGAGGGCUGGGGGUCAGAGACCCUCACCUUCACCUCCUUUCCCAGAGCAGUCUUCCCUGCCCACCAUCCCCAUCAUGGGUAUCGUUGCUGGCCUGGUUGUCCUUGCAGCUGUAGUCACUGGAGCUGCGGUCGCUGCUGUGCUGUGGAGAAAGAAGAGCUCAGGUAAGGAAGGGGUGACAAGUGGGGUCUGAGUUUUCUU

>hg19_ct_UserTrack_3545_(null) range=chr20:23807047-23807246 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUCAGGUGGAGGCAGCACCCACCUGCUCCCUGGCUCGUAGCACCCGCAGCAGGCGUCUGUAGUACUCAUCUUCAGUGGCCUUGUUAUACUCGCUGAUGACAAAGUGAAGGGCACGCUGUACCCGCUCAUCAUUGAGGUCUGCAUCAUAGAUGCCACCCUCGAUUAUCCUGUCCUCCUCCUGGGGGCUCCAGGCCAGGGC

>hg19_ct_UserTrack_3545_(null) range=chr11:47361118-47361317 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGGGUGUGCAGCAGGUCCUAGCACUUGGCUGGUUCCACACACCCAUCUUAUAGAUGGGGAGACUGAGGAGGGACCCACAGUACCUGCGUGAUAGCCUUCUGCCAGAUCACAGUGGGAGCAGGGUCCCCAGAGAUAGGGACGUCCAGACGUAGCUUAUUUCCAGCUACAACCACAAUGGUGUCUGGUAUGCGGCCUGGGC

>hg19_ct_UserTrack_3545_(null) range=chr8:90949093-90949292 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCAAUUGAGAGGUGCUUAAGUAAUAAAAAUAAACACUUGUGUUAGGUGAAGGGACUAGGUGUCUAUGAGGACAGAAGAAACAAAUUCUUAAUUUCUAUGAACAGAACUAAAUUUUAUAUACAUCUCUCAAAGGUACAUGAGAAAGGUGAAUCAAACUUUACCUAAAAAGAUCAUCAGCAAGAGACUCUUCUUUUGCAUGU

>hg19_ct_UserTrack_3545_(null) range=chr9:118982239-118982438 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACGCCCAAUCAAGUCGCCAGAAUGCACUGUUACCUGGACCUGGUCUACCAGGGCUGGCAGCCCUCCAGGAAACCAGCGCCUGUUGCCCUCGCCCCCCAAGUUCUGGGCCACACAACGGACUCUGUGACACUGGAGUGGUUCCCACCUAUAGAUGGCCAUUUCUUUGAAAGGUGAGUGUGCCCUGUGUAGUGUUGAUCCCU

>hg19_ct_UserTrack_3545_(null) range=chr19:3960991-3961190 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGCCGGCCCCUCGUACUUGGGAUCUUUGACGAGCAGCCGGCGAAUGAAGUCCUUGGCCAGCUCGCUGGUGUUGCUGAAGUACUCCUCGUCGAAGUCGUAGUUCACGGCUGAGAUGUUGGUGAGCGUCUCCUGCUUGGUCUCGCCCAGGAACGGGGAUGCACCGCUCAGGCUGCGAGACAGGCGUGGGGGCUCAGUGGGGU

>hg19_ct_UserTrack_3545_(null) range=chr1:230372271-230372470 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCACAGAAAGAAGAGGUGCCUCUGUGAUGCCCCAAGGAGAUAAUCGGCCCUUAGAUGAUUGAGAAUACUAUGGUUGAAUGCAAAGCCCUUUAUGAACUCCAGGUUCAAAAUGCUCUGCUUCUUUUCUUUUCCUAGCUGAGGACGGGGCUCUCUUGGGGAAAAUUGAGAAAGUGCGAGUUCUUAGAAAUGAUCGACGAGAA

>hg19_ct_UserTrack_3545_(null) range=chr5:149452751-149452950 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACUUGCUCAAGGUCAUACACCAAGGUUGGGACAUGAGCCAAGCGUCCUGAUGCUUGCUGAAGCAUACCCCAUCUGGUUGUCGGGCUGUGUAGACGGGAGCUGAUAAGUGGUACCUGUAUGUGUCCUUGGUGGUAGCAUUAGCAAGCUUGGGCUCAGGCUGGUGGUCAGAAAAGGGUCCCAGGUAGGUCCAGUUAAAACCU

>hg19_ct_UserTrack_3545_(null) range=chr18:47113151-47113350 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCAUAUCCCCAGGCCGGGAGCUCUGGUUUCGCAAGUGUCGGGAUGGCUGGAGGAUGAAAAACGAAACCAGGUAACCAGGACUUUCUCACACGUUCCACCCAGGACACGUUGACAUGAUGAUCUCCUAGCAUGUGCUGGGGAUGGAUCUGGGUGCCAGGGACAUAGCAUGAACAAAACAGAUAAAAAUCUCUUCCUUUAAG

>hg19_ct_UserTrack_3545_(null) range=chr8:87544632-87544831 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAUAUUAGUGUAGGCUUUAUAUUAGAUAACAGAAUAAAUCAGUGCUUAAGUGUCUAUCAGAAUUCCUAAAACAUAUUUUCUUUCACUUACCUGAUCUACUCAUAGAUUUCAGCUGAAGAAAUAAAAGAUAAUAGAGUGGUCUUGUUUGAAAUGGAAGCCAGAAAACUGGAUAAUAAGGUGGGUAGACUAUGCAGAUUUCA

>hg19_ct_UserTrack_3545_(null) range=chr6:129633860-129634059 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAGUGACUAAACUAGAAUAGUACAAAGCCUAUAACAGAUACAUGAUUAAUAUGUGUUUAAUGGAAGCAUAGAAACAUUAGAAUUAAAAUUUUAAGAUAUUUCCCAUAAAGUUGUGUUAAUGGUUGCUGUUUUUAUCUCCUCUAUAGGCUUGUAACUGCAGCACAGUGGGAUCCUUGGAUUUCCAAUGCAAUGUAAAUACA

>hg19_ct_UserTrack_3545_(null) range=chrX:54475227-54475426 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCUGGCUCUUACCUCCAGGAUGGACCUCCGGCGCUGGGGUGUAUGCUGGCUGCAGGCUGGACUGCUCCCAGGCACCCCGUGCAAGGCCACAUAGCAAUCAGUGCACACACGGUUGGAGCGGUUGUUGUCAUAGACGAGGCGGGCCCGGAACUCGGAGCACUUCCCACAAACCACCUGGGGUGGCAAGUGGGCAAGAGUAG

>hg19_ct_UserTrack_3545_(null) range=chr5:68805349-68805548 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGCUGCCUUUUGUUUCAUUGCCGCGUUGGUGAUCUUUGUUACCAGUGUUAUAAGAUCUGAAAUGUCCAGAACAAGAAGAUACUACUUAAGUGUGAUAAUAGUGAGUGCUAUCCUGGGCAUCAUGGUGUUUAUUGCCACAAUUGUCUAUAUAAUGGGAGUGAACCCAACUGCUCAGUCUUCUGGAUCUCUAUAUGGUUCAC

>hg19_ct_UserTrack_3545_(null) range=chr6:32008237-32008436 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGCUCCCGGGUCCCCUACAAGGACCGUGCACGGCUGCCCUUGCUCAAUGCCACCAUCGCCGAGGUGCUGCGCCUGCGGCCCGUUGUGCCCUUAGCCUUGCCCCACCGCACCACACGGCCCAGCAGGUGACUCCCGAGGGUUGGGGAUGAGUGAGGAAAGCCCGAGCCCAGGGAGGUCCUGGCCAGCCUCUAACUCCAGCC

>hg19_ct_UserTrack_3545_(null) range=chr17:28575961-28576160 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGCUUCAGUCCCUGGAUCUGUCCUUUGCAGCUACGUCAGGUUCCAUGGAAGGAGGAAAGAGCUGGAGGGCAGUAUCACUCAGCCAAAGCUCCCAUGGGGUCCCAUGCUGGCAGGAUAAUGGGUUCCUGCUCUAACACAGCUAGCACCUCUUCAGGGACAUGCUUCCUGUCCACCACCACUUCGUAGACAUACUCAGAGAA

>hg19_ct_UserTrack_3545_(null) range=chr16:49559183-49559382 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAGGAAGAGCACACACUGGGAUCCCGCAAUAACAGGGCAGGGCUCCUGUGUUCAUCUCUCUCCCCUGAGGGGCACAAGCUGGGUACCUUACCUGUGAAACACACGGGGCAUUUGAAGGUGCCGCCCAUGCCCUCGAAGCUGUGCUCAAUGAGGUGACAGAGGAGCUUGGCCGGGGAGUCGAACAUCUGGUUGCACAGCUU

>hg19_ct_UserTrack_3545_(null) range=chr4:1991462-1991661 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGCGCUCUUGGGUUUCCGCUUUAACUGAAAAUGCUUCACCGGGGGAGUGAGGGGUCCCGCGAGGGUCGUCAGGGCGUUUUUGUUCAAGUACUGGCACUCCAGUGGCAGCAUGGCAGACGCUUCACACUCACCCACUGCCGGUAAGAACCACAUGAAGUUAGGGGCGCCCAGGCCGCAGACCUCCCGGCUGAGAGGAGCU

>hg19_ct_UserTrack_3545_(null) range=chr11:61506877-61507076 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGCCCCCCAGCCAGUGCUACUUAGCUCUGUCCCCAUCUCUCCCACUCCACCCCGCGCAGUGGCGGAUCAUCGUGGGGGCCACCAAAUGCAUCCCCAAGUCGGAGCUGCCUGAGGAGGUAGAGGUGACCACCCUGGCCAGCACGCGGCUCUGGACCCACCCCAGCGACCUAACUAUAGCCCUCUCAGCCAGCACUCCACU

>hg19_ct_UserTrack_3545_(null) range=chr9:35700108-35700307 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCCCGCAGAUCCCUACAGUUUCUCUCCCACUAUGUUCUGGCCCAAAGCUGCCUCACGGAAAUGCCUCAAGGAUUUCUACCUUGCAAGCCCGAAGCAUAUCUGCAAUAGCACGGCGGCUCAGAUUGGCUGUGGCAAUGACAUCUUCCUGGCGACAGGAAUUGCCAGCAGCAACGGCCUUGGCGGUUGCCAUGGUGAUACC

>hg19_ct_UserTrack_3545_(null) range=chr1:216372910-216373109 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACAAUAGAUUCUCAUUCAUGUCUUGACCAAAAAGGGGAAUCUCAGCCUUGGAUUCUUACCAUUUAGUUCCGCUGGUGGAGACCAUUCUACAUGAAGUUCUGUAGAACUGAUUUUCUGCAUCUUAGGUGGACUUAGUCUUUGGGGAGGGGCCUGGGCUGUGGUCACUGUAAUGGGCAAGCUGUGUAAACAGCCCCCGCUAG

>hg19_ct_UserTrack_3545_(null) range=chr5:353821-354020 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGACCCAGACCAUCUCCCCACAGGAGGCCCGCCGUGGGGGCAGAGAAGUCCAACCCCUCCAAGCGACACCGGGACCGCCUCAACGCCGAGUUGGACCACCUGGCCAGCCUGCUGCCGUUCCCGCCUGACAUCAUCUCCAAGCUGGACAAGCUUUCUGUCCUGCGCCUCAGUGUCAGUUACCUCCGGGUGAAGAGCUUCU

>hg19_ct_UserTrack_3545_(null) range=chr22:30891809-30892008 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGAAGAAACAGGAGAAUGGGACAGGGCCAGAGUCUCUACCCUUUUGCAGCAAAUCCCUGGGUCACAGUGCAUGGAAGGCAGGGCAGUAGGGAUCACAGAUCCUUACCCUUCGGAGCAUGUCUUCGGAUUUCUGCAGGUCAAAGUUUCGAGCUGCAAGAAGAGGAGGUAAAUAGAAGCUCAAGGCUAGAUCCAGAAAGAGC

>hg19_ct_UserTrack_3545_(null) range=chrX:118124388-118124587 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AACCGGGGUGGCUCCAGCGCUGACUUCUUGCUUUCUAAAUCGCAGAUCCUCCCACUGAUCAGGGGGACAAACCUGCUCUCAGUUUACCACUUGCAUCUUUCGACGCAUCUGACCUUGAAUGCGCUCUAUGUAUGAGGUACGUCCUGUGUACUAUCAUUUACUUCCUGAUGUUUCUUCAUCUCUGGUGUCUGGACCUUUCU

>hg19_ct_UserTrack_3545_(null) range=chr9:121930016-121930215 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAUGCCGAUCACCAUGUGGAUGAAGUCCAUGCGGUUCUUGUUGCUCUUGAGAGUGAGGGACAUGCGCUUGCGCCACCGAGGGUCAAAGAAGGUGUCGAGGCGGAUCUCGUUGCUGAUGAAGGUGGUGUGGACGUAGAGGCGUGAGUCCAUCUUCUGCAGCAGGUACUUCAGCUCCAGGUCCUGGAAGUCCAGGUCAGUCU

>hg19_ct_UserTrack_3545_(null) range=chr1:40776292-40776491 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUUUUACAAGCUAGAGGCCUGAGCAGGGGAAUGACUCCAUGAAGGGCUCCUGGGGUGAGGGAGAAGAGGGCCACUGAGGCAAGGUGUUCCUUACCGGUGGUCCAGGGAUGCCUUGCUCUCCAGAGGCACCCACAUCUCCCUUGGGACCCUAAAGGGCAGGGAUGAGCUGUCAGACAGGCAGGCAGAUGGAAAGACACAUA

>hg19_ct_UserTrack_3545_(null) range=chr11:120996066-120996265 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUACCAGAGUGGCAUAUCUACUGCCGUGGAAACAGAUUUUGGGCUCUUAGUGACUUUUGAUGGCCAGCACUACGCCUCCAUUUCCGUCCCAGGCUCCUAUAUAAACUCCACCUGUGGACUCUGUGGAAACUAUAAUAAAAACCCACUGGAUGACUUCCUCCGCCCGGAUGGCAGGCCGGCCAUGUCUGUCCUGGAUCUG

>hg19_ct_UserTrack_3545_(null) range=chr20:43577343-43577542 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCCAGGCCAGCAGCUGUAUAGGAGAUACCUGUUGCUGUACGUGGCAGAUUCCAGGUUACUACACAAGAGGCUUUCACUGUACUUCUCAAUAGCUUUCUUAUGGUUUCCCUUCUUUACAAGCUCAUUGCCUUCUUCCUUCAGAACUCUGGCUUUCUCCACAUCCCCAGCAGAAGGCACUAGAUACAAAUUCAGAAGAGGAA

>hg19_ct_UserTrack_3545_(null) range=chr6:131903693-131903892 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUACCUUUGAAUGUAGGAUUUGUUCAAGAGAAUCAUACAUAACCAAGUGAAAACAUUGUAAUUUUAGAUUCCCGAUGUGCCAGGAUUCUCCUGGGUGACUCCCUGUAUAUCUGCCAAGGAUAUUGUGUAUAUUGGCUUGAGAGACGUGGACCCUGGGGAACAGUAAGCUUAUUCCUUGAUGUGAUUUGCCUCCAUUUUU

>hg19_ct_UserTrack_3545_(null) range=chr17:27975144-27975343 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGAAAGUCACUGACUCACCUUGCCAGCAAGAUCCCCUGAUACUCUUCCAGUUGUCUCAUGAAGCUUGGGUUGGGCUUGGUUACCGUUCGUCUUUCUUUCACAUAGUCAUAGGCUCGGUCCAGAUUCCAGCCAUAUUCCUUCAUUGCAUAGGCAAUCACGGUGGAGGCUGAGCGACUCACCCCCAUUUUGCAGUGCACAAG

>hg19_ct_UserTrack_3545_(null) range=chr9:94493202-94493401 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UACGUCACACAGUUCCAUGCGUACGUUUUUAUUCUGCGUAAAGCACCAGGGGCCCUCCAUCUGGCCUCCGGGGUUCCGGCAGUAGGCGUGCCCCCCUCCAAGCUCAGGGAAGUCUGUGCUGGACAGGUGGUGGCUGUGGGGGUGCUGCAGGGCCCACGGCUGGCACUGGUGGCCUGACUUGGUGGUGCUUGCCGUUCCUC

>hg19_ct_UserTrack_3545_(null) range=chr17:39036780-39036979 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUCCUGUUUCUCCCGCUCCUCCUAUUAUUAGUAUUAUAUAGAACCAUUCCAUUGUUUCCAAUACCACUUCUGAAUAUUUUCUCACCUCCUGAUGCUCCUUUUUGAGGAGAGCUAGGUCUUUAUUCAGUUCUUCAAUUUGAAUCUCCAAAUCUGUUUUAUGUAGGGUUAGGUCAUCAAAGACCUUAUUCAGGCCUUGGAG

>hg19_ct_UserTrack_3545_(null) range=chr3:184017042-184017241 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGUGGCGGCGGAGAUGGAGGAGGGAGGCCGGGACAAGGCGCCGGUGCAGCCCCAGCAGUCUCCAGCGGCGGCCCCCGGCGGCACGGACGAGAAGCCGAGCGGCAAGGAGCGGCGGGAUGCCGGGGACAAGGACAAAGAACAGGAGCUGGUGAGGCGCGACCCCGAGAGUCGGCGAAGGAGGCUGCGGGGCUGAGUCACGG

>hg19_ct_UserTrack_3545_(null) range=chr6:169631944-169632143 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCAAGAGGCCUGAGAGACCCUCCUUCCAAAUUCCCUGUGCUGCCCCCGCCCCCCGUCCGCGUAGCGUCCCCGGCGCCAGGAGGAGGGCUGACCGCCGUGGCCCCGUGUGCCCUGCGAGCCCCGCGCCUCACCUUGAUGCAGUGGUAGGUGGCGUUGGUGGCGCAGACCAGAUUGAGGUUGGGCCAGCCGUCCAGGUCCGA

>hg19_ct_UserTrack_3545_(null) range=chr6:83933492-83933691 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGGAAAAUAUUAUCUGUGAUCUGCCUCAAUCCACACGCCACAACACCAAGAGCAACUCCAGGGAACACAUAGGAAUUGUUGCCUUGGCCAGGAUAUAGGGUCUGUCCAUUUGGAAGAGUGACUGGAUCAAAAGGACUGCCACUGGCAAAAAUUGCACGUCCCUACAACAAAGACACAUACAACUCACUUUAAAAAGAAGC

>hg19_ct_UserTrack_3545_(null) range=chr1:112309048-112309247 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAGGAAAUAAGUCAUACUUGGAAGGCUCUUCUGAUAAUCAGCUGAAAGACUCUGAAUCUACGCCUGUGGAUGAUCGUAUUUCUUUGGAACAACCACCAAAUGGAAGUGACACCCCCAAUCCAGAGAAAUAUCAAGAAUCACCUGGAAUCCAGAUGAAGACAAGACUUAAAGAGGGGGCUAGCCAGAGAGCUAAGCAGAG

>hg19_ct_UserTrack_3545_(null) range=chr8:118812019-118812218 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CGAGCCUCAUCUGAGAGUGGAUCAGCGGCAUGUAGCCAAACCAGCUGGCAAACGUAUUCAUGCAGCUCUGUCGCUGGGCAAAGUGGUCAGGGUCAGCCCAACGGGAAGCCCGAGAAGUCUAGGGAGAAGGAGAGAAACAAGGAUAAUGAUGAGAGAAGUGCAAGGUGAGAUGGAAACAUUGCAGAAAAUGGAGUCAGGCA

>hg19_ct_UserTrack_3545_(null) range=chr9:136224531-136224730 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGUCUGAAUCCUUGCUGUGAACUGUCCCUACAAAUUUGGUCUCUCUGCUCUGUAGGCACCAGUUGUUCUGCAAACUCACCCUGCGGCACAUCAACAAGUGCCCAGAACACGUGCUGAGGCACACCCAGGGCCGGCGGUACCAGCGAGCUCUGUGUAAAUGUAAGUCCCAGUGGACCCCCAUCAGUGCAUCGCCAUCUGA

>hg19_ct_UserTrack_3545_(null) range=chr11:102649792-102649991 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAUCUGCUGGCACCUUAAUCUUGGACUUCCCAGCCUCCAGAAUUGUGAGCAAUAAAUUUCUGUUGUUUAUAAAUUACCCAGUCUAAGGUAACUUGCUAUAGCAGUCUGAACAGAUGAAUACACCAGAUAAAUGGAUGCUUUAUUUGAUUACCUUUAACUGCAAAAGAGAUCAUUAUAUCAGCCUCUCCUUCAUACAGCC

>hg19_ct_UserTrack_3545_(null) range=chr7:100200946-100201145 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGCUUCCCUCCUUGGAGUUUCAUCCUCAUCACCUCAUCCCCAUCUUGCCAGUGCUCCCCCGUCCCACCCGUCCCUGCUCUUUCCUGACCCCUUUUCUGUUCUCCAGACCCGUGUUCCUGUGCGGAGGGGAUGUGAAGGGGGAAUCAGGUUACGUGGCAAGUGAGGGGUUCCCCAACCUCUACCCCCCUAAUAAGGAGUG

>hg19_ct_UserTrack_3545_(null) range=chr10:106737056-106737255 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AACUCUGUCUGUAUAUGUCCCUCUAUCCUUUCUUUAGAUUAUGCUUCUCAGUGAUCCUGAGAUGGAGAGCAGCAUAUUGAUCAGCUCAGACGAAGGGGCGACCUAUCAGAAGUAUCGGCUCACCUUCUAUAUCCAGAGCCUGCUCUUUCAUCCCAAGCAAGAGGACUGGGUGCUGGCCUACAGUUUGGAUCAAAAGGUGA

>hg19_ct_UserTrack_3545_(null) range=chr6:31545130-31545329 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCAAGAGCCCCUGCCAGAGGGAGACCCCAGAGGGGGCUGAGGCCAAGCCCUGGUAUGAGCCCAUCUAUCUGGGAGGGGUCUUCCAGCUGGAGAAGGGUGACCGACUCAGCGCUGAGAUCAAUCGGCCCGACUAUCUCGACUUUGCCGAGUCUGGGCAGGUCUACUUUGGGAUCAUUGCCCUGUGAGGAGGACGAACAUCC

>hg19_ct_UserTrack_3545_(null) range=chr7:107591586-107591785 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUUUUAUAAUUUACAGAAGGCUCUUGUAGAACCCCAGUUCCCUCCACUCUCUGAUCAAGUCAAUGCGAGAACGCCCACAACUCACCUCGGCACUCCACGUCGGGGUCUCCCCAGAAGAGUUCCUGGCACUCGCUGCAGGUGCGGCCUCCAAACCCAGGCAUGCACUGGCACUGCCCCGUGAACUGCGGCCAGAACACAGA

>hg19_ct_UserTrack_3545_(null) range=chr16:230633-230832 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCGGACGCGCCUCACCCACGUUCCUCUCGCAGGACCUUCCUGGCUUUCCCCGCCACGAAGACCUACUUCUCCCACCUGGACCUGAGCCCCGGCUCCUCACAAGUCAGAGCCCACGGCCAGAAGGUGGCGGACGCGCUGAGCCUCGCCGUGGAGCGCCUGGACGACCUACCCCACGCGCUGUCCGCGCUGAGCCACCUGCA

>hg19_ct_UserTrack_3545_(null) range=chr12:52702150-52702349 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGCGCCUGACGCGCGCCUCCGUCUCUUUCCCCUGCAGGCGUCAGCAGCUCCCGCGGUGGCGUUGUCUGUGGCGAUCUCUGCGCCUCCACUACUGCCCCUGUUGUCUCCACCAGAGUCAGUAGCGUCCCCAGCAACAGCAACGUGGUGGUGGGCACUACUAACGCCUGCGCCCCCUCCGCCCGGGUUGGCGUCUGCGGCG

>hg19_ct_UserTrack_3545_(null) range=chr2:136603675-136603874 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAAAGUGAGUUUAUCUAACAACUUAUCCUCUCUUCCGACAGAACAACACGAAGUUUGGCAAUCACAAGUGGCCUAUGUGAACAGAGCUUACAGAAGUGACCGAGCAUGUAAGCAGUACCAGGUAAGCCUCACCUUCUUCCACCUUUCUGAGGUGAAGCACAAUAAGGUUAGAGAUUCGGCAGUACUCAGAGAAGCCCAGC

>hg19_ct_UserTrack_3545_(null) range=chr22:37163741-37163940 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCCCUCAAGGAACUUCGAAGUCACUCAUCAUGGUGAACCGAGCACUUCUCUAUAAGCUGUGGCCAGGUCUUGACACCCCAGCUCACCAGGGUGUAGCUUUUCUGGAAAUGGGCUCCAUCACUGCGGAAGAUCUGUGCCAGGGCGGUCUUGCCCACUGCUGGGUCUCCUGUGAGAUCAGAAAAGAAGAAAAAGAACGCCUU

>hg19_ct_UserTrack_3545_(null) range=chr11:46748059-46748258 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAGGAGGAGACAGGAGAUGGGCUGGAUGAGGACUCAGACAGGGCCAUCGAAGGGCGUACCGCCACCAGUGAGUACCAGACUUUCUUCAAUCCGAGGACCUUUGGCUCGGGAGAGGCAGGUGAGGUAGUGGGCAUCCGAGGGGAUGCGGGGCUGCGGGGCUGGUGGCCAGGACUUGCCCCUCACUGCUUGGCUUGCUCUGC

>hg19_ct_UserTrack_3545_(null) range=chr2:33482330-33482529 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUUUUCCCAUCCCAAAUCUAGCUGCUUUUAAGGAAAUCUGUCCUGGUGGAAUGGGUUAUACGGUUUCUGGCGUUCAUAGACGCAGGCCAAUCCAUCACCAUGUAGGUAAAGGACCUGUAUUUGUCAAGCCAAAGAACACUCAACCUGUUGCUAAAAGUACUCAUCCUCCACCUCUCCCAGCCAAGGAAGAGCCAGUGGAG

>hg19_ct_UserTrack_3545_(null) range=chr12:9243741-9243940 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AACUUUUAAUUUACUUGAUGGCUACCUUGUAUUUAAUUUAGGAAAGAGAUCCUUACCCGGAUGCAUUUGGGAAGGUAGUUUAGGACCGUGGCCUUGAGUGUGAAGGCCUCUCCACGAAUCACAGAGUAAGGCAUUGUGAGCUCCACAAAGAAGGGCUGGAAGGCUCGGAGAGAGGCAGUGGAAGAGAUACCAAGUCCAGC

>hg19_ct_UserTrack_3545_(null) range=chr15:90630568-90630767 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAGCUGAGCCAAAUGCACUCUAAUAGCGACCUUCCCAGGGUAGGAUGGGAACAGCAUGGGGGGAAGGGAAGAAAGGCCACAGAGUACAUGGAUGAGGCUUUACUUGUCAAAGAUCUCCUGGAAGAUGUCCUUGAAACGCCCAUCGUAGGCUUUCAGUAUGGUGUUCUUGGUGCUCAUGUACAGCGGCCAUUUCUUCUGGA

>hg19_ct_UserTrack_3545_(null) range=chr15:75014639-75014838 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUGACCAUCUUCUGCAUGAAGCUGUAGAACUUCUCAUUCAGGUCCUUGAAGGCAUUCAGGGAAGGGUUGGGUAGGUAGCGAAGAAUAGGGAUGAAGUCAGCUGGGUUUCCAGAGCCAACCACCUCCCCGAAAUUAUUAUUCAGGUUGACUAGGCUAAGCAGUUCUUGGUGGUUGUGGUCAUAGCGCCGGCCAAAGCAAAU

>hg19_ct_UserTrack_3545_(null) range=chr5:176318041-176318240 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGGCCAGCACCCAGCAUCACCUCUUGGGGGAUCACAAACUCCUGGCUUCUGGGCUCCACCCUAUGCCCCUCAAUGCCAGUUAGAGUCACCCACAAAACACGCAGUGAGGCCCCUGUGGCCCCCAGCUCCAGCACCACGAAGUCUCCUUGCUCUGGAGGGCAAGCAGGUCACAGAAAGCCAUGCAGCUGGCAAGACCAGA

>hg19_ct_UserTrack_3545_(null) range=chr8:86356133-86356332 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAUUUUCUCAGCUUUUAUGAGAGUGCUCAGCAACCUUAGCCUGUACAAUGAUUGGGUUUAUUGUGGAUAAUGUUGUACUUAUUUCCAUAUUCCAGGAAUUUACCUUCUAAUCUGUCUUCUAUGGUUUCAGCUUCAUUUGGUUCACUGGAACCCGAAGUAUAACACUUUUAAAGAAGCCCUGAAGCAGCGCGAUGGGAUCG

>hg19_ct_UserTrack_3545_(null) range=chr3:1444869-1445068 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGUGAAUGAGACAAGUAUAAUAAAAUAUGUUACUAGAAGAGAAAUGAUAGUAUGAAAUUGGGGUUUUGAAAAAUUAAUCUAACAGGCAAUACUUUAUCUCAAAAUAUUUUUGUCUUAUUUUUAUAUUUUGCAGGUUUGAGUUCCAGAGGAAUUCAAUUCUUAGAACCUAGCACCCAUUUUCUUUCCAUUGUCAUUGUGAU

>hg19_rmsk_AluJo_1

GCCAAGGCAGGAUGAUGGCUUGAGCCCAGGAGUUUGAGACCAGCCUGGGUAACACAGCAAGACACUGUCUCUACAAAAUAAUAAUAAUAAUACUACAAAAAUUUGCUGGGUAUGGUGGUGUGUGUCUGUAGCCUUAGCUGCUCAGGAGGCUGAAGUAGGAGAAUCACUUUAACUCAGGAGUAUAGGGCUGCGGUGAGCUA

>hg19_rmsk_AluSx_1

UGAGACCAGCCUGGCCAAUAUGGUGAAACCCCGUCUCUACUGAAAAUACAAAAAAAAUUAGCCGGGCGUAGCGGUGCACACCUGGAGUCCCAGCUACUCAGAAGGCUGGGGCAGAAGAAUCACUUGAACCCAGGAGGCAGGGGUUGCAGUGAGUGGAGAUCGCACCACUGCACUCCAGCCUGGGCAACAGAAUGAGACUC

>hg19_rmsk_AluSc_2

GGUAGGCAGAUCACAAGGUCAGGAGAUCGAGACCAUCCUGGCCAACAUGGUGAAACCCCUGUCUCUACUAAAAUACAAAAACUUAGCCGGGCAUGGUGGCGCACGCCUGUGGUCCCAGCUACUCGGGAGGCUGAGGCGGGGGAAUUGCUUGAACCCGGAAGGCAGAGUUGCAGUGAGCCAAGAUCGCGCCACUGCACUCC

>hg19_rmsk_AluSx_2

GAAACCAGCCUGGCCAAUAUGGUGAAACUCUGUCUCUACUAAAAAUACAAAAAUUAGCCGGGCGUGAUGGCAUGCGCUUGUAAUCCCAGCUACUCGGGAGACUGAGGCAGAAGAAUCGCUUGCACCCGGGAGGCGGUGGUUGCAGUGAGCCGAGAUCAUGCCACUGCACUCCAGCCUGGGCGAGACUCCGUCUCAAAAAA

>hg19_rmsk_AluY_2

CACCUGAGGUCAGGAGAUCAAGACCAUCCUGGCUAACACGGUGAAGCCCCGUCUCUACCAAAAAUACAAAAAAUCAGCCAGGUGUGGUGGCGGGCGCCUGUAGUCCCAGCUACUCGAGAGGCUGAGGCAGGAGAAUGGCGUGAACCCGGGAGGCAGAGCUUGCAGUGAGCCAAGAUUGCGCCACUGCGCUCCAGCCUGGA

Training sequences

>hsa-mir-3678

AUCUUCCAGAAUGAAGCACUCCAAAUAGAGGACCAGGUCUUAAAAUAUUUGAGAAUCCGGUCCGUACAAACUCUGCUGUGUUGAAUGAUUGGUGAGUUUGUUUGCUCAUUGAUUGAAUCACUGCAGAGUUUGUACGGACCGGAUUCUCCAAUAUAGGCCGAACACUGUGCUGGGGAUAGAACAGAAAUCUUGGCCCUUAA

>hsa-mir-4306

UUGCUGGGUGAGGCCUGCAUGAGGACUUUACUCAUGGGCUCAUAGAAGCCCUUUUAAGCUGCUUAGUGUCCUUAGAGUCUCCAGAGGCAUCCCUAACCCAGAAUCUUUUGACUGUCCUCUGGAGAGAAAGGCAGUAGGUCUGUACCAAGACCAAGGGGCUUGAAGGCUUGGACGCUCUGCUUCCACCUGCCUCUGGAGUG

>hsa-mir-3201

AGAUGUCCUUUAUUAGGAAAGAUAGACAGAAGUCCAUAAACAAGCAAAUGCACAGUGUGUCAGAGGUGUCCAGGGAUAUGAAGAAAAAUAAGAGGCUAGGAUUGCCUCUUAUUUUUACAUGCCCAUAAUCCCAACACUUUGGGAGGCUGAUACAGGUGGAUCUCUUGAGCCCAGGAGUUGGAGACCAGCCUGGGCAACAU

>hsa-mir-3618

GAAGAAGAAAGGUGCCACUCCGGCAUGAAGACAGACUCGCUUAGUCGCCAGUCACUUAAGCUGAGUGCAUUGUGAUUUCCAAUAAUUGAGGCAGUGGUUCUAAAAGCUGUCUACAUUAAUGAAAAGAGCAAUGUGGCCAGCUUGACUAAGCCGCCAGCGCACAGCGCGGCAGGACGCGCCCGGGUCUCAGCGGACUUGUG

>hsa-mir-4263

AAGCUAGUUUAUGGCUUUGGUAAGAGUCUGUUUACUUCUGGUUCACUUCUGUUCUGGGAUAGUGCUCUUCAGGGUUUUACUUGGGAGAUUGGAGUGGCCAGUGUUCCUAAACAAUUCUAAGUGCCUUGGCCCACAACAUACUUCAGAAUAGAAUUCUCUGUCGUUUGUCAAAUAUUUAAACACACAAGCAGUGUGGAUCU

>hsa-mir-555

CAUGUUCCCCAAACUGUAUGUUUUUCUACAGGUAUGGCAGCACUGUGAUUGUAUGGGAGUGAACUCAGAUGUGGAGCACUACCUUUGUGAGCAGUGUGACCCAAGGCCUGUGGACAGGGUAAGCUGAACCUCUGAUAAAACUCUGAUCUAUAAGUAGGAGAGGUAGCACAUGGUAUCUCACCUGUCCUGCUCCUGCUUUG

>hsa-mir-4302

GGAGAGCAGAGCUCUAAGCAUGGUGGAUACUGAUGAGGAAUUCUGAAACUGUGAUGCAGAUCCUGGGGUCACUUCAGGAGGGACCAGUGUGGCUCAGCGAGGUGGCUGAGUUUACUUAAGGUAUUGGAAUGAGGUAGAAUUACUAUUUCUAUUCCCAAAUCACCAAAGUCAUGAAGCUUAAAAAAAGCAUCUCUUCCAAA

>hsa-mir-3653

GUGGGAAGGUUGCGUCAUGGACCCAGCCAGUGAGGCUAGGACUCCCUGGGGACCCCUGGCAGCCCCUCCUGAUGAUUCUUCUUCCUGAGCACGCUCAUGAUGAGCAAACUGAGCCUCUAAGAAGUUGACUGAAGGGGCUGCUUCCCCAAGGAAGCCUGGGGGCCAGUAGGUCCUGACCCUUGGGCAGACCGGGGCUAGGG

>hsa-mir-4258

GAAAGUCAGUCCCCUACUUUUGCUAACUCCAGGACGCUCCCCCAUCCCACGCUUCGAGAACGCCCCCCGCCCCGCCACCGCCUUGGAGGCUGACCUCUUACUUUCGGUCGGUCUUCUUCCCUGGGCUUGGUUUGGGGGCGGGGGAGUGUCCUAAGGGCCAAUUCAGCGUGAUGUCUCUUUCACCACCAUUGAAAACGAAA

>hsa-mir-3607

AUUGGAAAGAGUGUCAUAGUUUAGAGGGGGAAUAACUUAUCCAAGCUACUAAUGCGGAAAGGUUGCGGUGCAUGUGAUGAAGCAAAUCAGUAUGAAUGAAUUCAUGAUACUGUAAACGCUUUCUGAUGUACUACUCAAACUGAUAGAAAAUAUUUUCAUGAAACUACAUGAUUUCUGUUAAAUGAAUGGGAUUUUUAAAA

>hsa-mir-1183

CAGACCAAGGGAGAUGGAGGUUUGGGGUGGGAGAAUGUGUUGGAUUCCAGCUAUAUUAUUCAAAUGCUCGGAGACACAGAACAUUAGAGAAGACAGGAGUUCACUGUAGGUGAUGGUGAGAGUGGGCAUGGAGCAGGAGUGCCAAGAGAUGAAGUUAUAAAACUAAGCAGGAGUUAGAUCAUGAAGAACUUUAUGUACUA

>hsa-mir-1208

UGCUAAUUGAAGAGCUCAGAAAGAGGACAUUAAGAAGGGGGCUUUCUGGUGGGCAACAAUGAAUCACCGGCAGAAUCACUGUUCAGACAGGCGGAGACGGGUCUUUCUCGCCCUCUGAUGAGUCACCACUGUGGUGGGGGGGAGUGGACAGUCAGCCAGACAGAUAAUGUGUCAGUCUCUCUCCUCAGCCUGACCCUGGA

>hsa-mir-3621

GGGUGCGCGCUGCGCCCGCUCUGCGCCUGGCUGCGCCGGCACCCGCUGCCCGCGUCAGGUGAGCUGCUGGGGACGCGGGUCGGGGUCUGCAGGGCGGUGCGGCAGCCGCCACCUGACGCCGCGCCUUUGUCUGUGUCCCACAGAGGCCGAGACGGUGCUCUGCGUGUGGCCGGGACGCCUGACGCUCAGCCCCCUGACUG

>hsa-mir-3656

GAAAACUUUCAGUUAUCCGCUGGAUCUGCUGCUCAAGCUACACGAUGAGCGUGUGUUGGUUGCUUUCGGCCAGCGGGACGGCAUCCGAGGUGGGCUAGGCUCGGGCCCGUGGCGGGUGCGGGGGUGGGAGGGCCCCAGUGCUGUAGAAGUGGGCUGGUUGUAGGUGCGGGGUUGGGGGAAAAGGGGUUGUGUCGGGUCCC

>hsa-mir-4256

CUUGCUUUCUGGUUCAUCUUAGAUACUUAAAAAACAUGUUGUUUGAGGGGAAUUAAUGAUGUUUUAUUUUUGUUCCAUUUAUCUGACCUGAUGAAGGUCUCCUGGCAUUGAUUAGGUCUGAUGAUCCAUUUCUGGGGUGGCUGUGGAGCAGCAUGGUGUCCCGCAUGCAUUUUCUAAACUUGCUCUAUCUGAAGAAUCAC

>hsa-mir-425

GUCCUCAGUUUGACUGAGGGUUCCCAACCCUGCUAAGCAGUUGUCUCCAGGUCAUGCACCUUCAGAAUGGAAAGCGCUUUGGAAUGACACGAUCACUCCCGUUGAGUGGGCACCCGAGAAGCCAUCGGGAAUGUCGUGUCCGCCCAGUGCUCUUUCGGCGCCUCCCAGCAGGGCCUCAGCCCUGGCCCAGAAAGGGGCCU

>hsa-mir-4292

UGGAAAACACUGGCUCAGACAGCGGCUUCAAGCACCACGCAGGCCCUUCACAGCCACGAGAGGCAGGAGACACCAGAAGGCCACCUGCUUAGGAGGCCAGAGGUGCCCCUGGGCCGGCCUUGGUGAGGGGCCCGUUUAAAUGACUGCGUGUAAAUGAAAGAAAAUGAAGUUAGAAACAGGAUGUUGCAUUUUUUACUCCC

>hsa-mir-4298

UAUUUCUAGAUUCAUCUGGAACGAAUUGGCUAGAUCCUUCUAUCCCAAGUCCCAUUGCUUUUCUGAGGGGAGGUACCUGGGACAGGAGGAGGAGGCAGCCUUGCCUCAGAAACCAAACUGUCAAAAGUGUAGGUUCCACUCAGGAAGGAGGAGCACAGGCACUUUUGAGAUGAGGGGGACGUGCUCUUCUCUGGAGCAGA

>hsa-mir-647

GGAAAAACACCUGAACGCAGCCAGACACAUUUUCCGUCGUCUGGUCAGCCAAGGAAGUGUUGGCCUGUGGCUGCACUCACUUCCUUCAGCCCCAGGAAGCCUUGGUCGGGGGCAGGAGGGAGGGUCAGGCAGGGCUGGGGGCCUGACCGCCCACACUCCUCCUCAGGCCUGCGGGGAACGCCCUGCUCCCCAACUAAGCA

>hsa-mir-675

CAUUGCGCAGCAAGGAGGCUGCAGGGGCUCGGCCUGCGGGCGCCGGUCCCACGAGGCACUGCGGCCCAGGGUCUGGUGCGGAGAGGGCCCACAGUGGACUUGGUGACGCUGUAUGCCCUCACCGCUCAGCCCCUGGGGCUGGCUUGGCAGACAGUACAGCAUCCAGGGGAGUCAAGGGCAUGGGGCGAGACCAGACUAGG

>hsa-mir-4487:11:47422457:47422658

GAGGGCGAUGCAAAUUCAGACCACAAUGAGAUGCUAUUUACACCAUCUGAAGGGCAGAAGGGAACUGUCCUUCAGCCAGAGCUGGCUGAAGGGCAGAAGGGAACUGUCCUUCAGCCAGAGCUGGCUGAAGGGCAGAAGGGAACUGUCCUUCAGCCAGAGCUGGCAAGGAGGGGAGCAGCAGGCCCUCCUGCAUGUGGCUA

>hsa-mir-4421:1:51525441:51525642

GGAGCUACCCACUUCAGGUCUCCUCUACUUGUCAGUAUGACCUGCCUGUGGAAAAGAGCUACUCACUCUGGGUCUCCUUUCUGCUGAGAGUUGAACACUUGUUGGGACAACCUGUCUGUGGAAAGGAGCUACCUACUCUGGGUUUCCUCUCCCCUGAGAGCUGGACACUCAUCUGGACAACCUGCCUGCAGCUAGGAGCU

>hsa-mir-4492:11:118781357:118781558

CGGAGAGGCAGAGCGAGCGAGCGACAGCCAGCGAGGCAGCGAGCGGGAGGCGGACAGGACUGCAGCGUGCUUCUCCAGGCCCCGCGCGCGGACAGACACACGGACAAGUCCCGCCAGGGGCUGGGCGCGCGCCAGCCGGCAAGAGCUUGGCGAGCCCCGGGUGCUGCCAGCAGAGGCUCAGAGACCCACAGACACCCGAA

>hsa-mir-4728:17:37882679:37882880

GCUACUUCUCUACCACCUGAGGGCUUUGGGCUGUCCCUUGGGACUGUCUAGACCAGACUGGAGGGGGAGUGGGAGGGGAGAGGCAGCAAGCACACAGGGCCUGGGACUAGCAUGCUGACCUCCCUCCUGCCCCAGGUUGGAUGAUUGACUCUGAAUGUCGGCCAAGAUUCCGGGAGUUGGUGUCUGAAUUCUCCCGCAUG

>hsa-mir-214

UUGUAUCUGUCUAUGAGCAAAGGAAACCUGAAGGAACCAAGGGCCUGGCUGGACAGAGUUGUCAUGUGUCUGCCUGUCUACACUUGCUGUGCAGAACAUCCGCUCACCUGUACAGCAGGCACAGACAGGCAGUCACAUGACAACCCAGCCUGAAUGACAACCAGCCAUUGAAAGAAAGCAGCCCUCACACCAUAGCAUCU

>hsa-mir-708

GGGUUUUCAGAAACCUAACCCCCAUGGUUGGCGAGGGACUGCUGUGUGUGAAAUGGUAACUGCCCUCAAGGAGCUUACAAUCUAGCUGGGGGUAAAUGACUUGCACAUGAACACAACUAGACUGUGAGCUUCUAGAGGGCAGGGACCUUACCCUAGUCAUCUCUCUUCUCACCCUGCACACCCUCCCUGAGGGAUCUCAU

>hsa-mir-501

AGUCAAAUAUAUAUGGAGAUAUACAUGCAGGGUGCAGGUGCCUGAGUCUUCUGCUCUGCUCUUCCUCUCUAAUCCUUUGUCCCUGGGUGAGAGUGCUUUCUGAAUGCAAUGCACCCGGGCAAGGAUUCUGAGAGGGUGAGCCCCCUCUGCGUGGAGAACAGAAGAUCUGUAUGUCACCUCUCAGCUGCUUGCUGCUUGCC

>hsa-mir-27a

UGCCACCGAGGAUGCUGCCCGGGGACGGGGUGGCAGAGAGGCCCCGAAGCCUGUGCCUGGCCUGAGGAGCAGGGCUUAGCUGCUUGUGAGCAGGGUCCACACCAAGUCGUGUUCACAGUGGCUAAGUUCCGCCCCCCAGGCCCUCACCUCCUCUGGCCUUGCCGCCUGUCCCCUGCUGCCGCCUGUCUGCCUGCCAUCCU

>hsa-mir-3911

AUCUGUUUUAUUCAGUUUCUUCAGUGUGUCCAGCAGUUUCUGUGGGGUGAGGAUGUGUGUGGAUCCUGGAGGAGGCAGAGAAGACAGUGAGCUUGCCAGUUCUGGUUUCCAACACUUCCUUUCCUGCGCUUCUCGAUUCCCAGAUCUGCACCCACCCCCCUCCCCAACCCUGGUCUGGGUAUAGUGGAAGCAGGGAGGGG

>hsa-mir-24-2

CCUUGCCGCCUGUCCCCUGCUGCCGCCUGUCUGCCUGCCAUCCUGCUGCCUGGCCUCCCUGGGCUCUGCCUCCCGUGCCUACUGAGCUGAAACACAGUUGGUUUGUGUACACUGGCUCAGUUCAGCAGGAACAGGGGUCAAGCCCCCUUGGAGCCUGCAGCCCCUGCCUUCCCUGGGUGGGCUGAUGCUUGGAGCAGAGA

>hsa-mir-4287

UUAAUGAACCGACACUGGGGUCUGGGUGGAGUGGUGCCUUGUGCAGCCUCGCCCAGGUGCUCUCUAGUUCUUUUUCUCCCUUGAGGGCACUUUUCAGUUCCUGAGAUCAAUGUGGUCCCUACUGGGGAGACCAUAGGAGCCCUGCAGGCCAUGACUUUGCUCAAUGCAUGGUAAGCAUGGGCCAUGGGCCAGAGACAUCC

>hsa-mir-3140

AUAUAGUUAUACUGAGUAUGAAUGUCUUGGUAGGCUUGGAAGCCUACCAUUUAUGUCCUCUUGAGGUACCUGAAUUACCAAAAGCUUUAUGUAUUCUGAAGUUAUUGAAAAUAAGAGCUUUUGGGAAUUCAGGUAGUUCAGGAGUGACUUUUCUAAAAAACAGAACUGAGCACCAUACACUACUUCUUAUAGCCUUUUAA

>hsa-mir-615

CCUGCGGAGCCGGCUCCGCCGGCGCUUGCGGCUCCGGAGGAUUCCAGCGACUCGGGAGGGGCGGGAGGGGGGUCCCCGGUGCUCGGAUCUCGAGGGUGCUUAUUGUUCGGUCCGAGCCUGGGUCUCCCUCUUCCCCCCAACCCCCCCUCAGCCCCUCCGGCUGCAGAGUGAAGGCUGCGGUGGAAAGUUUCCUGCCUGGG

>hsa-mir-744

CAGUGCUGCACUGAGCCAGGCGGGAGCUGGAAGAAGACGCAGCACACUGGGUUGGGCAAGGUGCGGGGCUAGGGCUAACAGCAGUCUUACUGAAGGUUUCCUGGAAACCACGCACAUGCUGUUGCCACUAACCUCAACCUUACUCGGUCCUGACCGGCUCGGCUUCUGUUUGUUUAUUUCAUCUCUACUCAGUACUGCCC

>hsa-mir-1184-3

GGUGAAUGGGAUGGAUCAGACUCCCUGUCCUGAGGGGGAGAUGGUUUCUUGCAGAACGAGGUGAAGGAGGUGGUUCUGCUCAGCAGUCAACAGUGGCCACAUCUCCACCUGCAGCGACUUGAUGGCUUCCGUGUCCUUUUCGUGGGUAGCCAUGACCAAAGACUGGAGCAGCAGAAAGAGCUCCUCGGGAAGCUGGCCGC

>hsa-mir-30c-2

GUACUGGGUUUCCUGAGGCUUGUGCUGCUGACUGCCAACCCCAUCCUAGAGAGCACUGAGCGACAGAUACUGUAAACAUCCUACACUCUCAGCUGUGGAAAGUAAGAAAGCUGGGAGAAGGCUGUUUACUCUUUCUGCCUUGGAAGUCAACUAAAGAGAAAUGGAUUUUGAAUAUUUCUAUGUCUUAGAAUUGAUCCUAU

>hsa-mir-4322

CCAGGGGUCCCGCCUCGAGAUUCUGGGAAGACUGGGGGUGGGGGACCAGAUCGCAGCAGCAGCUGCACCGCGAGUUCCGCGCCUGGCCGUGUCGCCCCACGAGGGGGACUGUGGGCUCAGCGCGUGGGGCCCGGAGCAUCUGACAAGGACAGAGACAGAGGAGGGGGUGGAAAUCCCCGGGUGAGUCAACCCGUGCCUGA

>hsa-mir-4284

CUUGGCUUCCCAAAGUGCUGGGAGUAUAGGUGUGAGCCGCCACCAUGCCCGGCCUGAGCAUGUUCUGUGAGGGGCUCACAUCACCCCAUCAAAGUGGGGACUCAUGGGGAGAGGGGGUAGUUAGGAGCUUUGAUAGAGGCGGCUCAGAGGGGCCUCCUCUCUUUAAGAUAUCGUACCACCUCCCCAGCAGCUAAAAUAAA

>hsa-mir-495

GACCCUCAGUGUCCCUUCACGCCCAGGUGUGCCUCUGGCAGGGAGGACGUGCUCAUCUCUGGUACCUGAAAAGAAGUUGCCCAUGUUAUUUUCGCUUUAUAUGUGACGAAACAAACAUGGUGCACUUCUUUUUCGGUAUCAAAUAUCUCCUUGAAGUGCCUCCAUCCCCGACGGGACCCUGAGCAUGGGACCUGGUGUCA

>hsa-mir-106b

CCUUAAAGGGGUAGCUCCUUACCGUGCUCUCAUUGCCGCCUCCCCACCUCCCGCUCCAGCCCUGCCGGGGCUAAAGUGCUGACAGUGCAGAUAGUGGUCCUCUCCGUGCUACCGCACUGUGGGUACUUGCUGCUCCAGCAGGGCACGCACAGCGUCCGUGGAGGGAAAGGCCUUUUCCCCACUUCUUAACCUUCACUGAG

>hsa-mir-376a-1

ACUUUCUUUUCUGAUGACUCAAGCACAGGUGCACGCUUUCCUGGAUGGAAUCCUUCUUUGGUAUUUAAAAGGUAGAUUCUCCUUCUAUGAGUACAUUAUUUAUGAUUAAUCAUAGAGGAAAAUCCACGUUUUCAGUAUCAAAUGCUGCUUUGAAAACCUCGGAGGACGUGAAGUCGCCAUGGAAGAGGAGAUGUUAUCUG

>hsa-mir-1305

UGGUUCUGUUCCUUUAGAUAGCUUAACUGAGUACAAAAUUUGGGGUAUAGCAUUUCAGAAGAUCCUGCUGUUUCUACCAUUAGUUUUGAAUGUUUAUUGUAAAGAUACUUUUCAACUCUAAUGGGAGAGACAGCAGGAUUCUCCCAAAAAUUCAAGUAAAAAUCUGCACGAGGAAAAGAAGUCUCCUGAGAUGGAUUGAA

>hsa-mir-643

CAAAAUUAACCCACAAUUCUAUAGAAGUGUUAGGUAUUAUGUUCGACACACCAAGUGAUAUUCAUUGUCUACCUGAGCUAGAAUACAAGUAGUUGGCGUCUUCAGAGACACUUGUAUGCUAGCUCAGGUAGAUAUUGAAUGAAAAAUCUACACUAGUUUAAAGAAUAUCAUAACUUUUUAUGGAAAAGUAUAAUAAAACU

>hsa-mir-302d

UAUUGUAUUGACCGCAGCUCAUAUAUUUAAGCUUUAUUUUGUAUUUUUACAUCUGUUAAGGGGCCCCCUCUACUUUAACAUGGAGGCACUUGCUGUGACAUGACAAAAAUAAGUGCUUCCAUGUUUGAGUGUGGUGGUUCCUACCUAAUCAGCAAUUGCGUUAACGCCCACACUGUGUGCAGUUCUUGGCUACAGGCCAU

>hsa-mir-520g

UAACCUGGUCAAGGAAAAUUCCAACAAGAAACCCAGAGUGCUGGAGCAAGAAGAUCCCAUGCUGUGACCCUCUAGAGGAAGCACUUUCUGUUUGUUGUCUGAGAAAAAACAAAGUGCUUCCCUUUAGAGUGUUACCGUUUGGGAAAAGCAGUGUUGAAGUUGAUGCUGAUGUUGGUAAUAUAUUUGCAUGCUUAUUAUCA

>hsa-mir-551b

UAUCACCUUCUAGCUAACUGUCCUGACUUCAGACCUCUGUUAGAUCUGCCAGAUGUGCUCUCCUGGCCCAUGAAAUCAAGCGUGGGUGAGACCUGGUGCAGAACGGGAAGGCGACCCAUACUUGGUUUCAGAGGCUGUGAGAAUAACUGCAAUUUAGAGGGAAUACCAUUUAUGUUUAUGCAGGACUUCCAGAGAAAAAA

>hsa-mir-1200

GAACCAGGUUUCAAAUCCAGAGUUCUGUGACCCCAAAGCCCACAUUCUUCCUAGUUUACUAUGCUACUUCUCCUGAGCCAUUCUGAGCCUCAAUCACUUGCCAGAGAGAUUGGUUCAGGAAUUUGUCAGGGAUAGCCUGAAGUCCCAAAGUCUUCAGCCAGCAUCUGAGCAGUGUUAGAAAAGGCUGAGACUCACACGAU

>hsa-mir-329-2

CAGGACUGAAUGUCAAGUUUGGGGAAGGAAUCAGUGGUGUUCUUGUCAGUGUUACUUGGUGGUACCUGAAGAGAGGUUUUCUGGGUUUCUGUUUCUUUAUUGAGGACGAAACACACCUGGUUAACCUCUUUUCCAGUAUCAAAUCCCAUCUUGGAGGCCUUCUGGUCCAGACCUCAGCUUCAGGGAAGGGGUGCUGUGGA

>hsa-mir-3161

CAUUGUCUCUCUAAAGUACCUGAAGCCAGUAGUUCUCAAACUUUGGAGAGGGUUUUGAGUCACCUCGAGAGCUGAUAAGAACAGAGGCCCAGAUUGAAGUUGAAUAGUGCUGGGCCUUUGUUUUUACCAAGUUCCCUGGAUGGUUCUGCUACCUCCUAGCCUGUGAGAACUACUCCUUUGUGAUUUCUUGCCAUUGAAAU

>hsa-mir-130a

AGCUGAGUGGGCCAGGGACUGGGAGAAGGAGUGAGGAGGCAGGGCCGGCAUGCCUCUGCUGCUGGCCAGAGCUCUUUUCACAUUGUGCUACUGUCUGCACCUGUCACUAGCAGUGCAAUGUUAAAAGGGCAUUGGCCGUGUAGUGCUACCCAGCGCUGGCUGCCUCCUCAGCAUUGCAAUUCCUCUCCCAUCUGGGCACC

>hsa-mir-337

CUGCCAUCCGAGCGCUUGCACUGCGCUUCCGGGAGGAGGGUUGCGGCCCGUAGUCAGUAGUUGGGGGGUGGGAACGGCUUCAUACAGGAGUUGAUGCACAGUUAUCCAGCUCCUAUAUGAUGCCUUUCUUCAUCCCCUUCAACCACGCGCAGCCCCCGGACCCUCCUCUGCACCCUUGGCUGCACGGGGACGCGUCCUCA

>hsa-mir-4325

UCGUGUGUGUUAAAAAAGGAGAGUGCAGUGUGGGGAGGGAGAGUGGAGGUAAGGAGAUGGGGAAGAUGUUGCACUUGUCUCAGUGAGAGAUGCUUCUAGAUCCAGGAGGCAGACCUCAAGGAUGGAGAGAAGGCAGAUCCUUUGAGAUUGUUCCUAUUCAAGUAAGCUAUGGUCAAACCUGUUUUGGAAAUGUUGUACAC

>hsa-mir-629

AGAUGAUGGCACAGUGACAGCUGGGAGGGAUGGGAUGUGCUUGCUUCAUGUCCCUUUCCCAGGGGAGGGGCUGGGUUUACGUUGGGAGAACUUUUACGGUGAACCAGGAGGUUCUCCCAACGUAAGCCCAGCCCCUCCCCUCUGCCUGCCUCAACCCUACACAGUCCUGUCUGGUGACGUGCCAAAGUCCUUCCUGCCUU

>hsa-mir-4293

AAGGGCCUGACAAGGGCAGAGCAAUUAGUGAAAGUCGUGAUAUUGGUUGCCGGAGGUAUGGCAGAGACACCUGUUCCUUGGGAAGCUGGUGACAUUGCUAAUUCAUUUCACACCAGCCUGACAGGAACAGCCUGACUGAAGCAAGCGGUCAGUGAUGAAGAAGAAAUAGGAUUUCCCCUCUCCCGAGAGAGCCAGUUCCC

>hsa-mir-3655

GGAAAGGCUGCGAACGCAAAGCAGUGUGGGUUGAUUCUGAGGUGCACUGUGGGAAAGAGCUUGUCGCUGCGGUGUUGCUGUUGGAGACUCGAUUGUUGGUGACAGCGAAAGAACGAUAACAAAAUGCCGGAGCGAGAUAGUAAGGCUCAGGCCAUCCGUUAUUUCUUCCCCAUGGCACUUGGGGCACUUGGCGCAUUAUU

>hsa-mir-449b

GUUUCAUGUUACAAAUUUAGCCUCAGUGACUGCCUGGGCCACGAGAAUCGGCAGUGACCUGAAUCAGGUAGGCAGUGUAUUGUUAGCUGGCUGCUUGGGUCAAGUCAGCAGCCACAACUACCCUGCCACUUGCUUCUGGAUAAAUUCUUCUUGUCAAUGAAGUGCUCUGGAUACCUGUGUGUGAUGAGCUGGCAGUGUAU

>hsa-mir-100

AAUGGUUGUAAUAUUUUAUUUUCAGACAUGUCACAGCCCCAAAAGAGAGAAGAUAUUGAGGCCUGUUGCCACAAACCCGUAGAUCCGAACUUGUGGUAUUAGUCCGCACAAGCUUGUAUCUAUAGGUAUGUGUCUGUUAGGCAAUCUCACGGACCUGGGGCUUUGCUUAUAUGCCAUUCAAUAUCCCUUCGAGUUAUUUC

>hsa-mir-3622a

UUAGUGGCAAGGUCUUGUUUUGUCACCCAGGCUGGAGUGCAGUGGUGUGAUCAUAGCCAAUAGAGGGUGCACAGGCACGGGAGCUCAGGUGAGGCAGGGAGCUGAGCUCACCUGACCUCCCAUGCCUGUGCACCCUCUAUUAUAUCACUCGUAUGUCUACCAUUGUUUGCAGAUCGUGAGCUGCUUGAUGACUGAUGCUA

>hsa-mir-200a

CCGGUUCUUCCCUGGGCUUCCACAGCAGCCCCUGCCUGCCUGGCGGGACCCCACGUCCCUCCCGGGCCCCUGUGAGCAUCUUACCGGACAGUGCUGGAUUUCCCAGCUUGACUCUAACACUGUCUGGUAACGAUGUUCAAAGGUGACCCGCCGCUCGCCGGGGACACCACCGAGGCACAUCCGGAGCUCCUACUCCAGGG

>hsa-mir-7-3

UGGGCAGGGGUCUCAGACAUGGGGCAGAGGGUGGUGAAGAAGAUUAGAGUGGCUGUGGUCUAGUGCUGUGUGGAAGACUAGUGAUUUUGUUGUUCUGAUGUACUACGACAACAAGUCACAGCCGGCCUCAUAGCGCAGACUCCCUUCGACCUUCGCCUUCAAUGGGCUGGCCAGUGGGGGAGAACCGGGGAGGUCGGGGA

>hsa-mir-892a

AUAAAAGAUGCAGGGGACAAUGGUGGGGGAUGGGGCGGCACCUUCACAAUCAGCCAUGCUGUGGGCAGUGCCUUACUCAGAAAGGUGCCAGUCACUUACACUACAUGUCACUGUGUCCUUUCUGCGUAGAGUAAGGCUCACUAAGUACAAGUUUGUGGUGGCCUUCGGACAGGUAAUAGGGUGGAGCUGCAGGAGUUGUC

>hsa-mir-4255

CAGGAAAGCCUGUGGGAAAGGUGGGCCAUGGAGCCAUCUAAUGUAAGAGGUCAUUGAACUUUAUAGAGCAUCCUUCAGUGUUCAGAGAUGGAGUCAGUAUUGGUCUGGCCAUUUUUAGGGCAAAGAGGCAGCAUCAUGCUGGAAGCAGUAGUCUGCAAUGCUAGGAUGUGACUCCCAAGCCCUUGGUCAUACCCUCUACA

>hsa-mir-3156-2

UUUUCAGUAAUCUGUGCUUAGAUGAGCUAAAUAUUUAAAGGUUGGAGACUGCCAUGAAGCUCUGCAGAAGAAAGAUCUGGAAGUGGGAGACACUUUCACUAUAUAUAGUGGCUCCCACUUCCAGAUCUUUCUCUCUGUAUAUAUAGUACUUAGAGAAAUCCAACUAUCAGGACUCAGUUUUUCUAGCAGUCUCUCUCCUU

>hsa-mir-941-1

CCCGGCUGUGUGGACAUGUGCCCAGGGCCCAGGACAGCGCCACGGAAGAGGACACACCCGGCUGUGUGGACAUGUGCCCAGGGCCCGGGACAGCGCCACGGAAGAGGACGCACCCGGCUGUGUGCACAUGUGCCCAGGGCCCGGGACAGCGCCACGGAAGAGGACGCACCCGGCUGUGUGCACAUGUGCCCAGGGCCCGG

>hsa-mir-185

GGAGACCUGCUGGCUAGAGCUGGGUUGGGGGCCGGUGGGCAGUGGGCCUGGCUCGAGCAGGGGGCGAGGGAUUGGAGAGAAAGGCAGUUCCUGAUGGUCCCCUCCCCAGGGGCUGGCUUUCCUCUGGUCCUUCCCUCCCAAUGACCGCGUCUUCGUCGAGGCCACAGCCCUUGGCUCUGCGCCCACACCUCCAGUGCCAG

>hsa-mir-362

CUACACAUGCACACAUACAAACACACAAAAAGGGCAGGUGUCAGAGCCUUCUUGUCUGCUCCCCCUCUUGAAUCCUUGGAACCUAGGUGUGAGUGCUAUUUCAGUGCAACACACCUAUUCAAGGAUUCAAAGAGGCUGAGCCUUGUCUACAUGUAGAAGGACCAACAACCUGUCCCCUUCUUUCACAUGUUUGUGUUUGC

>hsa-mir-642a

CUGGUGGGACCAGGAAGUUCUCAGUCCAUUUCCUAUCUCCUACACUCUCCACAGUUUAUCUGAGUUGGGAGGGUCCCUCUCCAAAUGUGUCUUGGGGUGGGGGAUCAAGACACAUUUGGAGAGGGAACCUCCCAACUCGGCCUCUGCCAUCAUUUAACUCUCCCAGCCUAUCACUCCCAUACUGGAAUUUUCCGUUCCUC

>hsa-mir-520b

UUUAACCUGGUUAAGGAAGAUUCCAACAAAAAAUCCACGGUGCCACAGCAAGAAGAUGUCAGGCUGUGUCCCUCUACAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAAGAAAGUGCUUCCUUUUAGAGGGUUACCGUUUAAGAAAAGCAACGUUUAGGUGGAUGCUGAUCUUGGCAAUAAUACAUUUGCAGAGCAUGCUU

>hsa-mir-106a

AUCUGUGAGGACGGAAAAGAAGAGCUCCUGGAAGACUUAAAAUUUUGCUACAGGAAUAGGCCUUGGCCAUGUAAAAGUGCUUACAGUGCAGGUAGCUUUUUGAGAUCUACUGCAAUGUAAGCACUUCUUACAUUACCAUGGUGAUUUAGUCAAUGGCUACUGAGAACUGUAGUUUGUGCAUAAUUAAGUAGUUGAUGCUU

>hsa-mir-202

GGACCCUCCCCCAGGACAGCCACCUCCCAGUGCUGAAGAGCCGGCCCGCCUCAGAGCCGCCCGCCGUUCCUUUUUCCUAUGCAUAUACUUCUUUGAGGAUCUGGCCUAAAGAGGUAUAGGGCAUGGGAAAACGGGGCGGUCGGGUCCUCCCCAGCGGCACCUGCACCAGUGCACCUGCACCUGCUCCAGCAGCACCUGCC

>hsa-mir-4320

CCACGUAUGAAUUGAGAGCAGGAAUGUGUGCAAGCUCUUGACUUGUCAAGGCCUUUGCUCACCAGAGUGACAUGUGGGGUUUGCUGUAGACAUUUCAGAUAACUCGGGAUUCUGUAGCUUCCUGGCAACUUUGCCCUGACAGCCCCCACUUUGUGGUCCCCUGUGAUUUGCCCUCUUAGCUCCAUUCUUCACUUUGUGGU

>hsa-mir-640

AUGAUGGUGAGGAGGUUACAUUGGGAGAAUGAGCCCUGCGUGCUGCCUGUGUGCUCUGUGACCCUGGGCAAGUUCCUGAAGAUCAGACACAUCAGAUCCCUUAUCUGUAAAAUGGGCAUGAUCCAGGAACCUGCCUCUACGGUUGCCUUGGGGAUUCAGAGAUGCUGUGUGAGCAUAGUACCUGGAACAUACUCCUAAGU

>hsa-mir-296

GGGAAGAUCCUGAGUGAAAUUGUGAAAUCAGGCCCAGCCUCAUGUGGGAGGUGAGGAGAAAGGACCCUUCCAGAGGGCCCCCCCUCAAUCCUGUUGUGCCUAAUUCAGAGGGUUGGGUGGAGGCUCUCCUGAAGGGCUCUGAAGAGCGCUGCACCCGCAGCUGUGUGCCAGGAGUGGAGACAGGACAGUCGAUACAAGAG

>hsa-mir-548h-4

AGAAAACUUGAAGCCAAACUUGUGAUCCUUCGUUGUUCCAUUUCCAAAGCUAUUAGGUUGGUGCAAAAGUAAUCGCGGUUUUUGUCAUUACUUUAAUUACUUUACGUUUCAUUAAUGACAAAAACCGCAAUUACUUUUGCACCAACCUAAUACUUGCUAUCAUCACUUCUUGUCUAUUUUCCAUUCCUCUUAUAAAUGUU

>hsa-mir-3669

CGGAAUAUAUAUAUACGGAAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUGUAUACGGAAUAUAUAUAUACGGAAUAUGUAUACGGAAUAUAUAUAUACGGAAUAUGUAUACGGAAUAUAUAUUACGG

>hsa-mir-548i-3

CCAAACUUUGUUGAUCUUCAUCAAUCCCUCUGAUGCAGAUGGCUCCGAAGUUUACAUCCUAUUAGGUUUGUGCAAAAGUAAUUGCGGAUUUUGCCAUUAAAAGUAAUGGCAAAAAUAGCAAUUAUUUUUGUACCAGCCUAGUAUCUUUUCUCCUUCUACCAAACUUUGUCCCUGAGCCAUCUCAUCACCUAUAACUACCU

>hsa-mir-4276

UGUGUAUUUUUUCUUAUGUGUUCCUUGAGUCAAUGAGUUAAAUAAUGGGAUAUGCUGUGGGCAUGUCACAGUCUGACUCAGUGACUCAUGUGCUGGCAGUGGCCACGUAAAUAGAGCUACUGUGUCUGAAAGCAAUGGGUAGCUAGAAACCUUUUUGACAGCUCAUAUGAAAACUUAAAGAAUUUCAAAACAGGCUGGGU

>hsa-mir-525

UUUAACCCAGUGAAGGAAGAUUUCAACCAAAAACCCACGGUGCUGGAGCAAGAAGAUCUCAAGCUGUGACUCUCCAGAGGGAUGCACUUUCUCUUAUGUGAAAAAAAAGAAGGCGCUUCCCUUUAGAGCGUUACGGUUUGGGUAAAGCAACGUUGAAGUUGAUGCUGAUCUUGGUAAUAUAUUUGCAGAGCAUGCUUAUA

>hsa-mir-496

AGUAUCCCGUCCGUCCUCAGGCCUGCUGCUGGGACGCGCUGGAAGCGAGCACCCAAGUCAGGUACUCGAAUGGAGGUUGUCCAUGGUGUGUUCAUUUUAUUUAUGAUGAGUAUUACAUGGCCAAUCUCCUUUCGGUACUCAAUUCUUCUUGGGAAACGUCACGAGGGGAAAGCCCAGCCGGCACCUGCGCAGGGUAAGGA

>hsa-mir-431

GUGGGUGGGUGGCUGCUGUGUGGCUGGGUGGGGCCUCCUGCACGUCGUUGUCCUGCUUGUCCUGCGAGGUGUCUUGCAGGCCGUCAUGCAGGCCACACUGACGGUAACGUUGCAGGUCGUCUUGCAGGGCUUCUCGCAAGACGACAUCCUCAUCACCAACGACGUGCAGCUCCAGGUAGCGGUUCUGACGCAGGGCAGGG

>hsa-mir-1281

GGCCGGUGCGGCGGCGGCGGCGCGGAGCGCGGCGGCAGGAGGAGGGUUCGGAGGGUGGGGGCGCAGGCCCGGGAGGGGGCACCGGGAGGAGGUGAGUGUCUCUUGUCGCCUCCUCCUCUCCCCCCUUUUCGCCCCCGCCUCCUUGUGGCGAUGAGAAGGAGGAGGACAGCGCCGAGGAGGAAGAGGUUGAUGGCGGCGGC

>hsa-mir-1972-1

CAGACUGGUAUUGAACUUCUGAGCUUAAGCCAACAUCUUGCUUGUCUCCUGAGUAGAGGGACUAUAGGCAUGUGCCACCACACCUGGCUUAAAUGUGUCAUUUAAAAAUUCAGGCCAGGCACAGUGGCUCAUGCCUGUAAUCCCAGCAAUUUGGGAGGCUGAGGCAGGCGGAUCACCUGAGGUCAGGAGUUCGAGACCAG

>hsa-mir-3179-1

CCUCCCACCUUGGGCUCCCUAAGUGUUGGGAUUACAGGCAAGAGUCACCACGCCCAGCCAGGAUCACAGACGUUUAAAUUACACUCCUUCUGCUGUGCCUUACAGCAGUAGAAGGGGUGAAAUUUAAACGUCUGUGAUCCUGGGGUUGUUGAAGAUGCCACCCAUCUACAUAUUCUUUCAGAUGCACAAUAUUUCACUGU

>hsa-mir-524

UUUAACCUGGGCAAGGAAAAUUCCAACAAAAAACCCAGAGUUCUGGAGCAAGAAGAUCUCAUGCUGUGACCCUACAAAGGGAAGCACUUUCUCUUGUCCAAAGGAAAAGAAGGCGCUUCCCUUUGGAGUGUUACGGUUUGAGAAAAGCAGCGUUGAAGUUGAUGCUUAUCUCGGUAAUACAUUUGUAGAGCAUGCUUAUC

>hsa-mir-764

UAUACUCUGCCAUAGUAUAAAGAAUCCUGGUGUGUUCGGGUGAUAUUUUCAAUCUAAAAUCUAGGAGGCAGGUGCUCACUUGUCCUCCUCCAUGCUUGGAAAAUGCAGGGAGGAGGCCAUAGUGGCAACUGUUACCAUGAUUAAUUUCGUUGGGAUAGAAGAUGGACCCGCUGGUUGUAAUCAAUGCAUUGAGGACUCUC

>hsa-mir-1913

GGCCUGCAGAAGCUGGGCACACCCUGCUGUUCCUUCUCGGCCGUGGGCAGCGCAGUUGCAAACCUCUACCUCCCGGCAGAGGAGGCUGCAGAGGCUGGCUUUCCAAAACUCUGCCCCCUCCGCUGCUGCCAAGUGGCUGGUGUCAAGUCCCAUCCCACGUGUCAUUUACAUUACUUGCUAGGGUGCUUUUCUGAAGAAAU

>hsa-mir-4297

CGGAUGGAGGAGCCACAGAAAACGCUUUUAUUCAGCCUCCUUGUAAAGGCCACAAACAGUGUUGUCAGCACGCACGUGCCUUCCUGUCUGUGCCUGCCUUCGAAGUGCACGGCAGGGCCAGGACGGGUCGCUGUGGGUGGGGACUGGUCUCCACACCCGCAGACGGAACUGGUACUGAAGGGCAGUGAUAACUGGCCGGU

>hsa-mir-520e

CAAGGUUUUAGAAUCCAAGGAAACCAAUAAACACCCAGAGUGCUGGAGCAAGACUGUCUCCUGCUGUGACCCUCAAGAUGGAAGCAGUUUCUGUUGUCUGAAAGGAAAGAAAGUGCUUCCUUUUUGAGGGUUACUGUUUGAGAAAAGCAACCUUGAGGUUGAUGCUGAUGUUUGUAACACACCUGCAGAGUAUACUUAUA

>hsa-mir-3195

GGGGCGCCGCCUGCACCACCCUCUUGGGCGACUCGGCCUUGACCCCCGGCGCCGGCGCCGCAGCCGCCGCGCCGGGCCCGGGUUGGCCGCUGACCCCCGCGGGGCCCCCGGCGGCCGGGGCGGGGGCGGGGGCUGCCCCGGCGCUGCCCCCGUUCUGGGCGGCGGCGGGGGGCGGCACGGCGGGCGCGGCGGUCGGGGGU

>hsa-mir-526b

UUUAACUUGGUCAAAGAAAAUUCCAGGAAAAAAUCCACGGCAUCAGAGCAAGAAGAUGUCAGGCUGUGACCCUCUUGAGGGAAGCACUUUCUGUUGUCUGAAAGAAGAGAAAGUGCUUCCUUUUAGAGGCUUACUGUCUGAGAAAAGCAACGUUGUAGUUGAUGCUGAUCUUUGUAAUAUCUUUGCAGAGCACGCUUAUA

>hsa-mir-3928

CAGUCACAUGACGCGGAGCCGCCCCUCUCGGAGGGACUUCCGGCCCCAACCGGAAGAGGUUAAUUUCCAUGGCUGAAGCUCUAAGGUUCCGCCUGCGGGCAGGAAGCGGAGGAACCUUGGAGCUUCGGCAGCUUUUCAAAGAGCUUUGGGUUCGGGGCUCCUAAAAGAAAAAAACUGAUUCCGGCCGGGCGCGGUGGCUC

>hsa-mir-3150b

GCCAGCUUGGCCGCCUCCCUGCAGAGGGCUGACGCUUCUCCAGAAGUUGUAAGAAAAGGAGGGAAAGCAGGCCAACCUCGAGGAUCUCCCCAGCCUUGGCGUUCAGGUGCUGAGGAGAUCGUCGAGGUUGGCCUGCUUCCCCUCACUCCUCGGGCCUUGCUCUUCCCCCAGGUGCCCACUGCCCUCCCUGCUGUGUACCA

>hsa-mir-518b

UGGUCAAGGAAAAUUCCAACAGCAACAUCAAAAAACCAGUGUUGGAGCAAGAAUAUGUCAUGCUGUGGCCCUCCAGAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAACAAAGCGCUCCCCUUUAGAGGUUUACGGUUUGAGUAAAGCAGCGUUGAAGUUGAUGCUGAUCUUGGUAAUACAUUUGCAGAGCGUGCUUAUCA

>hsa-mir-330

CUUGGUGACUCCCUUCUUCCAGGAUCGCGUCCCUGCCACUUCGUGCUGUGUGAUCUUUGGCGAUCACUGCCUCUCUGGGCCUGUGUCUUAGGCUCUGCAAGAUCAACCGAGCAAAGCACACGGCCUGCAGAGAGGCAGCGCUCUGCCCCUUACUCGGCCCCGUUUUCAUCGGAGACCUCCGGGGAGCGGUGGGGGUGGAG

>hsa-mir-1227

AGCGAGGAGCAGUGUCAGGAGUGGAUGGAGGCUCUGCGUCGGGCCAGGUGGGGCCAGGCGGUGGUGGGCACUGCUGGGGUGGGCACAGCAGCCAUGCAGAGCGGGCAUUUGACCCCGUGCCACCCUUUUCCCCAGCUACGAGUUCAUGCGGAGAAGCCUCAUCUUCUACAGGAACGAAAUCCGGAAGGUGACGGGCAAGG

>hsa-mir-145

ACUCCAGCUGGUCCUUAGGGACACGGCGGCCUUGGCGCUGAAGGCCACUCGCUCCCACCUUGUCCUCACGGUCCAGUUUUCCCAGGAAUCCCUUAGAUGCUAAGAUGGGGAUUCCUGGAAAUACUGUUCUUGAGGUCAUGGUUUCACAGCUGGAUUUGCCUCCUUCCCACCCCACAGUUGCCCCCCAAUGGGGCCUCGGC

>hsa-mir-4300

AGUAAGAUGAUGUCAUAUAUGCUGGGGUACAAAAAAAAAACCCCAGUGUUUUCUAUGAGUUUAGAAGAGGGCCAGCUAAAUCAGCAGAGACAUGAGGUGAUCAAAAACCUUUUUUCAAAGCAGUGGGAGCUGGACUACUUCUGAACCAAUAUGGCCUAUGCUAAUGUAACUUAAAGAUAACCACCUGGCUCAAACAUAAA

>hsa-mir-320b-2

AUUGUUAGUGCCAUUUUUAUUGUAAAUAUCAGAAUUGUUAUUUUUUGUCUUCUACCUAAGAAUUCUGUCUCUUAGGCUUUCUCUUCCCAGAUUUCCCAAAGUUGGGAAAAGCUGGGUUGAGAGGGCAAAAGGAAAAAAAAAGAAUUCUGUCUCUGACAUAAUUAGAUAGGGAACCAGUUGGGAAGCUGUAAGAAUAAUGC

>hsa-mir-148b

CUAAGUCACCCAAUCUCCCACAAAACAAUCUGCCUAUACAUCAUUUCCAAGCACGAUUAGCAUUUGAGGUGAAGUUCUGUUAUACACUCAGGCUGUGGCUCUCUGAAAGUCAGUGCAUCACAGAACUUUGUCUCGAAAGCUUUCUAGCAGCUACCCAUUUUGGGAGUGGGAGGGAAGAAUAGACCUUUUAAAUUCUUUCA

>hsa-mir-4257

GAGUGAGAUCUCCAUCUCAAAAAAAAAAAAAAAGCCUUUUGUGUGUGCCUGAGCCGGCUUAGAAACAGUCCCUAGGUAGGAUUUGGGGAGGAGCUAAGAAGCCCCUACAGGGCCCAGAGGUGGGGACUGAGCCUUAGUUGGAGGGCUGAGGUCAGCCCCUGACCAUGUAGCCUCUACAGAUGGACAAGGCAGUGAUCCUC

>hsa-mir-372

CUAUGGCCGUUUCCUCGUGAUAUAAAUUUCUUGGCCGGGGCUCUUGCAGAUGGAGCUGCUCACCCUGUGGGCCUCAAAUGUGGAGCACUAUUCUGAUGUCCAAGUGGAAAGUGCUGCGACAUUUGAGCGUCACCGGUGACGCCCAUAUCAACGGAUGCCGUGGAGCUCGGUCUUCUGCAGGAACUAAAGAGCCUGUGGUU

>hsa-mir-2113

UCUUAAGAGUAAAACUGACGGAGAGAAGCAGUAUACCUUUCACAGAGGCAGAUAUUUUCAAAGCAAUGUGUGACAGGUACAGGGACAAAUCCCGUUAAUAAGUAAGAGGAUUUGUGCUUGGCUCUGUCACAUGCCACUUUGAAAACCUACCCUCAAACUGUCUAUAAAUUUUCAUGCCCAUCUUUUUCUCCUUACUCUUU

>hsa-mir-30d

CUGAAGAUGAUGACUGGCAACAUUUAUGUCUGUUCCUCCUCUUAAAUUUCUUGUUCAGAAAGUCUGUUGUUGUAAACAUCCCCGACUGGAAGCUGUAAGACACAGCUAAGCUUUCAGUCAGAUGUUUGCUGCUACCGGCUAUUCACAGACAUCCUCUUGAUAUAAUUCUGUCCCGGAGUGGAGUUGAGGAGGCUAUAAAA

>hsa-mir-1301

UGCAAACAGCCUUUCCACUGACGCAGUGCCUUGGGGGCUCUGCCAAGCGACCCCUAGAAUGGGGAUUGUGGGGGGUCGCUCUAGGCACCGCAGCACUGUGCUGGGGAUGUUGCAGCUGCCUGGGAGUGACUUCACACAGUCCUCUCUGCCUCCAGGGUCACCCGGAACGGGGUUGCGGGGGACAAGCUGUGGGCGGGGGG

>hsa-mir-3116-1

UACUCAUGUCUUCAGUUUUGCUUUUCUUUGUUCUUUCUUUCUUGUUCAUUCAUUCAUCAAGCACUUUAUUGAGUCCCUACUAUGUUCCAGGCACUGGGUAUCGUAGGUGCCUGGAACAUAGUAGGGACUCAAUAAAGGAGCUAUGCUUCCUUUAUGUGAAUUAAAUGUCACUGAUGUAGCUGGCAUUUAGUAGGCUUUCA

>hsa-mir-654

UGGGAUCAUGGCUGGACUGAAGCCACCAUCAGGGACGUGAGGUGGGGCUGAGCCCUCCAGGGUAAGUGGAAAGAUGGUGGGCCGCAGAACAUGUGCUGAGUUCGUGCCAUAUGUCUGCUGACCAUCACCUUUAGAAGCCCCCUUUCGCUGAGGAGCCAGCUUGGUGCACAGGCUGUGGUGUGUUGUCACAGCUAUGCUAC

>hsa-mir-720

UCAGGUGGCGCCCCGCCUCCGAGCCGGCCGUCCUUCCGGGGGAGCCUGGAGCGAGACCGGAUCUCACACGGUGGUGUUAAUAUCUCGCUGGGGCCUCCAAAAUGUUGUGCCCAGGGGUGUUAGAGAAAACACCACACUUUGAGAUGAAUUAAGAGUCCUUUAUUAGCCGGCGACCGAGAGACCGCUAACACUCAAAAUUC

>hsa-mir-217

GAGAAUAAAGUUGUUGCAUUUGGAAAUAAAUGAUAUUUAGUAUAAUUAUUACAUAGUUUUUGAUGUCGCAGAUACUGCAUCAGGAACUGAUUGGAUAAGAAUCAGUCACCAUCAGUUCCUAAUGCAUUGCCUUCAGCAUCUAAACAAGCACCAGUAAAUACCUCAAGUUAGAUUUGCUGUGAUGUGUUCAUGGUCAUCCA

>hsa-mir-3605

GAUGACAUGGGGGAAGGUUUGAGGAGGGCUGGCCUCUGUGCCUGGAUACUUUAUACGUGUAAUUGUGAUGAGGAUGGAUAGCAAGGAAGCCGCUCCCACCUGACCCUCACGGCCUCCGUGUUACCUGUCCUCUAGGUGGGACGCUCGUCCCUGCUGGUGGGGAAUCUCAAGAAGAAGUAUGCACAGGGGUUCCUGCCUGA

>hsa-mir-3118-4

UUGCCUCUCCCAGGACCCCAGCCUGGCCACAUCUGCUUACAGGGCACUCUCAGGUGCCCACACAUACUACAAUAAUUUUCAUAAUGCAAUCACACACAAUCACCGUGUGACUGCAUUAUGAAAAUUCUUCUAGUGUGAUUUACAGCUCUGUCAGGUCAGUUAUUUUCUUCUUUAUACUUGCUAUUUUGUCUGUUAGUUCC

>hsa-mir-99b

GCUGAGGGCCUGGACUCCUGGGUUCCUUGGGGAGGAGGGGCCGGGGGCCCGGACUCCUGGGUCCUGGCACCCACCCGUAGAACCGACCUUGCGGGGCCUUCGCCGCACACAAGCUCGUGUCUGUGGGUCCGUGUCGGGGGCUCACCAUCGCGGCUGGGGCCUCCCCGGCCCUCCCCCUCAUCCCUGGUCCUCCUGGUCCC

>hsa-mir-624

UGUUCUUGUAAUGAAAAAGAAAAAAAGGUUAAAAAAGGAUGUGCUUUUGACCAAUAUAUAAUGCUGUUUCAAGGUAGUACCAGUACCUUGUGUUCAGUGGAACCAAGGUAAACACAAGGUAUUGGUAUUACCUUGAGAUAGCAUUACACCUAAGUGGUUUCAGUGAACAAGAUUUAAAAGACUAGAAUUAAAGCAAUUAU

>hsa-mir-633

GUCCUGGCUUAUUGCUUACCUGAUUAAUGGUUUUGGUUAUGCUACUCAACCUCUCUUAGCCUCUGUUUCUUUAUUGCGGUAGAUACUAUUAACCUAAAAUGAGAAGGCUAAUAGUAUCUACCACAAUAAAAUUGUUGUGAGGAUAAAAAAAAAUAUUAAUUAGGAUGCAGUAUGAAAAAAAUAAAAGUUAGCUAUCUUUA

>hsa-mir-3935

ACAGAACAGGCAUUGCCCUAAGUAUUUGGGGGUAUGAAAGAAGCUGAUGUGGAUGUGUUCCUGUCCCAGAAGGAGCUGAUGGUUGUAUCUAUGAAGGUAAGCAUUUUUGUAGAUACGAGCACCAGCCACCCUAAGCAAAGGCAGAGAAUGCUUAGGCCAGACAGAGGGCUAGGGCACUUGAAUAGAAAGAGAGCAAUUCU

>hsa-mir-506

CAUCUGUAGUUUCCCCGUGUUACUAUUAAGAUGGUCAGUGCCACCACCAUCAGCCAUACUAUGUGUAGUGCCUUAUUCAGGAAGGUGUUACUUAAUAGAUUAAUAUUUGUAAGGCACCCUUCUGAGUAGAGUAAUGUGCAACAUGGACAACAUUUGUGGUGGCAUUGGUAAUGACGAGUGGAAUUUCAGUGACAAUACUG

>hsa-mir-4294

UUCCUCUGCAGCCCCAUCCUGGCUUGACUGCUCCCCUGCCCUCGCCUCCAGCAGCGGACUCUGCUUCCGAUGCCUCGGGAGUCUACAGCAGGGCCAUGUCUGUGAGGGCCCAAGGGUGCAUGUGUCUCCCAGGUUUCGGUGCAGAGCGGCUUCCCUCCUCCCAGCAAUGCGAGCUAAUCCUGGAGGACCCCACUGGAGCA

>hsa-mir-378c

GGAGCCUCCCCUCCUGCUGUAGCUCCCAGGGCCACCCACGGAAUCCUCCACCCUCCACUCGGAGGCCAUCACUGGACUUGGAGUCAGAAGAGUGGAGUCGGGUCAGACUUCAACUCUGACUUUGAAGGUGGUGAGUGCCUCAAACUCAAACGUUCAUGCAUGGUGAGGAUAAAAAGUAACUGCCCUGGGAGGAUGAAACC

>hsa-mir-4282

AAGUUUGAGACCUGCCUAGACAACAUAGUGAGAACCUACUGAGACAUCUUUAACUUCUUAGGUGUGAAUGGUGAAGUUCCAGGGGAAGAUUUUAGUAUGCCACAUUUCUAAAAUUUGCAUCCAGGAACAUCAUCCUAUUCACCUUCUGACUGAUAUCUUAAGUGACCUUAAUGGUUUUUAGAACCUUGUAUGGAAAACUC

>hsa-mir-601

AGUCUCUAUCCAGACAACUCAGCGGCUACACGCUGACUUCCUGUGAUGCCUUGAAAAAGUGCAUGAGUUCGUCUUGGUCUAGGAUUGUUGGAGGAGUCAGAAAAACUACCCCAGGGAUCCUGAAGUCCUUUGGGUGGAAAGGGGGAGGCCCCCAUGUCUGUCUGGCUCUCAGAAAAUGGGAAAGAAGGUAAGGGACAUGG

>hsa-mir-378b

AUUUUCUGUCUCAGUUGUGAACCACACGUCCUGGGGCCUCAGUUUCCUCCGCUGAAGAAUGGGAGGAGGCUGGUCAUUGAGUCUUCAAGGCUAGUGGAAAGAGCACUGGACUUGGAGGCAGAAAGACCCAACUUGCAUCCUGGCUCUGCCACAUCUGGUGCCUUGACUGUGGACAAGCCACACUAGCUCUCUGGUUGUCC

>hsa-mir-3651

CCCUGCCCUGUGGUUGCUGGAUGCUGUUGUGCAUGGACAGCUCUCCAGUGGAUUCGAUGGGCCAUAGCAAUCCUGUGAUUUAUGCAUGGAGGCUGCUUCUCCUCAGCAGCUGCCAUAGCCCGGUCGCUGGUACAUGAUUCUUCCUGAAUAGUCAAUGCUGUUAUACUGAGUGUUUAUGCUUGACGUAAUAAUGCAGUGAU

>hsa-mir-3125

UUCCAUAGCUAUUCUGCUAAAACAGUGAAAUUGGAGAUGAGGAGUCUGGCUUGCGCUGGGUGAGAAUGGGUAGAGGAAGCUGUGGAGAGAACUCACGGUGCCUGUGGUUCGAGAUCCCCGCCUUCCUCCUCCUUUCCUCUGCCCCUUGGGUUUCACCUUUUCACCUCCGUCACAUCUCGACAGCUAGUAAGUCUCGUGGG

>hsa-mir-3915

UAUGAGGAAGGGAUGAAUGUCCAUUUUUUCCCAUAUAGAUCCAACUGAAACAACAAGUUGGCACUGUAGAAUAUUGAGGAAAAGAUGGUCUUAUUGCAAAGAUUUUCAAUAAGACCAUCCUUUCCUCAAUAUUCUGUGGUGUCAUCUUUGACGAAAAUAUUAGAAAUAAAAUGCCUAUACGUGCAUGGAUCAGUUUAUGG

>hsa-mir-3193

CCAGACUCGGCCUCCUCACUCUGGCCUGGCUCUGUCGGCAGUUCAAACAAAUCUCCCCCACCAACCCCGGGGCUCCUGCGUAGGAUCUGAGGAGUGGACGAGUCUCAUUACCCAGCUCCUGAGCAGGAAAAAUAUGUCAUUGGCAAGGGUCUAAGAAUCUUCCUGGACAUGUAUGUGGAUUUCUACUCAGGGGAGCAUGU

>hsa-mir-3939

CUUAGGAGACGCCUGCCGGCCGCUUUGGGAUAGGGCCUGUCUGCCCAUGCUGGCUUCCAAAGGCCUCUGUGUGUUCCUGUAUGUGGGCGUGCACGUACCUGUCACAUGUGUACGCGCAGACCACAGGAUGUCCACACUGGCUUCCAAACACAUCUCUGUGUUUCUGUCUGUGAGUGUGUACGCAGGUGUCAAAUGUGUAC

>hsa-mir-635

CCGGAAGUAGUGUUUGGGCCAAGACUUGGAGCAUCAGCUCCUAGAGCCAGAGAGGAGCUGCCACUUGGGCACUGAAACAAUGUCCAUUAGGCUUUGUUAUGGAAACUUCUCCUGAUCAUUGUUUUGUGUCCAUUGAGCUUCCAAUUGUAAAAGGAUGGAGUGCAGGUCUGGCUUCUUUCUCCCGCAGAUCCGUGGAACCC

>hsa-mir-2116

UUGGCUUCCUCUCGGCAGAAGGGCUCCUCUGCCGGCCGUCAGCAUCUCCUCCGUCAGUGGGACCUAGGCUAGGGGUUCUUAGCAUAGGAGGUCUUCCCAUGCUAAGAAGUCCUCCCAUGCCAAGAACUCCCAGACUAGGAGUCCUCCCAUGCUAAGUCCUCCCGAAGUCCUCCCAUGGUAAGAACUCCUAGACUAAGUUC

>hsa-mir-454

UAGAUUAUCAUAAUUGCUUAGUGAAUUUCUGCCAUCUAACUAAAAAAAAUUCUGUUUAUCACCAGAUCCUAGAACCCUAUCAAUAUUGUCUCUGCUGUGUAAAUAGUUCUGAGUAGUGCAAUAUUGCUUAUAGGGUUUUGGUGUUUGGAAAGAACAAUGGGCAGGCUGCAGAAAGUAUGUAGCAGAAACAAGCAAAAGUC

>hsa-mir-3196

GAGUGACGGGCACGUGACAGGGUGUGACGCUGCUGCCUGGGUUGGCUUCAGGGGGCUGUGCCAUGUGAGGGUGGGGGCGGGGCGGCAGGGGCCUCCCCCAGUGCCAGGCCCCAUUCUGCUUCUCUCCCAGCUUACCCCUUGGGCACAGCCCAUUGCCUGUCGCCAUACCACCCCCAACAGUGCCCAGCACACAGCAUCUG

>hsa-mir-186

CCAUUAUAAUUAAGGUUUACAGAACACCCAUCAUAUUCUUCCCAAACAUUUUUUCAUUGCUUGUAACUUUCCAAAGAAUUCUCCUUUUGGGCUUUCUGGUUUUAUUUUAAGCCCAAAGGUGAAUUUUUUGGGAAGUUUGAGCUAAAUUCCUUCAACCAAAAUAUACAAGUGAAGAAAAAAAAUUUGUAUUUAAACAUUUG

>hsa-mir-548w

GGACAAAUUUUUCCAAGAGGAAAGGACUGUAACAUCACCUGAUGUUAAGAUAGGGCCUAGUUAGGUUGGUGCAAAAGUAACUGCGGUUUUUGCCUUUCAACAUAAUGGCAAAACCCACAAUUACUUUUGCACCAAUCUAAUAGGUUGAUUGCCAAGUCUCCUUGCACUUUCCAUCAUCUAUUACCGUUUCAUUCGUACGC

>hsa-mir-650

GCAUGGAGGUCCCGCCCUUCUCUGAGGCAGAGGGAUAAGACAGGGCUGGGGGCAGGCCCAGUGCUGGGGUCUCAGGAGGCAGCGCUCUCAGGACGUCACCACCAUGGCCUGGGCUCUGCUCCUCCUCACCCUCCUCACUCAGGGCACAGGUGAUGCCUCCAGGGAAGGGGCCACAGGGACCUCUGGGCUGAUCCUUGGUC

>hsa-mir-517c

UAAAUAAAUAAAUACAUAAAUACAUAAAAAAUAACCCAGAGUACUGGAGCAAGAAGAUCUCAGGCAGUGACCCUCUAGAUGGAAGCACUGUCUGUUGUCUAAGAAAAGAUCGUGCAUCCUUUUAGAGUGUUACUGUUUGAGAAAAUCAACGUUGAAGAUGCUGCUGAUCUUGGUAACACAUUUGCAGAGCGUGCUUAUCA

>hsa-let-7i

GAGCGCCGGAGCCGCUUUGCUGCCCUCCGCGUGGUCCCGUGCCUCCCCGACACCAUGGCCCUGGCUGAGGUAGUAGUUUGUGCUGUUGGUCGGGUUGUGACAUUGCCCGCUGUGGAGAUAACUGCGCAAGCUACUGCCUUGCUAGUGCUGGUGAUGCUCAGCGCCGCGGAGGACAAUGGCUGGGAAUCCCCUUUGUUUUC

>hsa-mir-885

UGCCACCGUCUCCAGGGAGCCUAGGACGACACCGUGACUGCAGAAGGCCCAGUCUGCUACUCGGCCCGCACUCUCUCCAUUACACUACCCUGCCUCUUCUCCAUGAGAGGCAGCGGGGUGUAGUGGAUAGAGCACGGGUUCAAGUCCCGGCUCCACCACUCACAGCUGUGUGACCCUGGGCCAUCACUCAAGCUCUCUGA

>hsa-mir-1205

CUUCUGGAUGGAUGCACCACGAUAGGGAAAUCAGCAAGCUGAAGAUAGGGAAAGUGAACACUUAUCACUGAAGGCCUCUGCAGGGUUUGCUUUGAGGUACUUCCUUCCUGUCAACCCUGUUCUGGAGUCUGUCUCCAUUUUUCAGACACAAAAACUGAGGCAUAGAUAACUGUUUUCUGUUUUUUGUGGGGAGAGAGUAU

>hsa-mir-4278

CUCUGUGAUACACAGGAGUGAAACGUUACUUAGCAGAUGCAGCCUCACGUUUCCGUGAUACUGUAAUCAUCUAACACCAGGAGAAUCCCAUAGAACAUUGACAUCAACACUAGGGGGUUUGCCCUUGUGGGGAAGAAUCUAAGGUAACAUCAUGAGGACUCUAAUAAAUGCAAUGGUGUUUAAUUAUGGUUUAGGGCUCU

>hsa-mir-3117

UCAGUUUCCACACCUGUAAACAACAACAACAAAGAAAUUUACACUAGAUGGAAUCGAAUUUCCCUAAAGGGCCAGACACUAUACGAGUCAUAUAAGGGAAGGCAUUAUAGGACUCAUAUAGUGCCAGGUGUUUUGUGGGACACUAUUCGAUGGAUCUCAGGAGAACAUCGUUAAUGGAAACCAAAUCCAUUUCUGAAUGA

>hsa-mir-4309

GACAGAAAGGCCCUACGUGGCCCCUGAGCAGCUCUGGGGAACAUUCUUGGUCCGGGUUCCUGUCUGGGGGUUCUGGAGUCUAGGAUUCCAGGAUCUGGGUUUUGAGGUCUUGGGUUGUAGGGUCUGCGGUUUGAAGCCCCUCUUGUAACCCAGGACAGAGGUGAAAGCAGUGGGGUGGACUGGGCAGCCCCCAAAGUUCA

>hsa-let-7a-2

ACUAACUUGUAAUUUCCCUGCUUAAGAAAUGGUAGUUUUCCAGCCAUUGUGACUGCAUGCUCCCAGGUUGAGGUAGUAGGUUGUAUAGUUUAGAAUUACAUCAAGGGAGAUAACUGUACAGCCUCCUAGCUUUCCUUGGGUCUUGCACUAAACAACAUGGUGAGAACGAUCAUGAUUCCUCCAGGCCUUUUCUCCCUAUG

>hsa-mir-891a

AUUAUAAUUACGUAGCUUCUUUGUUUUUUUCUAGGUUCCCAAAGAGUCUACAAAUGUUGUCUCCUUAAUCCUUGCAACGAACCUGAGCCACUGAUUCAGUAAAAUACUCAGUGGCACAUGUUUGUUGUGAGGGUCAAAAGAGAUAAUCUCUACAGGCCUCAUGGACACUGCAAACCAUGUAAGUCAUCAGUUAUGUAGCU

>hsa-mir-29b-1

AGGUUGUCUUGGGUUUAUUGUAAGAGAGCAUUAUGAAGAAAAAAAUAGAUCAUAAAGCUUCUUCAGGAAGCUGGUUUCAUAUGGUGGUUUAGAUUUAAAUAGUGAUUGUCUAGCACCAUUUGAAAUCAGUGUUCUUGGGGGAGACCAGCUGCGCUGCACUACCAACAGCAAAAGAAGUGAAUGGGACAGCUCUGAAGUAU

>hsa-mir-1202

CAAAGUCAGCUGGUGGUAGUGAUGGCAGCAGCAGCCCAUCUGGAGCACCUGCUGCAGAGGUGCCAGCUGCAGUGGGGGAGGCACUGCCAGGGCUGCCCACUCUGCUUAGCCAGCAGGUGCCAAGAACAGGUGGGAGCCCCACCCCCUACUGAGUUGGCAGGAUGGGAGCCCCUUGCUCCCUGGCACACAGCUACAGCUGC

>hsa-mir-507

GACUGAGAGUGUUGGGAUUCUGACUGAAAUGGCGGAGUGAGGGACAUUUUCCGCUGUGCUGUGUGUAGUGCUUCACUUCAAGAAGUGCCAUGCAUGUGUCUAGAAAUAUGUUUUGCACCUUUUGGAGUGAAAUAAUGCACAACAGAUACAAGUCAGAACUACCCACUCAGUGAUGGGUCAACUCAUACAACCCUUUAAAG

>hsa-mir-935

UCGAGCGCAGCCGCGAGGCGCACUGCCAGUCUCGCUCGGACCUGCUCAAGGCCGGCGGGGGCGCGGGCGGCAGUGGCGGGAGCGGCCCCUCGGCCAUCCUCCGUCUGCCCAGUUACCGCUUCCGCUACCGCCGCCGCUCCCGCUCUAGCUCCCGCUCCAGCGAGCCGUCGCCGUCGCGGGACGCGUCUCCCGGCGGCCCC

>hsa-mir-511-2

AAGUAUAUUUGCUUUAUCAACAUUCUAAGUAUUGGAAUGAUCCAACGAUAAGAAAACAAUAGACACCCAUCGUGUCUUUUGCUCUGCAGUCAGUAAAUAUUUUUUUGUGAAUGUGUAGCAAAAGACAGAAUGGUGGUCCAUUGAAUCCCCAGGAUGAAGACAUGAGGAGACGUGGGAGGGAUGCUAUCUGCUGGGAAUAG

>hsa-mir-3200

AAGUGGAGGUACGGCGUGACCUGGAUGAGGCAUCAUCGAGAGAGACAAAGAAGGAGGUGGUCGAGGGAAUCUGAGAAGGCGCACAAGGUUUGUGUCCAAUACAGUCCACACCUUGCGCUACUCAGGUCUGCUCGUGCCCUCCCAUGAUAUCAGCUCUCCUACUUCAAUGUGGGAAUCUCCGUUUUCCUUGGAGAACAAAA

>hsa-mir-377

CAGGCAAUGCCGCCUUUGGUGAAGAGGCAUCUCGGUGUGUUCUUGCCCGUGCUGAUGUUUGACCCUUGAGCAGAGGUUGCCCUUGGUGAAUUCGCUUUAUUUAUGUUGAAUCACACAAAGGCAACUUUUGUUUGAGUAUCAAAUCCUGCUUGGGAUGGCUUCCGGGACCCAGUGGCAAGCUCAGGGGCAUCUACACCCCU

>hsa-mir-582

ACAGAGCCCUGCUGAACACCACUAGCAAAUCUCUCUCUAGUAGACCACAACAAGUCAAUCUGUGCUCUUUGAUUACAGUUGUUCAACCAGUUACUAAUCUAACUAAUUGUAACUGGUUGAACAACUGAACCCAAAGGGUGCAAAGUAGAAACAUUUCAUUGUGAAGUCGGCUGGGGACAAAGAAAACACCACCAGAACCC

>hsa-mir-4268

UUGUAUCUGUACUGGACAUGAUUAACUUUCAAGUUCAUAGAAAUCGUGCAACUCUGGUUUCCCUGGCAAAAUGCACAUCAGGUUCUAGAGGUUUUGCCCUAGCGGCUCCUCCUCUCAGGAUGUGAUGUCACCUGGGGGCAUCUUCACUGUGUGACAUCAUUUGUUAUGCAAUGGUGAGUUUGAGGUGCUGGGAAUAUUCU

>hsa-mir-937

AGACACUCUGGGGGCUCUGCCCAAUCUUCGGGAGCUGUGGCUUGACCGGAACCAGCUGUCAGCACUGCCCCCGGUGAGUCAGGGUGGGGCUGGCCCCCUGCUUCGUGCCCAUCCGCGCUCUGACUCUCUGCCCACCUGCAGGAGCUCGGGAACCUGCGGCGCCUGGUGUGCCUGGACGUGUCGGAAAACCGGCUGGAGGA

>hsa-mir-448

UUUCAGCAGAAACUGGAACUUCAUGGUGCAGCAGUUCAUCUUCGCAUGGGCCGGGAGGUUGAACAUCCUGCAUAGUGCUGCCAGGAAAUCCCUAUUUCAUAUAAGAGGGGGCUGGCUGGUUGCAUAUGUAGGAUGUCCCAUCUCCCAGCCCACUUCGUCAUGACAGACACCAGAAACACCACUCUGCUUCACUGAAGAAC

>hsa-mir-3142

AGUUUCUUAACUUGCCAGCUGUGUGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAAUCUUCAGAAAGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAAUCUUCAGAAAGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAAUCUUCAGAAAGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAACCUUUCUGAGCCUAAUUU

>hsa-mir-1185-2

GAGAUGUCCACUCCGGCAAAGACCCGGCAUGGUCCUCACCUGCUCUUUGAGCCACCCUUUGGUACUUAAAGAGAGGAUACCCUUUGUAUGUUCACUUGAUUAAUGGCGAAUAUACAGGGGGAGACUCUCAUUUGCGUAUCAAACUGUCGGAGAAGACACUCAUACCCUGCUUGUCUCCAGGACAAAGCCUCGGAUGUCAG

>hsa-mir-4324

CAACUUCUGUGUCCUGGGCUUCUGGGCGACAGUCAUCACACAUCGCUGCUGUGAGAGGUAAGGCCGGCCCCUUUGUUAAGGGUCUCAGCUCCAGGGAACUUUAAAACCCUGAGACCCUAACCUUAAAGGUGCUGCAAAGACCCAUGUUCACACAUUUCAACCUUGGGUGCACUUGCAAGCCCUCUACCUUCCCCAUAGCU

>hsa-mir-921

CGGGAAAUCAUCUAGCUCAUUUGCUUCUUUUACAGAUGGGGACGCUGAAGCCCAGAAAAGGGCAGUGCCACAACUAGUGAGGGACAGAACCAGGAUUCAGACUCAGGUCCAUGGGCCUGGAUCACUGGCUAAUUCUGUGGGUCAGGGCUGGAGGCACCCAGCACACCUAGUCUUCAAAGCAGCAGUCAGUGGUCACCUCC

>hsa-mir-1825

UGCUGAGGAGGUUGGAGAGAGAAAGGGUGAAAGCAGAGAGACCAGUGCAGGGCUGUUAACAGGGUUGCAGGCGAGAGACUGGGGUGCUGGGCUCCCCUAGACUAGGACUCCAGUGCCCUCCUCUCCCAAGAGACAAAGGCCAUUGCAUUGAAGGAGGUGGGAAAUGAUUAGAUUCUGAACAUAUGUAAUUAUUUUUCAGU

>hsa-mir-3912

AUUAUUUCUUACAGGAAAAUUAUAGAGACGAUUUCAGUGUCUAUCAAGAGAGGAAUGAACAGUUAAAUUAUAACAUGUCCAUAUUAUGGGUUAGUUGUGGACACAUACUAACGCAUAAUAUGGACAUGUUAUAAUUUAACUGUUCCUUUCUGAGAGCUCCUGUGUCACAUAAAGCUUUGAGUCACUUAAAUUUGUUAUGC

>hsa-mir-194-1

UACUUAGAGAUAUCGUACAGCUCCCAUGAUGAGCAAAAGGAAUCUCCUUAUAUGUUUAAUGGUGUUAUCAAGUGUAACAGCAACUCCAUGUGGACUGUGUACCAAUUUCCAGUGGAGAUGCUGUUACUUUUGAUGGUUACCAACUUGCUACAAUAUAAAGGUAUAAUAAAGAAAGACAGAAAAUUGUGGUCACUUGGACU

>hsa-mir-576

UGUAUUUAACUUUUGAGAAACUGCCAAACUGUUUUCCAAAGUAACUGCACCAUUUUACAAUCCAACGAGGAUUCUAAUUUCUCCACGUCUUUGGUAAUAAGGUUUGGCAAAGAUGUGGAAAAAUUGGAAUCCUCAUUCGAUUGGUUAUAACCAUCCUAGUGGAUGUGAAAUGUUAUCUCGUUGUUUUGAUUUUCAUUUUC

>hsa-mir-376b

GCUUCCAUUUUCCAUGAACUGUGUUCAGAUUUGUCCUUUCCAGAGCCCAGUCCUUCUUUGGUAUUUAAAACGUGGAUAUUCCUUCUAUGUUUACGUGAUUCCUGGUUAAUCAUAGAGGAAAAUCCAUGUUUUCAGUAUCAAAUGCUGCUUUGGAAAUGUUUCUGGAAGAGACCGUAGGGCCUGAGUAGGUGCAAAGAUGG

>hsa-mir-3613

CCCGGGUGGGGCCGCCCGGGAAGAAAGUCUCCCAGUUAAGCUGCCGUGCAAUUAAGAUGGUUGGGUUUGGAUUGUUGUACUUUUUUUUUUGUUCGUUGCAUUUUUAGGAACAAAAAAAAAAGCCCAACCCUUCACACCACUUCAUCCGCAUCUCAAGACCAGAAGCCGACCCCAGCGGCUUGGGGAAAUGGAGCCCCGCA

>hsa-mir-4272

CAGGAAUCCUCCUCCCAUAGAAAGGGCACCAUUAACCAACGGAGUUGUGUUAUCCAAAGGGCUGGAUCUUUUCUGCACAAAUUAAUCAGUUAAUGCAUAGAAAGCAUUCAACUAGUGAUUGUGUUAUAAGAGAUCUGCUCAAUAUUACUGUGUGUCUACCUUAUGGGGACACAUUGGUAAACAAAAACUGUCAUGGACCG

>hsa-mir-4304

UCCCUCUCAGCCUCAGAUCUAUACCUGGGUCCACUUGGCUCUCAGGGAACUGUCCGGUCUCCUAGCUUGGAGAGAAGUGGCCGGCAUGUCCAGGGCAUCCCCAUUGCUCUGUGACUGCUGCCAUCCUUCUCCUCACGCAGACACCCUGGUGGUUCCUUCCCCAGAACCCCCCACCUCUUGUUCAAGGGCCGGUGCUGCUG

>hsa-let-7f-1

UGUUGAAAUUUUCUUUCGAAAGAGAUUGUACUUUCCAUUCCAGAAGAAAACAUUGCUCUAUCAGAGUGAGGUAGUAGAUUGUAUAGUUGUGGGGUAGUGAUUUUACCCUGUUCAGGAGAUAACUAUACAAUCUAUUGCCUUCCCUGAGGAGUAGACUUGCUGCAUUAUUUUCUUUUUAUUUAGAUGAUAUUAAAACUCAG

>hsa-mir-3132

AUCUUCCUGCUGCCGAAUCCGCAUCAGUUGCACGCGUCGGCGCUGCCGGCUGAUGACCACUGUGGUGGGAUGGGUAGAGAAGGAGCUCAGAGGACGGUGCGCCUUGUUUCCCUUGAGCCCUCCCUCUCUCAUCCCACCUGUGGCUCUAGGCUUCCAGAUUCCUCUUGUCCAUAACCCCUUACUCCCACCCUGUCACUUCC

>hsa-mir-3120

AGAUGCUAUGGUGUGAGGGCUGCUUUCUUUCAAUGGCUGGUUGUCAUUCAGGCUGGGUUGUCAUGUGACUGCCUGUCUGUGCCUGCUGUACAGGUGAGCGGAUGUUCUGCACAGCAAGUGUAGACAGGCAGACACAUGACAACUCUGUCCAGCCAGGCCCUUGGUUCCUUCAGGUUUCCUUUGCUCAUAGACAGAUACAA

>hsa-mir-3648

GGGGGACCGGCCGCGACUGCGGCGGCGGUGGUGGGGGGAGCCGCGGGGAUCGCCGAGGGCCGGUCGGCCGCCCCGGGUGCCGCGCGGUGCCGCCGGCGGCGGUGAGGCCCCGCGCGUGUGUCCCGGCUGCGGUCGGCCGCGCUCGAGGGGUCCCCGUGGCGUCCCCUUCCCCGCCGGCCGCCUUUCUCGCGCCUUCCCCG

>hsa-mir-4265

CCUGGGAUCUGCACCCUAAAUUCACAUCCGAUUUCACGAUAGAGAAAAGUGCAGUGGGUUGGAGCUUCAGCCUACACCUGUAAAGAAUUGGUCAGCCUGGGGACUGGUGAUCUCUGCAGCUGUGGGCUCAGCUCUGGGCUGGGCCUGGUCACUGGGAAAGGCAGGCAUGUGCCUAGGUGCUGCAGAGGUCUCGAGCCCCU

>hsa-mir-592

CUCUUGCCCUUCCUGGGGCCAGGCUGUGGGGAGUGCUGAUGAAUUUAAUUUGAUGAUAUUAUGCCAUGACAUUGUGUCAAUAUGCGAUGAUGUGUUGUGAUGGCACAGCGUCAUCACGUGGUGACGCAACAUCAUGACGUAAGACGUCACAACGCCAGUUAAAGACGUGAUUCCAGAAGGGUUUUUAAACUGAGCAACAA

>hsa-mir-494

AAGAUUCGGCAGUUCUGUUUUGAUUUUUUUUGUUUGUUUUUUGAUCAGUGCUAAUCUUCGAUACUCGAAGGAGAGGUUGUCCGUGUUGUCUUCUCUUUAUUUAUGAUGAAACAUACACGGGAAACCUCUUUUUUAGUAUCAAAUCCCACCCUGGAGGCACUUCCUGUUCCUGAUGCAGCCUUCAGGGAGGGACGUUGCCG

>hsa-mir-1207

CCUGAGGAAUCAGAGAUAGGAGCCCUUUCUUUUUCCUGGCCGCCAGGCCUCCAUGUGCAGGGCUGGCAGGGAGGCUGGGAGGGGCUGGCUGGGUCUGGUAGUGGGCAUCAGCUGGCCCUCAUUUCUUAAGACAGCACUUCUGUUAGCUGACCUACACAGAAGCAGGUCAUUUCGAGAUGUUUGCGUCUUGGAGCCACUGA

>hsa-mir-1182

CAGGAGCAGAACUCCCUGCACGACAGGAGGGACCGAGGCCCUCCUCGGGACUUGUCACUGCCUGUCUCCUCCCUCUCCAGCAGCGACUGGAUUCUGGAGUCCAUCUAGAGGGUCUUGGGAGGGAUGUGACUGUUGGGAAGCCCUUCCUACUGGACACGCUGUCAUCAUUUGCUGCUUCUCUUGCAAGAAAGCACCUCCGU

>hsa-mir-1827

AAGUCAAGUGGGCCUGCAACAGAGGAAAUGACAGGAGUCAGACCCCAUGGGACCCUGAAGGCCAUGUUCAGCAGCACAGCCUUCAGCCUAAAGCAAUGAGAAGCCUCUGAAAGGCUGAGGCAGUAGAUUGAAUUGAUUCAGGUCCCUUAGAAUUGGGUCCCUGCAACAGGUGGACCCAGGACCGGCAGAGAAUGCAGAUA

>hsa-mir-320d-2

UUUAAGCAAGUGGGAACUUUUAGCCUUUCUAAAGUUGUAAUUCUACUUCUGAAAUGUCUUCAAAUGUAUCAAUAAGCCUUCUCUUCCCAGUUCUUCUUGGAGUCAGGAAAAGCUGGGUUGAGAGGAGCAGAAAAGAAAAAAGAAAAAAAAAUCGUUAUUUUUAAAUUCAAGAAAAAAAGCUGGAUUUCCCACUAUUAUAU

>hsa-mir-135a-1

CCCUCAGGGAGGAGGGGAGGGUUGGGGUGGAAGAAGUGCCUGCAAGAGCAGCCCCAGGCCUCGCUGUUCUCUAUGGCUUUUUAUUCCUAUGUGAUUCUACUGCUCACUCAUAUAGGGAUUGGAGCCGUGGCGCACGGCGGGGACAGCCAGCGGAGGGUUCUGACACUGAGCAAGGGGGCUCAAAAGGAGGCAGGACAGUG

>hsa-mir-548p

GAAAUUGUCACAUUUGAUUUUUGGAAGAAGAAUAACAUUUUAAGAGAAAAAACUAUCAUUAUUAGGUUGGUAUAAAAUUAAUUGCAGUUUUUGUCAUUACUUUCAAUAGCAAAAACUGCAGUUACUUUUGCACCAAUGUAAUACUUCUAAACUUUUAGACUUCUUUAUUUAAAUAUAAACACAAACCAAUAUUCCUUGUU

>hsa-mir-3154

GGUAGGAGCGGCCUCCUCCCCCCACCCCUCCCUUCCUGCCGGCCGGCCCCCUCCUCAGGCCCCUCCUUCUCAGCCCCAGCUCCCGCUCACCCCUGCCACGUCAAAGGAGGCAGAAGGGGAGUUGGGAGCAGAGAGGGGACCACGGGCUGGCUGGUCUGGGGCUAGGGGGACACAGGCUGGGGUUGGGGGGUUCUCGGAUC

>hsa-mir-1248

GUUUUAUAUUAAUGUUGAGAGAGAGGUAACUGUCUGAUUGUUAGACAUUAUUUUACCUUCUUGUAUAAGCACUGUGCUAAAAUUGCAGACACUAGGACCAUGUCUUGGUUUUUGCAAUAAUGCUAGCAGAGUACACACAAGAAGAAAAGUAACAGCACUAGAUUGUAAAGACUGGGGUGGACCUCUUUCUUAAUGUCCAA

>hsa-mir-3124

CGACGCCGAAAGUGAGCUGGUAAACUUCCGGCAGUGGCUCCGGGGGCAACUCGAGUCCGGACGCUGGCGGGCUUCGCGGGCGAAGGCAAAGUCGAUUUCCAAAAGUGACUUUCCUCACUCCCGUGAAGUCGGCGGAACCCUCCACUAACGGCGUCUGAGCGGACGGCUCCGAUGUGUAAAUCCCACUCCUCGAGGCCUCU

>hsa-mir-3175

GUAACAGCAGGGUCAACGGCGGCGCCUUCGGCAGCCUCCGCCCCGUGACGUCAGACGGCUCCCCUGGGGGGCGGGGAGAGAACGCAGUGACGUCUGGCCGCGUGCGCAUGUCGGGCGCUUUCUCCUCCCCCUACCCAGGGAGCCGCACGCCGAGGGGAAAAGGAAGGGAACUCUAGUUGGGACUUUCCGGUGGGCGGCUU

>hsa-mir-3187

CGCGAGGCGUCCAGCGGCACGUGGAUGGUCAUGUGGCGGCGCGCGGGGUCGUCCAGCGAGGGCGCGCUGGCCCUGGGCAGCGUGUGGCUGAAGGUCACCAUGUUCUCCUUGGCCAUGGGGCUGCGCGGGGCCAGCAGGUCCACGUCCACGCUGGCGCGCUUCAGGCUGCCCAGCGAGGUCUUCUCGCGGGCCACGGGCCG

>hsa-mir-568

AAGUUAAGCAUGUGCUAGUGUCUGAACCCAGUUCAGUUUAUCUCCAGUUGAAACGAUAUACACUAUAUUAUGUAUAAAUGUAUACACACUUCCUAUAUGUAUCCACAUAUAUAUAGUGUAUAUAUUAUACAUGUAUAGGUGUGUAUAUGUGCAUAUAUACACACAUGCACAUAACAAAAUCAGAUGCUCAUUACAAAUCC

>hsa-mir-548y

AAACAACUGUUUGUUGUUUAAGCCACCAGCCUAUAGUAGUUUGUGACAGCAGCCUAAACUAUUAGGUUGGUGCAAAAGUAAUCACUGUUUUUGCCAUUACUCUCAGUGGCAAAAACCGUGAUUACUUUUGCACCAACCUAGUAACACCUUCACUGUGGGGGUGCAGACAUGGCAGAUGUGGAGCAUCCAAGCUGGACUCU

>hsa-mir-101-2

UGGCCCAUCUGAGGUUGGUGAGCUGGGUGGCAGGGAAUAUUCAGGUAGAUAUGAGACUGAACUGUCCUUUUUCGGUUAUCAUGGUACCGAUGCUGUAUAUCUGAAAGGUACAGUACUGUGAUAACUGAAGAAUGGUGGUGCCAUCACAUUGAGAAAGGGUUGAGGACUGCGGUGGGGCUAUGCACCCUUGGGCCAUGGCG

>hsa-mir-637

GCUGGGAGGCAGACGCUGUUGGGGCCUCUCACUGCCGGGCUGUUGACCUUGAUCCUUUGGCUAAGGUGUUGGCUCGGGCUCCCCACUGCAGUUACCCUCCCCUCGGCGUUACUGAGCACUGGGGGCUUUCGGGCUCUGCGUCUGCACAGAUACUUCGAGUCUCCAAGGAGACUUCUGCCUGUUCAUUUCUGCUGCUGUCA

>hsa-mir-3131

UCUGCAGGGUGGGGGUAGGUUGAGACUUGGGCUGCCCACACUUGUUGGCGCCUCGAAUCUCAGAGUCUCAGAGUCGAGGACUGGUGGAAGGGCCUUUCCCCUCAGACCAAGGCCCUGGCCCCAGCUUCUUCUCAGAGUCAGCUGCACAGUCUCUUGGGCUCUCAGGACCCAGGCACACCAGGAGGCAGCAACCAAGGAUG

>hsa-mir-1249

AGGAGGCUGACGGGGCUCCCGAAGUCUCAGUCCCAGCUCAUCCUGCUCCUCAGAUUAUUGUUGGCAUGGGGAGGAGGGAGGAGAUGGGCCAAGUUCCCUCUGGCUGGAACGCCCUUCCCCCCCUUCUUCACCUGGCGAACUCCUACUCGUCCUUCAAGACCCAGCUCCAGCGGCAUCUCCUCCAGGAAGCCUUCCCUGAU

>hsa-mir-1290

AGUUGAGCAUCCCUACUCCCAAGUUCCAAAGUCCAAAAUGCUCCAAUGAGCAUUUCCUUUGAGCGUCACGUUGACACUCAAAAAGUUUCAGAUUUUGGAACAUUUCGGAUUUUGGAUUUUUGGAUCAGGGAUGCUCAACUUGUCAUGCGUUCCUCAUACGCUUAUGUGGUGGAUUCAGUGAGAUGAUCCUGUCUCACUUA

>hsa-mir-3122

CAGAAUGAAGGUUAUCCAACUCAAAAUGAAGGAGUAUAACUUUGGGUUUUGUAAAAGUUAGUGACCAGCUCUGUUGGGACAAGAGGACGGUCUUCUUUUGGAAGGAAGACCAUCAUCUUGUCCGAAGAGAGCUGGUAGCAUGUUUCAGAAAUCUUCAGGUUUCACAGUUAAUUUAGUGUUCCUAGAAGUAGCUGACUAGG

>hsa-mir-483

UUGGCACCCCAAGGUGGAGCCCCCAGCGACCUUCCCCUUCCAGCUGAGCAUUGCUGUGGGGGAGAGGGGGAAGACGGGAGGAAAGAAGGGAGUGGUUCCAUCACGCCUCCUCACUCCUCUCCUCCCGUCUUCUCCUCUCCUGCCCUUGUCUCCCUGUCUCAGCAGCUCCAGGGGUGGUGUGGGCCCCUCCAGCCUCCUAG

>hsa-mir-4253

GACUGGCUGUAACCGGACGGCACCCAAUCCUCACUCUGAGCUUUUCUGCAGGUAGACCUGGGACUCGGCCAGCCAUCGCCCUUGAGGGGCCCUAGGACUUACUUGUGCAGGGCAUGUCCAGGGGGUCCAGGUCUGCUCUGUAGUAGCCAUUGCGGCAGACACAGUUGGUGGCCCCUUCAGAAGUGGUCCGGCUGUUGAUG

>hsa-mir-609

UGUGGUUGGUGUGGUGGCUCCUCGGGGUCAGCGUCCAGUCUCCCGCUGUCAUGCUGCUCGGCUGUUCCUAGGGUGUUUCUCUCAUCUCUGGUCUAUAAUGGGUUAAAUAGUAGAGAUGAGGGCAACACCCUAGGAACAGCAGAGGAACCCUAAACCACCGGUGUAUUUUGGGAGCCAAUGGGGAGGGAAAAGGAUGAGGG

>hsa-mir-4271

AUCAUAUCAAGCAGAUCCUUUGUGACCUCUUGGCUAGAAUUGUUGAGUGGCAUGUUUGAGUCAGCCUUCAAAUCUCUCUCCAUAUCUUUCCUGCAGCCCCCAGGUGGGGGGGAAGAAAAGGUGGGGAAUUAGAUUCUCUUUCAAGAAAAUAUUGAAGGGAAACUCAGUUUUAGAUAAUCUCAAAGACAAAAACUUACUGG

>hsa-mir-3147

UGGCUACUGAUUUCGGACACCUCCUUGCCAUGGGAUGUGAGUCCGGAGAGGGACAGGAGGGGCAGGUCCGGGUUGGGCAGUGAGGAGGGUGUGACGCCGCGAAGUGCACCUCGCCCUUGUCCAACUCGGACGGGUGUGGUCCUCACCUCACUUCCCGCUGCUAGGCUGGGUUCCCUCUCCCACCUGCACCCGGGGUCUUU

>hsa-mir-1302-7

AAAAGAUAUUGAGCACCAGCUAAACGUAGGUACAUUUCAAUUCAUCCAAACUUGAAUUCCAUAUAAACAACAUGUUUUUAGGACAUGUAUGUCUGGUGCAAUAAUUGGGACAUACUUAUGCUAAAAAAAUUAGUGUUCACUAUUUAGCUGAGAUUAAAAUUUAGCUGGGCCUCCUGUUUUCAUGUGGAAACCCUACCCCG

>hsa-mir-556

UGGACUACAGCAGUUGUUCCAUGCACAGGGUUCCAAGGUCCCUAGGAGUUCACAAAGAUAGUAAUAAGAAAGAUGAGCUCAUUGUAAUAUGAGCUUCAUUUAUACAUUUCAUAUUACCAUUAGCUCAUCUUUUUUAUUACUACCUUCAACAAGGCCUUCUAGACUUAUCAAAACACUGGAUAUCAGUUAGGUAAUGUAAU

>hsa-mir-3659

UGGUAUGCAUAUGUGUCCUUGUGUGUGGAUGCACACGUGCUGCUUGUGUCUCUACAAGCAGAUACAAGGAUGCCCUUGUACACAACACACGUGCUGCUUGUAUAGACAUGAGUGUUGUCUACGAGGGCAUCCUUGUGUCUGUGUGUGUGCCUGUGUUGGUCUGGGCAUGAGUGCAUAUGAGUCUAUGGUUUUAUAUGUGU

>hsa-mir-1275

CCAAGUUUUUACCCAGGACCCACAAGUCUUUGGUCUUCACCAAGAUCACCAUCUAAGGACUCCUCUGUGAGAAAGGGUGUGGGGGAGAGGCUGUCUUGUGUCUGUAAGUAUGCCAAACUUAUUUUCCCCAAGGCAGAGGGAACUCAGCUUCUGUGAGUAGCCCCCAUGCGGUGGCUGCGGAGUUGCUGACCCUGGUGUGA

>hsa-mir-4289

CAUGAGUGACAGCAGCUAGCAUGGUAUCUCUGCCCUAGAUGCACUGAUGGCAGCAGAGAGCUCUGUCCCUUGGGAGGGCAUUGUGCAGGGCUAUCAGGCAGUUUCCUGGGCCCUGUCUGCAGAGCCUAAACAGAUCACAUCUGGCCAGUCUCAACAGGGCCUCCUUACCCUAUAAACCAUGCAUGUAUUUAUGUAACACU

>hsa-mir-218-1

CUCCAUUUUCCUCUUGGUCUUACCUUUGGCCUAGUGGUUGGUGUAGUGAUAAUGUAGCGAGAUUUUCUGUUGUGCUUGAUCUAACCAUGUGGUUGCGAGGUAUGAGUAAAACAUGGUUCCGUCAAGCACCAUGGAACGUCACGCAGCUUUCUACAGCAUGACAAGCUGCUGAGGCUUAAAUCAGGAUUUUCCUGUCUCUU

>hsa-mir-200b

ACUGAGCUUCCCAGCGAGUCCCAUGCAACCCUCAGCCGGGCGGCCCCCGGACCCAGCUCGGGCAGCCGUGGCCAUCUUACUGGGCAGCAUUGGAUGGAGUCAGGUCUCUAAUACUGCCUGGUAAUGAUGACGGCGGAGCCCUGCACGCAGCGACCGGCCGACCCCGUCCCGGCCCCCAGGGCCUCCCGCCGAGCCCCACA

>hsa-mir-3919

GUAUGGCAUAAUGAGAAAUAAUAGUCUUAUUUUAUUCCAAGUAGUUAACCCUUUACCUGAGCACCAUUUACUGAGUCCUUUGUUCUCUACUAGUUUGUAGUAGUUCGUAGCAGAGAACAAAGGACUCAGUAAAUGGUGCUCAGGAAUCUUUACCAUAUGUUAAAAAUAAAUCCAUUAGAAUCUGUUUCUGAACUACCUUC

>hsa-mir-3119-1

AUAGCUGUAUGGUGAGUUUUAUUCUGGAAGUUCCAAGUGCUUUUUAGGAAAUGUUGUUAUUAACUCUGGCUUUUAACUUUGAUGGCAAAGGGGUAGCUAAACAAUCUAUGUCUUUGCCAUCAAAGUUAAAAGCCAUAGUUAAUUUCCUCCUCAGAGACUGAUUCUUCUGAAAAGGGAUCAACGCAAGAGAGGAUACCUCC

>hsa-mir-3183

GUGUCCCCAACCCAGCUGCUGAGCUGGAAGCCAGGGGUAGGUCCUGGCAGCCCCUCCCUCUCUGCCCUGCCUCUCUCGGAGUCGCUCGGAGCAGUCACGUUGACGGAAUCCUCCGGCGCCUCCUCGAGGGAGGAGAGGCAGGGUCUUGGCAACUCCCGUCUCCCCCGUUGCCAGCUUGCCAGCCCCGCCGUGCCUCUCAC

>hsa-mir-552

UGUUCACAGCAGCUUUAUUUGUAAUAGUCGAAUAUACUACAGUUUGUUUAACCAUUCAAAUAUACCACAGUUUGUUUAACCUUUUGCCUGUUGGUUGAAGAUGCCUUUCAACAGGUGACUGGUUAGACAAACUGUGGUAUAUACACAGGAUGGAAUACUACUCAGCAAUAAACAAGCAACAAGCUAUUGAUUACAAACAA

>hsa-mir-548b

CAUUGUGCUUGGUACUAUUAAUUAUUUAAUACUAUUUAUUAUUCCAUUUCAGACUAUAUAUUUAGGUUGGCGCAAAAGUAAUUGUGGUUUUGGCCUUUAUUUUCAAUGGCAAGAACCUCAGUUGCUUUUGUGCCAACCUAAUACUUCACAUAUAUUUUCCAACAGACUUGAGAAAAUGUAACUGGAAUAUAUUAAUCAUA

>hsa-mir-641

AGGUCACUGAGCCCCUAGUGCCAUGCAUUCCUUGCUCACCAGGUUCCAGGCUGGGUGAAAGGAAGGAAAGACAUAGGAUAGAGUCACCUCUGUCCUCUGUCCUCUACCUAUAGAGGUGACUGUCCUAUGUCUUUCCUUCCUCUUACCCCUGAGCCUCAGGCUGCCCUGAGCAUCUCUGCCUACAGCCAGUCCAGCAUUUC

>hsa-mir-486

ACCAUCUCCAGCAGGUGUGUGUGGUGCUGGGGGCUUCAGCGGCCGGCUCUGAUCUCCAUCCUCCCUGGGGCAUCCUGUACUGAGCUGCCCCGAGGCCCUUCAUGCUGCCCAGCUCGGGGCAGCUCAGUACAGGAUACUCGGGGUGGGAGUCAGCAGGAGGUGAGGGGGCAUGGUGGCCCCAGUGCAGCACUAACCAGGCC

>hsa-mir-2355

UGUGAAUUAUGCAUUGGCCCUUUCAGCUACAUUCACGUGCAUAGAAAAUAACAUUGUCAGACGUGUCAUCCCCAGAUACAAUGGACAAUAUGCUAUUAUAAUCGUAUGGCAUUGUCCUUGCUGUUUGGAGAUAAUACUGCUGACUUUAUUCCUCUCAUACAUGUGAAUGUGGCUGUAGGGAGCACGUGACAUCUGUGGCU

>hsa-mir-3934

CAACCCACAGACCCAGAUGCUUCAUCGCAAAAUUUGGCCUGCUCCACACAGCCCUUCCUGUCCCCAGUUUUCAGGUGUGGAAACUGAGGCAGGAGGCAGUGAAGUAACUUGCUCAGGUUGCACAGCUGGGAAGUGGAGCAGGGAUUUGAAUCCUGGUGUGUGGACUCAGCACAUGCUGUGGAGUUGAGCAGGCACUGGGA

>hsa-mir-544b

UUGUACAAAUUAGAGGUUUCUAAUACAGUGCUUCUCAACUUUGAGUAUAUAUGAAUUACCUGGGAAUUUUGUUAAAAUGCAGAAUCCAUUUCUGUAGCUCUGAGACUAGACCUGAGGUUGUGCAUUUCUAACAAAGUGCCAGCUGAAACUGCAGACCACACUGAGUAGAGGGCCGUAAAUAUGCUUUCCAAUACAGUUUG

>hsa-mir-3650

UAAAAAACACGUUGGCCUUGGUGCUGGUGCAUCACAUAAAUCACAGAUGAAACAAACAAGCCUGUUUCCUACUCAAGGUGUGUCUGUAGAGUCCUGACUGCGUGCCAGGGGCUCUGUCUGGCACAUUUCUGAACUUUGCAAAAUUAAUUGUGCCGAAGAGAACACCAUCAAACGCGUCCGGCAUACAGCGUAAACAUCUU

>hsa-mir-3189

CCCCCAAGCAGCCCCCAUAUCUAAUCAGGGAUUCCUCAUCUUGAAAAGCCCAGACCUACCUUUGAGCCUCAGUUGCCCCAUCUGUGCCCUGGGUAGGAAUAUCCUGGAUCCCCUUGGGUCUGAUGGGGUAGCCGAUGCCUGAUUUGCACCCACAACGUGGGAGGUUAUAACCUGUCCCCAAGUUGCAAAUGGGGAAACUG

>hsa-mir-4290

AGGGAGGGAUUUGAGCAGAGAGGAACACAGCCCUUGGCCCCAUGGUGGGCUGCCACCAAGAAGGUGAAGGGAGGGUCAGUCCCAAUCUGAAUCCCACCAAAAUAGGUGGUAGAGGGUUGCCCUCCUUUCUUCCCUCACCUCUGACCCCGCUCUUCGAAGCCCUGGUCCUGUCAAGGCACCUAUCCCAUGGCCCAUGUGGC

>hsa-mir-320a

GGCGCGGGGCGGAAGUGACGUUAGGGGGGCGGGACUGGGCCACAGUAUUUAUCAGGCGGCGCUUCGCUCCCCUCCGCCUUCUCUUCCCGGUUCUUCCCGGAGUCGGGAAAAGCUGGGUUGAGAGGGCGAAAAAGGAUGAGGUGACUGGUCUGGGCUACGCUAUGCUGCGGCGCUCGGGGGUCUUGGCCUCCGGGCGGUGG

>hsa-mir-676

CAUGAAAAUGACCCUUUGCUCCUUCCAAGUUCAACACGAGACUUCAUAUCAGAUUCUCACCUGAACGCAUGACUCUUCAACCUCAGGACUUGCAGAAUUAAUGGAAUGCUGUCCUAAGGUUGUUGAGUUGUGCAUUUCUGGGCAUUUCAUCUCUAUGGGGAAGUACCCAUUCCCUCACCCCAAAGACUGAAGUAGAGAGA

>hsa-mir-638

CGGCCAGAGCGCCGGCAAGAGCUCGGUGCUGGAGAACUUCGUGGGCCGGUGAGCGGGCGCGGCAGGGAUCGCGGGCGGGUGGCGGCCUAGGGCGCGGAGGGCGGACCGGGAAUGGCGCGCCGUGCGCCGCCGGCGUAACUGCGGCGCUUGCGUGCCCGCGGCGGGGAACCGGACGGGGUCGGGGAGGCGGGCCCUGUGGG

>hsa-mir-4267

CCCAGAGUAGGCCCAGGGGUGGUAUCUCCGAAGGAGCCGAGGAUUCUCCGUGAUGACUUGCAAACUCAGCAGGCUCCAGCUCGGUGGCACUGGGGGAAGGCUCCAGACCCCAGCCUCUGUCAUCCCUGCAUGGAGCCCACAUCUCCAAGGAGGCUGGGAGAUCCUGUUUGGGGGUCAAUUUAAAUGUGAAGGAGCAGAAU

>hsa-mir-367

UGUGGUGGUUCCUACCUAAUCAGCAAUUGCGUUAACGCCCACACUGUGUGCAGUUCUUGGCUACAGGCCAUUACUGUUGCUAAUAUGCAACUCUGUUGAAUAUAAAUUGGAAUUGCACUUUAGCAAUGGUGAUGGAUUGUUAAGCCAAUGACAGAAUUUAAACCACAGACUUACUUUGAUAGCACUCUUAAUGGUAUAAC

>hsa-mir-152

AUAGCGCAGGUCCAGCCCGGCCAGGGAUCAGCUGGAAGAAGGAGGCUCGGCCCGCUGUCCCCCCCGGCCCAGGUUCUGUGAUACACUCCGACUCGGGCUCUGGAGCAGUCAGUGCAUGACAGAACUUGGGCCCGGAAGGACCUUCUGCACCCAACGGGCACAGCGCCCACUCGGGGCCUGCAGUGGAACAUCUGCCUGGG

>hsa-mir-1910

UCAGACUCGGGAAAUGACCUGCUUGAGGUGGCACAGCUCCUCUAGACUCCCAAUUCUUUCUUGUCCCUUCAGCCAGUCCUGUGCCUGCCGCCUUUGUGCUGUCCUUGGAGGGAGGCAGAAGCAGGAUGACAAUGAGGGCAAGUUCAGGGACACUGUGGGAGAUGAGAAAACUUGCUGUGUGAAAACUCUCCACGUGGGAG

>hsa-mir-3199-2

AUACAUCUGUGGAGUUAGGGCUGCCUCCAAAAAAAUAACGGAAAUGGACUGACUCAGUGACUCCCAGGGACUGCCUUAGGAGAAAGUUUCUGGAAUGUCAGAACUUCCAGAAACUUUCUCCUAAGGCAGUCCCUGGAGUCACCGAGUUUCUCUUAUGUGUGACUAGUGCUAGUUAUUGUGAGGGCAGAGAUUUAAGGAAA

>hsa-mir-3136

UUUGAGUGUUGCCCUUUGUCUAGCUCAUAACUAUAUUACUGAUAUUACAAGUAAAAAUUAAUAUGAAACUGACUGAAUAGGUAGGGUCAUUUUUCUGUGACUGCACAUGGCCCAACCUAUUCAGUUAGUUCCAUAUUAGUUUAUUUCAUAUUGAUAAGUAAAGCGUGUUAUUAUGAGAUGAAUCAUAGGUAUCUUGGACU

>hsa-mir-3918

CCAGAGGCUUAGGUAACAUAAUUGUGUUUAACGUAAAUAUACACAGAUACCAAUAGGCGGUUAAGCCAUGGGACAGGGCCGCAGAUGGAGACUGCUCAAGGUCAAAGGGGUCUCCAGCUGGGACCCUGCACCUGGUUCGUAGCCCCUCUGCAGACGCACAGUGCCUCACGCCUGCUGCAACCUGGAACCUUGAGGCCUUC

>hsa-mir-571

CUGGACUGUAGCUGAGAUUGAAUUUGAGAGAGGUUACAGAACUGCUUCAGAAUCCUCAGUAAGACCAAGCUCAGUGUGCCAUUUCCUUGUCUGUAGCCAUGUCUAUGGGCUCUUGAGUUGGCCAUCUGAGUGAGGGCCUGCUUAUUCUAAAUAACCCUCGAUCUCUGGCUCCACUGAGGUUUCACAACCCUAACCAUAGG

>hsa-mir-3622b

UAGCAUCAGUCAUCAAGCAGCUCACGAUCUGCAAACAAUGGUAGACAUACGAGUGAUAUAAUAGAGGGUGCACAGGCAUGGGAGGUCAGGUGAGCUCAGCUCCCUGCCUCACCUGAGCUCCCGUGCCUGUGCACCCUCUAUUGGCUAUGAUCACACCACUGCACUCCAGCCUGGGUGACAAAACAAGACCUUGCCACUAA

>hsa-mir-541

CUGGCCUCUUGCUCCACUUGUAGCAAGGCGCAGAGGGCUCUCUGAGCUCAUGCCAACGUCAGGGAAAGGAUUCUGCUGUCGGUCCCACUCCAAAGUUCACAGAAUGGGUGGUGGGCACAGAAUCUGGACUCUGCUUGUGGCAUCCAUCGUCUGGCCCGAUGCUUGCUGGCUGCCCGCUCCAGGAGGCACCUUCUGGGUGU

>hsa-mir-3184

CUGUCUCUCUUCACACUGCCCCUGAGAGCAUCCAAGCGGGGAGAAACUCAAGCGCGGGUUAGGAAGCAAGACUGAGGGGCCUCAGACCGAGCUUUUGGAAAAUAGAAAAGUCUCGCUCUCUGCCCCUCAGCCUAACUUCCUUUAUUUCCUCACAAGUUUCUCCCUCAAACUUCGGGCUUCCAUCCGGGAAAAUGUACGGG

>hsa-mir-384

AUGCCAGUGUAUGAUCAAGUUCCUUGCCUUUUAACUAGUAUUUAUGUUAUAGGCAGAAUGUUAAAUCAGGAAUUUUAAACAAUUCCUAGACAAUAUGUAUAAUGUUCAUAAGUCAUUCCUAGAAAUUGUUCAUAAUGCCUGUAACAUAUAUGCAAAUAACAAGAUGCCUGAAAUACAUAGGAAACCUUCAAGAUGCUAAC

>hsa-mir-3176

ACUCUCGGCCCCUGCUUUUUGAGCACCAGGCCGAGUUUCAGACCUCGGGAUGGCCUCUCCAGUCUGCAGCUCCCGGCAGCCUCGGGCCACACUCCCGGGAUCCCCAGGGACUGGCCUGGGACUACCGGGGGUGGCGGCCGUGGCUCUGGCUAUGGGGAGGGAGGCAGAGCCGCGGGGCAGGCGUGGGGUCUGCUGUGCCG

>hsa-mir-3913-2

UUUAGAGAACAAAUUUUUAGACAUCCGUCAACUUAGAGAAAGUAGAAAACUGUCUAUAAUAAACUGAAAUAUUUGGGACUGAUCUUGAUGUCUGCCAAGGUUUUGGCAGACAUCAAGAUCAGUCCCAAAUAUUUCAGUUUAUUAUAAACAAAGACUAAUAAGUCGUCUCUACUAUUGGAGGAAAAAAAAAAAAAAGACCG

>hsa-mir-4318

UACCUUCUUACCUACCUGUACCAUCUGUUAUUACCUCUUAAUUCCUUCAUGAGUUUGUAGGAGCUUCUUAAUUAUGUCAUAAACCCACUGUGGACAAGGGCCUUGUCUUAGACAGUCACUGUGGGUACAUGCUAGGUGCUCAAAAACUUGUUUCAAUGAUUGAUUUCUAUAUUCAUGAGGAUCAAAAUAAUCCCAAAGGA

>hsa-mir-3148

UGCUUCAGCAACAUCCUCUCCCAUGCACCUUAAACGUCUCUUUCUUUCUCAGCUCCUUUCUGGAGUUAAGAUGGAAAAAACUGGUGUGUGCUUAUUGAUGUAGCCAACAAGCAUACAUCAGUUUUUUCCAACUUAACUCCAGUAUUUUCCCCAAUUCAUCCUGAAAUUGCUGCCCUAUCCAUUCUCCCUCCUACACAGCC

>hsa-mir-1307

ACUCCCUGACAGAUAUCUCCCUCUUCCAUUUCAUCAAGACCCAGCUGAGUCACUGUCACUGCCUACCAAUCUCGACCGGACCUCGACCGGCUCGUCUGUGUUGCCAAUCGACUCGGCGUGGCGUCGGUCGUGGUAGAUAGGCGGUCAUGCAUACGAAUUUUCAGCUCUUGUUCUGGUGACCUUUUGAAUACGUCUUGUCU

>hsa-mir-1296

UUAUCGGCACCAGGGAAAGAAAGUGUUGGCAUUCAUAAUUGAAAUCAACGAAUCACCUACCUAACUGGGUUAGGGCCCUGGCUCCAUCUCCUUUAGGAAAACCUUCUGUGGGGAGUGGGGCUUCGACCCUAACCCAGGUGGGCUGUAACACUGCUGUGUUUUCUAAGGGGCAGAGUUUUCUACUACUUUUCCGCUGGCCC

>hsa-mir-630

AAGGCUCACUGAGGUUAAAUAACUCCCUCAAUUUUUCAUUUCCUUCUACCUGAAACUUAACAUCAUGCUACCUCUUUGUAUCAUAUUUUGUUAUUCUGGUCACAGAAUGACCUAGUAUUCUGUACCAGGGAAGGUAGUUCUUAACUAUAUUGUACUUUUAAACCACAUUAAAGACUAUUAUAAAUGCCUAUCACUGCUAC

>hsa-mir-4274

CCAGGGCCACCCCUGCAGAGCCCAGUGGCCCUGAGCAUCCAAUCUGGUAGGCGAGGGGCAUUUAGGGUAACUGAGCUGCUGCCGGGGCCUGGCGCUCCUCUACCUUGUCAGGUGACCCAGCAGUCCCUCCCCCUGCAUGGUGCCCAGUGCUAUUUGAGGGUCUGAGCCAGCCAAUGGGUUGAGAGUACCCCCGCUCCCCA

>hsa-mir-3158-1

CCCUGUGUGCUUGUGUAUGAGCGGGGUGUAGGGUGGGGUUUGAUCUGGCGUUAGGAUCAUUAUUCAGGCCGGUCCUGCAGAGAGGAAGCCCUUCUGCUUACAGGUAUUGGAAGGGCUUCCUCUCUGCAGGACCGGCCUGAAUAAUGUAAUCAGCUCCAUCGGGGAAGAGAAACUUGAAUGAGUAUCUAGUAUAGUACCUG

>hsa-mir-1273c

UUGAAGAUCAGUUGAGCCCAGGAGGUCAAGGCUUCAGUGAGCUAUGUUCACGCCUCUGCACUGCAGCCUGGGCGACAAAACGAGACCCUGUCUUUUUUUUUUUCUGAGACAGAGUCUCGUUCUGUUGCCCAAGCUGGAGUGCAUGAUCUCACCUCUCUGCAACCUCCGCCUCAGUACCAAGUAGCUGGGACCACAGGUGC

>hsa-mir-421

AUUCCUUAAGGGCAAGGACAGUGCCUUACUCAUCUUUGUAUUCACAGUGCCUAAUCCGGUGCACAUUGUAGGCCUCAUUAAAUGUUUGUUGAAUGAAAAAAUGAAUCAUCAACAGACAUUAAUUGGGCGCCUGCUCUGUGAUCUCCAUGGGCUCAGCUUGUCCCCGCCAGUUGCCAACAACGUCCAAGCUCUCUUCAGAA

>hsa-mir-2861

GGGGCCGCCGCUAGUAGUGGCGGCGGCGGAGGCGGGGGCAGCGGCGGCGGCGGCGGAGGCGCCUCUGCAGCUCCGGCUCCCCCUGGCCUCUCGGGAACUACAAGUCCCAGGGGGCCUGGCGGUGGGCGGCGGGCGGAAGAGGCGGGGUCGGCGCCGCGAGGCCGGAAGUGGCCGUGGAGGCGGAAGUGGCGCGGCCGCGG

>hsa-mir-4260

ACCGGCAGCCCCAAGCUUGUGGCCCUGAGGCUGGAGAUGUCUUCGUUGCCUGACCUGACACCCACCUUCAACAAGGUGACUUGGGGCAUGGAGUCCCACUUCCUGGAGCCCACACCCCAGCUUGUCACACACCAACUGCUGCCACCUGCUUCCUAUUAGGGCAGAUCUGCCCCUGUGAGAACCCCACUCCCCCAGCCAUC

>hsa-mir-3666

GCCUAUUUUUUUUUUUUCCUUCUGCUGUGUCUGACUGAUGGAAAAGUAAGGUCCGUCAGUUGUAAUGAGACCCAGUGCAAGUGUAGAUGCCGACUCCGUGGCAGAGUUCAGCGUUUCACACUGCCUGGUCUCUGUCACUCUAUUGAAUUAGAUUGAUGAUGGCAGAUUGCAGGGGGCACUAACUGGACCUCAGUGGGAAU

>hsa-mir-4311

CCAAUGGCAGACAGUAAGUGGCUAGACACCAAAGUGAGUGGUUUAACAAUUCAGAGAGGGGAAAGAGAGCUGAGUGUGACCUGGAGCAGCUCAGGAGGGCUUCCUGGGUGAGGUGGCAGGUUACAGGUUCGAUCUUUGGCCCUCAGAUUCAGCACCUGUGGUGGUGGUGGCUGCAGAAAGUGAGGCACUUCGGACUGGCU

>hsa-mir-3941

AAAAUGAUGGUGAGGGCAGGGGUUUCUUACUGUACAAUGUCUGCAGGUAGAGUCAGAAUUCUCAUCAGGCUGUGAUGCUCAGUUGUGUGUAGAUUGAAAGCCCUAAUUUUACACACAACUGAGGAUCAUAGCCUGAUGGUUCCUUUUUGUUUUACUCUUAAGUCCAAAAUACCAGUCAGAGAUAUUUAAGUGCUUCUGCA

>hsa-mir-890

AUGAAAGCUGCAGUGCACGAUGGUGGAUGAUGGGGCAGCACCUCUACAAUCAGACAUGCUGUGGGAAGUGCCCUACUUGGAAAGGCAUCAGUUGCUUAGAUUACAUGUAACUAUUCCCUUUCUGAGUAGAGUAAGUCUUACCAAGUACAAGUUCAUGGUGACCUUCGGACAGGUGAUGCAGUGGAGUUGCUGGAGGCUUU

>hsa-mir-548f-4

AAACUUAGAAACAUUAAAUAUAAAUUCUACAAUAUACAGUAUAAAAAUGAGUUCUAACGUAUUAGGUUGGUGCAAAAGUAAUAGUGGUUUUUGCCAUUAAAAGUAAUGACAAAAACUGUAAUUACUUUUGGAACAAUAUUAAUAGAAUUUCAGAGGAGAGAAAAGGGAGAAUGAUGGAGAAUCAAUUAAAAUACGUAACA

>hsa-mir-548aa-1

CAUGAGAAGAAAAUGCCACAAAUAAGAGAUAAGAAACAAAUAUAACCUUGUAUUUCUUUAUUAGUCUGGUGCAAAAGAAACUGUGGUUUUUGCCAUUACUUUUACAGGCAAAAACCACAAUUACUUUUGCACCAACCUAAUAUAACUUGUUUCAUAUUUGAAAUAAAUGUAGUAUUUAUUUUAACUGCUUAAAACAAUGU

>hsa-mir-3166

AUAUAUGACAAAUUGUACUUAUUUUGUCUUGUCUGUCUCCACCUACAAGAAGGUAAAUUUUUUUGAGGCCAGUAGGCAUUGUCUGCGUUAGGAUUUCUGUAUCAUCCUCCUAACGCAGACAAUGCCUACUGGCCUAAGAAAAAUUUACCUUCUUGUGGGUGGAGACAGGACAAGACAAAAUAAAUACAAUUUGUCAUAUA

>hsa-mir-520c

UUUAACCUGGUCAAGGAAGAUUCCCACAAAAAAUCCACAGUGCCAGAGCAAGAAGAUCUCAGGCUGUCGUCCUCUAGAGGGAAGCACUUUCUGUUGUCUGAAAGAAAAGAAAGUGCUUCCUUUUAGAGGGUUACCGUUUGAGAAAAGCAACAUUGAAGUUGAUGCUGAUCUUGGUAAUACAUUUUCAGAGCAUGCUUAUC

>hsa-mir-328

CUCGUGGAAGCUCUGGUCUUGGCCGAAGAACAUGGGUGAGAAGUCCUGGGCUGUCUCAGAGCCUGGAGUGGGGGGGCAGGAGGGGCUCAGGGAGAAAGUGCAUACAGCCCCUGGCCCUCUCUGCCCUUCCGUCCCCUGCUCUUGGCCAUGCUGUGCCCAGUCCAGGCCACUCACAGGGCUCCCCAACACGGAGCAGCUCA

>hsa-mir-335

GGUGCCAUUAACCUCAUUUUAUAGGUGAAGAAACUGAGAAACAGAUUGGAAAUGAUUUGUUUUGAGCGGGGGUCAAGAGCAAUAACGAAAAAUGUUUGUCAUAAACCGUUUUUCAUUAUUGCUCCUGACCUCCUCUCAUUUGCUAUAUUCAAUUAAGUAAGUAUACAAUUUUUAUUAUGUUGGCUUGGGUUACUUCCAGU

>hsa-mir-1469

UUCGCUCUGCGCGAGUUGGGUCUUUGUGAUAUAAAAUUCGCCGAGCGCCGCGAGCCGUGCUUUGCCAAUGGCGCGCUCGGCGCGGGGCGCGGGCUCCGGGUUGGGGCGAGCCAACGCCGGGGUUUCUUUGUGUUUCUGCGAGAGCGACUCUCCCGGUCCGGAGUCAGAUAACAGCCUGGGCCCGAGCCUCGCCGGCUUUC

>hsa-mir-450a-1

GUAUACCAAAAGUCUAGAGGUGGUUAUCGCUGACUUGUGUCACUAUAGGCAAUCAAAAACGAUACUAAACUGUUUUUGCGAUGUGUUCCUAAUAUGCACUAUAAAUAUAUUGGGAACAUUUUGCAUGUAUAGUUUUGUAUCAAUAUACAGAUGAAAAGAUGGAGGGAAUAAGCAAAAAAUCUAACAGCGGCUAUCUGUGG

>hsa-mir-943

UGCCCGCCAGGGGUUUGGCCCUUCCCCUCUGCGGCGCUAGCCUAGAAGAGGGUGGGACGUUCUGAGCUCGGGGUGGGGGACGUUUGCCGGUCACUGCUGCUGGCGCCCUGACUGUUGCCGUCCUCCAGCCCCACUCAAAGGCAUCCCGAAGCAGGCGCCCUUCAGAAGCCCCACGGCGCCCAGCGUCUUCAGCCCCACAG

>hsa-mir-1282

GCGAAGGGCAAGAGGGUUGGACACGAAGCCACAAAGCUACUUGGGUUCCUCCUUCUUCUCGUUUGCCUUUUUCUGCUUCUGCUGCAUGAUCUCCGAGUCCCUGGGGGUAGAGAUGAUGGGGCACUGGGAGGUACCAGAGGGCAAAAAGGACAAGAUGCAGGGGGAUGAAGGGCACAAAGGAUAAGAUGGAAGUGGAUGGG

>hsa-mir-3121

UCAAUGAAUGGCGCCAAUAGAAGCUAUGAUUGUCUCAUGAACAACCUUGUCUUAUUGCUUCUUAAAUGGUUAUGUCCUUUGCCUAUUCUAUUUAAGACACCCUGUACCUUAAAUAGAGUAGGCAAAGGACAGAAACAUUUUAAGUUCUCUAACACAGCAGUCCCCACCCUUUUUGGCACCAGGGACUGGUUUAGUGGAAG

>hsa-mir-29c

AAAUCAGACUUGCCACCUGGACUGUCGAGGUGCAGACCCUGGGAGCACCACUGGCCCAUCUCUUACACAGGCUGACCGAUUUCUCCUGGUGUUCAGAGUCUGUUUUUGUCUAGCACCAUUUGAAAUCGGUUAUGAUGUAGGGGGAAAAGCAGCAGCCUCGAAGCCUCAUGCCAACUCUGGGCAGCAGCAGCCUGUGGUUU

>hsa-mir-3668

UCUCUUCUAUUUAUAACUAUUUUACAACUAUUUAAAAAUGUCUUAGAGUUUAACUGGCCUAAAAUAUAUGAAAUGUAGAGAUUGAUCAAAAUAGUUUCUAUCAAAAUAGUUUUGAUCAAUCUCUGCAAUUUUAUAUAUGAGGAAACUGAAGUCUGAAAGUAUUAUGCCCUUUGUGUCUCUAUUUUGAAAGGCAGUGACAA

>hsa-mir-107

GUCUGAGCAUCCUUGCACAUAACUGCAGGUAAAAUGCUCGACUUGCAAUAUUCGAUAUUCUCUCUGCUUUCAGCUUCUUUACAGUGUUGCCUUGUGGCAUGGAGUUCAAGCAGCAUUGUACAGGGCUAUCAAAGCACAGAGAGCUUGCUACAGCCAAGGCCAGCCAGAGUCCCAGGCACAAAAAGGGGUGGAGCUGGUGA

>hsa-mir-580

UUUUAUUAUUUUGCACAUAUCUGAGUAAAAAUACAGAUAUGUGAAGUUAGAUAAAAUUUCCAAUUGGAACCUAAUGAUUCAUCAGACUCAGAUAUUUAAGUUAACAGUAUUUGAGAAUGAUGAAUCAUUAGGUUCCGGUCAGAAAUUUUUCAUUCAGUUUCAGAAUCUUUGGUUUUGACAAAAUUGUUGUCAGUGUUUUG

>hsa-mir-1246

AAUGUGAACCAUCAAUGAAGUAGGACUGGGCAGAGAUAAGAGACAUUGCAUUUGGAGGCGGUCAGAUUUGUAUCCUUGAAUGGAUUUUUGGAGCAGGAGUGGACACCUGACCCAAAGGAAAUCAAUCCAUAGGCUAGCAAUCAACCUAUUUUUUGUUUUUGUAGCAUUUGAUCGUUAUCGAGUUUUGCUGAAUCCUACUU

>hsa-mir-671

GCUUCUACAACGCUGACUACCUGGCGGCCCGAGCCCGGCUGGCAGGUGAACUGGCAGGCCAGGAAGAGGAGGAAGCCCUGGAGGGGCUGGAGGUGAUGGAUGUUUUCCUCCGGUUCUCAGGGCUCCACCUCUUUCGGGCCGUAGAGCCAGGGCUGGUGCAGAAGUUCUCCCUGCGAGACUGCAGCCCACGGCUCAGUGAA

>hsa-mir-29a

AAUGUAUGCUGGAUUUAGUAAGAUUUGGGCCCUCCCAACCCUCACGACCUUCUGUGACCCCUUAGAGGAUGACUGAUUUCUUUUGGUGUUCAGAGUCAAUAUAAUUUUCUAGCACCAUCUGAAAUCGGUUAUAAUGAUUGGGGAAGAGCACCAUGAUGCUGACUGCUGAGAGGAAAUGUAUUGGUGACCGUUGGGGCCAU

>hsa-mir-105-1

CUUCGUCCUCAGUAUCUACUCCUAUAUAUUGGAUGUCAGCUUCUGUUGCAGAACCUGAGUGUGCAUCGUGGUCAAAUGCUCAGACUCCUGUGGUGGCUGCUCAUGCACCACGGAUGUUUGAGCAUGUGCUACGGUGUCUACUUUUGCUACAUUGCCGUCUGCUUCUGGACCAAAGCCAUUUGUUCCUGUGCUCUGUGUUU

>hsa-let-7b

GGCAGGGGCUGGUGCUGGGCGGGGGGCGGCGGGCCCUCCCGCAGUGCAAGGCCGGGCCUGGCGGGGUGAGGUAGUAGGUUGUGUGGUUUCAGGGCAGUGAUGUUGCCCCUCGGAAGAUAACUAUACAACCUACUGCCUUCCCUGAGGAGCCCAGUGACACGACCCCAUGGGAGGGCCGCCCCCUACCUCAGUGACACGAC

>hsa-let-7c

UGGAGGAGCUGACUGAAGAUAUGAUAAGGAGUUUGAAGCAACAUUGGAAGCUGUGUGCAUCCGGGUUGAGGUAGUAGGUUGUAUGGUUUAGAGUUACACCCUGGGAGUUAACUGUACAACCUUCUAGCUUUCCUUGGAGCACACUUGAGCCGUCGAGGAAUUCUUCAUCACUUUAACCUGAUUGAGCCAAUUUGUGUGCA

>hsa-let-7e

AUCCCUGGUCCUCCUGGUCCCUGUCUGUCUGUCUGUCGGGUCUGUCCACCUGCCGCGCCCCCCGGGCUGAGGUAGGAGGUUGUAUAGUUGAGGAGGACACCCAAGGAGAUCACUAUACGGCCUCCUAGCUUUCCCCAGGCUGCGCCCUGCACGGGACGGGGCCCGGCGGGGACCCCCAGCCCCACUCAGGGACCCUUAGC

>hsa-let-7g

UCUCAAGUGCAUCCUGAAGAGUUCCUCCAGCGCUCCGUUUCCUUUUGCCUGAUUCCAGGCUGAGGUAGUAGUUUGUACAGUUUGAGGGUCUAUGAUACCACCCGGUACAGGAGAUAACUGUACAGGCCACUGCCUUGCCAGGAACAGCGCGCCAGCUGCCAAGUGGGGCUGAGAGGAUGGCGUCACCCUGCUCAUCUCUG

>hsa-mir-10a

CGAAGAAGGCGCGGAAAGUAGGAGAACUGGAAAAUUUCUGGGCCAAGAAGAUCUGUCUGUCUUCUGUAUAUACCCUGUAGAUCCGAAUUUGUGUAAGGAAUUUUGUGGUCACAAAUUCGUAUCUAGGGGAAUAUGUAGUUGACAUAAACACUCCGCUCUUAUUUUUCCAGAAGAAAAAAAUAUAUAUAUAUGUAUAUGUA

>hsa-mir-1197

GGCUUUCUGGAGGUGAUAGCAGGUGAAAGGAAGAGAGCCAGGGGUCAGCGUCACUUCCUGGUAUUUGAAGAUGCGGUUGACCAUGGUGUGUACGCUUUAUUUGUGACGUAGGACACAUGGUCUACUUCUUCUCAAUAUCACAUCUCGCCUUGGAAGACUUCCAGGAGGUGAUAUCAGCUUUGCGGAAGAGCCACUGUCCU

>hsa-mir-1204

UUAUUAGGAGAAAAACCUUCCCGGAAGCUGCAGAAGGACAAAUACAGAAUCCGUGUCUGGGAGAAACCUCGUGGCCUGGUCUCCAUUAUUUGAGAUGAGUUACAUCUUGGAGGUGAGGACGUGCCUCGUGGUCUAAAGCUUCGGCACAAGGGCCCAACUGGAAUUCCACUUACGGGUAUGACUGUGGGGUAUAUGCUGUA

>hsa-mir-122

AUCAGUGACAAUGGUGGAAUGUGGAGGUGAAGUUAACACCUUCGUGGCUACAGAGUUUCCUUAGCAGAGCUGUGGAGUGUGACAAUGGUGUUUGUGUCUAAACUAUCAAACGCCAUUAUCACACUAAAUAGCUACUGCUAGGCAAUCCUUCCCUCGAUAAAUGUCUUGGCAUCGUUUGCUUUGAGCAAGAAGGUUCAUCU

>hsa-mir-124-3

ACGCAAGCCCGAGCCGGUCCCGACCCUGGCCCCGACGCUCGCCGCCCGCCCCAGCCCUGAGGGCCCCUCUGCGUGUUCACAGCGGACCUUGAUUUAAUGUCUAUACAAUUAAGGCACGCGGUGAAUGCCAAGAGAGGCGCCUCCGCCGCUCCUUUCUCAUGGAAAUGGCCCGCGAGCCCGUCCGGCCCAGCGCCCCUCCC

>hsa-mir-1243

UUGGUUGACUCUGUACUCUUUUAUUUUAUUCCUGUAACUGGGCCAGUUUCUGCCCUUAACUAAAACUGGAUCAAUUAUAGGAGUGAAAUAAAGGUCCAUCUCCUGCCUAUUUAUUACUUUGCUUUGGUAAUAAAUCUAUUUUUAAAAGAACCUAUUACAGAGACUUCCAUUUGGAAUUAUGCAUACUUGGUGUCAAAUGG

>hsa-mir-1244-3

AUCUCAAAGGAGAAAAAAAAAACUUGUAAAAAAUGCAAAAAUGACAACAGAAAAACCAUCUUAUUCCGAGCAUUCCAGUAACUUUUUUGUGUAUGUACUUAGCUGUACUAUAAGUAGUUGGUUUGUAUGAGAUGGUUAAAAAGGCCAAAGAUAAAAGGUUUCUUUUUUUUCCUUUUUUGUCUAUGAAGUUGCUGUUUAUU

>hsa-mir-1251

UCAGUAAUUUCAUUGCACUGUGUAAUUAGGUGAAGAAACUCCACCCGAGCGUCCAUGGGUCAGCUAUGUGGACUCUAGCUGCCAAAGGCGCUUCUCCUUCUGAACAGAGCGCUUUGCUCAGCCAGUGUAGACAUGGCCUGAUAAACAAUGGAACUUCUCCCUUGAGAACUGGAGUUUGGAUUGAUCUAAUUCCUUAAUUC

>hsa-mir-1258

CCCCCUCCCGGUAGAGUUUGCACUUUGUCUCAAGGUCCCACUUGUAGAGGAGGGCGCCCAGGCGCCUGUGGCUUCCACGACCUAAUCCUAACUCCUGCGAGUCCCUGGAGUUAGGAUUAGGUCGUGGAAGCCACAGGAGCAUACUCCUCUGUUCCCCAGGGUAGGCUCCAAUUCCCAAGGACGGAUGGAGAGGGGAAAGG

>hsa-mir-125b-1

AGAAAUUGCCUGUCAUUCUUGUUUUGCUUUGCUUUGUCUCAAGAAAGAAAACAUUGUUGCGCUCCUCUCAGUCCCUGAGACCCUAACUUGUGAUGUUUACCGUUUAAAUCCACGGGUUAGGCUCUUGGGAGCUGCGAGUCGUGCUUUUGCAUCCUGGAAAUUUGGUGGAAUUUUAUUCUUUAAAGCAAAAACAAAAGAAA

>hsa-mir-1261

CUUUUCUGCUGCAGCUUCCUCACUUCUCUCAGCCUUCAUAGAACUGAAGAACUAGAGACUUGCUAUGGAUAAGGCUUUGGCUUAUGGGGAUAUUGUGGUUGAUCUGUUCUAUCCAGAUGACUGAAACUUUCUCCAUAGCAGCAGUGAGGCCAUUUUGCUUUCUUCUCAUUUGCGUGUUCACUGAAGUAACAUUUUUAAUU

>hsa-mir-1262

AUCUAUUGAUCAUAAACAAUUCUCUGAAUUUCAUCCUUCUACAAAUUCACCCCUCACAUUAUCUACAAUGGUGAUGGGUGAAUUUGUAGAAGGAUGAAAGUCAAAGAAUCCUUCUGGGAACUAAUUUUUGGCCUUCAACAAGAAUUGUGAUAUUUAAUUCUGUGUUUUCUGAUGCUUCUGAGGAAAGCUCCAUAAAGAGA

>hsa-mir-1266

UGUAACUGCCAUAACAGAACGGAGCCCAAAGCAGGCUCGUGUUGGCCUUGUUUGAUGCUAGACAGGUAGUGUCCCUCAGGGCUGUAGAACAGGGCUGGGAUUACUAAAGCCCUGUUCUAUGCCCUGAGGGACACUGAGCAUGUCAUUUCACUUCUCAGAGUCUUCAUCUUCUCUCUUUGAAAUGAAAAUAUUGGACCGGG

>hsa-mir-1284

UUGUAAAUUAUUUUAAUGCUGCAUUUCUGCUUAAACCUCAUGAUUUUGAUAUAUAAGCCAGUUUAAUGUUUUCUAUACAGACCCUGGCUUUUCUUAAAUUUUAUAUAUUGGAAAGCCCAUGUUUGUAUUGGAAACUGCUGGUUUCUUUCAUACUGAAAAUCUGUCUCGCGCGGCGUGAUGCCAUGUGGCAAAGGAGUAGU

>hsa-mir-1303

UUCCAACACUUUGGGAGGCCAAGUGGGAGAAACACUUGAGGCCGGGAGUUUGAGAUCAGGCUGGGCAACAUAGCGAGACCUCAACUCUACAAUUUUUUUUUUUUUAAAUUUUAGAGACGGGGUCUUGCUCUGUUGCCAGGCUUUGUGCAGCAUGUAAACUGUACAGCCCUAAGUGGGAGCCCUACUGCUAAUGCUUCCCC

>hsa-mir-130b

AGCCAGCCUGCAUUCCAGGUCUCAGAUCCCUGCAGACCACCCUGGGGGAGGCACUGGCAGGCCUGCCCGACACUCUUUCCCUGUUGCACUACUAUAGGCCGCUGGGAAGCAGUGCAAUGAUGAAAGGGCAUCGGUCAGGUCCAGCCUGCUACCCUGGGAGGGGGAAAGGGAGCUUGCUGCCUCACUCCACUUUCCAGUUG

>hsa-mir-1321

GGUCCACAAUAUGCUAGAUAUUUUAUAUUAUUUUUUGAUUACUUAAUGCAAAUAUAGCAACAUUAUGAAGCAAGUAUUAUUAUCCCUGUUUUACAAAUAAGGAAAUAAACUCAGGGAGGUGAAUGUGAUCAAAGAUAGAUAUAUAGUUAAGAAAGUUAAAGAGACAGGAUUCAAGCCUAAGUCUGUCUGACUUCAAAUCU

>hsa-mir-1324

GGACUCCAUGCACACAGAGGAUGCACACCUUGAGGCUGGACUAUGAGGAGAACAUUCCUGAAGAGGUGCAUGAAGCCUGGUCCUGCCCUCACUGGGAACCCCCUUCCCUCUGGGUACCAGACAGAAUUCUAUGCACUUUCCUGGAGGCUCCAUGCUGGUCUGUUCAUUUGGAAGUUUGAGGCUGUCCAUGAGGAAGUAAC

>hsa-mir-133b

CUUGAGACACACCAAGAUACCUGCACACUAGAGGCUGCAGUCACCUCAGAAGAAAGAUGCCCCCUGCUCUGGCUGGUCAAACGGAACCAAGUCCGUCUUCCUGAGAGGUUUGGUCCCCUUCAACCAGCUACAGCAGGGCUGGCAAUGCCCAGUCCUUGGAGAAACAGAAGAGAUUCAACUGCAACUGAAAUUACCUACUA

>hsa-mir-140

CCUCUCCAGGCUCUGCUUGGUGGGCUUCUGGUGUGGCCGCGCCCUGUGUGUGUCUCUCUCUGUGUCCUGCCAGUGGUUUUACCCUAUGGUAGGUUACGUCAUGCUGUUCUACCACAGGGUAGAACCACGGACAGGAUACCGGGGCACCCUCUGCGUCGACGGACUCCUCGUCUGCCCAGCCACAAACAGCCCAGCAGCUG

>hsa-mir-146b

GGGAGACGAUUCACAGAAGAAAGCAUGCAAGAGCAGCGUCCAGGCUGAAAGAACUUUGGCCACCUGGCACUGAGAACUGAAUUCCAUAGGCUGUGAGCUCUAGCAAUGCCCUGUGGACUCAGUUCUGGUGCCCGGCAGUGCUACAACAUCAAUGCCAAGGCCGUGGGGCAGCUGAUGGUUUGGGCUCCCAACUUCCCAGC

>hsa-mir-1470

CCCCCAGGGGUCGCAGAGGUGGGGGCUGCGCCGCGCGGGCCCACUCCUCGGGGGUCCAGGGUCCGGGGGAUGAGCCCUCCGCCCGUGCACCCCGGGGCAGGAGACCCCGCGGGACGCGCCGAGGUAGGGGGGACACCUGCCCCAAGACCCCCGCCCCUCCCCCCACCUGCACGGCCCCGCCCCCGGCCAGGCCCCGCCCC

>hsa-mir-1471

CGAGGGACUUGCAUUUCCUGUGGGUUCUGGGAUGGUUUUUAUCCCAUUCCCGGCUCAUCUCUCACGCGGACGAGCCCGCGUGUGGAGCCAGGUGUAGAGGCGGAGCACAGCUGGCUCUAAUUUGAGGGGCCUUCUGCCUUUAAAGAUGACCUCACUCCAUUCCCUUGACUUUUUAAUGUGCAAUUCAUGCCACUUUUCCA

>hsa-mir-150

GGGACUGGGCCCACGGGGAGGCAGCGUCCCCGAGGCAGCAGCGGCAGCGGCGGCUCCUCUCCCCAUGGCCCUGUCUCCCAACCCUUGUACCAGUGCUGGGCUCAGACCCUGGUACAGGCCUGGGGGACAGGGACCUGGGGACCCCGGCACCGGCAGGCCCCAAGGGGUGAGGUGAGCGGGCAUUGGGACCUCCCCUCCCU

>hsa-mir-15a

CUGAAAGAAAAUAUUUUUUAUAUUCUUUAGGCGCGAAUGUGUGUUUAAAAAAAAUAAAACCUUGGAGUAAAGUAGCAGCACAUAAUGGUUUGUGGAUUUUGAAAAGGUGCAGGCCAUAUUGUGCUGCCUCAAAAAUACAAGGAUCUGAUCUUCUGAAGAAAAUAUAUUUCUUUUUAUUCAUAGCUCUUAUGAUAGCAAUG

>hsa-mir-15b

UAUUCUUGUUACUUUUUUUUCUAUAAAGCUAGGUUGGAUGAAUCCUACAUUUUUGAGGCCUUAAAGUACUGUAGCAGCACAUCAUGGUUUACAUGCUACAGUCAAGAUGCGAAUCAUUAUUUGCUGCUCUAGAAAUUUAAGGAAAUUCAUUCAAAACUAUGUUUUCAUCAUCAGAUGUUCGUUUUAUGUUUGGAUGAACU

>hsa-mir-16-2

UCAAAACUAUGUUUUCAUCAUCAGAUGUUCGUUUUAUGUUUGGAUGAACUGACAUACUUGUUCCACUCUAGCAGCACGUAAAUAUUGGCGUAGUGAAAUAUAUAUUAAACACCAAUAUUACUGUGCUGCUUUAGUGUGACAGGGAUACAGCAACUAUUUUAUCAAUUGUUUGUAUUUCCCUUUAAGGUAACAUUUUAAAU

>hsa-mir-188

UGCCUCUUGCCUCCUAGAGCAUACCCAUAUGUCGUGCCAAGAGAGCAAGCCCUUCCCUGCUCCCUCUCUCACAUCCCUUGCAUGGUGGAGGGUGAGCUUUCUGAAAACCCCUCCCACAUGCAGGGUUUGCAGGAUGGCGAGCCUCAGCUUUCCUUGCUCUCUUGUGCAUGUGUAUAUACACAUACGCACUCCUUCACCAA

>hsa-mir-18a

ACAGCUGCCUCGGGAAGCCAAGUUGGGCUUUAAAGUGCAGGGCCUGCUGAUGUUGAGUGCUUUUUGUUCUAAGGUGCAUCUAGUGCAGAUAGUGAAGUAGAUUAGCAUCUACUGCCCUAAGUGCUCCUUCUGGCAUAAGAAGUUAUGUAUUCAUCCAAUAAUUCAAGCCAAGCAAGUAUAUAGGUGUUUUAAUAGUUUUU

>hsa-mir-191

AUGUGGCCCCAGGGCGAGUGACCUGGGGGCAGGAGCUCCCCCGCCCCCCGCCAACGGCUGGACAGCGGGCAACGGAAUCCCAAAAGCAGCUGUUGUCUCCAGAGCAUUCCAGCUGCGCUUGGAUUUCGUCCCCUGCUCUCCUGCCUGAGCAGCGCCCUGGCCCAGAUGGGGUGCCCCUGACCCCCAGACAUACUUUACUG

>hsa-mir-197

GCUCUGUCACACUUGCAGUCCCUGGCCCAACACCGAAAUCCUUCUGGAAUCUGUGCUCUGGGGGCUGUGCCGGGUAGAGAGGGCAGUGGGAGGUAAGAGCUCUUCACCCUUCACCACCUUCUCCACCCAGCAUGGCCGGCACACUUUGGUCUACGGCACAUCUCCAAGUAUAGAGUGGGUUUUGAAUGCUGUUAUGUCUC

>hsa-mir-20a

UAAUUUUGUGUACUUUUAUUGUGUCGAUGUAGAAUCUGCCUGGUCUAUCUGAUGUGACAGCUUCUGUAGCACUAAAGUGCUUAUAGUGCAGGUAGUGUUUAGUUAUCUACUGCAUUAUGAGCACUUAAAGUACUGCUAGCUGUAGAACUCCAGCUUCGGCCUGUCGCCCAAUCAAACUGUCCUGUUACUGAACACUGUUC

>hsa-mir-2115

AUAGGUGUGAGCCACCGUGCCUGGCCACCUCUCAUUUUCUUUCAGCAUUUUGACUGUCAUCCCACUGCUUCCAGCUUCCAUGACUCCUGAUGGAGGAAUCACAUGAAUUCAUCAGAAUUCAUGGAGGCUAGAAGCAGUAUGAGGAUCAUUUACAUGUGAUAUUCACUUCUCCCUUUCUGCUUUUUGGAUUCUCUCUUUGC

>hsa-mir-215

GUUUUGUAACACCAAAAAGAUCCAAUAAUGGAAGAGGAUUAAAGUCAUCAUUCAGAAAUGGUAUACAGGAAAAUGACCUAUGAAUUGACAGACAAUAUAGCUGAGUUUGUCUGUCAUUUCUUUAGGCCAAUAUUCUGUAUGACUGUGCUACUUCAAUAUCAGAAAUCGACUAACACCACGCAACCAACGCAAUGGCAGGU

>hsa-mir-216b

ACCAGAAAGAUCACUGUAGAAUGACGACAACUUUUUUCUAUCUUAAGUACAACUUCAAAGUGGCAGACUGGAAAAUCUCUGCAGGCAAAUGUGAUGUCACUGAGGAAAUCACACACUUACCCGUAGAGAUUCUACAGUCUGACAUCUUCAAGCAUCGAACCAUUUCAUCAACUAUGCUUUUGUUAUAAGCAGUUCUUUGG

>hsa-mir-2276

CUCAGUGCCUUCUGCUGCGGUUUUCCAUGCUCCAUCAGCAUCCCUGGGUUCCUUGUGUUCUUCCAGUCCGCCCUCUGUCACCUUGCAGACGGCUUUCUCUCCGAAUGUCUGCAAGUGUCAGAGGCGAGGAGUGGCAGCUGCAUCUCUGCAGGAGGACUCUGGAUUUCAGGACCCUCCCUUCUGCCACUGCUUCUGACUGA

>hsa-mir-2278

AUUGAGCCGCAGUCUUGGUAUCUGGAAGGCUAACAGGUCUUCCCAGCUGAUUGUGCUGCAGGUGUUGGAGAGCAGUGUGUGUUGCCUGGGGACUGUGUGGACUGGUAUCACCCAGACAGCUUGCACUGACUCCAGACCCUGCCGUCAUGUCACAGGUAAGAAGGUCAGGAAGAGGCUGGAGCGUGCCGGUGAAUGGGUGA

>hsa-mir-26a-2

CCUAAUCAUGACCUGGACAGACUGUCCUGUCGGAGCCAAGGACAGAAAGCUCCCAUAGAGGCUGUGGCUGGAUUCAAGUAAUCCAGGAUAGGCUGUUUCCAUCUGUGAGGCCUAUUCUUGAUUACUUGUUUCUGGAGGCAGCUGAUGGUCCGCCGCCGGAAACAGAGAUGGCUCCUGGGACAUGGUGUGUGCGCUUCUUC

>hsa-mir-302a

UGUGUUUUAAGGUUACUAAGCUUGUUACAGGUUAAAGGAUUCUAACUUUUUCCAAGACUGGGCUCCCCACCACUUAAACGUGGAUGUACUUGCUUUGAAACUAAAGAAGUAAGUGCUUCCAUGUUUUGGUGAUGGUAAGUCUUCCUUUUACAUUUUUAUUAUUUUUUUAGAAAAUAACUUUAUUGUAUUGACCGCAGCUC

>hsa-mir-302f

UAUGAAGUUUGUAUUCUUCAAUAAAACUUAAAUCACUAGUUAUUCUCUAAUACUAUAAUUGUCAAUGAUAAUGUCUUCUGUGUAAACCUGGCAAUUUUCACUUAAUUGCUUCCAUGUUUAUAAAAGACAUAAAAGAUGAUUAACAUCUGGUCUACUGUGGAACAGGCCUUGGAAAUUACUUAAAUAACUUUCCGUUGAUA

>hsa-mir-3074

UGGGAGCCCCAGCUCUCCUGAGCCUCGGGCACUUACAGACACGAAGGCUUUUUGCUCAAGGGCUCGACUCCUGUUCCUGCUGAACUGAGCCAGUGUGUAAAAUGAGAACUGAUAUCAGCUCAGUAGGCACCGGAGGGCGGGUCCAAUCGACAGCCCGGAGAAGCAGCGCCUCAGCUGGGAGCUCCGUGGGCACCGUCUGC

>hsa-mir-30e

UGUCACCUCCUUACUAGAGUAGGGUGUGCCUCACUGCGUCUCCGUUCUUUCUGGGCAGUCUUUGCUACUGUAAACAUCCUUGACUGGAAGCUGUAAGGUGUUCAGAGGAGCUUUCAGUCGGAUGUUUACAGCGGCAGGCUGCCACGGUCGUCCCCAGCUACGCACCGGCUUUGAAACAUUGCAGGUUUGUGCCCACAGGC

>hsa-mir-3139

AGGGCCUUUGGCUGCUGUGCUCCUGGGCUGGGUGCUGUGUCUUGAGCCCCUGUGCAAUGCCUGGCUCAGAGUAGGAGCUCAACAGAUGCCUGUUGACUGAAUAAUAAACAGGUAUCGCAGGAGCUUUUGUUAUGUGCCAUGUGUGGAAUGCAAGGAAGGAAAGGCCCACUCUCUGCCCUUAAGGAGUUUCUAAUCUGUUU

>hsa-mir-3145

UCUACCACUAACUCCAUGCAAAAACUAGUACAAUUUUGAAAGGAAAAAAAAUGUAUUUGUUUAUAUGAGUUCAACUCCAAACACUCAAAACUCAUUGUUGAAUGGAAUGAGAUAUUUUGAGUGUUUGGAAUUGAACUCGUAUACACUGAUACACCGAUACCAGUCAACUUCCCAUCUUCUAAAUUACUAAAUGGCAAAAU

>hsa-mir-3149

CUUGAGGUAUGUAGGAUAUCUUCAGGUAAAGAAAUUUAAAAAGGACAUCAAAAUGGGAUAUACAUACAUGUACACACACAUGUCAUCCACACACAUACAUAUAUAUAUGUUUGUAUGGAUAUGUGUGUGUAUGUGUGUGUAUACACAGAACCGACAGAUUUCCUCAUGUCUGAAAACAAUAACAUUUAAGAAUAUCUUAA

>hsa-mir-3153

CGUUUGAGUCCUGAAGCACCGUACUAGAACAUGGUGGCUGUAAUCGAUCAGUAAAAUUAGACAAAUUUUAAAUGUCCCUGUCCCCUUCCCCCCAAUUAAAGUAGAUUGGGGGAAAGCGAGUAGGGACAUUUAAAAUUUGUUGUCCUUACUGUAUGCGGGACACUUCAUUUAGGGCGUGGCUUCAGAAAACAGUCAACCCC

>hsa-mir-3160-1

CAUCCCUCCAGCCCAAAGCAACUGUCAAUCUGUUUGAAAAGUUGAUAAGUUUUUCAGUUGGACCUGCCCUGGGCUUUCUAGUCUCAGCUCUCCUCCAGCUCAGCUGGUCAGGAGAGCUGAGACUAGAAAGCCCAGGGCAGGUUCAUAUAACAGCCAAGCAGAAAGAUAGUAAUUGUGUCUCCAGGAUGAUGAGUGUUUAC

>hsa-mir-3162

UGUUUUAUAGUGAAUUUUUACAUAGUAAAAUCAUUUAAAAUUUCAAAGUUAAUUUUGAAGCUGACUUUUUUAGGGAGUAGAAGGGUGGGGAGCAUGAACAAUGUUUCUCACUCCCUACCCCUCCACUCCCCAAAAAAGUCAGCUUCUCUUGUUAACUUCUCUCUAUCCAGUGGGUAGCAUAGGGUCUGGCACACAUGGGU

>hsa-mir-3169

GUGACAGUGUUGAUAAGGUUGCUAAUAAUACUUUGUACUGUGACUUAUGCUACUAACAUAUGUGAAAACAUAGGACUGUGCUUGGCACAUAGCACAAAGUCUUAUGGUACUGUGUGCCAAGCAUAGUCCUGUGUUUUUACAUAUGUCAUCCCACAUGAAUCCUCACAAAACCUUGUAAUAUUUCAUACCAAUUUUACAAC

>hsa-mir-3170

ACAAGACUCCAUCUCAAAAAAAAAAAAAAAGCAGUUCUCAGAUCUUCACUCCAUAUGUCAUCUGGUAACACUGGGGUUCUGAGACAGACAGUGUUAGCUCCAGAAGCAUUGCCUGUCUUAGAACCCCUAUGUUACCAGACGACAUAAGGAGUGAAUAAAAUCUUCAAAAGGCUUUGAUGGACCGUAGGUGAGGAAGGUGA

>hsa-mir-3178

CAAGGCCCCGCGUGCCGCAACGCUCCCAGAGUUGCGCGUCAGCCUGGACUCAGCGCCUGCGCUACGAGGCUGGGCGGGGCGCGGCCGGAUCGGUCGAGAGCGUCCUGGCUGAUGACGGUCUCCCGUGCCCACGCCCCAAACGCAGUCUCUGGCCUGGAUGUGCUCGGAGCCCACGAGGUGCAGAGGCUCGGACGGCGAAA

>hsa-mir-3194

UUUAGAAGGCAGAUGUCACUGAGGUUUGAUGGGACGUAGUGGUGUAGAGAGGCAUUAAGAACGCAGGUGGCAGGGCCAGCCACCAGGAGGGCUGCGUGCCACCCGGGCAGCUCUGCUGCUCACUGGCAGUGUCACCUGCGGAAACUCUCCAUCAUCUAUCCCCUGAAAAGCAGGGACAGUGACAGUGCCUACCCACAAAG

>hsa-mir-320e

UACACUCCAGCCUGGGCAACAAGAGCAAAACUCUGUCUCAAAAAAAUGAAAAGAAAAGAAAAUACCUCCAUGGGGCCUUCUCUUCCCAGUUCUUCCUGGAGUCGGGGAAAAGCUGGGUUGAGAAGGUGAAAAGAAAAAACAAACCUUGACUGGGCACAGUGGUUCACACCUGUAACCCCAGCACUUUGGAGGCUGAGGCA

>hsa-mir-33a

CAAACAGAGCUGAAGACCACCCUGGGCACCUCCUUGGCUGGCCGCAUACCUCCUGGCGGGCAGCUGUGGUGCAUUGUAGUUGCAUUGCAUGUUCUGGUGGUACCCAUGCAAUGUUUCCACAGUGCAUCACAGAGGCCUGCCUGGCCCUCGAGAGACUGCCCUGACUGAAGGCCCUAUCAGGUGGGGGAGGGGAUCCUGAU

>hsa-mir-33b

AUCAGGAGGGCUGGACAGCUGCUCCCGGGCCGGUGGCGGGUGUGGGGGCCGAGAGAGGCGGGCGGCCCCGCGGUGCAUUGCUGUUGCAUUGCACGUGUGUGAGGCGGGUGCAGUGCCUCGGCAGUGCAGCCCGGAGCCGGCCCCUGGCACCACGGGCCCCCAUCCUGCCCCUCCCAGAGCUGGAGCCCUGGUGACCCCUG

>hsa-mir-34b

GGCCCCGACCCCGCGUCGGCGCUGCGGACCGUCCGGGAGCUGCAGCCGCGGGUGCCCGGUGCUCGGUUUGUAGGCAGUGUCAUUAGCUGAUUGUACUGUGGUGGUUACAAUCACUAACUCCACUGCCAUCAAAACAAGGCACAGCAUCACCGCCGCCCGGCCGGGAAGAAGACGCCGGCUCGGGCAGCCCGCAGCCUUCG

>hsa-mir-3606

UUUCAGCAACACACGAACCCUUUUUAAAAGUUCAAAUGACGUCCUCUCUUUGUAACCAAAAUAUUGUUGCUAUCUAGGUUAGUGAAGGCUAUUUUAAUUUUUUUAAAAUUUCUUUCACUACUUAGGGUCCUGCUGGAGAGCGUGGUGCUCCAGGCCCUGCAGGGCCCAGAGGAGCUGCUGGAGAACCUGGCAGAGAUGGC

>hsa-mir-3610

CACAGGUACCAUUUUGACCGUAAACAUCCUGCCGAUUUGAACCGAGGAUUUGGGCGGCAGGAAGAGCCGCGGCGUAACGGCAGCCAUCUUGUUUGUUUGAGUGAAUCGGAAAGGAGGCGCCGGCUGUGGCGGCGGCGGGAGCUGCUCGGAAGCUACACCUCGCAAGGGCUCCCCCCUUUCCCCACCCCCUCCCCCGACCC

>hsa-mir-3615

CCGCGGAGGUCCCCACCCUCAGCGCGGCCCCGCCCCCGGGGUAAGGAGCCGGGGCGGACUCUGGGACGCUCAGACGCCGCGCGGGGCGGGGAUUGGUCUGUGGUCCUCUCUCGGCUCCUCGCGGCUCGCGGCGGCCGACGGUUCCUGGGACACCUGCUUGCUUGGCCCGUCCGGCGGCUCAGGGCUUCUCUGCUGCGCUC

>hsa-mir-3646

CUUGCCAGGCUUCCUGCUACCAGCAGGUAUCAGUCACUGGGCUGUGCUUUUUCCACACUUCAGUAGGUUGGGUUCAUUUCAUUUUCAUGACAACCCUAUAUGGGAAAAUGUUGUGAAAAUGAAAUGAGCCCAGCCCAUUGAACCUAUUACAAUUCCUCCCUUUUUGUGGAUGAAGGAACUGAGGCCCACAAUGGUUAAGC

>hsa-mir-3657

UUGUCCUUUUUAGUGAGUUAAAUCAGGAGUCACUAAUGUUGUUGUGUCCCAUAAUUAAAUAAUGAAAUCUGAAAUCACCAAUAAUGGGACACUAAUGUGAUUAAUGUUGUUGUGUCCCAUUAUUGGUGAUUUCAGAUUUCAUAUAUGAUUAAGGACAUAUCUACCAGAUUUCUUUAUAAAGGUGCCUUUUUCCCUCUGUA

>hsa-mir-3661

UUUCCUCGGCGGGCUCGGCCCCGCGGCGGCUGUCCGCAGCCGUACUACAGCUCACCUUCUCGCAGAGGCUCUUGACCUGGGACUCGGACAGCUGCUUGCACUCGUUCAGCUGCUCGAUCCACUGGUCCAGCUCCUUGGUGAACACCUUCUCGUCCAUGAUGCCACCCGCCCCAGCCGGCUGCCGCUCCGCGCUGCUCCCG

>hsa-mir-3665

CGGCCGGGGGGCUCCGAGGACCCAAAGGCUGCAGGCCAGCGGGGGGCGGCGCGGCGGGCGGCGGCGGCGGCAGCAGCAGCAGGUGCGGGGCGGCGGCCGCGCUGGCCGCUCGACUCCGCAGCUGCUCGUUCUGCUUCUCCAGCUUGCGCACCAGCUCCUGCAGCUUCUUCACCUCCAGCUCCGCGUUCACCACCGGCCCG

>hsa-mir-3671

UUCUUUCAGGAUAUUUAGGAUCUGGCCUAAUUCAAAAGAAUAUUUACUGAAUGCCUAUGUUAUUGCUGCUGCUGUCACAUUUACAUGAAAAUAAAAUGUAAAUUAUUUUAUUUCUAUCAAAUAAGGACUAGUCUGCAGUGAUAUCUGGCACAUAUCGAUUUCAGGAAUACGAAGCUGUAAACACCAAGCCAGCAUCACGU

>hsa-mir-3682

UCAUAGCCCCCGUCCGUAUCUAUAUCUCUAUAUCUAUAGAGACAUAACUUCUUUCUUCGUAAGUUAUAUAUGUCUACUUCUACCUGUGUUAUCAUAAUAAAGGUGUCAUGAUGAUACAGGUGGAGGUAGAAAUAUAUAACUUAUCUCUUCAUAAGGGCUAAAAUGAGAACUAAAAGUAAUGAGAAUUCAGUUGAAUAUGA

>hsa-mir-3684

UAUAAUUUGGAAAAACUUGCACGUGGAGGAGUGUUGCUUGAUCUAAAAAUAGCAUUACCGAACAAUCUAAAGGACCUGUACUAGGUUUAACAUGUUGAGCAUUACUCAUGUUAGACCUAGUACACGUCCUUUAGAUUCUUUAAAAUUCCCAAAUUCUAUCUUGUUGUGGCCUGUGUGGGACCUGAAAUUAAGAAACAGUG

>hsa-mir-370

CGGUUGGACCCACGAGGGCGCUGCAUUCCUCAUUCUACAAACCGUACAAGUCGGGGCACAAGACAGAGAAGCCAGGUCACGUCUCUGCAGUUACACAGCUCACGAGUGCCUGCUGGGGUGGAACCUGGUCUGUCUGUCUGUCUAACACCAGAGCUCGGGCGCUGCUGCAGAGGGAGCCAAGAUUUGGGUGAGGGAGGGGG

>hsa-mir-381

CCCGGGAGAGGAGGCCGGCCCCGUGAAUGAUAGUGAGGAACCUGCCCAGUGCUAUUGUUUGGUACUUAAAGCGAGGUUGCCCUUUGUAUAUUCGGUUUAUUGACAUGGAAUAUACAAGGGCAAGCUCUCUGUGAGUAUCAAACCUUGUCUUGGACCCAGUCCACACUCAGCAAGGGAUGCGGUAUGUGUGUGCAUGACCG

>hsa-mir-382

GCCACUCCCCUUGGAGAAGUGGAAGGGGACUCCUUGUCUGUCUUGUCUCUGCUUUUCUGUGGUACUUGAAGAGAAGUUGUUCGUGGUGGAUUCGCUUUACUUAUGACGAAUCAUUCACGGACAACACUUUUUUCAGUACCAAAUGCUACCUCUAAGGACUUCCUGGACACAAUGGCAGCUUCAGGAAAGAUAGUCUUUGU

>hsa-mir-383

UGUGUAUUGUUUGAUUAUGUUUGCAUAAUUUAUCAAGAGACUUCAGAAUCUCCCCGUCACCUGCUCCUCAGAUCAGAAGGUGAUUGUGGCUUUGGGUGGAUAUUAAUCAGCCACAGCACUGCCUGGUCAGAAAGAGCAAGUGUCCUAGCCUUUACCUCAUGAGACCUUGGGUAUCCAUCCAGCGUAGGUCCCAAGGGAAC

>hsa-mir-3907

AGCUGUGGCACAGGUGUGGGGUUGGAAAGCUGUAGGUGUGGAGGGGCAUGGAUACGGGGGCCAUGAGGGUGGGGUCCAGGCUGGACCAGGCCUGCCCUGAGUCCCCCAGCAGGUGCUCCAGGCUGGCUCACACCCUCUGCCUCUCUCUCUUCCUUCCUGGCCCCAACCCUUGAGGCAGCAGACUGUGCCAGGCACCAGGC

>hsa-mir-3909

GGAGAACCCUGGCGCCUGCCCUGGUCACCAGCCUGGCUGAGGUAUGCUGUUGCGCUGUCCUUCCUCUGGGGAGCAGGCUCCGGGGGACAGGGAAAAGCACACAAGGAACUUGUCCUCUAGGGCCUGCAGUCUCAUGGGAGAGUGACAUGCACCAGGACCACCGCUGUGAAGGGCUAAGUGCUGUCCUGGAGGGGGCACCA

>hsa-mir-3921

UCACUAUAAUGUAAGUGGUUUGGCCUUGAUCCUGUUUAAGGACCCAUCCUAAACAUCACCUAGCCCAGUACAAGGCAUAUGGUACUCAAGAGACUUAGAAAUCCCUAAGUCUCUGAGUACCAUAUGCCUUGUACUGGGCUAGGGAGAAACUAGACACAGACACUGUCCCUAUUCUCAUGGAACCUGUAACCUAGCUAGAG

>hsa-mir-3922

UUCUCUUUAUCAAUGUUUAACAUAUUCCAUUCAUAAGCACCCUCAAAUUGAACUUAAAGGAAGAGUCAAGUCAAGGCCAGAGGUCCCACAGCAGGGCUGGAAAGCACACCUGUGGGACUUCUGGCCUUGACUUGACUCUUUCCAGAUAUCUGAGUCAGACGUUUUCAAAGCAUGCACCAUGACCCACGGGUGUGUUGUAA

>hsa-mir-3926-1

AUGAAAUUUUAAGUUCUGUUAAAAUUAUCACAGUAAAGUUCCUUGACUUUAAAAGCUUGCUUUUAAAAUGGAGCUGGCCAAAAAGCAGGCAGAGACUUUAAAAGCGUCUCUGCCUGCUUUUUGGCCAGCUCCGUUUUUCAUCACUGACGCUUAUAAUUGUUAUCAUUCCUUGUUUACCAGAGCCUGUCAUUUGUUUUCUU

>hsa-mir-3943

GGCCAGGGAGCGGGUGAUGAAGGACUUCAGCAUCUUUAUCAGCGCCCCCCCACACAGACGGCAGCUGCGGCCUAGCCCCCAGGCUUCACUUGGCGUGGACAACUUGCUAAGUAAAGUGGGGGGUGGGCCACGGCUGGCUCCUACCUGGACAGGCCUCCAGCUAACUCCGGGCUUGCACAGCAAAUACAAGAAAAAAAGAA

>hsa-mir-3945

AUGUACUCAAAUAUCACCUCAAAUAAGAUGAGGUCUUUCUGAGAGAAAAGAGAUGUUGAUGCACGUGACGGGGAGGGCAUAGGAGAGGGUUGAUAUAAAAUGCAAUUACAGCCUCUUAUGCUUUCCAAAGUGGGGGAUGAUUCAAUGAUUCCUGACUGGUCCACAGCCAUAUAUCAAUUGAGGUUAUAAUACUAAUUUGA

>hsa-mir-4251

CAGAAGCCUGGGUGCUGUGGCCAUGGAGGAGGGGCUCCCGCCUCUGGUCAGCCUUCUGGCAUCUGGGAACACGUCCUCCAGCUUUUUUCCUUAGUGGCCAAUUCCUGAGAAAAGGGCCAACGUGCUUCCAUCCACUUCAGAGGGCACUUGUAUGAAAAUCUCCUCCCCUCCCCCGUCAGCCCCGCUGUGGAGGGAUCAAC

>hsa-mir-4259

GCAGCAGAAGUCCGGAGUCAGGGCGUGUGGCUGAGGAGAUGGUGAGGGAGAACCUCAGAUGGGCCCCUUGUGUCCUGAAUUGGGUGGGGGCUCUGAGUGGGGAAAGUGGGGGCCUAGGGGAGGUCACAGUUGGGUCUAGGGGUCAGGAGGGCCCAGGAGUAAGGAGAACACCUCUAGAAGAAGCAAGGGAGAUCCUGAGG

>hsa-mir-4283-1

GAAGCAGGUGGUGUCCUGUCCCGGCAAAGGCAGACAUGGGGCUGACACAGAACGGCCCAGGGACUCUGAUCCUGGGGCUCAGCGAGUUUGCAAGGGGUGUUUCUGUCCAUGGUCAGGCUUGCCAGCCUUGGUCCUUGGGCCCACCAUAAGGUGGCCCAGUCCUGACCCUGUCUUGGAAUUGCUGAGAGCAGAAAUGCAGU

>hsa-mir-4288

ACUCAAGAGUGUGCUGGGUUUGCUCCAAUUACUUGUGCCUGCUAAGCUGGUUCCUGGAUCAGUAGAGGGAUGGAGGUGGAGAGUCAUCAGCAGCACUGAGCAGGCAGUGUUGUCUGCUGAGUUUCCACGUCAUUUGCUAUUAAAGAAACGUUACACUCUCAAACUGUGUUUGAUUAUUCUUUCUGUCAGUGGCAUCACUG

>hsa-mir-4303

GGAGUUCAGUUCUUCCACCUGGCUCUCAGGGGAAUGCUGAAAUGAGAUCUUGGUUGACAUGAAAUUUACAGAAAAUAGCUUCUGAGCUGAGGACAGCUUGCUCUGCUUUUCUUUAGCUUAGGAGCUAACCAUGGUCUUGGUUGAGGCUUGGGCUUCUGUAAUUCCUUCUCUGGUAUUUUGCAUAGUGAUUAAGUGUUUAG

>hsa-mir-4305

UGUUGGAAUACCACAAUAAAGAGUCAAGCUUCUGCUACUGCGGUUUCUUUCUAGAGCUGCCUUAGACCUAGACACCUCCAGUUCUGGGUUCUUAGAGGCCUAAUCCUCUACAAACUCAGUUUUCAGACUGUGAGGGAAAUUCUCUGUCUUAUUGCUUUCUAGGUAUGCUGUCAAUAACAGAGCCUGAUUGCCACCUCAAA

>hsa-mir-4307

GGAGAGAGAGAAAGGCACCUAGGGAAAACAGAUGACUUUUUGGAAAGAUAAAUGGGCUUUCAGAAGAAAAAACAGGAGAUAAAGUUUGUGAUAAUGUUUGUCUAUAUAGUUAUGAAUGUUUUUUCCUGUUUCCUUCAGGGCCAUAAUACUCCCCUGGAGAAGGGGUUUGAGGUAGGUUUUAUUUACAUUUUCCCUUCUGG

>hsa-mir-4317

UGUUAGGCACAAUCCCACAAAAGAAAUGUGGACUUUGCGGAUGAAGUAGACCUCAAUGUUGCCUUGCAUCUAAAAGGCGAGACAUUGCCAGGGAGUUUAUUUUGUAGCUCUCUUGAUAAAAUGUUUUAGCAAACACUAGCGUGCCAGGCUUGGUCCUAAGCCCUUUGCCGGUGUUAACCCAUGUAAUCCUCGUGACAGCU

>hsa-mir-4327

GGUGCCAGGGCCUGGAAAAGUCUCAAACAAUGAGGCCGGAUGACCUCCGAGAAAGCCACAGGCCUGGGUAGGCUUGCAUGGGGGACUGGGAAGAGACCAUGAACAGGUUAGUCCAGGGAGUUCUCAUCAAGCCUUUACUCAGUAGUGGGUUCUUCAUAGUUAGCAUUAAUGUUUAAUAGAUACAUUUCCCCUUGGGUGAG

>hsa-mir-4329

ACGUGUUCAAAGAGAGCCCUGAGAUAAGCACCCAUGCUUAAGGAAAAGGGAUGAUGGUCCAGGUUCUAGAGAGGAAGGUGUACCAGGGUUUUGGAGUUUUUUUUUCCUCCUGAGACCCUAGUUCCACAUUCUGGAGCUCCUCCACACUUUGAAGUCUCCCGGUGAGAAUACCGAUUGAGGCCAAGGCUUAGAGGACAAGA

>hsa-mir-449a

UACCCUGCCACUUGCUUCUGGAUAAAUUCUUCUUGUCAAUGAAGUGCUCUGGAUACCUGUGUGUGAUGAGCUGGCAGUGUAUUGUUAGCUGGUUGAAUAUGUGAAUGGCAUCGGCUAACAUGCAACUGCUGUCUUAUUGCAUAUACAAUGAACAUCAGAGUGUAACUGAAUCUGUAAUUAGUGUGUGUUUAUGUGUACUU

>hsa-mir-487a

GGACUAGCUGGAAGGAAGGCAGACUCUGGUGAAGACGUGGGCCGUCACCGUCAGCCUUCGGUACUUGAAGAGUGGUUAUCCCUGCUGUGUUCGCUUAAUUUAUGACGAAUCAUACAGGGACAUCCAGUUUUUCAGUAUCAAAUACUGCUUUGGAAGGCUUCCCGGACAGCGUCCCGCCUUCAGGCAAGGGGUCUUGGCUU

>hsa-mir-509-3

AUGGUUGUUUCAAAGGUGAAUGGGUGGGUAUUAAGGCAAGGCUGCCAUCCUCAGACAUGCUGUGUGUGGUACCCUACUGCAGACGUGGCAAUCAUGUAUAAUUAAAAAUGAUUGGUACGUCUGUGGGUAGAGUACUGCAUGACACGUGCAACAUACAUGAUGACACUGUGUGUGUGUUGGAGGCAUUUAGUUGCAUGCAG

>hsa-mir-510

UUUGAAAAGUGUGUGAUUAAGUAUUUAGGCUGUGCUCCCAUUUUCAGGAAUGCUGUGUAUGUGUGUGGUGUCCUACUCAGGAGAGUGGCAAUCACAUGUAAUUAGGUGUGAUUGAAACCUCUAAGAGUGGAGUAACACAUGACAUGUACUACAUAUGCAAUGAUAUUGCAGAUAUUUAGUUGCAUGCAGUGGUAUGCUUU

>hsa-mir-518d

UUUAACCUGGUCAAGGAAAAUUCCAACAAGAAACCCAGAGUGCUGGAGUGAGAAGAUCCCAUGCUGUGACCCUCUAGAGGGAAGCACUUUCUGUUGUCUGAAAGAAACCAAAGCGCUUCCCUUUGGAGCGUUACGGUUUGAGAAACUCAAUGUUGAAGUUGAUGCUGACUUCAGUAAUACAUUUGUAGAGGAUGCUUAUC

>hsa-mir-518e

CAUUUUAACCCGGUGAAGGAAAAUUCCAACAAAAAACCCACAAUGCUGGAGCAAGAUCUCAGGCUGUGACCCUCUAGAGGGAAGCGCUUUCUGUUGGCUAAAAGAAAAGAAAGCGCUUCCCUUCAGAGUGUUAACGCUUUGAGAAAAGCAACGUUGAUCUUGGUAAUACACUUGCAGAGAAUGCUUAUAAUCAACCAUGG

>hsa-mir-519c

UUUAACCUGGUCAAGGAAAAUUCCAACAAAAAAUCAAUGGUGCUGGAGCAAGAAGAUCUCAGCCUGUGACCCUCUAGAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAAGAAAGUGCAUCUUUUUAGAGGAUUACAGUUUGAGAAAAGCAACGUUAACGUUCAUGCUGAUCUCGGCAAUACAUUUGCAGAGCGUGCUUAUC

>hsa-mir-519e

CAUUUUAACCUGGUAAGGAAAAUUCCAACAAAAACCCAGAGUUUUGGAGCGAGAAGAUCUCAUGCAGUCAUUCUCCAAAAGGGAGCACUUUCUGUUUGAAAGAAAACAAAGUGCCUCCUUUUAGAGUGUUACUGUUUGAGAAAAACCACGUUGAAGUUGAUGCUGAUCUUGGUAACGCAUUUGCAGAGCGUGCUUAUCAU

>hsa-mir-520h

UAACCUGGUCAAGGAAAAUUCCAACAAGAAACCCAGAGUGCUGGAGCAAGAAGAUCCCAUGCUGUGACCCUCUAGAGGAAGCACUUUCUGUUUGUUGUCUGAGAAAAAACAAAGUGCUUCCCUUUAGAGUUACUGUUUGGGAAAAGCAGUGUUGAAGUUGAUGCUGAUGUUGGUAAUAUAUUUGCAUGCUUAUCAUCAGA

>hsa-mir-526a-1

UUUAACCUGGUGAAGGAAAAUUCCAACAAAAAACCCACAGUGCUGGAGCAAGAAGAGCUCAGGCUGUGACCCUCUAGAGGGAAGCACUUUCUGUUGCUUGAAAGAAGAGAAAGCGCUUCCUUUUAGAGGAUUACUCUUUGAGAAAAACAACAUUGAAGUUAAUGCUGAUCUUGGAGAUCAUGCUUAUAAUCAGACUUGGA

>hsa-mir-542

UAAAAAGUCUUUAGGGGUCAUGGGUGAUACAGAAAUUUGGGAUCGGUCAAGGAUGCACAGAUCUCAGACAUCUCGGGGAUCAUCAUGUCACGAGAUACCAGUGUGCACUUGUGACAGAUUGAUAACUGAAAGGUCUGGGAGCCACUCAUCUUCAUAGCAAAACAUGUGGUAAGUAUUACAAGACGAAUCAAUGAAAAGAU

>hsa-mir-548j

ACCCCUGCACUCCACGAUGAUUGCAUUCCUGAGCCUGGCCCAGGUGGGCAGCCAGUGAAUAGUUAGCUGGUGCAAAAGUAAUUGCGGUCUUUGGUAUUACUUUCAGUGGCAAAAACUGCAUUACUUUUGCACCAGCCUACUAGAACGCUGAGUUCAGUGCCUUAAGCGGUGUUUCACAGAGAGGGAGCAAGGGGCAGCGC

>hsa-mir-548l

UCUGGCCCAACCACUAGUUGUAUGACCUUGAGCAACCGCAUCCCUUAUCCCUUGGUUUGUAUUAGGUUGGUGCAAAAGUAUUUGCGGGUUUUGUCGUAGAAAGUAAUGGCAAAAACUGCAGUUACUUGUGCACCAACCAAAUGCUUCGUAGAUUUAUGAGAUCUAAAUGGAUUAAAUAGUGUCUGUUGCACAGUAGGUAA

>hsa-mir-548m

UUACGAUUUUAUUUUCUUGUUGGUUCAUAUGAGUUUUUUUUGUUGGUGUUUAUUCUAGAUAUUAGGUUGGUGCAAAGGUAUUUGUGGUUUUUGUCAUUAAAGUAAUGCAAAAGCCACAAAUACCUUUGCACCAACCUAAUAUUAGCCCCUCGGAAUUAUAGACAUGGCAAGUAUCUACUAUCAGUAAGUUGACUGGAGUA

>hsa-mir-548t

UUGCUUGUAAGUGCUGGGUGAUUGAAUCUAUAAUUUGCGUCAAGAGAAGUGAAGAAAAAUGUUAGGGUGGUGCAAAAGUGAUCGUGGUUUUUGCAAUUUUUUAAUGACAAAAACCACAAUUACUUUUGCACCAACCUAACCUUGUUUUAGGCAUGUAUCUAUUUAAAGACACUUUAUUUUACCUAUAACGUUGAUGGGUU

>hsa-mir-553

CCUUAUAUGUUGAGCAAGAAGAUUAGCCUGGAGAAUCUCCAAAAUCCUUCUAACUAUAACAUUCUUCAAUUUUAUUUUAAAACGGUGAGAUUUUGUUUUGUCUGAGAAAAUCUCGCUGUUUUAGACUGAGGCAGUGUGUUAUGAUAGAGAGCACUAAACAGAGAGUGAGAAGACCUAAAUUUUAGUCCCAUGUCCUGUCA

>hsa-mir-574

CAGGGAGGACCCGGCUCUGGGGUGAGGGUCUGGGGCGGCGCGGCCGAGGGACCUGCGUGGGUGCGGGCGUGUGAGUGUGUGUGUGUGAGUGUGUGUCGCUCCGGGUCCACGCUCAUGCACACACCCACACGCCCACACUCAGGGUCUGCCCCCUCGGCCUGCGUGAACCUCCGCGGAGCCUGCCUGGAUCUCCCAAAGUA

>hsa-mir-577

UUGGUAAAUAACUGUGACCUGAGGGGGAAGUUUCAGGCACCCAAGGCAGGCUGUAUUUGGGGGAGUGAAGAGUAGAUAAAAUAUUGGUACCUGAUGAAUCUGAGGCCAGGUUUCAAUACUUUAUCUGCUCUUCAUUUCCCCAUAUCUACUUACUGUAGGUACGGCCUCAUUAAAAAAUAUAAACUCUCUGAAGACAGAAC

>hsa-mir-578

CAACAAUUAUUAUUACCUCAUUAUGGUAUUUCCCACUGUUGGUCUACAGAUAAAUCUAUAGACAAAAUACAAUCCCGGACAACAAGAAGCUCCUAUAGCUCCUGUAGCUUCUUGUGCUCUAGGAUUGUAUUUUGUUUAUAUAUAUUUUUUAAUCCUGAAUGUCUAGUAUUAUGCUUGGGACAUAGUGGCCACUCAGUGAA

>hsa-mir-579

CUGUCUCUAUAGAUUUGCCUAUUCUAGAGAUUUCAUAUAAAUGGAGUCAUAUUAGGUUAAUGCAAAAGUAAUCGCGGUUUGUGCCAGAUGACGAUUUGAAUUAAUAAAUUCAUUUGGUAUAAACCGCGAUUAUUUUUGCAUCAACUUACUACAGUCUAUGGUCUUUUGUGUCUGGCAUCGUUCACUUAGCGUGUUUUCAU

>hsa-mir-587

AAUACCCAGGCAAGAGAGAGUUGCUGUCCUUUAAAAGGUCUCUUUCUGCCCCUCCUAUGCACCCUCUUUCCAUAGGUGAUGAGUCACAGGGCUCAGGGAAUGUGUCUGCACCUGUGACUCAUCACCAGUGGAAAGCCCAUCCCAUAUCCCACCUAAACCACUCUUUGGUGCCCAGGAUCCCAAGGGCCCUGAACUCACUU

>hsa-mir-588

AACACCAAAUUGAACAACUAUUUAAAUAAAAAAGCACCUUCAUGAGAACCGAAAAUCAGCUUAGGUACCAAUUUGGCCACAAUGGGUUAGAACACUAUUCCAUUGUGUUCUUACCCACCAUGGCCAAAAUUGGGCCUAAGGGGUCCCAAUUCCCGGCCUCAGCUCUUGGAUGGAAUUUCUAGACCUGCCCUGGGCCAGCG

>hsa-mir-591

AUAGUGUAUGAAUCUUGAGAAUUGAUAGAUCUGUCAGAUUAUAGAGGAGGAGGGAGUCUUAUCAAUGAGGUAGACCAUGGGUUCUCAUUGUAAUAGUGUAGAAUGUUGGUUAACUGUGGACUCCCUGGCUCUGUCUCAAAUCUACUGAUUCAUAAUUUUUGGGUGUGGGGCUUGGGAAUGUGUUUUAAACAAGCUCUCCA

>hsa-mir-607

AACCCAAUCGUGUAUCCCAUUUUAUAACAGAGCACAGAGAGGUUAAGUAACUUGCCUAAAGUCACACAGGUUAUAGAUCUGGAUUGGAACCCAGGGAGCCAGACUGCCUGGGUUCAAAUCCAGAUCUAUAACUUGUGUGACUUUGGGCGAGUUACUUAAAGCCGGCUCUUUAACCAUCACACUAUUUUUUGCUUCCAGUG

>hsa-mir-611

GCUAGGCGCCUGCUCCUGCCGACGUGUUCUUCCGGUGGCGGAGCGGCGGAUUAGCCUUCGCGGGGCAAAAUGGUGAGAGCGUUGAGGGGAGUUCCAGACGGAGAUGCGAGGACCCCUCGGGGUCUGACCCACACCGCGCUUAUCUCCUCAGACGCCGGAGAUCCAGAGGGCUAGACGCUCCUGGAACCUCCGGCUUGGGC

>hsa-mir-612

CUGGCCUGACAUGUGUGUCCCUGAGCAGGUUACAGUCCUCUCUGAGCCUCUGCUUCCCAUCUGGACCCUGCUGGGCAGGGCUUCUGAGCUCCUUAGCACUAGCAGGAGGGGCUCCAGGGGCCCUCCCUCCAUGGCAGCCAGGACAGGACUCUCAAAUGAGGACAGCAGAGCUCGUGGGGGGCUCCCACGGACCCGCCGUG

>hsa-mir-613

UAUAAUAUAUUUUCUAUUUCUACUAGGUGUGGGCUUUAUUGGUUGAUUUCUCGGUGAGUGCGUUUCCAAGUGUGAAGGGACCCUUCCUGUAGUGUCUUAUAUACAAUACAGUAGGAAUGUUCCUUCUUUGCCACUCAUACACCUUUAUGUGCAUCUCACAUGGUGUUCUUCCCCAGGUGGAUGUGAUUCUCCAUGCCAGU

>hsa-mir-614

AAGUGCUGGGAUUACAGGCAUGAGCCACCGCGCCCGGCCCCGUUGUUUCCCUUCUAAGAAACGCAGUGGUCUCUGAAGCCUGCAGGGGCAGGCCAGCCCUGCACUGAACGCCUGUUCUUGCCAGGUGGCAGAAGGUUGCUGCUCAUUUGAGCAGUACCUGUCACCCCUCCUCCCACUGCUGCGGCUGUUAACUCAUCUUC

>hsa-mir-617

UAGCUAAAGAGUAGAGUUGAAGGGAUGGCCUGGAGCCAUGUCACGGAAGCUACCAUAAGCCAUCAUAAGGAGCCUAGACUUCCCAUUUGAAGGUGGCCAUUUCCUACCACCUUCAAAUGGUAAGUCCAGGCUCCUUCUGAUUCAAUAAAUGAGGAGCAUUCUGGAAAAGAGAUUUCAUCCAAGGCUUGAUCUCAAUUGAA

>hsa-mir-619

UGCCAUGUUGGCCAGGCUGGUCUCGAACCCCUGACCUCAAGUGAUCCGCCCACCUCAGCCUCCCAAAAUGCUGGGAUUACAGGCAUGAGCCACUGCGGUCGACCAUGACCUGGACAUGUUUGUGCCCAGUACUGUCAGUUUGCAGAGUGUCCCUCAGUGUGAGUGUGUCUGAUGUUCUUGUGUGAUUCCACCGGGCACGU

>hsa-mir-622

AAGAUCAUGGCAGACAUUCGGCCCAAUACGAUGAGCUGGCUGGGAAGAACCGAGAGAAGCUGGACAAGUACUGGUCUCAGCAGAUUGAGGAGAGCACCACAGUGGUCAUCACACAGUCUGCUGAGGUUGGAGCUGCUGAGAUGACACUCACGGAGCUGAGACAUACAGUCUAGUCCUUGGAGAUCGACUUGGACUCCAUG

>hsa-mir-636

GGAGGACCCCGCCUCGCGACUGGGGAAAUGGCGUCUGGCGGCGAGAUAAUGGCGGCCUGGGCGGGAGCGCGCGGGCGGGGCCGGCCCCGCUGCCUGGAAUUAACCCCGCUGUGCUUGCUCGUCCCGCCCGCAGCCCUAGGCGGCGUCGCCGCAGCCGAUCCCGGAGUCGGAGUCGUUCCAGGUCUCGCAGCCGAUCUCGC

>hsa-mir-642b

GAGGAACGGAAAAUUCCAGUAUGGGAGUGAUAGGCUGGGAGAGUUAAAUGAUGGCAGAGGCCGAGUUGGGAGGUUCCCUCUCCAAAUGUGUCUUGAUCCCCCACCCCAAGACACAUUUGGAGAGGGACCCUCCCAACUCAGAUAAACUGUGGAGAGUGUAGGAGAUAGGAAAUGGACUGAGAACUUCCUGGUCCCACCAG

>hsa-mir-645

GCUCAGGUGGUCAUGCUCAGUCGCUCGCCACUCACCUCCUGCCAUGCAGUCCAGUUCCUAACAGGCCUCAGACCAGUACCGGUCUGUGGCCUGGGGGUUGAGGACCCCUGCUCUAGGCUGGUACUGCUGAUGCUUAAAAAGAGAGGGUUUGCCAGAAAUCAGAUGGGACAAAAGGGCAAAGGCCGUGCCACAGAGUGCCC

>hsa-mir-646

ACCUGCCAGGACAGCACUGACUACCACAGCCAGGACAGUUCAGAAGCCUGGAGAUCAGGAGUCUGCCAGUGGAGUCAGCACACCUGCUUUUCACCUGUGAUCCCAGGAGAGGAAGCAGCUGCCUCUGAGGCCUCAGGCUCAGUGGCCUAUCUUUACCCCAAUGCAUGCAGGUCAGAAUGUAGCUGAACAGCAGCCCAGGG

>hsa-mir-651

GUACAAAUGUAUGAUACAGAUAACAAAAUGUAUUAACAAUUCCCUAGAUCUACAGAAAUCUAUCACUGCUUUUUAGGAUAAGCUUGACUUUUGUUCAAAUAAAAAUGCAAAAGGAAAGUGUAUCCUAAAAGGCAAUGACAGUUUAAUGUGUUUCUGACAUGCAACCUUCAAGAGAUCCAUAUAUGAACCAUUUUGUGUGG

>hsa-mir-655

UCUGGAAGCAAAGACAACGGUGGGGAAGAGGCCAUGGUUUUCGUUUCAGAACUAUGCAAGGAUAUUUGAGGAGAGGUUAUCCGUGUUAUGUUCGCUUCAUUCAUCAUGAAUAAUACAUGGUUAACCUCUUUUUGAAUAUCAGACUCUGCCUCGGAGGGCCGCCCCCACAGGAGACGUGAGAGUGUGUGCCUUGUGUGAGC

>hsa-mir-657

CACUCCAGGCCUCAGUUUCCCCAUCAAUUCCCACCUCCUGGGGAGCCGAGAGUGAUAGUGUAGUAGAGCUAGGAGGAGAGGGUCCUGGAGAAGCGUGGACCGGUCCGGGUGGGUUCCGGCAGGUUCUCACCCUCUCUAGGCCCCAUUCUCCUCUGCACUGUAACAUUUGAGGCCCACGCACACAGUCCCUCCCCAGGUCU

>hsa-mir-659

GUGCUGUCACCAGAGGUGACACAAAUUUGGAAAUAAUGGAGCUUAAGCUUUACCGACCCUCGAUUUGGUUCAGGACCUUCCCUGAACCAAGGAAGAGUCACAGUCUCUUCCUUGGUUCAGGGAGGGUCCCCAACAAUGUCCUCAUGGUCCUUUGCUUUUGUAAAAUUUGUGAAAUAUUUUUAUUGCUGAAACCACCUUUG

>hsa-mir-662

GCCAGUGGGGCUGGUGGGGCUGGCGUCCAGGCCGAGCUGGCCCAGGGUGGAGCUGUUGAGGCUGCGCAGCCAGGCCCUGACGGUGGGGUGGCUGCGGGCCUUCUGAAGGUCUCCCACGUUGUGGCCCAGCAGCGCAGUCACGUUGCCAACAUCCAGGCUCUGCGGAGAGGGGUGGGGCAGAGGGGCCGUGGGGCCAACUU

>hsa-mir-664

AAUUCCAAAGUGUUAAGUUCAGUUCAGGGUAGCUUCCCUGCUCUGUUAAUUAAACUUUGGAACAUUGAAACUGGCUAGGGAAAAUGAUUGGAUAGAAACUAUUAUUCUAUUCAUUUAUCCCCAGCCUACAAAAUGAAAAAAGGUACAAUAAACGUUAUUGUAUGUACAUCUUUAUGUAGAGGUCUGGUUAAUUUAUUCAA

>hsa-mir-765

GUCAUAACUCAGGAAGACAAGGCACAUACCUACCUGACCUAAGGGCUUUAGGCGCUGAUGAAAGUGGAGUUCAGUAGACAGCCCUUUUCAAGCCCUACGAGAAACUGGGGUUUCUGGAGGAGAAGGAAGGUGAUGAAGGAUCUGUUCUCGUGAGCCUGAACUUUCUAGACAAAACAUGUGGAAGCGGUCACCUCAGGCUG

>hsa-mir-767

UGGGCAUAUUCCUCAUUGUGUUAUUCACUCUUGUAUCACACCCACCUGCUUUUAUAUUGUAGGUUUUUGCUCAUGCACCAUGGUUGUCUGAGCAUGCAGCAUGCUUGUCUGCUCAUACCCCAUGGUUUCUGAGCAGGAACCUUCAUUGUCUACUGCUUUACAGGGAAAUAGUGUUUUAUGCAUCGUGUAUAUGAGUUUAG

>hsa-mir-891b

ACUAUAAUUACGUAGCUUCUUUGUUUCUUUGUAGGUCCCAAAAGAGUCUACAAAUGUUGUCUCCUUAAUCCUUGCAACUUACCUGAGUCAUUGAUUCAGUAAAACAUUCAAUGGCACAUGUUUGUUGUUAGGGUCAAAAGAGAUAAUCCAUCUAAAGGCCUCAUGGACAUUGCAAACCAUGUAAGUCAUCAGUUAUGUAG

>hsa-mir-922

UUCAGUUCUGGAGCUUCUGAGCCAGGCCUUUCUCAACCACCUCUCCUGCUGCUGAAACGGGGAUGGCGUUUUCCCUCUCCCUGUCCUGGACUGGGGUCAGACUGUGCCCCGAGGAGAAGCAGCAGAGAAUAGGACUACGUCAUGGGCAUUUCGUCCACUUAUUUGGGUAUUUUGGGGGCCACAGAACAAUCCUGACUAUC

>hsa-mir-924

GUUUCUGUUAUUUAUCCUAAGAUAGAUUGCUGGUGAAAAUUCCUCAACUGACCACCCACAGACCACCUAAGCCAGUCAAUAGAGUCUUGUGAUGUCUUGCUUAAGGGCCAUCCAACCUAGAGUCUACAACUGAUUCCCUUCCAUCCUAUGGUUUUUGCCUUUAUAAUAAUUUUCUACUCCUUGACUCCUCUUCGGUGUGU

>hsa-mir-933

GGCAGAGGAAAAAGGAAUAACGGCUCCCUCUUAGACCCCUCCCUCCGAAUUAUCUUCACCCUACUUGGGUCAGUUCAGAGGUCCUCGGGGCGCGCGUCGAGUCAGCCGUGUGCGCAGGGAGACCUCUCCCACCCACAGUCCUUGGGUUGGGCGGGGAGAGGGCCCACUCUGGUCUCCCCACCCAGUAUUCAAGCGAUUGA

>hsa-mir-934

AAGUAGGUAUCUGGGCCAGCCUUUGAUGGUGUGUGUCUGUAUCCUGAGAACGAACUUGAGAAAUAAGGCUUCUGUCUACUACUGGAGACACUGGUAGUAUAAAACCCAGAGUCUCCAGUAAUGGACGGGAGCCUUAUUUCUAUCACUCAGUGUUUUCAUAGAUAGAAUUUGUUUCAUUUUAGCCUCAAAAAAGAGUAUAU

>hsa-mir-936

CAGACAGGGCUGUCCCGUGGCUGAUGGCUGCGUGGGCUCCUGGGACACAAUGUGCUUCAAGGCCACUGGGACAGUAGAGGGAGGAAUCGCAGAAAUCACUCCAGGAGCAACUGAGAGACCUUGCUUCUACUUUACCAGGUCCUGCUGGCCCAGACGGACACCAAGGCCCAAGAGGUUGGUCACUCAUCUGCUGCCCCCAG

>hsa-mir-939

CCUGGAGGUGUACAGCGUGGACUUCAUGGUGGACAAUGCCCAGCUGGGUUUUCUGGGUAUGUGGGCAGGGCCCUGGGGAGCUGAGGCUCUGGGGGUGGCCGGGGCUGACCCUGGGCCUCUGCUCCCCAGUGUCUGACCGCGACCGCAACCUCAUGGUGUACAUGUACCUGCCCGAAGGUGAGUGCUUCCUCCACCCCCUC

>hsa-mir-93

AUGUGUCCUAGAUCCUGUGCUACAGACCUUCCUUUCUGUCCUCCCGUCUUGGACCUCAGUCCUGGGGGCUCCAAAGUGCUGUUCGUGCAGGUAGUGUGAUUACCCAACCUACUGCUGAGCUAGCACUUCCCGAGCCCCCGGGACACGUUCUCUCUGCCAAUUGUCUUCUUGGCUGAGCUCCCCAAGCUCCAUCUGUCAUG

>hsa-mir-96

UGCAGGGAUGCAAGGCCCCUCGUCCAGUGUGUCCCCAGAGAGCCCGCACCAGUGCCAUCUGCUUGGCCGAUUUUGGCACUAGCACAUUUUUGCUUGUGUCUCUCCGCUCUGAGCAAUCAUGUGCAGUGCCAAUAUGGGAAAAGCAGGACCCGCAGCUGCGUCCGCCUCCCCUGCAUCCUUGUGUCAGGGCCCCAGCCUGC

>hsa-mir-127

ACCCACAGGUUCCCAAGGCGCGGUGGAGGGACACUCGUAAAAGGUCUCGCUGUGAUCACUGUCUCCAGCCUGCUGAAGCUCAGAGGGCUCUGAUUCAGAAAGAUCAUCGGAUCCGUCUGAGCUUGGCUGGUCGGAAGUCUCAUCAUCUGCUUCCUUCGGGUUAAACACGUCGGCCAGGUCUGAGUAUGGGUGUGGCAGUC

>hsa-mir-155

AAAUCUGUGGUUUAAAUUCUUUAUGCCUCAUCCUCUGAGUGCUGAAGGCUUGCUGUAGGCUGUAUGCUGUUAAUGCUAAUCGUGAUAGGGGUUUUUGCCUCCAACUGACUCCUACAUAUUAGCAUUAACAGUGUAUGAUGCCUGUUACUAGCAUUCACAUGGAACAAAUUGCUGCCGUGGGAGGAUGACAAAGAAGCAUG

>hsa-mir-181c

UCUCUGGUUCCCUGCCACCUACCCCACCCCCGACUCCAGGUCCCGGAAAAUUUGCCAAGGGUUUGGGGGAACAUUCAACCUGUCGGUGAGUUUGGGCAGCUCAGGCAAACCAUCGACCGUUGAGUGGACCCUGAGGCCUGGAAUUGCCAUCCUCCUGCCGGUGACUCUGACCUUCCAGAUCUAGGGGGGCCUGGGGAGCC

>hsa-mir-184

AAUCAAACGUCCAUUUACAUCUUGUCCUGCAAAGCUUCAUCAAAACUUCUUUGCCGGCCAGUCACGUCCCCUUAUCACUUUUCCAGCCCAGCUUUGUGACUGUAAGUGUUGGACGGAGAACUGAUAAGGGUAGGUGAUUGACACUCACAGCCUCCGGAACCCCCGCGCCGCCUGCACUUGCGUGAUGGGGAAAACCUGGC

>hsa-mir-200c

GCAGCUUUUCCGCAGGGAUCCUGGGCCUGAAGCUGCCUGACCCAAGGUGGGCGGGCUGGGCGGGGGCCCUCGUCUUACCCAGCAGUGUUUGGGUGCGGUUGGGAGUCUCUAAUACUGCCGGGUAAUGAUGGAGGCCCCUGUCCCUGUGUCAGCAACAUCCAUCGCCUCAGGUCCCCAGCCCUUAGCUGGCUGCAGCCCCC

>hsa-mir-206

GAGGAAAGAUGCUACAAGUGGCCCACUUCUGAGAUGCGGGCUGCUUCUGGAUGACACUGCUUCCCGAGGCCACAUGCUUCUUUAUAUCCCCAUAUGGAUUACUUUGCUAUGGAAUGUAAGGAAGUGUGUGGUUUCGGCAAGUGCCUCCUCGCUGGCCCCAGGGUACCACCCGGAGCACAGGUUUGGUGACCUUCUUCCUC

>hsa-mir-433

UGUUCUGGCAGCUCCAUGACGUCAAAGUUGAAGUGGGAGAAGAAGAAGACCCAAUGCCCGGGGAGAAGUACGGUGAGCCUGUCAUUAUUCAGAGAGGCUAGAUCCUCUGUGUUGAGAAGGAUCAUGAUGGGCUCCUCGGUGUUCUCCAGGUAGCGGCACCACACCAUGAAGGCAGCCCGUAUUGGAAGAAUCUUCAUCUC

>hsa-mir-498

UCUGAUUUCAGAUGGACCCUGAGAAUGCUCAAGCCCCAAACCCUCCUUGGGAAGUGAAGCUCAGGCUGUGAUUUCAAGCCAGGGGGCGUUUUUCUAUAACUGGAUGAAAAGCACCUCCAGAGCUUGAAGCUCACAGUUUGAGAGCAAUCGUCUAAGGAAGUUGAUGGCAAUGUUAAUAGUUUUUUAAACAAGCAUGAAAU

>hsa-mir-554

CAACCAGUGGAGAGUCCCAGGGGUGAGAGGAAGGCCUACAGAUAGACCCAGGGUGAAGACCUGAGUAACCUUUGCUAGUCCUGACUCAGCCAGUACUGGUCUUAGACUGGUGAUGGGUCAGGGUUCAUAUUUUGGCAUCUCUCUCUGGGCAUCUUUCCUCUUCUUUUUUAGACCUCAUGACCAAGGCAGCUGGUGUCCCC

>hsa-mir-625

UGCAGGUUUUUAAGUUGUAAUCCUGUGUUGUACAAGAGCUGUACUGAUGUGGUGGUAAGGGUAGAGGGAUGAGGGGGAAAGUUCUAUAGUCCUGUAAUUAGAUCUCAGGACUAUAGAACUUUCCCCCUCAUCCCUCUGCCCUCUACCAACUGUGAGCCUGAGUUGAGUAACUGUCUCUUUUUCUCGGUCAAAGGAUAGAU

>hsa-mir-665

CCAGGGUGGAGGGGGUGGGGCUUUGGCGGACCAGGGCUGGCCCUUUCUGUGCCCCAAGAGGAGGGUCUCCUCGAGGGGUCUCUGCCUCUACCCAGGACUCUUUCAUGACCAGGAGGCUGAGGCCCCUCACAGGCGGCUUCUUACUCUCUCCUUAAACCUGUUCUGGAGACAUUUCCCCUCUCCCCAAGGAUUCCCAACUC

>hsa-mir-670

UCUUCCUCUCUGUCAAGUCCGAAGAUGCCAGCUGAGACGUUCUUCAUCCAGUUUAGGGGUGGACCUGAUGUCCCUGAGUGUAUGUGGUGAACCUGAAUUUGCCUUGGGUUUCCUCAUAUUCAUUCAGGAGUGUCAGUUGCCCCUUCACGCGACGUUGGAGAGCAUUACAGCAAGCAGGUGUCUACUCAUUUAUGGCAAGA

>hsa-mir-940

GCUAGUCCAUUUGGAGCUCCUUCAAGCCGAAGCAUCCAACACCAGUGUCUGUGAGGUGUGGGCCCGGCCCCAGGAGCGGGGCCUGGGCAGCCCCGUGUGUUGAGGAAGGAAGGCAGGGCCCCCGCUCCCCGGGCCUGACCCCACUGCUUCAGCCCCCUCCUGCCUGCCUACAGCCUGGCCUCGAGGGCCCAUCAGGUGAG

>hsa-mir-1224

CCUGACCCGGGCCAGGCCAACAACAGUGAAGGCAGCGACCAUGACUACCUGCCCUUGGUGAGGACUCGGGAGGUGGAGGGUGGUGCCGCCGGGGCCGGGCGCUGUUUCAGCUCGCUUCUCCCCCCACCUCCUCUCUCCUCAGGUGCGGCUGCAGGAGGCACCAGGCUCCUUCCGCCUGGACGCGCCCUUCUGCGCCGCUG

>hsa-mir-1238

CCCUCACUACUGCCAGCCCACUGUGGAUGUCAGCCAGGCCGACUUCCCCCUGGAGGUGAGUGGGAGCCCCAGUGUGUGGUUGGGGCCAUGGCGGGUGGGCAGCCCAGCCUCUGAGCCUUCCUCGUCUGUCUGCCCCAGUCCUUCCACUGCACCUCGCCCCGCAAGAUGGCCUUUGCCAAGAUGGACCCAAGCUGUACCGU

>hsa-mir-1273d

UAACCUGGUGGUGUGUUGGGCACCUGUAAUCCCAGCUACUCGGUAGGCUGAGGUAGGAGAAUCGCUUGAACCCAUGAGGUUGAGGCUGCAGUGAGCCAAGAUCGUGCCACUGCACUUCAGCCUGGGUGACAAGAGCGAAACUUCAUCUCAAAAAAAAAAGAGUUGGGAAAAGGUAACAUUCUAUAAUUCUUUCAUUUCUU

>hsa-mir-1277

AAAUAUAUGAUUGUCUUAUUUUACCCUAAUUUUUUCCAGCAGAAAUGCAGUAUCCAUUUCUAACCUCCCAAAUAUAUAUAUAUAUGUACGUAUGUGUAUAUAAAUGUAUACGUAGAUAUAUAUGUAUUUUUGGUGGGUUUAAUUUUUUUCAUCUUUUUUCAUAGUUUUUUUAGGGGCUUCAUUUAACUUCUGGUUAAGUC

>hsa-mir-1278

UUAUUGCUCUAUGCUAUGUGUUAUUCUAAGUACUUUAUAUGUAUUAACUCAUGUAAUCGUAUUUGCUCAUAGAUGAUAUGCAUAGUACUCCCAGAACUCAUUAAGUUGGUAGUACUGUGCAUAUCAUCUAUGAGCGAAUAGGCUCAGACAGAGUGAGUUCCUGAGGUUUGAAGAACCAGUUGGAACCUUGGCAGUCUGGU

>hsa-mir-1292

CCUGCGUUCGGGCCGCAGACAGGGCCUGGGCCUGGGCCUGGGCCUGCGCCUGCGCCUGCGCCUGCCCUGGGAACGGGUUCCGGCAGACGCUGAGGUUGCGUUGACGCUCGCGCCCCGGCUCCCGUUCCAGGUGCUGUUGCACGUGCUGUUUGAGCACGCGGUCGGCUACGCGCUGCUGGCGCUGAAGGAAGUGGAGGAGA

>hsa-mir-1306

GCCCGCAGGAGAAGCGGUGAUGGAGAGCCGAGCUCGCCCCUUCCAAGCGCUGCCCCGUGAGCAGUCUCCACCACCUCCCCUGCAAACGUCCAGUGGUGCAGAGGUAAUGGACGUUGGCUCUGGUGGUGAUGGACAGUCCGAACUCCCUGCUGAGGACCCCUUCAACUUCUACGGAGCUUCUCUUCUCUCCAAAGGAUCCU

>hsa-mir-3182

GGGGUUCUGGAGGAUAGCAGUGAGAAGAUGGGGUAAAAAAUUAGAGAGAAGUUUUGCGUUGCCCCAUGGCUGCUUCUGUAGUGUAGUCCGUGCAUCCGCCCUUCGAUGCUUGGGUUGGAUCAUAGAGCAGUGACUGUUGAUGGCUCACCCAGAUCCCCAGGAACCCACCACUCCCAUACAGGCUUUCAACCUGUUAAUCC

>hsa-mir-3652

GCCCGACCUGCUUGCGGUGUAGUGGGCGGACCGCGCGGCUGGAGGUGUGAGGAUCCGAACCCAGGGGUGGGGGGUGGAGGCGGCUCCUGCGAUCGAAGGGGACUUGAGACUCACCGGCCGCACGCCAUGAGGGCCCUGUGGGUGCUGGGCCUCUGCUGCGUCCUGCUGACCUUCGGUGAGUGAUUCUGGAGGAGCAGACG

>hsa-mir-3681

GUCCCCAGCCUGCCUGGCUCACAAGCCCUGCACACCAAGCCCAUCUUCAAGGAGACACUUGUCUACUUCCAGUAGUGGAUGAUGCACUCUGUGCAGGGCCAACUGUGCACACAGUGCUUCAUCCACUACUGGAAGUGUCAUGAGCUACUGUUCAGGAGUCCAGUGCAACCUGGAAUUCUGAGGGUGUUAACUGUCCAAGU

>hsa-mir-3923

AGAAUAUUACUGUGUUUGGGUAUCAGGUGUUGAAAGAGAUAAUUAGGCUAAUAUAAGUCUGGUAGAGUGAGCUCUAAUCCAAUAUUACUAGCUUCUUUAUAAGAAGAGGAAACUAGUAAUGUUGGAUUAGGGCUCACUCUACUAUUCUCAGCAAAAUAUCAGCAAAAUAUCACAAGGACAGGAAACCAAACAAUGCAUGU

>hsa-mir-4275

CUUCAGGAGGAAGCUGCUUUCACUACUUUUUUUUUUUUAAUUACCAUGAGGGUUAGAACAUUUUUGUCCAAUUACCACUUCUUUUUGCCACCUGAGCACAGUCAGCAGUCAGCAUAAAAAAGUGAUAAUGGGAAGUUAAUGUCUAACCAGGUCACAUUUCGCUUCAAAGGAACAAAACACAUACAAAAUGCAUGUUUUUU

>hsa-mir-4314

GCGGGGGAGGGUAGGGGGAGGGGCACUAAGUGGCAGCGCAGCUGGCCAGCCUCCAGGCCAUUCCUCUCUGGGAAAUGGGACAGGUAGUGGCCACAGUGAGAAAGCUGGCCUGUCCUUCUGCCCCAGGGCCCAGAGUCUGUGACUGGAAGGGUGGGAGGUGUUGAAGCUAGGGCUCGGGGACCACAUGGGUGCCCAAAGGC

>hsa-mir-4326

GAGCUGGGCUCCCCAGGCUAGGGUGGGAGGGAGGGUCUCACCCAUAUGCCCCCACGUAGGAGGAGCUGGCGCUGCUCUGCUGUUCCUCUGUCUCCCAGACUCUGGGUGGAUGGAGCAGGUCGGGGGCCAGGGGACAGGAAGGCUAGGGCCCCAGAGACCUGUCCUGGGCCCCAUGUCCAGCUCUGCCCUUAGUGCUUGGC

>hsa-mir-23a

UCUCUUUCUCCCCUCCAGGUGCCAGCCUCUGGCCCCGCCCGGUGCCCCCCUCACCCCUGUGCCACGGCCGGCUGGGGUUCCUGGGGAUGGGAUUUGCUUCCUGUCACAAAUCACAUUGCCAGGGAUUUCCAACCGACCCUGAGCUCUGCCACCGAGGAUGCUGCCCGGGGACGGGGUGGCAGAGAGGCCCCGAAGCCUGU

>hsa-mir-25

AGCCCAGUGGCGUUCAAAAGGGUCUGGUCUCCCUCACAGGACAGCUGAACUCCGGGACUGGCCAGUGUUGAGAGGCGGAGACUUGGGCAAUUGCUGGACGCUGCCCUGGGCAUUGCACUUGUCUCGGUCUGACAGUGCCGGCCCAACACUGCGGAUGCUGGGGGGAGGGGGGAUUCCACUCCUGUUUUGUGAGUAGGCGA

>hsa-mir-31

GAAAGGAAAAAUUUUGGAAAAGUAAAACACUGAAGAGUCAUAGUAUUCUCCUGUAACUUGGAACUGGAGAGGAGGCAAGAUGCUGGCAUAGCUGUUGAACUGGGAACCUGCUAUGCCAACAUAUUGCCAUCUUUCCUGUCUGACAGCAGCCAUGGCCACCUGCAUGCCAGUCCUUCGUGUAUUGCUGUGUAUGUGCGCCC

>hsa-mir-195

ACCCUGGGAGUAAGUUCUGCCUCAAGAGAACAAAGUGGAGUCUUUGUUGCCCACACCCAGCUUCCCUGGCUCUAGCAGCACAGAAAUAUUGGCACAGGGAAGCGAGUCUGCCAAUAUUGGCUGUGCUGCUCCAGGCAGGGUGGUGAAAACUACCGAGGAGGGGCUGAGCCCCCAUGGGCCGAGGAGAGAAGAGGGAACAG

>hsa-mir-339

GGCAGGAAGCGUCCCAUGCUCUGCAGGGGUGGCAGGAAGCGUCCUGUGCUCCGCAGGGGCGGGGCGGCCGCUCUCCCUGUCCUCCAGGAGCUCACGUGUGCCUGCCUGUGAGCGCCUCGACGACAGAGCCGGCGCCUGCCCCAGUGUCUGCGCCGGGACCAUGGAGUGGCCAGCUCGCCGCGGAGACGUCGCCGCGCUUU

>hsa-mir-600

GCCUGUCCCUGGCUGCAGUGCCAGGUGUGGCCUUUCCUGUGACAGCAAGUCACGUGCUGUGGCUCCAGCUUCAUAGGAAGGCUCUUGUCUGUCAGGCAGUGGAGUUACUUACAGACAAGAGCCUUGCUCAGGCCAGCCCUGCCCCUGCCUACAGGCACAGGUGCUUUGCCAUCUGUCCCGUUUUCCUGCUUAGGGAACCA

>hsa-mir-631

UUUGCCCCCUGUGGGACAGAGGAACAGGCAGAGAUCAGAGGGCAGGCUCAGGUUGGGAGGAGUGGGGAGCCUGGUUAGACCUGGCCCAGACCUCAGCUACACAAGCUGAUGGACUGAGUCAGGGGCCACACUCUCCCUCCUCUGGUGAUGUGACCUCAGCUGGUUUCUUCCCACUCGGCCAUGGGUUUCCCAUCCUGGAG

>hsa-mir-649

UCCUCUCACCUCAGCCUCCCAAAGUGAUGGGAUUACCGGUGUGAGCCACUGGGCCUAGCCAAAUACUGUAUUUUUGAUCGACAUUUGGUUGAAAAAUAUCUAUGUAUUAGUAAACCUGUGUUGUUCAAGAGUCCACUGUGUUUUGCUGGGGAUUUCUACAUCUAUAUUCAUAAGGGAUUUUGGUCUGUGGUUUUCUUUUC

>hsa-mir-653

CCAGACCAGGAACUGAUGCAGAUUAUUACUGCUCAUCUGACAACAGAGGUUCUAAUUUUUCAUUCCUUCAGUGUUGAAACAAUCUCUACUGAACCAGCUUCAAACAAGUUCACUGGAGUUUGUUUCAAUAUUGCAAGAAUGAUAAGAUGGAAGCUACUUUCAUCAGCAUGAAUUAUAACUACUCGUAUACAGAUUGUCGU

>hsa-mir-661

UCUCCUGCCGUGGCCCAGGAGAGGCGUCUCCAUCCCAGAUCCCUGGGACCCCAGGAGAGGCUGUGCUGUGGGGCAGGCGCAGGCCUGAGCCCUGGUUUCGGGCUGCCUGGGUCUCUGGCCUGCGCGUGACUUUGGGGUGGCUGUCCCGGCCACCGGUGGGGCCAGGUGCUGUGUUGAGUGACCUGCGCAGGGCCCUCUGG

>hsa-mir-1250

GCCCCUGGUAUGUCAUGACGCAGAAUGGGCCAAGGAGCUGGCUCUGCCCACCUGUCCCGCUGGCCUGGCAGGUGACGGUGCUGGAUGUGGCCUUUUUGCCUUUUCUAAAGGCCACAUUUUCCAGCCCAUUCAACCUUCCAGAGCCCUCUGAAGUGGCCACAGGCCCCAUCAACCAGUGAGGAGCUGCGUGCCUGGGGGGC

>hsa-mir-1253

AGUGAGGGGAUGGCCUGGCUACUGGGCUACUGGAAGAGUUUGUCAUCAGAGCAGCAAGAGAUAGAAUCCAAAAGAGAAGAAGAUCAGCCUGCAGAUGUGGACUGCUAAAUGCAGGCUGAUCUUCUCCCCUUUGGGAUUCUCUUAUGAGAAGCCAUAAACGCCAGGACGAGCACCCAGUGGGGUGCUUCUAGUUGCCAGGC

>hsa-mir-3202-2

UGACUGUCAACUGCUUUGGGGCCACUGGUGCUGUAAGUGAGCCCUAGUAGCUGAGAAAUACAUUAAUAUGGAAGGGAGAAGAGCUUUAAUGCUCUGAAAAUGACUCCAAUCAUUAAAGCUCUUCUCCCUUCCAUAUUAAUAAAUUUCGCACUCAAGAGGGUGGGCGGGUAGGCGGGCUCAGGGAGAGAGAAGGGUGGGCU

>hsa-mir-3667

CCUUAAAAGGCCCCUACUCCUGCUGUCUUAGAUGCUUCCAUAAAGAAGUCUUAUCUAGCUUCUCUGAGGAUGAAAGACCCAUUGAGGAGAAGGUUCUGCUGGCUGAGAACCUUCCUCUCCAUGGGUCUUUCAUCCUCAAAGAACAGUUCCCAGCCAACCUGCCAGCUAAACACAGCCACAUACCUGAGCCCAGGCAAGAA

>hsa-mir-3689a

GUGAUCCUGUUCUUCCUGAGAGGUGUGAUCCUGUGCUCCCUGGGGGGUCUGAUCCUGUGCUCCCUGGGAGGUGUGAUAUCAUGGUUCCUGGGAGGUGUGAUCCUGUGCUUCCUGGGAGGUGUGAUAUCGUGGUUCCUGGGAGGUGUGAUCCCGUGCUUCCUGGGAGGUGUGAUACUGUGCUUCCUGGGAGGUGUGAUCCC

>hsa-mir-3689b

GUGAUCCUGUUCUUCCUGAGCGGUGUGAUCCUGUGCUCCCUGGGGGGUCUGAUCCUGUGCUUCCUGGGAGGUGUGAUAUCAUGGUUCCUGGGAGGUGUGAUCCCGUGCUUCCUGGGAGGUGUGAUAUUGUGGUUCCUGGGAGGUGUGAUCCCGUGCUCCCUGGGAGGUGUGAUCCCGUGCUCCCUGGGAGGUGUGAUCCC

>hsa-mir-3927

GUUGUUCAUCUCAGGCUUCUUAGGGCAUGGUGGUUUCAGGUUUCCAAGAGGGCCAACCCCAAUAUGCCAAUGCCUAUCACAUAUCUGCCUGUCCUAUGACAAACAUGGCAGGUAGAUAUUUGAUAGGCAUUGGCACACUGGCAAAACGAAGUCCUAUGGCCAUGCUCAGCCUCAGCAUGAAAGGGGAAUUCACAGGAGUG

>hsa-mir-3940

UUCAAGUUGUUCAUCAUCCGGGGUUCACCCCAGCAGAUUGACCACGCCAAGCAGCUUAUCGAGGAAAAGAUCGAGGUGGGUUGGGGCGGGCUCUGGGGAUUUGGUCUCACAGCCCGGAUCCCAGCCCACUUACCUUGGUUACUCUCCUUCCUUCUAGGGUCCUCUCUGCCCAGUUGGACCAGGCCCAGGUGGCCCAGGCC

>hsa-mir-4252

AGUCACAUGCUGCUGUGGGGAACGGAGCCCAAGCCCUCUGUCCACCUCCCUGAGAUUCAUGGUGACUCCUGGGGGGCUGGCAGCUCAUCAGUCCAGGCCAUCUGGCCACUGAGUCAGCACCAGCGCCCAAUCACACACAGCACCUGGCAUGGCCUGGGAGGGGGUCAGGGUCCCCCAGCCCCGGAGCCCUGGAGGGCGUU

>hsa-mir-4279

AGUCCUGGGUUAUUAACUAUCAACAAAAAUACAAGCUGCGCCAUGCGUGCUCCAACUUCCUGCCAGCUCCCCAUGCUCUGUGGAGCUGAGGAGCAGAUUCUCUCUCUCUCCUCCCGGCUUCACCUCCUGAGCUCCAGAGCCCCACCCACCCACAGCACUCAGAUCAUUUUUCAUUUAUGAAUGCAUCCAGCCACGCUGUG

>hsa-mir-4296

CGGUGGGUGCUUUGCCUAGCUUAGUGCCUACCAUGCCCAGGCUUGCAAAUGGGGCUGUUUGGGCUUUGAUGUGGGCUCAGGCUCAGAGGGCUGAAGUGGUUGUGGGGAGGGGCUUCUGGGGACUGUGUCCAUGUCUCUGUCGUUUUUCCCCAUCACACCGUACACUCCCUUGAGGCCAGCCGUCCAUCACCAUUGAGUCA

>hsa-mir-4328

UGGCACCUCUUCCCAAAAGUUGAAGCAAUAAUUUGGCCUCUCUGGUAUUUAGAAUUUCCUGAAUUAACCCCAAAACAGUUGAGUCCUGAGAACCAUUGAGAACCAGUUUUCCCAGGAUUAACUGUUCCGAGAGAUAAAAACUAUUUUAGUAAGAACUUAAUUUCCAAAGGCAAAUUUCCCUGCUCCCUGUUCAUCCCUCA

>hsa-mir-4445:3:109321609:109321810

AGAUGAAUAGCUGGGGACUUAAUUAAACUAAAUUAAGCACAGCAAAAUUUUGUGAUUGUCUGUUUUUCCUGCAGAUUGUUUCUUUUGCCGUGCAAGUUUAAGUUUUUGCACGGCAAAAGAAACAAUCCAGAGGGUAAACAGACAACCCACAAAAUGGGAGAAAAUCUUUGCGAUCUAUACAUCCGACAAAGAGCUAACAU

>hsa-mir-4739

AGGCCUGGACCAGCUGGGAUGUUCCCAUCGGCGUGUCCCUCCCGCCCAGGCCACGUGGGCAGGGGAGGAAGAAGGGAGGAGGAGCGGAGGGGCCCUUGUCUUCCCAGAGCCUCUCCCUUCCUCCCCUCCCCCUCCCUCUGCUCAUCUCAUCAUGAGACAGCUGGCAAGGGCCUUCGGCUGCCCUGGAGUGCCCCUGCCCU

>hsa-mir-5584:1:45011092:45011293

ACUCAGCAAGGCAGUUCACGUUAUUCCCACCUUGAGAUUCAGAGGAGGAAGUGACUAAUCCAAGAUCCAUAACAGGGAAAUGGGAAGAACUAGAUUUGAAUCCAGACCUUUAGUUCUUCCCUUUGCCCAAUUAUGCUCCUUGUGGUUUGCUGGAGAAAGCCUGGCAGAGGGUGCAAGGGCAACAGUGGGGGUGGGGGUGC

>hsa-mir-5680:8:103137601:103137802

AAAACAAAAAUUAUCUAGGAGGCUGUUAAACCAUCAUCAAAUACUAAAACCUUUGCUUGCAUUGGGUUAGCAGGUUAGCCCAGCAUUUCCCUUCCUGGACACACAGGAGGAGAAAUGCUGGACUAAUCUGCUAAUCCAAUGCAAGCAAAAAUUUGCAUUGGAAAGUUGGAUUUUUUGGUUUUUGGUUUUUUCUUUUUUCU

>hsa-mir-378i

CUGACCUGGACUUCGCCCUGGGCAGCUUCCUUGGAACUUGUUGCAGCUUAGCAUCUUUGGAAGGGAGCACUGGACUAGGAGUCAGAAGGUGGAGUUCUGGGUGCUGUUUUCCCACUCUUGGGCCCUGGGCAUGUUCUGUUCUGUGCAUCAGAUGUUUUCUGCCUGCCUCCCCCUGAGCUGCCACCAGAGCCACCUGUAGA

>hsa-mir-4679-1:10:90823030:90823231

UUUCUCUCCAUUAUGACUUAUAUAAAAGAAACAAAAGCAGAAACAAAAACUUUUGCUUUACCGUCUUUUUUCUGUGAUAGAGAUUCUUUGCUUUGUUAGAAACAAAAAGCAAAGAAUCUCUAUCACAGAAAAAAGAUAGUAAUAAGCACAGAUGCCCAAAGAAGCCAGGCAGACUUUUUUUUUAAAGGUUUAAGUUUUAU

>hsa-mir-4472-1:8:143257639:143257840

AAGCUCCUGAAUACUAAUUGAAAAGUGAUUAAUUACAUUCACGGAGCCCCAUCUCCUCACUGGCAGACCCUUGCUCUCUCACUCUCCCUAAUGGGGCUGAAGACAGCUCAGGGGCAGGGUGGGGGGUGUUGUUUUUGUUUUUUUAAGGCUGAGUUGGUUUAAAUCUCAUUUAAUUUUCACAAGGGAGAGCCUUGAGCCUC

>hsa-mir-378a:5:149112321:149112522

GAAAGAGGCUGCGAGGAGUGAGCGGCUUGUAUGGGACCAUGCAGCCAGAGGGUGACAGAGCCACCCAGGGCUCCUGACUCCAGGUCCUGUGUGUUACCUAGAAAUAGCACUGGACUUGGAGUCAGAAGGCCUGAGUGGAGUCACCUUCCCCACUCUCUGGCUGGGUGACCCCGGAGCAAGCCAUUUGAACUCUCCGAGCC

>hsa-mir-4726:17:36875871:36876072

GCAGGAGGGACACCCGAGGGAGGAGGGACGGAGAGACCGGCGUGGGCUGGAACCCCUGGGGGAUACGGGAGAAGGGCCAGAGGAGCCUGGAGUGGUCGGGUCGACUGAACCCAGGUUCCCUCUGGCCGCAGGUCCCCCAUCAGCAGCCUCCCCGCACUCUUCGACCAGACAGCCUCUGCACCCUGUGGGGGCGGCCAGUU

>hsa-mir-4648:7:2566635:2566836

UCUCUAAGCGGCAUGACUCUACAUAGAGGUGUCCCCCGGAGUCCUGCUUGCUCGGGGUGGGGCCGCCAGUGUUGUGGGACUGCAAAUGGGAGCUCAGCACCUGCCUGCCACCCACGCAGACCAGCCCCUGCUCUGUUCCCACAGGUUCCGCUCCAUCCACUGCCACCUGUACCCGGACACACCCUGGUGUCCCCGCACUG

>hsa-mir-4438:2:214622737:214622938

GGGCAUUCAAAGUAACUGCACAUAUGGUGACAAUCAGAAAAUGACUAAGUUACUAAGUGUAAACUUAAGGACUGUCUUUUCUAAGCCUGUGCCUUGCCUUUCCUUUGGCACAGGCUUAGAAAAGACAGUCUUUAAGUUUACACUUCAGACUGAUUCUUGGCACAGAGAUAGCCUACAACAGAAUCCUCUUAUGACAAUAU

>hsa-mir-4524a

AGGGAAUUCUCCAGAAAGUGGAACCAGAGGAGUAGCAGAAAGAGACAGUGAUUACCCUUCCUCUUUGGAACGAUAGCAGCAUGAACCUGUCUCACUGCAGAAUUAUUUUGAGACAGGCUUAUGCUGCUAUCCUUCAAAAGAACACAUCCACCCAGCUACUGAGGUUUCCAUCUCUGGGUUUGCUCAGAAAGACAUGCUGC

>hsa-mir-4743:18:46196903:46197104

UGGGACAGCCCCUGCAGGGCUUGAGGGUGGGCAGCACCAGGUAUCUGCUGACUGUCCCUCCUCUCCUGCUGGCCGGAUGGGACAGGAGGCAUGAAUGAGCCAUCUUUCCAAUGCCUUUCUGUCUUUUCUGGUCCAGGUGUGGCAAAGGGAAGCUGGAAGAUGGGGAUGGCAUCAACCUGAAUGACAUCGAGAAGGUCCUU

>hsa-mir-4687:11:3877232:3877433

GAAGUCUCCGGAAGCGGCACGAGCUCAGGCCGCCGCAGCCCCGGCGGACCCACUGUUGGACCUGAGGAGCCAGCCCUCCUCCCGCACCCAAACUUGGAGCACUUGACCUUUGGCUGUUGGAGGGGGCAGGCUCGCGGGUGGCUGGACAGCUGCGGAGCCGCGAGGGCAUCUUGCCUGGAGACCGUCGGCUGCACUCCCGG

>hsa-mir-4776-2

CUCUUGCACUGCUGUGUUUUUGCAUCCCCUUCUACCUUCUGGCUUCCUGAGAUGGAGCAGACUAUAUGCAGUGGACCAGGAUGGCAAGGGCUCUACUGUCCUUUCAGGAGAGCCCUUGCCAUCCUGGUCCACUGCAUAUAGCCGAGCUCCCACUGACCUGGAACCCUCAUCCUGGACUGUUGUCCAAAAGAGAGAUAGAU

>hsa-mir-4436a:2:89111827:89112028

GACAUGAAUUUCUCCCUUGUUUCAGCCACCGGCAUCCCAGGCCAGGACUCCUCAUGGCCUCACUUUUCCACUUAUGCCUGCCCUGCCCCUCGAAUCUGCUCCACGAUUUGGGCAGGACAGGCAGAAGUGGAUAAGUGAGGACACUUCUCACUCAUGGGGAGAACACGACUGUGUUGCCCCAUGUUGAAGCUGUGUGAUGG

>hsa-mir-4660:8:8905892:8906093

UCCUGGCACAUUACUCAAUUGAUAGUUUAAAAAACGUCCUUAAGAAGAAGAAAGACAGCCAAACUCCUUCUGCAGCUCUGGUGGAAAAUGGAGAAGACUUUUCCUUUCCUCCAUCUCCCCCAGGGCCUGGUGGAGUGAGGCGUUGCCCAGCUAUAAACUGUGGUCACUCUUCUGGUGGGGCCAGCAGAUAACAGCUGAUG

>hsa-mir-4420

CAUGGAAGGGCCCUGGCCCGGGAGUCUGGAGACCUUGGUUCUAGUCUUGGGUCUGCCACCAGCUCUUGGUAUGAACAUCUGUGUGUUCAUGUCUCUCUGUGCACAGGGGACGAGAGUCACUGAUGUCUGUAGCUGAGACGGUCUCUCAAGUGAGGGCCUACUAUGUGCCGCUCAGUAACUGGGACUUUAAUUGCUGCUCC

>hsa-mir-5682:3:120768424:120768625

GCACAGAGCUGCUCCUGAUCCGAGAAUUCUGGUAGGGCUGUGGUGGUCUCACUAGUGUCCCAGGCCCAUGGGUCUUAUCCUGCAAGGUGCUGCAGAGACGAGGCCUGUAGCACCUUGCAGGAUAAGGUCUACUGGGCCUAGUUACUCUUCAGCCACAUGGAUUCAGCCCCUUUCCUGGAGACGUGAGGGAGCCUGGCCUC

>hsa-mir-3135a:3:20178995:20179196

AUCUUUGCAGUUCCUUCCUUUCUCCGUUCCUCCCUUCCUUUUUUUUUUUUGAGACAGGGUCUCACUUUGGUGCCUAGGCUGAGACUGCAGUGGUGCAAUCUCAGUUCACUGCAGCCUUGACCUCCUGGGCUCAGGUGAUUCUCCCACCUCAGCCUCCCAAGUAGCUGUGACUACACCCAGCUAAUUUUUUGUAUUUUUAG

>hsa-mir-548al:11:74110226:74110427

CAAACUAGGGUUCCAAUCUCAUUUCAGAUCCCCUCAGCUGGCAGUUAUUUUAUUAGGUCGGUGCAAAAGUAAUUGCUGUUUUUGCCAUUAAAAAUAAUGGCAUUAAAAGUAAUGGCAAAAACGGCAAUGACUUUUGUACCAAUCUAAUAUCUCUGCUGCUAUAGUAAACUAGGAGGUAGGGAGAACAAGAUUACUGGAAA

>hsa-mir-4646

AGGCAUCUUCUUCCUCUUAGGGUAUGGCUGUUCCAAACAGGGAGUGUGGGGUGGAGGUUGGGGCUGAACUGGGAAGAGGAGCUGAGGGACAUUGCGGAGAGGGUCUCACAUUGUCCCUCUCCCUUCCCAGGUUACUUGAGUUUGUCCAAAGUGGUGCCGUUUUCUCACUAUGCUGGGACAUUGCUGCUACUUCUGGCAGG

>hsa-mir-4450:4:77494653:77494854

GAAAUAAAAUCCUCCCUUGCUCAGAUGUCAUCUUUUUUCUCCACUGCCCAGCUGUCUUGCUAAACAGUGUCUGGGGAUUUGGAGAAGUGGUGAGCGCAGGUCUUUGGCACCAUCUCCCCUGGUCCCUUGGCUCUGUCCAUAGCCUUCCCAGCCACUGCUGGCCUCCAACGCUGAAUCCUGCAGCUGGUAAAUCCAUGGUC

>hsa-mir-4784

CGCGGAACUCCCAGGGUGCAGAGGCCUGCGGGGUCUGAAGGGCCUCCUCCCUCUCCAGUGUGGUGACUGGGCUGAGGAGAUGCUGGGACUGAGAGUGUCAUGGUGGAGCCUCCGUCCCUGCUCAUCCUCUCCGCAUGUUGCUUCUGCUCCCGAUGGCUCUCUCUGAAAUGCAGCACAACCUCCCAGGCCAAUGGAAGGAG

>hsa-mir-518a-2:19:54242530:54242731

UUUGAACUGGUUAAGGAAAAUUUCAACAAGAAACCCAGAGUGCCGGAGCAAGAAGAUCUCAAGCUGUGGGUCUGCAAAGGGAAGCCCUUUCUGUUGUCUAAAAGAAGAGAAAGCGCUUCCCUUUGCUGGAUUACGGUUUGAGAAAGCGACGUUGAAGUUGAUGCAUUUGCAGAGCAUGCUUAUCAUCAGGCUUGGACAAU

>hsa-mir-4683

GUGCCGCUGUGUAAGGGCAUCGGCUACAACUACACCUACAUGCCCAAUCAGUUCAACCACGACACGCAAGACGAGGCGGGCCUGGAGGUGCACCAGUUCUGGCCGCUGGUGGAGAUCCAGUGCUCGCCCGAUCUCAAGUUCUUCCUGUGCAGCAUGUACACGCCCAUCUGCCUAGAGGACUACAAGAAGCCGCUGCCGCC

>hsa-mir-4526:18:13611055:13611256

CUGCCCCCAAAAAUGAGAACAUGAGAAAGUGAUGUCUUCUAGCCACCUGGAGGACCCUGCGGUGACAUCAGGGCCCAGUCCCUGCUGUCAUGCCCCAGGUGACGUGCUGGGCUGACAGCAGGGCUGGCCGCUAACGUCACUGUCCUGGCUUCUAACGCUGGUAGUAACCAACAGAGUUUAGUUUUGCUUUGACAACUCCU

>hsa-mir-4506

CCCAGGCCCUCUUACAUGGAGUGAGGGUUAAGAGCAUGGCCUCUACCAUCAGAAUAUCCACCAUGGCCUCUGCCAUCAGACCAUCUGGGUUCAAGUUUGGCUCCAUCUUUAUGAAAUGGGUGGUCUGAGGCAAGUGGUCUAGGUGUUCUGUGCUUCACUGUCCCCAUCUGUAAUCUGGAGAUAAGAGCAGUACUGACCUC

>hsa-mir-151a

UGUUGAGCACCUACAGUAGCUGAGCCUGGUGCUAGUCACUGGGGCAAAGAUGACUAAAACACUUUUCCUGCCCUCGAGGAGCUCACAGUCUAGUAUGUCUCAUCCCCUACUAGACUGAAGCUCCUUGAGGACAGGGAUGGUCAUACUCACCUCGGUGUUGCCCAAACCUCCAGGCCAGUAGCCUAGCUAGCUAGAUACAG

>hsa-mir-3591

CAGAUGAACCUUCUUGCUCAAAGCAAACGAUGCCAAGACAUUUAUCGAGGGAAGGAUUGCCUAGCAGUAGCUAUUUAGUGUGAUAAUGGCGUUUGAUAGUUUAGACACAAACACCAUUGUCACACUCCACAGCUCUGCUAAGGAAACUCUGUAGCCACGAAGGUGUUAACUUCACCUCCACAUUCCACCAUUGUCACUGA

>hsa-mir-4455

GUAAUCAUAUAAAUGCUCAACAAAGAGCUAACAAAAAUUAUGAUAUAACCAGAUUAGAAAGAUAAGCAGAUGAGAAGGGUGUGUGUGUUUUUCCUGAGAAUAAGAGAAGGAAGGACAGCCAAAUUCUUCAUUUGCAAAGGGAUAAGCCAAUAGAUGAAUGCAUAAAGCUGAAAAAUCAAGGAAAGCAAUAUAAGCAUUUU

>hsa-mir-4705

AGAAUAGAUCUUGACAUUGACAAAAGUCCUUAAGAACAUGCCAAGGAUUUACCACUUCUCUAACCCUCACAAGAUCAAUCACUUGGUAAUUGCUGUGAUAACAACUCAGCAAUUACCAAGUGAUUGGUUUUGUGAGAAUGCUUGUUCAGCUCUUCUAGCCAUUCCUCACAGGCUUGUCAGACCCCGGGCCCUUCUGCAUG

>hsa-mir-4718:16:12814102:12814303

CCUUUUUCAGCCUUGGAGAAAGAAGCCUUUGCCCUAAAAAUACAAAAGUGUCAGCUUCUCUUCUGUGUUCUUUGUAGCUGUACCUGAAACCAAGCACCUGUUUGUGACUUGGCUUCAGUUACUAGCAAGCUUUUCCUAAAGAGGUGUUCAAAUCCCGCACACCAAAGGAUUUGUGCUUCAGUGAAGGAAACUUCUUGUUU

>hsa-mir-4442

GAGAGGCUGUGGCGACAAGGCCCGGAUUGGACAGCAUGGCGCUGACUGACAGCGGGGGCGGCCGCCGCGCCCUCCCUCUCUCCCCGGUGUGCAAAUGUGUGUGUGCGGUGUUAUGCCGGACAAGAGGGAGGUGACCGUGGCGGCGGCGGCGGCGGCUCUGUUUAUUGUCCCUCUCGGUGUGUGUGUGUGAGGAAAUCGGG

>hsa-mir-4466

CGCCCCAAACGGCGACCGCGCGGGUGGCGCCUCGGGAUCUCGCUUCGCGUUCCCGGGCCUGGGGGAGGGGGGGGACGCGGGUGCGGGCCGGCGGGGUAGAAGCCACCCGGCCCGGCCCGGCCCGGCGAAGCCCUCCCAGGCCUGGACAGCGCGCCGGCCCCCGGGGCGCCCCGACCGCGGCGGGAGGCGGCCGCCCGUCA

>hsa-mir-5590:2:135615316:135615517

UGUUCCUGAUCUUAGAGAAAAAGUUUUCAACUUUUCAUCAUUUUCACCAUCAAGUAUGAUGUUAGCUGUGGGAUUGCCAUACAUAGACUUUAUUGUGUUGAUCAACAAUAAAGUUCAUGUAUGGCAAUCCCACAGCUUUAUUCCUUCUAUACCUAAUUUAUUGAGGUUUUUUAAAGUCAUAAAAGGAUGUAGAAAUUUGU

>hsa-mir-5188:12:125400044:125400245

UGUACAUUCUGAGGGCCAGGUAUGGAAAGGUCCUACUUGAUGCCAACAGGGAGGCAUGGAAAUUUCUCUGGUUUCAAUGGGUACGAUUAUUGUAAGCAGGAUCCAUUCAAUAAUCGGACCCAUUUAAACCGGAGAUUUUAAAAGACAGGAAUAGAAUCCCAACCUUAUUUCAGUGCAGGGUAGGGUGUCAAAUAUGAAAU

>hsa-mir-4666a:1:228649714:228649915

AAACUAAGCCAAAUUUUUAAACUAAGCUUCAUCUCACCUAUCUGAGAUGGGUGAGUGACAAUCACUUAAAUACAUGUCAGAUUGUAUGCCUACAAAAUCCCUCCAGACUGGCAUACAAUCUGACAUGUAUUUAAGAGAUUGCCCCUCACCCAUCUCAGAUGGAAAUUUCAAGUCAGAUUUGCUAAUUAUUAUGCAGUAAA

>hsa-mir-3972:1:17604326:17604527

ACCCAGGCUUGCUCAGGUACCCAGCACAUACCCAGAGGCCACAAUACUCUGGAGGUCGCCCAUUUGCCUUGGCUUGGGGUGGCAGUCCUGUGGGAAUGAGAGAUGCCAAACUGGACCUGCCAGCCCCGUUCCAGGGCACAGCAUGUGGGUCUCAUAGCAGAGGCAUGCCCAAGCACAGCCCCCUGGGAGCUAGGCCUCCG

>hsa-mir-644b:X:153996801:153997002

UUUCCAAAGUGUUGAGUUCAGUCCAGGGCAGCUUCCCUGUUCUGUUAAUUAAACUUUGGGACAUUAAAAUGGGCUAAGGGAGAUGAUUGGGUAGAAAGUAUUAUUCUAUUCAUUUGCCUCCCAGCCUACAAAAAUGCCUGCUUGGGGUCUAAUACUUCAACGGUUAAAGAUGCCUGGAAGAGGGCGCGGUGGCUCACGCC

>hsa-mir-5010:17:40666165:40666366

AGCUCUGCAUGGUGGUCCCACUAAGGCAGUGGGAAGCCAGGAUCCAGGGAACCCUAGAGCAGGGGGAUGGCAGAGCAAAAUUCAUGGCCUACAGCUGCCUCUUGCCAAACUGCACUGGAUUUUGUGUCUCCCAUUCCCCAGAGCUGUCUGAGGUGCUUUGGACCAUGGUGAUCCACAUCGGCCUGAGCGUGAAGAGCUUG

>hsa-mir-4520b:17:6558694:6558895

CAGGCUUGCAUACACGUGCAUAACUCCUACCCCUACCUCGCCUGCCUGCUGUACCAGGGGUUGAUUCCUUCUUCCUGCGUGUUUUCUGUCCAAAUCCUUUUCUGAUUUGGACAGAAAACACGCAGGUGGCACACAGUAAGCGCUUAAUAAAUUUUCCGGCUACCUGAUCUUCUUGGAAUUGAGGGCAUGCUCCUGUGCGC

>hsa-mir-3974:12:17826178:17826379

AUCUUGCCUUGAAGUUACUUACAAAAGAUGCAGCAUCUUUUUUUCUAGGAAUAAGUUCAGGGAAAAGGUCAUUGUAAGGUUAAUGCACCCAUAUUUUAAUAUCAAACUAUGACAAAUUUGACUACAGCCUUUCCGUACCCCUGCCAAAACAUUAAGAAGAAAGCUUAAACAACAUGAAACGAGAGGAGGUAUUUCUAAAA

>hsa-mir-4763:22:46509395:46509596

CUUCCCAAGACCAGCCAGCAGCAGCUGCCCCUUCCUGGGGUGCCAUCUCCCCUGUCCCUCCUGCCCUGCGCCUGCCCAGCCCUCCUGCUCUGGUGACUGAGGACCGCCAGGCAGGGGCUGGUGCUGGGCGGGGGGCGGCGGGCCCUCCCGCAGUGCAAGGCCGGGCCUGGCGGGGUGAGGUAGUAGGUUGUGUGGUUUCA

>hsa-mir-5094

CGCCUCUGCUCUGCAGCUUGAGUGAUAGUGACAGAGCAAGACCCUGUCUCAAAAAAAAAAAAGAAAAAAAUCAGUGAAUGCCUUGAACCUAACACACUGCCUUUUAUGUGGUAGGUACAGUGGGCUCACUGAAACAUUCAACUUGUUCAACUCUAUCCAUUUGUCCAAAAACAAAAAGGAAAUGAAAAAUUCUAAAUACA

>hsa-mir-4796

CUAAGGAUGAUAUGGCUUAAGUACAUAUAGAAAAGGAAAUCAAGGCUCAAGUCAUGGCAGUAAAUUUGUGUCUAUACUCUGUCACUUUACUUUUGGCCUCAAGUCAUUGCAGUAAAGUGGCAGAGUAUAGACACAAAUUUAGGCCUUCUUCCUACUACAGACAUUUUCUUUUCACUUCUACUAGAGAUAUUUUCACUUUA

>hsa-mir-5008

CGAGUGGGGGUUCCCCAGACCCCAUGCCUUCUGGCUGGAAGUUGACCUCUGAUGGGGCUGACCCCUAGGGUCAGGUGAGGCCCUUGGGGCACAGUGGUGCCAUCUCCCCUGUGCUCCCAGGGCCUCGCCUGUCCCUUGAGGUCGGCCCCAGCUGCUGCUUCUUGCAGGAAGCCCAGUGACUGCCCAGAUGCCUCCUUCUC

>hsa-mir-4704:13:66792319:66792520

GUCUUUUCUAUGGUUGUAGUCAGUUGGUGGCUGGGACUGGAGUCAUCUUAAGGAUGAAUCUUCUUAUCCUAGACACUAGGCAUGUGAGUGAUUGUCUUCCUCACUCAAUCAGUCACAUAUCUAGUGUCUAGAAUGAGAAGACUCAAACAUCUGGGGGCUAGAACACCUCUUGUCUCUUGAUCAUCUCUCUGUGUGAUCUC

>hsa-mir-4737

AGUUGUAUUUCUAGCAAGCUGCAAGCAGAGCUGCAGUUCAGCCAGUUUGUCCUGGCCCAGCUGCACAGGAUGCGAGGAUGCUGACAGUGCCUCACAGCCGCACAGGACCGAGGAUGCUGACGGUGCCUCACAGCCACACAGGACGCGAGGAUGCUGACGGUGCCUCACAGCCACACAGGACGCGAGGAUGCUGACAGUGC

>hsa-mir-3978:X:109325282:109325483

UACCUCAGUUGACAUGUGACUUGCUCAGUCCUGCUGCUAUAGCCUGCUGCUGGAAGGGCUGCCUCAGUGGAAAGCAUGCAUCCAGGGUGUGGAGCCAAAAUUAGAAGGGCCAAAAUUCUACCUGGCCCACUACCACAGCAACCUUGGGCAUCGUUUUCUUUUGAUCUCUAGUAUCUCCAACUCCUAGAAUUCCAGCCUGG

>hsa-mir-516a-2:19:54264333:54264534

CUUGAUCUAGGAAAAUUCCAAAAAAAAAAACCCACGGUGCUGGAGCAAGAAGAUCUCAGGUUGUGACCUUCUCGAGGAAAGAAGCACUUUCUGUUGUCUGAAAGAAAAGAAAGUGCUUCCUUUCAGAGGGUUACGGUUUGAGAAAAGCAACGUCGAAGUUGACGCUGAUCUUGGUAAUACAUUUGCAGAGCGUGCUGAUC

>hsa-mir-4697

AGGUCUUGACCUCCCAUUCAGAUUUAAUUUCCUAACUGCCAGGUGUGGGGCUGGGGAUAGAGGGCCCAGAAGGGGGCGCAGUCACUGACGUGAAGGGACCACAUCCCGCUUCAUGUCAGUGACUCCUGCCCCUUGGUCUUCAGUGUUUUUCUCUUCCCCAGGAGGGACUUUGAUCAUGCAGGAUAGAAUUCUCCCAUCGC

>hsa-mir-4782

ACAAAACGGGGAAAUGUAUGCACAUGCAAUUAAUUAUAAAAACAUAACCAAACUUUAACUGAUUGCCCAGUUCUGGAUAUGAAGACAAUCAAGAAAAGAUUUGGUGUUCUUGAUUGUCUUCAUAUCUAGAACUGGGCAGUCAGUUAAAGGAGCAGGCUGUGUGUUGGUGUCAGGAUUGAGGUUAGGGAGAUUCCAUCUGG

>hsa-mir-103b-2

ACAAGCCAUAAGCUGCACCAACUGGAUCCUAGAUCCUCUUUUCCCAAGGGCAGCCCAUUCUUGGUUCUUUCAUAGCCCUGUACAAUGCUGCUUGACCUGAAUGCUACAAGGCAGCACUGUAAAGAAGCUGAAAGCACAAAGACGCAGCUCUGCUGAGGUGGGGGAGCCAAGGAGGGCACCCCUCGGCCUGCUCAGUCUUC

>hsa-mir-219-2

CUGGCGCUUUUUAGGAGCGAAGGGGAACCCCGCAGGAGACCAGGGCCCUGAACUCAGGGGCUUCGCCACUGAUUGUCCAAACGCAAUUCUUGUACGAGUCUGCGGCCAACCGAGAAUUGUGGCUGGACAUCUGUGGCUGAGCUCCGGGCGCAACAGGGGCGGGGGCCCCAGGGACAGGGCUCAGCGCGGGCGAGACCUCU

>hsa-mir-5692b

UACAAAUGAUAUCACAGUAUGUACACUCACUGUGAUAUUAGGAGUCCCAUUUUCCUAGGAUAUUAUGAAUAAUAUCACAGUAGGUGUUCACACAUAAUGUGUACACCAUGUGUGUACACCCAUGUGAUAUUUGAAGUAGUAUGUCCCUAGGAUCUUAUGAAUAAUCUCAAAAGGUGUACACCCCAUGUGACAUUAAAAGU

>hsa-mir-4692:11:72494506:72494707

AUUCUCUGCUAUCUACCUCCUCUGCCUCUAACUCUAGGCAGGUCACUGCCCCUCCCCAGGCCUCAGCAGUUUUACUUGAUACCCACACUGCCUGGGUGGGACACUCAGGCAGUGUGGGUAUCAGAUAAAACCCAAAGGGGACCCCAUUAGAGCCAAAGCCUGCUUUGCUUUGUGAACUGUAUCCUCUUGGAUCUGCCACG

>hsa-mir-199a-1

GCACGGCCUGGCCUGGUGGCCCCAGCGUCUGCCUGGGGGGUUCUGCAGGAUGGAUAGCCGGCCCCGCCAACCCAGUGUUCAGACUACCUGUUCAGGAGGCUCUCAAUGUGUACAGUAGUCUGCACAUUGGUUAGGCUGGGCUUGGGUGAGCGGCUCGUCGAGACAGGCCCCCCAAACUCGCCGGCAGGUGAGUGUCAUUU

>hsa-mir-4514

AUCUGAUGAAAAGUAAGUGAACAAGUUGCAAAGAGAGAACUGAGGAUUUGGGCAGGACAAGAGGAACUGACAGGUUGAGACAGGCAGGAUUGGGGAAACAUCUUUUACCUCGUCUCUUGCCUGUUUUAGAAGGUGCAUCCACCACUUGGUAUAAGAGAACAUUAUGGGCAUUCUGUUUUGUUUUUAUGUUUUAAAUCGUG

>hsa-mir-5100:10:43492970:43493171

AACCUGGGCUGGUGAGUCCCUCCAUCACCUUCAGAAACAGCCAUGAGGAGCUGGCAGUGGGAUGGCCUGGGGGUAGGAGCGUGGCUUCUGGAGCUAGACCACAUGGGUUCAGAUCCCAGCGGUGCCUCUAACUGGCCACAGGACCUUGGGCAGUCAGCUGACCCUGCCCAGUCCCAGCAUCCUCAUCUGGUCUUAGCUAA

>hsa-mir-190a:15:63116098:63116299

CCGUAACCUUCAAUACUGUGCCUAGUCUCGAGCUCAGUCAAACCUGGAUGCCUUUUCUGCAGGCCUCUGUGUGAUAUGUUUGAUAUAUUAGGUUGUUAUUUAAUCCAACUAUAUAUCAAACAUAUUCCUACAGUGUCUUGCCCUGUCUCCGGGGGUUCCUAAUAAAGUUUAUAAGGCAACAGGAAAGAACACGUUAAAAU

>hsa-mir-4757:2:19548127:19548328

CAUCUGUGACGUCACGAAGUUACGUAAUGGAAUGCCUCUGUGGACCUCAUUCAAGCCUUGUGUUCCAGCCCGAGGCCUCUGUGACGUCACGGUGUCUGCGGGAGGAGACCAUGACGUCACAGAGGCUUCGCGCUCUGAGAGGUGGGACGGGACUCUUUUGAGCCGGCUAUGGGGACACCAAGAUUCUAGGGGAUUUAGGA

>hsa-mir-4502:13:115039242:115039443

UCUCAAAAAAAAAAAAGAGAACACUUUAUUGUUAAAAAAAAAAAUGCUUAUGAUCCUCUAAGCCUUUAGCAAGUUGUAAUCUUUUUGCUGAUGGAGGGUCUUGCCUCCAUGGGGAUGGCUGAUGAUGAUGGUGCUGAAGGCUGGGGUGACCGGUAACUUCUUAAAAUAAGAGUGAAGUUUGCUGCAUUGAUUGACUCUUU

>hsa-mir-3529

ACACGUGGAAGGAUAGCCAAAAAGGGGGGCUGCCCCCAUUUCCUGCACCCCGCUGCGAUGGCUGGCACCAUUAGGUAGACUGGGAUUUGUUGUUGAGCGCAGUAAGACAACAACAAAAUCACUAGUCUUCCAGAUGGGGCCAGCCGGUCCACUCUGUAUCCAGGCCAGUUCUGCAAGGCGUUCGAGGACCACCCCCCUCC

>hsa-mir-4512

GAGGAGGAGUCGGGAUUUAGGCCCACGUGGGCCACUUCCCAAACCUGUGCUUAAUGCAGCCCCUCAGCCCGGGCAAUAUAGUGAGACCUCGUCUCUACAAAAAAUUGAGACAGGGCCUCACUGUAUCGCCCAGGCUGGAGUGCAGUGACAUGAUCUCGGCUCACUGCAACCUCCGCCUUCUGGGUUCAAGCGAUUCUCGU

>hsa-mir-548au:9:96357046:96357247

CACCAGCCUUAGUCCACACCGGCUGAGGACACAGACCAGCCUAAGUUCCAGUCUGAAGAUGUUAUUAGGUUGGUACAAAAGUAAUUGCGGUUUUUGCUAUUGGUUUUAAUGGCAGUUACUUUUGCACCAGCCUAAUAUCAUUCUGAAGGAAUUAUGUAUCUUCAUUUGAAGAAUGGAGAUUCUUCCUGCACAGGCUUUAA

>hsa-mir-4540

AUACCUGGACCGUCUCUGUCCAGGUCCACUCCUGGAACUCCUCAGGCUCUAGUGGAGAAUUAGGGAGGCUGAGAAGCUGCAUGGACCAGGACUUGGCACCUUUGGCCUUAGUCCUGCCUGUAGGUUUACCAGCCUUAGAGGGAAGUCACCUUUCUGUCUCUGUACCUCAGCCUGCACUUUUAUGGUCUUUUUCCCAGGGC

>hsa-mir-1587:X:39696741:39696942

UAAAAAAACACCCCAAAACUUAGUGGCUUAAAAGAGCAAUCAUUUAUCAGCCCAUGAUUCUGCAGAUCUGCAAUUUGGGCUGGGCUGGGUUGGGCAGUUCUUCUGCUGGACUCACCUGUGACCAGCUGGCAGGUCACCUGGGAACCGAAUGGUCUAGGAUGGCCUCAUGCAGUGUGUCUGGUGGUUGGUGCUGGUUGUCA

>hsa-mir-5192:2:62432908:62433109

GGCGGGGCCUGCCAGCCCUUGGCUGUCAUUUGCCACCUGAGGGACAGGCUGCUUAGUUCCAGCCUCCUGGCUCACCUGGAACCAUUUCUCCUGGGAAGCAUGGUAGCCAGGAGAGUGGAUUCCAGGUGGUGAGGGCUUGGUACUCCUUUUGGGGGAUCCUGAGUGCCAGGAGAAGAGGAUGAAAUCGAUGGACUGGGGGA

>hsa-mir-5699

GCCCAGGCUGGUCUCGAAUUCCAGCAUUUCUUCUGCCUCAGCCCCCCAAAAUGCUUCUGUACCCCUGCCCCAACAAGGAAGGACAAGAGGUGUGAGCCACACACACGCCUGGCCUCCUGUCUUUCCUUGUUGGAGCAGGGAUGUAGAAGCACUUGCCGCAGCCGACUUGAGUACAUCUGACUUUACUUAGCUUUCCUCAU

>hsa-mir-4437

CUCUCACCUGCUGAUUCCUGUGUAAUCCCUCCCAGCCAUUCAUAAGAGGACUCGGAGGUGCAGGCAACUGUACUUUGUGCAUUGGGUCCACAAGGAGGGGAUGACCCUUGUGGGCUCAGGGUACAAAGGUUCACAUUUCACACUUGGGCUUUAAUCUGCAUUAUAAUUGUUGAAUAAGGAAGUAUUUAAGCACACUAGUA

>hsa-mir-4730:17:78393155:78393356

GACAAACGAUGGCGGAGCCCGUUCUGUGCCAGAUGCUGAGCCAUGGCUGGUGUGUGCUGCUCCGCAGGCCUCUGGCGGAGCCCAUUCCAUGCCAGAUGCUGAGCGAUGGCUGGUGUGUGCUGCUCCACAGGCCUGGUGGAGCCUGUUGUGUGCUGGACGCUGAGCAAUGGCUAGUGUGUUCUGCUCCGCAGGGAGCUGAC

>hsa-mir-5092

CGGAAGCAGGGCUGCCCCUUCAGCAUUUCUCUUGAGACCUACCGCACCCCCUCACAAUCCCAGAUCAGAUGCCAAAGCCAGUGGGGACUGGACAACAUGAUGAGCCCAAACCAAUCCACGCUGAGCUUGGCAUCUGAUUUGGGAUUCUCCACCUUGCAGAGAAUCGGAAAGUAUCUCCACAAUUUCUUUUGGACCGAGCU

>hsa-mir-4461:5:134263667:134263868

UUUUUGGAGAGUCAUGUCAGUGGUAGUAAUAUAAUUGUUGGGACAAUUAGUUUUAGCAUUGGAGUAGGCUUAGGUUAUGUACGUAGUCUAGGCCAUACGUGUUGGAGAUUGAGACUAGUAGGGCUAGGCCUACUGCUGCCUUGCAGGCAGCAAAGACUAGUAUGGCGAUAGGUACAAUAUUGGCUAAGAGGGAGUGGGUG

>hsa-mir-5002:3:123851726:123851927

GGUUCCUCCUGCUGGGGCAUUUACACUGUUUUCUCUGAAGUCAAAUCCAUCUUCCUCUCUGUCCUCUGGAAUUUGGUUUCUGAGGCACUUAGUAGGUGAUAGCAUGACUGACUGCCUCACUGACCACUUCCAGAUGAGGGUUACUCUCCUCACAGCACGGCCUUGAGGCAGCUCAUGCCAGGGAUGCUGCCUGUGUUCCA

>hsa-mir-4523:17:27717613:27717814

CCUCCUUACCAGGGGUGGUGUUGGUGGCGGAGGGCUGCGCGUGGGCCCGCCCGCCGAGGGGCCGCGGCGGGGGACCGAGAGGGCCUCGGCUGUGUGAGGACUAGAGGCGGCCGAGGCCCGGGCCGGUUCCCCCGAGGCGGCGACGGAGACGGCUCCCGGCACUUCCCCGCGCCAUCUUAACUGAGCCCAAGCGCUGAGGG

>hsa-mir-5001

CGGAACGUCGGCGCGCAGGCCCGGUUUGGAAGCGGCUAUCUCGGGACGCCAGCUCAGGGCGGCUGCGCAGAGGGCUGGACUCAGCGGCGGAGCUGGCUGCUGGCCUCAGUUCUGCCUCUGUCCAGGUCCUUGUGACCCGCCCGCUCUCCUAAGGGAGCGUGUCCUGGCCCCCUCCCGCAGCGGCUCGGAAAAAAGGCAGC

>hsa-mir-4689

CCCUUGGCAGUUUUCUUGAGUGUCUGCUGGCGCAGUGUCAGAGGCUUCCUGUCUACAGCACAAGCCCGGUUUCUCCUUGAGGAGACAUGGUGGGGGCCGGUCAGGCAGCCCAUGCCAUGUGUCCUCAUGGAGAGGCCGCUCAAGCCUGCCCUGGGUGGGGGCUGAGACCCCGGCUCUGAGACGGCAGCAGUCGGGUAGAA

>hsa-mir-103a-2:20:3898077:3898278

GAGAAGACUGAGCAGGCCGAGGGGUGCCCUCCUUGGCUCCCCCACCUCAGCAGAGCUGCGUCUUUGUGCUUUCAGCUUCUUUACAGUGCUGCCUUGUAGCAUUCAGGUCAAGCAGCAUUGUACAGGGCUAUGAAAGAACCAAGAAUGGGCUGCCCUUGGGAAAAGAGGAUCUAGGAUCCAGUUGGUGCAGCUUAUGGCUU

>hsa-mir-4457

UGGGACUACAGGCGUGAGCCACCACGCCCAGCCCAAACGUCAAUUAUCUUGGCAUGAUGACUCUUUGGAGUACUCCAGUCAAUACCGUGUGAGUUAGAAAAGCUCAAUUCACAAGGUAUUGACUGGCGUAUUCAGAAGAGUCUGGCCUCAGUAGCGGAGAAAAAACCUUCCUCGUGGAUCAACCCCUGCCCUGGUCCCAC

>hsa-mir-323a:14:101492010:101492211

AGGAGGUGAUAUCAGCUUUGCGGAAGAGCCACUGUCCUGGUGUCAGUACGGCUGCUGCUUGGUACUUGGAGAGAGGUGGUCCGUGGCGCGUUCGCUUUAUUUAUGGCGCACAUUACACGGUCGACCUCUUUGCAGUAUCUAAUCCCGCCUUGCAAGCUUUCCUGGAGCUAACAUCAACUGCGGGGGUGGGGGCCACUAGG

>hsa-mir-512-2:19:54172358:54172559

UUCUGCAUAGAGGAUGUGCCUGCAGUUUCCAGGUACUGGACAAUACAGGGAGGGUACUUCUCAGUCUGUGGCACUCAGCCUUGAGGGCACUUUCUGGUGCCAGAAUGAAAGUGCUGUCAUAGCUGAGGUCCAAUGACUGAGGCGAGCACCGAAAAAACACCAUGGGGGGGAGGGGGGGCGGGGGGCUCCAGGAGCCACUG

>hsa-mir-4731

UGGAUGUUGAUCUUUGGUGCCCGAGAGAAGGCUGUCUGGGAUGAAGCCUUCUGACUGUGGUCAGGUCCCUGCCAGUGCUGGGGGCCACAUGAGUGUGCAGUCAUCCACACACAAGUGGCCCCCAACACUGGCAGGGACCCGGAGUCAUCUGGCCCAUCCCUCCUUCCUAUCCCAUCGAGCCACAGACCCCUCUGCAAUAU

>hsa-mir-499b

CCCUCCCAGAGCCCCAGGGCUCCCACCCCUUCCCCACAAACCCUGCCCAGGCAGCGUAGGGACGGGAAGCAGCACAGACUUGCUGUGAUGUUCACGUGGAGAGGAGUUAAACAUCACUGCAAGUCUUAACAGCCGCCCGCCCAAGGCACAGGGGACAGGGCAGGGGGUGAAGGACGGGGCUGGAGGCUGCCAAGAGGGAG

>hsa-mir-4721

GGCCGGAGAUAACCUCGGGGCCCUGGUCCGAGGCUUGAAGCGGGAGGACUUGCGGCGGGGCCUGGUCAUGGUCAAGCCAGGUUCCAUCAAGCCCCACCAGAAGGUGGAGGCCCAGGUGAGGGCUCCAGGUGACGGUGGGCAGGGUUGAGCCAAGCUCUCCCCAGCCUCCAGCCAAGCCCAGCUCACCGUCAUUGCUUGCU

>hsa-mir-4794:1:65045468:65045669

CAGGCAGUGUGCUAGAGCCUGAAGAUACAGUGGUGAACAAAAACAUAUAUCGUAUGUUAUCUUUUAACAUCUGGCUAUCUCACGAGACUGUAUGUCCUAACAGUGCUUGUAGUCUCAUGAGAUAGCCAGAUGUUAAAAAAAAAAAACAGCAUCAAAUUUAAUGUGUGUUAUGAGAUGGCUUAUGCAGGGCAUUAUGAGAA

>hsa-mir-3689f

GUGAUAUCGUGGUUCCUGGGAGGUGUGAUCCUGUGCUUCCUGGAAGGUGUGAUCCUGUGCUUCCUGGGAGGUGUGAUAUCGUGCUUCCUGGGACGUGUGAUGCUGUGCUUCCUGGGAGGUGUGAUCCCACACUCGCUGGGAGGUGUGAUCCCGUGCUCCCUGGGAGGUCUGAUCCCGUGCUUUCCUGGGAGGUGUGAUCC

>hsa-mir-5088:19:50185269:50185470

CCGGCAUCCUCUGCAUGUUUGCUGCCAAGGCCGGGGCCCGCAAGGUCAUCGGGGUGAGUCUCCAGGGUGGCCAGGCGGGGCCGGGCCUGAGGGAUGGAGGGGAGCCCAUCAGGGCUCAGGGAUUGGAUGGAGGUGAUGGGGGCAGGGGAUGGGUCUCACCCUCCCUUCUUCCUGGGCCCUCAGAUCGAGUGUUCCAGUAU

>hsa-mir-4440

UCCCUCUCACCAAGCAAGUGCAGUGGGGCUUGCUGGCUUGCACCGUGACUCCCUCUCACCAAGCAAGUGCAGUGGGGCUUGCUGGCUUGCACCGUGACUCCCUCUCACCAAGCAAGUGUCGUGGGGCUUGCUGGCUUGCACUGUGAAGAUGUGAAAUGAGCCUGGAUCACACGUGGGUUGAUUCCCUUCUAAUUAAGCGU

>hsa-mir-548ad:2:35696411:35696612

UUACAAGAAUUCUAUAAGGAUCCAGGAUCAAAACACAACAAUUUUCACAUACGUGUCAACUGUUAGGUUGGUGCAAAAGUAAUUGUGGUUUUUGAAAGUAACUUGGCGAAAACGACAAUGACUUUUGCACCAAUCUAAUACAAUCAACAGUUGUGGGAAGAAUUUUAACUUUUCACUCUAUGUUUGUACUGUUUUAGUGU

>hsa-mir-4760

GGGAAAGGAUGUACUGUCCAAGCGACAACUAGACUGCAGAGGUAAGGCUGAGACCAGGGCUGCCAUGGUGUUUAGAUUGAACAUGAAGUUAGAAUUCUUAAGUAUCAAAACUAAAUUCAUGUUCAAUCUAAACCCCAUGGCUAUGCCUCUCAAGGUGAGGCCUCUGUGUUGUUCUCUAUGCCUUGAGCACCCUUCCUUCU

>hsa-mir-5694

GCCUAUAUUAGUCUGGAAUUUCCAGAGAGACAGAACCAAUAGGAAGGAGAUAGAUAUUUAUAGCCAACUGCAGAUCAUGGGACUGUCUCAGCCCCAUAUGUAUCUGAAGGCUGAGAAGUCCCAUGAUCCGCACUUGGCAAGCUGGAGACUCAGGAGAGCCAGUGCUGUGAGUUCCAGUCCGAGAACGAAGGCAGGAGAAG

>hsa-mir-3198-1

CAUGAAAAAGCACAAGGUCCUGGCUGCUUGCAGUCACAUUCUGGUUCUCUGUGUUUUGUGGACUGUGCUCUCACUGUUCACCCAGCACUAGCAGUACCAGACGGUUCUGUGGAGUCCUGGGGAAUGGAGAGAGCACAGUCUGACGCCCUGCCAAGUAGCCAGGAGUUGACUUGCCCAUGGUCCGCUGGCUUUCCCACCAC

>hsa-mir-4786

AGAUAACUGUGAGUUGAAACUCUCCGUAAGAAGUGGAGGCUCCAGGGAUGCGUUGGCCUGUGGGCAUGGCCUGAGACCAGGACUGGAUGCACCACUCUCCCUGUGAUGAGGUGAAGCCAGCUCUGGUCUGGGCCAUUUCACAGGAUUCCAGAAGCAGGAGCAGAGCCUCAGCAUUUGAACGAACCUUCUUCCACUUCGGC

>hsa-mir-4752:19:54785899:54786100

GGGUGUUCAUAGAGCAUUUAUUAGGGGGACCUCUGCACAGUGGGGCAUCCUUGUCUUCUUGCCCAGUGUCUCCUUGUGGAUCUCAAGGAUGUGCUUCCACAUAGCAGCAUGUUCUUCAGAUGGACAAGGAGACACUGGGUAUUCUAUCCAAAGCUUUAACCUAAAAUAAAAACAAAACCAAAAAUAAACCCCUAGAAAAU

>hsa-mir-4452

UUUUUUUUAGAGAGAGUCUCACGUUGCCCAGGCUAGAGUGCAGUGGCUAUUCACAGGUGCGAUCAUGGAUCACUUGAGGCCAAGAGUGCAAGGCUGUAGUGUGCACAGCCUUGAAUUCUUGGCCUUAAGUGAUCCCUGUCCCAGCCUCCUGAAUAGCUGGGACUACAGGUACACACCACUGUGUCCAGCUAGGGAGUUGA

>hsa-mir-4724:17:29861844:29862045

GUAGUAGACUCAGAUUUUACAUGGCCCUGAGCUGCCCUUGCGUUCAGUUGGAAGCCACGCAAAAUGAACUGAACCAGGAGUGAGCUUCGUGUACAUUAUCUAUUAGAAAAUGAAGUACCUUCUGGUUCAGCUAGUCCCUGUGCGUUGAGAGGCUUUAAGAAACUUCUAGUAAAAAUGUUUUUUUCUUUUAGCUUUGAAUU

>hsa-mir-3155a:10:6194100:6194301

CAGUAAAUUGAUUUCAAGGCCACUAAUGGGUGGUGACCCACACUUUUGAGAUGCCUGUUCCGGGCAUCACCUCCCACUGCAGAGCCUGGGGAGCCGGACAGCUCCCUUCCCAGGCUCUGCAGUGGGAACUGAUGCCUGGAACAGUUCCUGCAGCCGGUCUCCAGUGUGAUUCAGGUCCUGCGGCAAGUUCUAGGUGGUCC

>hsa-mir-4664

GGCUGGGGUGGGCGGAUAGGGCACCCAGCGGCCGCAGCCGCGAGCUCGUAGGGUGCACUGACCCCGUUGGGGGCUGGGGUGCCCACUCCGCAAGUUAUCACUGAGCGACUUCCGGUCUGUGAGCCCCGUCCUCCGCACCCCACCUUUCCGCCGCCUAGAGCCUCCGCGCCCUCCUGCGCCCAUCGGAACUUGGCACAGGU

>hsa-mir-4669:9:137271188:137271389

GUGACAGACAGUGGGAGGGGAGGCUGGCUGUCCUGUGGUGAGCUGCUUCUGGGGCACCCUGAGAUGGGGCCUCCCUUCACUUCCUGGCCAUCCAGGCAUCUGUGUCUGUGUCCGGGAAGUGGAGGAGGGCCCCCAGGACCGAGUCGCUGCCCAUCACUGACCGUCUGUGGCAGGCACUGCCAGUGGCCGUGGCCCAGGGU

>hsa-mir-4509-2:15:28671583:28671784

CUCAUAUUCAAAUGUGGUCAGAAUCCGGACAUUUUGAGUGAGCCUACAGAAAGCUUUAAUACUAUCUCAAACUAAAGGAUAUAGAAGGUUUUCCCUUUCUCUUGCCCUGAAACCUUCUGUAUCCUUUAUUUUGAGAUAGUAUUAGAAUUCUUACUAUCUUACUGACAAUUCUCACUAUCUUGUUUUAUAACUUGGAACAU

>hsa-mir-4444-1:2:178077389:178077590

GCUCCGCCCCCUUCCCAAUUCGCUCCUCCCCCAACAGACUGGCGGCGCGCGGAAAACGCGUCACGUGACGACUGGCCCCGCCUCUUCCUCUCGGUCCCAUAUUGAACUCGAGUUGGAAGAGGCGAGUCCGGUCUCAAAAUGGAGGUAAAACCGCCGCCCGGUCGCCCCCAGCCCGACUCCGGCCGUCGCCGUCGCCGCCG

>hsa-mir-4735

CCCUUCCAAACUUCUAAAAAUCUCAGCUCCACUUCUGCAAGUUUAUCUUCCCUGCUUGCAUAAAAUUGCAGUGCCUAAUUUGAACACCUUCGGUAUUCAUCAAAAAUACCAAAGGUGCUCAAAUUAGACAUUGCAUUUUUUGCGCAUGUCAAGUUGAAAUCUAUUCAUGGAUCUUUAGCUCCUUAAGAGAACAUGCAUAU

>hsa-mir-4714:15:99327591:99327792

GGAUAUCUGAGCAUCUCCCUUUUCUUUUUACUGCUAGAAAGAAUUUCUGCUAGUAGAAUUUUUAUUUUGGCCAACUCUGACCCCUUAGGUUGAUGUCAGAAUGAGGUGUACCAACCUAGGUGGUCAGAGUUGGCCAAAAUACACAUUUUCCUGCUGAGCAAUUUAGUCUAGGUUAAGUCAUACUUGACCAUAUGCCCUAG

>hsa-mir-1236

GGCUCUGAAGAAGCAAAGUAGCAGCAGCACAACCAGCCAAGGUGGUGUCAAACGCUGUGAGUGACAGGGGAAAUGGGGAUGGACUGGAAGUGGGCAGCAUGGAGCUGACCUUCAUCAUGGCUUGGCCAACAUAAUGCCUCUUCCCCUUGUCUCUCCAGCACUAUCAGAGCAGCCUGUCAUGGACACAGCCACAGCAACAG

>hsa-mir-5193

CCCCCACCCCCCACCCCCUGGCUCCUGUUUCCUGCUAGUCCAGCUCUUCCCCUAGGAAAGGCUGCUGGUAACUGGGAUGGGGGUUGGGGGGAGGUAAGAAGUCUCUGACUCCUCCUCUACCUCAUCCCAGUUCCAUCACCUGAAGUGGACCUCUUGGGACCGUCUGAAGGUACCAGCUGGGCAGCCUGAGAGGACCCUGG

>hsa-mir-4448:3:183604532:183604733

UCAUAACCUAGGAAAAACCGGGCCAUACAGAGGCAGGAGCUGAGGGGACAUAGUGAGGAGUGACCAAAAGACAAGAGUGCGAGCCUUCUAUUAUGCCCAGACAGGGCCACCAGAGGGCUCCUUGGUCUAGGGGUAAUGCCAGCGUCUGGGAAGAUGCCCGUUGCCAAGCAGACUGUGGUCUAGCGGUAGCAUGUCAAGGA

>hsa-mir-4485

AAAAAAAGUAAAAGGAACUCGGCAAAUCUUACCCCGCCUGUUUACCAAAAACAUCACCUCUAGCAUUCUCAGUAUUAGAGGCACCGCCUGCCCAGUGACAUGCGUUUAACGGCCGCGGUACCCUAACUGUGCAAAGGUAGCAUAAUCACUUGUUCCUUAAAUAGGGACUUGUAUGAAUGGCUCCACGAGGGUUCAGCUGU

>hsa-mir-548x-2

GAGAAUGAUAAUCUUUUAGAAGAUGUCAUGCUUCAGUGGUAAACCCCAUAGAUGCCAAAUAUUAGGUUGGCACAAAAGUAAUUGUGGCUUUUGCCAUUAAAAGUAAUGGUAAAAACUGCAAUUACUUUCGUGCCAACCUAAUAUUUGUGUGAGGUCUUACAAAUUUCCUAAGGUAAGGUCAGAGAACAACGAACAAAUCC

>hsa-mir-5586

UUUUGAGCAUAUGGAUGUCACUGCAUGUGAGAUGGGUCUCUUGAAGACAGCAUACCAUUGGGCCUUGCUUCUUUAUCCAGCUUGUUACUAUAUGCUUUUUAAAUGGGGCACAGAGUGACAAGCUGGUUAAAGAAGCAAGACCCCUUCAAGAUUAUUAUUGAUAUGUGUGGAUUUGAUUCUGUCAUUGUAUUGUUAUCUGU

>hsa-mir-4638

AGAUCAAACGCGCCAAAAACCACGAACCCUCGUGGGUGAACUAUGCUAGGCCAUUACAGGACCUGCGGACUCGGCUGCGGUGGACAAGUCCGGCUCCAGAACCUGGACACCGCUCAGCCGGCCGCGGCAGGGGUCCCCGGGCCUGUCCUACAAGGGCGCUUGCCUAGAGCUAUCCCGGCCGUCUCAGCCGUGUGUGUCUU

>hsa-mir-4799:4:148703682:148703883

ACAUCGCUGGGUCAAAUGACCUGAAGGUGUUUUGUAAAGCCCUGUGUGGUAAUCGGUUCAGUCACUGCUAAUAUCUAAAUGCAGCAUGCCAGUCCUGAGAUGCAGGGACUGGCAUGCUGCAUUUAUAUAUUAGCAGUCUGAGAUGCCCAGUACUGACUGUGGUACAACUUGUUCUGAGGGGUCAGACCAGUUUGCAAACA

>hsa-mir-4453:4:153457520:153457721

GGAGGAGCCGAGUCGAGCCUAAGCUGCCGCCCGAUCUUACCCCUGACCCGAGGGCGGCCUGGAGAGCUUGGUCUGUAGCGGUUUCCUUCGGGGCAGGUGGGGACUGCUCCUUUGGGAGGAAGGAGGAGGCCCAGGCCGCGUCUUCAGGCAGCUGCGCGCACCACCCGAAGGUGAGGCAUUUGGCCCCAAACAGACCCUCG

>hsa-mir-4484:10:127508247:127508448

CCCUCCUUGAUAGGAGGCUUGAGACUGGUGAGGCUAGGGCCUAAAAACCGUGCAGUGUCUGGGGUUUCCUCUGCCUUUUUUUCCAAUGAAAAUAACGAAACCUGUUAUUUCCCAUUGAGGGGGAAAAAGGCGGGAGAAGCCCCAGCAGAAAUGAAGCUGCUCCUGAAGCUUCCAACAUGAAACUCACCUCGGCACUGGUA

>hsa-mir-499a:20:33578139:33578340

CUCCCUCUUGGCAGCCUCCAGCCCCGUCCUUCACCCCCUGCCCUGUCCCCUGUGCCUUGGGCGGGCGGCUGUUAAGACUUGCAGUGAUGUUUAACUCCUCUCCACGUGAACAUCACAGCAAGUCUGUGCUGCUUCCCGUCCCUACGCUGCCUGGGCAGGGUUUGUGGGGAAGGGGUGGGAGCCCUGGGGCUCUGGGAGGG

>hsa-mir-4652:7:93346178:93346379

GUCAGACUGGAGUAGUGAUGAGAGUGAUAAUGGCCAACAGUGAUUCAGAAUCGUUUGACUCUAUUGGACGAGGGGACUGGUUAAUAGAACUAACUAACCAGAACUAUUUUGUUCUGUUAACCCAUCCCCUCAUCUAAUAGAGUAUAAACCUCAAUAUAAGCUCAACUAGGCUGAGUAAGGCCAAACAAGCAGUCCCCUAG

>hsa-mir-5090:7:102106128:102106329

GUAACGGGGGGAUGGGCGGGGCGGCUACACUUGUACGAGAAAUGUCAGGUGAAAAAGCCUUCUGAGGUACCCGGGGCAGAUUGGUGUAGGGUGCAAAGCCUGCCCGCCCCCUAAGCCUUCUGCCCCCAACUCCAGCCUGUCAGGAUUGGAGCUGCUUUCCGAGCACCUGGACCCCAAACUCCUGUGCCGCCUGACGCAGC

>hsa-mir-5190:18:13459884:13460085

CCUAGUCUCAUCGUUAGAGGUGCAUAAACUCAAGGUAAGCAUACCCUAAGUUUCCGCUCAAGGUCAUACCCUGGCUCCAGCCCUGUCACAUGGUUAAUGUUCCACAGCCAGUGACUGAGCUGGAGCCAGGGCCACUGCCCCCACGUCGUCACGCCAUGGUCAUUGUCAUUUCACUGCAGUUUCUCCAGCUUCCUUUUGAA

>hsa-mir-4534:22:38384730:38384931

AUUUCUGGGGCUGAGGUACAAGCAUAAAGUUCCCUGGGAGGUCUUCACAGAGUCUCUGGAUCCCUGAGGCUGUGAAUGACCCCCUUCCAGAGCCAAAAUCACCAGGGAUGGAGGAGGGGUCUUGGGUACUGGACCCACCAGCCAGGCAGGUUAUACUGGGGUAUCCGGAGAGCUUUGGGGUGUGGCAGGGGAGGGCCUAU

>hsa-mir-4774:2:169439390:169439591

UAUGGUAUAGAGGGGCCUUGAUGGGCAUGGCCUUUGAAAGACAUGAAAGCUAUAGAUUAGCCUAUAUUGUUGUCUGGUAUGUAGUAGGUAAUAACUGACAAACAGACAAUUGCCUAACAUGUGCCAGAAAACAACAUAGGCAAGGCUUGCAGUUACAAAAUAAUGCAUAGACAAAUGUACAUUUAAUCAAAUUUGGCUGG

>hsa-mir-4793

GCCCUGCCCGGCCCCACAUGUCUGGCCGUGGGUCCAGAUGAACGGGACCAUGUUUCUCCUCGCUGCCCGCACAUCCUGCUCCACAGGGCAGAGGGAGGCCAAGAAGACCUCUGCACUGUGAGUUGGCUGGCUGGAGGAAGGGGGCUUCUCAGGAUGGCAGGUCCCUCCUGGGUGGGGUCUGGGGCCCCCAGAUCUUCCCU

>hsa-mir-4478

CAAGCAGCCACCAAGCCCAGUGGGAGCUGGGUCUCUGGGCUUAGCAAGACAAGAGCCCAGGGGCCGAGGCUGAGCUGAGGAGCCUCCAAACCUGUAGACAGGGUCAUGCAGUACUAGGGGCGAGCCUCAUCCCCUGCAGCCCUGGCCUCUGCAGGGACAAGGGAGAGGAGAGGGUACGUCUGCAGGAGGGAUUGUGGAUU

>hsa-mir-4662b

GGUCAAUAGAAUCUUGAUGUUUUGUCGAUGGCUUCAUGGUAUUCCAUUGUAUGGAUGUACCACAAUUUCUAUUUAGCCAAUUGUCUAUCUUUAGGCAUUCAGAAUAGCUAAAGAUGGACAAUUGGCUAAAUAGACACUGUGGUACACAAUGGCUUUUUCUGUUGCAGCCAUGGUUGCAGUAAACUUCCUUGUAUAUAAAU

>hsa-mir-4433:2:64567834:64568035

GACAGCAAUGGGAUGUGGGGGAGUAAGAGGGAAUAGUUUAGGAUGAUGUUCUUUCCCCCAUCCUCCUUACGUCCCACCCCCCACUCCUGUUUCUGGUGAAAUAUUCAAACAGGAGUGGGGGUGGGACAUAAGGAGGAUAGGGAACACAGGAUGAAGGGCAGGUUACAGGGGUCCACGUGCGAGGGGAAGAUAAUGUGUUC

>hsa-mir-4476

AUCUGCUGGGGGCUGGGAAGCCAAGCCACUGAGCUCGUCGGAACUAUGUGCAAAUGAAAGUGGGCAAAAAGCCUGUCCCUAAGUCCCUCCCAGCCUUCCAGAGUUGGUGCCAGGAAGGAUUUAGGGACAGGCUUUGUGCCCACUUUUGGCUACUCAUAGCCGGAUUGCAGGGGCUGGGAUUGUUCAUGGUGCAUUUCAGA

>hsa-mir-378f:1:24255499:24255700

UAGGAAACCUCUCUGGAGCUCCACUCCUCCCACUUCCUGCUCUUCCUCCCCAGCCCCUGGGUCAGGUCCUGGACUCCCAUAGUUUUCAGGCUGCUAAACAACAGAACGAGCACUGGACUUGGAGCCAGAAGUCUUGGGCUCAAGCCCUGCCCUUACUGCUUACUAGCUGAAUAAUUCUGGGCAAAUCAGUUGGACCAGUU

>ENSG00000200890:81723254:81723454:2:-1

AGUAAGGUAGACUCAAAAGUGAGAGACUAAACUUAAUAUAUUAUUUGUAACCUUGGAGCAUCCAUAAGAAAAGAGAGAAGGGCGUCUACAGCCAUACCACCCUGAAUGCGCCCUAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGGGAGAAAAGAGAGAAGGGCUUUGUUGAAUCCU

>ENSG00000252754:48206854:48207054:10:-1

ACAGCACAGAUGCCUGGGGCACCAAUCUGAAUCUGCCAACAUCCAAGGCCACAUGAACACAAAUGCGCAGUCUCCUCUGCGAUCGGUAGCUAAGGAUGUUAGGCCAUGAUUGGACUAGGAUGGGAGAUGAACUGAGAACUAUGGAUUCUGUAGGUUGUUGUUGUCUCUUCCCACCCCAAGCAACAAGUGAUGAACACACA

>ENSG00000201763:60368380:60368580:8:1

GUGUGUUUGUCUGGUUUUCUCACGAGAGUAAUGGUCACAUAGAAUGAGAUGAAAAAUAUUCUAGUCUAUGGCCAUAACACCCUGAACGCGCCCGAUCUCGUCUGAUCUCAGAAGCUAAGCAGGGUCGGGCCUGGAUAAUACUUGGAUGGAAAAAUAUUCCCAUCUCUUCAAUUCUGGAACUUAUAUUUUCUUAUCUUCCU

>ENSG00000252726:59921813:59922013:2:1

CAAAUCAAUCAGUUUCAGGCAGAUACUGAGAGCAUAAAGGCAGAACUACAAAAGAAUAUUCAUCAGAAAGAAAGAAGUUAAUUGUGUACAGGCAUACCACCCUGAACAUGCCCAGUCUCUUCUGAUCCCUAAAGCUAAGUACAGUUGGACCUGGUUAGUACUUGGACAGGAGAAAGAAGGAAUUUAACACAGAAUUAAGG

>ENSG00000252936:34989496:34989696:16:1

UGUGCCACUGCCAUGGCCCAGUGCCCCCCAGUGUGGGUCCCCCAUGGCAGUCCCUGGCACCAUAGCAGCCUCUGGGCGUCCAAGUACAAAAGAUAAACAGGGUUAAGCCUGGCUGGGGCUUGGAUGGGAUACCACCUGGGAAGAUCUGGGGUUUCAGGUUUUUGGCUUCCAUUCCUUUUCACUUUUUCCUGCUUGUCGCC

>ENSG00000212425:138269581:138269781:2:-1

AAAAUGAAAAAAAUUGUACUUUGAAUAAUGCCUUGAUAGAAAAUGUGGGUGAUUACACUGUUUAGAAAGCAAGUUUAAAAUUGCUCUAUGGCCAUAUCACCCUGAAUACACCCAUCUCAUCUAAUCUUGGAAGCUAAGUAGGGUUGGGCCUAGUUAGUACUUGGAUGGGAGAAAAGUUUAAAAUUGGUCAAAAUUAUUCA

>ENSG00000212396:95270248:95270448:10:-1

AUCUGUGCUAUAGUUGUGGGCAAGAGUAUCCUCGUUCUUAAGAAAUACACAUUGAAGUCUACGGCCAUACCACCCUGAACGCGCCUGAUCUUGGCUGAUCUUGGAAGCUAAGCAGCGUUGAGUCUGUUUAGUACUUGGAUGGGAGAACAAACACACAUUGAAGUAUAUGGGUUUAAACGGCUGUGGAUAUGUACAAUUCA

>ENSG00000200434:33965374:33965574:16:1

CCAGGAGGGCCUCCUGGUGUUGGGAGCGCCCUUGCCAAAUCCACCUUGUAUGACUUUUAGCGGUGGAUCACUGGGCUUCUGUGUCGAUGAAGAACGCAGCUAGCUGUGAGAACUAAUGUGAAUUGCAGGACAGAUUGAUCAUCGACACUUCGAACGCAAUUGCAGCCCGGGUUCCUCCCAGGGCUUUGCCUGUCUGAGCG

>ENSG00000238908:39482704:39482904:20:-1

UAGAGGUAACAGCAUGUGCAAACGUCUUGAGGUGGCACGUGAGAUGUAUGAGAAGCCUACAGCCAUACCGCCCUGAACACACCUGAUCUUGUCUGAUUUUGGAAGCUAGGCAGGGUCAGGCCUGAUUUAAUACUUGGAUGGGAGAUAUAUGAGGAGUUUUCAGCAGACCAGUGUGGCUAGAGCAUGGAGAGAAGGGGAGU

>ENSG00000200079:109221263:109221463:10:1

UGACAACAAUAGCACAAAUGAUGCCAAGAUAAAUUAGAAGAAAUACAGUUAUAUAUCUACAGCCAUACCACCCUGAAUGCAGCUGAUCUUGUCUGGUCUCGGAAGCUAAGCAAGGUUGGGCCUGCUUGGUACUUGGGUGGGAGAAAAUAUAAUGUUGUAUGAUCCUUAAACAACACAUGAAGUCGUAUACUUGAAAAUUG

>ENSG00000199480:107092618:107092818:14:1

UGAACUACUGAUUCUUUAUGUAACUUUAGUUUUUAUUCUAUAGAAUGUAUAAAAGUGUGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAUGUAUAAAAGUGGUAUCAUAUGUGUGUACUUUUAUUUGUUUGGCUCAUUUU

>ENSG00000201856:13928967:13929167:11:-1

CAUAGAAAAAAAAAGAUUAGAGAAAAUGAAGUUAGGAAUUGGCAUUAAAAAAAUCAUUCUGUAAUCUAUAGCCAUACCACCCUGAAAGUGUCCUAUCUCGUCUGAUCUUGGAAGUUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGGGAGAAAAUAAUUCUACAGUCUCCACUAUAUAUAACAAUUCUUCUGUGUUUC

>ENSG00000202044:152731348:152731548:6:1

AUAUGACUACCCUGAAGACUGUCAAAAGGAGAAGAUAGCUGUUGUUUAUAAAAAUAAGGUAGUCUGCAAUCCUAUCAGCCUGAAUGCACUUUCUCUCAUUUGAUCUUGUGAAGGUAAGCAGGGUCCAGCCUGGUUAGUACUUGGAUGGGAGACCCUCUGGGAAUAUUGGAAGCUGUAGGCUUUUUUUUUUUUUUAAACAA

>ENSG00000201595:51728422:51728622:3:-1

GCUACACAAAUCGGUAGCUUCCCUCUGGCCCUCAAUUUGCCCAAGUAUGAAAUAAAGGGUCUACAGUCAUACCACCCUGAAUGCACCUGAUCUUGUCUGAUCUCAGAAGCUAAGCAAGGUCGGGUCUAGUUAGUACUUGGAUGGGAGACUGCCUGGAAUACCGGGUGCUGUAGGCUUUUGGCCUAUCGUUCCCUCCCUCU

>ENSG00000223003:55442498:55442698:5:-1

CCCACAUCUCUAAAUCAUACUUCUGCAUAUACUCAUUGCCAUCUACCUCACGUUUGACAGUGCAGUGGUCUAUGGCCAGAACCACCCUGAACGCACCUGACCUCAGAAGUUAAGCAGGGUUAGGCCUGGUUAGUAAUUGGAUGUGAGAUAGUACAGUAGUACAAAGGACAAGAUUGUUUGGAGCACUCAUCAAAAAUCCU

>ENSG00000202174:133010663:133010863:2:-1

UGACGUGCUGUGCCAGGAGGGCCUCCCGUUGUUGGGAGUGCCCUCGCCAAAUCAACCUUGUAUGACUUUUAGUGGUGGAUCACUCAGCUCCUGUGUCAAUGAACAACACAGCUAGCUGGGAGAAUUAAUGUGAACUGCAAGACACGUUGAUCAUCGACUCUUCGAAUGCACUUGCGGCCCGGGUUCCUCCCAGGGCUAUG

>ENSG00000252793:145965578:145965778:5:-1

CCCUCUUCCGUGAUGAAUGUGUGGAUGAAGCCGGUGUGUUUUUAAUAAUGCCACCCCACUUCCAAAACAAAUCCCCUGACACAGUCUUUGGACAUACCACCCUGAAUGCACCCGAUCUCAUCUGAUCUUGGAAGUGAAAUGGAGUCAGGCCUGGUUAGUCUUUGGAUGGGGGAAGUCUAGACACACCACUGAGAAACAUU

>ENSG00000222407:231417096:231417296:1:-1

GCGCCACAAUAUAAUGUCGAGCAGCUGGCCGAGGCCGUUUGUGAGUGAAGGAUGCAAAUGCCUAUGGCUGUACCAACCACCCUGAAGGCAUCCGAUCUCAUUUUCUCUCAGAAGCCAAGCAGGGUUUGUCCCAGUUAGUAGGGGUAGUAAUGACAGAUUACGCUUAUUGCCGAAGAACUGUUUCAAACAUUUUACUUAGA

>ENSG00000252509:73269907:73270107:8:1

UGAGUCUCAUUUUUAGUAAAACCAUAUAAAAUAUUUAUUUCACGUGAGGUAGAGGACAAUUACCACCCUGAGUGCGCCCCAUCUAGUCUGAUCUCAGAAGCUAAGCAGGGUCAGGCCUGGAUAGCGCUUGGAUAAAGAUUUUUUAAACCUAUUAUACCACUAUCACAUUCACCAAAAUUAACAAUAAUUCCUUAGUCUCC

>ENSG00000223203:143770878:143771078:6:1

UAGCCCAGGGUCAACCUAAAAGGUAGCGAAAGUGUUUAGCCCAGAAGUCUACAUAGAAACUAGGGUUGUCUACCUCCAUACCACCCUGAAUGUCCCCCGAUCUCGGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGGGACAAUAGGGCUAAGGUGAGUAGAUUUAAUGCUCCAGGAUAACGACCUUUACCGAC

>ENSG00000252564:162265999:162266199:2:1

GGUUAUCAUAUUGCUGAUGUUGGCAGAAUCUUGAUAUUUCAGAUGCAAGACACUAAGCUGUCUUUGCUUUCAGCCAUCCUACCAUAUGCUCUGAUCCCAUCACAUCUCACAAGCUAUGUAGGUUUGGGCCAGGACCAUUCUUGGAUGGGAAAUCUCUAAGAAUCACCCAGCUGCCACAAGAAGUAAUGUAGAUAACUGAG

>ENSG00000201415:17721951:17722151:6:-1

AAAUGGCAGAACAGACCCUGCUUCACUCCCCAAGAACUCCAGUGGAGCAGUAAGAACCUAGAGAGGUACAGGGCACACCACCCUGAAUGUGCCUGAUCUCAUCUGAUCUUGGAGGCUAAGCAGGGCUGGGCCUGGUAAGUGCUUGGAUGGGAGAUCUCCUGGGAAUACCGGGUGCUGUAGACUUAAAAAAAAAAAAUCCG

>ENSG00000253080:111777273:111777473:12:1

GAGAUUGCAAGUUCUCACAUUGUCUGACAUUAUAUCCUGAUAAGAUAAGCUGGCAUUGUCUACAGCCAUACCACCCGGAAUGCUGAUCUCAGAAGCUAAGCCGAGUCAGGCCUGGUUAGUAUUUGGAUGGAAGAUAAGCUGGCAUUGAGCUGGGCACCCAGUCUCAUGCUAUGCAUCAAGGAUUCCUCUAUAUUUCCAAA

>ENSG00000252043:34981072:34981272:16:1

GUGACCCCCCCGCCACCCGCUUCCCACAUGACUGCAUUCUUGCUCCAGCCCAGGACCUCCUUUUGGGGCUCCAUUUGGCCAGCCCCUGGGCACCAUAGCAAACUCAGGGUGCCCCAGCCGGGAAGGUAAGCAGGGUCGGUCUUGGCUGGGACUUGGAUGGGGGACCACCUGGGGAGACCAAGUGCUGGAGGCUUUUGACU

>ENSG00000223162:27198220:27198420:9:1

AACCCUUGGAAAGGUAAACUAUUUCUUGGCCACACACAACUACCACUGAAGUCAGGAUCAUGUGGUCUAUGGCCUUACCACCCUGAACACACUGGAUCUCAUUGAUCCUGGAAGCUAAGCAGGGUCAGGCCUGGAUGGGAGAUUAUGUGGUCCCUUGCCACCUCCCAGAGUCUGAGGCUGUCUUUGCAGCUGGUUCUCCA

>ENSG00000251857:66459914:66460114:12:1

AGCAAAAAUGUGUAUGGGGAGUUCCCUACUGUUUUGUUGCUGGAAUCUUGGACAACACAGAGAAAAAUGACAAGCACAUAAUUUAGUCUGGCAGCCAUACCACUCUGUGCUGUGAGCCUGUCAGUUCUUUCUAGCUAAGUAAGUGCUGGCCUGCUUUGGUGCAAGGAUGAGAGACCUCCCAGGAACAAGUAGGUACUUCA

>ENSG00000252667:20509856:20510056:Y:-1

CGCCUGGAGUCGAGCGGGGCGUGGCUGUGCCGGGCUCUUGAGGCAUCCAGGCCCCUCUGCCAGCGCCUACAGCCAUAUCACCCUGUCCAGUCUCGUCUGACCUCGGAAGCUAAGUAGGGUGGGUCCUGGUUAGUACCUGGAUGGGAGGACGCCCAGGAAUGUUGGGUGCUGUAGGCUUUUGUCCUCCCCCUCCCUCCCUC

>ENSG00000201620:86349313:86349513:1:-1

UAUUGGCACUACUCAUGAAGUGGUAUAGUGUUAUUUGAAAAUGGACUUGAUCAAUGGCCAUAGCACCCUGAAUGUUCUCAAUCUCAUCUGAUCUUGGAUGCUAAACAGGGUCAGGACUGGUUAGUACAGGGAUUGGAGAUGGCCUAGGAAUACCACGUGCUGUAGGGUUUUUAAAAAAAGAAAGAAAAUGGACUUGGGUU

>ENSG00000223262:43641224:43641424:21:1

AAAUUAUUUUCCUCUCUGAAAACUGGGUACUUUAAAAAAAGUUUAAACAUUUCUAUUCAUGCACAGCUGUCCCACCCUGAAAGCAAUAAUCUGAUGGUAGAAGCUAAGCAGAGUUAGGCCCCGGCUAGUCCUUGAAUGAGAGACCACCUGGGAAUUCUGGGGGCUGUAGGGUUAAAAGAAAAAUAAAUUAAAAAUAAAAU

>ENSG00000252512:32046213:32046413:6:-1

UAAAUAUUCUUACUCUGAGGUCUGCUUUGUCCCCUUUGGCUGGUUCAGUUACUUGGUCAGAAUGCACAUGAAUCUAAGGCCAUACCACCCUGAAGGUGUCCUAUCAUCUCCUCUGAUCUCAGAAGCUAAGCAGGGUCAGGUCUGGUUAGUACUUGGAUGGGAGAAUGCGCGUGAGACAUUGGCCUCUUCAUCAGUACAGC

>ENSG00000252496:79963613:79963813:13:-1

GUAGUUUUUAUGCCGUUACAAUGGCUGAAAUCCAGUGUUUUUGCAUGACCAAAUCAUCUACGGCCAUACCACUCUGAACACCCCUGAUCUCAUCUAACUUGGAAGGCAAGCAGGAUUAGGCUUGGUUAGUACAUGGAUGAGAGACUAUAGUUUAUGUAACCAUUCUGUUCUUAUUUGUCAUUUAGGUUGUUUGCUUUUUU

>ENSG00000222317:210586547:210586747:2:-1

UCACAUAAGACGGAGAUAGUUUUAAACCAACAAAGACCAUUACAUGUAAAACCUCACAGAGAAAUUAUUUUCUAAAGGCAAAUCAUUUUAUUUAUGGCCAUAUCACCAUAAAUGUGCCCAUUCCCAUCUAAUCUUGGAAUUUAAGCAGGAUCGGGCUUGAUUAGUACUCGGAUGGGAGAAAGCAAAUAAUUUUGACUUAC

>ENSG00000252001:19922554:19922754:10:-1

GAGACUCUGUCAAAAAAAAAAAAAAAAAAGAAAGAAAAGAAAAAGAAAGAAACUGUGGCUUAUAAUCAUACUAUCCUGAAUGUGUUUGAAUGUCUGAUCUCAUCUGGUCUUGUCAAAGCUAAGCCAGGGUUGGGCCUGGUUACUACCUGAAUGGGAAGCUUCCUGGGAAUACCGUGUGCUGUAGGCUUAAAAAAAAAAUC

>ENSG00000199509:21119536:21119736:20:-1

AACAUACUAGUAAAUAGAAAUUCACAAGUCCAUCAUAACAUUAAAAAAAAAAAAAAAAGGUCCUACGGCCAUACCACCCUGAACACGCUUGCUCUCAUCUGAUCUUGAAGGCUAAGCAGGGUUGGGCCGGUUUCAUACUUGGAUGGGAGACUUCCUGGGAAUACCAGGUGCUGUUGUAGGCUUUAAAAAAAAAAAAAAAA

>ENSG00000199910:228766073:228766273:1:-1

GCAAUCCGGCGGGCACGGCCGGGCCGGGCUGGGCUCUUGGGGCAGCCAGGCGCCUCCUUCAGCGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUUCUUUGGCUUUUUGC

>ENSG00000252424:50019291:50019491:14:1

CUGGGCGACGAGCGAGACUCUGUCUCAAAAAAAAAAAAAAAAAAGAAAUGGACCAAAAAGUCUACAGCCAUACCAUCCUGAACACACCAAUCUCAUCUGAUCUCAGAAGAUAAGCAGGGUCAGGCGUCGUUAAUACUCAGAUGGGAAGAAUGAACCAAAAAGAUAGCUGAGCAUUUUCUGUAAACAAAAAAUGAAAUCCU

>ENSG00000199315:97528383:97528583:11:1

UUUUACUGAAACAGAAAAGACAGAAAAAUCUAUUGUCUUUACUAUUAUUCAUGAAAAUUACCACUAUGUAAAUGAUAUCAGUCUACAGCCAAAACACAUUGAAUGUGCCCAAUCUCAUCUGAUCUCAGAAACUAAGCAGGAUUGGGCCUGAUUAGUACUUGGAUGAGAGACCACUUGUGAAGACUGGGUGCUGCAGGCUU

>ENSG00000199556:45511511:45511711:12:1

AAAUAUAUGUGUAGUCUUUUUUAUUUUUAUCAAAAUUAAAUCAUCUACAGCCAUACCAUCCUGAACAUCCCUAUCUCAUCUGAUCUCAAAAGCUAAGCAGGGUCAAGCCUGAUUAGUACUUAGAUGGGAGACCUCCUUGGAAUACUAAGUGCCGUAGGCUUAAGAAAAAUAUGCAAAACAUUUUAAAAAUAAAUAAAAUU

>ENSG00000251816:19183355:19183555:4:-1

AGUUUACUUAGAUCUCAUUUGUCUAUUCUGGCUUUUGUUGCCAUUGCUUUUGAUGUUUUAGUCAUGAAGUCUUUGCCCAUGCCUGAACAUGUCCAAUCUUGUCUGAUCUUGGAAGCUAAGCAGGGUUAAGCCUGGUUACUACUUGAAUGGUAAACCAGUUUUAUGUUAUUUGGAUGCAAUAAAAUUCACCAUAUUUUGAA

>ENSG00000201000:141498784:141498984:X:1

AAACAAGACCCAUUGAUCUAUCGUCUACAAGAAACACCUAUAAAGGCACACAUAGUCUGUGGCCAUACCACCCUGAAUACGCCCAAUCUUGUGUGAUCUCAGAAACUAAGCAGGAUUGGGCCUGGUUAAUACUUGGAUGGGAGACUGCCUGGUAAUACUGGGUACUGUAGAGUUUUUUCUUAUUUAAAUAAUAAAAAAGA

>ENSG00000199592:79346743:79346943:10:1

GUACGUGCUGUCUUCUCCCUGCUCAAUAAAAGGAGAGCAUCCUUGUGUUAGAAAUAGCUUGGUAUCUGCGGCCAUACCACCCUGGACACACCUGAUCUUGUCUGAUCUUGGCAGCUAAGCAGGGUCUGGCCCAGUUAAUACUUGGAUGGAAGAAACAACUUUGCACAACAGUUCUAAACAAAGCACAGUUUGAACUUAUU

>ENSG00000199438:68123762:68123962:14:-1

GUGGUAGUGUCUCAGACUUCUACAUGCUUUCUUUAGAAGCUGAAAAAGAAGAAUGUAGUCAUCUAGGCAAUACCACUCUGAACCUGCCUGAUCUCAGAAGCCAAGUGAGUCAGGCCAGGUUAGUACUUGGAUGGGAGACCACCUGGAAAUACCAGGUGCUGGAGGCUUAAAACGAAGAACAGAAUAGCUUAUUCAUGGUC

>ENSG00000202264:227748832:227749032:1:1

CCUGGAGUCGGGCGCGCAAGACUGAGCGGAGCUCUUAGGGCUGCCAGGCGUCUAUGGCCAUACCACCCUGAACGCGUCCAAUCUCGUCUGAUCUCUCGAGGCUAAGUAGGGUCAGGCCUGGUUAGUACUUAACUGGGAGACCGCCUGGGAAUAACGGGUGCUGUAGGCUUUUUGGUUUCCCGGUCCCUCCCACUUUCCUC

>ENSG00000200225:20883055:20883255:14:1

ACCUUGGCCUCCCAAAGUGCUUGGAUUACAGGCAUAAGCCACCAUGCCUGGCCAAAAAAUUAGUAAAAUCUCUUAAAGAGAUAUAAAGGAGUCUACGGCCAUACCACCCCGAACGCGCCCGAUCUCCUCUGAUCUUGGAAGCUGAGCAGGGUUGGGCUUGGUUAGUACUUGGAUGGGAGAUAAAAGGAAUACUAGAAAGA

>ENSG00000223238:114173845:114174045:9:-1

GAUAAGCACUGUUUUAGGUGCUAGGAGUACAGUGAUUCAUAAAUACAUGAGAAUCCCUGGUACAACAGGAUGCUCAGAGCCUGCAGCCGUACCACCGUGAACACACCUAAUCUCAUCUGAUCUUGGAAACUAAGCAGGGUCGGGCCUGAUGAGUACUGAAAGCGAGAAAUGUUAGCUCCUUUUUUCUUCCUCAUCUACUG

>ENSG00000201704:59866248:59866448:15:-1

GAGAAUGUUCGUAUUGCUUAAGGGUAGAGGUGACCUUUCAAAGCAAGACAAGAGCCUACAGCCAUACCACCCUGAACGCACUCAAUCUCUGUCUAAUCUCCGAAACUAAGCAGGAUUGAGCCUGGUUAGUACUUCAGUGGGAUACUGCCUGGGAAUACUGGGUGCUAUAGGCUUAAAGAAAAUAAGAAUAGAAAUAAAGC

>ENSG00000223169:76574892:76575092:6:-1

GAGCCAGACCCUGUCUCAAAAAAAAAAAAAAAAAAAAAAAAAAGACAUCAUUUAAAAUUGAGAGUCUACCGCCAUACCACUCUCAAUGCGCCUAAUCUCAUCUGAUCUCAAAAGCUAAGCAGGGUCAGGCCCAGUUAGUACUGGCCAGGCACGGUGGCUCAUGCCUAUAAUUCCAGCACUUUGGGAGGCUGAAGCGGGUG

>ENSG00000212525:108573531:108573731:6:1

AACUUGAGGAGCUAAAAGCAAAGGCCACAGGGAAGGGUUCCCUGGAUAGGUGGAAUUAAGAAAUCCGGCAAAAGUCUAUGGCCAUUCUAUCCUGAAUGCAAUUGCUCGUCUGAUCUCAGAAGCUAAGCGGGGUUGGGCCUGGUUAGUACUUAGAAGGGAGAAAUCUGGAAAACAAGAACAAAAACCAAAAAACAAACCAC

>ENSG00000200839:52439027:52439227:1:1

AUAAAAACCCUUUGCUAAUUUUCCUUCAGCAAAAGCAAUGAGAUUGACCAUGUCAUCUAUGGCUAUACCACCCUGAACGCGCCCGAUCUCAUCUGAUCUCGGAAGCUAAGAGGGGUUGGGCCUGGUUAGUACUUGGAUGGGAGAUUGACUAUGUCGUAUCUAAUUAGAUUAUCAUUGAUUUUACCUCGAAACGUGGCUGA

>ENSG00000202331:150828673:150828873:4:1

AUCUGCAGAUAAAUUACAAGAGAGUUUAGCUGAAUGGUGUCUACCGCCAUACCACCCUGAAUGCACCCAAUCCCAUCUGAUCUCAGUAGCUAAGCAGAGCUGGGCCUGGUUAGUACUUGGAUGGGAGAGUUUAGCUGAAUUGCAAGGUGAGAAAAAAGCAAUACAUUAAAUCUGUAAUGCUUCCAUAUACGUGUAACAAU

>ENSG00000222741:33217288:33217488:7:1

GACUCUCAGAAAGAGUUAAAAUAGACAUUUUAUUGAAACCUUUGUAUCCAAAUGCCCAAGCAAGUCUAUGGCCAUACCACCCUGAAUGUGCCUGAUAUCGUCUGAUCUUGGAAGCUAAUCAGGGUCAGGCCUGGUUAGUACUUGGAUAGGAGACCAAAUACCCAAUCAAAAUAAUAAAAAAAAACCUUUAAACAUUGGAA

>ENSG00000200687:19423364:19423564:11:-1

UGUAGGGAAUGAGGGACCCUUAGAAAUCACAUGAAGAAAUUUGUGUGCAUGCAUGUCUACGACCAUACCACCCUGAAUGCGCCCGAUCUCGUCUGAUCUCAGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAAUUUGUGUGCACGUGAAUGUGACAUGUUUCUUAAGUGUGGCACUGCAAUUUAAAU

>ENSG00000251785:78080496:78080696:1:1

CCAGAUGUUAAAAUCUAUUUCUAAUAUUAAUGAAGAAAAUAUAAAUAGAACAUUCAUGUUUAUGGCCAUACCAGCCCGAAUGUGCCCAAUCUCAUCUGAUCUCAGAAGCAAAGCAGGGUCAGGAGUGGUAGGCUUUAAAAAAAAAUAAAAAUUCAUUCUUCAGAGAAGCAUUAACUGAAUGGGGUAGCAGUAGUGCAGAU

>ENSG00000202056:228743425:228743625:1:1

CGGUGACAGCUGGAAUCCGGCCGGCAAGGCUGGCCGGGCACUUGGGGGAGCCAGGCUCCUCUUCUGGCGCCUACGACCAUACCACCCUGAACGCGACUGAUCUCGGAAGCUAAGCAGGGACGAGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGAGAAUACCAGGUGCUGGAGGCUUUUUUUUUUUUUUUUUUUUAAUG

>ENSG00000253058:30290775:30290975:17:-1

GAGUAGAACUAUAAGGGUCCAAGCAGAGUUAGAAAGCAGAGGGCCGGUGCCUAUGGCCAUACCACCCCGAACGCGCCAAAUCUCAAAAGCUAAGCAGGGUUGGGCCUGGUUGGUACUUGGAUGGGAGAAAGCAAAAAUAUAAAGUUAAAAACUAAGAAUGGCCGGGCACGGUGGCUCACGCCUGUAAUCCCAGCACUUUG

>ENSG00000252950:33935330:33935530:21:1

UCUUUUCAGUGAUAGUCUUGUGUUCUUAUUUUAUUACACUUUUUAGUUCUUCUUGAAUAUGGCUGCACCACUCUGAACACGCCUGAUCUUGUCUGAUCUCAUGAAGCUAAGCAGGGUCAGGCCUGGUUAGUAUUUGGAUGGGAGGAAUAGAUCUUGAAUUUUAUAAAUAGCACUCAGACAUCUAUUUUUAUGCUUAUUUU

>ENSG00000222416:94453442:94453642:8:1

AUUUGCUCCACUAGAUAGCAAGACUUGCUAGAAAGCAACUGUAAUUAAGAAAUGCAAUAUUAGUCUAUGGUCAUACCACCCUGAACGCACUGGAUCUUGUCUGAUCUUGGAAGGUAAACAGGGUCAGGACUGGUUAGUACUUGGAUGGAAGAAAUUCAAUAUUGUUGCAAGGUUUGAUAAAUAAACCAAUUAAAUAAAAU

>ENSG00000201440:134562041:134562241:X:-1

AACAGAGUUAGCUCUAGCCUUAAAGUAGAGAUGAUCAAGAAGGAAACAUGCAUCUAUAGCCAUAUCACCAUGAAUGUGCCCAAUCUCAUCUGAUCUUGGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAGGGGAGACUGCCAGGAAUACCAGGUGCUAUAGGCUUUUUUUUUUUUAAGGAAACAUUUUAGAGAAG

>ENSG00000200601:74215134:74215334:1:-1

GUAAUGGGAUCAAAAGGACUAUGGAAAGGAAAGUUUGAGAAUUGUGUGAGAAAAUCUGUUCAGUCUAUGGCCAUACCACCCUGAAAUGCACUAGAUGUCAUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUAGUUAAUACUUGGAUGGGAGAAAAUAUGUUCAAACUAAAACUAUUAAUAUAAAUUUAAUAUAUUAUUG

>ENSG00000251924:34969690:34969890:16:1

CUGCGCCCAUGCCGCGGCUAGGGACCUCUCCGUGGCGGUCGGUCCUGGCUGCCCCAGUGUGCCAUAGCAGCCUGAGGACGCCCCAGCCCAGAAGCUAAGCAGGGUUGGACCUGGUUGGGGCUUGGAUGGGAGACCACCUGGUGAGACUGGGGGCUUCAGGCUUUUAGCUUCCUGCUUCCUUCCUGCUUUCCCCCGCUUGU

>ENSG00000200872:46001799:46001999:18:-1

CAGAGUUAGUAAUAGUGAGGAUGGUUUAAAAUGAUGGAUGUAGAAAGCGAAGUGCUGAGUCUAUGCCCAUACCCCCUUGAAUGCACCCGAACUUGUCUGAUCUCAGAAGCUAAACAGGGUCAGGCCUGGUUAGUACUUGGAUGUGACAAAGUUAAGCACUGUGUUGUUGACACACAGGAAGCACCCAAUAAAUGGUAGCU

>ENSG00000212595:150194728:150194928:X:-1

ACAGGUGGAGAUACAGGUAGAAAUAUACAGACAGUCUACACUAUGACCAUACCAUCCUGAAUGCACCUGAUCUUCUCUGAUCUCAGAAGCUGAGCAGGGUUGGACCUGGCUAGUACUCGGAUGGGAGAAAUACACAUGCAGACACAGAUGAAGACACAGAUACAGAAACAGGGGUAUAAGUAGAGACACAAAUACCAAUU

>ENSG00000222346:111593653:111593853:7:-1

UUAAAAUUGUCAUCUGUGGUUAACCUUUGUUCUCCCUGGUAGAAGAAGGGGCAGGCCCAUGACCAUGCCACCCUGAAUGUGCCUGAUCUUGUUUGAUCUCAGAAACUAAGCAAGGCCAGGCCUGUUAGUACUUACAUGGUCUAAGAGAGGCAAGAUUCUUUUUGUUUUUGUAAAUCUAUGCAUUGCCUUUAGGCAAUUAG

>ENSG00000199620:25994332:25994532:8:1

GUCCCAAAAAAAUUCCUAUGUUGGGACAUAACCCCCAGUGUGAAGGUAUAAAUAGGUGGGGCUAUCUACAGCUAUACCAACCUGAAUGCAUCCGAUCUCACCUGGCCUUGGAAGCUAAGCAAGAUAAAGCCUGGUUAGUCCUUAGAUGGAAGACUGCCUGGGAAUACUGGGUGCUGUAGGCUUAAAAAGAAAAAAAGAAG

>ENSG00000251823:57197262:57197462:4:-1

UGUGCACAUGUACCCUAAAACUUAAAGUAUAAUAAUAAUAAAAUUAAAUUAAAAAAAAAAAAAGCUAAGUAGGGUCAAGCCUGGUUAGUACUUAGAUGGGAGACCUCCUUGGAAUACUAAGUGCCGUAGGUUUAAGAAAAAUAUGCAAAAUAUUUUAAAAAUAAAUAAAAUUAAAUCAAGUUAUACAUACUAAAAAAAAU

>ENSG00000222120:242297485:242297685:1:1

AGAAAUGUGCAUAUUAGCCAUUAAGCUUGUUUUUAUUUAGGAAGAGAUGAAAUAAUAGGUAGAACAAAUAUUUCCUAAUGGAAAAUUUGCCUACAGCCAUACUAUGCUGAACAUGCCUUAUCUCUGAAGCUAAGCAGGGUCAGGCCUGGUUAGCCCUUGGAUAGGAAGCUGACUGGGGAAGACUGGGUGAUGUAGCCUUC

>ENSG00000201420:110912992:110913192:X:-1

AAUUCAGAAAGACCUUUACGUCUCAUUGAAUCUGUGAAACUUUUUCCUAUAAGAUAUUAAAUUAGUCUAUGGCCAUACCACCCUGAAUGUGCUUGAUCUCAUCUGAUCUCGUGAAGCCAAGCAGGGUGGGGCCUAGUUAGUACUUGGAUGGGAGACUUCCUGGGAAUAUAAGCUGCUGUUGGCUUAAAAAAAUUUUUUUG

>ENSG00000251936:147546907:147547107:7:1

GGCAUGUUAGGCAUUGGAAUGGAUGUGCAAGCGAAAUGGACACAAACCAAAAAUGGAAGAGGCAACCUGUCUAUGGCCUUACCAUCCCGAAUAUGCCUGAUCUCAGAAGCUAAGCAGGGUUGGUUUGGCUAGUACAUGGAUGGGAGAAGAGAUAACUAGCUGAGACUUCAGUAUCUAGCUUAUAGGCUGCUUCAGCCUUC

>ENSG00000200310:121007727:121007927:6:1

AAUAUUGUUCACAAAAGGUUCACAGAAAUUACAGUGUUAGUCUACAGCCAUACCACCCUGAACACACCUGAUCUCUCAUCUGAUCUCGGAAGCUAAGCAGGGCCGGGCCUGGUUAGUACUUGGAUGGGAGAAAUUAUAAGGUUAAAAAGUAAUCGUGAGUAUCUAAUGAUAGAAAUGUUCCUAUCUAAGCCUGUUCUCAC

>ENSG00000201728:23361474:23361674:20:-1

GUGUCCCAGUUGUAAUCUUUUAACAGCUGUCAAAGCUGUUCUCAAAAGUUACCUGAUAGUUUAUAGCCAUACCACCCUGAACACACCCAAUCUCGUCUGAUCUCAGAAGCUAAGCAGUGUAGAGCCUGGUACUUGAAUGGGGGGCACUGCCUGGGAAUAUUUAGUGCUAUAGGCUUAAAUAUAUGUAUAUGUUCACUGGU

>ENSG00000199415:104518950:104519150:12:1

UUACACCUAUAUCAGACCAAUACGACCUAAAUUUACUGCAACAUUAUAGAAGUUACAGCUUCAGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAGUUACAGCUUCAGGCCGGGCACAGUGGCUCGUGCCUGUAAUCCCAG

>ENSG00000223318:165752122:165752322:2:-1

UAUUAUAGAAUCUUUAUUAUCAAAACUAACUUGAACCAUCUUCAAACAUCAGAAUGGGUAAACUGUCUAUGACCAUACCUUCCUGAACGCACCAGAUCUCAUCUGAUCUUGGAAGCUAAGUAUGGUCUGGCCUUGUUAGUACUUGGAUGGGAGAAGAAGUAAACUGCCUUGCCUGGACUAUUUCCAAUGAUGCCAAACAA

>ENSG00000201413:134502214:134502414:3:-1

ACAAAUAUCAGAUUGGUUAAGAAUAAAUCCAGUUAUAUACUAUUGGAAGAAAUACAUCCAAAAGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGGAGAAAUACAUCCAAAAACACGAUGACUCACAUGUAUUCGAAGUAAACAGA

>ENSG00000222123:25983605:25983805:15:1

ACAAUAGUAAACUCUGUGUUAUGCAUAUUUUGCCAUGAUAAAAAAUUUCAUUUACUGCCAUGCCACCCUGAAUGCAUCCAAUCUUGACUGAUCUUGGAAGCUAAGCAGGGUCAGUACUUGGAUGGGAGACACAAUUUAAACAUUUUUAAGUGGAUAUAAACCAACUCUGAGAAUUGACUGAGAAGAAAUGAAAUAAUCAU

>ENSG00000207277:68408860:68409060:9:1

CGCCUGGAGUCGUGCGGGCUUGGCUGGGCCGGGCUCUUGGGGCAGCCAGGUGCCGCUGCUGGCGUCUAGGCCACACCACCCUGAACGCGCCGGCUCGCCUCUGAUCUGUUGAAGCUAAGCAGGGUCGGGACUGUUUAGUACUUGGAUGGGAUUCCGCCUGGUAAUAGCGGUACCGUAGGCUUUUGGCUUCCCGCUCCCUC

>ENSG00000252313:32293467:32293667:9:1

UUUUUGCACCAAAAUAAACUCAUACUAACUUGUUAUAUAUAACAUAUCUGAACAGGAUCUAGUUUGAGGCACUAAGAAGAAUAAGACAGUCUACAGCCAUACCAGCUUGAAUGUGCCCAAUCCUUGUCUGGCCUCAGAAGCUAAGCAGGGAUGGUCCUGAUUAGUACUUUGUAAGAAGGAUAAGACAUCAGUUUGAAAAG

>ENSG00000201059:21022343:21022543:11:-1

CAUCCCCAAAAUAUGGACAGUUUUACAUUUCAAUCACACUUUAGUUUAAGAAAAGAGAGUUCUUUGUGAGCCCUGCUUACAUGGCCCAGCAUUUCCAGUUUGGAAUGGGGGAGUAUCAUCUGAUCUUGGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGGGAGACCUCCUGGGAAUACCGGGUGCUGUAGGCU

>ENSG00000207341:166011412:166011612:1:1

UGAAUUCUGUCAACACACCUGGAAUCUUUGCUCCUUCUAGGAUUCUUUAAAAGUCAUCAGGGCCCUCAGUCUACAGCCAUACCUCCCUGAAUGCUCCUGAUCUCAGAAGCUAAGCAGUCAGGUGUGGUUAGUACACAGAUGGGAGACCACCUGGGAAUACCUGGUGUUUUAGGCUGAAAAAAAGAAGUCAUUAGAAUCUA

>ENSG00000252905:8866745:8866945:11:1

UUCAUUUUUAUAGUGGUAAGCACCAAGAAACCUUGUUCACAUAAAUAACUAAACAGAAGUGACAGUCUACAGCCAUACUACCCUGAAUGUGCCAUCUCGUCUGAUCUCAAAAGCUAAGCAGGGUCAGGCCCCGUUAGUACUUGAAUGGGAGAAGUAAAAUAAAUUUUGCUAUAGCAAUAUCAGUAUCUUUAGAAUCACAA

>ENSG00000222129:95303603:95303803:13:-1

CCAGUCUUGACCUUGUUUAAUUCUUGGCUUGUGCUCAAGAAAUAUUAAAUUGUGGCCAUAUCAUACCAUGCCACCCUGAAUGCAUCCAAGAUCAGACAACAUUGUCUGAUCUGGGAAGGUUAGCAGACUUGGUUAGUACUUUGAUGGGAGAUCGCCUGGGAAUACCAGGUGCUGUAGGUUAAAAAAAAAAAAAGUAGCCA

>ENSG00000252272:29492497:29492697:19:1

CAGCAGCUUCAGAAAGGUUAAAAUGUGACUCCCCUGCCCCUGACAAAAAAACUGUUUUCAAUUCAGAAAACAAGGUGUCUAUGGCCAUAUUACCAUGGACGUGCCUGGUGUCAUCUGAUCUCAGAAGCUAAACAGGCUCUGGAUUGAUCAAUACUUGGAUGGAAGAAAACAAAGUGUGCCCAUUUUACAGAUAAGAAAGA

>ENSG00000199508:165714882:165715082:2:1

CACCUCCCAUCUGGUCCCUCCCCUGAUACAUGGGGAUUACAAUUCUAGACUAGGUUUGUGUCUAGGGCCAUACCACACUGAAAGCGGCUGAUCUCGUCUGAUCUCAGAACCUAAGCAGGGUCAGGCCUGGUUAUACUUGGAUGAGAGAUUUGGAUGGGGACACAGAGCCAAACCACAUCAACCUCAUAACCCAGAGCACA

>ENSG00000222285:136304851:136305051:5:-1

UAACAAAAGGGAAACUAGAAAAUGUACAAAUGUGUGAACCUAUAGCCAUACCACCCUGAACACACCAAAUCUCAUCUGAUCUCCAAAGCUGAACAGGGUUGAGCCUAGUUAGUACUUGGAUGAGGAAACUUACAAGUGUGGGAAAAUUAAACAAUACACUCCUAAACAACCGGUAGGUGAAAAAAGAAAUCACAAAGGAA

>ENSG00000252864:141950601:141950801:8:1

AUCCUGUAUCAAGGGUAAGAACUGCUAUAAGGGACAUCACUUGCCAAAAUAUGACCAUGGUCUACAGCCAUGCCAUCCAAUCUCAAAAGCUAAGCAGCGUGGGGCCUGGUUAGUAGUAUUGGGAUUGGGAGGCUGCCUGAAAAUACUGGGUGCUGUAGGCUUAAAAUAAAAUUGUUUUUUUAAUAUGAACAUGGCCGGGC

>ENSG00000251850:69408962:69409162:2:-1

CCCACCAGACCUCAAGGAGGUUUUCAGCAAUUUGCUUUGGGUUUCUGACAUUGAGUCAUCAGUGUGGUCUACGGCCAUACUGCCCUGGGCAUGCCUGAUAUCUAGAGGCUAAGCAGGGUCAGGCCCGGCUGGUACCUCGAUGGGAGUAGUCAGCACAUAGAUAAGUGUAUAUGAAGCUGUCCUCUUACCUCCAUUCUUUU

>ENSG00000212499:12966613:12966813:10:-1

ACAUAUUUGGAGAUUCUCACAAGCAUUUAUAUACACACAGAACACGACAAAAGAAAAUGAGUCACUUACGGCCGUAGCACCCUGAAUGCACCUGAUCUCGUCAGAUCUUGGAAGCUAAGCAGGGUCUGGCCUGGUGACUACCUGGAUAAGAGAAGAGGAGGAGUUGCCUCACAGAUACUCCAGUUGGAAAGCCCACGCUC

>ENSG00000212171:20601335:20601535:2:-1

UUGUGUGUGUUUAUCUGUGGGCACCAGGGUUGUAGGUCGAAGUAAUAAUCUGGCCUACGGCCAUACCACCCUGAACGUGCCCGAUCUCGUCUGAUCUUGGAAACUAAGCAGAGUCGGGCCUGGUUAGCACUUGGAUGGAAAUAGUAAUCUGCUUGUUUUUUCUGUGUGUUUGCCUCCUCUCUCAAUGGUGCCCCAAGGGC

>ENSG00000199572:190936227:190936427:4:1

GACGCCUGGAGCCGGGCGGACGUGGCUGGGCCGGGCUGUCGGGGCGGGCAGGCGCCGCUGCCGGUGUCUAGGCCACACCACCCUGAGCGCGCCCCAGCUCCUCUGAGCUCGUGAAGCUAAGCAGGGUCCGGCCUGGUUAGUACUUGGAUGGAUUCCGCCUGGGAAUAGCGGGUACCGUAGGCUUUUGGCUUCCCGCUCCC

>ENSG00000200786:79283356:79283556:7:1

AUAAGGGCAUGGAUUACCCAUCAUGUAAGUAACCUAGGCCAGCAGAGGUGCUAAUAGAGAAGAGAAUUUCCCACAGCCAUAGCACCCUGAACACACCAAAUCUCAUUUGAUCUCAGAAGCUAAGCAGGGAUGGGCCUAGUUAGUACUUGCAUGGGAGAAGAGUAUCUUGACUGGGCAGAAGAGAGAUGAUGAACAUGUAA

>ENSG00000252845:97622354:97622554:2:-1

AGCCUGGGCAACAGAGUGAGACCCUGUCUCAAAAAAUAAUAAUAAAUAAAAAGCUGUCAGUCCAAUUCCAUACACAAAGUUGCUGCUGUGGUCUGUGGCCAUGCCACCCUGAACAUGCUGGAUGUUCUCUCAUCUCAGAGGCUGAGCAGGGCCCGGCCUGGUUAGUACUUGGGUGGGAGAAAGUUCAUGCUGUGGGAGCU

>ENSG00000251873:51182454:51182654:5:1

UCUGUCUCAGCUUCCUGCCCUUGAUGAUAAGAAUGUUGCUUUCCUUCUGGUACAGAAAGGGCAUCUUGUCUGUGACCAUACCAGCGUUGCUGUGCCUGAUCUCAGAAGCUAAGCAGAGUUGGGCCUGGUUAGUACUUGGAUUACAGAGGGCAUCUUUCACAUGAAAGUCUCAUCUCCUUCUCUCAAGAAACAGGAGAAAG

>ENSG00000212333:114541762:114541962:6:-1

AGCUCCCUGAAAUAGCCUCAGUUGUUUAAAAACCUCUUCAGCACAACUGGAAUUAGACUUUUAAAAAAAUGAGAAUGAUCUUAUCUACAGCCACACCACCCUGAACGUGUCCAAUCUCAUCAGAUCUCAGAAGCUAAGCAGGGUCGGAGCUGUUUAGUAUUUGGACAGAAGAAUGAUCUCUGGAGAUUUUUUUUUCUUUG

>ENSG00000222378:39619797:39619997:1:-1

AGAGGGAGAGCAGGACGAAAAAAAUAUGGCAGUGUCUCGUCCACGGCCAUACCACCCUGAACACGCCUGAUCUCGUCUGAUUUUGGAAGCUGAGCAGGGCCAGGCCUGGUUAGUACUUGGAUAGUAGAAAUGGCAGUGUCUCCUCAGAUUCAAAGAUGAGGGUCAUGGGGUCAUCAAACUAAGGGCACAGCUGACUUCCA

>ENSG00000252516:247367803:247368003:1:-1

ACCUGGGAGUCUUUAAACAUUAGUGCAGACUCAGGUCAGGCUGACAGGAAGGUCUAAAUCUGCUUCCAGUCUAUGGCCAUACCACUCCGAACAUGCGCUAUCUCAUCUCAUCUCGGAAGCUAAGCAGGGUCAGUCCUGGGAAUACUGGAUGCUGUAGGCUUUUUUCCUUUAAAAAUAAACAAAUAAACAAAGCUGCUUCC

>ENSG00000200619:65264167:65264367:17:1

UUGAACACAGAGCAUGUGUCUGGAGUUGUGCCAGACCUUAAGAUUCAAAAGUAAAUGAGUCCAUGGGCCUACCACUGUGAACACGCCUGAUCUCAUCUGAUCUCAGAAGUUAACCCGGGUCAGGCCUGGUUAGUACUUGGAUGAGAGGCCAACAGGGAAUACCACAUGCUGUAACCUUAAAAAAAAAAAAAAAAAAAGAG

>ENSG00000251766:9927980:9928180:Y:-1

GAGCUGGGCUCCUGUGGCAGCCAGGUGCCACUGUGGGCCUUUAUGGCCAUACCACCCUGAACACAUGGGAUCUUGACUGAUCUUGGAAGCUAAGCAGAGUCGGGCCUGCUUAGUACUUGGAUGCGAGACCCCCUGUGAAUACUGAGUGCUGUAGGCUUUUGGCUCCCCGCUCCCUCUUUCCCCCUUUUGUCGCCAUGCUU

>ENSG00000200914:6504200:6504400:17:-1

UCAGCAGUACAAAUUGUGUGGGUUCUAGUUUUUCCCACUGCUGGCCCUAGAAGUCAACUUCCUGUCUACGGCCAUACCACCCUGAAUGUGCCCGAUCUCGUCUGAUCUCCGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGGAGAAGUCAGCUUUCUCAGAUCAGCUAAGUUAGUUAUCACUUUUGUCCUUU

>ENSG00000206878:228788087:228788287:1:1

AUGCAAAUGUGAAGAAAAGCUCUAUGUUACUGACCAUUGUUGUUGUUGUUUAUAGUGCAAAAUAAAAAUAGCAAAAAGGAAAAAAGAUCAAUGGAGGCCUUUUGGUGCUUACCACAGACUGUGCUCUUUCACUGACUGAAUAGAGAGAGGAGGCAGAGUAAACCUAUCCUAUAUACACCUCAGUCCAAGCCUGGUCUGUA

>ENSG00000200259:49994363:49994563:19:1

CCAGCUUACGCUGCACCAUCUACUUGGGAGAUUUCAGGCCUGCUGAGGGACCUGGGGACCUGGAGCCUGGCAGAUGAUGUCCUUAUCUCACGAUGGUCUGCGGAUGUCCCUGUGGGAAUGGCGACAAUGCCAAUGGCUUAGCUGAUGCCAGGAGGCUUGGGUGGGUGCUUUUCUAACAGGCCUGCAGAGAACAGUUGCAU

>ENSG00000238575:2555284:2555484:18:1

UCAAACAUGUAUAAGGUAAAUUUGAUAAUCUGAAUGUUUCUAGAAGAAAAUGGGAUUUCUAAUCUAUAGGGAUUGCAUGAGGAAGUAUCUGCUCUUCAUUCCUUUGGGAGGAGAAAUACAUCCAUAACAUGCUAAAUUAUAAAAGGAGGUCUCAGGGCUGCCAACCUUUCAAUAGAGGUUGAGUGGUAGCAUAUUACUCC

>ENSG00000201302:130210703:130210903:9:-1

CAAUUUAAGCUUGUCAUUUCUCUAAAACAGUUUCUGCCAUGUCAGAUUUGUGAAGGCUUGGUUUUGCCCUCAGCCACCCGCCACUGCACCUGACCAGGUCUCUGUUGGCUGGUGCAAUCCAGUGGUGAGCUGAUAGUAAACCCCAGCUUAGGAAACAGGGUUGUUCUUCAUGUGGAUGACUCUGUGCCGAAAGCAUGGGA

>ENSG00000238858:33381350:33381550:17:-1

GGGGGAGGGAGGGGAAGAUAAAAGAUAGAGUAAGAGUUCAGUAAAUUAGAAAGGGGAUUAUUUUGUUGUUCAUAAGUGUAAUGAUUGGAUUUUCAUGCACAUGUAUGAGAUGUGCCUCCAUCAAGCCUUGUUACUACAAAGUCAGUGCAUUACCCAUCUGAUGUGGGAAAAAUAAAUCAGAAAGAGGCCUCAGCUUGUGG

>ENSG00000207215:98370426:98370626:8:1

UCAGAAAGACUAUAGAAGGCUCUUUUUCUAGUCAGAAAGACUAUAAAUGGCUCUUUUCUAGUCAGAAAGACUAUACUCUCAGGAAUCAUUUCUAUAGUUUUUUACUAGAGAAAUUUCUCUGAACGUGUAGAGCACUGGAAACCGUGAGGAGAAGCUGCCUUCUCUUCUGAGCAUGAAGUGAGCUCUCAGUGUUGCUUCUC

>ENSG00000252805:219484457:219484657:2:1

UAUGUUGCCUAACCUAGGCAACACAGGGAAGACUGCGUCUCUACAAAAAAUUAAGAAGUUAACUGAAAGACUACACUUUCAGGGAUAAUUUCUAUAGUUCAUUACUAGAGAAGUUUCUCUGAAUGUGUAGAGCACCAUAAAAUACAUUUUAUUUUUUAUUUGAGACAGGGUCUCACUCUGUCACCCAAGCUGGAGUGCAG

>ENSG00000200999:26703856:26704056:4:1

AACUUAUAAGUAACUGAACUAAUAAGUGGAUGCAUAUUUUGAGAAAAAGCAGAAUGAGCAUCAGUAAAUAUUUAUUGAUCUACCUCUGAUGAAACCUGUGUUGGUGGGGACAUCUGAGAGUGUUGAUGAAUGCCAGUGACUCUGAUAGAAAAAAAAUACUGAUUCUUAUACUAUGUGUAAACGAUACCACCUUUGAUGGG

>ENSG00000252873:101383837:101384037:14:1

GAUUUGCUCAUGGAUGUUGACUGUAUUAUUUAAAAGAAAUAAAUAGCUCUACAUAUUAAAAUAUUGCAGAACAUGCAUGGACCAAUGAUGAGAAUGUUAUAUGAAUCAGUGUUCAUGAUUAAUCCAAUUCAACACCACUUCUAUUAAGAGUACAGUCAGGCUAUUUUAUUUGUGCUGCUGGCAGUUUAAUAUUCAUAUAC

>ENSG00000252906:175937450:175937650:1:-1

UAAAUGAGAAUUUGAUGCAGUUAGUUAAUUGGAAUAUAAAAGACUGGUUAACAAAAGUCUUCUUAAUAAUGAAGCACACCAGAAAUGGAAGCUGCUGGAACCAGCCAUGUGGACAAAUGAAAAAAUGCCUUUUGUCUACAGAUUGCAGCGAUCCUACAUAAAUAUAUGGAGGUCUCUGUCUGGCUUAGGACAGCUGGCUA

>ENSG00000252144:101405342:101405542:14:1

UUAGCUAAAGGAUUUCAAAGGAAUCAAUGUCUACAUACGUGAAAUAAAUAACACACCCCAAAUGCACCAAUGAUGGGAAUGUGUAAUGAACCAUGAAUUAUGUUUAAUCUAAAUCGUCACAACUGAGUUGAUUAUAAAAGAAGACAAAAGUUAACUUAUUCUCAGAGCAGCUCAACAUUAUUCUUUAUUUCAUGCCAUGG

>ENSG00000201853:125886335:125886535:2:1

AUGCUACAGAGUAAUAUUUCAUAAAAGGAAGAGUCAAUGUGGCAAACUUCAUUGUUUCAUUUUAGUAAAUUUCCACAUACAAUGAUGAUAAUACAGUUCAGCAGACAAAAACUGAUUCGCAAUAUUAAGUGUUUCACUCAUUUCUGAUGUAAAACAAAAUGUUACAGCCACUCAAACUUCAGAAACCAUCGUCCUGAUCA

>ENSG00000239157:48556758:48556958:20:-1

CCACUGCACUCCAUCCAGCCUGGGAGACAGAGCGAGACUCCGUCUCAAAAAAAAAAAAAAAAGGGUUCAGAUGGAUCCUUUUGUAGUUCAUGAACCUGAGGACUGGGUGUUCAUGUGCAUGUGUGAGAUGUGCCACCCUCGAACCUUGUUACAGAUGUUGGCCCAUUACCCCUCUGGCAUUUUAAAAAAAGAGGUCAGCU

>ENSG00000202270:101435206:101435406:14:1

UUUAUAAUUAUUAUACAUGAAUUACUGAAUUUAUCAACAAAUAAUGUCGAAUUGCAUGAAGAGAAAGUGGGCCCUUCCUGGACCAAUGAUGACAAAUACCGGCGUAUGAGUCUUGGAUGAUGAAUAAUACGUGUCUGGAACUCUGAGGUCCAUCAGAAAAGAAAACCAGUUCUUUCUGCUCAUGUAUUUUCAUUCUGUUA

>ENSG00000212590:152306316:152306516:7:1

GGAAAACAAUUAUUCCAAGCACGGGACAGAAGAAUGUCAAAGACUAGUAGGGCAACUCAGAAGGGCACAUGACCCUUUCCUGCACCCCUUUAAGGCUGAUGCAAUGCUUUAAGAGGCUAACGCAGAAGGGUGAAGCCAGUCUCCUUAAAACCCAAAGAAGAGAUUGUAAAACUUCUCUUUGGAUCCUGUCUGGAGUCACA

>ENSG00000238729:47138468:47138668:X:1

CUAAUUCUCCUUUUGACUUCUCCUCAAUACACUGUUUCAUAAAGAUGGUAGCUGCCCACCCUUUUGUGGUUCAUAAGUAUGGUGGUUCGGUUUUCAUGCUUAUGUGUGAGACAUGCCUCUCUCCAACCUUGUUACAGCACAGGCACAUUACCCAUCUGACAUGAGGGGAAAAAAGGUUAUGGUUCUAAAUGCCAUUUUUG

>ENSG00000238991:90820733:90820933:10:-1

UCAAACUUACUUAUAUUUCUCAACCCUACUUGUAUUUCUCAAAAGAACACAUUGAUUCUUUUGUAUCUCACAAGUGUGACUGGGUUUUUAGGCUCAUGUGUGAGAUGAGCUUCCCUCAAAAAUUGUUGUGACUGUGGCAUGUUACCUGUGUGAUGUGAAAAUAAAAAGGCCACACCAUCUUCCCUAGGAAAUUUAAAGGA

>ENSG00000202216:180799039:180799239:2:-1

CAUUAGCUUAAAACCUAGGACACCAAAAUGAAGAUCAAAUGUAUGCAUGAAAGUGUGUUAAAGAAAAUCAUUGCCCUGCCCUGCAGAUGCUAUCCUGGACUUGCCAGCCCCAUAGACACAGUUGCUGUGCUGUGCCUGUACUAUUGGAGCAAAGAAAAAGUGGCUAUUUCUAUGCUCAGUGUUCACAAACCAGUGAGCAC

>ENSG00000212618:18847236:18847436:17:1

CCCAAAGUGCUGGGAUUACAGGCGUGAGCCACCGCGCCUGGCCGGUAUAGCUACUUUGGAAGACAGUUUGGAAGUUUCUUACAAAUCUAAAUGUGCUUUGAUGCAAGUAUAUUUGAAUCCCUUUCCAUCUGAUAACUGAGCAAAAUAAUAAUUUUUUAAAAAGCAUAAAAACUAAGCUUACACUUACCAUAUGAUUCAGC

>ENSG00000223294:64969376:64969576:12:1

AGAUUUUCAACAUCUCCAUAUAGAAGACUAUUAUGAAAAACUAAAGAUUUUUUUAAAAGAGAGAGAAAGCCAAAUGAUGCUUAUUUGACUCUGGUGCACUUCAGUGUAAGGAUGAUUUAUAAUCUGUCACUCAUGAUUGAAGGCCUUGGAAAAAGAAAAAAAAAACAGGAGUUACAUCAUAUUCAUGAUUGGAAGACUCC

>ENSG00000239026:174877748:174877948:5:-1

CACAAAAUAAAUAACCCCAGAUUAAACUCUGCUCUGGUUCUACCUAGCACCUCUUAAAAGCAAUACCUGAAUCCUUUUGUGGUUCAUAAGCAUGAUGAUUGGGUUUUCAUGCUUAUGUGUGUGAUGUGCUGCCUUAAACCUUGUUACAGUGUCAGCACGUCACUCAUCUGAUGUGAGGAAAAAAAGGGGAAAAAAAGAAC

>ENSG00000212615:45557384:45557584:14:1

AACCUAAUUUAUUUGGGGGGUAUGAUAACACUUUUCAGGAAAUGAUGUUAAACUUUGCCCACUGUGAUGAUGGCAUUUCUUAGGACAAUUUUGGAUUAAUUAUGAAAACAACUACUCUCUGAGCAAUUGUUGAAAAAAAAAUUAAAAAGCAAACUUUGCCCAGAAGAUUAGGCUUUAGUUAGUUUGAAGGCACUGAGUCA

>ENSG00000238652:88689571:88689771:4:-1

UUGUAACAUUUCACUAAAAUGUAAGCAGUUUUUUAAAAAAGGAUACUGUAAAAAGGUGUCAUCAGAUCCUUUUGUGGUUUGUAAGAAUGAUGACUGUGUUUUACACUCAAGAUGUGCCUUUCUCAAACCUUAUUACCAUGUUGGCACAUUACCUGUCUGAUGUGAGGGGAAAGGGGACAUUGGUGGAUCAAAAAUUCUAA

>ENSG00000199968:25449418:25449618:15:1

UGUUGCCCUAGUCUCCUGCACUGAGCUUGGUGAGUCCAUUCGGGGACUGCUGGAUGCAUGGGCGGGUAGGGAGGUGCCCUGGGUUGGGUCGAUGAUGAGAACCUUAUAUUGUCCUGAAGAGAGGUGAUGACUUAAAAAUCAUUCUCAAAAGGAUUAUGCUGAGGCCCGGCCUAGGUUAGAAUUUUGGAAGAGGAUUCUCG

>ENSG00000239073:93744306:93744506:12:1

UAAAAUAAAGAUAGGCCUUCUGAUGACUGACGCUCAGUCAUCUCACUGACGCUCAGUCAUCUCUACUAAAAAAUAAAAAAUAAAAAAUCUCUCGUAGUUCAUGAGCAUGAUGAUUGUGUUCACACGCAUGUGUGAAACGUACCACCACAAAUCUUAUUACAACGUUGGUACAUUACCUGCCUGGCAUGAAAAAAAAAAAA

>ENSG00000201502:93659718:93659918:12:1

GUAUAACAUGGCUGGGAGGUGGGAGCAGAAGAUGAGAUUCCAAAAGGAAAGGGUUUAUGCUCUUGAAAAGAGCUAUGUGAUGCCUCUGAUGAAGCCUAUGUUAGUAGAGACAUCUGAGAGUGUAGAUGAAUGCCAAUGGCCCUCAUGGAAAGAGAGAGAGAUGAGAAAAAGCACACUCUUUUUUUGCAUCUACAUGUGAU

>ENSG00000238821:28843899:28844099:1:1

CUCUCAUUCCUCUUGCUCCUCCCCACUUGGCUCCCGUUUUCCCCAAGUCCAUUCUCUAUUUUGUUCUAUAAGAUCUGAUCAUAUUAGGAUGCUCUUGUAGCUCAUAAGAAGAUGACUGGGUGUUCACACGCAUAUGAGAUGUGCCUCCCUCAAACCUUGUUAAGACAUGGGCACAUACCCAUCUGAUGUUAACUCACGGG

>ENSG00000212604:26253994:26254194:15:-1

UUCUUUUGAAAGACUAAUGAAAAAGAAAAUCUGUCUAUAUUGAAUAAGGAAAAAUGAAAGAAGACACAGAGAAACAUGAGAAAUGGAAAAGGUGCCCCUGACCUGGGAAGAGAGGGGCCUGGCUGGUGGUAUCCAUCUCAUACCAGCUAGGGAUGAAGAAACCGCUUGCUCAUCCCAGCCUGGCUCCUGGUCUAUGCCCA

>ENSG00000200831:136216872:136217072:9:1

CGUCCCAACGAAGAGACCACCUGUCCUUCGAGCAGGUGAGUAGGCCCCACCUUAGGGUGAACACUGGGGGCGGGCUGUUGCAGUGAUGUAAAAUUUCUUGGCCUGAAAUUACUGUGAAGAGUAAAACCGAGCUUUUUAACACUGAGUCAGCAGCUGAGCCCAGCAGCUUCUUGUGACUAGAGCAGGCCCUGUGAGUGCUC

>ENSG00000238342:33187356:33187556:15:1

UUUCUAGGGCUGUUGAUACAGAAAGGUUGAAAACCUUGCUUAUGAUCCUGAGAUUCAUGAGUGUGAUGGAUUGGGUGUUCGUAUGCAUGUGUGAGAUGCGCCACCAUUGAACCUUGUUAAGAUAUGGACACAUUACCUGUCUGACAUGAAGAAAAAAGGAAAAAAUGAAAAAAUGUGGGAAAAAAGGGAAACAAAAAGAG

>ENSG00000239033:31603046:31603246:12:1

AAAGAAGUGAAGUCUUGUUAAUAUUAAAGAAGUUUUCUCAAACGUAAGUGCAUCAGGAUGCUUUUGUAGUUCAUAAAUGUAAUAAUUGGCUUUUCAUGCUCAUGUGUGAGAUGUACCUUCCUCAAACUUUGUUACCAUGUUAGAACAUUACCUGUCUGAUGUGGGGAAAAACAAAGAACACCAGAACGUAACUGUUCAAC

>ENSG00000212293:32994445:32994645:13:-1

AAUGAUUCCUAUUUGUUGCAGGUGAAAAUGUUUGAUGUGCCGGCUCCUUUACCUCAUAGUUACAGUAAGAAGAAAUUUAAAAAUUGGGAUCAAAGAUGCAGCCGCCUUCCCAUUUAAGCAGCACAGACAGCCCAAAGUGACAGUUUUCCUGUACAGUUACUCUUCUGUUAUCUGUAACUGAUCUAUGACAUUUUGGGAAA

>ENSG00000212598:90079365:90079565:3:1

AGGAAUUAUGGGAACUACAAUUCAAGAUGAGAUUUGGGUGGGGACACAGCCAAACCAUAUCAUUUAUCAAGACUAUUCUUUCAGGGAUCAUUUUUAUGCUUUGUACUAGAAGUUUCUCUGAAAGUGUAGAGCACCAUCAACUAUGGGAAAGGGGCACAGCAUUGUCUCCUAAGCAUGAAGCCAGCUCUCUGUGUUGUGUU

>ENSG00000199798:101421614:101421814:14:1

GAUCCAGAGGUAUUUAUGUUAUUGUUAGUGAACUAAUGAAUCAUUAGGAAACAGCUUACAAAUAAAAGGAGAAAAAGAGGGCCAAUUCUGGCUGGAUUGAUGAUGACCACUGGUGGCCUAUGAGUCAUACAAUGAAUACGUGUCUAGAACUCUGAGGUCCAUCACAAGCAGUAUCUAGCCUAGUCCCUCUGUCUGAAAAA

>ENSG00000238739:90236237:90236437:7:-1

UGAUCACAGAAGAACUCAGUUCCUAUGUACAUAAGCAGAGUUUUAGUGCUCUUUUCUGAUGUGAUAAAAUUGUCAUUUUGAUCCUUUUGUAUAGUUCAUAAGCGUGAUGAUUGGGGUUUCACCUCAUGUGUAAGAUGUGCCUCCCUCAAACCUUACUACAAGGUCAGUACAUUACCUGUCUGACAUAAAACAUGAAAAAA

>ENSG00000199727:105149174:105149374:2:1

UUUUAUUAAUAAAAACCAACACCUAUGUCACUCUCUUGUUUCCAAUUAUGUAAUGUAAGACUAUUCUUCUAGGGAUCUUUUCUAUAGUUCAGUACCAGAGAUGGUUCUCUGACAGUGUGGAGCACCAGAAACCAUGAGAAGGAGGCACAGCAAUCUCUCCUGAGCAUGGAGCCUGCUCUUGGUGUUGUUUUGCUGCAGCU

>ENSG00000238815:49175461:49175661:17:-1

CAUUGCUUAAGAGUGGAAAAAAAAAACCACGAACUGUCUGUCUUCUGCUCUCACACCAAAAACAAUCAGCCCGCUGUAUUUGUAGUUCAUGAGCAUGGUGAUUGGGUGUUCAUGCAGGUGUGUGAGAUAUGCCACCCUUGAACCUUGUUACAACACUGGCACAUUCUCAGACCUGAAAAAAAAAACACACAUAACACAGA

>ENSG00000239025:43000839:43001039:15:-1

UUGCCAAAAACGCAUAACUUCAAUCCAACCAUAAGAAAACCACAGACACGAUCCUUUUGUAGUUCGUAAGCAUGACGAUCGGGUUUUCACAUACAUGUCUCAGAAGUGCCUCUCUCAAACCUUGUUACGUCAGCACAUUACCUGUCUUACAUGAAAAAAAAAAGAAAAAAAGCAAGAAACAGCAGAUAAAUACAUUCCAA

>ENSG00000201247:101436133:101436333:14:1

UUUUCAGAUUUUUGUGUAUUUCUUUGUUAAUACAUUAAUAAAUAAACAAAUUUAGAUGGGAAUAGAGAAAGAGGGCUGAUCCUGGACCAGUGAUGACCACUGGUGGCAUAUGAGUCAUACACAUGAACACCAUGUUUCUAGAACUCUGAGGUCCAACACAAAUGGGAUCUAGUCCAUUCCUCCUUUGUGAAGGGAUCCAA

>ENSG00000252241:193700920:193701120:1:-1

GGUGCCAAAAAGGUUGGGGAUUGCUAAUGUAGAGCACUGGAAACCAGAAGAAGGUGCAGGGUUCCCUCACUAGCGUGAAGCUGGCUCUUGGUGCUCCUUCACUGAAAAUGCCAUUUGCCAUUGAUGAUCGCUCUUCCCUUCCUCUGGGAGGAUGCAGUCUGAGUGUUUUUUCUUGUUAAAACAAAAUUAAGAAGCACAUA

>ENSG00000212191:179606960:179607160:4:-1

CGACAGAGCAAGACUCCGUCUCAAAACAAAACAAAACAAAACAAAACAAAACAAAAUAACAAAAAGAAGACUGAAAGUCAAAUAAUUAAAUUUCUCCAAAUAGCUGGAGUUACUGGCAAAUUGUUUAGUGGCAAACAUGGUUUUCUGAAUAAAAUAAAAGGACUAAAGAUAUUAAGUGUUGGCAAUUACCUGGAGAAAAG

>ENSG00000238552:16440596:16440796:10:-1

AAAGUCCUGGAAUUACAGGUGUGAACCAUUGCACCCAGCCAAAAUUCUGAUUUAAUGAUCCUUUUGUAGUUCAUGAGCAUGACCAUCGAGUGUUUACAUGCAUGUGUGAGAUAUGACACCUUCUGAACCUUGUUACGGAGUUGGCAUGUUACCCAUCUAACCUGAAAAAAAAUUGUUAUUUAACCUUUCUAAUUAUCUAG

>ENSG00000239176:90233715:90233915:1:-1

ACAACUAUUUACUUGGAAUGAGAAAAAUCCACAAAUUACAAAUUUUAAAAUGCCAAUCCUUUUGUAGUUCAUAAAUGUGAUGAUUGGGUUCUCACAUGUGAGGUGUGUGAGACGUGCUUCAUUCAAACCCUGUUACAACAUCCGCACAUACCCUGUCUGUCAUGAAAGAAAAAAAAUUAAAAAAGAAUAAAAUGUUGACA

>ENSG00000199593:101438367:101438567:14:1

AAAUAUUAUCAGUGAAUUUAUGAAUUAAUCAAUAAACAAUGUAGUAAAGAAUGAAGAGAAAGCGGGCCUUCCUGGACCAAUGAUGACAACUGCCGGCGUAUGAGUGUUGGGUGAUGAAUAAUACGUGUCUAGAACUCUGAGGUCCAACAUACAAAACACCUCAAUAAGCAAGGAUCAGUGGAGGAAUAUCUAGUUUAAAA

>ENSG00000200320:186505017:186505217:3:1

AAGAUGCAUGCCAGAGACUUCACAGUUUCUGCUCUGGUAAGAGGUGUUCUAAAAUGUCUGGAUUUCCACUAAAGCAGGAUUCAGACUACAAUAUAGCUGCUAAGUGCUGUGUUGUCGUUCCCCCUGCUUAAAAUAAAGUUGUUUCUUAACUAUACCUGUCUGCUAUUCUCCUGUAGCAGCCAGGGACGCUUGGUCUCAUA

>ENSG00000206961:170584311:170584511:2:1

GCCGUUCAAAACCACUGUCAUUCAUUUAAAAAUACAUAAACAAGUUGUUCUUUAAAAGUGGGAAAUUUUUGGCUUCCUAGUACUUACCAUGGUCUGUGUUCUUACGCUGACUGUAUAGAAACAGGAGGCAGAGUAAACCGACCCCACAUAUACCUCAGCCCAGGCCCUGUGCUGCGUCUGUAUUGUGAAUCAGGAGACAU

>ENSG00000252447:47749008:47749208:11:1

GCCAGGCUGGUCUCAAACUCCUGACCUCAAGUGAUCUGUGUGCCUUGGCCUCCCAAAGUGCUGGGAUUACAGAUGUGAGCACCUGGCCUCUGCUUUUGUACUUCAUAAGCACUUCAAAUUCUCACAUACAAUGUGUCUCCCUCAAACUUUGUUAUGAGGUCAGCACAUUACCCAUCUCACAUGAAAAUAAAUAAUAAAAA

>ENSG00000238453:77052946:77053146:7:-1

CAUUACUCCCAGAUACUUUAGGAUGUAUUUUGUACAAACAGGAAUAUUCUCUGAUCCUUUCGUAGUUCAUAAGCAUGAUGAUCGGGUGUUCACAUGCUCAUAUGUGACAUGUGCCACCCUCGAAUCUUGGUACAAUGUUGGGACAUUACCCAUCUGACAUGAAAAAACUAUUAAAAAAAAAAAAAGAACAUUCUCCUAUA

>ENSG00000202440:83323703:83323903:4:-1

UAAGAACUUAUAAAACACAUUAAUUGAUAUAUGAUCUUUGGAUACUUGAACAAUUUUAAGUUAAAAAAUGAUACAAAACUCUGGUCAUAGCAUAUGAUGGAAAAAUCUUAAUCUUCUGAGACUUGUGAUGUCUUCAAAGGAACCACUUCAAUGCAAUUUAAAGAAAAAGAAAAGUAAAAAAAAGCCCUCCCCAAGAUGGC

>ENSG00000239066:22872037:22872237:22:1

AUAUAAAAUACAUUUCACAAUUUGUUUUUGCAGUAUAUAUUUUUAUUUCAUAGUGGAAUCAAAAAUGACAUAUCUCAGAUCCUUUUGUGAGGAUAAGCGUGAUGCUUGGGUUUUCACUCAUGUGAGAUGUGCUUCCCUCAAACCUUGUUAUAUCAGCAUGUUUAACAUCUGAUGUAAAAAAAAAAAAAAAAAAAGGAGAG

>ENSG00000251959:17721120:17721320:10:1

AAUUUUUUGAGGAACUACCACACUUUUCACAGUAGCUACACCAUUUUACAUUCCCACCGGCAAUGUACAAGGGUUCUAAUUUCACUACAUCCCCUCCAAUAUUUGGUAUCUUUCCUUUCUUAAAAAAAUAGCCAGCCUAGUGAGUGUGAAGUGGCAUCUCAAUGUGGUUUUGAUUUGCAUCUCCCUAAUUGCUAGCGAUG

>ENSG00000207241:76253487:76253687:1:1

ACUGAGAGGGCUUGCCAGACAAAGUAGAUGAGGGUUUGAGGUACAAAACGGGUUUCUCUUUUUGUAGUUAGGGGUAAUACUUUCAAGGUCAAUGAUGUGUUGGCAUGUAUUAUCUGAAUCUAUUGCUGAUGUGUAAUAACACUUUAGCUCUAGAAUUACUCUGAGACCUUGAAAAAGUUUUACCUUAAAUUUUUAAAUUU

>ENSG00000252129:15477278:15477478:17:1

GGACAGUACUUAAGUUUUAGUUAUGUUGAUUGCUUGUGUGAAAUGCUGAUUCCUGCCAGCAGUCGCCAGGUGUCUCUCACGCUGCUGGGAGAGGAAUGUCUCGUCUUCUUCAUCUGGUUGCCUCCGUCACUGUUCUAGAGGCUUCUGGCACUGGUGCAAGGCAGAGCUGUGCUUCCUUGAGAGUGUGCCAAGCAUUUACU

>ENSG00000199452:37050222:37050422:20:-1

CUGCUCUCCCUGCCUCAGGCCCUUGACACCAGCCUCCCUCCCUUGCUGGCUCUCUUUCUGUCCUUCCCUGCUCUUGUAUCCAAAAGUGAUCAUGGGUUGCCUGUGUCCCGAUCAUUAACAGUGCAGGGGUAGGAGUGCUGAAAGACAUCUUCCCUGCGUUGGUCCAGCCUUCCCUUUCAAACCCUGGAGCUUUCCCACGC

>ENSG00000238663:216167418:216167618:2:1

AAAUGUAGUCCCUGCCCAUAAAGAGGGGUUCAGCGUGAAGGGGCAGACAGCUUAAAAAGAAAUGAGUGUGAUCCUUUUGCAGUUCAUAAGCAUGAAGUUUGGGUUUUCACAUGCAUCUGUGAGAAAUACCUUCCUCAAACCCUGUUACAAUGGUGGCUCACAUCUGUAAUCCCAGCACUUUGGGAGGCCAAGAUGGGUGG

>ENSG00000238748:100795887:100796087:12:1

AGCUGAACAUACUGCCAUUUGGAAAUAUUGUAAAGAUCCUUUUGUAGUUCAUAAAUGUGAUAAUUGGGUGUUCACGUGCAUGUAUGAGAUGUCUGAGUCCCUCAAACCUUGUUACAACAUUGGUACAUUACCCAUUUUACCUGAAAAAAAUAUAUAUGGUAAAAAUUGAAAAAUUUAGAAACGGAAGAAAAUGAGACCAU

>ENSG00000238594:150485638:150485838:6:1

AUUUUACCUUUUAUAUAUAGAUCUGUAAUCCAUCUGAAAUUCAUUUUUAUGUGUGGUAUAAUGUAGAGAUUACGAUUCAUGAUCCUUUUGUAGUUCAUAGCAUGAUGAUUGGGUGUUCACAUGCAUGUGUGAAAUGUGCCAGCCUUGAACCUUGUUACAACAUUGGCACAUGACCCAUCUGACCUGAAUUUGGAACACCC

>ENSG00000239056:37344454:37344654:22:1

UGAACUAAUCACCUCCAAAAGGCCCAUCUCCUAAUCCAUCACCUUGUGGGGUAGGAUUUCAACACAGAUUAUUUUGUAAUUCAUAGACGUGAUGAUUGGGUGUUCCUAUGCAUGUGUGAGAUGUGCCACCUUCAAACCUUGUUACUGUAAGAGUUAAAGAAAGAGGAAAGAAGCCAGAAAAGGGGCUCAACAGUCAAAAA

>ENSG00000202252:122929961:122930161:11:-1

AACCCUGAUGAAGCUGUUGCUUAUGGUGCAGGUAACAAUGGUAUCUCAAUUAACCCUAAAGGCAGGCAGGCCCAAGGUGACUCGCUGUGAUGAGUGAUUGUUAAACAUUCGUAGUUUCCACCAAAAGCUUGGCUAAUGAUGGCAACACCUUCCUUGGAUGUCUGAGCGAGUGAUAGUUAAAACAGGAGCUAUGUACUGGG

>ENSG00000252537:16047739:16047939:10:1

UCAUAAUUAUAAUGUAAGACUUUUAUUGUCUCUAUAGUUCUUAGAAGAAACAGACAAAAAAAUCAAAUAUAUCUAUUUGAGAGACCUAGUACAGUUACUGUCUGUGGCUGAGGUUUCCACUACAGAUGCAAGAAAAAGGGUCCUGUGCUUUCUGUCUAUCUGAUUGACUACUGAAGUUGUCAAAUGGUUUUUCUUCAUCC

>ENSG00000239182:117871946:117872146:X:1

CAUUGAUAUGGUGUUAGAAAGGCCAAAAUGGAAUAGCCAUACAUGCUUUUAAUCACUUAAAAUCCUAACUUUAGCACUGUUGCCUGAGCCAUUGGUGCUCCCUGGUACUAGCUCAGUUUUAAUGCAGUGCAAUAGGAAUUCUUUGUUUCCACAAGGCCUUGUCCUGCUGUGGGCUGCUCCUUCCCACAGUUGGACCUUGG

>ENSG00000207516:45829356:45829556:15:1

AUCACAUGGUCAGAUUUAUAGGCUCUUCUGAUUAUCUAGCUCAGGAAUUGGCAAACGUUUUCUGUAAAGGCCAGAUAAUAAAUAAUUUCACUUCCACCACUAUUGGUCUGCAGCUCUUCUUAUGGUAGCAGUUGUUGCAUUUCUCUGUGGGAAAGAAAAGAGGAUUAAACACCUCUUUCUUAGCAAAACAGAGAGUAGGC

>ENSG00000207063:25296556:25296756:15:1

UAAGGUCAUCAGCUCGCCCCUUCCCAGCCUGUGGUGUCAAAUGUCUUGCCCCUUGUCAAAUGUGCUUGGAUCGAUGAUGAGUCCCCUAUAAAAACAUUCCUUGGAAAAGCUGAACAAAAUGAGUGAGAACUCAUAACGUCAUUCUCAUCGGAACUGAGGUCCAGCAUGUUGCUUCCUCUGGGGCCUGUAGGAGUGAGGGA

>ENSG00000201838:74557649:74557849:17:1

CAAGUGAAAUGAUUGCUUUCCUGUUUGUAAGAUUUGUUUACAUCUUUCGUAUCCGUAAGAAGUCCCACAAGCCUAUGAUGGUUAGUUAUCCCUGUCUGAAAAUCUGGACUGAGGGAAAUAAUCUAUUCUGAGGCUUAAGGGUUUGGCUCCAUGGUUUUUUUUUUGUUUUUGUUUUUUUUCCCCUUUUUUUUUCCCUCAGC

>ENSG00000212402:172447660:172447860:5:1

UAUACUUGGCAUUGUGAGAUCCAGCAACUUUAAAAAGUGGCUGGCAGAUUUAAAAUUGAGCAGGUUUCUUUCCAGCAGUAGUCAGCCAUCCGGACAGAACCGUUCCUGUGAUGGUGUUACACUGCUGGGAGAGGAAUGUCUUGUCUUCAUCCGGUUGCCUGCGCCACUGUUCUGGUGGCGUCUGGCACUGGUGCAAGACA

>ENSG00000239062:120486151:120486351:12:1

GCUAAGCUUAAGUUUUGUUUUAGUUUCUUCUCCUUUAGCCUUUCACUGUCAAGUGCAUUGCUGUUAAAAUUACAGGUCCUUGAUCUUUUUGUAGUUCAUAAACAUGAUGAUUGGGCUUUCACACUUGUUUGAGGUGUGUCUUCCUCAAACCUUAUAGUGUCAGCACAUUGCCUGUCUGAUGUGGGAAAAAAAAAUUACAG

>ENSG00000252295:122131764:122131964:5:1

AAAACUUAAUAUGGAUGGAUUCUUUUGUGGCUCAUAAGCUUGGGAUUUUCACACUAAACAUUUUUAACUCAUGAGGUUGGGACUUCACAUUAAUCUCUAAUCUUUGAGAUUGCCUCCCUCAAACCUUGCUACAGUAUUGGCACAUUACCCAUCUCACAUGAAAAAGGAAAAAGAAAAAAAGAUAAAAAAUGAAUAAUUAU

>ENSG00000252300:141196110:141196310:4:-1

AAAGACCUUAUUGAAAUGAGAGGAUUUAAGAUAGACUGGAGUAAAAAUGUAAUAUGUAUGGAUAAAUAUAAAAGAAGCCUUGCAUGGACCAAUCAUACUAGUUUGUUAUGAACCUACGAUUACGUUUUAUCCAGUUCUGUGAAUCUGAGGUGCAAAAACCAACCAACCACCACCAACAAAACAUUAAUUAGCAGAGAUGG

>ENSG00000239008:80112501:80112701:X:-1

GAAUGGUCUCUCUGUCUGGGUAGGUCCAGCAGUGUUGGCCACACACAUCCCACUAGUGGUUGGGGUCACUGGCAUUGGUUGAAUAUCACCCCUGGCUUUGGCCAUGGCCAUGGGAGAGAUUUGGCACCCAGAGCCUCCAGGGGCCUCAGCUCAAUGUGCACUGCCCCAUGUGCAGCUGUGAAACCCAGGCCCUGAUGGGC

>ENSG00000251860:7514452:7514652:17:1

UACAACUUAAAGAAUAAAAUACAUUAGGCCAUUUUGUACGUCUUAAGCCAUUUUGUACGUCUUAAGCAUGAUGACUGCGGUUUCAAGCUCACGGUGAGGUAUGCCUCCCUCAACCCUUGUUACGGAUGCCAGUCUGACAUGAAAAAAAAAAGGACGGAAAAAAAGAGUAAAUUCUGACAAACUUAAUUUUCAGAUAGCUA

>ENSG00000200706:38174981:38175181:6:1

GGAUGGGGAGAGGGAGGAAAUGCAAGAGAUCUCCAAGGUACAGAAAAAUCUGUGUUAAAAGAAAAUGGGGUCAAUGAUGUAAUGGCAUGUAUUAGCUGAAUCCAGAGUUGAUAUGAGUUCUAAAAUUACACUGAAGCUGGGUGUGGCAGUUCAUGCCUGUAAUCCCAGCACUUUGGGAGACCAAGGCGGGAGGACUGCUG

>ENSG00000238377:99940295:99940495:3:-1

CGGCCUGGGCGACAGAGCGAGACUCCGUCUCAAAAAAAAAAAAAAAAAAAAAAAAGCAAAAAUCAGAUUGUAGGGAUUAUUGAAAAUUUAAGUAGCAUAAUCAAUGUAAUAUUAUUUUGUCCUCUAAGAAAUACUGCACAUUUUAUCUAUUCAUUGUUUUGGAAAUCAUUAAUGGUUUUGUUUGUUUGAGAGUUGCAGGU

>ENSG00000238433:59574717:59574917:8:-1

UUCUAAAAAUGUAACCCUGCAAAACCUGAUCCUUAAGACAGUAUGAGAUAUGUUUCCACAAGCAUACAAUUUAGAGGUUUGGAUCCUUUUGUAGUUCAUAAGUGUGAUGAUUGGGUGUUCAUGUGCAGCUGUGUGAUGUGCCGCCCUUGAACCUUGUUACGAGUUUGGCACAUUACCUGUUUAACGUGAAAAAGAAACUU

>ENSG00000251730:183171851:183172051:3:1

AACCAUAUUUUGACUGCUACUGACUUGUUGGUAAGUAUUCCAUUUCUUUAUUUAAUGACAGUAUCUAUCUAGCAAAAUUUGGUUUAGAGGGAAAGUUUAUAGUAGACUUUGCCAGCUGAAGUUGUAGGGGGAUAAAGAUCACACUCCACAGUGAACUAUGCUGUUAUAUAUAGUUCAUUACUCUUAUGUGGCCUAGAAGA

>ENSG00000238807:4017844:4018044:17:1

AAUACGCUUGGUACUCUGGCCCUAGAAACACAAAUCUUCCUUAAAAUCUCCUUCCAGAUCCUUUUGUAGUUCAUCAGUGUCAUGAGUGGGUUUUCACGCACAUGUGUCAAAUAUGCCUCCCUCAAACUGUUACGUCAUUGGCAUAUUACCUGACGUGAAGAUCAUAUGUCACCUUCCAAAGAACCCAGUGGCCAAGGAUU

>ENSG00000251863:33515448:33515648:12:-1

CAGCCUCCCAAAGUGCUGGGAUUACGGGCGUGAGCCACCGUGCCCAGCAAAAAGAGGACUUUCUUUACAUUAAUGAAUGAAAAUAAUUCGUCUACAAACCAAACAUUAUGAUGAACACAAUUCUAUAAAACUGAGGUCCAUUUUUAAUAUAAUUAACAUCUACCUUGUUAUAUUUUAUGUAUCACAUCUCAGUUUACAAA

>ENSG00000252727:8750015:8750215:12:1

CUGUAAUUGGGGAUGUGAAUAGAUAUUAUCUCAGGGAGGGCAGGUUAGAACAAGGAUAAAGCUGUAAUUGGUAAAGAAGUAGCAGUCACUUGUCCUGGCCUAGGCCAUUUCUGCUCCCCCGCGCUCAGUCCUAGCAGAGUAGUCUGGCAGGACGCACAGCAAUCUCCCUCUCAGUUUAGGAGGGCCGUCUCCUAAGAAUA

>ENSG00000212620:80764184:80764384:4:1

ACUCUUGUGAUCACAUAAUUACAUUUUCAGGUACUCUUUGUUUAUCUGUGUGGAUUCAAAAAAUGAGGUCAGACUUCUCACUGAGCUUCUUUCUGUCUGUUGCUGGCAGCUUAUGGAUUCAUAUGAGCAGAGAGAAUCACAGAACUAGCAUUACUUUUGUCUUUACAGGAGUAUAUUUGGCUGUCUUGUGAGAUAUUACG

>ENSG00000223027:27077887:27078087:10:1

AACUGAUUCCAACGUAAACAAAUGCUAAAAUUCAUUUGAGAAAAAAAAAAAAGUGGAUCCUCAUUUUCUUGGCAGGAACUUGUAGUCCCACUCCCUGUUAUGUACAGAGGCAAAGGGAAGAGCUCUGGCCCCCUUGGCAUGUCUUUGGAGCCAUGCAGCUUCCCGUCUGCCAGUUCUAUCCUCAAGCACCAGGACACCAG

>ENSG00000212455:18221813:18222013:2:-1

GUAGAACAAGAUGGCAAGGGUAAGAAAGCUGGCUCUCCUCUUAAGAAGACAGGGAGAUUAGACUUGUGCAUGUUUUUGCUUAACUUGUGGAUAAAGUCUUACAGACAGGUGCAAAAAAUAAAUCCUCUUUUGCAACCCAGAACUCAUUGUUCAGUAUGAGUUUUGAUACAUAUAAGAAAGGACAUUUUCAUACCUGAGAC

>ENSG00000239011:118404943:118405143:5:-1

UUUGCAAUGUACAUUUACUUUGUCUGACAAUAAAAAGCUACUUACGAGAUACUUUUUAGUUCAUAAGUGGGAUGAUUGUGUGUUCACACUUGUGUGAGACGUCCCUCCCUCAAACCUUGUUGCGCCAUCAUCUGCACAUUACCCAUCUGAUGUGGGGAAAAAAAAAAAACCCGAAACUUAUUUAAAAAAUGAAUUUCAUU

>ENSG00000199390:101429327:101429527:14:1

AUCUAUUGAAGAACUAAUAAAUCAACAAAUAUAGAAAUGGAUGAGGAAAAAGAUGUCAAAUCCUGAACUAGUGGUGAUGGCUUGUGGCAUAUUUAGUCACAGAUGAUGAAUAAAUACAUGCCUGAGACUCUGAGGUUAGUACCUAGACAGAGAUCUAGUCUGUUAUUUUUGAUGGAUGUAGUCCUGUAGGAUGAUUAGUU

>ENSG00000251944:20472272:20472472:8:-1

CUUAGAAAGUUGCCAGACUGAUCCGGGGCUGAUCCUUUUGAGAUCCCUUCUAUAAUAUUAAUAAUGUAAGACUAUACUUUCAGGGAUCAUUCCUAUAGUUCAUCAUUAGAGAAGUUCUCUGAACAUGUAGAGCACCGAGACAAGAAAUAACUAAGAUCAGAGGAGAACUGAAGGAAAUAAAGACAUGGAAAACCCUGGAA

>ENSG00000238569:38181448:38181648:22:1

AAAAUGACAGGGACAUGGUGAGUGUUAUAUGAGACAGUACCUGUGGAGCACUAAGGGCAAUGUCCAGUAAAUGUUCGCUGUAUGAUCCUUUUGUCGUUCAUAAGCAUGACGAUUGGGCUUUCAUGCUCAUGCAUGAGAUGGGCCUCCCUUCAGUCUUGUUACAGGCCGGCUCUGUGGCUCAUGCCUGUAAUCCCAGCACU

>ENSG00000200367:101409724:101409924:14:1

UCUUAGAAUUUGUGAUUCAUGGGAAAAUGAAGGUAUACAUGAAUGAAGAAAGAGUGCCAAGCCUGGACCAAUGAUGAGAUUGGAGGGUGUCUGAAUCAAAAAUUUUGAUUAAAGCCAUCUGUAACUCUGAGGUCCAUUUUAAAAAGAGGCCCCCAUUUUUCCCUCUAGGGAAAUGAGCUUAUAACACAAGUUCAGAAUAU

>ENSG00000253042:202496353:202496553:1:-1

AUCUUAAUUUUGUCCCUAUUUCUCUUCCAAAUACUAUUUGUUUUCACCUAUAGUUUUUCUCUAGAUCAGCUUUUGAAAGGUUUACUGCAUUUUACCCUCCCUGAUGGGGCUCAGUGUGCAGCAGCUGGAAAAAGUAGAUGCCCUGGUUAUGUAUGCAGCUCAAUUGUUCUAUGUGUUGCUUUAAGGGACCUUGAAGACUC

>ENSG00000238354:54427527:54427727:7:1

AGUUGGAAAGACAUUAAAGGCAGGUUGAGACAAGAUUAUCAAGGAGGCAGAAGUCUGAUCCUUUUGUAGUUUAUAAGCGUGAUGAUUGGGUUUUCAUGCUCAUGUGUGAGAAGUGCCUUCCUCAAACCUUGUUAUGCUGUUGGUGCAUUACUCAUGUGAUGAGAAAAAAAAAAAAGGAGGCAGAAGUCAGACCAAGGGGU

>ENSG00000251925:25569182:25569382:Y:-1

AUCUUAAUUUUGUCCCUAUUUCUCUUCCUAAUACUAUUUGUUUACACCUAUAGUUUUUCUCUAGAUCAGCUUUUCAAAGGUUUACUGCAUUUUACCCUCCCUGAUGGGGCUCAGUGUGCGCAGCUGGAAAAAGUAGAUGCCCUGGUUAUGCAUGCAGCUCAUUUGUUGUACAUGUUGCUUUAAGGGACCUUGAAGACUCU

>ENSG00000252014:132689225:132689425:4:1

UAUAAAUUACAUUUAGCUAUCUUGAAUAAAAGAUACUACUCCCCAAAAACUUAAUAUAUAAAAUAAUUUCUACAAUCAAUUAAGCCACACAGCUCUUUUUCUCAUGGGGCCUGGUGUGCAAGGGCUGCAAACAGCAGCAUCCUAGGUAGUGUACAGCAGCCUGUUCCUUGUGUACAACAGCCAUUGGACAUUUAUGUCUC

>ENSG00000239086:92462407:92462607:11:-1

AGUGAGCCGAGAUCACGCCACUGCACUCCAGCCUGGGUGACAGAGCGAGACUCCAUCUCAAAAAAAAAAAAAAAAAAUUCAGUCUGGGGUCCAUUUGCAGUUCAUAAGUGUGAUGACUGGGUUUUCCCACACGUGAGAGAUGUGUCUCCCUCAAAUCUUAUUACCCAUCUGAUGUGAAAAAAUAAUAAAAUUUCAGGCUG

>ENSG00000252359:165041639:165041839:1:-1

GGGGGAGUGGCAGGGCAGGCACAGAUAUUUAUAACAUAAACAUAUAAACAAGCCAAAAAUGGGCCAUGCCCAGACCAGUGAUGAGAGGGUAUCAUGAUCCAAAGACCAUGAUAAAUCCAAGUCUGUGUACCUGAGUUCCAAAAAGAAAAAAAAAAAAAAAUUAAGGUGGGAAGGAAUAGAAUGGUUCCUAGGAUCAUACU

>ENSG00000221090:45507064:45507264:15:-1

GCGCCUGGCCUCGAUAAUUUCUUAAUAGUAAAGAGGUCCGGGAUGUGCUCAGAGCAGGGGGCCUGAGGAAUGGCUCCUCUGUUUACAACACACCCAACAGGAAUCUGGGAUCAUUGUGACGAGAGGUACCAAAACUUGUAGGCUUCCUACGAACAAACUGUACAUGUGAAGGGAAAGAAUAAUAAUAAAAUAGUAAUAAU

>ENSG00000212432:9597569:9597769:12:1

UAUUAGUAGAUCGAGAGCCCAUCUUUAUAACUUUGGCCUCAAUAAGACUAGUGAUAGUGUCACUCUACGAGGGGAAAGGUAGUUGCCAUGAUGCUCUUCGGUUUAGGAGCAAUUAAAAUGACUACAGAUUGGUGGCAGUUUAUGGAUUUGCACAAGAAGAGAACUCACAGAACUAGCAUUAUUUUACCCUCUGUCUUUAC

>ENSG00000209582:7477960:7478160:17:1

CCAUCCAGCAGCGAGCCAUUCUACCUUGUAUCAAGGGUGAGACCUCUCAGUCCCAGAAGACAUUGUGGACUGUCCCUGACCUGGGUAGAGUGGCAUCUGGUUGGUGAUGCCCAUCUCAUAUCAGCCAGGGACAAAGCAACUCCUUGUUCAUCCCAGCUUGGCUUUUGAUCCGUGCCCAUGCCUGGUUCAUGCCUUGGACA

>ENSG00000238662:167215184:167215384:2:1

ACCAAUCCUUUCUCCAGUGGCUCCUGUGUUUUAUAUUAUCUUAGAAAAUAAUUUCUACUUCAAGUACUUCAUAAGUGUGAUGACUGGGUUUUCACAUGCAUAUGUGAGAUAUUCCUCCCUCAAACCUUGUAAUGACAUUGAUAUAUUAUCCAUCUCAGGUGAAAAGAAAAAAGAAAACAAAACCUUCACAUGUUUUCUUC

>ENSG00000201151:33704849:33705049:20:-1

CUGAGAAGCUAAAAUAAAUGUUUGUAGCAAGUAAUCUUAGUCAUCCAUGCCUGAAAACUCAGUUGAAAUUCUCUAAAUAAGACUCCUUACUAAAACAAUGUCAAUAGUUUUCAUCAACAGCAGUUGAACCUAGUAAGUGUCGAUACUUUGGGUCUGAGUGGAGAAAAAAAGACCCCUUAUUAGUUGCUUACAAAAACUUG

>ENSG00000239052:44466651:44466851:2:-1

AAAUAUAUGUGCUUGGGAGGUAGACUUCUAAAAUGGCUGGAAGGUAACAUUAGAGAUCCUUCUGUAGUUCACAAGCAUGAUGAUUGGGUUUUCACACUUACAUGAGAUGUGCCUCCCCUCAGCCUUGUUACUACAUUAUCCACCUGAUAUGAAAAUGAAAAUAUAUAAAUUAAAAAAAUUAGAGACUAUAUGAACUUGGG

>ENSG00000252763:159526002:159526502:3:-1

CUUCCUUCCUGGCUAGAUGAGGAGAAAGACUGGAGAGUGAGAAAGACAUUGACCAUUGCUUCUUGACCUUUUGUCUGAGAUCAAAUGUAGCACCUGCUCUUACCAGCUUAAUACCUGAUAUGUCCUCUAUCUAUCUUAAAAGUCAGCCACUUUAAGGAUCUUUCUGGGAAGCCCCAUCUAAUAGCUCAGAUAUCAUGAGC

>ENSG00000252363:8414381:8414581:17:1

ACAUACAUACAUACACACACACACACUUAAUAUAUACGCAUAAAAAUUAAAAUUAAAAACAAAGUGUUACAGCUCUUUUAGAAUUUGUCUAGCAGGAUUUCUGGUUUCUGGUGGAAAGCUCCCAUCCCCUCCAAAAAACGAAAUUAAAAAAAAAGUUAAACAAAACAAAACCCAGGCUGGGCGCAGUGGCUCACGCCUGU

>ENSG00000201954:78020336:78020836:10:-1

UAGGGUUGCUAAGCUGGCAAGAAGUAAUCCAUUUGCUGAUAUUGGCCAUCUUAUCAAAAUUUAUUUCUUAAAAAUGCUCACUUCAGUGGUACCUAUACUCAAAUUAUAAUGAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGGCAUAUGAAUUUGUGUAGUUCAUAUAUUUCAGAGAAGGAAAAGGGUGCAGAA

>ENSG00000201001:29049386:29049886:10:-1

GUCCAGUUGAACAUAAACAACUGCACAAAACAUCAGCAUCAGACAAGGCCACUUUGUGACCAUGAGAGUUCCUGACAAAAAUAAGAUCACUCCGUGCUCGCUUCAGCAAUACAUAUACUAAAAUUGGAAUGAUACAGAGAAGGUUAGCAUGGCCUCUGUGCAAGGAUGACACAAAUUCAUGAAACGUUUCUUUUUAAAAA

>ENSG00000199731:32234692:32235192:5:-1

AUGCAGUAAUACUGAUGCUACAAAUAAAAUGGUGCUCACUUGGCAGCACAUACACUAAACAAAGUUGGAAUAAUACAGAGAAGAUUAGCAUGGCCCCUGCGAGAGGAUGACAUGCAAACUCAUGAGACGUUCCAUAUUUUAAAAAAGAUAUUGAACACUAACUACAUACCAAGCAUUGGUCUAAGAGCUUCUUAGGUAUU

>ENSG00000252928:30855810:30856010:13:1

GCAUUAGUACAUAAAAUGGAAACUUCAAAGAAACACUUGACUUUGUACUUUUAAUUUUUAGAAGAUUUUAAAUUUUAACACUAAGUGGGGAGUGUCUGCAUUGGCAGCACAUACACUAAAAUUGGAAUAACACAGAGAAGACCAGCAUGUUCCCUGCACGAGAUGCACACAAACUCCUGGAGUGUUCUGUAUUUUUUUUA

>ENSG00000252480:39807857:39808057:7:1

UAGGUGCGUAUAAAUACCAUAGAUUUUUAAAUUCCCUGUAACUCUUCCUUAUUUCACUUAACCACUCUAUCUUAAAUUACUCAUGCUUGCUCCAGUAACACACAUACUUAAGUUGGAACAAUAGAGAGAUUGGCAUGGCCUCUCUGAAAGAAUGACAUGCAAAUUUGUGAAGCAUUCCAUAUUUUUUUAAAAAAGAGAAA

>ENSG00000199360:111177533:111177733:6:1

CUCUCCAGCUCUGGUGUCCUCCACUGAGCUAGUUACUCAAAGUCGAAGUCUCUGGGUUCAAAUUAGCAAGCAAAAGAAUUGGAUUGGUGCUCGUAUAAAUGCACAUAUACUAAAAUUGGACCAAUACAGAGAAGAUAAGCAUAGUCACUACGCAAGGAUGACACCCAGAUUUGUGAGUCAUCCCAUGUUAAGGGGGGGAA

>ENSG00000252030:154186574:154187074:4:-1

AGAUUUCAAGUUUUCUGCCUUAUCUGAUAAAUUGAUGACGUAAGUUUAACACUUCACUAGAGUGUGUGUGUGUAACUUGUAAAAAUGAUGAGUGCUCACUUUUGUAGCACUAAAAUUUGAAUGAUACAGAAAAUAUUGCCCCUGAGCAAGAAUGGCAUGCAAAUUGUGAAGUGUUCCAUAUUUUCUUUAAAAAGAUGUUA

>ENSG00000202471:59980335:59980835:12:-1

ACUGUAAAGUUGGAGCAACCCCCAUACAGAAUUCUUGGUCUCUGUGGUAAAAGAUAUUAUAGUACAAAAGCCAAGCCUCUGAACUUAAGUCACCCUGCACAGUAGUAGUAUCAUAGUCAAUGAGGUUUAUCCGAGGCACAAUUAUUGCUAAUUGAAGUCUUUUCACAAUAUCCUGCCAUGAUGACUUGAAAUAUAGUCAU

>ENSG00000207041:140211975:140212475:X:-1

GGUUUAUUAUAGAUGCCUUUUAUCAGAAGGGAGAAUUACCUUUCUAAUGCUAAUUUGCUAAGAGAGAGGUUUUAUCAAGAAUGGAUGUUGGGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUUU

>ENSG00000207385:54131387:54131887:4:-1

UAACUAGUGCUUGAACUUCAAAGAGAAUGAAACAACUGACCUUUUUGUCAAAAUUACACAGCAAAUAAAUGACCCUUUAAAUUGUGCAUUAGGUGCUCUCUUUGGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAAAAGAUUAGCAUGGCCCCUGCACAAAGAUGACAUGCAAAUUCGUGAAGCAUUUCACAUUUUUA

>ENSG00000200331:77610500:77611000:5:-1

GGGAAAGAAAUGUUGUAUUGGAAGAAGAUGUUAUCUAGGAACUUUACAGCUAGAGAGAAAAAGACAGUGCCUGGCUUCGAAACUUCAAAGGGUGCUGGCUUUGGCAGCACAUAUACUAAAAAAACUGGGAUGAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGACGUGCAAAUUAGUGAAGCAUUCCAUAAAAC

>ENSG00000252489:57154443:57154943:4:-1

CUCAUAAGACCAAAGAAGUGAAAGAAAGGGGAGAAGGAAGAGGAAGAGGAAGAGUAGGAGCACUUCAGCAGCACAUACACUACAACUGGAACGAUAUGGAGAUUAUCAUGGUCCCUGUGCGAGGAUGACAUGCAAUUAAGUGAAUUAAUGCAGAAACAGAAAACUAAAUAUCGUAUGUUCUCACUUAUAAGUGGGAACCA

>ENSG00000239082:122345929:122346129:12:1

GAAACCCUGUCUCAAAUAAAUAAAAUACAUAUUUAUCCUUAAAAUCACAUAGUGCAAUUGUAUUUACAAACAAAAGUCCUAGUGUUAUAGCUCUAAGAAUUUGUCUACCAGGUUUUCUGGUCAUCGCUGGAAACACCCUCUCCCCUCAAAAAUAAAUUUUUUUUUUUUUUUGAGACAGAGUUGUCGCUCUUGUUGCCCAG

>ENSG00000200759:150995009:150995509:1:-1

CACCUUCCCUCCUCCCUCCCAAUUCACCAAGCAAACACCUAGUCCUCUUUCAAGACUGAGAUCAGUGCUCACUUCAGCAGCACAUGCGCUAAAAUUGGAAUGACACAGAGAAGAUUAGCAUGGCCGCUGAGCAAGGAUGACAUGCACAUUUGUGAACUGUUCCAUAAAAAAAAAAUAUAUAUAUUUAAAAUAAAAAAUAA

>ENSG00000206924:75487372:75487572:14:1

GAAGGAGAAGCAGGCACCUUCCUCACAGGGCCUCACCCAGCUCCCCAUUUUCUAUAUUGUAUCAUAUUACCCUGCUCAAGAACCCUCAAUGGUGUUCGCUUUGGCAGCACAUAUAAUAAAAUUGGAGUGAUACGGAGAAGAUUAGCAUGGUCCGUGCACAAGGAUGACAUGCAAAUUCAUGAAGCAUUCCAUCUUCAUUA

>ENSG00000252343:183469726:183469926:4:1

UGUUCUACUCCAGAGGUGGCAAGCGUGUGGGACAUUUGUUAACACUCCCACCUCCAAUACUUACAACAGACAUCAAUAAUGGAUCACCACUUCUCAGCCUUUUGGCUAAGAUCAAGUGUAGUGUCUGUUCUUACCGGUUUAAUAAUGGAUCAUUGCAGUGUUUCCUACUGAGUGCAAAGACAGUCUUGGGAUCUGUCUUA

>ENSG00000253048:42976950:42977150:19:1

AGAUGGGGUGAGAGGUAAUAAGAUAGAAGAUCAUGUAAAUCACAAUGUUGGGAAUGCAUGUAAAAUAAUACUGGCUGGUUGUGCGCAGUGGUAUUAUUGUAGCCAAUGAGGUUUAUCCGAGGUGCAAUUAUUGUGAAUGGGAAACUUUCGCAAUAACAUCAGCCAACAAGUGUCAUGGACCAUGAAGGCUUUGGGAGUUC

>ENSG00000200169:45196518:45197018:1:-1

UAACCAUUGCUAAUCUAGUAGUGACCGUCCCCCGAGGACUGUGUGCAACCAUUCCAACACAUGCUCUGGUUUCUCUUCAAAUCGUAUAAAUCUUUCGCCUUUUACUAAAGAUUUCCGUGGAGAGAAACCGUUUUGAGUUUCAAGCAAAUUUUUUGAAGCCCUAUGUUGGUGGGGUUCAUCAACGGUGUUUAAAAAUCAGA

>ENSG00000222449:238471745:238471945:2:1

UAUGUUAAACAUUAAUUAUAAAGACUGUAAAAGUCUAGAAACCACCUGUUGUAAGUUAUAGAGUGCUUGCUUCUGCAGCACAUAUACUAAAAUUGGACCGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCGGAAGUUACAGAAUGAGGAAGACAUGGUGUGCACACGACAAAUGCAGGUAGGACAGUCAGGCAGGUGAAU

>ENSG00000252068:157006430:157006630:5:1

GAACCCAGCAAGGCCUGUGUCUUCAGAUUCUUCUUGACCUCUCUGUGCAACAUUCCUUCCUCAACAGUAUGUGGCAGCUUGCUUCAGCACUACGUCUAUUAAAUUGGAAAGAUACAGAGAUUACCCUGGCUCCUGUGCAAGGAUGACAUGAAAAUUCAUGAUGCAUUCUAUACUUUAAAAGUAAAAAAUAAAGAGUAUAG

>ENSG00000238669:53532088:53532588:12:-1

UGGGUAUGGUGGCUCACAUCUGUAAUCCCAGUCCUCUGGGAGGCCAAGGUGGGAAGAUCACUUGAGGCCAGGAGUUCAAGACCAGCCUCAGUGUGCUCUCUUUGGCAGCACAUAUACUAAAAUUGGAACAAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGAUGUGCAAAUUUUUGAAGUGUUCCAUAUUUUUA

>ENSG00000252998:2140300:2140500:10:1

CCCCAUUAGUGGAGCAAUCUGCUGACUCAGCGUUCACUGAUUUAAACGUUCAUCUCGGGUUGGCUUCAGCAGCAUAUGCAGUAAGGUCAAAAGAACACAAAGAACAUUAACAUGGCCCCUGCACAAGGACGACACGCAAAUUUGCCAUGAGCCUGUAUCUCUCCAUCACACACAGGGGAGGAUUGCACGUAGGAGCUCUU

>ENSG00000194297:119873800:119874300:1:-1

UGGCAAAUGGAGCCAGGGAAGGCCAUCAAGGGAGAGUUCUUACACAUGAAUGCCUGAUAAGAACUGUCACAAUAUUUAUUUGGCAGGGGAGAUACCAUGAUCACGAAGAUUUUCCGAGGGCAAGGCUUAUCCAUUGCACUACGGUUGUACUGACCCCUGUGAUUUACUAUAGCUUUGCAAAAAGACCACUGCAACCUUAC

>ENSG00000201379:121863419:121863919:6:-1

AUAAAGCCAAUUAUUUUCUCGAUGCAAAUUCUCCAUGUAAAUGUCUUUCCUAAAGAUGUGGUCUACCUCUGCACAGUGGCAGUAUCAUAGUCAAUGAGGUUUAUCCAAUGUGUGAUUAUUGUUAAUUGAAAACUUUUCCCAAUACCCCACCAUGAUGACUUGAAAUAUAGUCAGCAUGGGCAAUUUUUGAGUGUCUUUAU

>ENSG00000206733:36039815:36040315:X:-1

AGUACUUCAAUCAGAAAGCAAAUGGUGUUAAUUGGCAGUAAGAAGUCAUCUGAAGGUACAAAACUCACCGGGAAUAAGAAGGACACAGACAAGUGCUCACGUCAGAGGCACAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGCCCCUGCAAAAGGAUGACAUGCAAAUUCAUGAAGUGUUCCAUAUUUUUU

>ENSG00000222320:29517402:29517602:18:1

GGAUAUUUUGAGCCAGAAGGUUGAGGCUAUAGUGAGCCACGGAGUUCAAGACCAGCCUGGGCAACAGAGUGAGGCUCUGUCUCAAAAAAAAAACUGCUCACUUCAGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUAGCUCCUGCACAAGGAUCACACAAUGUUUUUCAAGAAUUCAAAAAGAAAA

>ENSG00000222202:20418248:20418448:9:1

CUCCUCUAAAAUGUCAAUAAACACACAAUGAAUAACACAGAGGGAUGACAAGCCAUCUGAAACUACAAAUAGCUUUGUGCAGUGGCAGGAUCAUAGCCAAUGAGGUUUAUGCGAGGCACAAUUACUGCUAACUGAAACUACGAAUGGAGUAUUAAAAUUCAGAAUUCUGGGGUCAGGGGAGGCCUUGAAUUUGAUUUACU

>ENSG00000222344:230758980:230759180:2:1

CUGCACCCCCCGCCGACUUUCCAAACCCAAAAUACUCAAGAAUCUAAUAUCAUUUCAAGCUUUUUAAAAAAAGUCUUUAUCGUGAUCACUUUGGCAGCACAUACACUAAAAGUGGAACUAUACGGAGAAGAAUAGCAUGGCCCCUGUGUAAGGAUUACACAAUUUAAUAUUGUUUUUAAAGGCCUUUAUCAACUCUCAAC

>ENSG00000252332:139133422:139133622:7:1

AGCAAGACUCCUUCUUAAAAAAUAAUAAUAAUAAAUAAAAUAAAGUUUUUUAAAAGAUAAAUAGUGCUUGCUUCAGCAGCACAUAUACUAAAAUUGGAACAAUACAGAGAUUAGCAUGGCUGCUGUUUAAAAAUUAAAUUUAAAAAAAUUGGACAGGCACAGUGGCUCAUACCUGUAAUACCAGCGCUUUGGGAGGCUGA

>ENSG00000200975:8266278:8266778:1:-1

AUAAGCUACCGGGCCUAGCCUUACUUCACUUUUCUAAGAAACAGUAUUAUUACCUCAUUAGUCAAUAACGCUUAUCCGCAGGGGAGGUACCAGGAUCACGAAGGUGGUUUCCCAGGGCGAGGCUCAUGCCCUGCACUCUGGAUAUGCUGACCCCGGCCAUUUCUCCAAAUGUGGGAAACGCAACUGCAUCAUUUGUGGUA

>ENSG00000212382:27874536:27874736:16:1

GCUCCCUUAUAAUUUUUGGUCUUAAAUUAUACUCAGUGCUCAUUUCAUCAGCAUAUACAUUAAAAUUGGGAUGAUAAGGGAAGAUUAGCAUGACCCCUAUGGAAGGUUGACAUGCAAAUUUGUGAAGUGUUCUAUUUUUACAAGAAAAAAAUUCUAUUGAAUCAGAUAACAAAACUGUUAACCCAGCUUUAUUUGGUUCA

>ENSG00000251736:132767497:132767697:7:1

UACUAAAUACUGUAGGCAAUUGUAACACAGUGGUAUUUGUGUGUACAAAUAUAUGUAAACAUAGAAAAGCUACAGCAAAAACAGUGUAAAAGUGAUUGCUUUGGCAACACAUCUAGGACCAUUUGAACAAUACAGAGAUUAGCACAGCCCCUGAGCAAGGUUGACACAUGAAUUUCUGAAGCAUUCCAUUAAAAAAAAAA

>ENSG00000252325:19459670:19459870:18:1

GUUGGUAGCUCCAAAAACUAAAAGCAUAAUUGCCAGAAACUAGAAGCAACCAUGAUGCUCCUUAAUAGGUGAAUGGUUAAAGAAGCUGUAGGUGCUCGCUUCAGCAGCACAUACACUAAAAUUGGAAAGAUACAGAGAUUAGCAUGGCCCCUGCGCAAAGAUGACAUGCAAAUUUGUGAAGCGUUCCAUAUUGUUAACAU

>ENSG00000206866:177794473:177794973:2:-1

UGAGAUUGCAUUGAAUUUACAAAUCAAUUUAGGAAGAAUUUAUUUAAAAAAUUAAAUAUAUUUUAAAUGACUACUAAAAUUAUAAACACGUGUGCUUGCUUCAGCAGCACAUAUACUAAAAUUGGAAUAAUACAGAGAAGAUUAGCAUGUCCCCUGUGCAAGAAUGACAUGGAAUUCGUGAAGCAUUCCGUAUUUUUAAA

>ENSG00000252700:33455569:33455769:3:1

AGGUUGGACUAAAAUACUAAAGAUAAAAGGAGGACCAAAGUUAGGAAAUUACAAGAUAUAUAAGAAAAAUUCUAGCAUUAUAUAGCUUUUAGAAUUUGUCUAGCAGGUUUUCCAGUUUCUACCAGAAACCCCUACCCAAAAAAGAACGGAAAGGAAAAAAGAAAGGAAUGAAAAGGAAGGGAGGAAGGGAAAGAAAAAGA

>ENSG00000251906:105895741:105895941:4:1

AAAAGCAUUCUACAUUCCUACCAACAAUGUAGGUCUGGCCCUGGUGACAUUAUAUACCUGGAAUAUAAUAAAUAUGAAUGCUAAUACAUAUUAGCGUAGCACAUACACUAAAAUUAGAAUGACACAGAGAUUAGCAUGGCUCUUCUGCAAGGAUGACGCACAAAUUCGUGAAGUGCCCUAUGAAGAGGGUAGGAGAGACA

>ENSG00000206999:75648692:75648892:1:1

GAUAUCUGCCUUGCUGUUAUUACAAAACUUGGCUUAUGUGCUCACUUUAACAGCACCUGUACUAAAAUUGGAAUGAUACAGAGAUUAGCGUGGUCCCUACACAAGGAUGAUAUGCAAUGUGUGGAGUGUUCCAUAUUUUUAAUCAUUGGCAUCCCUGAAAGAGAUGGGGAGGGCACAAACAACUUGAAAACUGUUCCAGG

>ENSG00000200795:120730686:120731186:12:-1

AAACUCACCUUUGCGAAAUAGGAAGCUGGUUUAUUGGGAGUGAUGAGCAGGGGGCGUAACAAAUUAGCUUUGCGCAGUGGCAGUAUCGUAGCCAAUGAGGUCUAUCCGAGGCGCGAUUAUUGCUAAUUGAAAACUUUUCCCAAUACCCCGCCGUGACGACUUGCAAUAUAGUCGGCACUGGCAAUUUUUGACAGUCUCUA

>ENSG00000206841:51129448:51129948:22:-1

ACACUCUUUCAUUAUAAAAACACUCAGGAAACUAGUAAUAGAAGCUAGUAACUUCCUCAACAUAAUAAAGGAAAUUUAUUAAAAAUCCGAAGUGCUUGCUUCUGCAGCACAUAUACUAAAAUUAGAAUGAUUCAGAGAUUAGCAUGUCCCCUGCACAAGGAUGACAUGCAAAUUAAUGAAGCAUUCCAUAUUUAAAAAAC

>ENSG00000199520:77141116:77141316:3:1

UGAGUCUCUGACUCAAAAUAAAUAAAUAAAUAAAUAAAUAAAUAAAUAAAUAAAUAAAUAAAAAGAAUCUGUAUUUUAAAGAAAUAUCUUAGUGUUCACUUCGGCAGCACAUAUACCAAAAUUGAAGCAAUACAGAGAAGAUUAGCAUGGUCCCUGGGCCAGGAUGACAGGCAAAUUCAUGAAGAAUUAGAAAAAAAAAA

>ENSG00000238562:102774391:102774891:11:-1

GCCUGUUUGGUGGUCUCUUCACACGGACAUGAAUGAAACAAAACUCUUGGCAUCCAAAUUAAGCCAUCAAAGCCUCAGCUUCCACAGUCAAGGCUCUUUUAGAAUUUGCCUAGUGGGUUUUCUGGUGAAAACUAGACUGCCCCCAAAAAGUGUGGGCUACCUUUUAUCACUGACCUUUGCUUGAGUCCCUUUCUAGACAU

>ENSG00000199932:122532727:122532927:6:1

UCAAUUUAUUUAUAAUUUAAUAAACAAAAUUUAUUCUAGUUAAUUGCAACUGCCAAAACCUGGCCUAUACUUACCUGGCAGGGGAGAUACCAUGAUCACGAAGGUGGUUUUCGCAGGCCAAGGCUUAUCCAUUGCACUCUGGAUGUGCUGACCCCUGCAAUUUCCCCAAAUGUGGGAAACUUAACUGCAUAAUUUGUUGU

>ENSG00000251753:91433789:91434289:13:-1

GAAACAUUUUGAAUAUUUAAAAAUUUGUCUAAUGAUCAUUGAGACUAAUAUGACCAAAAAAAAAAAAAAAGAUCUUAAAAUCAUGCUUGCUUUGGUGGCACAUACGCUAAAAUUGGAAUGACUCAGAAGAUUAUCAGUGUCCUUGCAAAGGAUGACAUACAACUUCAGGAAGCACUCUGUAUGCAUUUUGUGAAACAUGC

>ENSG00000201852:19759833:19760333:18:-1

CUCGUUUUUAAGUUGCCAAGCUUAAAUUUCCUUUCAAAUGCUGUAAAUUACUUUAAAAAUUGUGACAUAGCUUCAGUUAAAAAAAAAAUGGAUGCUUGCUUCAGCAACACAUAUACUAAAAUUGGAAGGAUACAGAGAAGAUUAGCAUGGCCCCAGCGCAAGAAUGACACCCAAAUUCGUGAAGCCUUCCAUAGUUAAAA

>ENSG00000222561:948345:948545:11:1

ACUUAGUUGAAAUGGACAAAUUCCUAGAAAGUCGUGACCGAAGCUAACUCAAGAAGAAAUAGAAAAUCUGAAUAGUUGCUCACUUUGGCAACACAUAUACUAAAAUUGGAACAAUACAGAGAUUAGCAUGGCCCUUGUGUGAGAAUGACACACAAAUUUGUGAAGCAUUCCAUAAAAGAAAACCUAAAUAGACUUAUAAU

>ENSG00000207012:86158643:86159143:13:-1

AUUAAACAAAGAGUUUUGAUCUCCCAGCCUCAGCAAGUCUGAACUGAGUCAAUUCCACAGAUGAGCAAAAUAUACUUUAACAAGAUUUAUGGUGCUGUCUCUGGCAGCACAUGCACUAAAAAAUCGGAAUGAUACAGAGAUUAGCAUGGCCCCUGCAGAAUGAUGCCAUGCAAAUUUAUGAAAUAUUCCAUAUUUUUUUG

>ENSG00000206804:69892559:69893059:9:-1

CUCAAGUAAGUUGGUUAGAUUUAACAGAGCUAAGCCUCAUCCAUCACUGAUCAGUCUUCAUGUAUAAAAGUAAGGAUUUGUGCUGGCUUCAGUGGUACAUAUAGUAAAAUUGAAACAACGUUGAGAAGACCAGCAUGGUCCCCGCACAAGGAUGACAUAGAAAUCUGUAAAGUGUUGCAUAUUUCUUGCAGUCCCCAAAA

>ENSG00000252191:54252865:54253365:19:-1

AACUGUGUCUCAAAAAACAAACAAACAGAAAAAACAAAAAAGAAAGCUCCAUAUAUUGUAUUCUCACAGGAAGUAUAAUUCCUACGCAUAUGUGCUUGCUUUGGCAAUACGCAUAAAAAAAUUGAAAUAACAAAGAUUACCAUGACCCCUGCACAAAGGUGACACUCAAAUUCAUAAUGGUACCAUAUUUAUCUAUUUAA

>ENSG00000200204:3136082:3136282:16:1

AGAACAGCAUGGUGGAAACCACCCCCAUGAUCCAAUCACUUCCUACCAGGUCCUUCCCUUGACAUGUGGAGAUUACAAUUCCAGAUGAGAUUUGAGUGAAAUAGAGCCAAACCGUCUCAAUUGCACCCCGGAUGUGCUGACCCCUGUGAUUUCCCCAAGUGUGGGACACUCGCCUGCAUAAUUUGUGGUAGUGGGGGACU

>ENSG00000251841:2652706:2652906:Y:1

UUGUAAUAAUUGAAACCAGUAAGUGUCCAUUCAUUUGUCCAACAAAAAUAGAAUGAAAUACGCACAACAAUUUUUUCUUAAAAAUUCUAGUUUGGGCAGCAUAUACACUAAAAUUAGAAUGGUAUGGAGAAGAAUAACACUGUCCCUGGGCCAGGAGGGUAUUCAAAUGUGAAGUCUUUCAUAUUUUUGGGAGUAGAAUU

>ENSG00000201742:46121480:46121980:20:-1

UAUUAAACAUAUUUGCCUUGGAAGAAAAAAUCAUUUGCUAUCAAAUGCUUUAAAAGUACCCACUGUAAGAGGGCUAAAAUAAAAAUAAGGACUAUGCUCAUGUUGGCAGCACAUACACUAAAACUGAAACAAUACAGAGAAGAUUAGUGUGGUCCCUGCACAAGGAUGACAUGCAAAUUCUGUGAAGCAUUCCAGUUUUG

>ENSG00000252371:238488765:238489265:1:-1

CCCUGGCCCCUUCCUUUAAAAUACUUACUUUUGUUUUAAGUUUUCAUUCCUGUGUGGGUCCCCCUUUGUUCAGUCCCGUAGAAACCGUGGCAAUAUCCUAAAGUGGAAAUGAUGGAGAAGAUUAGCAUGACCCCUGCAAGGAGAAGUGCAAAUUCAUGAAGUGAUCCAUAUUUUUAAAAAUGAAAAAAGUUUUAAAAAUG

>ENSG00000252626:106726322:106726522:3:1

AUAUAAUUAACACCAUGGGUUUUCCUAAAUAAGUAAUCUGGCCAAAUCUGUUGGGACUUGACUUUUUUGUGUGUGGUCAAGAAUAAGCUUUAGUGACCACUUUGGCAGCACAUAUACUAAAAUUAAAAUGAUAGGUGAUUUGCAUAGCUCCUGUGAGUGGAUAACAUGCAAAUUUGUAAAGCAUUCCAUAUUUUUUAUUA

>ENSG00000252323:18447923:18448423:Y:-1

AAUAUCAGUCCUGUAAUGAUUUUUGUUAAAUACACAAAAUCAGUGUUUCUGAAUAUUGUGUCUUAUUUCGAUUGCUUAUAAAUGGAAGGUAGUGCUUGCUUUAGCAGCAUAUAUACUAAAGUUGGAAUGAUACAGGAAAAAUUAGUAUGAUCCCAGCACAAAGAUGACAUGCAAAUUCAUGAAGCAUUCAAUAUUUUUCA

>ENSG00000200827:12098334:12098534:18:1

AGAAUUAUCUGUCUCAAGUAGGUGAGUUGGACUGAACAGAGCCAAGCUUCAUCCAUGACUGAUCAGCAUCCAUUUAUAAAAGUAGAGCUUUGUGCUUGCUUCGCGGCACAUAUGCUAAAGUUGGACCAAUACAGAGAAAAUUAGCAUGGCCCCUGCAUAAGCAUGUCACACUAAUCUGUGAAGCAGUCCAUAUUUUACAC

>ENSG00000252452:233647283:233647483:2:1

GUAAUACCGUGUGGUUUGUUUAUACAGUGAGAUCCUGUACAGCCAUGUAAAAGACCAAAAUAUUCCCUGUAACAAUGAGAAUGAAUCUCCUGUGCUUGCUUCGGCAGCACAUACACUAAAAUUGGAACGAUACAGAGAUUAGCAUGGCCCCUGUGCAAGGAGAAUGAAUCUUCGUAAUGUUCAGCAAAAGAAGCCAGAUA

>ENSG00000199944:109380472:109380972:6:-1

AUGAAUAUGACACCUUCUCUAAGUAUGAUGUAAGGAGUACUGUGUGGGUCUCUGUGGGAUGGGAACUAGCAUUUCAAAUUUUGCCCGCCUUGUGCUUGCUUCAGCAGCACAUAUGCCAAAGUUGGAAUGAUACAGAGAAAAUUAGCAUGCCCCUGCACAAGAAUGACAUGCAAAUUUGUAAAGCGUUCCAUAUUUUAAAA

>ENSG00000252903:31366238:31366438:X:1

CAUGAUAUCAUAAUUAUUAGCUUUAUGAACUGAACUGAUAGGCAGAAAUUAAAAACUCAAAAGUAUGUUUUUGCUUCAGCAGCCCAUAUACUAACAUUGGAAUAAUGAUACAGAGAAUACUAGCAUGGCUCCUGAGCAAAGUGUUCCACAUUUUUCAAAAAGACUCAAAAAUAUUAAUAUGGUUAACAUUUGAGAAUAUA

>ENSG00000206827:20227451:20227651:18:1

UGAUACACUCAACAAGAAUGAAAGUAUUCAUGGAUAUGAAAAAAUACCUCCCCUUUUCAAAAAGGUAAUUUAUGUAUUAAGAAAAAAACUUCAGUGCUCACUUUGGCAGCAAAUAUACUAAAAUUGGAAUGAUAUAGAGAAGAUGUACAUGGUCCCUGUGCAAGGAUGACAUGCAGAUUUGCGAAGCGUUCUAUAUUUUU

>ENSG00000207266:28009376:28009876:16:-1

GAUGAGAUGUGACAAAUGCUUUGGUAGCUGGGGAUAUAGGGUAUCUGUGCUAGGUAGAAUAAUGUCACCCACUCCAAAGAUGUCCACAUCAGUGCUUGCUCUGGCAGCACACACACUAAACUUGGAAUGAUACAGAGAAGAUUAGCACGGCCUCUGUGCAAGGAUAACACACACAUUCAUGAAGCAUCCCAUAUUUUUCC

>ENSG00000252460:104845624:104845824:4:1

GUCAUAUACUCACUACCUAUUACUUGUUUGUUUUAACCCAUCCUUUAACUUGGGAACCAAAAAAACAUAACAGUGUUCACUUUGGAAUCACAUACACAAAAACUGAAGCGACACAGUGAGAUUAGAAUAUCCCCUGUGCAAGAAUGACAAAUUUGUAACACAUUUUCUAUUUUUCAAAUAAGCAUAUAAAAAGAUGGUAA

>ENSG00000251892:107741797:107742297:8:-1

GUACAUCACAGAUGUUCAUUUUACUAUUAUGCCUCAUAACUUGCAUACAUAAGAUAUAUGCUUUUCAACUACUGAGUCAGUGUUACAGCUCUCUUAGAAUUUAUCUAGCAGGUUUUCUGGUCUUCACUGGAAGACCACUAUGCUAUUAAAUUUCACUGGAAAGCCCCCUAUGCUAUUAAAUUUCUUUAAAUGAAAAAUAA

>ENSG00000252544:152221576:152221776:4:1

GAUUAUAUUUUUAAAGCCAUGUAAGCUGAGUGUAAAUGGACAGAACUAGGAAUACUAAAAAAAAAUAAAGGGAAUAAAAGGUAGUAUGGCCAUGUGCUCACGUCAGCAACACGUAUACUAAAAUUGGAAAGAUACCGAGAUUAGCAUGGCAAGGGUGACAUGCAAAUUCAUCAAGCAUUCCAUUUUUUUUUUUUUAAGGU

>ENSG00000222858:27968388:27968888:17:-1

AGUUGAUGUUUCACCAAACACGUAACAAUAUGAAAGUGGAGGCAAGAUAAUGGGACGACUUAUGCAUCUGUCAUUUAAAUUUCCUUCUUCUUGUGCUCACUUGGGCAGCACAUACACUAAAAUUGGAACUAUACAGAGAAGAUUGGCAUGGCCCCUACACAAGGCUGACAACUUAAAAAUAUUUAAAAAUAAAAAUAAAA

>ENSG00000199880:137458458:137458958:5:-1

GCUUGAUUUGUCUUUCCAUAGUGUUUACAUAUUUCAAAACAACAUGUACACAAUAAAUGUAUACAAUAUUUCUUAUCUAUUAAAAAAUUUGUUGUGCUCACUUCAGCACAUAUGCUAAAAUUGGAACGAUACAGAGAAGAUUAGCUUGGCCCCUAUGCAAGGAUGACAUGCUUUUAAAAUAAAAAGAAAUUUUAAGUACA

>ENSG00000238386:71222913:71223113:6:1

CAUAAGUCCUCCAAGGUUUUCUUCUUUUUUGAGAUUGUUUUGGCUAUUCUAGAUCUCUUGCAAUUCUAUAUAAAUUUUAAAUCAAGUGUUAACAGCUCUUUUAGAAUUUGUCUAGCAGGUUUUCUGGUUUUUAUUGGAAAACCUUCCUCCACAGAAAAUUUUAAAUCAUGUCAAUUUCUUUUUUUUUUUUUUUUUUAAUC

>ENSG00000200906:77092692:77092892:X:1

CAAAGUCUACAGCCAUAGCACCCUGAACGCGCCUGAUCUCGUAAAAAGUCAGGCAGUGAAAGGACAUAUACUGACUGGAUUAAAAACUAUAAAAUGCUUACUUUGGCAGCAUAUAUACUAAAACUGGAAUCAUACAGAGAAGAUUAGCAUGGCCCCUGUGCAAGGAUGACAUGCAAAUUCGUGAAGUGUUCCAUAUUUUU

>ENSG00000212429:81661606:81662106:8:-1

CUGGGUUUUUCUCUAUGCAUUAAAAGUGUGAGUAAAGGGGAAAAAAGGGCUUCUGUCAUGAGUGGCACACAUAGGACAACUCAAUUUCUCUUCAUGCAGAAUAAACAUCAAGAGAUUUUGGAAGCGUAAUUUUUGGUAGUUGGGCAGCUGGUGAUCACUGGUGCCAGCACCCUUACUCCUUGUCUAAAUCAGAGGUUGCA

>ENSG00000252066:53944088:53944288:15:1

AUCUGCCCACCUCUGCCUCCCAAAAUGCUGGGAUUGCAGGAGUGAGCCACUGCGCCCAGUCCAUAGUUAAUUUAUAAAUUGUUUAAUCACUUCUCGGCCUUCUGGCUAAGAUCAAAUGUAGCAUCUGUUUUUAUCAGUUUAAUAUAAAUUGUUUAACUAGCAUGUUCAUGGUAAAUUGUACAUGCACAUACUGUAGUCUA

>ENSG00000202229:23625278:23625778:14:-1

AUCAGAAGGCUUAUGGGAGUGAGGCCCAGUGGUACUUGGAGCUUUGGGGGAAAGAAAAAAGGGCAUCUCUGUUAUAAGAGUUCAGCAAGUUGUGCUCACUUUAGCGGCACAUAUACUAAAAUUGGAGCAGUACAGAGAAGAUUAGCAUGGCCCCAUGUACAGAUGACAUGCAAAUUCACAAAGUGUUCCUUAUUAAAAAG

>ENSG00000206610:38023289:38023789:8:-1

CAAGAGUUUCAGAUCAUGGUGAGCUGUGAUUGUGCCACUGCACUCCACCCUGGGCAACAGAGCAAGAUCCUGUCUCUAAAAAAAUGAAAAAUGUGCUCACAUUGGCAGCACAUCUACUAAAAUUGGAACAACACAGAGAAGAUUAGCACGGCCCCUGCUUAAGGAUGACACGCAAAUUCAUGAAGUCUUCUAUAUCUUUA

>ENSG00000222960:53207609:53208109:5:-1

GAAAAAUGGAAUAAUAAUAGUACUUUCCUCAAUGGACUGACGUGAGGAUUAGUGAGUUAAUAUAUAUAUUUUUAAUCUUAAAAGAGUGUGUGGUGCUCACUUUGACAACACAUAUACUAAAAUUGGAAUGAUACAGAGAUUAGCGUGGCUCCUGUGGAAGGAUGACAUGCAAAUUCAUAAAGUAUUCCAUUAAAAAAAAA

>ENSG00000238420:108251208:108251408:6:1

AUUUAGAGCUGUAACAUAAAAUCAACUUGCAGUUAAAACAAAGGUAGAGUGCUUGCUUCAGCAGCACAUACACUAAAACCGGAGCAGGACAUACGCUAAAACCGGAGCAAUACAGAGAAGAUUAGCAUGGCCCUCACCCAAAGAUGACACGCAAAUUUGCAAAGUAUUCUUUUUUUUUUUUUUUUUUUUUUUUGUAGAAA

>ENSG00000207007:71717755:71717955:4:1

UCUGCCCACCUCAGCCUCCCAAAGUGCUGGGAUUACAAGUGUGAGCCACCAUGCCCAGCCUCAUGAUCUGUUUUAUAAAGUAAGACUUCUAGUGCUCGGCUUCAGAAGCACAUAUGCUAAAAUAAUUAGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGACAUGCAAAUUCAUGAAGCGUUCCAUAUUU

>ENSG00000222114:136769814:136770314:X:-1

GUAAGUUUGAAAUUACUUCAAAAUGAAAAAUGUAAAAACAAAACAGCUGGAUCCACAUGUCAAAAAAAUAUAUAUAUAACAUAUUAAGUGCUUACUUUGGCAACACAUAUACUAAAAUUGGAAUGAUACGGAGAUUAGCAUUGUCCCUGGUCAAGGAUGACACACAAAUUCAUGGAGCAUUAUAUAUAUAUAUAUAUAUA

>ENSG00000238364:10661503:10662003:19:-1

CUAUAUGGAAAAGAAUAAAAGAGGGAAGGGAGCCUUGUGAUUUUAAGUAAAGAGGUCAAACAUUACAGCUCUUUUAGAAUUUGUCUCAGGUUUUCUGGUUCUCACUGGAAAACCCCCCACGCAAAAAAUAUUUUAAAACAGGAGCCAAGCAGUGGCUCAUGUCCAUAAUCUCAGUACUUUGGGAGGCCGAAGCGGGAGGA

>ENSG00000201869:63869326:63869526:5:1

AAAAUGUACAAUACAUACAACAGAUUUUUAAAAGGUUUUAAAGGUUUUAAAAAAAAAAUCUGCAUAUGAGUGUUCAGCAUCACAUACACUAAAAUUGAAAUGAUACAGAAAAGAUUAGCAUGGCCCCUAAGCAAGGAUGACAUGCAAAUUUGUGAAGCAUUAUAUUUAUAUUGUUCAAAGUUACAGUUAGAUAGAAGGAG

>ENSG00000202398:80943337:80943837:13:-1

CACUUGAGGUCAGGAGUUCGAGACCAGCCUGACCAACAUGGUGAAACCCCAUCUCUACAAAAAAUACAAAAAUUAGGGCUCACUUUGGCAGCACAUAUACUACAAUUGUGAACGAUACAGAGAAGAUUAGCAUUGGCCCCUGCCCAAGGAUGACACACAAAUUCGUGAAGCGUUCCAUAUUUUGCACAGUCUGGGAAGAU

>ENSG00000223189:128267134:128267334:7:1

AGCUGUUACUAGGUGCCUAUAAAUAGCAUAGAUUUUUAAAUUCUCCAUAAUUCUUCCUUAUUUCACUUAACCACUCUAUCUUAAAUUACUCAUGCUUGCCUCAGUAGCACACAUACUUAAGUUGGAACAAUAGAGAGAUUGGCAUGGCCUCUGUGAAAGAAUGACGUGCAAAUUUGUGAAGCAUUCCGUAUUUUUUAAAA

>ENSG00000252474:50306351:50306551:14:1

GUCUUCUCACAGAGUAGCUAAUAAGUCUCCUCAAUUUACCAAGAAAUCAUAACCAUUUGAAGUAACCCAAAACUUAGCUAAAAAACACAUUGGGCUUGCUUCGGCAGCACAUAUACUAAAAUUAGAACGAAACAGAGAUUAGCACGACCCCUGCACAAGGAUGACAUGAAAUUUGUUAAGUGUUCCAUAUUUUUUAAUUU

>ENSG00000201761:22291831:22292031:8:1

UAUUCCAUUCUAUGGAAUUUUACAAUUAACAUCUAAAAAAAAAUAAUGAACUGCUUAUAGGAGGGAAGCUGGGUGCUCUUUUCCACAGCACACAUACUAAAAUAGGAAUGAUACAGAGAAGAUUACCAUGGCUCCUGUGCAAGGAUGACACACACAUUUGUGAAGCAUUAAAAGAAAAAAAAAGAAGGAAACUGAGGGCA

>ENSG00000222276:96850867:96851067:14:1

AUAUUGUGCUGGUGAACCAUGAUAUACCUUAUAAUCUUGUCAAAAAGAAAAGUUGUAGCUGUGUUCACAGGAAAAAAAAAAAAAGAAAAACACAUGGCCUGUCAGCCUUUUGCCUAAGAUCAAUUGGAGUAUCUUUUCUUAUCAGUUUAAUAUCUGUUAUGUCCUCUAUCUAAGGACAAUAUAUUAAAUGGAUUUUUGGA

>ENSG00000212368:77277523:77278023:4:-1

UAUUAGCUGACCAUAAAAAUUAAUAUUUAUCUAAUUAAAGUAUAUACUUUUCCAUUUCUCAAUAUUUUUUAAUGUCAGAAGAUUUAUUUUUGUGCUCGCUUUGGCCGCACUUAUACUAAAAUUAGAACGAUAUAAAGAAGAUUACCAUAGUCUCUGUGCAAGGACGACCACAAAUUCUUGAUGUGUUUCAUAUUUUGUGU

>ENSG00000200645:14759122:14759322:18:1

UAGAUUUAACAGAGCUAAGCCUCAUCCAUCACUGAUCAGUCUUCACAUAUAAAAGUAGGGAUUUGUGCUGGUGUCAGGGGUACAUAUACUAAAAUUGAAACAAUGUCAAGAAGGUUAGCAAGGUCCCUGCACAAGGAUGACACACAAAUCUGUGAAGUGUUGCAUAUUUCUUGCAGUCCCCAAAAGGACAUUUGACUAAC

>ENSG00000207451:11286256:11286456:1:1

AACUCUUUAGUAUUCUCUUUAUAUGAGAAUAUUUGACCUUUAUAAAGCUAUCUAGUGCUCAUUUUGGCAGCACGUAUACUAGCAUUGGAACAAUCUAGAGAAGAUUAGCAUGGCCCAUAUGCAAGGAUAACAGGCAAAUUUGUGAAGCAUUCCGUAUUUUUUUAAAAAUAAAAAUAAAAUAAAAAGAUAUCUACCAAAAA

>ENSG00000206694:143687318:143687518:1:1

AUGAGGCUGCGGCGGGGCGGAGGGGUGUGAGCUUAUACUUAUAUUUAUCUGGCAGAAGAAAUGUUAUGAUCACGAAGGUGGUUUUUCCAGGGCAAGGCUUAGCAAUUUUACUCUGGAUGUGCUGACCCCUGUGAUUUCCCCAAAUGAGGGAAUCUCGACUACAUAAUUUGUGGCAGUGGGGAACUGUUUGUGCUUUCCCC

>ENSG00000251980:158769220:158769420:2:1

AACAAAAUCCUCAAUUCAUUCACAUGCAUGUAAAUGUGAGAGAGGCAUUGGUCUAGAUCUAGAAUAGAAAACAGUGGUUCUGUACUCACUUCAGCAGUAUAUAUACUAAGAAGAUUAGCAUGGCCCCUGUGCAAAGAUGACAUGCAAAUUCAUGAAGGGUUUCAUUAAAAAACUUUUAAAAAAGAAAAAAGGAAACAGUG

>ENSG00000252221:175430710:175431210:2:-1

AAAUUGCUUUUCCUCCAUUGAAGAAGAAUGUCAACAAGAAAGGAAAAAUAGACAAACUGGAAUUUUAUAACAGUAAAUGUAUAGGAAGUGUUACAGCUCUUUGAGAAUUUGUCUAGCAGGCUUUCCAGGGUUUUGCUGGAAAGCCUCUGAAAUUUACUUUUAAAAAAACACAAUAGCUGGGCAUGGUGGCUCACGCCUGU

>ENSG00000212450:45829092:45829292:7:1

AGCUGUUACUAGAUGCCUAUAAAUAGCAUAGAUUUUUAAAUUCUCCAUAAUUCUUCCUUAUUUCACUUAACCACUCUAUCUUAAAUUACUCAUGCUUGCCUCAGUAGCACACAUACUUAAGUUGGAACAAUAGAGAGAUUGGCAUGGCCUCUGUGAAAGAAUGACAUGCAAAUUUGUGAAGCAUUCCAUAUUUUUUAAAA

>ENSG00000207225:148165818:148166018:2:1

UUAUUUCACAAUUUCAUCUUUUAAAUAGUGAAACACCUAUUGACCAAUGAAAUUGUAUUCUAUAGCACAAAUUGAAGAAAAUAAGGCACUUGUGCUCGUUUUGACAGCAUAUAUACUAAAAUUAGAAUGAUACAGAGAAGAUUCGCAUGUCCCCUGUGCAAGGUUGAUAUACAAAUUUGUGAAACAUUCCAUAUUUUUUU

>ENSG00000201725:8943263:8943763:1:-1

CCCUGGGCCUUCUUGCUUAAUCACCUCCCCUUUACUCCUCUCAUUUGGACACCCUGAGGAAUGCCAACCUAGCAUGACUUGCCAGCACAUAUACUAAAAAAAAAUUGGAAUGAUACAGAGAAGAUCAGCAUGGGCCCCGCGCGAGGACGUCAUGCAAAUCUGUGAAGUGUUCUGUACUUAUAAUUUUUUUAUAUAUAUUU

>ENSG00000251702:28563980:28564180:18:1

GUCUCAAAAAAAAAAAAAAAGAAAAAAUAACAUAAAAGAAGGAGGAAGGAGGAGGUGGGGGAGGCAGAUGACAGGGGGAAGAAAAUAAAGAGUGUUGGCUUCUGCAACACAUAUACUAAAAUUGUACAUCAAUGACACAGAGAUUAGCGUGACCCCUGCACAGGGAUAACACGCAAACUUUGUGAAACAUUUCAUAUAAA

>ENSG00000238590:128083261:128083761:7:-1

UGAGCUCUUUGCAUUUUCUAAGUCCCCCUUCACAUACCUGAGGUCCCCUUGUCUUCAUAUGAUCCCCGAUGUAGUCUGGCAAAAUUAAUGUGUUAGUGUUACAGCGCUUUGAGAAUUUGUCUAGCAGGCCUUUGGGUCUUUACUGGAAAACCCCUAAAAAAAAUUAACAUGUUAAAUUUCAGGAAAGGUAUCUCUCUAUU

>ENSG00000200957:19642416:19642916:6:-1

GCUUUUGAUUAGUUCAAAAUGCCAAAUACUAACGCUGUUUCAUACAAUUCUGUGAGAUAUAAAAAAUAGAUAUAUUUAAAUAUGUCAAUUAGUGCUGGUAUUGGCAGCACAUAUACUAAAAUUGGAUACAGAGAAGAUUAGCAUGGUCCCUGCACAAGAAUGACAUGCAAAUUCAUAAAAAACAUUCCAUAUUUUAAAAG

>ENSG00000206818:79541182:79541682:7:-1

AGCCCUGUAGGGUCCUAUCUCACUCACAUAGGAUGUGGUUCAUCUUCGGUUUAUGAGCCACCAAGGUAAAUACAAGAUAUUUUGGUUUUGUACUUGCUUCGACAGCACAUACUAGAACUGGAAUGAUACAGAGAAGAUUAGCAUGGCUUCUACACAAGAAUGACAUGAAAAUUUAUGAAGCAUUCCAAAUUUUUCAGGUU

>ENSG00000222146:113160746:113161246:8:-1

AUUUUUAUACCAUACACUGCAGUGGCCAUUAAGGCCAUCUCUGCUGAUGAUGUGAACAAGUUGUUUAAAUAUCUUAAGCUUUGUGCAGUGGUAGCAUUGUAACCAAUUAGGCUUAUCCAAGGCACAAUUAUUGCUAAUUAAAUAUCAUAUUUCUGUUUCCUUAUAUUUAAACAGAGGAAACUGGGCUACAUGAUUUCUUC

>ENSG00000201103:202378994:202379494:1:-1

GUGGACAAAAUUGUUGAGAGUAUAUCAAGAAACACUACCAAAAGAGUAAAAAGGCAGUCCAUAGAGUGGGAGAAAAUACUUGCAAAUCAAUGCUUACUUCAGCAGUACAUAUACUAAAAUUGGAACAAUACAGAGAUUGGCAUGGCCCCUACAUAAGGAUGACAAGCAAAUUCAUGAAGCAUUCCAUAUUUUUUAUAAGC

>ENSG00000200062:59573987:59574187:16:1

GAGAACUAAACAAUGAGAACACGUGGAUAUAAAGAGAGGAACAGCUUUGCCCAGUGGCGGCAUUGUAGCCAAUGAGGUUUACCUGAAGUACAAUUAUUGCUAAUUGAAAACUUUUCCCAAUACCCCUCCAUGACGACUUGAAAUAUAGUCAGCACUGGCAAUUUUUGACCGUCUCUACAGAGACUGAAAAGAAAAAAAAA

>tRNA1_PseudoTTG:Y:8240081:8240281:-

AAUGGAGAUAAUAAGUUGAACUAAUGGAUUAAUUACUUUGGGAAGGAUAUAACCAACAUUUUUAGUGUAUGGGCCUGAUAGCUUAUUUAGCUGACCUUAAUUUAGGACGUGGUGUAAUAGGUAGCACAGAGAAUUUUGGAUUCUCAGGUGCAGGUUCAAUUCCUAUAUUCUAGAGAUAAGAGGAUUUUAACACCUAUUGU

>tRNA10_ValCAC:5:180649328:180649528:-

UCCCCGGGCCUGUCCUACAAGGGCGCUUGCCUAGAGCUAUCCCGGCCGUCUCAGCCGUGUGUGUCUUCAGGACGAUGCCGGCAGGAAAGUAGCCAAGGUGGUUUCCGUAGUGUAGUGGUUAUCACGUUCGCCUCACACGCGAAAGGUCCCCGGUUCGAAACCGGGCGGAAACACGUUUUGGUCUGUUCGGGAGAUUCUCU

>tRNA4_HisGTG:3:148316498:148316698:-

UUGCAAUUGUGUAUCUUUAUUUUUACUUAUUAAGAAAUGUUUGAAAACUAAGAUGUCUCUUUUCGUUUACACGUUUCUUAUGUCAGGUCCCCAGUAGCAUGCAGUGACUGUAUAGUGGUUAGCACUCUGUGUUGUGGCCACAGCAACCAUGGUUCAAAUCUGAGUCAUGACAUUGUGGGAACAUGUUCCUUAUUUCAGCC

>tRNA7_PseudoAGG:2:77895516:77895716:+

UAAGGCAAUCCCAAUCAAAAUCUAAGCUGGCUUUAAAAUAGAAACUGAAAAGCCAUUAAGAAGUUCUUGUGAGUGUGGCUGGUUGGUCUAGGGCUAUGAUUCUCACUUAGGGUGCAAGAGGUCCUGGUUCAAAUCCCAGAGGAGCCCAACUUUUAGUUCAAAAGUUCUUGUGAAAACAAAAAUAAUCUAGCCAAAAAUAU

>tRNA1_PseudoUUG:4:156383829:156384029:+

GGAUAUAACCAACAUUUUUGGUGUAUGGGCCCAAUAGCUUAUUUAGCUGACCUUAAUCUAGGACGUGGUGUGAUAGGUAGCACAGAGAAUUUUGGAUUCUCAGGGGUAGGUUAAAUUCCUAUAGUACUAGAAAUUAGAGGAUUUUAACCUCUAUUGUUUACUCUAUCAAAGUAAUUCUUUUGUCUGACAUAUUUCCUAUG

>tRNA1_Pseudo???:17:7524393:7524593:+

CAGAGCAAGACCCUGUCACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAUCAAGAUUUGCAAUAGCCAGUUAGCUCAGUUGGUUAGAGCCAGGUGCUAACACCAAGGUUGUGGAUUUGAUCGCCACGUGGGCAAAUGUAUUAUCAUUUAUGUGGAUGGAGGAUUGCUUGAGGCCAGGAUUUCGAGACCAGCCUGGCCAACA

>tRNA18_PseudoCCU:1:147483233:147483433:+

UCAAAGUCCUUCCAGAGACUCUUCAAAAUUAGAUCUAGUGAAACCGCACUCAGUGGAGCAUUGGUAGUUCAGCGGUGGCAUUCUCCCCACCUACGCGGGAGACCUGGGUUCAACUCCCGGCCAAAGCAGGCCUUCUUACCCUUCAUGCUCCAAGUUCAUGCUUGAAGGGCUAUUACAUUUCUAGCCAACAAAGUUAUUGU

>tRNA7_PseudoCUC:8:70072260:70072460:+

UCCCCCAGAAAUUCCUUCUUCUGAGUGAAUCCCUAUGAUCUCUGCCCAAUUACACAGUCUAAAGAAGCUGCCUGAUGCUCUCUGGUGGUUUAGUGGCUAGGAUUCACCUCUCUCACUGCUGCAGCCCAGGGUUCCAUUCCCUGGGAGUCAGAUGGGUAUAAAGUUUCAGUUACGGACUUCAAGAUCUGCUUGGUUAACAC

>tRNA1_PheGAA:13:95201837:95202037:-

CAAGGAAGAAAUGCUGUACAUGAUCACCAGGAAAAGACAAGCAAGCCAGUUGGACGCAAAGCGCUCAGUGAUAGUUUACUCAGGAGACAACCCAGAACGUGCCGAAAUAGCUCAGUUGGGAGAGCGUUAGACUGAAGAUCUAAAGGUCCCUGGUUCGAUCCCGGGUUUCGGCAGCUACUUUUAAAUUCUGACCUCAAAAA

>tRNA1_LeuCAA:11:9296723:9296923:+

UUACACGAUUAUGUUUUCCAAAACCUAUAGAACUGUAUAUUAUAGGAAGCAAAGCAUCUUUUAGCUGCCUCCUUAGUGCAGUAGGUAGCGCAUCAGUCUCAAAAUCUGAAUGGUCCUGAGUUCAAGCCUCAGAGGGGGCAAGGUCACCUUAUUAAGCUGGCGAAGGAACGCAAGCUUGCCUGUGUUAUAUUUUUGAGACA

>tRNA6_IleGAT:X:3794773:3794973:-

GAAGGCAGCCAGAGGCGCGCGGGCUUGGCGAGGAAUCGCUCGUGGACGGGCGCGAACGUGGAGCCCUUUUAUACGCUCCAGGGGCACUGUGCCGUCGGGCGGCCGGUUAGCUCAGUUGGUAAGAGCGUGGUGCUGAUAACACCAAGGUCGCGGGCUCGACUCCCGCACCGGCCACGGCGUUAGCUUUUUUUUUUUUUUUU

>tRNA13_PseudoCUU:16:3246086:3246286:+

GAUUCAUCCUCACGUUCAUGUCAAGUGGUGAGCACACACUCCAUUAUCAGAAAACCUUGCAGUUAUGCCCAGCUAGCUCAGCCGGUAGAGCACAAGACUCUUAAUCUCAGGGUCGUGGGUUUGAGCCCUGUGUUGAGCACAUGUUUCCUUUUCCUUUGCAGCCCUAGGCUGCAGAGAAGGUUGAGACAUGGAGUACUCUC

>tRNA150_MetCAT:6:27300704:27300904:-

UCAGAUACAAAAUGAAAUAAUUAGACAAUGAAAAUUUUGUCGGUACUGAAAGGUGAUUUUGAUGAUUGAAAUUAAGAUCAGUGGUCUUCAGAAACCGCUUAGCAGAGUGGCGCAGCGGAAGCGUGCUGGGCCCAUAACCCAGAGGUCGAUGGAUCGAAACCAUCCUCUGCUAUGAGUUUUACAGCUAAAUCGACACGCAA

>tRNA11_ArgACG:3:45730428:45730628:-

GGGAGCGCGGCGCAAGGGCAAAAUGGAUCGUUGGUACCCGGAAGCCCGUUCAAACUGUAUAAGGGUGAUCAGCUAUCACGGAGAAGGCUUUAGCAAGUCGGGGCCAGUGGCGCAAUGGAUAACGCGUCUGACUACGGAUCAGAAGAUUCUAGGUUCGACUCCUGGCUGGCUCGCGAUGUCUGUUUUGCCACACUUGACCC

>tRNA24_LysCTT:5:26198473:26198673:-

GCAAACAAAGUAAAAUUGACUGUUUAUUAAAAAUAUUUUGGUUUUAGUUAGUAUUUAGUAACUCAUAUGACCAUCAAUUACACUAUAACCAUGAAAUCAAGCCCGACUACCUCAGUCGGUGGAGCAUGGGACUCUUCAUCCCAGGGUUGUGGGUUCGAGCCCCACAUUGGGCACCAGAUGAAGGGGUGGCCUGCCCCUCC

>tRNA3_ProUGG:14:21101100:21101300:+

AAGUGUUGUGCUACAACUAAAAAAAUAAAUGAACACUCUUAAAGAAUAGAAUCUCUCCAGUUCUGGCUCGUUGGUCUAGUGGUAUGAUUCUCGCUUUGGGUGCGAGAGGUCCCGGGUUCAAAUCCCGGACGAGCCCCUUUACUUUCCUUUCCGUUUCAUCUUUCUCUCUUUAAAGUCAGUAGUUAACAAAUACUGCAAUC

>tRNA4_ArgUCU:17:8024195:8024395:+

UCCCACUCUAGUACCCGUAAGCUACAAGACGCCGCCGUUCGUCGGGUGGCUCUGUGGCGCAAUGGAUAGCGCAUUGGACUUCUAGUGACGAAUAGAGCAAUUCAAAGGUUGUGGGUUCGAAUCCCACCAGAGUCGAUUUUAUUUCAAUUUUUCCUUUUUAUCCGUUUUUUUCUUAAAGGCCCCCAUCCCUUCUCCCCCUA

>tRNA4_UyrGUA:8:67025532:67025732:+

CGGUUGCCUGGACUAGCGCUCCGGUUUUUCUGUGCUGAACCUCAGGGGACGCCGACACACGUACACGUCCCUUCGAUAGCUCAGCUGGUAGAGCGGAGGACUGUAGCUACUUCCUCAGCAGGAGACAUCCUUAGGUCGCUGGUUCGAUUCCGGCUCGAAGGAGACAAGUGCGGUUUUUUUCUCCAGCUCCCGAUGACUUA

>tRNA43_SerGCU:6:27265697:27265897:+

UCACCAUAAUUAAAUUGCAAGUCUUCGUCAAAAGCAAGCCUUAAAGGAGUAUCCCAAAAACACAUUUUCCCCAGAAGGACGAGGUGGCCGAGUGGUUAAGGCGAUGGACUGCUAAUCCAUUGUGCUCUGCACGCGUGGGUUCGAAUCCCACCUUCGUCGACCGUUUUCUUUAAGAGGGUAACCAGGUUUUUGUCGCAGGU

>tRNA3_AlaAGC:2:27274003:27274203:+

CUGAACUGUGGUUGAUCCACUGGUCAGUGAACAGUGCAGUGAACCUGUAAGGCAAAGGGAAAGAACUAAGCAGCAGGCGGGGGAUUAGCUCAAAUGGUAGAGCGCUCGCUUAGCAUGCGAGAGGUAGCGGGAUCGAUGCCCGCAUCCUCCACUCAGCUUUUGCGUCCGUCACACUACAGAACACAAAACGGGAGGGAUUC

>tRNA7_AsnGTT:13:31248027:31248227:-

CUGGGGUGGCAACGCCUGGGGUGGCGACGCCCAGGGUGGCUAGAGCGGCUGCCGGCGCCGCGGAAAUCUGUACACACCGCAGCGCGGCCUGAGUAACUGGGUCUCUGUGGCGCAAUCGGUUAGCGCGUUCGGCUGUUAACCGAAAGGUUGGUGGUUCGAGCCCACCCAGGGACGGUCAGUGCUUCUUUUCCCGAGACAAC

>tRNA4_UyrGUA:8:67025506:67025706:+

GGAUUACGCAUGCUCAGUGCAAUCUUCGGUUGCCUGGACUAGCGCUCCGGUUUUUCUGUGCUGAACCUCAGGGGACGCCGACACACGUACACGUCCCUUCGAUAGCUCAGCUGGUAGAGCGGAGGACUGUAGCUACUUCCUCAGCAGGAGACAUCCUUAGGUCGCUGGUUCGAUUCCGGCUCGAAGGAGACAAGUGCGGU

>tRNA12_SerAGA:7:149305392:149305592:+

CCGGCAGAGCUGGGUCUUGGUCUUGGUGUGUCGACACAUGAAAAUGGUGUUAAUUACACUGUCCUCCUAUGACUGGGUGUAUGGCUCAGGGGUAGAGAAUUUGACUAGAGAUCAAGAGGUCCCUGGUUCAAAUCCAGGUGCCCCCUACCCUGUUUUACUUUUAAUCACCAAAGUGGGUCCUGGGUCAUAAGCUCCACCCA

>tRNA79_GlyTCC:1:161417319:161417519:-

CGGGCGGACGGACCGGGCGUCGGGGCCGGCCUGCCCCGGGCGUCGGCGGCGCGCUGGUGGGAGCCCCGGGCCGGCGCGGCGGGGCUGCCCGCGCCGUGCGGCGUUGGUGGUAUAGUGGUGAGCAUAGCUGCCUUCCAAGCAGUUGACCCGGGUUCGAUUCCCGGCCAACGCAGCGGGCGGACCUUUUGCGGAGGUCCCCG

>tRNA3_AspGTC:3:184366027:184366227:-

AACGCAUAGAAAGCCCUGGCACAUGCUAGGUGCUCAAUGUUCUUUCCCUGUCCUCAUUCCCCUUCCCCUGCCCCGAAUCAAGAAGGGCCUGGAUAGGAAGUUCUUGUUAAUAUAGUGGUGAGUAUUCCCACCUGUCAUGCGGGAGACGGGGUUCAAUUCCCUGAUGGGGAGGCUGUUGAUGAUGCUUUGGCUGGGCGUGG

>tRNA12_AspGTC:12:125411830:125412030:-

GUUUUGUGGGAAAUACAAGAUACUUAAUUCUUUGGAAAGUGUUUAGGGAAAGCUACGUUUACCUUAAAACAGUCUCUUGAAGAACCUGUUUUAUGGGCGGUCCUCGUUAGUAUAGUGGUGAGUAUCCCCGCCUGUCACGCGGGAGACCGGGGUUCGAUUCCCCGACGGGGAGGCCAAGUACGUUUUUACCAUUCUUCCGU

>tRNA6_ValTAC:10:5895626:5895826:-

CUACCCACCUUGGCCUCCCAAAGUGCUCGGAUUACAUGUGUGAGCCACUGUGCCCAGCCUCAUGGCCUCAUAGUCUAGCUUUGAAACUCAGCUAGCCUGUGGUUCCAUAGUGUAGUGGUUAUCACAUCUGCUUUACACGCAGAAGGUCCUGGGUUCAAGCCCCAGUGGAACCAUGGUGUGGUCUGUUGUUUUCCUGCCUG

>tRNA21_HisGUG:1:147753404:147753604:+

AAUCGAAAUCCAUUGACGUCAAAAGGGCUAGAGCAAGCUCCGCCAUCGCGGCUUAGCCUGUGGCUCGCCGUGAUCGUAUAGUGGUUAGUACUCUGCGUUGUGGCCGCAGCAACCUCGGUUCGAAUCCGAGUCACGGCAAUGUCGUUAGUCUAGGCUGUCAGCUCUUCCCUUUUGCUCCCGCAACCAGGCGCGUCAGGGGA

>tRNA4_LysCTT:18:43669204:43669404:-

GGGGACAUUAGAAUCUAAUACGAGGAUUAAUAGUAAAAUUUCAGCUGGGAAGUGAAGGGGGCCAGCCCCUCCACACCUGUGGGUAUUUCUCAUCAGGUGGGACGAGCUAGCUCAGUCGGUAGAGCAUGGGACUCUUAAUCCCAGGGUCGUGGGUUUGAGCCCCAUGUUGGGCACCAGAUGAAGGGGGCCAGCCCCUCCAC

>tRNA1_SeCUCA:22:44546478:44546678:+

AGGUGGAGGUUGCAGUGAGCUGGGAUCAUGCCAUUGCACUCUAGCCGGGGCACCAAAAGCUCGGAUGAUCCUCAGUGGUCUGGGGUGCAGGCUUCAAACCUGUAGCUGUCUAGUGACAGAGUGGUUCAAUUCCACCUUUGUAGGCCCGGCGCAGUGGCUCACGCCUAUAAUCCCAGCACUUUGGGAGGCCAAGGCGGGUG

>tRNA71_GluCTC:1:161439132:161439332:-

GUUUUAAAGCGAAGCAGGGGACAGGCGCCAAGGUAGCGCCCAGUGCUGGGGCCAGAGGCGCUGGGGCCAGGAGGCGCAAGCCGGGCCCUGAAGCCGCCUCUCCCUGGUGGUCUAGUGGUUAGGAUUCGGCGCUCUCACCGCCGCGGCCCGGGUUCGAUUCCCGGUCAGGGAAGCCUUCCUUCGUUGGCUCUGCCUGCCAA

>tRNA3_GluTTC:13:45491994:45492194:-

CGCAGGAGCAGGUUUGACGCCUACGGAUGAACGCGAUGGAGUGGGCGGAAGCCGACCGAGAAGACUCAAUUUGUCUAGGCUUGGAGUCGCUAUUGCCGUCUCCCACAUGGUCUAGCGGUUAGGAUUCCUGGUUUUCACCCAGGCGGCCCGGGUUCGACUCCCGGUGUGGGAACGCCGAAAUUUUAGACUGGCGUUCAGUC

>tRNA7_LeuCAG:6:26521359:26521559:+

CGGCUGGUGGAUGGGGAACUAAUAGCGUUUAGACAAGAGACAGAAGUGAGUCCUGAGCACAAUGUAGCAUAAGCGCGUCAGGAUGGCCGAGCGGUCUAAGGCGCUGCGUUCAGGUCGCAGUCUCCCCUGGAGGCGUGGGUUCGAAUCCCACUCCUGACAGUUCGUACUUUUAGUAUUUAGACACAAAUCGAGUUUAAGUU

>tRNA1_PseudoUUG:4:156383840:156384040:+

ACAUUUUUGGUGUAUGGGCCCAAUAGCUUAUUUAGCUGACCUUAAUCUAGGACGUGGUGUGAUAGGUAGCACAGAGAAUUUUGGAUUCUCAGGGGUAGGUUAAAUUCCUAUAGUACUAGAAAUUAGAGGAUUUUAACCUCUAUUGUUUACUCUAUCAAAGUAAUUCUUUUGUCUGACAUAUUUCCUAUGUUUGGGGUGGG

>tRNA1_PseudoCUC:8:11793321:11793521:+

UCGUAUGGCCAACCCACUUCUAAUUGUGAGCAAUCUAUUUCCCACAAGGUUCUAGGUCCCCCUGGUAGUCUAGUGGUUAGGCUUUGCCGCUCUCAGUGCCGCUGCCUGGGUUGGAUUCCCAGUCAUGUGAACCAAGAAAUGGAGCAGGAGGAGCUGCAGAAUAAGCCCCUCAGACAGUGGAUUGAAGAAGGAAGAGAUUU

>tRNA5_LeuAAG:3:148221161:148221361:-

AACAGGAUUAUAACUAAGUGAAAUAAUGUAGCAUGACAACCCAAGGACAUAAAAAAUUUGAUUUACAUUUGGUGUUCUGUAUUUAAGAAAAUGGAGGAGAGGUAGCAUGGCUGAGUGGUCUAAGAUUCUGAAUUAAGUCUCCAGUCUCUUUGGGGGCGUGGUUUUCAAUCCCACCGCUGCUAAUUUGUCGCUGGGCGCGG

>tRNA6_LeuAAG:20:48952274:48952474:-

UAGAAAAUUGUAUAUUGUAUUUUAAUUCAUUGAGAAGUGAGGUGGCAAAUCUCUGUCCUUCAACUUAUUUAUUUAAAGAGAGAAUAAUAUUUUCCACGGAGGUAGGGUGGCCGAGCGGUCUAAGGCACUGUAUUAAGACUCCAGUCUCUUCAGAGGCAUGGGUUUGAAUCCCACUGCUGCCAACUUACUGGCCAGGUGUG

>tRNA11_PheGAA:12:125412329:125412529:-

CACGCAGUCCCUGCUGAACCUGCAUUCCCAGCGUCUGUGUCAAAGACCCGGGGCGGCAAAACGACCAGGAGGAUAAAAGAGCAUCGCAGUCGUAACGGCUGCCGAAAUAGCUCAGUUGGGAGAGCGUUAGACUGAAGAUCUAAAGGUCCCUGGUUCGAUCCCGGGUUUCGGCACUUCCUCUUUUUCCUUCCCCCCGGGGG

>tRNA12_TyrGTA:8:66609467:66609667:-

CUACUACUGAGCAAUUAAAAAGGAUCAAGCUCUUGAUGCACACAACAAUUUAGAUGAAUAGCCAGAGAAUAAUGCUGAGUUUAAAAAGCCAGUCCUGCCCUCUUCAAUAGCUCAGCUGGUAGAGCGGAGGACUGUAGGUGCACGCCCGUGGCCAUUCUUAGGUGCUGGUUUGAUUCCGACUUGGAGAGACACCUUUGUUU

>tRNA10_CysGCA:7:149281750:149281950:+

CUCGGUCUUGCUCUUGCUGUGCUGACACAUGAAAAGGGUGUUAAUUACACUGUCUACCUAUGACUGGGGGUAUAGCUCAGGGGUAGAGCAUUUGACUGCAGAUCAAGAGGUCUCUGGUUCAAAUCCAGGUGCCCCCUACACUGUUCUACUUUUUAAUCACCAAAGUGGGUCCUGGGUCAUAAGCUCCACCCAAUCCACCC

>tRNA10_PseudoUGA:2:132140076:132140276:+

AUAUACGGCUUAAACUAUAACUUAACUUUGACAAAGUUAUGAAAUAAUUUCACUAAUAUCUUAUUGAGAAGGUCAUAGAGGUUAUGGGAUUGGCUUGAAACCAGUCUCUGGGGGGUUCGAUUCCCUCCUUUUUCACUUAGGUCUUCAUGUAGGUUGGUUCUUCGAAUGUGUGAUGGGUUGGUGGACAGCCUUAUAGUCAU

>tRNA9_ProAGG:11:75946489:75946689:+

GAAGGCGCAGGCUCUAGGGUGCCUCCUAUUCUACUUACAAAGCGAAACGAAAACUCUUACGAGCGACGGCUCGUUGGUCUAGGGGUAUGAUUCUCGCUUAGGGUGCGAGAGGUCCCGGGUUCAAAUCCCGGACGAGCCCUCAUUUUCUUUCCCUUCCUUUUUCCGCAUCUCCUUCCUUUUCCUGCAUCUCCGUUCUCUAA

>tRNA4_GluCTC:13:42029993:42030193:-

UUGUGCCACGCCUUAGAAACAAGGGACCUGUCCAGGCUUCCUUCUGAUGGCCAACCCACUUCUAAUGGUGCGCAAUCUAUUUCCCACAAGGUUCUAAGUUCCCCUGGUGGUCUAGUGCUUAGGAUUCGGUGCUCUCACCGCUGCUGCCUGCGUUCGAUUCCCGGUCAGGGAACAAAGAAAUGGAGCAUGGAUGAGCAGCG

>tRNA3_PseudoCTC:X:51306044:51306244:-

CAACAGCAGGCUGGCCUGUGUUCCCCACCAUGCAUCUAGUGGAUUCUCCUUCUUUUCCAGCUAGGGAGUCCAGCUUCAUCCAACAGCAAUUAAGCUUCUCUCCCUGGUGUUCCGGUGGUUAGGAUUUGGCAUUCUCACUGUUGUGGUGCGGAUUCAAUCCUGGCUUAGGGUAUGAGUCCUUUCUGGUUUUAUAUCUGCAU

>tRNA1_LeuAAG:14:21078224:21078424:+

AAGUUGGCAGGCGGGGAGGGUAAAAGAGGAAAGGGUAGAGAAUAGGUUCCCAACUGUUAGCCAGUAGGUAGCGUGGCCGAGCGGUCUAAGGCGCUGGAUUAAGGCUCCAGUCUCUUCGGGGGCGUGGGUUCGAAUCCCACCGCUGCCAGGUGCUUCCCUUUUCUUGGGGAAACCAUCCGUGUAUUCCGAUUAGUGUACUG

>tRNA11_PseudoCTA:14:78700775:78700975:-

GAGAAGCAGACUCUGCCAAGUGUGGGCUUGAUAUGGUGAUGGUUAGCCUCUAGGGUCCAAAGUAGAAGACUGGUGCUAGGAUGAGUGCCCCUCUCAUGCAGGCGGGAUAAUGUAGUGGUUAAAGGCAUGGGCUCUAGAGCCAGACUUCCUGGGUUCAAAUCUCAGACCUGCUACUUGAUGCCUAUGUGACCUUGAGCCCA

>tRNA15_UyrGUA:6:26575738:26575938:+

CCCAGAAACUUUCAGGACACAUUAUUUUAGGAAUUCUAGAAGAUGAAGGGCUAGGGGUCCUUUCGAUAGCUCAGUUGGUAGAGCGGAGGACUGUAGGUUCAUUAAACUAAGGCAUCCUUAGGUCGCUGGUUCGAAUCCGGCUCGAAGGACGAAAGUUUUGAACUACGGGCUAAUAAUUCCAGAAAUAACGGAACUUUACG

>tRNA22_CysGCA:7:149074534:149074734:-

UGUAGCUCCUGGAGAGCUACAGGAGACAGGGUGGCCAGAGCGUAGCUUGUGAAUGACUGUGAUUAUUAAUACAUCUUUAUUGAAAGAAGAUGAGUACCUUGGGGGUAUAGCUCAGGGGUAGAGCAUUUGACUGCAGAUCAAGAGGUCCCUGGUUCAAAUCCAGGUGCCCCCCCUUUGUCACUAUCCUUUUACACUGGGCA

>tRNA9_PseudoAAU:12:129716131:129716331:+

UUUUAUUUCAUUAAGCCGGGCUUUGGCAGAAGCAUCCUAACUGACAUUCAGCCAAGAAAGCAGCUGUGGCUGAUGAGCUCAGCUGGUGGGAGCAUGGUGUUAAUGAGGCUGAGGUCGUGGGUUCAAUCCCCACCGGGCUAUGGGUUUGUUGAAAAUCAGCCAGCUGAAAUGGUGACCCUAACUAUGGCCAACAGCUUAAU

>tRNA3_PseudoUCC:18:55346116:55346316:+

GCGAUAGUUCGAGAUUCUAUCUCAAAAAAAAAAAAAAAGAAGAGAAAAGAAAAGAGUGUGGUGUUGAUGGUAUAGUGGUGAGCAUAGCUGCCUUCCAAGCAAUUGACCCGACUUCAAUUCCCAGCCAACGCAGCAGGCUGACCUUUCGUCCUGGCUAACAUGGUGAAACCCUGUCUCUACUAAAAAUACAAAAAAAAUUA

>tRNA7_PseudoCTC:20:13970396:13970596:-

AUUUUCCAUCUUGUUUCUUUGGCCAUUUUUUUAGUUACUUUUUACCCAAUCCUCAUAUAAUGUGCUCAUGAUAAAUUCAAUUUAAGAAAUAUGUAUUUGGUCCCUGCUUGUCUAGUGGUUAGAAUUCAGCACUCUCACUGCCACAGCCCAGGUUCAAUUCCCUGUCAGAGAAAAGGAAAAAAAAAGAAAUAUUUGGAUUU

>tRNA9_LysCUU:5:180634677:180634877:+

UCCAAGUUCAAACCCGCAGUUGAAUACACUCCGACUCUGAUCUAGAAUGAAAAAUUGUUGAGAUACGGUCAUCGGGCGCCCGGCUAGCUCAGUCGGUAGAGCAUGAGACUCUUAAUCUCAGGGUCGUGGGUUCGAGCCCCACGUUGGGCGGCAACUGGUCGUUUUAGUCCUAAAUCUACGACUACUAGCCAUACCUAAAA

>tRNA7_AsnGUU:1:17216096:17216296:+

CUCUGGGAGUAGAGGGAAGGGAGUUAGUUCAGUGAGUGGGCCCUUCCCAUAUCACCAGUAGAAGCGGAAGCGCUUGUCUCUGUGGCGCAAUCGGUUAGCGCGUUCGGCUGUUAACCGAAAGAUUGGUGGUUCGAGCCCACCCAGGGACGCUUAUUGGAACUUUUGAAGCAUUCAUGCAUUGUCAAUCACUAGGUAAAUGG

>tRNA13_GlyCCC:17:19764112:19764312:+

AGGCAUGAGCCACCGCGCUUGGCCUGACACUUCUUAAAUUUGUUUUUAUAAAUUAGUUAAAAGCAUUGGUGGUUCAAUGGUAGAAUUCUCGCCUCCCACGCAGGAGACCCAGGUUCGAUUCCUGGCCAAUGCAGCUCCCACCUUAAUCCCAGCUAUUCAGGAGGCUGAGGCAGGAGAAUCCCUUGAACUCAGGAGGCAGA

>tRNA10_AsnGUU:1:143689958:143690158:+

UAUCUGCAGCCAGAGGUUAAAAAGCCAUUUCUGGUAUCAGCAAAUGAGUUUAAGACACAAGCCAUUGGAGUCUCUGUGGCGCAAUCGGUUAGCGCGUUUGACUGUUAACUGAAAGGUUGGUGGUGCAAGCCCAUCCAGGGAUGGCACCUUUUGCUUAGGCAAGAUUCACACUUUCUGUUUAAAGACUUUAAUCCUGGGAA

>tRNA3_ProUGG:16:3208859:3209059:+

GGGGAGAGUGGAACCGCGGGUGUGGACCUCCAAGUACAGACGUCAGAGAACGUUUGUCGUCCUGGCUCGUUGGUCUAGGGGUAUGAUUCUCGCUUUGGGUGCGAGAGGUCCCGGGUUCAAAUCCCGGACGAGCCCGCUUUUUUUUUUUUUUCUGAACACCAUCAUUUUCUCGCGGUGAAGAUUGAGGAGCUUCACGGAGU

>tRNA19_TyrGTA:14:21121191:21121391:-

AAGGCGAGUUCCAACCAACUUAAAGCUUAUUGGACGACUAGAGUUGCAAGGAGUCUUGCAUUUGCUGAAAGAUCAAUGACCCAACCCCAGAAACGUGCGCCCUUCGAUAGCUCAGCUGGUAGAGCGGAGGACUGUAGCCUGUAGAAACAUUUGUGGACAUCCUUAGGUCGCUGGUUCGAUUCCGGCUCGAAGGAGCUGCC

>tRNA12_UrpCCA:17:19411429:19411629:+

CCCAGCCCUAGAACCAUACUGCAGAAACGAGGUCUUUAGCGAUGCGGAGUCACCACUUUGGUGUGACCUCGUGGCGCAAUGGUAGCGCGUCUGACUCCAGAUCAGAAGGUUGCGUGUUCAAGUCACGUCGGGGUCAAGGUUGGGUUUUUUUUUUUUUCUUUCUUAAUUGUAGAGGAUUGGAAAGAGCGGAAUAAAAGUCA

>tRNA3_ArgUCG:6:26299844:26300044:+

GCGGGUGGGGGGAAGCUCGUUUUAUUUUCUAAGUAUUGCAGCAACAACGGAACUGCGGGGGACCACGUGGCCUAAUGGAUAAGGCGUCUGACUUCGGAUCAGAAGAUUGAGGGUUCGAAUCCCUUCGUGGUUAAGUGGGGUUCGUUUUCGGGCAUGAAAAUUUUAUUACCCAUUUCAUUCCAAGAAAAAAAUAAAUCAUA

>tRNA3_CysGCA:15:80036932:80037132:+

UGGGUGGAACUUGAUUGUAUUGAGUCACCAUAAGUGGACAAGGAAGGAACCUCUAACAGUUGAAGGGGGUAUAGCUCAGUGGGUAGAGCAUUUGACUGCAGAUCAAGAGGUCCCCGGUUCAAAUCCGGGUGCCCCCUGCCUGAAAGUUUUCUUACUUCCAUUUUAAAGUAGAUACCGUCAGCCACAGUGUCACCAGAAAA

>tRNA7_LysCUU:16:3225618:3225818:+

UCCCGACACUGAAGACUCCUGGUCCUGGACUCUGCUGUAAUCUAGAAAUCCACUAAGGUAACGUUGGCGUGUCGCCCGGCUAGCUCAGUCGGUAGAGCAUGAGACUCUUAAUCUCAGGGUCGUGGGUUCGAGCCCCACGUUGGGCGAUUCCUUUUUACUGCGAGCCUCACCCGCAAGGAUAGCAUUGUGAGUUUCUGUUC

>tRNA1_PseudoCCC:2:11691768:11691968:+

UUGCACUCUCCUGUCCCUUCCUCAAAUGCUGUUCUUAGUUUUUUUUCCAAAGACAUCCUACUCAGUGGUCUAGUGGUUAGGAUUCAGCGCUCCCACCGCCGCAGCCCGGGUUCGAUUCCCGGUCAUGGAACCAAGAAGUGGAGCAGGACGAGCCGUGGCCAAAAAUAUCCUACUCAGCCCUCCUGGCCUGCUUCCAGUAC

>tRNA4_ArgUCG:15:89878256:89878456:+

GGAGGUGACGUUUUUAUAAGUUGCUCAAGAGACGGUAACAACCGACGGGCCGCGUGGCCUAAUGGAUAAGGCGUCUGACUUCGGAUCAGAAGAUUGCAGGUUCGAGUCCUGCCGCGGUCGAAGGGAGGUUAUGAUUAACUUUUAGUUUAUUCCUCCCUCAGGAACGAAGUAUUGGGACAAUGUGAACGUAGUCGCCGCCG

>tRNA13_ValCAC:19:4724584:4724784:-

GCUUUAGCUGACUGUAGCCAGUGUUUCUUUGGUGGGACAACGCAACUAUCACUGCAACAUUAUCUCUAUAGGAGAAUUUAAAGAACCCUGACGCCUACCGGUUUCCGUAGUGUAGCGGUUAUCACAUUCGCCUCACACGCGAAAGGUCCCCGGUUCGAUCCCGGGCGGAAACAGGUCAGCUGUUUUUCCUAACCGGAGAG

>tRNA3_ArgCCU:7:139025379:139025579:+

AAGUGACGAUGACGUACCAAAGAGGAAAAUAGUUGAAUAUGUUGUGUGAGCGCGUCGUUUGCAGAAGCCCCAGUGGCCUAAUGGAUAAGGCAUUGGCCUCCUAAGCCAGGGAUUGUGGGUUCGAGUCCCAUCUGGGGUGGCCUGUGACUUUUGUCCUUUUUUCCCCUUUCUAAACAAAGCGAAAUAUGCCAACUUUACUU

>tRNA4_UhrUGU:14:21149781:21149981:+

CAGAUGCUGGCAGAAGCCCUGCAAAUCUUUUCCUUUUCUGUGAAAGGAAGAGGCGGUUUCUGCGUGAGGCCCUAUAGCUCAGGGGUUAGAGCACUGGUCUUGUAAACCAGGGGUCGCGAGUUCAAAUCUCGCUGGGGCCUUGCGAAACUACUUUCUUGAUUCAGGUGUUUUUUGAAAAACUCCCCUUCUAGUCUUUCUGA

>tRNA6_ArgACG:6:26328300:26328500:+

AUAGGAGGACGCGGUAAUCCCAAAACGUUUUUUUCUAUAGGUAUAACGCCUGUCUUCGUUCGUCAGAGGGCCAGUGGCGCAAUGGAUAACGCGUCUGACUACGGAUCAGAAGAUUCCAGGUUCGACUCCUGGCUGGCUCGUUCGACUUUAGUGGAAACUUUGAGGUUUACAUAAAUGCCCCUUCCCUGGGCACUCAUAUA

>tRNA4_LeuUAA:11:59319150:59319350:+

AAUUUUAAAUUGUUCCGAAACUUUAGUCGCCUAGUGUUACCCGAGUUGCUUUAAAAUAAAACAUUGUUUUAUCAGUUACCAGAAUGGCCGAGUGGUUAAGGCGUUGGACUUAAGAUCCAAUGGAUUCAUAUCCGCGUGGGUUCGAACCCCACUUCUGGUAAAGAGGAGUUGUUUUUCCUGGCAAAAACCUUUUUUCCUAA

>tRNA2_PseudoUUU:8:18120125:18120325:+

GAAGCAAAGUUAAAAUCCUUUAAAUGCUCAAAUGCUGGCUUUGGAUCCUCUGUGGGAUUUACUACAAAGGCACUUGAUCCUAUAGCCCAGUGAUUAGGAUUCUUUGCUUUUACUACCAUGACCUGGGUUCAAUACCCAGUCAGGGAAUCAAUCCCUUGGAGGUGUAACUCCUUUAACUCAAAAGAAGAAUUGCUUUGAUA

>tRNA7_GlnCTG:15:66161326:66161526:-

UCGCUGGAACCAGGCGGGACCGCCUGUGAGUGGUGGGUUUGUGGAUGGGGGCGGGGUUCUCUGAGGAUUAGACAGCCGAAGGCAGCUACACAUGCGUGGCGGUUCCAUGGUGUAAUGGUUAGCACUCUGGACUCUGAAUCCAGCGAUCCGAGUUCAAAUCUCGGUGGAACCUGCAUUGGUUUUUGUUUUUUUAAUCUUGA

>tRNA127_CysGCA:1:93981770:93981970:-

UGGGGCUUUAGAACACAAAGCUUGCCAGAACUCCUGUGGGUGGAACUUGAAUGUAUUGAGUCACCGUAAGUGGACAAGGAGGGAGCUUUUAACAGGUAAAGGGGGUAUAGCUCAGGUGGUAGAGCAUUUGACUGCAGAUCAAGAGGUCCCCGGUUCAAAUCCGGGUGCCCCCUUCCAGGAUGUUUUCUCACUUCCAUUUU

>tRNA13_PheGAA:11:59333788:59333988:-

AUGCCUACCUCUAGCUGAAUCCAUAUGAUCUUUGUUACCACGGAACAAAUACUAUUUUAUUAUAAUUAUGUAGAAAAAAAGAAAAACGUCUUCCACGGCAGCCGAAAUAGCUCAGUUGGGAGAGCGUUAGACUGAAGAUCUAAAGGUCCCUGGUUCAAUCCCGGGUUUCGGCAGCGCUUCCGUUUUAGGCGUUAGUCAUC

>tRNA33_PseudoTTG:17:19506513:19506713:-

GAAAAUAGUAAGGCCAAGCUAAUGGAUUAAUUAGUAUGGGAAGGGUAUGACCAACAUUUUUGGGGUAUGGGCCCGAUAGCUUAUUUAGCUGACCUUACUUUAGGAUGUGGUGUAAUAGGUGGCAUGGAGAAUUUUGGAUUAUCAGGGGUAGGUUCAAUUCCUAUAGUUCUAGAAAUAAGAGGAUUUUAACCUCUAUUAUU

>tRNA4_PseudoTAA:20:55933361:55933561:-

ACAAGAGAAAUAGGGCCCACUUCAUAAAGUGCCCUCACUCCAUAGAUGAUGCCAUCCCAGUCUCUUAAAUCAUCACACAUCCUACCCAAGAACAGGGUUUGUUAAGAUGGCAGAGCCCAGCGAUUGCAUAAAACUUAACACUUUAUAAUCAGAGGUUCAACUCCUCUUCUUAACAACAUGCCUGUAAUUAACCUCCUCCU

>tRNA10_MetCAT:8:124169403:124169603:-

UCUGGACGGGAUUUACAGCAGCAGUAAAAGUAAAAGUGGGCAUGCGCAGCAGACCAGCUGUAUAGCCUCAGAAUGAUCCGUCCGGAAACCCUUACUAGGUGCCUCGUUAGCGCAGUAGGUAGCGCGUCAGUCUCAUAAUCUGAAGGUCGUGAGUUCGAUCCUCACACGGGGCACAAUAAUUUUGUUUGCUGUCCGUACAA

>tRNA16_LeuAAG:5:180600986:180601186:-

UCUGCGAUGCCCUGUGGAUUCGCCCCAACGCCUUGUUGGCCCGGGAACCCUGGGGAUGUUUUAUAAGGAAGGAAAAGAUGCAGGUGAACCCCCGGAGGAAGGUAGCGUGGCCGAGCGGUCUAAGGCGCUGGAUUAAGGCUCCAGUCUCUUCGGAGGCGUGGGUUCGAAUCCCACCGCUGCCAGCUUGUUGUGGUUUGCCC

>tRNA7_HisGTG:9:14433864:14434064:-

GAAAAUGUACGUAUUUAGGCAAUAGAUGGCAGUGUUUCCACAAAUUUUAAUAUUGCAAUAGCUCUUAGAGAAAGCUUAGUGCUCAGCUCUUCAGUAGCUUGCCGUGAUCGUAUAGUGGUUAGUACUCUGCGUUGUGGCCGCAGCAACCUCGGUUCGAAUCCGAGUCACGGCAGGAGGGGAGAAGGUUUUUGGAAGAGAAC

>tRNA23_ProAGG:14:21077420:21077620:-

GUGUCACCCAUGCCCAUAGUUAUAAAAGAAGACAGUGACCAACUGUAGACGUGGCUGAAAGUUUUAUUAAAGUUUAGUAACCCAACCGAAAUUCAUAGGUGGCUCGUUGGUCUAGGGGUAUGAUUCUCGCUUAGGGUGCGAGAGGUCCCGGGUUCAAAUCCCGGACGAGCCCUGUUCCUUUUUUCUUUCUCUCCCAGUUA

>tRNA2_LysCUU:11:51359824:51360024:+

AGGUGUAGCUGAAGGGAGAGGCUAAUGAGAUAACGAGGGCAGUGUGGGAGUGGAAGGCUGAGGAAAAGGUAGAGAAACCGAAUAGCUUAGUUGAUGAAGCGUGAGACUCUUAAUCUCAGGGUAGUGGGUUCAAGCCCCACAUUGGACACCAGAUAUCAGGGGAAACCAGGCCCUGAUAUUCACGUGGGUCCUUUUCUAUU

>tRNA3_UrpCCA:9:115616921:115617121:+

AAUGUAACAGUGGCAGCAGCAGAAAUCCUUUGCUGCCUUUGGGUCUGGGGCAGCAGCUGCGUUGGUGGGCAGAGGAGGGUGCAGUUGGCAGCCUGUCCAAGUCCAGCACGGUUGGAGCACAGGAUUUAGAAUGGGAUGGUCCUGGGUUCAAACCCCAGCUGCGCCCUAGCUUGCACUGAUCCGCUCCUCAGCCUUUGUGG

>tRNA27_CysGCA:17:37309935:37310135:-

GUAAACGUCUUACCCCACUUCCACUUCCCUUCGGGAACGCCACACAGCGCCUGCGCAGCAAUACCACUAAACGACUACGUGCGGUCGGUUUGCCGGCAGAGGGGGUAUAGCUCAGUGGUAGAGCAUUUGACUGCAGAUCAAGAGGUCCCCGGUUCAAAUCCGGGUGCCCCCUCUUUGGCCUUUUCGAGAUACUGUUUUUG

>tRNA173_GlnTTG:6:26311908:26312108:-

ACCUAUUUUGAGAGGCCAAAGUAAACAGCACUCUCAAUAGACCAAUUCCACGUACUACAUUCAUGUUAUCAAAAAUAUGUCAGGAGAUUACUGUGUUGUUGGCCCCAUGGUGUAAUGGUUAGCACUCUGGACUUUGAAUCCAGCGAUCCGAGUUCAAAUCUCGGUGGGACCUACCAAACUUUUAGUGCUCUUUCUUUCUC

>tRNA3_PseudoCAA:10:34591348:34591548:-

UACAGGUAUGGGCACAGAUAGCUAAAGUAAACAUUUCACAGAACAAGUGAUACCUGCCCUUCUCAGUGUGAUGGAGUGUGAUGUAUUUAUUGAGCAGCAGCAUAGGGUAGUGGCUAAGAACCUAAACUCUAAAUUUAGAUGUCCUGAGUUCAAAUCCCAGCUGUAUGCUCACCAGCCUUGUGUGUGGGGCCAGUUAAUUA

>tRNA3_GluCUC:8:59504730:59504930:+

AUGAUUAAUUUGAGACAUCCUACAAAAAAAACCAGAAACCAGUCGGUUCUAUAAAGAUGUUUUUCUCUCCUUGAUGUCUAGUGGUUAGGAUUUGGUGCUCUCACUGCAGCAGCCUGGGUUCAUUUCUCAGUCAGGGAACCAAAAAAAUGGAAAAAGAAAAUAAUAAAAGAAAAAAAAAGACGUUUUUCUUGAAAUCAAGG

>tRNA1_LysUUU:12:27843239:27843439:+

UGCUCUGUGUAUACUGAGGGACAACUGAGUAUAUAUCUUUUAAAAGUAUAAUAAUUAAGAGAAUGCACCCAGAUAGCUCAGUCAGUAGAGCAUCAGACUUUUAAUCUGAGGGUCCAAGGUUCAUGUCCCUUUUUGGGUGUUCCCUCUUAGGUGGGCAUGGUGGCUCAUGCCUGUAGUCCCAGUGCAUUGGGAGGCCAAGG

>tRNA12_ProTGG:11:75946791:75946991:-

GAAGCCACGCCCCCACCCAACUCUUUCCCGCAAGCGCUGGCCCACACGCUUGCCGCUGUCAUCGCCUCUAGUAAAUUCGAGGAGACCUUGCUCAGCAGAUGGCUCGUUGGUCUAGGGGUAUGAUUCUCGGUUUGGGUCCGAGAGGUCCCGGGUUCAAAUCCCGGACGAGCCCCUCUUUUCUUAAUUUUUUUAACUGUUUA

>hg19_ct_UserTrack_3545_(null) range=chr4:94411801-94412000 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCGUACACGACUCUGGCUACCCGAAUGAUGAUGGGGGCUUGGUGGCUAUUUGCUUUGAUUGUUAUCUCAUCUUACACGGCAAACCUCGCUGCUUUCCUCACUAUUACACGCAUUGAAAGUUCCAUCCAGUAAGUAAACAAUGUUUCCAUUAGCCACAAAAUAUGAGAAAUGAUAAGAGUGGCCAAAGCUAUCUGAGAAUA

>hg19_ct_UserTrack_3545_(null) range=chr6:119525772-119525971 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUAAAUGAAAUGCUGCAUGUUGCAAAACUUCAGAAAGAGCUAUAACAAAUUUGGUUAUUAUUUCCACUUCAAAAAUUCCUAAACCUUCUCAGAGACAAUACUGUUUCUCAUAAGUGUUGCUUUGCAGGCCAAGGCACAUUGAAGAAUCUCACCUUUUCAGCAAAGAUGGGGUUUCCUGAUAAGUGGCUCAAGUGCAUAAA

>hg19_ct_UserTrack_3545_(null) range=chr13:49345696-49345895 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAUGCUGUCAAGACCAAAGUGGAAGCUUUCCAGACAACCAUUUCCAAGUAAUUCUCAGAACGUGGGGAUGCUGCGGCCAAGGCCUCCGAGGAGACUCAUGUAAUGGAUUACCGGGCCUUGGUGCAUGAGCGAGAUGAGGCAGCCUAUGGGGAGCUCAGGGCCAUGGUGCUGGACCUGAGGGCCUUCUAUGCUGAGCUUUA

>hg19_ct_UserTrack_3545_(null) range=chr10:48389820-48390019 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGCUGCAGCAGGGUGGGCACACGGUCCACCAGCGUGUAGUAGUCCUUCAGGACCUCCUGGAGGCAGUGGACUACCCCUGGAAGGGCGCUGCGCAGAGUGAGGAUGGCCAGGGCUUUCUCCAGGGCCUGCUCGGCCGGAGUCCCCACACAGGGCAGCACCCCGCUGCCCUCCCACGUCUGGCUGCCUCCACCAAGGGGCCC

>hg19_ct_UserTrack_3545_(null) range=chr20:33857623-33857822 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAGCAGUUCUGGAAGGGCCUGCCUGCCCGCAUCGACGCAGCCUAUGAAAGGGCCGAUGGGAGAUUUGUCUUCUUCAAAGGUAAUGUAGACUGUGCUGUGGGACAGUUCCCUGCCCAAGGUCUUGGGACCUCCUUUUUCCCAUCUAAACUGGAAGAGGCGGGGUGGGAGGCAGAUGUCCUCAGAGGGCCCCUCUAGUCUAA

>hg19_ct_UserTrack_3545_(null) range=chr2:25046000-25046199 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUCUGCAGCCUAUUGUAGGAUGUGAUGUGGAAUGGGCCGGCUUCAUGGCCAGAGUGCAGGGUGGGAUGGGCACUCACAGAGUCAAAAUCUGAGAUGAUUUCAUUGAGGAAACGCAGACACUCAAUACCACCAUUGUUGAUGCUCUCCUCUGUGUAGAAGUCAGCAAAGUUGGGCAGGGAGGCAAACAUGACUCCAAUCU

>hg19_ct_UserTrack_3545_(null) range=chr17:48918242-48918441 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGAGGUGGACGGCGGCAUGGCCAUGCUGCGCCCCGAUAGCUUUGUGGGCGCAUCGAGUGCCCGCCGGGUCAGGAAGCUUCGUGAGGUCAUGCACAAGAAGACCUGUGACGUCCUCAAGGAGUUUCUUGGCUUGCACUGAAGCCCCCCACCCCUCCCUGCCCCCUCCCUGGCCUUCUUCCACCUAUCCACCCCAAUGCCUC

>hg19_ct_UserTrack_3545_(null) range=chr2:101587350-101587549 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGUUACGUAGAGAACCUCGAUGUACCUUGCUGUCUGUUCAGGUGGUGUCAUCCCUUCCUGGAAUGCCCCAUCUCCACUGUGGUCUCUUAAUUUCCUGUACAGUUACGCAGAUGUCCGGGUGGAAAGGAGGCAGGAGCUGGCUCUGGAAGACCCGCCAUCCGAGGCCCUCCACUCCUCAGCACUAAAGGUACGCCCAUCCC

>hg19_ct_UserTrack_3545_(null) range=chr14:103396137-103396336 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GACGCCCCUUCUGCAGGGUCCCUGCGGCUGCUCACUUGCCCACUAUCUGCCUCUGCCCUUAGCGUCCCCAUAGGCUCGGGGAGGGCGGGGGGCUGAGUCAAACCAACCCCGUCCCCCUCCCCAGCCUCAGUACCACGGGCUGCAGGUGGCCGUGUCCAAGGUGCCACGCUCGUCCCGGCUCCGUGAGGCCGAUACGGAGA

>hg19_ct_UserTrack_3545_(null) range=chr13:100622382-100622581 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGUAUGAGUACGCUUGUGGAUCUUGAGGUUCUCGGAGCGCGCGAAGACCUUGCCGCAGCCGGGGAAAGGGCAGGGAAAGGGCUUCUCGCCGGUGUGCACGCGGAUGUGGUUGAUGAGCUUGUAUUUGGCCUUGAAGGGCUUGCCCUCGCGCGGACAGUCCUCCCAGAAGCAGACGUGGCUGCUCUGCUCGGGGCCUCCCA

>hg19_ct_UserTrack_3545_(null) range=chr13:45964687-45964886 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUCUAACUUCCCGUCCUUGUUCAGAUCCCGGAAUUCGUUAAACUGCUCCCGUUCUGAUAAAACCCAGUCUGGCUCAGGGCCAUUCUCCUCAUGGGAAAACAUAUCCGCAAUAUACUCAUCCUGAUCCACAAACCCAUCCCCGUUCUUGUCGAUGUCCUCCAGGGUUUCCAAAGCCACAAUUUCCUUCAUAUGUUCAAACU

>hg19_ct_UserTrack_3545_(null) range=chr1:167817609-167817808 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CGUUGGAGGUGACAGGUUUUUCAGUCUGACACCACUUGUGAGGUGACAGACUUCUUCACUUUCCUUAUCACUAUGGAGAGUAACCAUGUUUAACUUCUCUGUUAGCUUAAUGGAAUACUCUACAGGGGUAUAAAAGGGAAGAAAAGUUGAGUCAUUAUCCUGUCUUAUAAGGUCUGAUUUUCCAAUGAACUUUGAGAUGG

>hg19_ct_UserTrack_3545_(null) range=chr9:140069679-140069878 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCACGCGCACCAGCAGCUCCUCCUCCUUCUGGUCGGCCUGGGAGGCCAUGCCGGAGUCGCUCUCGUCGUCACUGUCAAUGAGCACCAUGUUGUCCCGGUCCUGAGGCCGCUCCUCCUCAAUGACAGAGAAGGUGCCGGGGGGCUCCUCACGCAGCACACCCUGCUGCAGCCACACGGACAUCCGCCGCCGCAGCAGCGCC

>hg19_ct_UserTrack_3545_(null) range=chr15:99456245-99456444 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACUUUCUCUGAACUUAAUUGUCUUUCAGACCCUUUAAGAAUGUCACAGAGUAUGAUGGGCAGGAUGCCUGCGGCUCCAACAGCUGGAACAUGGUGGACGUGGACCUCCCGCCCAACAAGGACGUGGAGCCCGGCAUCUUACUACAUGGGCUGAAGCCCUGGACUCAGUACGCCGUUUACGUCAAGGCUGUGACCCUCACC

>hg19_ct_UserTrack_3545_(null) range=chr10:121674126-121674325 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUCAUGAAUUUCUUUGGCAAGUUUGUGAUGACGAAAGGGAUAUCUAGAAUAUUGCCAUUAGGAAAAUCCAAACAAAUUCCCAUCUUUUAUGUAGGUUUAAAAAUUUUUUUUGAUAGGGGAGAUGCCUCAAGUUGACCAUUUGGUGUUUGUGGUGCAUGGCAUUGGACCUGUGUGUGACUUACGCUUUAGGAGCAUUAUUG

>hg19_ct_UserTrack_3545_(null) range=chrX:153171541-153171740 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUGCUUUGCGGAGCCCUGGGGCCGUCGCACCUAUGUCACCUGGAUUGCCCUGAUGGUGUUCGUGGCACCUACCCUGGGUAUCGCCGCCUGCCAGGUGCUCAUCUUCCGGGAGAUUCAUGCCAGUCUGGUGCCAGGGCCAUCAGAGAGGCCUGGGGGGCGCCGCAGGGGACGCCGGACAGGCAGCCCCGGUGAGGGAGCC

>hg19_ct_UserTrack_3545_(null) range=chr9:129854003-129854202 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUGUAAAGGAGUCACCCGCAUUGCCAUGGUAGCGCCCCAGCCGCAGCUUAUAAUACUCGCUCUCAGGUUCCAGGCGGAAACUGGCGUAUUCUGCAAAGACUUUGCGGCCGGACCAGUCCUCCAUGGUCACCAGGAGUUUGUAGUUGCCUUGGUUCGUCAGCCAGUAAAUGUUCUCCAGGCCCAGCCAGUAUUCGCCGUCA

>hg19_ct_UserTrack_3545_(null) range=chr3:172502365-172502564 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CACGGAGAAAUUCCACUUCUUCUCUAUUAGUUUGUAUCACAGACACUAAUGAUAAGGUGUACUCCAGUAAAAGUAGGGCAUAUAAUCUUUUCAGAAAACCUUUUUUGAAAUUGUUGAAUAAAUUGUUUUCAGAUAAACCAAGCAAAACCAGAAUGUGGACGGCAGAGCCUUGUUGAACUUCUUAUCCGACCAGUACAGAG

>hg19_ct_UserTrack_3545_(null) range=chr12:112081885-112082084 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGUGGCUUGAUCCUCACUUGUACUUAUUAGGGCCCACCCUCACAUUUAGCUGAAGGUCCCAGCACACUCUCACAGUGUCAGGGAGAACAGUCUCAGGGAUGUCUGUUGCUCUGAAGGUCACUUGCCCCUCUUGCUGCGGCCCUUCCUGGAGGGCAACUUCCCACUGCCCCCCGAAGAGGCAGGGCUCGAGGCCGAGGCC

>hg19_ct_UserTrack_3545_(null) range=chr15:41805742-41805941 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUGGCUGUGAGAGUUCGAGGCCUCUGGAGGAACCACUGACACCUGGCCUGUUGACCGGCCACCCCCAAGCCUAGGAAAGUGCCUCAGGCUGGACGGUCCCCUGACCGCCAGAUAGCACUUACCCGCGGCUCCGAACCACACCAGCAGCUGUCCCCAGCAGCCCAUCCCUGUUGGGUCCACCCGGCAACAAAAGCCCUUG

>hg19_ct_UserTrack_3545_(null) range=chr1:11188791-11188990 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UACUUCCUUAGCACUGUAUUAACACACACUGCCUUGUGACACUGAACACAGCAUGCUUGUAAGAGGAGACACACAGAAGAGAGACUUGGAGCCACCUUCACCUGUAACCAAGUAUCCUCACCUGUAGCCAGGUAUCAAUCUGGAUGGCUUUCACCCCCUCCACUAAGGCCUCAUUGACAUCUGGCCAGUGACCAUAAUCA

>hg19_ct_UserTrack_3545_(null) range=chr4:103528176-103528375 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAACAAUAGACUUAUAGUAUCUUUACUGUCCCUCCCCAUGAUUCAGUUUUUGCCAUUUCCUUCAGCUUCACAAGGGCCAUCUUGUGAGUUAGCCAUCCCAUCCUGUGACUGUCCCUUUGCUUGGACUCUAGGUCUGAAUGCCAUUCAUCUAGCCAUGAUGAGCAAUAGCCUGCCAUGUUUGCUGCUGCUGGUGGCCGCUG

>hg19_ct_UserTrack_3545_(null) range=chr8:143569651-143569850 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCCGCAGCUGAGGCCCCGCCACAUCUGUGACUUUCCCUCCUCUCUGUCUCUCCCGCCUUUGACCCUGCUCCCAGUUCUCAGCAUCCAUAAGCUCCCAGCCAGCGGAGCCACUGACAUCAGCUUCCCCAUGAAGGGCUGGCGGGCCACGGGUGACUGGGCCAAGGUGCCAGAGGACAGGGUCACUGUGUCCAAGAGUGUCU

>hg19_ct_UserTrack_3545_(null) range=chr2:75933576-75933775 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGUCAUUAAUAACUAUAUCAAAAACACUAUAUUAAAAAUAAAAUUCUUAACCAAAAUCAUACAAAUUACUAACCUGUUGAUGAAAGUUCUUUUUCUCCAAGAGAGCUAGAACUGUCAGAAGACAAACCCUGAUCAUCCUUACUUUCUGAGGAGUGAUGUAUUUUAUCCUCUUCAUCUGUGGACACAUCAAGGGUUCUGGA

>hg19_ct_UserTrack_3545_(null) range=chr8:72962929-72963128 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGGAAAUUAUUAUUAUUAGGUUGUGAUUACAACAACAUAUGUCAAGCAUAAACCCGGGAAGAAUUUUGUUUUAGAGAAUUUACCUUCAUGCAUUCAGGGAGGUAUUCUAUCAUUUCUGUAAUUGGACAUUUAUUGCCUGGAGAAUUAUGACUGAAAAUCUUAAGACAUUCAUCCCAUCUGUAAAAAAUAAAUAAGUAAG

>hg19_ct_UserTrack_3545_(null) range=chr1:249212049-249212248 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUCCAAUGCUGUGGGCAUAGAGCCAGUGAGGCUGACCAGUCGUCACUCUGGAGCAGCUAAAACGCGGACUCAGGUCCACCAGCCAUCACUGGUGAAGCUGUAUCAGGAGAAGGUGGGUGGCGUUGGUAGGAUGGAUCAGAAUAUUGCCAAGUACAAGGUGAAGAUCCGAGGCAUGAAGUGGUACUCAAGCUUUAUUGGCU

>hg19_ct_UserTrack_3545_(null) range=chr12:96380775-96380974 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGAUCUCAGCCACCCCGCCCCACCACCUCUGGUUGAAUGAAUAACAACCAAAAGGAAGAACCCUGCUGACCAGUGUCAAAGGCUUUGGUGGUGCCCUUCAGCACCUCAAGGGUCAGGGCUGCCACAAUGUCAGCCUGCCGUGCAAUAGCACUGGCUCGCUCUACAGCUUCACAGCCCAGGGAUGUGAUCAUCUGCGUCCC

>hg19_ct_UserTrack_3545_(null) range=chr7:121741282-121741481 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUUUCCUACAUUUUCAAACAUUAUCAAAAUUUAUAUAGUGUACAAACCUAAUAUUAAGAACUCCCAUUGAAGCAUUAAAAAAUACUCAUGAAUUCCAAGAUAAGAAUAAAUGUAUAAAACAAGAGGAUUUGAACAAUACUUACCUGCUCUCCCGGAGUGUCUGGAUAUAUUUAUAUUUAUCAGGUAAUGUACCGUUGGAU

>hg19_ct_UserTrack_3545_(null) range=chr11:48177484-48177683 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUGCUUCUUUCUGUUUCUUUGAGGUUGACUAUGUGCUGUUUCCCAUUUUUAGGGCUACCACUCCAAGAAAGAUUUUAUUGCCACACAAGGACCUUUACCGAACACUUUGAAAGAUUUUUGGCGUAUGGUUUGGGAGAAAAAUGUAUAUGCCAUCAUUAUGUUGACUAAAUGUGUUGAACAGGGAAGAGUAAGUAUCUUU

>hg19_ct_UserTrack_3545_(null) range=chr6:112493853-112494052 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUUCGGCAUCCCUGACAUAGUUAAGGGCCUGGUCAAGUGCUUCCUGGAGAUCUGACAACUUAGCAUUGUAGUCAUCCAGCUGCUCCAGGACGACAGGAAACAGAGUGCGGGUCUCAUUGUGCAGCCGCUGCCAGCUCUCAGCCUGGCUCAGUACUGGGAAGAAAUGGAGAUAAAGGCUCAGUGUGGCUUUCUCCUGUUC

>hg19_ct_UserTrack_3545_(null) range=chr10:72358829-72359028 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAUAAGCCUGAGGUAGGCGGGCUGGGUGGAGGCGUUGAAGUGGUGGGGCAGGUCCCCGAGGGCCCUCUUGAAGUCAGGGUGCAGCGGGGGAGUGUGUACCACAUGGAAACUGCGAGAAGAGAGAGACCUCAGCUGGGCCCAGGGGAGUAUUUCCCCCAUUCAAUCAAAUAACUCCUUCAGGACUGCUCAAGGUCACAUGU

>hg19_ct_UserTrack_3545_(null) range=chr9:96030049-96030248 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGGCCGAGCGGGAAACGUUCAUCGAGCAGAUGAAGGAUGUCAUGGACAAGGCAGAGGACAUGCUCAGCGAGGACACAGACGCCGACCGUGGCUCCGACCCAGGGACCAGCCCGCCACACCUCAGCACCUGCGGCCUGGGCACCGGGGAGGUGAGGUUGUGAAAUCCGGGGUGGGAGGUGGUGAGAGUGCAGUGGCUGGG

>hg19_ct_UserTrack_3545_(null) range=chr8:1841671-1841870 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUAAAAUGUAUCUGUGUGUAUUAUAAAGCAGUUUUCUAUCAUUGUACUUCCAAAUUUCCAACAGGUUGUAAGAAGAUAUAUACUGGGUUCAGUUGUCGACAGUGAAAAGAACUACGUAGAUGCUCUUAAGAGGAUUUUGGAGGUACUUAAGUGUCGUGUUACAUAAUACAUACAUUUCUAUUAUUCUUUUUUACCUAUAU

>hg19_ct_UserTrack_3545_(null) range=chr2:152410297-152410496 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUGGGGCGGGGCCGUGGAGGGGUACUUCUUAAGUCACAGGCUUACAUCGCUGAUCUGAUCUGUGACUUUCCUGACGUGAUCAUUGACUUGCAAGUCGGGGUGGCAAAUCCAUUCGUGGAGGCGCAGGCGGUAAUCAAUCUCACUGACUUUCUUCUGGGAAUCCUUGGCAGUAACCAUCUCUACCAUGUCGGGCACGAUGU

>hg19_ct_UserTrack_3545_(null) range=chr8:96415999-96416198 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACACACAAUAUAGAAUCAUAUGUAGUACUUCUGCAGAUCUAAGAGAUUGCUGGCUAUUAAAAGAUGCAAGCAUUUUGAACUGGGAGGAGAUAAGAAGAGAAAGGGCCAAGUGAUCCAGUUCUAAGUGUCAUCUUUUAUCAUGAAGACAAUAAAAUCUUGAGUUUAUGUUCACUUCAAACAAAAAUCAUAUGUAGUACUUU

>hg19_ct_UserTrack_3545_(null) range=chr17:80895055-80895254 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGGACGGAGUUGACCUUCUUUGAGACAGAAAAAGUGUGCAUCCCGGGGCUGCCUGUGAAAGCUCAUCUCUAAAGUGUGUGUUGUUCUUCCAGCCACCCCUUUGCUGUGAAGUUGCUUGCGCUCUGUAAGAAAGAAAUCAAGAAUUCAAAAGAUAUCCAGAAGCUCCUGUCAGGCAUCGCAGUGUGAGUUUCAAGUGCUGC

>hg19_ct_UserTrack_3545_(null) range=chr8:125498728-125498927 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUUAUAAUUAGUGGGUGCGAUUCUACACUAACUGUACUGGGCAUGAGUGCUGUAAUUUCCUCAGUAGCCCAUUAUUUGGGGCUUGGAAUAUUGGCCUUUAUUGGAUCAACUGAGGAAGAUGACAGGCGUCUUGGCUUUGUUGCACCUGUUUUAUUUUUUAUUUUGGCUCUUCAGACUGGGUUAAGUGGGCUAAGACCAGA

>hg19_ct_UserTrack_3545_(null) range=chr10:107012456-107012655 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGCACACUCUGCUCUUGUCAUUGAUUUGGGGAGGGCUGGCUCCUCCACAGCCUCUCUUUGUCUGAACAUCUUUGCAGGUAACCAGUGUCCCAGAGGACCAGAUCCUCAUUGCCGUGUUUCCUGGUCUCCCCACUUCAGCAGAGCUUUUCAUUCUUCCACCCAAGAACCUGACAGAGAGGAGGAAAGGCAAUGAAGGGGAC

>hg19_ct_UserTrack_3545_(null) range=chr16:57785473-57785672 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUCCCAUAGGAGUGAGGAGGCAGGGAGAGGUCUGUUGGGCCCAGGAUCCCAGGGUGAGCUCAUGCCGUGUCCUCCCUCAGGGGCACAGCCAGGCCGUGCGGUGUCUCCGGUUCAGCCCCGAUGGGAAGUGGUUGGCGUCGGCCGCAGAUGACCACACCGUGAAGGUAGCUCCCGGCCUGACCUGGGCCCAGGGGCUGGGG

>hg19_ct_UserTrack_3545_(null) range=chr2:175436972-175437171 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UACUGGAGGAGGAAUGCUAUCAGGCUUUGAGCCCACGUCGGGCCUUGGGGGCGGCAUUCGGUUCCUCUGAGGCUCUGGGGGACCACUUCUGUGGCCUGGAGAAGGCACAGGAAACCUCCCUGGGCCACUUGGGGGUGAAAAGGGUUUCGCAGAUGUGGAUCUUCCUCCCGGUGGCAACAAUGGUGGUCGGCUUCCUCCAG

>hg19_ct_UserTrack_3545_(null) range=chr8:91030991-91031190 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAGAAAAAAUUCACAUUGAUUUUUGUAUAUAAAUAACAUCUAUACUUUCUCAGAAAUGCUUUUCUUUAAGCUAUGGAUUCUCUGUAUUCUUCAAUUUAUGAAAUUGAAAAAUAUAAUAUGAAGUCAUACAAGGUGUUUAUUUCUAGGAAGAUGGAUGUUUUGAAAGCUACCGCAGAACAAAUUUCUUCUCAAACUGGAAA

>hg19_ct_UserTrack_3545_(null) range=chr15:43507216-43507415 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUCCCUGCCAGAGCUGCACCCCAGCUCCAGUGUCUGGAGUCUCCAUGCAGCCCAGGCUGGCCCAGGUCCAAACUUACCUCUAUUCCAGGGGUUAAAAAGCAGUGUGAACUGACCCAAGAGGAGUUGCUUCCUGCCUGAGACCUGCAGCAGAAGCGAGUAGUGGCCAAUGACAGCGUCCGCAGGUGUGGUCACAGAGAUGG

>hg19_ct_UserTrack_3545_(null) range=chr18:21120959-21121158 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUGGCUUCUUAGAAGGCAUGUGAUAAUCUGUUUCAGUGAGAGGAAAGAGAAAAACCACAGAUAAGCGCAUACCACAAUUGGUCUCAUCCAGUCCUUUAGCAGAAGUGGAGAAUAGGAGUUUUUGAAGAAGCGAAACAAACAGCUCUCUGAGGCCUGGACGCUUGUUCCAUCUUCAGCACCUCUGACACAGCAAAAGAUG

>hg19_ct_UserTrack_3545_(null) range=chr2:96810705-96810904 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUCGCAGGAAGUACACGGCAGUGGGCCCCGCGCGGGUCUCGUGCAGCAGCGCGGCCAGCAGCACAUGAGCCGGGCUGUCGGGCCGGAGCUCCGCCACCGAGGCACUGCCCUCGUCCAGCACCACGGCCCGCGCCAGCUCCCCGCGGACCAGGCGCGUCCGCAGCGCGCGGUCGGGCAGCAGGCAGGCGAGAACGGCGGC

>hg19_ct_UserTrack_3545_(null) range=chr9:97382567-97382766 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GACCGGCUACAUUAAAACCCUCAAUGGUGGAAGUACAGACCCACCCUUUUCUCCGGUUCCACUAUGAUGGCGUGUUUAUCUUCUUCUGACACGAGAACACACGUGGCAAAGGAUGACUUUAACAUGUUCAUAACCAGGUCGUUGGAGAGGACGUCCAGCUUCUUAACUUGAUCACCUGUCACGUUGGUAGAACCAGCAAU

>hg19_ct_UserTrack_3545_(null) range=chr10:106019441-106019640 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACGAGUCUGCCAUCACCUGUGAGUACCUGGAUGAAGCAUACCCAGGGAAGAAGCUGUUGCCGGAUGACCCCUAUGAGAAAGCUUGCCAGAAGAUGAUCUUAGAGUUGUUUUCUAAGGUUUGUGCAUAAGAAAUUUCAGCUCCUAUUUGAAAAACCUGUUUUUUAAAGCGAAAUCAGUGCUGCCAUUUAUGGUUCAGUGAU

>hg19_ct_UserTrack_3545_(null) range=chr2:152553738-152553937 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUUCUUCGUAUUCUGCUUUGUAGUUUUUCUAUGAGGAGAAGAAAUUAGGCAUAAGAUGCAGCCAUUGUAUUCAUGCCCUGAGAAAAAUGUUAUUUGGAAAGUCAAACAAUUGUCUUAGAACUUACAUCACUGUUUUGAGCUGUGACUUUCAUGCAGUGUGAAUGGUAUGGAUCCUCGAAGCUGCCUACAUAAUGUCCCA

>hg19_ct_UserTrack_3545_(null) range=chr15:41823114-41823313 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUCCAAAAGCACAGAAGCUUCUCUCUUCUCUCAUUUGCCAGGCCUAGGAAAAGGGACAAUUUCCCCUACUUUUAUCCACCAAAAUAUGACCCCCGCCUCCUGCAAACCUGGGGCUUCUGGCUCCAGCUUGUCUCUCUUCCUGGGCUCACUGGCAAAAGCUGACAUGAGGGGUUCCUCCUUGGUGACAUUAGCAGAGGGUC

>hg19_ct_UserTrack_3545_(null) range=chr7:80303140-80303339 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCUUUCUUGACUUGCAAAAGGAAUUCCAUUAACUUGCCUUAUAGAUACUGAUGACUAACACCAAUAGAGGUGUUAGAAAAAAGGGUGAUAGGCAAUUGAAGGGUUUAUUUUGUUUUACUAACGUACCCAAAUAAUGUUGAUUAUUAACUUGAUUACAGACUGGGACCAUUGGUGAUGAGAAGGCAAACAUGUUCAGAAG

>hg19_ct_UserTrack_3545_(null) range=chr15:65495697-65495896 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CACCAAAAAUACUUGUCUGGCCUGGGCUUCCCUGUGGCCUUACAGCACAGAGACACGCUCUGCCCAGCUCUCCGUGCUUUUGUCUCAGGGUUCAUCACCAUGUAUGGAGUCUCUGGGACAGAAAAUGAGAAAUAGCAUUUUGGGUUUUUGUGUGUGUGUGUGACAGGUUCUACAGAGCCUAGCUCCCUCAGGGUCUUUGA

>hg19_ct_UserTrack_3545_(null) range=chr8:22548104-22548303 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUGCGCUCGUCGCUGCGCGCAAACUUGCGCCCGCAGAACUCGCAGGCAAAGGGCUUCUCGCCCGUAUGAGUGCGGAUGUGAGUGGUGAGGUGGUCGCUGCGGCUGAAGCUCCGCAUGCAGAUCCGGCACUGGAAGGGCUUGUGGCCCGUGUGGAUGCGCAGGUGCCGGGUCAGCUCGUCCGAACGGCUGAAACGGCGGUC

>hg19_ct_UserTrack_3545_(null) range=chr5:149826209-149826408 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGGGGGUGUACACAGGAGCCAAUUAUUAAGUAUGUAUAUGCCUAAAAUAUCUUGUUCAAGGUCACAACAAAAAACCCAAACCUCAAAUCCAGGUGCUCCAGCACCCAAGCCCAGCAGGUUUUCUACCACCCAGCCAUCCCCUCUGCGACUCGUACCUAUUUCCUCCUGUGGCCCGGAGUUUGAUGUGUAGGGCGGUGAU

>hg19_ct_UserTrack_3545_(null) range=chr16:75634098-75634297 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGCAAACAUUUCCUUCUCACUUGAACUGGUGAUAAUCCGGUGGGUUUCUGAUCCAGGAUCCAAACACCUGCUUCCGGAGUGUGCUCCAGGCUUCCUGGUAAGAGGACGCAGCCUCCUUGUACUCCUGGUAGGUAUCCAGCUUCUGCACCCUAAUGCACACAGGCCACCAAAUACACAGGUUCUCAUUGAAUAGCCCACCC

>hg19_ct_UserTrack_3545_(null) range=chr9:35710936-35711135 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACCAGAACACUUCCCUCAACCUCAAUGCCAUCAGCCUGCCAUGUGUCUACCUCCAAUUCCCGCAGGGCGUUAUCACACUCCUUCUGGCCGGGUGCCUGCUGGGUGCACAUAGUGAUGAGCUGAUUGAUGCUGUCAGUUACUGCCCUGGGAGUGACAGAAAGUUGAGUGAAAAGGUGAAUAGGUCAUCAUUCCUGGGUCCU

>hg19_ct_UserTrack_3545_(null) range=chr2:219528882-219529081 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUUGGCUAUGGGGUUCUGGCUUUAGGUCCAUGGGCUCCUUGAGGGGCCCCUCAGGAGGUGGCAGUUCCUGGGUGUCACGGGUACCUUUAGGGGCGUGGCACUCCCCUCCCUUUGGGUGCCUCCGUUCGGGCUGUCGCCAGGGACCUCGACUGGGCUUGGGGGGAUCUAGCAUAGCUUUCUGGGUUUCGCCCAACCUUUG

>hg19_ct_UserTrack_3545_(null) range=chr21:34617106-34617305 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGUAGACUUCCUGUUUUCAAGACACCAGGGCUCUCUGGAGAGGUUAUCUGCCAGAGGUGUGGGUUCUAGAUCCCAAGAAAUGACUGAACAGUGGCCAGAAUACAACUGUGGGUUCCAAAUUUCAAUGCCCUUUUUCUUCUUCUCUUUAGAUUACACAGAUGAAUCUUGCACUUUCAAGAUAUCAUUGCGAAAUUUCCGG

>hg19_ct_UserTrack_3545_(null) range=chr19:36228493-36228692 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGUCUUCAACAGUAUAUUCCUCCUUCCCCUGCUGCCACCUGCAGGAAGUGCACCUUUGACAUGUUCAACUUCCUGGCCUCCCAGCACCGGGUGCUCCCUGAGGGGGCCACCUGUGAUGAGGAAGAGGAUGAGGUGCAGCUCAGGUCAACCAGGUAUGGAGUGUGAGCUGGGGGGCGGGUGGUGGUCUGGAAGGGUCUUAG

>hg19_ct_UserTrack_3545_(null) range=chr11:69513938-69514137 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGACUCAGGACUGUUCUUGUAGAAGCACGUCCCCCACGCUGCAGGUACCACAGCCCCUGGCAGCAGUGAAGAGGCCCGGGCAUGGUCUCAGUUACUUCUCAAAGCUGGGACUCCUCACGGCCUCCAGUCCGGUGACAAGCCCAAAUGGGUCCAUGCUGUCGGUCUCCAGGGGCGAAGAGAACAUGUCAGAUUCCAAGUG

>hg19_ct_UserTrack_3545_(null) range=chr13:100634736-100634935 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGGCCGGGCGCGGGCGGCCUGCACCACGCGCACUCGGACGCGCAGGGCCACCUCCUCUUCCCGGGCCUGCCAGAGCAGCACGGGCCGCACGGCUCGCAGAAUGUGCUCAACGGGCAGAUGCGCCUCGGGCUGCCCGGCGAGGUGUUCGGGCGCUCGGAGCAAUACCGCCAGGUGGCCAGCCCGCGGACCGACCCCUACUC

>hg19_ct_UserTrack_3545_(null) range=chr16:67270896-67271095 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCCCCGCCUUCCAGAGAACGGCGGCUCCUCUUGCCCUCCUCAGAAGAAGGCUUUCGUCGUUCCCGCCGCCCACCAGCGCCUGGGGCUUCUUCGAUGUCUCCAUCCUCCAAUUUCAGGGCGUUCUAGCAGAGGCGGACCAGGAUGUAAGAAAGUGGUUAACGUGUAUGCAGGUGGGGUGGGGCGCUGGGGACUGCGCUUCU

>hg19_ct_UserTrack_3545_(null) range=chr11:130343315-130343514 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCCUCUGUCUUGCACAACAGCGUCCUCAGCCUCUCCAACCAGGUGGAGCAGCCGGACGACAGGCCCCCUGCACGCUGGGUGGCUGGCAGCUGGGGGCCGUGCUCCGCGAGCUGCGGCAGUGGCCUGCAGAAGCGGGCGGUGGACUGCCGGGGCUCCGCCGGGCAGCGCACGGUCCCUGCCUGUGAUGCAGCCCAUCGGCC

>hg19_ct_UserTrack_3545_(null) range=chr4:104066521-104066720 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUCAUAAAAAUAUGUAAACACACACACACACAUACACAACUUAAGAGGAAAAGGUUGCUUCCCAAAACAAUUAAGCAUGCCAAAUAGUAGUCUUCAUAAUUCAGUUAGCUACUCCAAACCCACCCAUUUCCUCCCACUGUUUCUUCAUCCCCAAUUUACCUUGUUCUGUAAUUUAUCAUUGAUUGCUUCUAACUGCUUUU

>hg19_ct_UserTrack_3545_(null) range=chr20:52645386-52645585 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGGUGCCUCGGGUUUGGCCUCUUUCCCAAGAUUCUUUCCGUUGGCAUCCGCAACAGCACUUAUCUCCGUUGUCUCGGGGGAAGAAGUGGCCACAUUAUCCGUCUUGACACUUAUUCCCAAGUCGACUGUAAACACAAACAUAAACAGUGGUUAUUCAGCCAAGCCGGGAAAUUCAGGCACUAAUAAUGGACUCCAGACA

>hg19_ct_UserTrack_3545_(null) range=chr7:100201663-100201862 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAGGUCUUCGCUGGGUCUGGGACUUCCGGCCAGCGGCUCGGACGCUUUUGUGGGACCUUCCGGCCUGCGCCCCUAGUCGCCCCCGGCAACCAGGUGACCCUGAGGAUGACGACGGAUGAGGGCACAGGAGGACGAGGCUUCCUGCUCUGGUACAGCGGGCGGGCCACCUCGGGCACUGGUGAGAACUCCCUCACCUCCGC

>hg19_ct_UserTrack_3545_(null) range=chr19:54466362-54466561 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGUGGCCCACGGCCCCCCGGCUGCCCGUGGUCAAACUGGAGUCGCUGAAGCGCUGGAACGAAGAGCGGGGCCUCUGGUGCGAGAAGGGGGUGCAGGUGCUGCUGACGACGGUGGGCGCCUUCGCCGCCUUCGGCCUCAUGACCAUCGCCAUCAGCACUGACUACUGGCUCUACACGCGCGCCCUCAUCUGCAACACCACC

>hg19_ct_UserTrack_3545_(null) range=chr5:95764812-95765011 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUAAAAAAAAAACCACAUUUGCAAAAUGCUUCUGUUUUUAUUAGAAAUCAUAAAGAAAGCAGAUAAGCUAGAGUAUUGGUUUGAAGACAAAUGUACAACACUUACACGAUCAUCAUCAGAUAAUCUCUUAGUGAUAUGAAAGGCACUCCUUCGAGACCUUCUGGGGUGGUUUUUAUGUUUGAAUAAGUAGUGAUUUUCAA

>hg19_ct_UserTrack_3545_(null) range=chr8:54978155-54978354 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUAGUUUUAAGGAAUUCUACUAAUCUUUAUUUUUAAACAAUAUUUAAAAAGUAAAAAUUAACUGUAUUCAAAUACUUUUCUGGAAGGGUAAAGCAAUCACAAUUGCUCCUCUCCAGACUCUGAAUCACAAGCCUGAAGAUCAGAAAUACUCACGCAUGCGGGCAGAUAUAUUUGAUAUGUGAACUUCUGAUACCUGCAAA

>hg19_ct_UserTrack_3545_(null) range=chr19:45261352-45261551 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCUGCCCUUGGCUCUCGCUCCUACCUUCCUGUGACCCCACCCCGAUCCGGUGCCGCCCCACGUGCCGGCCACCCACCCGGGCCUCCAGCCUCUGUUCCCUUACCCCGGGUGGCCCGCGCGCCCUCCUGACCCGGCCCUCCCGUCCCGCAGCACGGCGCCAACGUGAACGCGCAAAUGUACUCCGGCAGCUCCGCCCUGC

>hg19_ct_UserTrack_3545_(null) range=chr5:150885087-150885286 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCCUUGGCCUCCCGCCUGCCUUGCUCUGGGAAUGGGAAGCUAGAACAUGACCUCCUCACAGCUGCCAUAAUCACUCUCCACCAUGUCAGAGCCCUCAUAGUUGGGGGGCACCCGGGGCUGGCCCUGGCCUGCAAGAGGUGCCCCCUCCACCUCACAGACAGCAUAAGAGGGCCCAGCUCGGCUGAGGCGCAUACCCACCC

>hg19_ct_UserTrack_3545_(null) range=chr2:220166241-220166440 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUCGAGGCAGGGCAAGAGGCCUCCAUGGAGCCGGGAGAUAUUGGUCCCUCCCUCUGCCUGGACACUUACCCGGAUUUCUUCCUGCACCCUUGGGCAGUAGCUGCAGCAGGGUCAGGAGUGUGGAGAGCUGCUCAGGGGUCAGCUGACGCAGCUCUACCCCAUAGCCCGCCAGCACAGCGGCCAGCCUCUGCAGAGCCGCA

>hg19_ct_UserTrack_3545_(null) range=chr1:7994920-7995119 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGGAAGAAAACUGCUGGGUCCCUGAGGGCAGGAUUCAGGAAGAAUGCACGUGGGAGGUGCCUGAUAUGAGAUAUCAUGAUAUUGGGGCAAUUUAGAUACAAUCUGGAAUCACCAUAAGAUACGCACUUUGGCGUAAAGGCAUAGCCCAGUUACCUGGCUCUCUCGCAGGGGCAGGCGGGGUCACAGAGGAUGCUCCCGGA

>hg19_ct_UserTrack_3545_(null) range=chr19:15793164-15793363 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGCCCAGCUCUAGCUCUCUUCCCUUCUCUGGCCAGGACAAGUGGCAGCACCUGGCCUCAGAGGGCAGCAGUUGUCUGGACAUGUUUGAGCACAUCAGCCUCAUGACCUUGGACAGUCUACAGAAAUGCAUCUUCAGCUUUGACAGCCAUUGUCAGGAGUGAGUUCCUUCCUAGGGCCUGGGAUAUGAAUCCAUGGACCAA

>hg19_ct_UserTrack_3545_(null) range=chr1:47280663-47280862 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAUUUGACAACCACCAUUAUGAGUUCUUCUUGUUACCCACCUCCAAUACCUCAAGCUGUCCUAUUAUGCCUUCCCUAACCCAGGAUGAAGAUGACAUCAAACUGUCAGAUGCAGACCUCCGGGCUGAAGUGGACACAUUCAUGUUUGAAGGCCAUGACACCACCACCAGUGGUAUCUCCUGGUUUCUCUACUGCAUGGCC

>hg19_ct_UserTrack_3545_(null) range=chr17:40456563-40456762 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAGCGUGCUGACCGGCGGGGUGCAGAGUCCGUGACAGAGGAGAAGUUCACAGUCCUGUUUGAGUCUCAGUUCAGUGUUGGCAGCAAUGAGCUUGUGUUCCAGGUGAAGGUGAGACCCCCAGCCCUCCUGCCCCCACUGCUCCAGGUCACCCAAGAGGUGGAGGGGCCUGCCUCAGGACUCCUGGCAGCAAUGCCAUCGGA

>hg19_ct_UserTrack_3545_(null) range=chr22:41488876-41489075 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACUUCCCCCACCCCCUCGGGUGCCGUCGGAGCCCCCCAGCCCACCCCUGGGUGCGGCGCGGGGACCCCGGGCCGAAGAAGAGAUUUCCUGAGGAUUCUGGUUUUCCUCGCUUGUAUCUCCGAAAGAAUUAAAAAUGGCCGAGAAUGUGGUGGAACCGGGGCCGCCUUCAGCCAAGCGGCCUAAACUCUCAUCUCCGGCCC

>hg19_ct_UserTrack_3545_(null) range=chr5:71533752-71533951 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGUGUUAUUCUUUGCUGUACUACAAUAGGUACAAACACCAUAUCACCUAAACUCAGGAAAACAGGCUGCAGAUCCACGGAACAACUCACCUUAUUUACAAGGGUAUAUAGGGCUUUGUCUUGUGCAUCAUAUUUUAGACACUGCCUAAUCCAGGUGUGGAUAGUCCAGUUUCUCAGGUACCAGCAGUUGGGGCUGUGUCG

>hg19_ct_UserTrack_3545_(null) range=chr3:38047892-38048091 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGCUACUGAUUCCCCAUCUUCCCCAGCCUGAGGCUCCUCUCUGGACAGGAAGUCAACAACUUGCGGCUAUCCAGAUGGCCGGGCAAUGGCAGGGCAGGUGCCGUGGCCCUGCAGGCCCUCAAGGGCUCCCAGGACAGCUCAGAGAAUGAUCUGGUGCGAAGCCCCAAGUCGGCUGGCAGCAGAACCAGCAGCUCCGUCAG

>hg19_ct_UserTrack_3545_(null) range=chr1:151372756-151372955 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGCGGGGGACUGGAAGAGUUGUUGGAGGUGGGCGAUCUGUGUUUGCAAUAAAGUUUUUGGCAUUAGGUGUAAAAUGGGGGAAGGUGUGGUAACUUCUUUUGGGGAUGGGUGGAGACCCCGACUUAAUUCUCUCCCUUUUCUCACAACCAAUUCCUUUUAAGGAUUGAUGAGGAGCUUCUGGGAGAUGGACACAGCUAUA

>hg19_ct_UserTrack_3545_(null) range=chr13:58206623-58206822 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CACUCCCUCUCUGGCUCCUCCAGUCCGAUUGCUCCUGCCCCCACCUUACAGGUCUGGGAUGUACCUUUCCAUCUGUUGCUGCUUUCUUCUAUGGGCCCCUGCCCUCACUCUCAAGAACCUCAACUACUCCGUGCCGGAGGAGCAAGGGGCCGGCACGGUGAUCGGGAACAUCGGCAGGGAUGCUCGACUGCAGCCUGGGC

>hg19_ct_UserTrack_3545_(null) range=chr1:86909394-86909593 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUGUUUGUUAAAAAAGAAAAAGAUGGAAUGAUUAUGCAUACACCAGAAACUCUCAUAUAUAUCUUCUCUUUAACAGCUUGAAAGUACAGGUGAAAAUGUCAAACCUCACCAUCAAUUGAAAAACACAGUGACUGUGGAUAAUACUGUGGGCAACGACACUAUGUUUCUAGUUACGUGGCAGGCCAGUGGUCCUCCUGAGA

>hg19_ct_UserTrack_3545_(null) range=chr20:30785287-30785486 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCUGCUGGCAGCAUGCAUGGCCAGGUGGCGCCGGUAGCCCAGCUUCGUAUUGUAAUUCUUACCGCACUCAGAGCAGUGGAGGGCCUCUUUGUUAGGAUCAUGGGUCUGCAGAUGGUUCCGCAGAUGGUCCUUGCGGUGAAACAUCUUAUCACAGUACAUACACUGGUGGGGUUUCUGGGCUGAGUGGGUGGCCAUGUGCC

>hg19_ct_UserTrack_3545_(null) range=chr19:36290967-36291166 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGCAGCCGCCGCCACAGUUCUUGGCUGAGCAGCUCCUGUUCCCUGCGGGCACCCUGAAGCACGCUCCGGUUCUCCUGGGCCCUCCGGAUCAGGUAGGGGAUUACCUCCUCCAAGGAGCCAUAGGGAAUGGACUUAUACACUACAUAGCCGGCCUGCCCUGCAGGGAGAGUGGGUUUUGUUUUUUCGUUUUUGGUGUUUU

>hg19_ct_UserTrack_3545_(null) range=chr13:99047419-99047618 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCUUGGAAUAACAGUCUCCCUCUUCUCUAUCUCUCCGCACCUUUUUCCCCACCCCACCCAGUCUCAGCAGAGCACCAGCCUUACAUUUGGAGAAGGUGCCGAAUCUCCAGGGGGCCAGAGCUGCCGGCGAGGAAAGGAACCGAAGGUUUCCGCCGGGGAGCCGGGGUCGCACCCGAGCCCUGCGCCGAGGAGAAGCCCC

>hg19_ct_UserTrack_3545_(null) range=chr16:58752411-58752610 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACCCUGAAAGCCACACUUACUGAAAUAUCCUCCACAGCGCCUGUGAAGUCAAAACCGCAAGUCUUGGGGUCAUAAUACCGAUAACCUUGUAGCUGCAUGCCAGCAUCCCUGAAGAUGGGUGUGUGGUUUCCCCAGGUUGGUUUGGGCAGAAAGACAUCUCGGCUGAACUUAAAAAAUCUUUGCUAAAAGAUGGGACGAAA

>hg19_ct_UserTrack_3545_(null) range=chr2:233246326-233246525 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGACCUUCAUAGCGCACGUCAUGGCCUUCGCCGCCUGCCUGGAGCCCUACACCGCCUGCGACCUGGCGCCCCCCGCCGGCACCACCGACGCCGCGCACCCGGGGCGGUCCGUGGUCCCCGCGUUGCUUCCUCUGCUGGCCGGGACCCUGCUGCUGCUGGAGACGGCCACUGCUCCCUGAGUGUCCCGUCCCUGGGGCUC

>hg19_ct_UserTrack_3545_(null) range=chr12:51773381-51773580 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUCAUGGCCUCCAGCAUGAGGUCCAGGACGUGAUCCUUCCGGCUCACCAGGGACUUCAGCCACGGCUUCUCUGUGGCCUCCUCUCUGCUGCUCACAUCCCUAUGCAGGAGGAAGAGGAAGAGCACAAAGGCGCAGCCCACCAUGGCCAGGCGCAGGGGCAUGUGGCGUCUGCGGAGGAGCCUCAUCCUCCAGAACCAAGG

>hg19_ct_UserTrack_3545_(null) range=chr6:89888423-89888622 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUCAUUAUACAGUUAUUUCUGUAGUGCAUGCCAUGGAAAUGUGAAAUUUGUAGAAUUACAAGCAUCUAGGAGAAAAUAGACCAGUAUAUUAAAUUGAAUAAAAUGUAUGCUGCUGGAAAGAUGAUCCUGGAGUAUUUAUCAAUGGCGUGGGUGUCGAUUCUCAUGCUCACAUAGCUGCUUCUCUGACUUUUCCUCUGUG

>hg19_ct_UserTrack_3545_(null) range=chr22:50583994-50584193 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGAGAAAAAAACCUUAAAUCAUGACUUAGACGUAACUAAGAAGUGGUACCAGGGCAAGGUUCCCUUUUGGAAUUCUGCUUAAUAAUUGGAGGAGUAAACUAACUCUACGCCUCCUUGCCCCCAGAUAGUUAUUGACGCCGUCAAACCGUAUUGCAGAGACGGAGAAGACAUCUGGAAAGCCUCACGCUUCCGGAUAAUCA

>hg19_ct_UserTrack_3545_(null) range=chrX:16875586-16875785 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGGGGAAUGUUACCACAAUAAUCAGCAGUAUUAUCUUAGAAAACCUUUCAUCUAUAUAGUACUCCUUCAGCACAGCUGUGACACGUCAGCUCUCACUAUAUGAACAAAUUACAAAGAAUACGUUUCUCACAUGGUCAUCAGAUGCACUUAGGAGAUGUCCACUCAAAUUUGAAUUCCAGGAGAGACCAUAGCCUUCCUU

>hg19_ct_UserTrack_3545_(null) range=chr16:70359334-70359533 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUAAAGAAUCAAAUGGUGUACAUUUUAAUGUACAUAUUCUUUCCUUCAGCUUCAGCUGGAGGAGUGGCUAAGUACUAAUGGUAAUUCCCCUUUGCAAAAGAGCUAUUGUCUUGAAUUUGCACUCUGCAUUCUUUUCCUGCCAGUGUCUAUGUCUCUCCCCAACGUAUGAGCUCGCCCUCCAAACAGGAAAAGUGAUUGAA

>hg19_ct_UserTrack_3545_(null) range=chr5:42808312-42808511 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGAACCAUUGGAGUUUAGCAUUGGAUCUUGAUCUCUUAUGCUCCAGGCUGGGGGUUGCUUACAUAAGGAGCUUUGGUCCUGGCUCUCUGUUCCUCCCGAUGGGAGGAGACAGAGAGCCAGGGCAAGCCCCAGGCUUCUCCACAUUGCUGGGGUUGUCCUGUAAAAGAGAAAACCUGUCACUCUUCUUCAUAGUUAACUUC

>hg19_ct_UserTrack_3545_(null) range=chr1:2535232-2535431 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCAGGCAACGUGCCCUCUCAGAGGGCCGCUUCCAUGUCCCCCACGAGUCUCCACCCGGCCAGUGCCGGCCUCCUGUGUGGUGUGGCCUCACCUUCAGGCCAAACUGGCUUUGCAGCUCCUCCAGUCCCAUCCGGUGGUACAAGGCGAUGACGUCGUGUCUCUCCUCCUGGGGUACCGUGGCCUGUGCCGGGGAUAGCAGU

>hg19_ct_UserTrack_3545_(null) range=chr1:150636058-150636257 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUGGUAUUUGCCUUUCCAUAAGCCAUGGACGUUCACAGAGGAUUCAGUACCUUUCUGUCUAGUAGUCGCUUCUUACGCAUGGUCGGGGGUUCCAGAUAGAUUCGACCCCGCAUGGCCAGCUCUAUCAGGAUGCCCCCUCGCAGGCCUGAUGAUAUGCAGUCAUUCCAGAAAGAUGUGUACCCCUAGGAAAGGAGAAAAGA

>hg19_ct_UserTrack_3545_(null) range=chr5:24505260-24505459 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUAGUUCACGGUCAAGAGGUUUUGAUGUAUAAAGAGAUCCAUUUCCUGAAUGAAUGUUAAAGAUUCUGUCAAGGUCAGUAUGGCGAUCCAAGGAAAAUCUGAACAUGGAGGGCAAGAAAAAAUACAUGGCAGCAUUAUUAAUAGUUUGCAGGAAAAAAUAGUGAAAUGCAAACCCACACAUAUCACUGAUAAUUACAGGA

>hg19_ct_UserTrack_3545_(null) range=chr2:209007381-209007580 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CGUCUAAGAGAGCCAACUUUGGCAUUUGGAGCCCCCCAAUCAAGAAACCUCCUGUACUCCCCCGGCCUCAGCAGAUACUGCCUCCCCCUGUAGUUGGGCAUCUCAUAGAGGAUCCAGCUGCCCUCCAGCACAUUGAGGGAGUGAAUUUCAGUGAGGUGGAAGCGGUCCUGAACAGAGAUACAGUCGUCUGUGAGCUCUGA

>hg19_ct_UserTrack_3545_(null) range=chr2:166611394-166611593 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGUGGCAAGGAGUAUAUUAAUUAAAAAAGGAACAGGAAAAUACUCACGUAUCCAGAUAUAACAGGAUUAAGGUCUGGCACAUACACCUCUGGAUAAAUGUUGUUCAGAUACCAUGUAAAAUUUUUACACUGAAGGCGGUGUUUUAUUUCAAAUCUUUUUGAAAGAUCACCAAAUGCUUUCUGUAGAAACAUGAGAAAUG

>hg19_ct_UserTrack_3545_(null) range=chr16:9857421-9857620 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGCCGUAAAAAUUUCCCUCCAGAAGCCGUUCCCUGUCCUUGAGGCUUAUGCUCCGGGAGGGCCUGCUAAGGUCUAGCUCCCUAGGUUUGUCGACAAUGUUAUCGUAGGAAUGCUGACGGCUAAUCCUUAGCUUGUUCUUUUGUAAUUGAAGGGCAUUGUUCUGUGCCCAGUCCUGCUGGUAGACCUGCUCCCCGGUGGC

>hg19_ct_UserTrack_3545_(null) range=chr19:55713289-55713488 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGCCCCAGGAUGUGGACAUGAGUACCUGGCUCAAUAUGGCCCAGAGGGACUAUGGAAUAGACAAUCGUCUACAUUCUACUGCUUACUGUCCCUUAAACAAAUAAGAGAUCAAACAAAUGGCGACUGCCUCUCACCUGUGGUGGCAUUUCGAGUCUCCCGGGAGCUGUUGAUUCCAUUCUUCCCCACCCACACGGAAAAC

>hg19_ct_UserTrack_3545_(null) range=chr18:48444403-48444602 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAUUUUGCAAUUUUUAUUGUAUGUGUUUAAACUGAUUAUAUAAAUUAUUUUAUUUUUACAUUUGGUUUAUUUUGUAGGCACUCUUAAAAGACCCAUUUUACAUGGGCUUGUACCAGAAACGAGAUCGCACACAACAGUAUGAUGACCUGAUUGAUGAGUUUAUGAAAGCUAUUACUGACAGGUAUUUUUUAAAAGUUUGA

>hg19_ct_UserTrack_3545_(null) range=chr11:6340449-6340648 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAUCUUCCUCGGUGUCCUGCGGAGGCUCUGGCUCCAGCGUGGGCUCCAGCGCAGGCUGGGCUUCCGGCUGGGCUUCAGCGCUCCGGCCAGGCCCAAGGCGAGGCGGCUUGACCGGGGUGGGCGGUGGCGCUGCAGGGCCUUUCCGGCCCGAAAGGGCCCUUCGGAGGCUCUGUACCUUCUGCAAUCCGGUGCGCCGCAGC

>hg19_ct_UserTrack_3545_(null) range=chr12:11461519-11461718 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CGGUGGGACUGGUUGCCUCCUUGUGGGGGUGGUCUUUCUGGCUUUCCUGGAGGAGGUGGGGUACCUUGGGACUGGUUUCCUCCUUGUGGGGGUGGUCUUUCUGGCUUUCCUGGAUGAGGUGGGGGACCUUGGGACUGGUUGCCUCCUUGUGGGGGUCGUCCUUCUGGCUUUCCUGGAGGAGGUGGGGGACCUUGGGACUG

>hg19_ct_UserTrack_3545_(null) range=chr12:30789864-30790063 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAUACACAAAUCAAAAUCAAUUGUAACAUUAAUUUCAAUUAGAAGACUUUACCAUUUUCUUCCAUAUCAGCUUUCUCUGCUUUUGAACGAUCUUCCCGGUUUACCAGUUGUCUAGUAGCACAGACCUGCUUUAGGCCAAGGAAAAGGAAAAGAAUUGAGGGAACAAUCUGUCCCACCACAGCAUCUACUGCAGGAGGUCG

>hg19_ct_UserTrack_3545_(null) range=chr16:2142041-2142240 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGCUCACCCCAGCAGAUCCGGCGCUGAAUAGGCCCACGUCCCCGAGCCAUUGUGAGGACUCUCCCAGCCAACGUCGUAAUCGCUGGUGCUGAAGCCUCCUGCGGCCGAGCACGUGUGGACCCUGGGGCCGGGAGGGUCUGGGUAGAGUGCUGAAACACACAGAGCCCCAGGCCGGGGCCAGGGCCUCAUCAAAACCCAAC

>hg19_ct_UserTrack_3545_(null) range=chr14:69343801-69344000 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGUCCCCAGCCAGGAUCUUGAAGGAAGCCAUGACUUGGUCUGCUGUAUCUGUGUCGGCUGUCUCGCGGGACAUGAAGUCAAUGAAGGCCUGGAAUGUCACUACCCCCAGGCGGUUGGGGUCCACAAUGCUCAUGAUGCGGGCAAAUUCUGCUUCUCCCUGGAGGGAACAGCCAAACCCAGGCCUGUCAGCCCAUGGCCUG

>hg19_ct_UserTrack_3545_(null) range=chr12:2908185-2908384 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCUGAUGGCAUCCUUCCUCAGUCACCUGCCCUCUUACAACUCUGGUACACUGCCUCUCUUUCAUGCCAGUUGCACUGGAAGGGUACUACAAGGACAAGCUCUUUGACCAGCGGGAGCUCCGCUUUGAGAUUGGCGAGGGGGAGAACCUGGAUCUGCCUUAUGGUCUGGAGAGGGCCAUUCAGCGCAUGGAGAAAGGAGAA

>hg19_ct_UserTrack_3545_(null) range=chr19:48922697-48922896 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAGGGGGGGCGGUCAAGCUAGGGCCUCUCGGGAGGUGCCAGAUGCCUUGAGGGCCACUGGGAAUUGUAGUUCUUUCUUUUUUUUUUUUUCCCUUCCUUAUUGAGAAGGGAUUUGGGGUCCAUGUCCACGUCCUGGCCCCCUGCAGGCCCUGGCGGUUCAACCUUCACCAUUGGGAAAUCCAUCUGGCUGCUCUGGGCCCU

>hg19_ct_UserTrack_3545_(null) range=chr7:99308283-99308482 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGGAAGUGGUGAGGAAGCAUCUUUGCUAAGGCUUCACCUCCUCCCUCCUUCUCCAUGUACUGUCCACUCACCUUAUUGGGUAAAACUGUAUCAAUUUCCUUCUGCACUUUCUGCUGGACAUCAGGGUGAGUGGCCAGUUCAUAUAUAAUGAAGGAGAGAACACUGCUCGUGGUUUCAUAGCCAGCAAAAAUAAAGAUAA

>hg19_ct_UserTrack_3545_(null) range=chr1:57480424-57480623 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUAGUAAUAAUAAUAUAAACAAAGAAGCCUGAUUAAUGCAAGUGAGAUGAGUUAUUUGACUCCAGAAACCCCGCCUCCAGACAUGAGUUACGGCUCUCAUUGGGUUUUAUGUCUUAAGUGAGGGGCACUCACGUGAGUUGGUCGAUGGUGUGGUAGAAGUCACAGGGGUCAAAUUCAACUGGGAGAUGUCAAAGUCAUCA

>hg19_ct_UserTrack_3545_(null) range=chr1:9306918-9307117 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUGCUCUGAGCAGGGAAUAGAAAGGUCAGAGCCCUUCCCGGGAGUCAGGGUUCCUCCUUCAUCGUGAGAGUAUCCUGCAGCACGCCCAGUCUUCCCCCCCCGACAGGCUGUGGCGCAGAUCCUGCCUUUCCGAGACCAGAACCGCAAGGCUUUGGACGGCCUCUGGAACCGGCACCAUGUGGAGCGGGUGGAGAUCAUC

>hg19_ct_UserTrack_3545_(null) range=chr12:51772910-51773109 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGCACAGUUGUUCUGGGAAAGAAGUGAGGCAUAGAGGAGAUCCUUGCCCAUAUUAUAAAAUUCCCUUCAACUCUUUCUCUGGCCCUUGAUCUAUGGCCCUGGCCAUACUAGCCAUGCCUUUAGCAAAGCCCUGGUCUCCCCACAAGGACUCUGGGUGCUACUUACUCAGGUGGUCGGGUGUCUGGCCCCAGGGACCUCUG

>hg19_ct_UserTrack_3545_(null) range=chr16:57007207-57007406 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CACACAGGGUCCAGCCAGCGUCCUGGCUUCCUCCAGGGUCAUUUCAUCUACAAGAAUGUCUCAGAGGACCUCCCCCUCCCCACCUUCUCGCCCACACUGCUGGGGGACUCCCGCAUGCUGUACUUCUGGUUCUCUGAGCGAGUCUUCCACUCGCUGGCCAAGGUAGCUUUCCAGGAUGGCCGCCUCAUGCUCAGCCUGAU

>hg19_ct_UserTrack_3545_(null) range=chr20:57009543-57009742 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAAGACAUAAGAGAAUGCCGGUAAAUUGCUUUACAACCAAAGUACAAGUAUUAGCAUAAUAAAUGGCACUGACAACCAAGCUCUGACCCUCCUAAUGAAAUAUUUUCUUUCUCAGUGAUGUUACAGCCUUUCGAUUAUGAUCCCAAUGAGAAAAGUAAACACAAGUUUAUGGUUCAGUCUAUGUUUGCUCCAACUGACAC

>hg19_ct_UserTrack_3545_(null) range=chrX:153763351-153763550 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGGCGGGAAGGGAGGGCAACGGCAAGCCUUACAUCUGGCUCAUGCAGGACUCGUGAAUGUUCUUGGUGACGGCCUCGUAGACGGUCGGGGGCAAGGCCAGGUAGAAGAGGCGGUUGGCCUGUGACCCCAGGUGGAGGGCAUUCAUGUGGCUGUUGAGGCGCUGGUAGGAGGCUGCAUCAUCGUACUGGCCAGCCACAUAG

>hg19_ct_UserTrack_3545_(null) range=chr3:40464725-40464924 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUUUCUAUUAUACCCCAUUCUGAGAACUAAUUUUCUUCUGUAUUACUUAUUUCCAGGCUUUUGCAGGAUUCUACUACACAGCCAGUGCUUUAAAUCUUUCAGGUAGCUUUUCCCUGGACACCUUCAACUCCAGCACCUGGAAUUUCUGCUCACAGAAUUGGAGUCAGGUCAGUAUUUAAAGAGAAGGGAUCAAUGUCAG

>hg19_ct_UserTrack_3545_(null) range=chr9:112143834-112144033 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGCUGCAGUCUGUUGACUCACAAAGCCCUUCUCUCAGGCCUGCCUGGUGUAAGUGCUCAGAAAGUGCCAGCCACCGUAAUUACUGGAUUUCUACUCACUGAUGUCUGCACCAUCAUGGCGCGCUGGUCUCGCAUUUUUCGGACAAUAUCCAGUGGGUAAAUGGGCAGGUUCCUCUCAGUUAGGCACAUGGCUGUUUCCAU

>hg19_ct_UserTrack_3545_(null) range=chr9:130588837-130589036 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGAGGUGAUGGGGCCCCUCUCAGCUGCCCACUCAAGGAUCUGGGUCUUGGGGAAGGAUGGCAGCUCUGUGGUGUUGACCCCCGGGGGCUCUUGGAAGGUGACCAGGCUGGAAUUCUGGGGAGACAUGUGGAGGCUCAGCACGCUGUUCCUGGCCCUGUGCCCUCUCUAUCCCAUGUAGGAGGUCAGGAAGUAAUUUGUG

>hg19_ct_UserTrack_3545_(null) range=chr1:45297742-45297941 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCAGCAGAAGAAGGGGAUUCCCACUCCAGAACCCCCACAGCACGCCUCGCCCCCAGCUGCUCAGGGGCUCAGCCAGACUCACUUCCCAUAGAGUGAUACUUGGACUUUACUGGCAGUGAGGGCUGCCUGGAGGUGGAGGCCAAGUGCUUCGGGUGUGAGGAUGUUCUCUCCCUCCUGGCGUGCGGUCUGUAUCAGCAUCU

>hg19_ct_UserTrack_3545_(null) range=chr12:51752853-51753052 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAACAGGGUCUGGGGGCCGUACUUCUCUUCAUCUAAACCUCUCCGAGAACCAUUUCCUCUCACCUCUUGGGCCAUCUUUGCUGCCUGCAGAUUUCUCCUAUAGAAAAUCUUCUUGUAGCUGUCCAUCCAGACCUCUGCCAGGCGCACUUGAUUGCGAGCAAUGACACUAGUGCCCUUGGGGAAGGUGUGGGGGCUCUUGG

>hg19_ct_UserTrack_3545_(null) range=chr11:48134259-48134458 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAUAUAUUUUUAAUCUAAUUGUUUACUUUCUUUGCAUAGCCCCUAGUCCAAUUCCUGACCCUUCAGUAGCAACUGUUGCCACAGGGGAAAAUGGCAUAACGCAGAUCAGCAGUACAGCAGAAUCCUUUCAUAAACAGAAUGGAACUGGAACACCUCAGGUGGAAACAAACACCAGUGAGGAUGGUGAAAGCUCUGGAGC

>hg19_ct_UserTrack_3545_(null) range=chr22:38467641-38467840 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGUCCCCGCCAUGCGUCCCCAUUCCGCAUCACUCGGUCUCUCCCACAGGGAUGACGGAACACACCAAGAACCUCCUACGGGCCUUUUAUGAGCUGUCGCAGACUCACCGGGGUAAUGGCAUCCCCCAAAGCUGUGGUGUGACCGUGGGCAAUCCCUGGGGCCUCUCACUCCCAUGCUGAGGUGGGUCAGACCCACAGCGC

>hg19_ct_UserTrack_3545_(null) range=chr16:49315025-49315224 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGCCCUUGGAGAGGACCGGGCAUCGGUCUUCCAUCCAUCCCUCCUUCACCAGCCCAAUCUGCACGCCGCGGGAGGAAGGAACACUCACCUGGUCGAAGUAGAUGAUCAUGGUGCGAUUACUCAUCUCGGACGGCUCGUGGUUGGUGCUCCUGAUGGCAGAGAAAGCCACCUUGGCGCUGCCAGAGCGCACAGAGAUGCCC

>hg19_ct_UserTrack_3545_(null) range=chr2:175962125-175962324 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGUUUAAAGAUGACAGAGUGCUGAAUAAUAAAAACAACACACAUACCGGAGUUUCUGUAGUGGAUGUGGCUGGCUGUUGUAAUGACUGCGGUCGAGAUUCCUCUGACUGAGUCCUAACCAAUCCGCUACCAUGACCUUUGACAGUAUCACCAUUGGUAACUGGAGGAUGUUGCUGGGUCAAAGCAGCUUUUAAUCUCUG

>hg19_ct_UserTrack_3545_(null) range=chr4:174294497-174294696 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUUACUGUAAUCAUAAGCAGUGUGUAAAACUUUUCUGUUUCAGGCAAGGCAUCUUUACAUAUGUGAUUAUCAUAAAAACUUAAUUCAGAGUGUUCGAAACAGAAGAAAGAGAAAAGGGAGUGAUGAUGAUGGAGGUGAUUCACCUGUUCAAGAUAUUGAUACCCCAGAGGUAGAUGGAAGUUUUUUAUGCUUAAUGUAA

>hg19_ct_UserTrack_3545_(null) range=chr19:6853953-6854152 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CACAGUGGGAAGCACAAAGUAUUUUGGCACAGCCAAAGCCCGCUAUGACUUCUGCGCCCGAGACCGAUCAGAGCUGUCGCUCAAGGAGGGUGACAUCAUCAAGAUCCUUAACAAGAAGGGACAGCAAGGCUGGUGGCGAGGGGAGAUCUAUGGCCGGGUGAGGCAGGCAGGGCUGGGUGACGGGGAGGGCAUGGGGGUUG

>hg19_ct_UserTrack_3545_(null) range=chr22:37524114-37524313 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCUCCCACCCUGGCCAUCUGUCUACACCAAGUGAGUUGGGUCCUGACCCUGGAGUUCUUGGAGGGACAAGUAGGCAUCAGUGUUCAGGGGCAGGCGAGCAUUAAGGGCCCUGAACUCCCCCUGCCCAGGAGGCCUGGACCAGGGGAAACUGACUCCCUCCCUGGGGCCAGCGUCAGGGACCUCCUCCCCAGCCUCUCGC

>hg19_ct_UserTrack_3545_(null) range=chr13:32913049-32913248 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UACUCUAUUGGGUUUUCAUACAGCUAGCGGGAAAAAAGUUAAAAUUGCAAAGGAAUCUUUGGACAAAGUGAAAAACCUUUUUGAUGAAAAAGAGCAAGGUACUAGUGAAAUCACCAGUUUUAGCCAUCAAUGGGCAAAGACCCUAAAGUACAGAGAGGCCUGUAAAGACCUUGAAUUAGCAUGUGAGACCAUUGAGAUCA

>hg19_ct_UserTrack_3545_(null) range=chr2:27463852-27464051 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUCGGGGACCUCUGAUCUGGCCUUGGUAGGAGGAACCCUCUGACCAGCCUUUUCUGCCCCAUCCCUCACUGCAGAGCUGAUGGGAACCCCUGAUGGCACCUGCUACCCUCCACCACCAGUACCGAGACAGGCAUCUCCCCAGAACCUGGGGACCCCUGGCUUGCUGCACCCCCAGACCUCACCCCUGCUGCACUCAUUAG

>hg19_ct_UserTrack_3545_(null) range=chr22:24459389-24459588 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUGAAGUUGACUCGUUGGCCUGAUGGUUUUUAGUGUCUCCUCGGAACUGUCCUGCUGGUAUGGUGAAUGGCAGAUUUGGACCUGACUUCCCAGGGACCCACUGCCUGGGUGACCUCCUACAGCUGUCAUUUGCCUCGUCCCAGCGCGACCUGUUCGAGGAUGGUUGGCUGGAGUUUGUGGUCCGUGUUUACUGGCUGAAG

>hg19_ct_UserTrack_3545_(null) range=chr17:39521570-39521769 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGAAAGGAUCAGACCCUGCCUCCGGGGCCCUGGGGGGCCUCGGGUCCUGAGUGGCCACGUGCUUAGAUGCCCACCUGCGUGGCGAACCAUUGCUCCACUUCCCUGCGGUUGGUUUCCACCAGGGCCUCAUACUGAUUCCUGGUCUCGUUCAGGACCUGGUUCAGGUCCACAGCGGGAGCAGCGUCCACCUCCACGUUGAG

>hg19_ct_UserTrack_3545_(null) range=chr17:4872364-4872563 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGCAUGAUGAUCAAGAGGAUGAGUAAGGGGGAAUGGCGUGGAUGCAGUGGGUGGGCACAGAGGGCUGGGGCUGGGCCCUACUUGUUGCGGGCAGGCAGGGUGGCCGAAGUCCGGUGGGGAGGGCCGGGCCUGCGGCGGUAGGAGCGGUAGUGCUGCUGGAUGAGCACAGCCGCUCGGCGGCUCUGCUGAAAUCGCUUCUG

>hg19_ct_UserTrack_3545_(null) range=chr3:134825276-134825475 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUUUGUGUUCUAGCUUGCCCUGCAGGGACAUUCAAGGCCAGCCAGGAAGCUGAAGGCUGCUCCCACUGCCCCUCCAACAGCCGCUCCCCUGCAGAGGCGUCUCCCAUCUGCACCUGUCGGACCGGUUAUUACCGAGCGGACUUUGACCCUCCAGAAGUGGCAUGCACUAGUAAGUGUCUAGUAAUGGCUCUGGGCUGGG

>hg19_ct_UserTrack_3545_(null) range=chr1:12049155-12049354 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCAUCUCCCUAGCAGGAUGUCCCGAGGUAGGUGUUGCUGGGUUCGCUCACGUUAGCUUCUCUUGCAGCGCAAUGUCCCUGCUCUUCUCUCGAUGCAACUCUAUCGUCACAGUCAAGAAAAAUAAGAGACACAUGGCUGAGGUGAAUGCAUCCCCACUUAAGCACUUUGUCACUGCCAAGAAGAAGAUCAAUGGCAUUUUU

>hg19_ct_UserTrack_3545_(null) range=chr21:19647476-19647675 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUCUGAAAAGGUACAGUGAGCAGUUUUACAUCUUUACCUGACAAGAAUCUAUUCCUCCUUCUUCAUAGCCUGCACAUAUCAUAUUUUCAGUAAUGUUAUAUUCUGGCAUCUGCUGUUGGCAUCUCUCAUUUGAUAGAAGAGGAACAUCAGCUUCUUGCAAUAUGUUUGCAGUAGUACCUGCUCAAAAUGGAGAAUGCAG

>hg19_ct_UserTrack_3545_(null) range=chr17:62121250-62121449 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGGUCUCCCUGCAAAGCCGGGAGGCAUCAAGCUCUAAUUGUGGUGACCAGGCCCUCAGUCACAGCUGGGGCCACCAGAACAGAGGGGCCGCCCUCGCUCAGAGGGCGUCUGGAGUCACUGGGGGCUGGGGCUCUGGGGGCUCGUGGAAGUAGUAGGGCUGGAAGAGUCUCUCGUGGCUGCACAGCUCCAUGGCCCGGUA

>hg19_ct_UserTrack_3545_(null) range=chr4:76711257-76711456 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGACUUAAUUUCUCUAAAUGUUCUUUUUCUUUCUUCCCCUUAACAGACCAUAAAUACUGUAUCAGAAGUUAUUCGAGGCUGCCAAGUAAACCAAGACUACUUUGCAUCUGUAAAUGCACCUUCAAACCCACCAAGGUAGAAAAAGGGAAAUACUGAGAUUACUCUGAGGAAGUAAAAACUUUGGGUUGUUAAUGUAUCUC

>hg19_ct_UserTrack_3545_(null) range=chr6:147648184-147648383 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCAGCCUUAUAGACUGUAGUACAUUUUUUUGGAAUUAUUUGUUUGUGCUAAAAUGUUUGUUAUUUUCCUAUUCCCAGGGUGGUUUUUGGCAAUUGCAAUGGCAUUGCUAUGGUUGACUACCUCCAGAAAGCAGUGCUGCUCAACCUGGGCACUAUUGAAUUAUAUGGCUCUAAUGAUCCUUAUCGGAGAGAACCCCGAUC

>hg19_ct_UserTrack_3545_(null) range=chr19:10385383-10385582 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAUUCCCUUGAUGAACCUGAUUUGUAAUGCCUGUCGCCUCUUCCCUCGUUUCUUCUAGGACCUGGCAAUGCCCAGACAUCUGUGUCCCCCUCAAAAGUCAUCCUGCCCCGGGGAGGCUCCGUGCUGGUGACAUGCAGCACCUCCUGUGACCAGCCCAAGUUGUUGGGCAUAGAGACCCCGUUGCCUAAAAAGGAGUUGCU

>hg19_ct_UserTrack_3545_(null) range=chr1:185902566-185902765 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACUGCAUCUUUCCUACUGGAUGUUCAGUACAUACUUAUUCAGUUUUUAAACCACAUCUGUAAGUGAGCAAAAUGGCUUUUAGGUCUCUUGAUUUGAAUUUUUUGAUUUCACACAGAGCCCCCUCCGGUCAUCCAAGUGCCUAACAAUGUUACAGUCACUCCUGGAGAGAGAGCAGUUUUAACAUGUCUCAUCAUCAGUGC

>hg19_ct_UserTrack_3545_(null) range=chr19:548958-549157 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCGUUGGCCCUGCCCAGUAAGCGCCAGGUGGUGGCAGCAGGGACUCGGUGCAGCAUGGCCGGCUGGGGGCUGACCCACCAGGGCGGGCGCCUGUCCCGGGUGCUGCGGGAGCUGGACCUCCAAGUGCUGGACACCCGCAUGUGUAACAACAGCCGCUUCUGGAACGGCAGCCUCUCCCCCAGCAUGGUCUGCCUGGCGGC

>hg19_ct_UserTrack_3545_(null) range=chr11:6654674-6654873 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACUGGUGCCUGGUGCCACAUCCUCUGGCACAGAAAAAACAUACUGUAGUUGCUCAAAUAUGGGUGGUGUGGGGGUUCCAGGCACAAUGCUGAUGUCCACUCGGGCACUGGGUUCUGCCUGUAGGCCACCUCCGUCCUCAGCCCCGAUCUCCAGCUGCACCACAGAAUUGGCCCGUCUGGCCAAGGGCCAGGCUACUGUCA

>hg19_ct_UserTrack_3545_(null) range=chr15:58476132-58476331 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUAUCACUAAUUUCUUGUUUGAUUUCAGAGCUGGAAACAACUUCUGGUGGAUUCCUGUAGUGGGCCCUUUGGUUGGUGCUGUCAUUGGAGGCCUCAUCUAUGUUCUUGUCAUUGAAAUCCACCAUCCAGAGCCUGACUCAGUCUUUAAGACAGAACAAUCUGAGGACAAACCAGAGAAAUAUGAACUCAGUGUCAUCAUG

>hg19_ct_UserTrack_3545_(null) range=chr12:56397914-56398113 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGAUGACUUGCACAACUUUCCCAGGUACGAGAUCACAGUCACUCUGCAGUGUGCCGGCAACCGACGCUCUGAGAUGACUCAGGUCAAAGAAGUAAAAGGUCUGGAGUGGAGAACAGGAGCCAUCAGCACUGCACGCUGGGCUGGGGCACGGCUCUGUGAUGUGUUAGCCCAGGCUGGCCACCAACUCUGUGAAACUGAGG

>hg19_ct_UserTrack_3545_(null) range=chr16:2821990-2822189 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUCACUGCACGGCUUGUUCAUUGGCACUGCUUCCCGAGUCCUGGGGCUUCAUCACAUCGGGCAGCUCUGGCGGGCUGGAAAACGGCUCGAUGCACAGGGCCUCAAAGGUGUCAUCUGUGGAGGAAGCAGCAGAGCUGCAGGGGGGUAUUCCAGCUCUUGCCCCAGCUGGGGCCUUGGUGUUCACGUGUGAUCAUCUGCAG

>hg19_ct_UserTrack_3545_(null) range=chr5:179159990-179160189 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CGCUGCCCUCGGGGGCAUGGCGCGGCCGUGAGGCGGAGAGGGGUAGCCGCGGGGAGCGAAGCCCGCAGUGCCAGCCGGCCCCGAGAGGCCCGGCCCCGGGCCCGGCCCGUGCAGCCCGCGGCCCAUGGUGCUGCCCACCUGCCCCAUGGCGGAGUUCGCGCUGCCGCGGCACAGCGCGGUCAUGGAGCGCCUUCGCCGGC

>hg19_ct_UserTrack_3545_(null) range=chr12:123075164-123075363 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUCGCUUGGUAGAUCUUGACCUGGCGUUGGGUUACUGCACUCUCUUACCUCAAAAAGAUGUGUUUGAAAAUCUCUGGAAGCUCAUAGAUAAAGCAUGGCAGAAUUACGACAAAAUCUUGGUAUGUCCUAAGGAAGCACACCUUCAAUUCUUGAAGUAUUCAAGAUUGGGGGGGAGAAAUGAAGUUGGUUUUGCCACCUGU

>hg19_ct_UserTrack_3545_(null) range=chr11:134018449-134018648 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAACAUUGGCGGAAUUAUUGGGGGGGUUCUGGUUGUCCUUGCUGUACUGGCCCUGAUCACGUUGGGCAUCUGCUGUGCAUACAGACGUGGCUACUUCAUCAACAAUAAACAGGAUGGAGAAAGGUGAGCCUGCCUUAUGUGAAAAAAGGGAAGUUCAAGCUGGCAAUAAUAUAACAACCCUGUUGCUAAACUGCUCUCUU

>hg19_ct_UserTrack_3545_(null) range=chr12:118476020-118476219 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACUCACACACACCAGGCCACCACUUCAGACCUCCAUGUCUCAGUGAAUUAAAGCAAUAACGCUGGAGACUCACCGACUUCUCUCCAGCUGCAGAGCACAGCAUGCUGCAGUCUGGGGAGAUGGAACAGCAGUAAACCCACUGCAGGUGGCCCGAUAACACUUGAAUCUGUUUACCUGGCAGGAAAAAGAAGCAAACAAUG

>hg19_ct_UserTrack_3545_(null) range=chr6:36710027-36710226 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGCCUGCUGAGACCAGGUUCAGAUGUGCGUGUGCAGGGGGGACGCAGGGGGCGUGCGGGCUGGGGACUGCGAGGGCGAGUGGGUUGGUGCUGCGGGUGGGGGACGCGGGCGAAUGCCCUGUGCCUUCAUGUAGGACACCAGUUGGUCAGGGAUCUCUGCCAGCACGUCUCGGGCCAGGCGGGCCAUGCUCAGCACGUGGU

>hg19_ct_UserTrack_3545_(null) range=chr2:175436588-175436787 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUGCUGGGAGGUGGCGGCGGAGGUGGGGCCUGUGAGGAGGCCGAAGGCCGCGGAGUGGAAGGCACUGGAGGCUUGUUGUUCUGAGGAGGAGGAGGGGGAACCGCUUCCCUGUGGAUGGAGGGCCUGUUGCCCACUGGAGGAGGUGGUGGAGGGGGUUUGUCAUCCAAGGCCCUGCUGGGGGUAGGCGGCAGGGGAGGCC

>hg19_ct_UserTrack_3545_(null) range=chr20:61443638-61443837 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCUCGAGCACUUCCAGGCGCCGCUGGUCCGCUUCUUCCUGGAGGAGACGCUGGUGCGGCGGGAGCUGCCGGGGGUGCGGCAGAGUGCCCUGGACUACUUCAUGUUCGCCGUGCGCUGCCGACACCAGCGCCGCCAGCUGGUGCACUUCGCCUGGGAGCACUUCCGGCCCCGCUGCAAGUUCGUCUGGGGGCCCCAAGAC

>hg19_ct_UserTrack_3545_(null) range=chr19:19004178-19004377 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUGUGUUUUAAGCAGAGCCCUCCCGGCCAUCCCCUCAGGGCCCCUACCGUAGAAGACAGAUGGUGGGUCAUGGAAGAAGGGGUAGUCGGUGCCAAACAGCAGGUAGGCACUGUAGCUCCAGCUGCCCAGGUAGAAGAGAAACUUCCAAGCGCUCUCGGGCAUCUUGGCGGCAUCUCUGGGCUGGAGGCAGCACCGCUUCG

>hg19_ct_UserTrack_3545_(null) range=chr22:41676803-41677002 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCAAUGAUACCUCACAGAGCUGCUGGGACAAAUAAUGGAGACAAUGUAGCAGAAAGAGCCUGACAACCAGUAAGAGUUCAGUACACUCCCUCUCCUCCCCUGGACACACCAGUGCACAACUUCCAGAAACUCACCAUCUUCUGCAGUGUUGAGUUUGAGGCUCUUGCCUUUGAAACUCAGCUGUCCCCCGGCCACCUGAG

>hg19_ct_UserTrack_3545_(null) range=chr1:23842682-23842881 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAGUACAAUGCACAUGUGUGGGGUAGGAUGACUACAUCCCCAGCUGCUGGAUAAAACAGGAGGUUUUCAACAAACAUUGAUAUAGAAGAGAAAACUAAGGCCGGUCUCUCCCCCCACCUCCUGUCCCUCUGGACAAGGGACCUACCUGAGGAUGCUGUGGGCUCCAUGAUGCUAGGGUCGGUGCUGCUGCUGGGCUGGGC

>hg19_ct_UserTrack_3545_(null) range=chr3:167184936-167185135 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUUGUUGCCAUGGAGAUACUGUUCUUUCACAGUGAAUCCUUCUUGAAGGUAGAGGGCAUUGGCAAGAUUAAAUGUAAAUUCUUGUUUUUUCUCUGAGAUGGCAGAGAAAAAUGACUUCAGUACAAAAAAUUCUUCCCCUAGAAAAUAAUUUUAAUGUAUAUUGGCAUAUUGAACAACAUAAAAACAACAGCUUUUCAGC

>hg19_ct_UserTrack_3545_(null) range=chr9:35675639-35675838 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACACUGGUCCCGGGCGUCCCACCCGCCGCCCACCGUCCCACCCCCUCACCUUUUCUACCCGGGUUCCCUAAGUUCCUGACCUAGGCGUCAGACUUCCUCACUAUACUCUCCCACCCCAGGCGACCCGCCCUGGCCCCGGGUGUCCCCAGCCUGCGCGGGCCGCUUCCAGUCCCCGGUGGAUAUCCGCCCCCAGCUCGCCG

>hg19_ct_UserTrack_3545_(null) range=chr2:128065076-128065275 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAAAAGAAAAGUGCAGUCAGAGAGAAGGUGAAUGAAUAGAUGGGAGCUAGGUAGAGGCACAGGAGAGGUUACUGGCUGCUAGUGAUAAUGCACAAACAUGUGCCUUAAGAGUUCAUCAGCUGAAGGUCUCAGUUUGGCCUCUACAAAAAUCCGUUUGAGGAAAUCUCGAGUAUAGUCUGAGACAUGAGGUGGCAGCUUU

>hg19_ct_UserTrack_3545_(null) range=chr1:169580727-169580926 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UACCCUCACAGGUUGGCAAGGGUGCAGACCAGUGUCCAGAGUCAAUGCAGCGGAGCAUGUCCAAGCCCCUCACUCUGUAGCCGGGCUGGCACUCAAAUUUACAGCUGGAGCCAUAGGCAAAAGCAGUGAGCGGAUGAACACAGUCCAUGGUUCCUUCACUGGGGGCUUCCAGGUGCUGACACUGCACAGCUGGAGAGAAU

>hg19_ct_UserTrack_3545_(null) range=chr5:127666212-127666411 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUAGAGUGUUCUAUGACCAUCCCGUCAGAGCACACCUCAGGACUGUCACCCACCUGAGCAGGUAAAGCCAUCACCAGUGAAACCUUCGGAGCAGGCACAGCGGUAUGAGCCCGGGGUAUUUACACACUGAGCAUUGAUGCUACACUGGUGGGUUCCAUUAGAACAUUCGUCCAGAUCUGCAGAACACAGCAAUAAAGUUC

>hg19_ct_UserTrack_3545_(null) range=chr20:40118362-40118561 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAGGCUGUUCUGAGCUUAGGCAGUCCCUGGGUCUCUGAUCUCACGUGAGGCUCACCUGGGCGUCUCUGUACACCAUUUCAUACUGCUGGAUCAUCUGCCUGCUGAUCUGGCUGCCGUGGUACACAAUGGCAUUCAUCUCUGUCCAUGUCCGGAACUCCCGCUCCCAGUUAGUGAUGGUGGAGAGAGGGGCGAUAAUGAG

>hg19_ct_UserTrack_3545_(null) range=chr20:21492630-21492829 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUACUGGGCGUUGUACUGCAUGUGCUGCAGCGACUGCGCGCUGUAGGCAGAAAAGGGAAUGCCCGCCUGGAAGGUGGCGGCUGCCAGGUCCUGGGCUUUGAGCGCGUGACAUGGUUUGCCGUCCCUGACCAAGACGGGCACGGCCACCCGGCGCGGCGAGGGCAGGGGCGUCACCUCCAUACCUUUCUCGGCCCGGGCGC

>hg19_ct_UserTrack_3545_(null) range=chr8:20061904-20062103 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAACGUAGAAAGGAUUUUUGGUAAUGCCAGAGAGCUAAUUUAAGCUUUUGUGCUAUUUGACUAAAACUGACUCUUCUGUAUUUCUUUCCAGCAUACAAGACAGUAUCUGGAGUCAAUGGUCCACUAGUGAUCUUAGAUCAUGUUAAGGUAAUACCACUAUCUGUUUUGGUCUAUUUAUGUAGUUAAAAAUGUGGCAUUAA

>hg19_ct_UserTrack_3545_(null) range=chr1:228109553-228109752 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGCCCACCUUGAGUGCCGUCUCAUACUUGUGCUUCAGAUGCUUGCCCACCUCAUGGAAAGGCGCCAACUGCCGCCAGCAGGUCCGCACCGUGCAUGAGCCUGACACGCCGUGGCACUUGCAGGUGGUCUCCACCCCAGCCUUGAUCACCUGGCAGAAGGGUGCGGGAGGGAGGGCAGUGUGAGGGCUGUGCAGGUGGGC

>hg19_ct_UserTrack_3545_(null) range=chr9:6669263-6669462 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUUUAUGUAUCUUGUCUGUGCACUGUCAUCUUUUUCCAUAAGUGUGGGAUGAGGCCUGAAUAUAAUUCGAUUUCACUAGCGCCAUCCAUUACUGGAUCAAUUUCCAUUGCUGCAUUGUUAUUAUCAAGCUCAAGCCCAGAAUCAUCAGUUGUUUUGGUUCAUUUGUUACUAGGGCCUGCUUCAUGAUUGCUAUGUGUGGA

>hg19_ct_UserTrack_3545_(null) range=chr6:32410917-32411116 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGCAGUGAUGGCUGAUUUCUGUCAUGUCUGUCAUGUGUCCCCCAGUACCUCCAGAGGUAACUGUGCUCACAAACAGCCCUGUGGAACUGAGAGAGCCCAACGUCCUCAUCUGUUUCAUAGACAAGUUCACCCCACCAGUGGUCAAUGUCACGUGGCUUCGAAAUGGAAAACCUGUCACCACAGGAGUGUCAGAGACAGUC

>hg19_ct_UserTrack_3545_(null) range=chr11:61071326-61071525 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACCAGCAUCACCUCUUCAAAGUUUCCUUCCAUGGGCUUGUAGGCAAGCAGCAGCACUGAGCGCAUAAGGUCGCCCACCAGGAUGAAGUCGCCCUUGGUCUUCAGGUAGAGGGCCAUGAUGUUGUUGUAGUGGUUGCACUCAGUGCGCAGCUCCUUCUCUGUUGUCCACUCAUAGAGCCGCACCUGGGAAGGGCAUUGUCU

>hg19_ct_UserTrack_3545_(null) range=chr19:6586130-6586329 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAGGGGCGUCAGGCGCUGGGAGGCAAUGGUACAACCUUGGUGGAAGCUGAGACGCAGCAGGCUGAUGCUACGGGAGGCGGGAGAGCAGAUUCCCACGGCCAGGGUGGUGGGGUGGUGCCUGGAGGCCGUCGUGGAGGAGCAGAUGGCCAGCGUCACCUGGAUGUGUACCAUGUAGAUGCCAUCACGAUGGAUACGUAGCU

>hg19_ct_UserTrack_3545_(null) range=chr4:27019403-27019602 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCGUCCUCGCCUCAGCCUCAGCGAGCUCAGCUUGCUCCACACGCCCCCCACCCGUCACACCCUCGGCACCCUCACCACCCGCAACACACACCACACUCCUUGCCUUCCCCUGAUCCAGAUAUCCUCUCAGUGUCAAGUUGCCCUGCGCUUUAUCGAAAUGAAGAGGAGGAAGAGGCCAUUUACUUCUCUGCUGAAAAGC

>hg19_ct_UserTrack_3545_(null) range=chr2:220366068-220366267 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUGGUGAGUGCCCUGGGGCCCCACAGCUGAGACUGAAACUGGUUUCUGGACUUUGGGCCAGCACCAAGGAUUUCCCCAACAUCCCCUCCUAUUAGAUAUUCUUCAUCCCAGCCUCUUCCCUUGUCCUCAGGUCCCUGGAAUGCAGGAGAUUCUGCUCAUUGGCUUCUACCAACCUGAUGAGCCCCUCACCCAGUUCCUAG

>hg19_ct_UserTrack_3545_(null) range=chr4:4864593-4864792 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGAGACGCAGGUGAAGAUAUGGUUCCAGAACCGCCGCGCCAAGGCAAAGAGACUACAAGAGGCAGAGCUGGAGAAGCUGAAGAUGGCCGCCAAGCCCAUGCUGCCACCGGCUGCCUUCGGCCUCUCCUUCCCUCUCGGCGGCCCCGCAGCUGUAGCGGCCGCGGCGGGUGCCUCGCUCUACGGUGCCUCUGGCCCCUUC

>hg19_ct_UserTrack_3545_(null) range=chr6:31749970-31750169 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGGAGAAAUCAGGGAGGGCCUGAUGGAGCCUGGCCCGAGUGAGCCCUGCUCAGCCCUCGGCAAGCCCCUCCCACACUGAGGACCCUACACACCGGAUGUUGUCCAUCCAGGCAUGCCAUGUGCGCUGAUGGGCCUCAGGCAGGAUGCGGAGGUCACCCCGAGUCACAGCGGCGCUGGCAGCCUGGGCCAUCUCCCCGCAG

>hg19_ct_UserTrack_3545_(null) range=chr3:165547654-165547853 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCACUCCUGGAAAAAAUAUUUUUAAACCUUCCUGAAAUUCUUUUCUAGUUAUGAUACUAUUGUUAUCUUUGCUGAAGCCAGGAGCACCAUAGACUAAAAAAGCUGUCCCUUCAUCUUUAUUAACACCCACCAAAAUCUGGGUUUUUUUAAAUUGUCCAAGUUCAAGUAAUAUGUCUGGCAUGUCAGUGAGAAAAUCACCA

>hg19_ct_UserTrack_3545_(null) range=chr5:140011371-140011570 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUCAACGUCCUGACGGGACUCCCCUGAAGCCAAGGCAGUUUGAGUCCAUUCAUUAUUCUGUCUUGGAUCUUAGGCAAAGCCCCGGGCCCCUUGGAGCAGCACCAGGGUUCCCGACACCCCCACCGACAGGGUCGAACGUGCACAGGCUGGGACCACGCCGGAGUUCAUUGAGCCCUCGUGGGGGAGGGCAGUUCCAGGG

>hg19_ct_UserTrack_3545_(null) range=chr1:229606316-229606515 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACUCAUCUUACCUCCCUGAAAAAGACAUCUGCAGGAGUCAGGUUGGAUGGGAUUUCAUACUCCCUCUUGUUCAAAGCAAUCAAUAUGGCUGUGUUGACAAGGUCAGAAAGCCGGGAGUGGUGGUUCUUGAGAACAAUGGCGGCUGACAGCUUUUCGGCAUGCUCACAGAGCAACAGUCGAGUGGCCAUCGGUGUCCCUCU

>hg19_ct_UserTrack_3545_(null) range=chr3:32409258-32409457 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUUGGGCCCCUCCCCACACCAGAGGUACAGCCCUCAUCACUUCUGAAGUCCAGAGGUAUGCAGACCCUCCCCUCUCCCUAAACACUCUGCCCCUGUGUCCCCCCAGGGCCUGUGCUUUAACGGCAGUGCCUUCGUCUUGUACCUCUCUGCCGCUGUUGUAGAUGCAUCUUCCGUCUCCCCUGAGAGGGACAGUCACAACU

>hg19_ct_UserTrack_3545_(null) range=chr13:51943178-51943377 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGAUGCUGGUAUGUUCUCUUCAGCACAUUGUUCUUUAUCUCUUGGCUCCUCAUGAUUUUCUAAAAAUCCACCAACAGUGAGGUCAUUGGUUCCUAAAUGGUCAUGACCAAGAGCCUCCAUAUGAUUGGUUGGCCGUUCCAGUAAACUGGCUGGAGAAGAUGCUGAAAAUUCCGUAUCCAUAGCAUUUGGUGUAAUGUCUG

>hg19_ct_UserTrack_3545_(null) range=chr20:19956119-19956318 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGCAGCUCCUUCGUGCUGCCCAAGCUCGUCAAGUCCCAGCUGCAGAAGGUGAGCGGGGUGUUCAGCUCCUUCAUGACCCCGGAGAAGCGGAUGGUCCGCAGGAUCGCCGAGCUUUCCCGGGACAAAUGCACCUACUUCGGGUGCUUAGUGCAGGACUACGUGAGCUUCCUGCAGGAGAACAAGGAGUGCCACGUGUCCAG

>hg19_ct_UserTrack_3545_(null) range=chr11:59375960-59376159 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAUCAUGGCAUUGGAUGUUAUCCUAAAGAGUGUGGCUCGUUCGUUGACCUGUUUGAUCUUUUCAUUGCUCUCAGCAGGCAACUUCAGGGACUCCAGCUCACUGAGAGAACGCUGCAGAGCUGUGCCAUGCUUAGCUAUCAAGUCAUUGCACGUGCUCAAGUCCUCUACUUUGCUAGAGAGGGUCCGAAGGGUAUUCUGCA

>hg19_ct_UserTrack_3545_(null) range=chr2:239976295-239976494 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCUGAAAGCAAGGCCUUCUGCUGCAGGCCUGGGGAAGCAGCCGGCAGUGGGAUGGAGAAGAGCUGGGGGUAUAGGGGGACAGGGAUGGGGUGUGGUGCAGUCCCACCCCCAGGGGCGUGUCCCCUGUGAGCACCCAGCCAGGCAACUUACUGUGGAUCUCCAUGACUUUCUCCAUGGAACGGACAGCGUUUGCAUUGGGU

>hg19_ct_UserTrack_3545_(null) range=chr2:218712072-218712271 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGAAUGCAGGAAGGGAUAACUGGCUAGCAUAUAGGCUCCUGAGAGCCUCCUCCCACCAGUGAAAGCAACAUCUGCUUAGGGGUCAUGGCUGGACCUGCACCUCCCCCCAGCAAGACCAAAUAAGGAAGGGGUAGAAGGAGUCAGGACUGAAUACCUCUUACCUGCUACCCUGUGGGCCACCAGCCCUUCUAAAUUCAAUG

>hg19_ct_UserTrack_3545_(null) range=chr20:31019161-31019360 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGAGACACCUGGGUCCAUUCUUGUCAACACCAACCUCCGUGCCCUGAUCAACUCUCGGACCUUCCAUGCCUUACCAUCACACUUCCAGCAGCAGCUCCUCUUCCUCCUGCCUGAAGUAGACAGACAGGUGCACAUGGGCAGCCUCCCCUUUGCCUCUCUCUGGGUGGGCUUCUGUUCUCUUUUAAGUUUAUUUAUUAGGA

>hg19_ct_UserTrack_3545_(null) range=chr17:27066066-27066265 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUGCCCAGUUUCUCCUUGCUUCCUCUCCUCUCUAGCCCACCAUUGUGGAGGCUUUGCUGGGCUAUGAAAUGGUGCAGGUGGCCUGUGGGGCCUCUCACGUGCUGGCCCUGUCCACUGAGCGAGAACUAUUUGCCUGGGGCCGUGGAGACAGCGGUAAGCUCCAGCCUUUAGGCCCCAUCUCACAGCAUCCUCAGCCAUG

>hg19_ct_UserTrack_3545_(null) range=chr17:72916240-72916439 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGGUGCCUUCGCCGCCCUGCUUGCGCCGCUCCAGCUUCUUCUGCAUCUUGGUCUUGCCCCUGGCCGUGCCGUGCAGCGUGGCCUGAGAGUACGGCAGGUGGCUGCCCAGCGCCAGAUGCUGCAGCCGGCGGCUCAGGGUGCUGGACGUGAGGCUGGAGAAGCUGAGGGUGUCGGAACGCUCGGCCAGCUCGCGCCGGUAU

>hg19_ct_UserTrack_3545_(null) range=chr3:31871552-31871751 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGCCGGAAUACUGACUCUUGGCUCUUCGGGCGGCUGCAGGCGACUUGUGAUGCGUGAUUGUGACAACACCGGGGGCCCCCACACUGAGGUGUCUCUGGCUACAGGGAGACGCAGAAUUGGGUGUUCCAUGUGGGAGCAAAGUGAGACUUCGGCUUCGGGAGCUUGGAGCACUCUAGAAUAAGCAACAGGUGUCAAAACUC

>hg19_ct_UserTrack_3545_(null) range=chr4:1018671-1018870 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCCUUUCCUCUCGCUCUUGCAGACCCAAAACCGCCAGGGCCACCUGUGGCCUCCUCGUCCUCGGCCACUAGCCUGCCGUGGCCCGUGGUCAUCGGCAUCCCAGCCGGCGCUGUCUUCAUCCUGGGCACCCUGCUCCUGUGGCUUUGCCAGGCCCAGAAGAAGCCGUGCACCCCCGCGCCUGCCCCUCCCCUGCCUGGGCA

>hg19_ct_UserTrack_3545_(null) range=chr7:87190469-87190668 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAGAAAACAUAUAUAUGGGAGAAAAUGCUUAUAAAUAACACUGUCAAUCUGAAGGGCAUUUGAGAAGACAGAAUUUAACAUAUCUAUCCAUUUAAAAAAGAAACUCAAACCUUUCAAGUUCUUUCUUUUGUCCUCCAAAUGCAAUCACAGUUCUAAUUGCUGCCAAGACCUCUUCAGCUACUGCUCCAGCUUUUGCAUAC

>hg19_ct_UserTrack_3545_(null) range=chr3:62278732-62278931 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUCUAGUGUGUUUUUCACAAUUACCAUUUUAAUUGGUAUUUCCACCUUAUGUGAAAUCACUAAACUGUUCUUUGGCUCAAACUGUCUUCCUCUUGUUUUUCAGGAACAAUACCAGUUCAUCUAUAAAGCAAUGCUUAGCUUGGUCAGCACUAAAGAAAAUGGAAAUGGUCCCAUGACAGUAGACAAAAAUGGUGCUGUU

>hg19_ct_UserTrack_3545_(null) range=chr4:46978991-46979190 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUGGAUUAUGAAAAAUAAAAUACAUGUGUAAAUAUUAGCUUGCAUGAGGUAAUCAUAAAUUCUAGCAAAAUUUUUAUUAUAACUUACAACUCCCGAAUUUCAAAGGGCAUGCAUGACCAUCCAUGGGAAAAUCCACCAAUCUCAUGGGACACUCCGCACUUAUGGUGAGUCUAUGAUGAAAAAUGCAAUUAAAUAAAAUC

>hg19_ct_UserTrack_3545_(null) range=chr19:15289830-15290029 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCUUACCUGAGAAGCCAGCAUGACAAAGGCAACGGAAACCUCCGCCUGGGUCCUGCAGGCAGUCCCGGGUGUGUGCCGCGUGGCAGGCACCUGAGCGACACUCAUUGAUGUCUGCCUCGCAGCGCAAACCAGUGUAUCCUGGGGGACAGGUGCAGCGGAAACCACCCACCAGGUCCACGCAGGUGCCAUUGUGUAGGCAC

>hg19_ct_UserTrack_3545_(null) range=chr17:37565447-37565646 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGGCUUAUCUUUGCUUUUCCCAUCAUUAGAAGGGGUCCGACUGCGCUUCCCUGGUUUGCUGUCUAAUCCGGGCCCCGAGAGAGUACUAUUACUGGUGCCAUUGCCUUCCUUUACCCUCUUUUGAGUCUUUUCUUUCCCUAAGUCCCCAGUGGUCAGUAAAGGACCCUGACUACCACUGUGAUGCUCCAUAAGAUCUGCAG

>hg19_ct_UserTrack_3545_(null) range=chr4:185689427-185689626 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAAGUCAGUGCUCAGUCCUGGGACUUCGCUGCUUGGAACUUACUCGGUCAAACAUCCGGUUCAGCAGUCUUGGAACCACGGGGAAGACAGUGGGUUGAAGCACCUUGAGGUCAUCCAUGAGCAGCCUGAUAUCUCCUUGGAAAAAUCCGAUUUUAGCUCCAUGACACAGCAUUACACACUAUAGGGGUAAUGGAAAAAAC

>hg19_ct_UserTrack_3545_(null) range=chr2:219296469-219296668 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUCCUCAUCUGAAAAUGAGUCUAAGAAUUGUAGCCACCAUUCAGGGCUGUUGUGAGGACCUGGGAGACCUCAGCUGGUGACAGUUGGUUUCAUGAUUUCCCCCACUCUAGCCAAAGUGGAACAGGUGAAGUUCGAUGCCACAUCCAUGCAUGUCAAGCCUCAGGUGGCUGCCCAGCAGAAGAUGGUAGAUGAUGGGAGU

>hg19_ct_UserTrack_3545_(null) range=chr4:187542677-187542876 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUCCCAACGAAACUCCCAAUGCUGACAGUUUCACUAAGUUCAACAGAAUAUUCUUUUGAUGUAAACUUCGGAGAGGCGUUGUCAGCAAUUGUGACAAAGAUACGCACAGAAGUUAUUUCACUCAUUGGUGGACUGCCCUUAUCUGUAGCUUUUACCAUUAAAUCAUACUCCGCUUGGUUACUUCGAUCUAAUUCUUUGGC

>hg19_ct_UserTrack_3545_(null) range=chr16:2481043-2481242 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAACUUUUAUCCUUUUUUUUUCCCUUCAAGGGUGUGUAUAUAGAAUAAUUUUUCAUCUUAUCAAGGCUUCUGUCUUUUUUUCCUUCAGUGGUCCACUGUAGGUGUGCCAAGUGUUUCUGUUAUCCUACAAAGCGAAGAAUAAGGAGGAGGCCCCGAAACCUGACCAUCUUGAGUCUCCCCGAAGAUGUGCUCUUUCACAU

>hg19_ct_UserTrack_3545_(null) range=chr22:28192740-28192939 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGUGCAUAUACCUUCUUUGCUGUUGGGGUUCUGGGGUUUGGCCUUCUCCCAGGGCGCCAACGUCUUGUCGUCGUCCGCGCUGUCCACCAGGGCCUUGUCAGCGGGCAUGUACCAGGCAGCGCUGUGCUCUGCCAUCAGCGAGUCCAGGUCAAUGGUGCUCAUGGCGCUCUUGACCGCCUCGGAGCAGCAGCUGCCCAGCU

>hg19_ct_UserTrack_3545_(null) range=chr20:3675331-3675530 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUGCAGCUAGGCUCGUGGUGGCUGAGCCUGGGGCCUGGGCUUGGCAAUGAUAGGCCCCAGCUUGUGUCAAAGUUAUGGCUGCAAAGCGGAGCGUGGCCGAGGUCGACUCCUGGAGGGGCUGGCCAUCCCGAUACCAACGAUAUGAGGUCCCCUCUGGGACUCCUGUGUGUACCUGGCAGCUCAGGACCACAGCCUGGCCC

>hg19_ct_UserTrack_3545_(null) range=chr20:34021666-34021865 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUUGGGAUGUGCCACCCAGGAAGACAGAGGGCCAGUGCUGCUACCUGCAGCCACACGACUCCACGACCAUGUCCUCAUACUGCUUAUACACCACGUUGUUGGCAGAGUCAAUGAAGAGGAUGCUGAUGGGACUCAGCCGCGUGGGCACACAGCAGGUGGGUGGUGUGGACUCGGGGUCCAUGGAGUUCAUCAGGGUCUG

>hg19_ct_UserTrack_3545_(null) range=chr17:27957755-27957954 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCAAAAUAUUAUAAAAUUAACCAAUAAAGUGCAUGUUCCUUACAUAUUACACCUGCCCCUUUUACAAACAUUUCUUCUAGAAAGUCACAUGUGUAGGCUCAGAAUCACAUGGUAUUAUAGAAGGGGUUGGUUGUCCGUUUUUUGUCAUUUGCCUUUUUCAGUCUCCUAAGGGGGUGAGUUCUGCCGUGUUGCUGACGGGG

>hg19_ct_UserTrack_3545_(null) range=chr7:99367745-99367944 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUCCUUGAGUUUUCCACUGGUGAAGGUUGGAGACAGCAAUGAUCGUAAUCUCUUCCAUUCUUCAUCCUCAGCUAUAGAGAUGGCACUUUUCAUAAAUCCCACUGGACCAAAAGGCUAGAGUUCAAAGCAGAAACAUUUUGUCCUACAUCAGUUGUGGAGGUCUCCAUGGUUGUAGAAAAUGUGUUAAACAGGAACACUUA

>hg19_ct_UserTrack_3545_(null) range=chr17:17248021-17248220 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGCUGACCCCUGCCCUCGGCUCUUGGUUGGCUCCCAGGUCUGAUGUCACUUUCUUCUCACCACCUGCCCUUGCCUGUUUGCGUCCAGUAUGCCUGGGUGGAGAAGUACUUUGGCCCUGACUUUCUGGAGCAGAUUGUGCUGACCAGAGACAAGACCGUGGUCUCUGCUGACCUUCUCAUAGACGACCGGCCGGACAUCAC

>hg19_ct_UserTrack_3545_(null) range=chrX:73350865-73351064 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUAUGGGAUUUGGACCUCAGAUACAUCUUAUACUUGAACAAGAUACUAUGCCACUGAAGGGCAUUCAUCACAUCAUGAUGUUUAGUGCUACUUUUCCUAACGAAAUACAGAUGCUUGCUCGUGACUUUUUGGAUGAAUAUAUCUUUUUGGCUGUAGGAAGAGUAGGCUCUACCUCUGAGACUAUCACACAGGAAGUAGUU

>hg19_ct_UserTrack_3545_(null) range=chr11:61607767-61607966 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUGGUGGCUGACUCCUUUCCCUGUGCUCUUGGUCAACAGUCAAAGAUCACUGAGGACUUCCGGGCCCUGAGGAAGACGGCUGAGGACAUGAACCUGUUCAAGACCAACCACGUGUUCUUCCUCCUCCUCCUGGCCCACAUCAUCGCCCUGGAGAGCAUUGCAUGGUUCACUGUCUUUUACUUUGGCAAUGGCUGGAUUCC

>hg19_ct_UserTrack_3545_(null) range=chr12:21926267-21926466 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCCACCAGCCACCACAUGAUAGCGAAGAGCAGCCAGCUGCAGAGGAAGGACAUGGUAAAGAUGACCAGCGUGUGGCGCCAUUUCAGGUCCACCAAGGUGGUGAAGAUGUCCUGUAGAAAGCGUCCUUGCUCACGGAUGUUCUUAUGCGCCAGGUUGCAGGCCCCGCUCUUGGCGAUGAAGCGGGCUUUGGGGAGGCGGUC

>hg19_ct_UserTrack_3545_(null) range=chr4:145580667-145580866 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGCACUUCAUGGUUCUCAAAACCAUGAUUCCUAGAGGAAAUAGAGUUUGAAAAGGAUGCCAAGUGCAUCCCUUAUCUCCUUCAUCUCAAGAAAAGCUUACCGGUUUUCUUUAAUUUGUUUAGAAAGCACAAACACAACUGCUUCUGUAUUCAGGAGGUUGUGAGUGGGCUGCGGCAGCCCGUUGGUGCCCUGCAUAGUGG

>hg19_ct_UserTrack_3545_(null) range=chr17:10404995-10405194 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUCUUUCCUAUUAGAAAAGCCCUUUAUGUCAGUCUCAGAAAUAUUAAGAGUAAUUUCCCCACAAAACUGUUGACCUAAAACUGCUUACUUUUUAAGCUUUUCAUCAAGUUGUUGUUUGUCAUUUUCUAUAUCCAUUGUGGAUUCUUGAGCCAAUUUUAGGUCUCCCUCUAGUUUUCUCUUUGCUCUUUCUAGAUCCAUCC

>hg19_ct_UserTrack_3545_(null) range=chr21:47704574-47704773 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AAAGGUAAAAUUUGAAGUGGUAGCUGAACUACUUGUUACUUGAGGAAAAGAGAAAGGGGCCAGGCCUCCAGGUGCACUACUAAUUGGGUGGGAAAAUGUAAAAAACCCAGAAGCAAUUUGGCUCUGGGUUUUCUCUGGCUCAGAUUCAGCCCCCAGUAUUGGUUUGAACACUGCAUUUUCCAGAGGUUUAAAGCUGAAUU

>hg19_ct_UserTrack_3545_(null) range=chr12:52885186-52885385 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGCUCUUCAUUUCCACGGACAUGGGUUGUUAGGAAUAUUACCCCCUUCUGGCCCUGGUCACCCAAUAGUCUUGAAGUGUGUGCUGCAGGAAACUGAGUCCAUUUCUCCUGUUUAACUCACUUGUUCUUGAAGUCCUCCACCAGGUCCUGCAUGCCUCUGAGCUCUGAGUCCAGGCGGCCCCGUUCCCCGACAAUGCUGUC

>hg19_ct_UserTrack_3545_(null) range=chrX:10176074-10176273 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUUCAUCUCAGGUCAGUUACUACUUUCCCCUGAAGACCUUGUGGAGGUCAUUUUUCGCAGCCCUGGUGGCGGCCUUUACGCUGAGAUCCAUCAAUCCCUUUGGGAAUAGCCGUCUCGUUCUCUUUUAUGUGGAAUACCACACGCCCUGGUACAUGGCUGAACUCUUCCCCUUCAUCCUGCUUGGGGUCUUCGGGGGCUUG

>hg19_ct_UserTrack_3545_(null) range=chr1:226016264-226016463 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGUAUAUAUAUAUAUAAUAUGUAUAUAUUAGGUCAAGUGUAAAUAAAAUCAGGGACAGGGUUGGAGCGCAGCAGGAAAGAGCCUGCUGGGGAUCAGAGUCUCUGGGCUGUCAGGGCCGGGCUGGGCGGGCUCCGUUGUUAAUGGCUUCCCCUCAUCUUGCAGGAGCCAUGUGGCUAGAAAUCCUCCUCACUUCAGUGCUG

>hg19_ct_UserTrack_3545_(null) range=chr15:40660408-40660607 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GUCAUCAAGUUCCGCUACAUCUGGAUCUGCUGGUUCGCAGCACUGGCGGCAGGGGGCGCCUACAUCGCCGGAGUCAGCCCCCGCCUGCGGCUGCCCACGCUGCCGCCGCCCGGCGGCCAGGUCUUCCGGCCCAGCCACCCCUUCGAGCGCUUCGACGCGGAGUAUCGCCAGCUGUUCCUGUUCGAGCAGCUGCCGCAGGG

>hg19_ct_UserTrack_3545_(null) range=chr2:73829203-73829402 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUCAGACUUCCCCAAACCUCUUGGGCAGGUGGUGUGUCUCCAGGCAUAUGGAGAGUAGAUUGCAUCAUUAAUCUGAGGCUGGGCAUUUUCUCUUUUUUUUUUCUUUUAGGAAUCGCUUCAGUUUCACAGACCUGACUUCAUCUCCCGCUCUGGGGAGCGGAUAAAGCGCCUGAAGUUAAUAGUCCAGGAGAGGAAGCUGC

>hg19_ct_UserTrack_3545_(null) range=chr17:39623209-39623408 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUCCGCAUUCUCCUGCUCCAGCUGCCGCACCCUCGUCAGGUAGCUGGCCAGGCGGUCGUUAAGGAACUGCAUGGUUUCCUUCUCAUUGCCAUUGAAGGCCCCUUCGCUGUACCAGCUGCCGGGGCCCAUGGAGCCGGAGAUGCCACUGGCUGCCUGGCAGGAACUGGAUAGAUAGGUUUUGGAGAGGCAGCUGGCUGGCC

>hg19_ct_UserTrack_3545_(null) range=chr19:13063667-13063866 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGUAAGAGGCCUGGCUGAGGGGUGACUGCAGGUGGGCAGGACCCCUACCCUCUCCUGCUCACACUUAACCUAUCUUCCCACAGUUGAAGGCCCUGGGCUUCCCAGAGAGCCUGGUCAUCCAGGCCUAUUUCGCGUGUGAAAAAAAUGAGAACUUGGCUGCCAACUUCCUCCUGAGUCAGAACUUUGAUGACGAGUGAUGC

>hg19_ct_UserTrack_3545_(null) range=chr12:133372680-133372879 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGGCAUCGAGGGACUGCUCCCUGCUCUGCAGAGCCUCCUGAGUCAAGGUGAGCUGUUUCAUCAGGUCCAGGUGCUCCUGCUGCAAAGCCUCAAGCUGCUGGUCUCGCUGGAGUAAAGUCAACUUCACCUGGAGAAGGAAUGAAGCCCACAUGGCUGCGCCUGACCCUCCUCCGAGAGCGUAUGCCCUUUUCCUGUUCGGG

>hg19_ct_UserTrack_3545_(null) range=chrX:37545121-37545320 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGCUGGGAGCCCCUCGGGCAACGGCCGCCGCCGCCACAGCCACACAGCCGCCGCCACUGCGUCCGUCCCCGGUGAGCGCCGCUGACGCGCGGAGAUGAAAUUCCCGGCCUCGGUGCUGGCGUCCGUGUUCCUGUUCGUGGCCGAGACAACGGCGGCGCUCAGCCUGAGCAGCACCUACCGCUCGGGCGGGGACCGCAUGU

>hg19_ct_UserTrack_3545_(null) range=chr13:46726780-46726979 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACAUGAAUACCAUGGAAUCAAUAUAACUGUGUAGUUUUCAAAACUUGAGAAUUUCUGACAUCUUCCUCCUACAGUCCCCAACGCGUAAGUUAUUAGAAAGCUGUGUCAUAAAUGACCUUUGGGACUUGCUCUUACCUUCAUUUCUGCUGAGUUCAAUGUCAGCAAACAACCCAAUCUUGAUGACUUGCCACAGAAGUCCC

>hg19_ct_UserTrack_3545_(null) range=chr4:119273286-119273485 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUUUUUCCAAGAGACCUGUACGCCGGCCCCAAGCCUCACUGGCUCCGAGCCCGUCCGGAGUUUCCGCGGCCGCCCCGAGGCCACUAACCGUGUCUGCAGUCGCAGUAGCCCCAGUCCACCUUGCCACGGGCGUCUCCGUAGAAACACCAGGGUCUGCCCGCGCCGUCGGGGCUCCGACAAAAGUUGUGGCGCUGUCCUCG

>hg19_ct_UserTrack_3545_(null) range=chr12:113906926-113907125 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCUGAGUUGAGGCUGCCCUCCUUGAGGCUGGAUGAGCUCAGGUAGUCGUCUUUGCACACGAACUUGUUCUCGUCGAUGACGUAGAGCUCCUCGCCGGUGGACAGCUGCUUGUUACACACCAUGCAGGUGAAACAGUUGAGGUGAAAGACUUUGCUCCGGGCCUUGCGCACCAGGUCGCUGGGCGAGAUGCCUUGCGCGCA

>hg19_ct_UserTrack_3545_(null) range=chr7:72398835-72399034 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGUAUAAGGUCCCAGAAAUAUGAGAAUACACUUUAAAGGGACAAAAAAAGUCAUGUCAUUUCAUUGAGACUUUUUUGAUUUGUCGCAGGCGCCAUGAUAGCAGUGGCAGUGGACAUUCAGCAUUUGAGCCCCUGGUGGCCAAUGGAGUCCCCGCUUCUUUUGUGCCUAAGUAAGUGGGAGUCCAUCCGGAUGAAAUACCA

>hg19_ct_UserTrack_3545_(null) range=chr1:110254811-110255010 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCGGGGUUGUGGCGGGCCGAGGGGCGGGGUCGCAGCAAGGCCCCGCCUGUCCCCUCCUGGGCCUCUCAAAGUCUGAGCCCCGCUCCGCUGAUGCCUGUCUGCAGAAUCCGCACCAACCAGCACCAUGCCCAUGACUCUGGGGUACUGGGACAUCCGUGGGGUAAGCGAGGGUCCUCUGGUGGGUGGGACAGGGGGCGGAG

>hg19_ct_UserTrack_3545_(null) range=chr2:39499316-39499515 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUCAUGAUUUUUAUUAACCCAAACUGAGUGCUCUUUCACUUUCUGUAACAUAAAUAUUUAUGAGAAUGAACUGUUAAUAUCAUAUUGCCUCUAAGGAUGUACCCUUACCUUGGCAGUAUUCUGUCAGGGAGUUUGUGUGCUGGAAUAGCAACAGGUAACUUUUGCAUUUGUCUUGCAUAAUCAAAAAGCCCUGGUAAAUU

>hg19_ct_UserTrack_3545_(null) range=chrX:49595529-49595728 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUGUGACUUCUAUUGCCAUGAUAUUAAUAACAAUAUUCUAUUUGCAUCUACUCUCCCCCACCUCUCAAAAGCCCGGUGAAUCUCAGCAAGAGGAACCACCAACUGACAAUCAGGAUAUUGAACCUGGACAAGAGAGAGAAGGAACACCUCCGAUCGAAGGUGAGAAGGGCAUGGAGGAGCAUUUUGUGUUUCAUGUAUGA

>hg19_ct_UserTrack_3545_(null) range=chr19:49934285-49934484 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUGGCCCCCACGAUGAUGGGGCACACCAUGCCCGACAGUGUGCCCACGCCGUUGGAGAUGCCCAUGAGGAUGCUGGCGUAGCGCGGGGCUAUGUCCAGGUGGUUCACGUUGAACCCUGGCGGAGAGACAAGUCGGAAGGCGUCACACCGGAAUCUCACUCGAGUGAUUCCCACUGGGACGUUCUCAACCCUCUCCCCUCC

>hg19_ct_UserTrack_3545_(null) range=chr1:93301673-93301872 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAUGACAUAAGCUAUUUUAAUUUUAGAGCAGUUUGAAUAAUUGAAACCAGCAUUUACAUUGGUUUCUUGAAUAGCUUCUCAAUAGGUUUGGCAUGGACAAGAUCUAUGAAGGCCAAGUGGAGGUGACUGGUGAUGAAUACAAUGUGGAAAGCAUUGAUGGUCAGCCAGGUGCCUUCACCUGCUAUUUGGAUGCAGGCCUU

>hg19_ct_UserTrack_3545_(null) range=chr22:24376426-24376625 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCGGAUCAUGGCCAGCACCCAGGGCAUCAGCUUCUGCUUUAUGGUGGGGUCUGCAGGUGGGAAGUCCUUGGCCUUCAGAAUGACCUCAUGGGCCUCCUGGAAGAGGUCCUCCCCCACUGCUGCCUCCACGCGCUGCCGCCAUGUGGCCAGCUUGGGUCGGCCUUCGAAGACUUGGCAGCCAGCACCCACGGGCUGUGGGG

>hg19_ct_UserTrack_3545_(null) range=chr16:27374430-27374629 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCACCCAGGCCAGUGCGGUGGUGGGCUUGGGUCCCCCAGGAGAGGCUGGUUACAAGGCCUUCUCAAGCCUGCUUGCCAGCAGUGCUGUGUCCCCAGAGAAAUGUGGGUUUGGGGCUAGCAGUGGGGAAGAGGGGUAUAAGCCUUUCCAAGACCUCAUUCCUGGCUGCCCUGGGGACCCUGCCCCAGUCCCUGUCCCCUUG

>hg19_ct_UserTrack_3545_(null) range=chr17:62133054-62133253 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGAGGGGCUGCUGCCAGCCUUGGAGGCAGAGCUGCCGGAGCAGAGCGAGUGGUUGGAGGCCCUGGGGGACGUGCUGGGGCUGCUGGUGCCCGAGCUCUCUGAGUACGGGCCAGACGUGUCCAGGAGCUCGCCGUCCUGAGCCGUGUCUCCAGGUGGGUGGAAGGGCAGCUGCUGCUGCUGCUGCUGCAGGAGCUGGAUCU

>hg19_ct_UserTrack_3545_(null) range=chr19:2250800-2250999 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCCCCGGGCCCCCAGCCCCUGAGCCAGCCGCGUGCCCACCCACCGCAGACUCCCGGCUGAGUACCGCCCGGCUGCAGGCACUGCUGUUCGGCGACGACCACCGCUGCUUCACACGGAUGACCCCGGCCCUGCUCCUGCUGCCGCGGUCCGAGCCCGCGCCGCUGCCUGCGCACGGCCAGCUGGACACCGUGCCCUUCCCG

>hg19_ct_UserTrack_3545_(null) range=chr6:150004415-150004614 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCCCACUAUCAACAUUUUCAUAACUCUUUUCACUCUCAUCUUCCUUGGGCAAGCUUGGCUGAUCCUCUUUGCUAGGCUUACUGAUUGACUCGUAUGGAGGAACAGAUGGGUUUUGGUGCAGCAGAUGUUUUGGGUAGGGUGGUGGUGGUCCUUGAUAGUUUGGAGCUUCAGCAACAGGUGGCAUCACAGUCACAUUUGAA

>hg19_ct_UserTrack_3545_(null) range=chr2:175432515-175432714 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCAAACCACAUAUACAAACAGAUUUACCAUUUAGUUGCUGCCCUAUAGCCCAGGGAGCUGGGACCACACCUCACCUUCACAUGGAGAGUCUUGGAAGCCAUUUCUAAUAGAUGUUGAUGGUGGAGGUGGGGGAGGUGCCCCAGCACUGGGCCUAUCAGGAGGAAGGGGAGGCCUGGGUCCACUCCUGGGACUGUCUACUC

>hg19_ct_UserTrack_3545_(null) range=chr16:2147111-2147310 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UCUGGCAAUCCCCCCUCCCCCGAGAGCCGGACACUCACAGGCUGCUGAGCAGGUCCGUUUCCAUGUGGGUGUCUUGGGUAGGGGCUGGGCUGCUGACCCCCUCGGCAAGGACCUGCUGGAUCAGGUCUUCAUCUAGAGGUACAGGAGGCAUAGGGUGGGCCCAGCUGCAAGGGUGAGCUUCAGAGCCCCCUCCUCUCACC

>hg19_ct_UserTrack_3545_(null) range=chr12:10588326-10588525 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AUCUUUCCUCACCCUUCUGCAUUCAACUGCACAUCCUAGAACAAUAAUAUUGAAGAUAUAUUUAAUGUUUUACCUUGGCAGUCAUAUAUUUUAUCAAUCCCUUGAUGAUUCAGGGAAGGAUUUUGAAGAUUUAAUUCUACUUGGAAUAUUUCCUGUUCGGUUCCUGAAAUGGAGCUUUUAUUGCCUUUAGGUUUCCUUUG

>hg19_ct_UserTrack_3545_(null) range=chr4:42592679-42592878 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAUCUGUGAAAUGUCCAUCACCAAGCAGUAUAAAAAGUUUGUGUUUUAAAGGAAGAGACACAGAACUCAACCAUAUUUGGGUGCAACUGUUCUCCGGUUUACGGUGAGGACCCACAUACACGCAUCCUAUACGACUCAGUGGUUCUAACCUUGAGGACAGACUGAUGAGAUCUGCUGGGAGAUGUUCCCCAUUGGUCACU

>hg19_ct_UserTrack_3545_(null) range=chr1:151732466-151732665 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUGCACAUUUCUGCUCCACUGCUCCCGAUUCUGCUUUGCUGCCUUGGAGGGAGAGUAGAUUUAGAUCUGGGGGCUGGUGGGGGCCAUAGCCUUGGCAGCUUGCUGGGCUAACCAGUACUUAUAUCUUUUGGUCUUGGGCUUCUCAAAGUUCACGACAGACAUAGGCACUCUCACAGUAUCAAGCCCAUUUACCUGCACAC

>hg19_ct_UserTrack_3545_(null) range=chr19:10254393-10254592 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CUUCUAGAAGAGUCUGUGGCCUCGUGGAAGAACAGAGGCCUCUGCUGACCUGUAGAACUUGUUGACCCGGAUUUUGAUGUCAGUCUCAUUGGGCCUGCCGUUGCUCUUCUUGGGACAGAAGAUCUCUUUGAUCCGGCCAAUUCGGUAGGGCUCAGGGGCAUCCAGGUUGCUGCCUUUGAUGUAGUCGGAGUAUUUCCGGU

>hg19_ct_UserTrack_3545_(null) range=chr2:87213849-87214048 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCUUUGAUGAGUCAACAACAGGAUUUAACUUCAGUUUUAAAUCUGCUUUGAGUCUAUCUAAGUCUCCUGCCAAGUUGAAUCAGAGUGGGACUUCAGUUGGCACUGAUGAAGAAUCUGAUGUUACUCAAGAAGAAGAGAGAGAUGGACAGUACUUUGAACCUGUUGUUCCUUUACCUGAUCUAGUUGAAGUAUCCAGUGGU

>hg19_ct_UserTrack_3545_(null) range=chr15:40660278-40660477 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GGCGCGGGGCCGGUGGGAGGGCAGCGCGCCCCGGCGGCUACUGCUGGCGCUGCACCGGCGGCUCCGCGGCCUGCGGAGGGCGGCGGCUGGCACCUCGCGUCUGCUCUUCCAGCGCCUGCUGCCCUGCGGCGUCAUCAAGUUCCGCUACAUCUGGAUCUGCUGGUUCGCAGCACUGGCGGCAGGGGGCGCCUACAUCGCCG

>hg19_ct_UserTrack_3545_(null) range=chr14:94527257-94527456 5'pad=0 3'pad=0 strand=+ repeatMasking=none

ACCUGAGCUGCCGAAGGUUCCUCAAAUGAUAAUGCUUUUCUUUAAUUAAUUCCCACAGCCGGCCUGGAGUAGCAACCACAAUCUCAGGACGACGGUUCAGCAUCCUCUGCUGUUUCUGCGUGGACAUUCCACCAACCAAAAUAGCAGUUUUAAUUCCUAUGGGACAGAAAACAUAAGGGACACUUAUUCAAUCUGGGUGA

>hg19_ct_UserTrack_3545_(null) range=chr6:31895817-31896016 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GAGCCUUCUCACCUACUCCUGCCCCCAGGGCCUGUACCCAUCCCCAGCAUCACGGCUGUGCAAGAGCAGCGGACAGUGGCAGACCCCAGGAGCCACCCGGUCUCUGUCUAAGGCGGUCUGCAAACGUGAGGCUCCCUGUGGGCUUUGCUCAGGGUGCUACACCAGGGGCCACCCCAGAACUUUUGUUUAGGAGUUGCUCA

>hg19_ct_UserTrack_3545_(null) range=chr9:34402672-34402871 5'pad=0 3'pad=0 strand=+ repeatMasking=none

AGGGUCCAGGUGGGGUAGGGAGGGCCUCUACCUUGUUCGGGCCAUGACAUUGUUCUUCUUGGGUUGCUGGUUGACAGGGCUACCCAUGCUGCCAUUCUUCAGGGAGCCCUUCCGGGCCAGCUCCCGCUGCUUCUCUGCAGGAGAACAUGGGAAGGAAGCUGUGUCCUGCCCCUGAGGCCACCCUGUCUUACUACUCAGGG

>hg19_ct_UserTrack_3545_(null) range=chr6:39196662-39196861 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCAGCUUCAGAUGUAUAUGGGGGUACAGGCGGCGACUGACCUCUAGGAUCUUGUCCAGGCCCUCCUGACCCAGGCACGGGAACUCCUUGAGCAGAUGCAGCUUCUGUGUGUAGUAGUUUUUCUUGGCCUCCUUCCAGUGUGGCUCCUCCAGCACUUCGAAGAUCGCCGCCCCGAUGGCCAGGUAGAAGAUGAUGGCCGAG

>hg19_ct_UserTrack_3545_(null) range=chr1:26386710-26386909 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCCUGGAAAGCUCCAAAUCCCCAGGCAGGACUAUUCUGUCCGCUCACCUUGGUCACUCGACGGGAAUCCUCCAGCUGAGUGAUGAUGGUCUGCACACGGUCAUUCCCCGCCACCAGCAUGGAGAUACAGUUAUUCAGUUCAGUCUAGAUGGGGGUGUGGGGGUCAGGAGAGGAGAGACACAAAUAGCCUCAGGGCCUACC

>hg19_ct_UserTrack_3545_(null) range=chr16:597911-598110 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCAGGUGCUCGGCCUGCGGCUGCUCCAAACUGCACGGCUUCCAGGAGCAUGGCGAGCCCCCCACCCACUGCCCCGACUGUGGGGCCGACAAGCCCAGCCCCUGCGGCAGAAGCUGCGGACGGGUGUCCUCGGCCCAGAAGGCCGCCCGCGUCCUGCCCGAGCGCCCGGGCCAGUGGGCCUGCCCUGCCUGUACCCUGCUC

>hg19_ct_UserTrack_3545_(null) range=chr14:94780312-94780511 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UUAGCGGCUGUUAUUCCUGGCCAUAGUGGAUGGGCCUUCAGAUGGGGAUGGGUGGGAAUACCUUUGAAGAAGAUAUAGUUGACCAGGACGAGGAUGGCUGGGCUAUCCAGCCCUGAAAACAAGUCGACAAUUUUCCCCUGUGUCUUAUUCUUGACAUAGCUGUUGAUCUGUCUGCUGGCUGUUGCCCAGUCCUGGAAAUU

>hg19_ct_UserTrack_3545_(null) range=chr1:209798963-209799162 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGCAAAUGCUUGGCAGGGAAAGGGAAUUACCUGAGGGAGAGGAUGGCACUGGCCACCUGAGCCACCUCCUGCUCUGUGACUGCGGGGCUGCUGAGAACUGCUCGGAUCUGCUCAAUCUUACUCUUUGCAUCUAGGAUCCGGGAGGCCAGGCCACGGUCCUCCAGCCCAGGCCCUGACCACAGGCUGGCGGUGGCAUUGCG

>hg19_ct_UserTrack_3545_(null) range=chr7:100414843-100415042 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UGGCCGAAGGGCCCGUAGCCGGCCUCAGAGCGCGCCCGUACCUGCACCAGGUAGCUGGCUCCCCGCUUCAGCCCCCGCAGCUCUGCCCGGUUUUCUGACGUCUUCAGGAACCGCACGCUGCUGGGACCCUCGGCGCCCUGUCCGGGAGAGGUAGUGGGGUGGCCGUCACCCGGGAACCCAAGUUCCUGUUGCUCUUCCUG

>hg19_ct_UserTrack_3545_(null) range=chr7:2972050-2972249 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CCGAGAACCCGCCACGUUUACCACGCAGGAUUGUUCGUUACAGUGGGAGAAACAGAUGGACCGAGAGAGACAGAGUGACAGAUGAGACAGGCCAAGAGAGAUUUGGGCGUCUCACUAACCUUGAAAAUCUGAUGUUCGCUUCAGGCUGAUGGGGGAUUUGGCUCUCUGCAGCUAAAAGGGAGGGGAGGGGAAGAAACAAG

>hg19_ct_UserTrack_3545_(null) range=chr9:97355859-97356058 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCGCACAGCCGAGGAGAUGGCUUUGAUGGCCGUCAGCAUUGAGUUCAGCAGCUGGGUGAGCUCCCCAGUCCCUUUGGCCUGACGCCCCUUUUCCAUAACGUAGCGGGUCAGGGUGAGCAUGUCGGUUUCGAAGGGGCUUCUGUCCGUCAUUUUGGCUGGAAUGCUUCAAAUCCUUUUCUCCCGGCAGGAAACCUUGCUUA

>hg19_ct_UserTrack_3545_(null) range=chr4:156784557-156784756 5'pad=0 3'pad=0 strand=+ repeatMasking=none

CAAAUUUAUAGGAACUAAUUAUUUUUAAAAAAGUAAUUUUUACCUGUUCAAAUUACAAAAUGUCACAGCUGGGAACUCCAUCUUUUCCACAUAUUGAACCUCAAUGGACGUUGUGGUUGGCCAUGUGAAGUAGUUGAGCAAGCGAAUGUAGAUCUGCCAUGUCACAAGUGAGACUGAGCCCAGAACCACCACCAACCAGA

>hg19_ct_UserTrack_3545_(null) range=chr3:184295608-184295807 5'pad=0 3'pad=0 strand=+ repeatMasking=none

UAGUAGCCCCCUGCGCCUGUCCCCAUCGCGGCCCUCACUCUCUGUCCCUCCACUCAGCAGCCCCUUCUCUAUCUCCAGGCUCUGGGGCCCAGCAGCUCCAGGAGCAGCUUCCCCUCAUCGUGGGCUCCGCUACAGCUGGGCUUGUCUUCGUGGUGGCUGUCGUGGUCAUCGCUAUCGUCUGCCUCAGGUACUCCCAGGCC

>hg19_ct_UserTrack_3545_(null) range=chr20:47309171-47309370 5'pad=0 3'pad=0 strand=+ repeatMasking=none

GCUCAGGCAGGGCUCAGGCAAGGCUGGGGGAGGGGCUACCUGUCCCAUCUUCCACAUUCUCCACCUCCAUGACUUCAGUGUUGAUUCGACCCCUGAAGAUGUAGAGGGAGCCGUUGAUGGAUUUGGUCCUCUUGGUGGACUUCUUGCUCCCGGUGACCCUGAUAGACAGUGAGAAGUCAGUGUCCCCUACACGUCACCUC

>hg19_rmsk_AluSc_1

ACGGGCGGAUCAUGAGGUCGGGAGAUCGAGACCAUCCUGGCUAACAUGGUGAAACCCCGUCUCUACUGAAAAUACAAAAAUUAGCUGGGAGUGGUGGCGUGCGCCUGUAGUCCCAGCUACUUGAGAGGCUGAGGCAGGAGAAUCACUUGAACCUGGGAGGUGGAGGUUGCAGUGAGCCAAGAUUAUACUAUUGCACUCCA

>hg19_rmsk_AluJb_1

GGUAGCACAUUCCUAUAUUUCCAGCUACUCAGGAGGCCAAGAUAGGAGGAUGGCUUGAGCCCAAGAGUUUGAGACCAGCCUGAGCAACAUAGUGAGACCCCGUCUCUACCAAAAAAAAAAAAAAAAAAUUAGCUGGACAUGGUGGCACAUGCUUGUGGUCCCAACUACUCGGGAGGCUGAGGCAGGAGGAUUGCUUGAGC

>hg19_rmsk_AluY_1

GGCUCAUACCUGUAAUCCCAACACUUUGGGAGGUCAAGGCGGGCGGAUGACGAGGUCAGGAGAUCGAGACCAUCCUGGCUAACAUGGUGAAACCCCGUCUCUACUAAAAAUACAAAAAAUUAGCCAGGCGUCGUGGCGUGUGCCUGUAGUCCCAGCUACUCGGGAGGUUGAGGCAGGAGAAUGGCGUAAACCCAGAAGGC

>hg19_rmsk_AluJb_2

CAGGCAGAUAAUUUGAGCCCCAGAGUUCGAGACCAGCCUGGGCAAUAAGGUGAAACCCUGUCUCUACAAAAAAUACAAAAAUUAGCAGGGCAUGGUGGUGUGCGCCUAUAGUCUCAGCUACUUGAGAGGCUGAGGUGGGCAGAUGGCAUGAGCCCGGAGGUGGAGGUUGCAGUCAGCCAAGAUUGCACCAUUGUACUCCA

>hg19_rmsk_AluJo_2

UCCCUUGAGCCCAGAAGUUUGAGACCAGCCUGGGCAACAUAGUGAGAACAUGCCUCCACAAAAAAUACAAAAAUUAGCCAGGCAUGGUGGUGGGGGCUUAUAGUCCCAGCUACUUGGGAGGCUGAGGGGAAAAGAUUGCUUGAACCCAGGAGGUAAAGGUUGCAGUGAGCCAAGAUCAUGCCAGUGCACUCCAGCUUGGG

Caenorhabditis elegans testing sequences

>cel-lin-4:II:5902162:5902362:+

GAAUAUAAUAAAUCUUAUAGUUUUUAGAUUCUAGACAAUUUCUAGAGUUUUGGUUGGUUUAUGAGUUUAUGCUUCCGGCCUGUUCCCUGAGACCUCAAGUGUGAGUGUACUAUUGAUGCUUCACACCUGGGCUCUCCGGGUACCAGGACGGUUUGAGCAGAUCUUUUUUUCUGUUUUCACGGGGUUUUUUUUCACACUGG

>cel-mir-35:II:11537473:11537673:+

UUUAUUUUCUCUUUUCUCCCAUCACUUUCUCCCUUCUUCCCCUCUCCUAAUUUCCAUUCCCAACUAUUAUUCUCGGAUCAGAUCGAGCCAUUGCUGGUUUCUUCCACAGUGGUACUUUCCAUUAGAACUAUCACCGGGUGGAAACUAGCAGUGGCUCGAUCUUUUCCACUUGCUCCACCGCUGUCGGGGAACCGCGCCAA

>cel-mir-36:II:11537577:11537777:+

CACAGUGGUACUUUCCAUUAGAACUAUCACCGGGUGGAAACUAGCAGUGGCUCGAUCUUUUCCACUUGCUCCACCGCUGUCGGGGAACCGCGCCAAUUUUCGCUUCAGUGCUAGACCAUCCAAAGUGUCUAUCACCGGGUGAAAAUUCGCAUGGGUCCCCGACGCGGAAAGAUAAAAUAUCUUAAAAUCGAUUCUAGAAA

>cel-mir-41:II:11538171:11538371:+

CUAUCACCGGGUGUACAUCAGCUAAGGUGCGGGUACAGGUGCAUUUGAUAUCAAGGUGAGUUAUUUUUAAGUGGGUCCCAGAGACCUUGGUGGUUUUUCUCUGCAGUGAUAGAUACUUCUAACAACUCGCUAUCACCGGGUGAAAAAUCACCUAGGUCUGGAGCCUCCUGCUCUUUUUUUGCUGUUUUUAAACUUAAACU

>cel-mir-42:II:11889673:11889873:+

UCUGGGCUCGCGAUGUAUUCCUUAUUCCUUAUUCCUUCAAACUUCUGAAAUUCCUCUAAAAUCCCCAUAAACCCUUCGCGGACCUUUGUGGGUGUUUGCUUUUUCGGUGAAGUUGUCUUCCGUAGCUUCUUCUUCACCGGGUUAACAUCUACAGAGGUCCAAAAAGGGGUAACUAUUGGCACUAGUCGCCCGUGACAUCA

>cel-mir-43:II:11889775:11889975:+

UUCGGUGAAGUUGUCUUCCGUAGCUUCUUCUUCACCGGGUUAACAUCUACAGAGGUCCAAAAAGGGGUAACUAUUGGCACUAGUCGCCCGUGACAUCAAGAAACUAGUGAUUAUGCCAAACCACAGGGACAUAUCACAGUUUACUUGCUGUCGCGGGCGGUGCUGAGUUUAAGGCCUCUGAAAAGAGAAAAUGGCCAAUC

>cel-mir-44:II:11889884:11890084:+

AUUAUGCCAAACCACAGGGACAUAUCACAGUUUACUUGCUGUCGCGGGCGGUGCUGAGUUUAAGGCCUCUGAAAAGAGAAAAUGGCCAAUCUGGAUGUGCUCGUUGGUCAUAGACGUCAACACGAACUGUUCAUAUGACUAGAGACACAUUCAGCUUGGCCUGCUUCUCUAGUUUUGAAUUUUUCAACAGUAAGUGAUUA

>cel-mir-50:I:1738582:1738782:+

UCUUCGAUUCUAUUUUUACUAAUUCUGAAUUCCAUAAUUCUAUAUUCUGUAUUCCUGCCCGCCGGCCGCUGAUAUGUCUGGUAUUCUUGGGUUUGAACUUCCAGCGUUGAACCCGCAUAUUAGACGUAUCGACGGCCGGCGGGGCAGGUAAUGGCUGGUAAGUUUGGAGAGACCGGGGGAGUCCCAGAGAUGCAUCGACC

>cel-mir-52:IV:14033920:14034120:+

GCCGCUACUACUACUACUCCUACAACUACAACUACUACUACUACUAUACAUAUUCAUGUUCUUCCAACUCUAACAGUCCACCCGUACAUAUGUUUCCGUGCUUGACAGCGAAGCUCAAUCACGUUACAAUGAAAGGGUAGCCGGUUAUUGAAGUUGGGUCUUUUUUGGGCGAAUUAUGAAAUCAGAAUCAGGGAAUGAUG

>cel-mir-62:X:12692453:12692653:+

CUGAGAUGCAGCAUAUCAUUGACUACAAGUUCGACUUGGUCAUCUACAACGAGAUUGACCCAUGUACUCCGGCUAUAGUGAGGUGAGUUAGAUCUCAUAUCCUUCCGCAAAAUGGAAAUGAUAUGUAAUCUAGCUUACAGGUUGUUCAACAUCCCAAAGACAGUGCUACUCUCCAGCGAGGCCAUCAUGGACAAGGUUGC

>cel-mir-64:III:2172787:2172987:+

ACAACGCUGAUUUUUGAGCCAAAUUUUCGGUUUUCCUUGCUCUGAACCUCCUCCCCGCUGACCUCGCCGAAUAUGACACUGAAGCGUUACCGAACCGUUUUCCCACACCUGGAUUCGGUGCAACGAUCAGUGGCAUGCUCGGCUAGCGCCAGUUAAGUAUUAUGAUCUACUACUACCCCCACUUAUUCCAGUGCUCUUGG

>cel-mir-73:X:2368709:2368909:+

GUUCUUACGACAGUUGUCCCUUCAUCUCACUCUUCAUUCAUUUAUUCCAGUGAGAGUCCCACACACGACUGGACUUCCAUAUCGAGCCACAGCUAUCAACGAAUUUGCUGGCAAGAUGUAGGCAGUUCAGUUGUGCGUUUAUGGAGACCAACAUCCGGAUUAAUCCUCUAUAUUUUCCUCCCUUCACUGCCAUGUUGUCU

>cel-mir-78:IV:15165559:15165759:+

CUUGAAUUUUUUUUUCAAUUUUACCAAAAUUAAAAAAAAACACAUUUUUUGUUAAAAUAAAAUAUAUUGUUUCAUAGUGUCCGUAAAAUAACUAGAUUUAUUUUGUAAAAACUAUUGGAGGCCUGGUUGUUUGUGCUGGAAUGUUUCGAGAAUAUCAUAAAGCAGUUCAUUUUUUAAAAUUGUAAUUUAAUGUCUCUUUG

>cel-mir-79:I:9332884:9333084:+

UUAUAUUAUUUUACUACUAUAUUCCAAACUAUAUUCAUAUGGUAAGUUGAAAUUAGUAGACAUUCUCCGAUCUUUGGUGAUUCAGCUUCAAUGAUUGGCUACAGGUUUCUUUCAUAAAGCUAGGUUACCAAAGCUCGGCGUCUUGAUCUACAGUUCUUUUUUUUUUUAAAUUUUCUGUAGGUCUUAAAUUUUUUCCUAAC

>cel-mir-83:IV:7841561:7841761:+

UUCUUUUUUUGUUUUACUUUUCUUUCUUACUCGCAGGUACAAAUUAUUCAAUUUAAAAGCACCACUCGGAACCACUGAAUUUAUGUGUGUACUUGACGGCCAACAAGAGCAUCGAUCUAGCACCAUAUAAAUUCAGUAAUUUCGCGUCGAGAGCUAUUCUGUAUUCAAUUAUUUGAUUCUGAAUGAGAAAAUUCUUACUU

>cel-mir-85:II:8393436:8393636:+

UCAUGUUGUACAUAAGACACCGAUUGUUAGUGGUUUCGCUCACUAUUUUCUCGUCGUUCGUAUUCUAUAGAAUUUUGGCGUCGGAGCCCGAUUUUUCAAUAGUUUGAAACCAGUGUACACAUAAAUGGUUACAAAGUAUUUGAAAAGUCGUGCUCUGAAAAUGAAUUCUUACAUGAUCUUCUUCUCCCGAUAAAUGCUGA

>cel-mir-229:III:2172378:2172578:+

ACCAGGUUGUGUGUGAGCCCCUUCCAUUAUUCUUCUGAACCCCCCUCCCAACGCGGGAAGACUCGCCGGCAAUGACACUGGUUAUCUUUUCCAUCGUGGAAUGCCCCCCAUUGAUUUUUUCCCCUUUUCGGGGGGAAAAAAUUGGAAACGAGAAAGGUAUCGGGUGUCAUAGCCGGCGUGAUCAUCUUCCUCAAGUAUUC

>cel-mir-237:X:8153969:8154169:+

GUUUAGCAUUUUGAAAGUUUAUCCAAACCAAUUCAUAACUUCUGACUAUUCAAGCUGUUCAAAACUUCUACAUUGCGUGGUCCCUGAGAAUUCUCGAACAGCUUCAAAGUGUUCAAGCUGUCGAGUUUUGUCAAGGACCAAACAAUAGAAGAUCACUUGGGAACAAUCAUAAUUUAUAAUAUGAAGGUAUAAUAAAAGUA

>cel-mir-239a:X:11792314:11792514:+

CAGUUUAUUAAGCGGUGAGUUUUUUUGAAAUGUUAUUUCGCUUGUCACUCAGUCAAAUAACUCUACACGUUUGCAAUUUUUGUACUACACAUAGGUACUGGACAAUUUUCAAAAUAUAUCCAGUGUCUAGUCUAGUGCAAACAUUGCUCGGUGUUGUUUGAAAAAUAAGCUACUUUGUUUUAAACACAAACUUCAUUUGU

>cel-mir-245:I:7887313:7887513:+

UCGUGCUACAAGAUUGACUUACAUUUUAAACAAACUUUCUGAUAAUUAUUCACUGAAUUCAAUGUUGGAGAGCUAUUUGCAAGGUACCUAAUUGUUUGAUUAUUGAUUCUCAAUUGGUCCCCUCCAAGUAGCUCUAUUGCAUUGUUUGCUUAUUUUCCCCCGAAAAUGGUUUGUUUUUUUGUAACUUAAAACAAAAUCAU

>cel-mir-246:IV:10940052:10940252:+

UUUUAUCAUUUUUCUUUGUUCACAACUAAAUUCGUUUCCAGCUGCUACACAAUAUUCAGCAUCUGAAUUAUAAAACAUCGCCUAACCGUUGUCAUGUAAUAUUUCCCAGAGAAAAUGAUAUUACAUGUUUCGGGUAGGAGCUGUUCAAACUUUGGACAUUGGCAUCUCUUAUUUUAAAGGAACAUUCGGUUUUCGAUGUA

>cel-mir-251:X:11004600:11004800:+

UUAUGUACACACUAUUGUGAAAAUGAUCCCUUGCAUUCUUCUCUAAAAUGUUAUUAAUUCAACUUUCAAUGACCCCUUGUUAAGUAGUGGUGCCGCUCUUAUUAGGUUGAAAAGUAAUAAGAGUAGUUCACUACUUAUCAAGGUGAAAUUUGAAAUUUUAUUUCAAUGUGAGUACACUAAUUGGAUAUUUUUUCACACUA

>cel-mir-261:II:5968943:5969143:+

UCUGUAAUUGCCAAGUGUAUUUCUUAAGAAAACAAGAAAAUUUAACUCACAUACGAAACUAUCAAAAGUGACUUCGUAAUUUUACAAAAUGAUGGCUUUUCUGGAUUUGUUCCCUUCACGUGUAGAAAGAAACGAGCAAAAAAAAUCUUAGUGUUAGCUUUUUAGUUUUCACGGUGAAUAUGGAUAUUUUUAAUGCUCAA

>cel-mir-262:V:18736607:18736807:+

UCAUGCUUUUCGCUGCUACUGGAAUUGGUAUGGUUUCUCUACAAUUAGUGCAAAAUUGUAUUAAAAUAAACUUUAUUGGAUUACAAAAAAAAUGUAUCAAUUUUUCUUUUUCAUUUUUACGUUUCUCGAUGUUUUCUGAUACUGUUGCUAGCAGUUCUUUGCUCUUCUUCUCUUUUCAUCAAAUAAUUGUGUGCCUAUCC

>cel-mir-266:X:3755080:3755280:+

CUCUAGCUUCUUGCCCAAGUUUAGCCCAAAAAGUAUUAACUUGGAUCAGAAGCUGUCUAAACUUGGGCAAAAGUUAGGCAAGACUUUGGCAAAGCUUGAAUCCAAGUUUUGCCAAAGUUUUGCCCAACUUUUGCCCAAAUUCAGCCAACUUCUGAUCCAAGUUAAUAUUUUUGGGCUAAACGUGGGCAAGAAGCUAGAGC

>cel-mir-353:I:4585839:4586039:+

UGUUAGAGCUUGUAAGGUAUAUGUGAUUUUACGAGUGUUGAAGUAUUGCAAAAGCAAAGGACGGGCACAAUUGCCAUGUGUUGGUAUUAUUGCUUCAAGUUAUUUGAAGCUGUAAUAUCAAUAAGCAUGUCUCGUGUGAAGUCCGACAAUUUACCAUAUGCAUGAAAUUUAAAAACAAGUUAAUUUUGUCAAUUCUUUAU

>cel-mir-359:X:3004233:3004433:+

CAUAGACUAAUUAAACAUUUGUUUUAUUUUUCUACAGUACUGAUAUUAAUGCUCCUUGAAAUUUCAAUCGUUAGAGUAACACACAGUUACACGACCUCAUCAAUCGUGUCACUGGUCUUUCUCUGACGAAUUGAAGUUCUGGAGACAAUUUUGGUUGUUGAAAAGGCUGAGUUGAGAGAAAGCAUUUCAGGAAUAGCAUA

>cel-mir-785:X:3004607:3004807:+

CGCCUUACUGAAUCAUUCCGUCGUGCACUUUUUAUCGGAAAGCUGCCAAAGCUCUUUUUCUCACCCAUCAGCACAGAAUUUUUCGCUAACAGAAACCUCAAAACAAUGUAAGUGAAUUGUUUUGUGUAGAUGGUGGAAAUGAGCAGGCAAUGUUUUCUGACUUUAUUCACAGAUUGAGGUACUGUUUUGAAUUGAAAAUA

>cel-mir-790:IV:5566342:5566542:+

AAAUUUAAUGCAUGCUCAUGUUUCAUAUUGUUCAGUCGACUUCUCUCCCCUCAAAAAAAAAGUCCCUUCAGCCGGCUUGGCACUCGCGAACACCGCGAUUUCACUUAUAACUCGCGGCGUUAGCUCUGUGUCAAACCGGCGUAGCUGAUGACUCAGAUUUAAAAUGUUGUGGUGACGUUAAUGUUGUUUUGUAAAAUUAU

>cel-mir-791:X:5809249:5809449:+

GAAUUGCUGACGGCAGCGCUCGUCUUCUAAUUUCUUCUACAUUUAUAGUCUACUUUGUAGGUUUGAACCUUCGAUUACCUUAUCCGUUGUAGCCAAAGUUCAACGAAGCGGCAACUUUGGCACUCCGCAGAUAAGGCAAUCGAUUGUUUUUGACACUUCAAUACCACGAACCUGGUUGUUUUUAAUAAAGAAUAUUACUU

>cel-mir-793:X:13857828:13858028:+

GUCACUAAUCUUAUUUGCUCUGAUAUUCGGCUGGUCUACAAUUGAGAUAAUAUUUCUUACGGAGAUGGUUGGUAAAAGUCUGUUUAACUAUUGUACAUCACAAUUUUCACUGCGAAAAAUUGAGGUAUCUUAGUUAGACAGACAUAUACUACAACCAGUUUUAUUAUAAAACAUACGGUGUACAGAUCUUCGUAGUACCU

>cel-mir-794:I:12595620:12595820:+

AGCACAGCUCUUUUCUCUUAUCUUUACUUGCAGCUACUAAACUAUUCUGCAAAAAAAAACUGAGCGUGUCUCUUGAGGUAAUCAUCGUUGUCACUUCGCAAAGUUGGAAUUGAAAACGUUGUCUAUCUCGAAAGGCUUAUCAGUUUCUCACUCACAAGGAAAGUAUCAGCUUGCAAUUAGCCAUUUAAAGUAGGACCUUU

>cel-mir-1820:IV:7767398:7767598:+

UUUGCAUAAUGACAACCAUUUUUCAUUGAUCUACUUUACUCUACGUAUUCUUCAAAAAUUGCAUUUUCCAUCUUUUGAUUGUUUUUCGAUGAUGUUCGUUAAAUCGGUAUAAGCGAACCAUUGUAAACAAUCAAAGAAUGGAGAAUCAAUUUAUGAUCUGGAAGAUGUAAGUUUAUAAAAAAUGAAGGGUAACAAAACGU

>cel-mir-1822:II:6015440:6015640:+

GAACUUCAGCGAACACCAUUUAUCAAGGUGUAGCUCGCUCCAUUCAGUCCAUCUCACUUUUAUUCUGAUUCUUGAAAACUCCAAUAGUUUCUCUGGGAAAGCUAUCGGCCAAAUUUAACUGUCCGAGCUGCCCUCAGAAAAACUCUUGGCUCAUCGAGAAAUUCUAAAAUCAUAUUUUUUGAUAUAAAACAAUAUUCAGG

>cel-mir-1823:I:12608550:12608750:+

CCGACGAGCGUACCAAGUUUUCAUUUUCACCACAGUUCCCUCCAAUAUAUUAAUUCCCCUUUGACCUGAACGUCACCCCUAACCCUAUGCAGUAUUUGGAGCUCAUAAAAUACUGGAAGUGUUUAGGAGUAAUGCUCAGUUGUCAGAAUUUGUGAAACUUAUUAAAUACUUGAUUAUUAUCCAGUUGAGUAUUAUUUGAG

>cel-mir-1824:I:13513885:13514085:+

UCACUUGAAAAAUUCCAGUAUUCUGCUGCUAAAACUGCUGAUAUUGAUUAAAAAACGAGUUCACCAGAGUUGGCAGUGUUUCUCCCCCAACUUUUGUUACAGAAUUGCAAAAAUGUUGGCCGUGGUGAACACUUCCGCCUCUGGUUUGAAGCUCCCGUAGUUAGUAGUCUUCUACUAACCUGACAAUGCGGGCAGUCCAU

>cel-mir-1828:I:10600381:10600581:+

UAUUCACUAUCGCUGUUCCUGCUAUAUUCAACUCUUCAUCAUCUUAUAACAGCCAAAAAGUAUUCAAACUGAUCACUUUUAUCGGUUCCGGUCCCUCUGCAAAAAAGUGGACUGGAAGCAUUUAAGUGAUAGUGUUUGAUCAGUUUAUGGCGAAAUAUUAACAAAAAAAUUUUAAGAAAAAAGGGUGUUUGGACAGGUUU

>cel-mir-2207:II:11600154:11600354:+

CUAUAAAUCGAUCAAUACGUGCUCCUACGCUUGCGUUUGCUACUUACAUAAGGAUAUAUUCUUUGAACCACAUGUUUUGUGUGAAUUGAGACUGUGUAUAAGAAUGUAAGGAGGAGAGGGGCCGUUCGUAUCGUUCGUCUUAUGCACAGGCUCAAUGCACACAAAACAGGGUAUAUUGUAUACUCAAAUUAGAGAAAAAC

>cel-mir-2209a:IV:1027030:1027230:+

ACUACACUAUUGGCUAAGGUCUCUGUGCUAUUCGUAUUUCCAUCCAACAACCAUGACUCUCAGGAAUGGUGAGUGUAACCACUCUUCUCCUUCCGAGUAUUGAUUAUCGAGAAGAGAUCAGCGGUUACACUACAUUAUUAGUAAGAGUCCUUAUUCAUAUUCCGGAAAAACCAUGCCUCCCAAUGGUGAGUGUAACCGCA

>cel-mir-2209c:IV:1027147:1027347:+

UCAGCGGUUACACUACAUUAUUAGUAAGAGUCCUUAUUCAUAUUCCGGAAAAACCAUGCCUCCCAAUGGUGAGUGUAACCGCACGUCUUGUUUCAAAACUCAAUAUAUGGAAAAAGACCACCGGUUACACUACAUUAUUGGUUGGAGUCUGAUUAAUAUUGCAAUAAUCGAUGAUGGUAGAAUUGGAGUAGUGGAUGUGG

>cel-mir-2210:IV:10914516:10914716:+

GGGUUGAGCUGAAUUAAAAAGGUCGAUGCUUUCCCAAUUUUGGUAUUCCUUCUGUAUAUUGUUUAGUCCAUUCAGUUUGUAGGCAGAUCAAUCAAUUUUUAGGUUUAUAUAAAUAAUCCUAAAGUCGAUUGCUCUACCCACAAAAAGUAAUGUUGACUUGAAGUUAUGUAUAUGAAAUUAUGAAACUAAAUUUUCAAGGU

>cel-mir-2211:I:9447281:9447481:+

GAGGAUUGUCGAGUAGAAUGAUGAUGAGGGAACCUGGGGCGGGUUGGGCUAAAUGUAUGUCUCGGUCUCUCCGCCUCCAUCUAUUCUCCAUCUGACGACGUCCCGUCCCGUCAGGUAGAAUUUAGAGGAGAAAAGAGUCAUAGUUGCGCGGGGGGCCAAAGACGGUGGAAAAGGACAUGAAGACUGUAUCGGUCCAAGGU

>cel-mir-2212:X:16207675:16207875:+

AAAAAACUGAAAUGCGUCCUUAAUAAUUAUAAUUAUUUGUUCUAUUCUAUAAUAGAUAUAUUUUGAUGAAAUAUGCUCAGAUGGCAGAUCAUAGGCUGACUUUGCAAGCAUUUUAUACAAAGUGGCAUUUGAUAAGCCAUCUGACUAUCAUCUAAUUCGUAUUAUCUGCUACUUAUUAAAAACUUUAUAUAUAUAUUCAU

>cel-mir-2214:III:7278570:7278770:+

ACAACCAUGCAAGUACUGGAAAAAUGUCUGGCGCUGGGAGAGUAUGUGGUAUAUAAACAACCAAGAGAAGACAACUUUCAAUUCGGUCCGGAGUCAAUGGGUUAUCUUUCAAAACCCCCCAUUGACAACAACUUGACCGGCGUUUUUUGCAAUUUUGUAUAUUAUUAGGACUCAAAUAUCAAAACAAAACAUUUUCAGUG

>cel-mir-2220:X:1873748:1873948:+

UAAUGAAAAGUUCACAGAUUUAUAGAAGUUCUAUCAGCACACAUUCAAUGCAACUUGGCAUUUACAGAGAAAGUAAGACCAUAAACUAUUUAUCAAUUCAUCAUUUGAUCAAUUGUUUGUGGACUUACAGGCUGCAAAAUUUGAAGUACACUGUAUGGAAAGGUAGCAGAAAUUGGAAUACUGGAACGGUGGGUCUGGUG

>cel-mir-4807:X:1872388:1872588:+

UCUGGGCUUUCAGAUCUCGGUCAGCAAUUGGAAAGUGGCGAAAUUGCAAAUUGGAUUUUAAUUUCAUUUCUGUGAGUUCAAAGUUACAUUUUCAAUAUAUCUAUUUUGAAAAUGCGACUUCUGGGCUUACAGUCUCUACACGGCGGGCGUUUUGUGAAAAGUGGAAGUCGAGUUCUGAUGCGACGAGUGAACGUUUUCGU

>cel-mir-4808:X:1872873:1873073:+

UCUUCUGAGAGCCGGCAGAAAAAAAAAUUGACAUUCACAAUUGCUCCCCGUGUGCUUGCAUUGCUAAACAUGGUAAGAUAGAUUAGUGCUUUCAAUUAUUUCAAACGAAAGCUCUAUUCUCUCUUACAGAUAUUGAGAUCACGCAAAACAAGAUGAAAGUGAGAUUUUUCCAACAUAUUGGCAAUGUUCACUGGAAAUUA

>cel-mir-4809:X:1873567:1873767:+

AGAAAUUUAGAAAAACACGGCUUCAAUUACAUGAAAAAAGUGGUCCCGUUACACAUUUUGGAUGCAAGUACUGUAAGUUCAGAGUUGAAUUAUCUUGAUCAUAUUUGAUAAUACAACUUCUGGGCUUCCAGGUCCAGAAAACACAACAACUUAUGCUUUUUGCUUGCCAUGGAUCAGUUUCUAAUGAAAAGUUCACAGAU

>cel-mir-4810:X:1875659:1875859:+

GAUUGUGUAGUUCCAGGAAAGACUGUAAAAACUAUACGGUCCAAGUUUUACAGUAAAGCAACAUGUGUGAAAGUAAGUUCAUGAGUUCUCUUAUAAAAAGGUUUUUAUGAGUAUCGCAUCAACUUACAGAGGACACACGAAACGAUUUACUAGUUGGCAACAGUUUGGUCUCAAUAAAAAUCCCAGACUUACUUCGCUAG

>cel-mir-4813:III:4571542:4571742:+

CUUUUUGAAUGCUCCCUAGCUCACUUUAAUAUUAUUCAUUUUUUGCCACAACUAUUCUAUUCUUUAUUUCACCAGACUAUCUAGGAAAUAUUGAACUAAUACAAAUUUUAGUUCAAUAUACCGGAUGGUCUGGUGAAAGCAACAUGCGUUGUAAGUUCUUUUUCAAAAUCAAAUGUCGAUCGAACAUUUCAAUUCGAAAU

>cel-mir-4921:X:1879902:1880102:+

UGUGAAAAAGAGAGCCUUUUGUUUACAGAGACCAAUCUCAUUGUACCACGUUUCAAAAGAAAAAGCUACCGUAAGUUGAUGAGUUCACACAUAAAUUUUGGAUAUAUAUGUGCCACUCACUUUCUUGCAGUACACCGCAGGACUGUGAGGCAAUCAAACCACCAUGUUGCCGGUUGCCGAAAAUCUCGGUGGCCACACAG

>cel-mir-4923a:X:1879799:1879999:+

GUACUCAAUUUGGUUACAGGAUUGGAAUAUUUCAAAUAAUCGUUCGGGAGUACAGUUUCAGAUAUGCCGGGUAAGCAAUUGCUUCUCAUUUUCAGAAAUUGUAUGUGAAAAAGAGAGCCUUUUGUUUACAGAGACCAAUCUCAUUGUACCACGUUUCAAAAGAAAAAGCUACCGUAAGUUGAUGAGUUCACACAUAAAUU

>cel-mir-4923b:X:1879562:1879762:+

CAUAUGUUUCAAAAACUUGUUCAAAUUGUUUUCGAAAACAUUGCAUUUACAGGCGAAGGAACUGAAUCAAGGUAAGCAAAUUCCCGUCAUUUUCUGGAAAUAUUUUGAAACGGCGGCAAUUUGUUUACAGAAAGUGAGCGGUUCGUUUUGGGAGAUCAAAAAAAGCCCAGCAUUGUUUUAAAAAUAUGGGUAAGAAAAUG

>cel-mir-4925:X:1879484:1879684:+

GAGAGAGAUCAUUGGACUUACAGAGUAUGACAAAAUCAGCAACUCAUCGCAAAUCACAUUUGAUGUCAGCGGUAAGUGCAUAUGUUUCAAAAACUUGUUCAAAUUGUUUUCGAAAACAUUGCAUUUACAGGCGAAGGAACUGAAUCAAGGUAAGCAAAUUCCCGUCAUUUUCUGGAAAUAUUUUGAAACGGCGGCAAUUU

>cel-mir-4935:V:18562400:18562600:+

UUUUUCUCCUGAUUCCAAAAAUAUACUUUUCAUCGGUCUCAGUAACCGAGUUACGGCGGGUUUUGCAAGCGCCGGCGAGAGAGGUGGAGAGCGCAGAGAAAGCAGUCGCGCUAGCUGUCGGCGCCCUCCACUCUCUCGCCGCGGCUGACAAAUACGCUUGUAUCUCAGCUAGUUUUGCGUUUUGAGAGUGGGAAAAGUAG

>cel-mir-5545:I:11885536:11885736:+

GGAGAUCUCCGUUUUAGUGAGUUUCUUGCACAGGGGCUGAGAGAGCGUGGGGUGAGGGGUGUGUCCCAUGCCGGUUUGAUCUACAAAAAAUGCGGGAGCAUAGAAAAAUCCCGCACUUUUGUAGAUCAAACCGACAUGGGACAACCUGACACUGUGUUCAAAAAUUUAUUUUGCACAUUUUGUUAGUUGACAACUUCUUU

>cel-mir-5551:IV:9757435:9757635:+

CUCUCGUUUUACCUUUUGUUUGGAACUGUUCGCGGGUUUCAAAUUUUCGGAAUUAAUUAUUUUUGGAGUGGAGCUGUAAAUGGUUGGAAUCUGGUAUAAUGGCUUCGAGACUUUUUAUACCAAUUUCUUACCAUUAGCAUCUACACUUUCAAAUCUAAAUCCAAAACACUUUAAAAUCCGAAAAAUUUGAAGGUGGAGUC

>cel-let-7:X:14743990:14744490:-

UUUAACAACAAGUACUAAUCCAUUUUUCAGGCAAGCAGGCGAUUGGUGGACGGUCUACACUGUGGAUCCGGUGAGGUAGUAGGUUGUAUAGUUUGGAAUAUUACCACCGGUGAACUAUGCAAUUUUCUACCUUACCGGAGACAGAACUCUUCGAAGCUGCGUCGUCUUGCUCUCACAACUUUCUUUUCGUUUUCUUCCUC

>cel-mir-1:I:6172564:6173064:-

ACGAGUCGUCUUUUCCCAGAUUCAAUUCUACUCUAUAUCUACGCUAUAUUCAAAGUGACCGUACCGAGCUGCAUACUUCCUUACAUGCCCAUACUAUAUCAUAAAUGGAUAUGGAAUGUAAAGAAGUAUGUAGAACGGGGUGGUAGUGUUUUAAUGGUGAGUAAUUUUCUGCAUUUAAAUUAUAGUAAGAAAAUUUGAAA

>cel-mir-2:I:9372659:9373159:-

CUACCUCUUCGUAUUUUAUUCUUCGCUACCACAAUCGUAUUUCGACGAAUCUAAACAGUAUACAGAAAGCCAUCAAAGCGGUGGUUGAUGUGUUGCAAAUUAUGACUUUCAUAUCACAGCCAGCUUUGAUGUGCUGCCUGUUGCACUGUAAUUUUUUAUAGCAAAUGGUACGGUAAUAUUCCAAAUUUUGCAUGAAUUUG

>cel-mir-34:X:2969637:2970137:-

UACUUUCUCGACGUUAUUCAAUAACUACUAAUACCACUACUGACUAUUAUUCUUAUAACGGACAAUGCUCGAGAGGCAGUGUGGUUAGCUGGUUGCAUAUUUCCUUGACAACGGCUACCUUCACUGCCACCCCGAACAUGUCGUCCAUCUUUGAACACUGGUGAGUGAAAGUUUCUUUUCGGUUUCAUCUUAGAUCAGAA

>cel-mir-48:V:14364286:14364786:-

UUUCACUACUUAUUAAGUAUAUUGAUUCCCCCACAGGUAAGUCAAUUAACCAAUUGAAACUCCCGGGAACUUGAGGUAGGCUCAGUAGAUGCGAAUUGAACGGUAUCUCACAUCCACCAGCCUAGCUCGCAUUCCCAGAGUUUACGGUAUUGUUUUAUUAUUAUGUUUCAUUCAAUAACGUGGUGCUACCAAAAUAUCAG

>cel-mir-51:IV:11025879:11026379:-

CCAGGUUCGACACCACCGGUGCACUUUUGUGUCACCAACAUUUGCCUGCUCACUUGUCCGAAAAGUCCGUCUACCCGUAGCUCCUAUCCAUGUUACUGGUCAAAAAGUGAACAUGGAAGCAGGUACAGGUGCACGGCGAGUAGGGUCAUGAAGCUGGGGCUCUGGGAGCAAACAAAAUCUUUGCGCGUGGGUGGUUCAGA

>cel-mir-54:X:13144816:13145316:-

UCUCUACCCCUCUUGUUCUGAUAUUUUCUUAUUAAUCUCUGGAAUUGGUAAUGUGAGUCGCGCUCUGACUAGGAUAUGAGACGACGAGAACAUUGCUUUUUUAAAAGACUUGUACCCGUAAUCUUCAUAAUCCGAGUCAGGGCUAGCUGACCAUAAACAUGCCUUCCAGUUUUGUUUCUUAUUAUUAUUAUUAUUAUUAU

>cel-mir-55:X:13144649:13145149:-

UGUUUCUUAUUAUUAUUAUUAUUAUUAUUCGCUUAUUGCGAAGCAUGUCUAGAUUUGGAACUUAAUGGGACUCGGCAGAAACCUAUCGGUUAUACUUUUUGGAUAUGCUAUACCCGUAUAAGUUUCUGCUGAGCCCCUUAUUCCUGUUUGGCGCUUCAAGCUAUCUAACAGUAGGUGAGUUGGAACGGAGCCAGUGUCUG

>cel-mir-56:X:13144512:13145012:-

CUUAUUCCUGUUUGGCGCUUCAAGCUAUCUAACAGUAGGUGAGUUGGAACGGAGCCAGUGUCUGUUCUUGGCGGAUCCAUUUUGGGUUGUACCUCAUCCUAAAUUUGACGGUACCCGUAAUGUUUCCGCUGAGAACCGACUGUGCACCACUUUGCCCAUUGGAUACCCCCAGAGGAUAUCUUGGCAGUUUGCCAGAAAAC

>cel-mir-60:II:6328554:6329054:-

AACAGUGCUCUUUGUAUUAUUAUCUACAAUUACUUCGUAUUCAUAUUCUACUCGAAAACCGCUUGUUCUUGAACUGGAAGAGUGCCAUAAAAUCAUGACAAAGUACGUGAUAUUAUGCACAUUUUCUAGUUCAAGACUUGAGAAAUCGGUUAACUGUUUUUGAAACAACUUCUGAUUUUUGUUGACGGUAGUUUUUGCUA

>cel-mir-61:V:11769941:11770441:-

GGGUCACUUGGUGGCCGUUCUGUCCCCUUAUUCUGCUACUCCCUGCCUAUUCCAUUAUCGCUGAACCUCGAGAUGGGUUACGGGGCUUAGUCCUUCCUCCGUAUGGCAAUGACUAGAACCGUUACUCAUCUCGAGGUUUCGGUGAUCCUUCAAUUUCCCCGUUCUACUGAUAUUCAAACUACUAUAUUCAAGGGUCUUCG

>cel-mir-63:X:17598578:17599078:-

UCAGUUCUUAUCAUUCAUUCCCAACCAUGCUCCUGGAGCAACUUUAUUCAUUCAACAAGCAGACACAAUUUCUAACUCGUCGGUAGUCAUCGUUCUAGCUGAAAAGGACACUAUGACACUGAAGCGAGUUGGAAAUAGUGGUUCUACUUGAGCAAAACUGUUGAAAUUGGAUUACAGAGAUUAUAACUAAGUUUUACACU

>cel-mir-67:III:5931199:5931699:-

UACUAAGUAUUUUGUAUACAAGUUCUUACAAAUUCUCUGGUAUUCCAACUCGAUCAAAGAUUCGUCGAUCCGCUCAUUCUGCCGGUUGUUAUGCUAUUAUCAGAUUAAGCAUCACAACCUCCUAGAAAGAGUAGAUCGAUUUUAAAACUUUGAAUUUCGUUUAUUCUUAUAUCAAAUUUAUCAAAUGUAACUUUUUAGAA

>cel-mir-71:I:9379812:9380312:-

AUUCGCUGUACUUUCCAACAAAACCUCAGUGUUGAAACUAGCUCACACACAGAGGUUGUCUGCUCUGAACGAUGAAAGACAUGGGUAGUGAGACGUCGGAGCCUCGUCGUAUCACUAUUCUGUUUUUCGCCGUCGGGAUCGUGACCUGGAAGCUGUAAACUUGUAAGUUGUUUUGUAUUCUUCAAUAAAAAGAGUGUAAA

>cel-mir-87:V:12038564:12039064:-

GUCCAGGUUCCUUCUAGAGGCCACCAUUCUAAUAACUUCUCAUCCUCAACACAGGUUGUGCCAUCCGGCCGCCUGAUACUUUCGUCUCAACCUCGCUGUCAGAUUGGUCGUAGGUGAGCAAAGUUUCAGGUGUGCCGGAACACACCCAUACUUUGCCUAAUUGGUAGUUGUCAAGGUUAGUUUAGUUGCAAAACAAUGGG

>cel-mir-90:III:8873794:8874294:-

CCCUGACCCUUUUAUUCUCCUUUUUAAAUUAGCUUUCCAUUUCUAACAAAACGGGCGCCAUUUCGAGCGGCUUUCAACGACGAUAUCAACCGACAACUCACACUUUUGCGUGUUGAUAUGUUGUUUGAAUGCCCCUUGAAUUGGAUGCCACAGGUUUUCUUUUAUUUUAUGUUUGUGUCGCGGCUUGUAACAUUAUUGAC

>cel-mir-233:X:12078410:12078910:-

AUUCUUAUUGUGGUCUAGAAACUUGUUAGGUUGGAGCAUGAAAUGCCCCUUAUAUAGCAUCUUUCUGUCUCGCCCAUCCCGUUGCUCCAAUAUUCUAACAACAAGUGAUUAUUGAGCAAUGCGCAUGUGCGGGAUAGACUGAUGGCUGCUUUUUGUCCGGAGCAACUUCAAACUUUUUUGUUUUUAAAUUUCGAAAUAUA

>cel-mir-234:II:14466064:14466564:-

AAAUAUUAUCACUUCUAAUACUGGUAAGUUAGUGUUCUAUGUAAGUUGAAACACAAAAAAUGAUCAAACGGUAUUCCAGAGUUGAUAAUAAAAAUGCGUCAGUCCGCAAUCUAUUAUUGCUCGAGAAUACCCUUUGACUACUAUGUGUACGUUUUUAUUAGAAUUUAAGUUUUAAGAUUAAUAUAAUACAUGUAUAACAA

>cel-mir-235:I:6162193:6162693:-

CUAUCUAUUCCUUAUUCUUCCAAGUGCUAUCUAUUCGUUUGCUGAAAAUCGUCCGAAGAUAUCAGGAUCAGGCCUUGGCUGAUUGCAAAAUUGUUCACCGUGAAAAUUAAAUAUUGCACUCUCCCCGGCCUGAUCUGAGAGUAAGGCGAAGCUGAAUUGACUUUAAUUCGACAGGUUUGUUUUUGCUUCAAUUGUUUAAA

>cel-mir-239b:X:11791122:11791622:-

UCAACUUCUCACAUUCACUUCUCCUGUUGAAACCUUAUUAUUCUGAAAAGUUACAGCGACAGAUGCAAUUUUUGUACUACACAAAAGUACUGGUCAUUUAAGUUGAGGCUCAGCACUUUUGUGGUGUGCAAAAAUGGCAAGUUGCUUUUAUCUCAAUGAGAACGUCACAUUGAUGUUAUUGUAUUUUAAUUUUGACUGCA

>cel-mir-241:V:14366063:14366563:-

AAUUGUUUUCCUUAUUGAAGGUAAGUGUUGGGGAUGCUCUUUUUGUACCAAACCGCGGGGGUGUCAAAGUUGAGGUAGGUGCGAGAAAUGACGGCAUCCAUAUAGUAAUCGUUCAUUGUCUCUCAGCUGCUUCAUCUGUGACAUGGCUACGCUAUUUUUUUCACUUGGAUUAGGGGUUCGGAAUGGAUUUUGGUUGAAUG

>cel-mir-252:II:11446681:11447181:-

AUAAAAGGAUUGAAUGGGAAGGCAAAAGUCGUCAUUCUGAUCUUACUAUUCCAGGGGUCUCUUUCAGUUAUAAGUAGUAGUGCCGCAGGUAACCGCCAGUCUAAAAGGCUUACCUACUGCCUUCUGCUUAAAAUUGAAAUAUUGAUGACCAUUGAUUGUUUACCUGUCUCGGAAAGAUUGCUUCAGCGAAUGGAGGUAGU

>cel-mir-254:X:11333357:11333857:-

UGUGUAUUGCACCGACUACUGAUAUUCUCUGAUACUCCGCAUGCUGAGCACGGACUAUGCAUAUUGCCGCCUACAGAAGCAUAGAUUUCCACAAACCAUUCGAGGUGUUUGUGCAAAUCUUUCGCGACUGUAGGCGGCGAACAUGCAGUUUUUUCGCACUUGGUCUGUCCUUACUGUAUUGUAUGUAUAUAUUUUCAAAA

>cel-mir-256:V:6955925:6956425:-

CAGUAGAUAAUAAAUUAUAGUGUUAACACCGUAAAGACUAGCACGGCAAAUGCAAGGAGUGCAGAGGCUUACUAUGAGACGGUCAAGAGGCGCCUCCGUCACGUGGAUACGUCGGGUGGAAUGCAUAGAAGACUGUACUCAAAAAAUUUUACAAAAAUAGUUAUUACUUUUAAAAAACGUUGGUGAGUGAAGAAUGGGAU

>cel-mir-265:IV:12740305:12740805:-

AAGCAGUCGGAGAUCACUUUCUCUUUUCGCUAAUUUUGUGUGGUUAUUCUGACUGUUCGGUUUGACUUACCCCCUCCUUCCGCUGGCCGCCGUUUUUAUUAUGAACUUGAUGUGGUUUGAGGGAGGAAGGGUGGUAUUUGAACCUCUGUGAUGAAAAAGCCGAGAAUAUGGGUCAGAAAAGCUAUAAGUUUGAGGUGAAA

>cel-mir-267:II:12637942:12638442:-

UUCAAAUUGUUCCAAGCGUUUUGUGACCUUAAAAGUGUGAGAAUUUAAAAUAAAAUAAAAGUUUCAAAACCCCGUGAAGUGUCUGCUGCAAUCUAAAUUUUUAGAUAUAGAUGCAGUCGACUCUUCAUUGGGUUUUCAGGAACCCGUAAAGUGUUGGCUGCAUUUCCAAAACUUCCUAUCAGUAUGCUUUGGGGCAACAA

>cel-mir-270:IV:3258348:3258848:-

AUAGAUAGGCGGAUAGGCACGUGGGUAGGCAACCAGGUUUUAUGUAGGCACAAAGUCGCUAGCCUCUUUACCUGCCUACACACCUUUCUGCCUACGUGGCACAUUGGUAGGCAAGAGGGCAUGAUGUAGCAGUGGAGAUGGACUGCCACGAAAAGCUAAGGUAGGCGCGUAGGUACGCACGUAGGCAGCCAUGAUUUGAC

>cel-mir-788:X:8485123:8485623:-

AUGAAAAAAACGUCAAAAAGACUGUUUACUUUUCUGUGCGUAUUACAAAUUUUCAGCUGGAAGCUCACUUUUCCGCUUCUAACUUCCAUUUGCAGAGUUCAAGUAAUCUGGAAAUGGAUUAGAAUCGUGGAAAAGUUAGUGAAUAGCAGUUUUCAAAAUUGUGAGUUGCUUGCACUUGAAAUUAGCAUAAAUAUUUUCUA

>cel-mir-789-1:IV:16740549:16741049:-

UUGCAUAUUCUAUCCACACUGUUUCAAUAAAGUUUCGGUGUGAAUCAGACGAAUGUCCUGAAGGCAGGCAAUUGAUGACCCAGACAAGGACUAAUCAAGAUUGUCGAUCUAGUCCCUGCCUGGGUCACCAAUUGUCGGCCCCCGCGGGCAAAGAAUAUAUACUUUCUAGUACCCUUUUAACAAUAUUCAGAUUUUUUUCA

>cel-mir-792:V:3041986:3042486:-

UGCUGAUUCAUUUCCGGUUCUGUCAUCGUGUAUUCUACAUAUUAUUUAAUCAUUUUAAGUUGGUCAACGUUUGAGAGUUCAAAAGAUUUAGCAAUUUUAUACGAGUGAAAUUGAAAUCUCUUCAACUUUCAGACGUUUUCUGAUUUAUUAGCAAGGUAAAAAGUUUUUACUAAAACGUUCUCCAACACAUUUUGUUUCGG

>cel-mir-798:IV:14277168:14277668:-

GUAGUAAGGUGUCGAGCAGUAAAAUAGGUAAGUUUUGAGAAAAUUCUUGGAAUUUUAAAAGUACUGUUUCAUGUAGGUGUUAAAGUUUGUACAAGAAGUUAGUUUUCUGUUAAGCCUUACAUAUUGACUGAGCAGUAAAAUACAUGAAAAUUUAAAUAUUAAAAAUAAACGAGAUUAUUUCAAUUUCGCCAAGUCACCCU

>cel-mir-799:X:8600482:8600982:-

AGAAUUAAUUCACUAUUCCUAAUAUUUUCUAUUUAUUGGUAUAAAAUAUGUUAGUUUUUCAAUUUUUUUCACCGGUUUUAAAAAGUGGUUUCACAUUCAAUAAAGACAUGUGAACCCUGAUAAAGCUAGUGGAAAUAUCGGAAAACAUUGUUAGGAGCAUAUGAAGUGUACUUCUUAAAAACGUGUAAAAGCUUUAAAUU

>cel-mir-800:X:380807:381307:-

GGAUACAUUCAUUGCGUCCGGUGUGUAGGAUUUUCGAAAUUUUCCAAAGGGUAGGAUACCGUGAACGGCGGCUGACAAUUUCCGAGUUAGGCCACUCUUAUAAUCAGUGGCCAAACUCGGAAAUUGUCUGCCGCCGUGAAAACCUACCCCUCGGAAAAUAUUCAAAGUUCUAAGUGUUCAAUGGAAAACAUUUAAUUUUA

>cel-mir-1022:X:6435277:6435777:-

UAUUUUACAACUCCUGUCGACUUUUCAUGUUAUAUUGCAUCUAUAUUCACAAAAAAGGUCCAAAAUCGGCAAGAUCAUUGUUAGGACGCCAUCUUGAAGCAAUAUAAAGAUGAUAGUCCAAUGAUGAUCCAGCUGUUCAAGGCUAGCAAAAAUAAUAACUUGAUAUGACAAAUGAAGAAAAUAUUAAUAAAGUGUUGGUU

>cel-mir-1829a:X:15588113:15588613:-

CUGGUUAGUGUGCACAAUCUCGCGGGUUCGAUUCUUUUGAAUGCUAAAUCCUUUGUUCAGUUAUUAUAAGUAAGGGGACUUCUAAUUGUUUGUAAAAAAUCGAGUAUUACAACCAUUGGAAUUUCUCUAUUACAUUUUUGGAUUGGCAAAGUUGUAGUACUUGACUAUAGGAAAUGAUUUAGCCUUUUAGGGAGGAUGUC

>cel-mir-1829c:X:15236163:15236663:-

CUGGUUAGUGUGCACAAGCUCGCGGGUUCGAUUCUUUUGAAUGCUAAAUCCUUUGUUCAGUUAUUAUAAGUAAGCGAAAUUCAAGAUGGUUGUAAAACAUCGAGUACUACAACCACUGGAAUUUCUCUAUUGCAUUUUUGGAUGGGCAAAGUCGCAGUACUUAGCUAUAGGAAAUGAUUAAGCUUGUUAGGGAGGAUGUC

>cel-mir-1832b:IV:17092698:17093198:-

CCACUAGCGCUACUCCACCUUUAAAAAACGAAAAAUCGAGAUUUUUCAAUUUUGACUAACUUCGACCAAUCAGCGAAUCGCUCGGCCCACUUUUGUGAACCAAUCAGCGUCAAAAGUGGGCAGAGCGAUUCGCUGAUUGGUCGUUAUCAUUUUGAAAGGAAUUAAGCCAUUUUUCGUGACUUUCAGUUUUUUUUUUUUGG

>cel-mir-1833:IV:15012192:15012692:-

UUAUUGAAUUUAAUCUACAUUUUUCAGGACUUUUGCCGGAAAUUUGGAGGAAUUCGCAACCGCCGCACGCUUACUUCGCAAGCCUCGCGCGUUUUCUUUUCAAGAGAAAAAGCGUGCGAGGCUUGCGAAAUAAGUGUGCGGCGGUUGCGAAUCGGCUCCGCCCACUGCAUUCUGUUGGAAAAUUCCAAUUUUUUCUUCGA

>cel-mir-1834:IV:6660323:6660823:-

UUAAAAUAUGUUUUUCAAUUAGAAAAUUUGACUUUUUCACAAUGUUGGUAAAUUCUGGCAGACAUUUCUGAAUUGACUCGGUGUGUGAUCUCUUACCGUUUUAUGGAUAAGAGAUCAACCAUUGAGAUCCAAAAUUUAGAUUUUCAAACCAAAAGUUUCAGGAAGACAUUUAUUGAAAAAAAAAGGUUUUCAAACAUUUU

>cel-mir-2209b:IV:1021183:1021683:-

CCACUACAUCAUUGGUUAGGCCUAUUAAUAGUAUUCAUAUUCCUGAACAGCCCUGGCUCCCGGGAAUGGUGAGUGUAACAACUCUUCUCCUUCCGAAAACCAAUAAUCGAGAAGAGAUGAGCGGUUGUGCUUCACCAUUGGUAGGGAGUCUCCACCAGGGGUGUGCGGAUAACCGAUUUUUUCGGCUAACGGAUAAAUCG

>cel-mir-2216:II:10866916:10867416:-

AGCCACUCAAAGCAUUGAGGAAUACUGUUUUUAUGAAAUUAUCACCUUUUAUUGCAUAUUUUGGUUGAUUUAGGCACAUUUUAAGUCGGUAGGCGUCCAAUUUUGAUGCCUAUCUACUUAAAAUGUGCCUAAAUCAAUGAAUUAAUUAGAGAUAAAUGACCAAAAGAUGCAAUUCAGGAUAAUAAUUUAGGAGAAGUUGG

>cel-mir-2218b:I:13834746:13835246:-

AUGUCGAAAAUGCUGUAUUUUAAUGUAAAUUCCAUGAAAAAUGAGCCAAAAUCCGCUGGUUGAGGCUCAGACUACAAACUACAUCAUUUUCCAUCUCUUUGGUGAGGCUAGAAAAUUUGUAGUUUGUAGUGAGAGCCUCAACCAACCGCUUUUAAAAGUUAAAAUUUUCUGAUUUUUGUUUCAAAUUGGCCGUUAAAAUU

>cel-mir-2219:V:2924463:2924963:-

UUUCAGGCAGGCAGGCGCUAGUCCCUGAAACCGCGCUGUUGAUGCUAGUUCAACUCGGCAUAUCGCCACAGCUUUCUCUCGCACAUCGUCAGCUAGAUUUGAACUCUGUAUGAAAGCUGACGAAGUGCGAGGGAAAGCUGAAGAGGUGCGACGAGGUGCGACGAAGUGCGAUGGAGUCAAGCUAAAAAAAAACAAAAAUG

>cel-mir-4811:X:7185191:7185691:-

UCAACACUUCGGAGAAAACUCAUUUAGUAUGACUCUGCUGCCAUCUGUAUAUUUUUAAAAAAUUGUGGUAUUGAACAAUACCUGUGUUAAAAGACAUACAUAGCAGCACCUUAUAACACUCGUAUUGUUCGCUACUACAGUGCGUCCAACUUCUAUAGCACCCCCUCCAAUUUCUACAGCCACAAUUGUUAGUUUUGAGU

>cel-mir-4920:IV:8133274:8133774:-

AUGCCUUCGAUUCCUGCACAAUUAAAUAUAUCUGCAUUCAAAUUCCCAUUAGGAUUUAUAAGAAUUAUUCAAUUUGUAAGGAAAACUUUUGAAUUUCUUUUGAGAGAAAAUUCAUUUGUGAUUCUUUUCAGGUUUUCAUAAUCAUUGCGAUAGCCGCUAUUAACAGUUGGGGAUUGGAAUUGAAUUACCACUGUGUUGAU

>cel-mir-4927:III:3507066:3507566:-

CGAGGAGCAGGUUAAGCAAGUCGUUGAUAAACUCUACAAUAUGUGGGAAGAGAGAAAUAAUAAUUUCACAGUUGGUGGGUUUUUUCAAAAUUUUUUUAAUUAAAUAAAAAAAUUUGGAAAAAAGUUCCAGCAGUAAAUCAGGAGCCACGCGGUGAUGUCUGGACUCAAUUGAAGGGGGUCACUGAUUUGACAGCACUGAA

>cel-mir-4929:II:13461571:13462071:-

UUUCAUUUUUUUUUCAAUUUCUUAUGAAUUUUCGCUUCCAAUUUAAAAUAUUUUAAUUCAUUAAAUAAAUUUGCGCGUAAGAUAAAAUGCACUGCACACAAAUGCACACAAUGCACCACAUCUUACGCUCAAAUUUUCUUUAAUUAAUUUUCACCGAUUUUCACCGAUUUUCCCCGUCGAUUUCUAAUCAAAUUUCGAUU

>cel-mir-4933:II:13182410:13182910:-

AUAAUCUCGAUUAACAUUGGAGCGCAUUUGCGUUCACACGAUCUGGCCAGAUUGCCUCGUGAGCUUGCCAGAAUCGGUGGCAGUGACCUAUUCUGGCCAGAUCUAGCCAGGUUGGGUCGCUGCCACCAAUUCUGGCCAGAUCUAGCCAGGUUGGGACGCUGCCACCAAUUCUGGCCAGAUCUAGCCAGGUUGGGUCGCUG

>cel-mir-4934:IV:9825196:9825696:-

AUUCGGGGGUCGUAAAACAAAAAUUUGUUCUGGAAGCGCCAAUUUAAUUCUAAAAAUCAUUUCUGACUGUUGGCCUCUUCAUUUUCGAAUUCCGCGGCAAAAAAGCAGUGCCGAGCUUCUGUCUAGAUGUCUGCGUCAUUUUGUGAUAGCUUCAUUCUCUUCAUGUCGGCUUUUCCCCGUUUCCGCCGUUUUAUAUUUGC

>cel-mir-5546:I:2888354:2888854:-

GUGCGUAACAAUGUUAUCGAUAUUACUACGUAUUUUUGUGGUUUGGAGCUAAAUAAUUGCAUUUUCGCAACCCUUUCGCCAAUUUUUUUCGUGAAAAAACGUGUAAUUUUACGAAAAAUUGCGCGCAUGGGUUGCGAAAACGCAUUAACCGCACGGUUUUCGGUGGCACAGAACACAGUAAAACCCAUUUAUUGAUUGAA

>cel-mir-5594:II:11864925:11865425:-

UUGCGCCAAAAAUGCGGUAGCAGGUCUCGAAACGAUAUGUUUUUGCCUACUGCGAAAAUGUGUGCGCCUUUGAAGAGUACUGUAGUUUCAAAAUUUCAUUGAUUAAAAUUUUGAACUACAGUACUCUUCAAAAGCUUUUUCACAUUUAACAUUUCUUGUCGAGACCAGGAACCAUAUUAUUGGCGCGAAAAUCACAAAAU

>cel-mir-5595:II:14399349:14399849:-

UAUAUUAUGUUACCUGUUCAUGGAAUAAUGAGAAAAAUCGCCACAUUUUACACGCAAAAAACACCUGCGUCUCUUUUUUCUCGCAUGCCAUCUCAAAACAUCGAUGGCGAGAGAGCGUGUGGAGAAGAGAGACGCAGGCGUCUCCGAAGUUCUCAUGAAAUCAUGAACACGUAAUUGAUAUUAUUAUUAUAAAAUUACCC

>ZK218.17:V:17117756:17117956:1

GUUCUAGGUUUAUUUUUAAAAUGUAAGAUUUAACACAAUUUUGAAAAACAAAUUUUUUUAGUCAUUCUAAAAAAAUGCAAAAAGCUUACAACAUCCAGGAUUCCCAGGCCGUCUCCGAUCCAAGUACUAACUGGACUCAACGUUGAUUAACUUGCCAGAUCGGACGGGAUGGCGUGCAUUCAACGUGAUAUGGUCGUAAG

>ZK218.19:V:17119954:17120154:1

CGAAGCAUUUUGCUUACACUGCGAAUCACCUGUGGAAUGCACGCCAUCCCGUCCGAUCUGGCAAGUUAAGCAACGUUGAGUCCAGUUAGUACUUGGAUCGGAGACGGCCUGGGAAUCCUGGAUGUUGUAAGCUUUUUGCAUUUUUUUAGAAUGACUAAAAAAAUUUGUUUUUGUUGCAACAUCAUAUGAAUUAGAAACGA

>F31C3.10:I:15060208:15060408:1

UUGAGUUAGAAAAAAAAAAGUUUGGGAAUUUUUUGUUCAGGUGUUAUUACAUGAAUUUGCAACUUUUUCAAAAAAAAAGGAAGCAUUAAGCGGAGCCAUUUUAUGGCACCGUGACUCUCCUCGAAGACAGUGUCAAGCGGGGAGUUUGACUGGGGCGGUACAUCUAUCAAAUCGUAACGUAGGUGUCCUAAGGCGAGCUC

>Y102A5D.9:V:17128316:17128516:1

AAGGGGUAGAGGCCUAGUCGGGUGGUGGGGGGUUUGUAACUGACAUGGGACUUGUCCAUAGACGCUUACGACCAUAUCACGUUGAAUGCACGCCAUCCCGUCCGAUCUGGCAAGUUAAGCAACGUUGAGUCCAGUUAGUACUUGGAUCGGAGACGGCCUGGGAAUCCUGGAUGUUGUAAGCUUUUUGCAUUUUUUUAGAA

>F31C3.9:I:15064859:15065059:1

ACUUAAGCAUAUCAUUUAGCGGAGGAAAAGAAACUAAAAAGGAUUCCCUUAGUAACGGCGAGUGAAACGGGAAGAGCCCAGCGCCGAAUCGAUCAGUCUUUGGCUGCUUCGAAAUGUGGCGUAUAGGUGUAAGUUUCCAGCAGUGUCGUAUGUCCGAAGUCCUUACGAUUGAGGCCAUAAACCAGAGAGGGUGCGAGCCC

>ZK546.18:II:4942220:4942620:-1

AAAUGAUGCACGGGUGGCGCAGUGGUAACGCGUUUGCCCGUUGUUCAGCUGUCCACCAGUUCGAUUCUCAAUGCACACAGAAAGUCGAGAUUGCCGGCUUCAAAGGCUUUAUCGUUGAUUACGUGUGCUAUAACAACGCCAUAGGUAUCAUUCUUCGUCUUCUUAGGCGCGGAACAUCUAAAUAUGGCUACAUUUAUCUG

>H06I04.8:III:3068748:3068948:1

CGAAUUCGUGAGAAAUAUCUUGCUCCAGCUCUGCCUAAAAAGUUUGAAACGAUGAUGAUGAAGAAUUUUUGAUAUGGUGUCAGGACCUCUGAGAGUUCCGUGAUGAUGUUUAGAGUUCCUGAAUCUUUUCAAAUCUUCUAGGCAGAUUAGCAGAGUAGAUAUUUUCUGAUAACCAAUUUUCAUAUUUUACUGGCCAUUAU

>F12F6.11:IV:11549603:11550003:-1

UUGAUUGCAUGGCCGACUGGUUAACGCAGUUGUCUGCUAUUUAUGCAUCACGGGUUCGAUUCUCGUGGCGGAUUGAAGAUGAAAUCAACGACGCUGACCGGUAGUGAUGUGUUGUCGAAACCUCUAAGAAGUACUGACCGCUUUUUUGAAAUUUGAUUUUGGAUCCUCAAUUUUUUUUUAAUUUGCUGAUUCUCGUUCUA

>C06A1.8:II:10560515:10560915:-1

UUUGUCAGAGGUGAGUAAUUUAAUUAUUUGAAAAUUUGUUCAAAACGCACAACUUAAGAACUUGCGAAAUCUACACAUUCUUGGCUCUUCUUAGCUGCGUUUUGCAGUUCAGAUUCUGCCAAGUUUUGUGUUCAUGGUUACGCGAGUGUCAUAUUUGUGCUAUAUAAAAAAUCGUCUCACAGUAAAUUAUAAUAGUUAGA

>K07C11.12:V:8222703:8222903:1

AAGGAGUGCAAGAUUUAUGUUAGUAAUUAUGAACUAAAUUUGUUAGAAUCUUAAUAAGCAGUUCUCCAACAGAAAUAUGUGCAUGAAGUGAUGGUUUGGGUAACCAUUUCAUCUUUUCAUGUCAUAUAUCUCCUGCCUCUCACGGUUUCAUCUGUGAGAAGCUUCAAAGAACUGCAAUAGAAGUCUAGCUCGAGAUGCGU

>K12D12.7:II:11876424:11876624:1

UCUUUGGUGACUCGAUAAUAAGAGAAAUCUGAAAAUUUUCAAGGUUUUUCUAGAGAUUUCACCGAUUCUUUUGAAGUAUCGGUGCACCAAGUGAAAAAUAAAAUUGCGACGCUUUAGUGACGCUGGAGAAAGUUUUUAUCCAGUGUCUAAAGGCGCGGCGCAACAUUUUUAAACUUUCCGAUGAUUUGUGAUUACUAAAA

>F46F11.12:I:5611501:5611901:-1

CCGAAUAGAUCAAUAGGUUAAACAUUUGACUAGGACUUGUAGACUCUAUGGUUCAAUUCCAAGUGAACGUAAAUGAAGAAAUACCAUCCUUGCUCUGCGAGUCGUUGAGCAAUCACUUGAGAACUCUGAUGAGGUAUUGUAGCAUCGGGUUACGGUAGCCGAGUCAGUUGAUUCUCAUCAUGUGGCACUUCGACGGUGAA

>ZK265.10:I:8259275:8259675:-1

GUGGUCUCUGGCGGUAACUGCCAAACCAAUGACCGCCGCUCGGCUUCCCGUUGCGGUGUGCAAGGAUGAAAAAGAACUCUCUCACUGAUAGAUGAUGUCUUCCUACAUUAUCAGAGCACUUUUUGUUCUUUUUUGUUUCUGUGAUAUGUAAGUUGUUGUGUUUAUUUUUCUUCCAAUAAAAACAUUUUAGGAAUAGUUUC

>F28D1.13:IV:12390332:12390732:-1

CGCCUUCGUCCCAAAUGACGGUUGCUUGAACUUUGUUGAAGUGAGUUGUUUUUUUUGAAUAACUCAAUCUAUACGAGGUCCAGAGUCACCUCUGAGAAUAUGUAUCUCUUCGGUGCUAGGAUUGCUCGAAAAUGAAUUAGGUACUUUAUGCAAACAGUUCUUGCGUUAUGCUCAUCUGUUUCACCUCCGUUUCUGACAAA

>T27A3.9:I:6105519:6105919:-1

AUGAAUGGUGUCACCGGUAGCGUGUGUGUUUUGUGUGCAGCGGGUCGCUGGUUCGACCCCCAGCCGUCGAUGACGACCAAGAGUUAUCCCUGUCUGAAUGAUUGUGAGGACAAAAGACUAUGGUAACACUCCGAGACUAGUUUUUCAUUUUAUUCUAUAAAAUUUUGUUUGAAAAUCAUUUAUUGCAUUAAUACAUGGCU

>K07C10.2:II:11167111:11167311:1

AAAUAAUUAAGACUUCAGGGAAGCUUUCCAAAAAUUUAUCGAGAGACAAGAGCUCAGACUAAGGCGUACUAUUUUUCUUUUCAGCAGACCGAGGCCCUCCAAAGGUGUCCUAAGUAAGUCAUCACAACUCUUGCUGGUGAUGGAAGUGGGAGCGAGGUGAUUGAGCGCCGCGGCCGACACUACGCGGGUUCGCAGGCGUG

>C27H6.5:V:9970004:9970404:-1

UCUCUGUGUGGUGCAGUGGGGAAGAGGCGCGCGCGUCGUUCUUGGCAUCGCUAGCUCGACCCUCGCGCGCUGCUAUUUGGGCGGUGAAAUUGUUGCACAGACCUGUUCCUAUUAGUUCACUGAGGAAAAUAGCAAUCAUGAGCCUUUUUGAAAAUUUUUAUUUUUUUAAUUUUUCAGGUCAGCACUGCAGUAAAAUCAAC

>K11C4.6:V:6888990:6889190:1

GGGUGGCGCAGUUGGUUAUCGCUGCGCCUAGCGCUUGCGAGGCCGAUUGUUCGACUGCGCUUGCUGGCCUCGAUGACGAUUCACCUAGCUCACUCAGACAUACAACUGGUGAUAAAAAAAUUUCGUGUCUUAGAGACCAUUUUGUACUUUUGGAACUUAUUUAUAGUUUUAAUUUCAGUUCGAAUUGAAAGAAACUCAAC

>ZK643.9:III:8937618:8937818:1

CACCCUUUCGCUGUUGUGGGGUGGCGCAAUAGGUUGUGCGCACAAACUGCGUCCGAGAGGUCGCUGGUUCAAUAUCGCUCUCCAGCUCCAUGCCGAUGUAAAAAAGUCAGUGUGGCGUUUUCAUGAGCGGAAAUUAUCACUGUUCCAAAAAACAAUUGCUAGUCUCCUGUGAGCUAAUGAUCACCUGAUGGUUCAGACAC

>C27H5.10:II:7184234:7184634:-1

AAUCAGGAAUGACAAAUCCAAAAUCGAAAUACCACUCUGAAGUCGGAAUACAUAAUUAGUUUUCAUCACCAGAAGCCAAUAUUAUUCAUCCAUUGCGUGCAAUAACAUAAUGAAUAUUCGAGUGAUUCUAUCUUACCUUCAAUGAUGGUUCCCUUCAAAUAAACGCGUUGCUCGAGUCGAAAUUUUUCGAUUUUGACUGA

>C07A9.14:III:9717223:9717423:1

AAAGAUAGCGCGCCGCGAAACCCGCGUGUUGUCGGUCGCUGCCCUAAGAGACUCUUCGGUUGCUGGCAGAAAGGUUGGCUGUGACGAUUACUAUUCCCAACGCUUGGAAUGAACCAAAGUGAUUAUUAACCAAUCCUUUUCUGAGCCAAUCGAAUUUUUAAAAUUUUGGAGCACUCACAUUGUAUUGAGAAUAAUAGAAA

>F55A11.10:V:11782925:11783125:1

GCUGAACUAGUGCCUCGCCGUCUGUUCCCGCUAGUUCGACACCUAUCGAGCGGUGAUGAAUGCACGUAUUGCUCUGACACCUCUUAUGUUAGCGGUAAAUUUCCGUGCCGCGAUGAGUCCACUAGGAUCUCUGAGCUCUUUUGAGCUUCACAUUUUGAAUUUUCAGAUGACUUGGGUGGAUCUUCUCGUUGCAUGCCUUG

>K12D12.8:II:11876518:11876718:1

AAAAUAAAAUUGCGACGCUUUAGUGACGCUGGAGAAAGUUUUUAUCCAGUGUCUAAAGGCGCGGCGCAACAUUUUUAAACUUUCCGAUGAUUUGUGAUUACUAAAAGGCGAAUCUGAGGCGAGGAAUUGCUAAUGCGAAUUCAAAUCUAAUAAAUUUUCCAAAUAUUCAAUUUUAUAUCAAAAUUUUCAGAUCAAAAAUC

>Y38F2AR.14:IV:2408368:2408768:-1

GCUAACGCGCUCGUCUGCCGCGUAGACGCUCGCGAGUUCGAUUCCCCGUGAUUACAAACAUUGCUGAAACCUGCCCACCCGAAAGCUUCGAGAUUGGCGUGGGGGCCGAUCGAGGAAAAGCUGACAACGGUGGGAACCAUGAUACAGAUUAUGAGAGAUGAGGGAUUGGAUUUUUAUUUUUGAAGUUUUUUUCUGGUUUU

>F11A10.9:IV:12086610:12086810:1

AUCGUUCAGCGUAGCGCAGUUGGGUGUGCGUUUGUACUCGAGGUCGGCGCCCACGAGUUCGACCCCCACUGCUUGCACGACUGCAACCUGCUUUCGGAACUUUACCGUCUGCGGUACUUGUAGUGCUAUAUGAGCGUGGGCCCUCCGUGUGCGUGUAAUUUAAUUGAACUAGCACUCCGUUGGUCACCGGAUAAUUUUGU

>F01D5.12:II:14018121:14018521:-1

GGAACCCGCAAGUUGUCCGCCGCGUCGGUUUAUUACGUUCGCGAGCCUUCUUUCUUUAAUCACGUCUGGUGAGGAUGAAAACAGGACAGGUUUCGCUAAAAUAUUACCGAAUGCCAAUAUGUCGAGACACCUUGGCUGUCUGAGGACGUUUUAAUAAUAAAUUUUGGAAGUUAGCUUUUUAGCAAAGUGUGUUUAUUAUU

>F56C9.12:III:7337789:7337989:1

CAUCUAUAUAAUUUUAAAUACUGAUAAUGCGUAUGCAUUCACCAAUGAUGCAAUGGUUAAAUCAGACGAGUCUAUUUUGGCUAUCUAUUCGAGUUCUUCGAAGAAAUUGCCGCUAAGCGGGGUGAAAUUGAGGCAUUUGUCUGAGGUGAUUUAUUAAACGCUAAAACUACCUAUCAAACAUUAAAAUAAAACAAUUCGGA

>H06I04.9:III:3068404:3068604:1

AAAAUCGAGGCCGCCGAGGGAAUUCCAGCCGAAGAGCAGAGACUCUGCUACGCCGGUUCGUUUCGUUUCACGCAGAAUCUCGAGAAGCGAUUUCCUGACACUCGUCGGGUCGCUUUGAGGACAGACCCUGCCGUACACAUUCUUGAUUUUUACCUGUUAAGGACGUCAGCUCGAGGAUAGCGAUUGCGGAAUCGACUCUG

>Y37E3.21:I:2070086:2070486:-1

ACAAGUACCAUCCUGGAUACUUCGGAAAGGUAUUAUUUUUAAGGUACUUUUUUAAAAGUUCGUUGGAAAUUAUCCGCUCCUAUCUUGGCGCUUCCAUUGGUGAAUAUGGCUGUGUAUGUUAUAGGAGAGAUAGUAGUGCCUUUUGGCUUUCGGAUCUCCUUCGGUGUUUGUCUUGCAUCUCGACAAAUGUCAUCCUCUGG

>Y37E3.20:I:2085000:2085200:1

GGCGCGUAAAAGUACCCAACAGUGCCGACCAGCGCUCCUCAAGCCUCCUGGCGCUGCUAUUAGCCGGGAUUCAUAGGCUGGCGAUGAUUGAGAUUGUUCCCACACGCAAUUUCUCCUGAUCCACAUGAAGGCUAAACUUCCUUGGACGUCUGAGCCGCCUUUAAUAAUGAUUAUUAAUGAUUAAUUUUGAGAAUUAAGGG

>H09I01.2:IV:8253011:8253211:1

GACGCACGUGGUGUCGCGGUAGUGUGUUUGGCUCUCGUCCAACAGGCCGCUGGUUUGAUGCCCGCUGACUGCGGUGACGAUCAACUCUUACCUACUAUGACAAAAACAAUGGUUAGACGUUACUCGUACUGUCUGAGCAGUUUUGUUUUUUUUUUCGAAAAAAAGUUUACAUUUUGCCAUAUUUACAUAAAUAUUCCAUU

>F12F6.11:IV:11549603:11550003:-1

UUGAUUGCAUGGCCGACUGGUUAACGCAGUUGUCUGCUAUUUAUGCAUCACGGGUUCGAUUCUCGUGGCGGAUUGAAGAUGAAAUCAACGACGCUGACCGGUAGUGAUGUGUUGUCGAAACCUCUAAGAAGUACUGACCGCUUUUUUGAAAUUUGAUUUUGGAUCCUCAAUUUUUUUUUAAUUUGCUGAUUCUCGUUCUA

>C10C6.8:IV:11473866:11474266:-1

GCCGUGUGGUCGAAUGGUUAACGUGUGCGCUUGUCGCCCGUUAGUCGCUGGUUCGUGCCCGCGCUGUAGAGUUUAUGGCGGAUAGGAACCAGGUCAUGUUUGUACGUGAUUUGGGCCGACAUCCCCGCCGAAAUAGUCCUGCGAAGAUCUAAGGUCGCUUCUGGAUGGAUUUGCCACCGGGUGCACACCAUCUUCGUGCA

>K02C4.7:II:8091588:8091788:1

AGUAGUGCGAAACCCGCGAGGUGUCUUCUGCUGUGUUUCUGAUGGCGAAAGAGAGAGACUGCGACGGCAAGCAAAUGACGAAAUCGCACCUCGGCCCGACUCCAACCCUGGGGGCGAAAUGAGCUUUUUAACUCAGAUGCUUCAGUAAUAAUGAGGGAACAAAUUUUGGAAAGUUCAUGAUGAAUGUAUGAAUAGAAACA

>F46F11.12:I:5611501:5611901:-1

CCGAAUAGAUCAAUAGGUUAAACAUUUGACUAGGACUUGUAGACUCUAUGGUUCAAUUCCAAGUGAACGUAAAUGAAGAAAUACCAUCCUUGCUCUGCGAGUCGUUGAGCAAUCACUUGAGAACUCUGAUGAGGUAUUGUAGCAUCGGGUUACGGUAGCCGAGUCAGUUGAUUCUCAUCAUGUGGCACUUCGACGGUGAA

>ZK265.10:I:8259275:8259675:-1

GUGGUCUCUGGCGGUAACUGCCAAACCAAUGACCGCCGCUCGGCUUCCCGUUGCGGUGUGCAAGGAUGAAAAAGAACUCUCUCACUGAUAGAUGAUGUCUUCCUACAUUAUCAGAGCACUUUUUGUUCUUUUUUGUUUCUGUGAUAUGUAAGUUGUUGUGUUUAUUUUUCUUCCAAUAAAAACAUUUUAGGAAUAGUUUC

>F28D1.13:IV:12390332:12390732:-1

CGCCUUCGUCCCAAAUGACGGUUGCUUGAACUUUGUUGAAGUGAGUUGUUUUUUUUGAAUAACUCAAUCUAUACGAGGUCCAGAGUCACCUCUGAGAAUAUGUAUCUCUUCGGUGCUAGGAUUGCUCGAAAAUGAAUUAGGUACUUUAUGCAAACAGUUCUUGCGUUAUGCUCAUCUGUUUCACCUCCGUUUCUGACAAA

>T27A3.9:I:6105519:6105919:-1

AUGAAUGGUGUCACCGGUAGCGUGUGUGUUUUGUGUGCAGCGGGUCGCUGGUUCGACCCCCAGCCGUCGAUGACGACCAAGAGUUAUCCCUGUCUGAAUGAUUGUGAGGACAAAAGACUAUGGUAACACUCCGAGACUAGUUUUUCAUUUUAUUCUAUAAAAUUUUGUUUGAAAAUCAUUUAUUGCAUUAAUACAUGGCU

>D1007.20:I:4585179:4585379:1

CCACCCAGGACACGGAAAGAGACUUGUCCGUACUGACGGAAAGGUGAGUUCAGUUUCUCUUUGAAAGGCGUUAGCAUGCUGUUAGAGCUCGUAAGGUAUAUUGUAAUUUUACGAGUGUUGAAGUAUUGCAAAAGUAAAGCAUAAUCACCUUAUGUAUGUGUUGGUGCUAUAUCUUCUAGUUUUUAGAAGUUAUACCAUCG

>Y53F4B.47:II:15025585:15025985:-1

CGAAGGAACUAGCCGCGACGCCACGCUUCUAUUGUAUCUACCUUACUCGAAAACCCGCAUAUGAAGACCACUAAAUGACGAAUCCUAAUAACCCAAUGGGUUUCAUUGCGGAUAUGAGGCAUUUGUCUGAGCGGAGGACAAUAUUUAUUGAAUUUUGGAAUAAUCUGCUAAUUGUAGAUAUUUUAUUGAAGGCAUUCUAA

>K07C10.2:II:11167111:11167311:1

AAAUAAUUAAGACUUCAGGGAAGCUUUCCAAAAAUUUAUCGAGAGACAAGAGCUCAGACUAAGGCGUACUAUUUUUCUUUUCAGCAGACCGAGGCCCUCCAAAGGUGUCCUAAGUAAGUCAUCACAACUCUUGCUGGUGAUGGAAGUGGGAGCGAGGUGAUUGAGCGCCGCGGCCGACACUACGCGGGUUCGCAGGCGUG

>W01C9.6:II:8547088:8547288:1

UGCUGCUGCUUUUGUGGUGUAUUGGUUAACAUGUGUGUCUCCAGUUUGCAAGGCACAGGUUUGACCCUCAACGCACGCUUAUUUCGCGCCGCAAGUUUUGCAAUGACGAUGUGGCUAAAGUGUAGUGCAAUAUGAGCUCGCUCACGGCGUUGCGGACCAUAGUCUGAACACGGUUCGCGUUUAUGUGAGUGAAACAAUUU

>K11C4.6:V:6888990:6889190:1

GGGUGGCGCAGUUGGUUAUCGCUGCGCCUAGCGCUUGCGAGGCCGAUUGUUCGACUGCGCUUGCUGGCCUCGAUGACGAUUCACCUAGCUCACUCAGACAUACAACUGGUGAUAAAAAAAUUUCGUGUCUUAGAGACCAUUUUGUACUUUUGGAACUUAUUUAUAGUUUUAAUUUCAGUUCGAAUUGAAAGAAACUCAAC

>Y67A10A.14:IV:14326761:14327161:-1

GUGUCGGCCGCCGCGUUCCUUCUCCUCGACGGCCAGCGCUGCUAUCAUCGAGACCAUACUAUACAGAAUCAUUUCUGCAGUAUGUAUCUCGUAAUUCCCAUCAUAUUGGUAGAGAUGCCAACUGCGAUGAAAGGGAGACGGGCAGGCCGCGAGCGUGAAACAGUCCUUUGAGGACUUGAUGACCGCAUGGAGCCAAUGAA

>ZK643.9:III:8937618:8937818:1

CACCCUUUCGCUGUUGUGGGGUGGCGCAAUAGGUUGUGCGCACAAACUGCGUCCGAGAGGUCGCUGGUUCAAUAUCGCUCUCCAGCUCCAUGCCGAUGUAAAAAAGUCAGUGUGGCGUUUUCAUGAGCGGAAAUUAUCACUGUUCCAAAAAACAAUUGCUAGUCUCCUGUGAGCUAAUGAUCACCUGAUGGUUCAGACAC

>Y74C9A.6:I:3636:4036:-1

CAGUUGAAAAUUAGACAGAGGAGUUGAUGAGAACUCUAAUCCAUUCUCUGAGCGAGAAGGAUGGCCGAAGCGGGUUCGCAUUUGAGGCAUUAAGGUAGACGACAGAGUUCUUCUGGAAACUACUGCCUCGCGCUGACGUCAUGCCUUCGCGGGCUGAAUUUUGGGUCUGAUCCUCUAUUUUACAAAUACUAAAAGAAGUC

>C27H5.10:II:7184234:7184634:-1

AAUCAGGAAUGACAAAUCCAAAAUCGAAAUACCACUCUGAAGUCGGAAUACAUAAUUAGUUUUCAUCACCAGAAGCCAAUAUUAUUCAUCCAUUGCGUGCAAUAACAUAAUGAAUAUUCGAGUGAUUCUAUCUUACCUUCAAUGAUGGUUCCCUUCAAAUAAACGCGUUGCUCGAGUCGAAAUUUUUCGAUUUUGACUGA

>T04A8.17:III:4689433:4689833:-1

UUGGUCGUGUGUCCGAGUGGUUAGCGCUGUUUGCUGUGACCCACGAGACGCCAGUUCAAUCUCUACAUACGCGUCAUUUUCAUCCAAUUGGCAACGUGAUUCUAAUGUUGGCGAUUCAGCGUAUUUCUGACGCAAAAUUGAUAACUUCUCCAUUGACGUCUAGUCAGACUAAACUGGCUCGGAUACAAUUAGGGAGUUUA

>F48A11.7:II:219535:219935:-1

UCGGCUCACAGAGGAGCAAGGCUACAAACUACACGCUGCUUGAGCAAUGACGAUUCUUGUCACGAGUCGUAUCAUCGAAGCGCAUAGUUUUUGGCUGUCGUUUAGAGCUGAAAAUGUUUCGACGGCGUGAUCGAUUGACUAAUCUUCUCUCUGAGCUCUCCCAACAACUCCGUGUAGUUUGUAGAACAUAUAGACCCAAG

>F55A11.10:V:11782925:11783125:1

GCUGAACUAGUGCCUCGCCGUCUGUUCCCGCUAGUUCGACACCUAUCGAGCGGUGAUGAAUGCACGUAUUGCUCUGACACCUCUUAUGUUAGCGGUAAAUUUCCGUGCCGCGAUGAGUCCACUAGGAUCUCUGAGCUCUUUUGAGCUUCACAUUUUGAAUUUUCAGAUGACUUGGGUGGAUCUUCUCGUUGCAUGCCUUG

>K12D12.8:II:11876518:11876718:1

AAAAUAAAAUUGCGACGCUUUAGUGACGCUGGAGAAAGUUUUUAUCCAGUGUCUAAAGGCGCGGCGCAACAUUUUUAAACUUUCCGAUGAUUUGUGAUUACUAAAAGGCGAAUCUGAGGCGAGGAAUUGCUAAUGCGAAUUCAAAUCUAAUAAAUUUUCCAAAUAUUCAAUUUUAUAUCAAAAUUUUCAGAUCAAAAAUC

>Y38F2AR.14:IV:2408368:2408768:-1

GCUAACGCGCUCGUCUGCCGCGUAGACGCUCGCGAGUUCGAUUCCCCGUGAUUACAAACAUUGCUGAAACCUGCCCACCCGAAAGCUUCGAGAUUGGCGUGGGGGCCGAUCGAGGAAAAGCUGACAACGGUGGGAACCAUGAUACAGAUUAUGAGAGAUGAGGGAUUGGAUUUUUAUUUUUGAAGUUUUUUUCUGGUUUU

>K07C5.11:V:10352508:10352908:-1

CUCAUGAAGAUUAAGGAGUUUGAUGAUGCUGGUCUUAUCCUCCAAGAGGUACGUUCGCUCGAAAAAAGUAUUUUUAAAAUAUCCUCGCUUAUAAGCCGGGGGACUAGCCUUUGCUGAGUUCACUAGUAAAACGCGAGGAAAAUUAUAGAGACAUCCAGACACCGAUUAUGUUGUGAUAUAUUCGGUCACUUCGUAUGUCC

>F56C9.12:III:7337789:7337989:1

CAUCUAUAUAAUUUUAAAUACUGAUAAUGCGUAUGCAUUCACCAAUGAUGCAAUGGUUAAAUCAGACGAGUCUAUUUUGGCUAUCUAUUCGAGUUCUUCGAAGAAAUUGCCGCUAAGCGGGGUGAAAUUGAGGCAUUUGUCUGAGGUGAUUUAUUAAACGCUAAAACUACCUAUCAAACAUUAAAAUAAAACAAUUCGGA

>Y37E3.20:I:2085000:2085200:1

GGCGCGUAAAAGUACCCAACAGUGCCGACCAGCGCUCCUCAAGCCUCCUGGCGCUGCUAUUAGCCGGGAUUCAUAGGCUGGCGAUGAUUGAGAUUGUUCCCACACGCAAUUUCUCCUGAUCCACAUGAAGGCUAAACUUCCUUGGACGUCUGAGCCGCCUUUAAUAAUGAUUAUUAAUGAUUAAUUUUGAGAAUUAAGGG

>T28B4.t1:X:6593499:6593699:1

CAUGUACGUGUGGUGGGAAAAGAGGAAUGUCUAUGGUUUACUAAAGUAGGGAGACGACUGCCUCGAUAGCUCAGUUGGGAGAGCGUACGACUGAAGAUCGUAAGGUCACCAGUUCGAUCCUGGUUCGGGGCAUUUCUUUUUUCUUUUGUGAACUUUUUCACUUUUUACAGGAACUUAUGAAAAAGUGGAAGAUGAAGAAG

>K01A11.t1:III:3426738:3427138:-1

CCCCCCCCCCCCCCGUCUCCAGCCGGGCGCUAUACAAAACGUCCACCAAGACGAGUCUACAUCGCCGCCCGGUUAGCUCAGUCGGUAGAGCACCAGACUCUUAAUCUGGUUGUCGCGGGUUCGAGCCCCGCAUUGGGCUGAUGUCUUUUUGCUGCUUACUUUCUUCCGCUCAAUCGAUUCGGAACCUCUUCCCAUCCCAU

>C12C8.t2:I:9327582:9327782:1

UCCCGUCUUUUAAAUACCUUUUCCAUCCUUUCUUCACAUAAUCGCCGCGUUCGUGGUGUAAUGGUCAGCAUGGAUGCCUUCCAAGCAUUCGACGGGGGUUCGAUUCCCCCCGAACGCAGAUUGUUUUAUUUUGAAAAGUUUUACAAGAAGAAUGAAGUUGAAUAAACUUUGCUGGCAAAUUUUACCUCUACAUUUCGUUG

>W09D6.t2:III:11066583:11066983:-1

GAACAAAUUCCGCAGAAAUUGACACAUGGUGCAUCAUGUCUUUGCCUCCUGGGAAGCAAAGUUUCGCGGCCGAAUGGUCUAGUGGUAUGAUUCUCGCUUUGGGUGCGAGAGGUCCCGGGUUCAAUCCCCGGUUCGGCCCAUUCUUUUUUACACACUUACAAUCUCUUUCAAGAACUCUCGCUGACAAUAUUCCUCCAUAU

>C28A5.t1:III:4450127:4450527:-1

GUUAUCGUUAUCAUGUACUUAUCACUUGAUGAAUUUCCUGUCCAGCUUCUCCAUCGCGAAACAAUGUGGCCGCGUGGCGCAAUGGAUAACGCGUCUGCCUACGGAGCAGAAGAUUGCAGGUUCGAAUCCUGCCGUGGUCGAAACUUUUUUCUCAUCUCACAUUCGUUUUUUUUUAUUUUUGAAAAGUUGAUGCUCUUGCU

>F47A4.t1:X:9829438:9829838:-1

UCGCAUCAAAUUAUCCACCAAUUUUAGCAAUUCAAGCAGUUUUCAACGAGAUGCACAUUUUUCAGAAUCAGUGCCCCGGUGGCCGAGCGGUCGAAGGCGUGAGACUUAUGAUCUCAUUGGGUUAAACCAGUCGCGGGUUCGAAUCCCGCCCGGGGCAAUAUCCUUUUUUUACUAUUAAAUCAAGUUUUACCAAAGAAUAA

>C16H3.t1:X:17611138:17611338:1

AAAAGUGUUCUUCAACAGAGAAACACUGGGGAGAGCUAUGGAUAUGACGGAAGGCACACCCGGACGGAUUUUGUGGUUUCGUGGUGUAGUGGUUAUCACAUCUGUCUAACACACAGAAGGUCGGUGGUUCGAGCCCGCCCGAGAUCUUGUAAUUUUUUGAAGAUUUUAAUAAAGUAAUAGUUUUGGAAUUCAAUCAGUUU

>C06B8.t2:V:15480626:15480826:1

UCAAAAUUUCUGUUAUCACGCAAUGACUCCGGUUAUCAGGCAAGACACGCCGUCGAUAGCUCAGUUGGUAGAGCGGAGGACUGUAGAGUCAGUGGGUAUCCUUAGGUCGCUGGUUCGAAUCCGGCUCGACGGAUUUCUUUUUUCGAAGGUUGAAAAAAUAUAACUUACACUUAACGAAUUAGAUGUGCUCUCUGUAGAAA

>C43G2.t1:IV:6556741:6556941:1

UUUUAACUAGUAGAGUGUGCAGAGAAAGAAAGAGGAGUAGGCCUAUUUAGCCAUGGCAUCCCACCGCCGUUCUGGCCGAGUGGUCUAAGGCGCUGCGUUCAGGUCGCAGUCCUCUCAGGAGGGCGCAGGUUCGAACCCUGCGGACGGCAAAUCUUUUUUAAUCUGUUUAAUUUAAUCAGUUUGAAAAAUAUAUCAAGUUU

>C40H5.t1:X:11757599:11757999:-1

AAGAACGAGAGCGCAAGGAAAGGGGGAGGUGUGAGAUAGCAACCACUUCGGACGCAGUAGGCGGACAGCACGAUGGCCGAGUGGUUAAGGCGUUGGACUUAAGUUCCAAUGGUGGAUAACACCUCGUGGGUUCGAACCCCACUCGUGCUAAAGUUUUUUGUUGAAAUUGAUUUGUGGUUUUAUAAAUUAUAGCUUUUUUA

>K02D7.t1:IV:322470:322870:-1

AACCGUUCAAAGACGUAGCUUCAUUCUCUUUCGUGUACGCCUGGCCAAACAAAAGUUCCCGUGUCCUCGGUAGUAUAGUGGUGAGUAUCCGCGUCUGUCACAUGCGAGACCCGGGUUCAAUUCCCGGCCGGGGAGAACUUUUUUGAAAAAUAAAAAGGAUUUUAUGUUCAGAUUCUCAAAAAAUGUUCUCAAACUCCGCA

>C05E7.t1:X:12937564:12937764:1

CAAACGCAACAUGUCCAUCAAAAGCUAGCUUAUUGUCAACUCGGAGAAACUUCUUGAAGAUCGCUGGGUUCCAUGGUGUAGCGGUUAGCACUCAGGACUUUGAAUCCUGCGACCCGAGUUCAAAUCUCGGUGGAACCUAUCUUUUUUGAAUAUAUUUAUGGUUUGUUCUGGAGGUUUUUUUAGUUGUACAAACUCUGUUG

>K03B8.t1:V:11412033:11412433:-1

UCGCUCUUGUCAUGGGAGAUGCGUGCAAAGAAGAGUCAAUCUGCAAACAAACUUUUUUAACUGCUGCCAAAACGUCAAAACGUGUGGUCCUGUGGUGUAGUGGUUAUCACGUCUGCUUCACACGCAGAAGGUCGCCGGUUCGAACCCGGCCAGGACCUACUUUUUAAAUUUUCCAGCAAAAUUUUGAUAUUUUAAUUACC

>F37A4.t1:III:6723905:6724305:-1

AACACUGUAUUCAUUUACAACCAUAAUCUACUAUUAUACUGUCCCGUUUACAGCCUGCCAUAAAUUCAGAACCACUGACACGGUGGCCGAGUGGUUUAAGGCAUGAGACACUUGAUCUCAAACGGUUCUAACCGAACGCAGGUUCGAAUCCUGCCCGUGUCAGAAUUUUUUAUUGAACUUAAAUUGUUUUUGUUUUUAAA

>C27A2.t1:II:5057275:5057675:-1

CUCCAGUUCCGUAUCCCGACCAGGUCGGUUUUUUGUGUACGCACAAGUUCCCCGAAUACUUGUCGGCCGCCAUAGCUCAGUCGGUUAGAGCGUGGGUCUAAUAAGCCCAAGGUCGCAGGUUCGACCCCUGCUGGCGGCAAAAUUUUUUUUUUAAUUUACAAUGACUUUUGUAGUUUUGGCAUUCCAGGUAUCGACUAUCC

>Y69A2AR.t2:IV:2639642:2640042:-1

UCGAUAAAUCGAUAAAUCCCUGGCCCCCACCGGCAUGUCUAUGCACUCGCGCCCUCAGUUUUUGGAUCCUAUGUGGUCUAGUGGUUAGGAUUCGUGGUUUUCACCCACGCGGCCCGGUUUCGAUUCCCGGCAUGGGAAGUUUCUUUUUGUAAGGGCAAUUUCAGGGUUUCAGGGCCAAUUUUCAACUUUUCUAAGGUCAA

>C29F7.t1:X:13435832:13436032:1

AUAAUCAUAAAUUCUAGUUUCCUAAUCUCAUUUUUUUUCAAUACCGCAAACUGGCGAUUGCAACAGCCGCCAUAGCUCAGUCGGUUAGAGCGUGGGUCUAAUAAGCCCAAGGUCGCAGGUUCGACCCCUGCUGGCGGCAAAUCUUUUUAGACUAUGAAGAAAAAUGUUGGAAAGUAUAGAAGCUCUAUUGAAAACUAUCG

>C04C11.t1:X:14015801:14016001:1

AUUGAACCUAACCUCGCCGUCUUACGCCAAUGGCACAGCGUUUUCUACGCUCAUUGCAAUGAAAGUUUUCAUCUCCGUUGUGGUCUAGUGGUUAGGAUUUAUGGCUCUCACCCAUAAGGCCGGGGUUCGAUUCCCCGCAACGGAAUACUUUUUGUAAGGAAUGUAGCUUAGCAUUGCCAAAUACUAAUGAUUUUAUACAC

>C31E10.t1:X:14010117:14010317:1

CUUCACCGAAGCCAUGUACCGUUUUCGCGAAAUAGCGGCCCGUCACCCGACGAAUAUUCGCAUGUCGCGGUUUACCUGUGAUGGUCAGCAUGGAUGCCUUCCAAGCAUUCGACGGGGGUUCGAUUCCCCCCGAACGCAGAAUUUUUUUAUUUUUAUUUUAUUUUAUGAAUACCUCAUUUGGUCAAUGUGCAAAGUCAUUG

>W10G11.t1:II:3567602:3568002:-1

UCUUUCCUCACCUGCGUCUACUACACAAAAGGUUCAUAACUACCCUGUUAUCUAUGUCACAACGCCGCCCGGUUAGCUCAGUCGGUAGAGCACCAGACUCUUAAUCUGGUUGUCGCGGGUUCGAGCCCCGCAUUGGGCUUACUUUUUACUACCAUCUAUAUUUUUAGGUGGUGAAAUAAUUCAAAAAAUUUGUGAAAUCC

>F42F12.t1:X:12347781:12348181:-1

GUUACGCGAUGAGGCGUCAACCGGCCAAGUAAACAAUGUUGCAACUGCCAGUUAUCACCGCACGGAUGGCCGAGUGGUCUAAGGCGCCAGACUCAAGCGAAUCGCUUGCCUCAAGUUCGAGGUCAACUGGGUGUUCUGGUACUCGUAUGGGUGCGUGGGUUCGAAUCCCACUUCGUGCAGAUAUUUUUAUGUUUUUUUUU

>T22A3.t2:I:10601773:10601973:1

UUACAAAUGUAUCAAUAUCCCACAAGCUUUCUAGAUUUCAAUUAAUUGCUAUUUUUCAGAAUCCGCGCGGUGGUGGCCGAGCGGUCAAGGCGUAGGACUCCCGAUCCUAUUCUGGUAACAGAGCGCGGGUUCGAAUCCCGUCCACCGCAAAUUCUUUUUUCCUUUUUUUUGUGAUGUAGAUUUUUAUUGGAAAUAAUUUA

>Y43F4A.t2:III:13224903:13225303:-1

CCGUAGCGAUUCCUGCAAUGAUAGGACUCUUAUACGCCCGCCCUGCCCGCUGUCGACGUGCUUCCGUGGCGCAAUAGGCAGCGCGUUCGGCUGUUAACCGAAAGGUUGGUGGUUCGAGCCCACCCGGGAGCGAAACUUUUUUUAAAAAUUUUUUCGUCCACUUACCUUUUUGUCCUAGGUUUACCUUCCGAAUCACGAAA

>F42G10.t1:X:10018201:10018601:-1

UUGCAUCUACUAGCAGGUACGCGCUCUAACCACAUUAUUGAAUCCAAAGAAACCGUACAAAAAGCAUGGCCGCGUGGCGCAAUGGAUAACGCGUCUGCCUACGGAGCAGAAGAUUGUAGGUUCGAAUCCUACCGUGGUCGAAAUUUUGCAUAUAGUUGUAUUUCUGACAUUUUCUAGAUCAUACUUCAGAAAUACUUAAU

>C14F11.t1:X:6219869:6220269:-1

ACAAAUGUUGCACUGGCAGAUUGAAAUGCGUCGGUACUUGACAUCGAGUGUACGUGUUUGAAAAUGUGGCCGCGUGGCGCAAUGGAUAACGCGUCUGCCUACGGAGCAGAAGAUUGUAGGUUCGAAUCCUGCCGUGGUCGAGACUUUUUGCUUUGUGUUUUUUUUGCCUGCAAUAGUGUACGGCUUCGAGGAUUUAAGUG

>B0285.9|ckb-2|III|4367804|4370132

AAUGACUUUUUGAUUGUCUUCUUUCUUAUUCUAUAUCUACUUUUUGAAUUUGUAAAUUUUAUAGCUACAAUUUCACUUUGAAACUGUUUGGUUUUUUUUUCAGAAACCAUACAAUUUUGUUUCUCCAAACAUGACAGCUAUCGAGGUACUUUCACAUAUUUAACUUAAACUAUUCGAGUUGUAUAUUAUUUUUCAGAAAU

>AC7.2|soc-2|IV|5126998|5145802

AACCUCCCACUCCUCAUUUUUCCCGAAUUCCCACGAAUAAACACACUUUCCCUGAGGAGGUCCAUCCCUGUUUCGUAUCCGUUUUCGUUUUUAUGCAAUUCUAUGUGCAAAUGUGUAUUUUUGGAUUACGUUUGAAACAGAAGAUAUUGCUUCGACUUUUUUCUAGAUAAAAAAUAAUGCGUGUACUUCAAAAAUUGGGA

>C01B4.5|srd-61|V|2502763|2504913

UGCAAACAAUUUCUCGAGUCUAUUGGACAAUAUUCUUUUCUAUUUGUCUGUGUCUUCACUCUUCAAUGUUCCUUUUGAUCUACUACCGCACAAGUCGAACCAUCAGAAACUUACGGUGGUUUUUAUAUCCUUCGAACACGGCCUCUUUCGUACUUGCUACAGUUGCUUUUAUAUUGCAGGUUAGGUAAGUUUUAACGGUU

>B0001.6|B0001.6|IV|12156816|12164252

AGAUCAUCUUGUCUGAAAGUUAUCUAAAUCCACACAAAGAAAUAGAAGGUAAGUCGAAAAUCUACUACUCAACAUUUUUAUAAAAAUAUCGAUUUUUUCGUAUCCACACUCUUCCUCAGAGUCACGUGACUUUGAAAAGGAUAUUCAAGGUUUUGAAACUGCAAAGCUCAAACUUUUCCCAUCUAAUAUCUCUCGAUUUC

>B0205.11|B0205.11|I|10732531|10733674

UAUUUUCAGGUAAUUAUGCUUUCAGCUUCACAGCUUCAUCGAUUUGUGCAACAUAUUAAUCGCCAGGCAAGCCGAGUAAGUUCUGAAGCAAUUAAUAAGUUAUUUUAUGUUUUUCUUCAGAACACAUGGGUAUUGCGCCGAGUAUUCCAACCAGAAGUCACACCGCCCGGCGGAGUACAGAAAAAUCCCAAUGAUUUCCA

>AH6.12|sra-8|II|9537669|9539025

UGCCAGCUUGAACUUUAUAAUUUCUCAAUCGGUUGAUCUAAUAACAUCAUUUUUCACAUAUAUGUUAUCGAUAAUUGCUAUCAAAAUGGUUUUGAAACAAUCAAUAUUCGAAACUUCAACUAAAAUACUAUUAUUUUUAAAUAUCUUCUACGCGAAUCUUUAUCAAAUUGUAUAUAGUAUCGACGUAGUGGUCAUUCUUU

>B0432.7|B0432.7|II|269390|273966

UGAUGGAAAACUAUGGAAAGGAGCAGUUUUCGAGCGUCACAGAGAUUUGCAAGAGAUCCACCACCGCCGAAUAUCAAUGAGGUAUAUAAGGGGGCAGUGAGCAAGUGCGCCCCACUGAGAAAAUAUGCGAAAACAAUGCCAACGUGCUCUAAUAAAAUGGAUUUGUAAGCAAGCGCGCGAGCAAUAAAACUUUGAAAAAU

>AH6.7|sra-3|II|9539211|9540763

UCUCCGCAAACAUCCAUCAAAUAUUUCUCGGCAUCACUAUUGUUGAACGACUGAACAUUGCAUUUUUCAAGCUUAACGAUAAGUGUAUUCCACUAAGACCGGAAACGAAUUGUCAGCUAUAUCUUGAAAUGUUUAUUGCUGGUUUAAGUGGAAUGGUAUAUGGACAAACUGGUUUGCUUUUUGAGCGAGCAUGUGCUACU

>B0034.4|B0034.4|II|5968110|5969033

UCUUAAGAAAUACACUUGGCAAUUACAGAAUGUUAUCUCUAACAGCUCAUUUGGUUUUAAUUAGCACAAUCAUCGUCAAAUGUUCUGCUUUCUCCAAAAAGCCCAGCGAGAGAGCCAAGCCUGCAGCCGUAAGUAGCUAUUAUGAUUUGAGAUUCAAAAAUAAUGUUUUUAGGUGAAAAAAGCUGUGGAAGAUAAGCAAC

>B0280.8|nhr-10|III|7112237|7115378

GCCAAAUGACGGGUGGAGGUCCGUCAUCAAAUAACUCGUCUCAACCUGAAGAGGUAUGCUUGGUUUGUUCCGAUAUAUCAACUGGUUAUCAUUAUGGAGUUCCCUCAUGUAAUGGAUGGUUUGUUUUUCGUUUUUUUGUUGUUGUUCUAAACCCUUAAAUAAAAAAUAAUUAAAGAGAUUCUAAACUUUAAACCAAAAAC

>B0303.15|B0303.15|III|8717561|8718486

CAAGCAAAGGUGCGGCCCGUGUCAGAAAGAAGGAGAUUGUCAAAGUUGUUCAUGGAGCGUUACUCAGAACCAAUAUUAAGUGAGUUUUAAUUGGAAUAAAAAAAUACUUCAGCAUAUCUCAAAACUAAUCCGAAAAGUUCAGUAUUAUUGUGUUUUCCACAUAAAUUUGCAAACCUAUCUCUCAAUUCCGAAGUCACAAA

>C01A2.2|C01A2.2|I|13397257|13398517

CUCAAAAAUACCUACCGUAACCCAAGUACAACAUUUUCUACGCGGGAUUGUGUAUGAGCAGGAAGUGGAUUAUUCGAGGUUUGAGACAAAGUGAGUCGUUUUUUAAUUCAUUUAAUCAGGCAGCCUCUAGUUACCCUUCAGGCAAGUAGGUAGGUAGGUAGGUAGGCGCCUAUACUGAAUUUCUAGGUUGAAUGUCCCCA

>B0207.9|B0207.9|I|5957462|5958361

AUGCAACAAUGGCUAAGGCAUGCGAUGCGGAUAUUAUUAAUAUUGUAAGCAAUUAAUAAGCAUUUCAUAUAUAUUUCGGCAGUUUUUAACCAAAUUGAAAGAUUGAAUUUAAAUUUAGAAGGCCGAGAGAAUCAGUAAAGAAUUGGCUAUUUUGUAUCUGACCGCUGGUUGUAAUAUCCUUCUUCUCAUUUUGAAUAUCA

>B0416.5|B0416.5|X|9268573|9270794

AAGUGCGGAUAAGGUGGAUAUUCGACUGCAGCCACUCAACAAGAACGGAGCACAAGACGAGACUGAUGAAGAAGCAGCAGAUCAAAUCCAACUUCGUGUCUACAAGCAGAGAUGGAUUGUUCUUCUUGCCGUUGCUCUUCUCAACAACACAAACACAAUGUCUUGGAUUGGAUACGCCCCGUCUGGAAACUACGUCAAUA

>B0546.5|B0546.5|IV|3388073|3390084

CUCCAGAAUUCUACAAUUCAUUGCCACCAGCCAAUUAUAAUUUAUCCGACCUUACAGUAACUCCAAUGACAUAUCGAGAUCGAAUUAUUGUAGAAUUUAUUCUGAAUGCUACAUCAUGGCUUUUCAGUGCACUUCUUGUCAUUUUCGUAAGAUUAAGAAAAGCUAUUUGGAUGUCAUUGAAGGUGAAUAAUAUUUUACUU

>B0238.7|B0238.7|V|5260316|5263083

CGAUUGUUGAAGGAGGAUUUUUGGUUAAUUUGACGCCGGAGAAAAACUCUCAAAUUUUGAAUGCACCUUGUGGACCAAUUAGAGGAAAUAUUUAUAAACAUAAAAAUGUAAGUAACAAUUUGUUAACUCCAUAAUCCAUAAUUGAAAACUUAGGGAACAAAAAUAGUUGAUGGCUAUCUUGGAAUUCCAUUUGCAAAAGC

>B0212.4|B0212.4|IV|3543624|3547596

UAUUGAAAUUGAUCGGGAAAAUGAGCAGAGUUCGAACCCGGUGAGUUUUUUUUUGUUGAAAUUUCUGUGAUUAAUGAAAAAUGUUGAAACAAUUUUUUCUUUUAAAUUAAAUGUUUGAACAGCUUGCUUUAUUAGUAGACAGUUUGGGGUUUUGUGAAUAGUUUUAGCGGGGAGAAAAAAAUAAAUAAAAGAUUUUUUUU

>B0252.5|B0252.5|II|6916949|6918878

GAAAAAAACUUCCACAUCGAUAGUUUCAAAAUAAAUUUAUUUCGCGAUAAGCAAAUCGAAUCAUCAAGUUCUUUGGCUUUAACGAUGAUGAGAACAAACGCUGGCAAAGAAACAAAAGGUAAGGAGAUAACUUUUUUGUUGGAGUUUCAUGCAAUUAUCUUCAGGCUAUAAUCCUGCACCGGCAGAUUCCGGAGUUCCUA

>B0336.4|rgs-5|III|5698390|5702257

AAGAAAAUAUUUCUUAAACGCUAAAAAAAGGUCGCAGCUGACAUAUAUUUUCUUGCCUCGUUUCUUCGAGUGGUCGUUGACGCGUUUGUCGUGUGCUUUAGAGAAAAGAGACGGAGACGUGCAGACAGGGGGUGCGCAGAAGUUGAUAACCCUCUUGUGGACAAAAAUAAAUCCCUUCUAUUUAUUUCAUAAAGCUCGAU

>B0207.1|B0207.1|I|5965064|5967213

UCCGGGCAGAUGCCGAAUUAUCCAAUGAGUGGAGUGAAACCAAGUACAACUCCAAACUUGGCUAAUCCAUUUCCAAAUGUGAAUUCUGUUCCAGUUCAAAAUCCGAAUCCUAAUCAGAUUCCACCUGCACCGAGACCCAUUGUGAACCAAAUCCAGUAUCCAAAACCAACGAACCCGGUACAAAAUCCAAACAAACUCUC

>B0410.3|B0410.3|X|2890566|2891483

UUCUCUAUCUUCUCUAUUAUCAUAUCUUCUAUUUAAACGAGCGCAUCUGUCAGUUGUAAACUAUUAUCUCUUUCCCUUUACACUUCCGUAUUUGGGUCUCGAUCGUCCAGUUUUUUGAAGUGUCAUCUUCAACACAACCUUCAAAAGUCGAAAGCUAUCAAAAUGUUCGCGCAGAUACUCCGUCAGAUUAUUUUCUUCAA

>B0205.4|B0205.4|I|10741358|10744432

AACUUCUACGAUAAUAAGUGACAAAAAUUCAUAACUCUCCAAUUAAUAUGACUAGAUUUUCAGGUAAUUAUAUUGAUUAAAAAAUAGAUUCUUAAAGUAUAUAUACAAAUUUAAUUGUCUAUGUUUCAGUAACUCGCUCCUUGUAUCAUUCAAUAUUUAUUGGAUUAUGUGUCUACAUUCUAUUUCUAUUCAAUUUAUCA

>B0001.5|B0001.5|IV|12141138|12143309

GGCCAAGCAAUCAUUGUACAAUACUCGGACAGCUCGAGUGCAUAUUAUGCAUAUGCGGAAGGUAUCGAGGACGACAUCAUCAUCAGUUCGCGAUAUUGGUAAACAAUCAGGUAGUUUUAAAAGCUAUUCAAUCAAUUUUUUCAGUCCAUCGAACGAAGACCUACUCGGAAAAUGGAUUCAUUUAGCUAUCGACGAUAGAA

>B0513.5|B0513.5|IV|13868529|13876592

UUGAUAGGACUCAACUUUCCAUUGCAAAGACGCUUUUUGUCAGGUAAUUUAUUCUGCCAAGCAGCCUCUAAUAAAUGCCGAGUGUGGCGACUCCGCCCCUUUUUCGCGUUUUUUCGCGUUUUUUCGCGUUUUUUUUGGCUUGCGAAAAAAUGUCACACUUCGUUUUCAUUCACAACUCCUGAACCGUGUGACUUCAUGCU

>B0336.8|lgg-3|III|5697431|5697964

CAGAUAAGGUGACCGUAAGGCUGAGGAAUAUCGCAGAUGCGCCAGUUCUUAAAAAUAAGAAAAUGGUGGUGAAUCCAACGGACACUGUUGCUUCCUUCAUCUUGGUAAGAAUUGAAAUUCUUAAAAAAUGUGAAAAUAAUAUUAUUUUCUUCCAGAAAUUGCGAAAACUGCUGAAUAUUCAAGCCAACAACUCACUCUUC

Training sequences 

>cel-lsy-6:V:10647142:10647342:+

UUCAUCGUUCAAAUGUUUAAUGUUCGACUUUUCAAAUAAUGUAUUCCUACUAAUUUCUGAAAAAUAAGCCAUCAAAUGCGUCUAGUAUCAAAAUCAUGUAAAAACUGUAAAACAGAUUUUGUAUGAGACGCAUUUCGAUGACGGGCACAACAGAGACACCGCCCAUAAGACGGUAUCUUUUGAUGGUAAGAGGUGUGAAU

>cel-mir-37:II:11537698:11537898:+

AAAGUGUCUAUCACCGGGUGAAAAUUCGCAUGGGUCCCCGACGCGGAAAGAUAAAAUAUCUUAAAAUCGAUUCUAGAAACCCUUGGACCAGUGUGGGUGUCCGUUGCGGUGCUACAUUCUCUAAUCUGUAUCACCGGGUGAACACUUGCAGUGGUCCUCGUGGUUUCUCUGUGAGCCAGGUCCUGUUCCGGUUUUUUCCG

>cel-mir-38:II:11537794:11537994:+

GUGUCCGUUGCGGUGCUACAUUCUCUAAUCUGUAUCACCGGGUGAACACUUGCAGUGGUCCUCGUGGUUUCUCUGUGAGCCAGGUCCUGUUCCGGUUUUUUCCGUGGUGAUAACGCAUCCAAAAGUCUCUAUCACCGGGAGAAAAACUGGAGUAGGACCUGUGACUCAUUCCGAUUUCUGGAGUUUUCCCCUACAUUCUA

>cel-mir-39:II:11537947:11538147:+

AGGACCUGUGACUCAUUCCGAUUUCUGGAGUUUUCCCCUACAUUCUACCAUUCAGCUACUGAUUAUUGAAUUCCUGAUAUACCGAGAGCCCAGCUGAUUUCGUCUUGGUAAUAAGCUCGUCAUUGAGAUUAUCACCGGGUGUAAAUCAGCUUGGCUCUGGUGUCUCCGAACCUCCUGUCCGCACCUCAGUGGAUGUAUGC

>cel-mir-40:II:11538044:11538244:+

UUUCGUCUUGGUAAUAAGCUCGUCAUUGAGAUUAUCACCGGGUGUAAAUCAGCUUGGCUCUGGUGUCUCCGAACCUCCUGUCCGCACCUCAGUGGAUGUAUGCCAUGAUGAUAAGAUAUCAGAAAUCCUAUCACCGGGUGUACAUCAGCUAAGGUGCGGGUACAGGUGCAUUUGAUAUCAAGGUGAGUUAUUUUUAAGUG

>cel-mir-46:III:13660344:13660544:+

CCUAUUCCCUAUUUAAUUGUAUUUUCCUAUGUAUUUUGAACGAAAAGUUGAAGGUAAGGGUCCAAACUGCUGAGGUGAAGCUGAAGAGAGCCGUCUAUUGACAGUUCAAGACCACGAGUCGUUGUGUGCUGUCAUGGAGUCGCUCUCUUCAGAUGAUCCGGUCAAUGGUAUUUUGUUUUAAUAUAAUAUUUUGCAAAAAA

>cel-mir-47:X:13921120:13921320:+

CCAACGCUGUCAAUUAUUAUCUAUACAUCUGGUAUUCACUAUCCGACAAGGUUAGUUGAUCGAGAGCCGACUGAAACUGAAGAGAGCAGUCUAUUGACAGUCGGUUACUCGAAAUCUUUACUGUCAUGGAGGCGCUCUCUUCAGAUGAUGUCUGGCCCAUUUUUUAAUCAAUUUUGAAGAAACUGGGAUUUUGCGGCACG

>cel-mir-49:X:9989165:9989365:+

CACUCUGGUGUUGGAAAAAAAAAAUGCUGGAAAGCAGUUUAUUCAGAUGCUAGUGUACUUUUGAAAAAGACCACCGUCCGCAGUUUGUUGUGAUGUGCUCCAAGCAAUCAUGAGUCUGAAGCACCACGAGAAGCUGCAGAUGGAGGUUCUGAUUUUCGAACGAGUUCAGACAAGUCGUUUUGAGGUACAAGAUAAAUAAC

>cel-mir-58:IV:3233196:3233396:+

ACAACUAGUAUUACUAUCCCGGCUUCAGUGGCUCCUCUCGACCUAUCCCCCGAUGCUCGUCAUAUCCAUUGCCCUACUCUUCGCAUCUCAUCACUUCGUCCAAUACCAUAGGGAUGAGAUCGUUCAGUACGGCAAUGGACUGAGCUAGAGUGACCUCUGAUAAUACGGAACGGAAGGUAUGGGAGAUUUGUUUUAGAGGC

>cel-mir-65:III:2172936:2173136:+

CAGUUAAGUAUUAUGAUCUACUACUACCCCCACUUAUUCCAGUGCUCUUGGAGCCAUGGAGCCUUCGCCGAUUAUGACACUGAAGCGUAACCGAACACCAUAUUUUGAGAUUCUGCUACGCGCAGUGCCAUGCUCGGCGCGUUGGCUCCAUUAAAAAACGGCCACAAAAAUGCCAUACAUGACACUGAUUAGGGAUGUGA

>cel-mir-66:III:2173042:2173242:+

GAGAUUCUGCUACGCGCAGUGCCAUGCUCGGCGCGUUGGCUCCAUUAAAAAACGGCCACAAAAAUGCCAUACAUGACACUGAUUAGGGAUGUGAUGAAUGUUAAGAUCCCGAUCAAAUUCCUAACGGUGUCAAACAUGGCGUAUGUGGUUGUAGUUGGUGAGCUUUUUUGACUUUGAUUUGCUUCAAAAAACCGAGAAAA

>cel-mir-72:II:2452786:2452986:+

CACCGGGCUCUUGUAGUCAUGACGAUUCCCCUAUUCUACUACUACUAUUCUGCUGAAGGUCCCGUCAGAGCUAGGCAAGAUGUUGGCAUAGCUGAAUGAUCGCUAUAACAACUAUCAGCUUCGCCACAUUCUGCCACGCACUGAUGUGAGGACCUGAUUUUUUGAAAAUUUUGAAAGAAACUCCUGAAUAGGUAAGGGUU

>cel-mir-74:X:2368985:2369185:+

CUGCUGGACUAUUCCUUCGUUGUAAGUUUUUUUUUUAGACUACAAAGCAAAAUGGUUCAAAAAACGUUCGGGCUUCCAUCUCUUUCCCAGCCUACAUCUCAACCUGGGCUGGCAAGAAAUGGCAGUCUACACGUUUUUCAACCAAAUGCUAUGGCCUUUUUUUAUUCUGAAACUUUGUAAAAAUAUUAGGGAAAAAUCGU

>cel-mir-75:X:2372397:2372597:+

ACCACCAUUCGAUUGAUAAUAUUAUUCAAUGCGGUUUUUUUUUCUACUUUCUUGUUGCUUUGAAGAAUUGCAGUCGGUUGCAAGCUUAAAUACAAAUCCGAAUUGUUAUUAAAGCUACCAACCGGCUUCAAGUCUGAAAGAGCAGUUGAAAAAAGGUAAGCCUGUUUAAAUUUGUUAAAGAGUAAAAAAAAAACAAAAUG

>cel-mir-76:III:3141981:3142181:+

UCUCAUUUUCUACCCAGUUUUAUUGAUUUUAACUACAAUCCUCAGGUAAGAUAAAAUUUCAGCUCCUGUCUGGGCUUCACAAUAGUCGAAUACCUUAAAUUUCAAAAUUUGGAUAUUCGUUGUUGAUGAAGCCUUGAUGGGGGUGAGAAAGAAGUUUGCUUAGCUCAAUUUUCAAAUUUUCAAAUAAGAACAAUCUGAAC

>cel-mir-77:II:12519133:12519333:+

UCGCUUUCAGUUCACUUAUUCUGAAAUUAAUUUUUUUGCUGCCUAUCUAUAUUCUGGUAAGUUUUUUUUUGCAUCUGCCAAACCGCCCGUUUGGAUGGUUGUGCUCUGAGGAAAUACGCACAGAAUGUCAUUUCAUCAGGCCAUAGCUGUCCAAAUUGGUAUAGAGUUUGGAAUGUUGAAUCAGUUAUUGGAGUUAGACA

>cel-mir-81:X:2431020:2431220:+

CCACCACCUAUCCCUACUACUACUUCUUCUAUUCAAUGCAUAAAAUCAGUGCCAUCGUGCCCAACAGUCGGUUUUCACCGUGAUCUGAGAGCAAUCCAAAAAUGCUUUUCUGAGAUCAUCGUGAAAGCUAGUUGUUGGUCUACGGGCUUUUGCGAAAUACUCGAAAGUAAGAUUUGAAAAUUUUUAUUUGAAAGAUUAGA

>cel-mir-124:IV:11871652:11871852:+

UUAUUUCUUCUUCAAGUGCUCUCUUCUCCAUUUUUGAAUUUCCUUCGCAAUUGAUACACCAUGUCCCACUUGUCAUCUGGCAUGCACCCUAGUGACUUUAGUGGACAUCUAAGUCUUCCAACUAAGGCACGCGGUGAAUGCCACGUGGCCAUGAUGGGGCUCCCAUUGAAUUUGAAAGGUUGGUUGAUCUAUCUAUCUAU

>cel-mir-228:IV:5561957:5562157:+

CAAAAACUGUUUCGCAACUUUUCUAUUUUUUUUUGUUGCUUUGGCGAGACAUUUUCCUCCUUAUCCCGUUCGCAAUGGCACUGCAUGAAUUCACGGCUAUGCAUAACGACAGACCGCGGAUCAUACGGUACCAUAGCGGACGGUGAUGAGGUUAAUGAAGUAGUGAGAGAGAGUGGGAAAAAGAGCAGGAGACAUUGGUA

>cel-mir-230:X:5803799:5803999:+

ACUUGUUAAAAUAUUAUUCCUCAUAUCUAGCUUCUGCUUGUAUUUUUUUGUCUGAUGUUGAUGUAAUGCCGUCACUUGGUCGGCGAUUUAAUAUUAUCAGAACAUAGGAAAUUGUUAGUAUUAGUUGUGCGACCAGGAGACGGUAUUCGCAUAUUUCUUAAAUAUUCAUUUUCAUAAUCGUACAAGGUACGUUUCGAGUA

>cel-mir-240:X:7882516:7882716:+

UAUUACAGUUUCAUUUGCACACGGCGGCUUGUCAUUUUCCUGUCUAUUGCUAUUUCGUUGUUAGAAACUUUUUCAAAUCGAGGAUUUUGAGACUAGAAUGCUUGAAUUGUACUAGCAUACUGGCCCCCAAAUCUUCGCUUAGAAAUACAGUUCACAAUUAUUUUAAUGGUGAGUAAAGUAAGUAAAGGGAUAGUUCCCGA

>cel-mir-242:IV:4274182:4274382:+

UUGUCAUAGUUGACACUUGUUCAUAUUUUCUGAUACUUUCUAUGAAUAGUUCCCUCGUGGCUCGCGAGAGUAUUGCGUAGGCCUUUGCUUCGAGAGAGAAGCUUCAGUUCGCAGCAAUAUCCUCCGCAAAACUUUCCCCGGCUAUGCAAAAAAUGGUAAGAAAGUAUUUAUUUGAUAUGGCUACAUGAAGGAGAUCAAAA

>cel-mir-243:IV:4450720:4450920:+

CGCAUUCUCAGAAUUUUGUAUUCCUGUAAUAUGUGUUACUCACAGAAAUUCUGUUCACGCAUAAGCCUGAUAUCUCGGUGCGAUCGUACCGUAUCGCUCACACUUAGAUUACGGUACGAUCGCGGCGGGAUAUCAGGUACGUGAUUGGAAGCUGUGCAAUUCUGCGGAAAGUGCUCUUGGAUUUCGCUGCGAGACCCAAA

>cel-mir-247:X:4756889:4757089:+

CGCAUAUAAAAGACGGUUCAAACUGAACACUAGCACACUAGUUGUCUACAAAUUACCAGCUAUUUUCCAAGUAGAGAAAAGUUUCUAAUUACCCAUCAUGCACAAAUGUGGUGACUAGAGCCUAUUCUCUUCUUGGAAAAGUGGCGACUCUUGUCAAAAGUAUUAUCUGAUAUUCGAGCACGAUGACCCCGUCCAAUGGA

>cel-mir-255:V:5440574:5440774:+

UUAUUAAUAUUCUAUAUCUCUACCAUUAUUUAUUAUCUGUUAAUUCUUCAGUGGUUCGACUAAAUUUUGGAGGUAAGAAAUCUUUGUAGUUCUCCGUAUUGUGACGUGAAAACUGAAGAGAUUUUUUACAGACUUCACAAAUUUGAAAUAUAUUCCUGCAAGUCCGGAGGGAAGUCUUCAAUCGCCAUUCAAUUAAUUUC

>cel-mir-257:V:17140592:17140792:+

GAAUGUUUUUAUUGCUCCUCUCGGCUCUUGGUGGAAGCUGUUUGCGAAGUAAUAAUAUUUCCCGCUGAGUAUCAGGAGUACCCAGUGAUCGCCUUCACAUAUUGGGAAGAAGUAUGUGAUUGCGUCCUGCAGUUCUUCCAUGAUGUACUCAGGGCCUUUAAUUUUGUACAUGCUCCAUAGGAUUGGGUCAAGAGCAGCGU

>cel-mir-260:II:3306182:3306382:+

AAUAUUCAGCUUCGCGGCAAAAGAAGUUCUCCUUCCGGCGGGACCUCCAUGUAAACGUACAACAAAAUUAUUGCGAGAGAAUUUUUUAACAUGGCGUUUGCUUUACCAGGUCGAUAGACUAUCGUGAUGUCGAACUCUUGUAGGACAAUCUGGUAUUUUGCCAAUCUUCCCUCUUACAGCUGUUUUCGGUAAAAAUUCUU

>cel-mir-264:X:2819192:2819392:+

GCCUCUUAGCCCGCCCGACUUCUGAUGUGAAUCUUGCAUUCGAGAAGCAGCACUGGCGGCGGUCGACAUGUACAUAUCACCAGUCUGGCUUUUCCCGUUUCCGCGAGCAAGCGGCGGGUGGUUGUUGUUAUGGGAUACCGGAGCCAAUUGAUAGCAAAUCUCCGGUUGCUAUUCGUUGCGCACUUUGAUUACUUUUUAGU

>cel-mir-268:V:11137035:11137235:+

GCCAGCGUUUUGCCCGCCUCUUUCUUCCGAAAUCUUGAUUCGAAACAUUUUGGAGAGGAAGUGGCUUUGAAGCGGCAAGAAUUAGAAGCAGUUUGGUGUCAGACACACUACUCACUCACUGCUUCUUGUUUUUUCUGCUUUCUUUGCUUUUCCUCUGUCUUCUUCUAACUAUUCGGCAUCUUCUACCACCACCACCACCA

>cel-mir-269:IV:273845:274045:+

UUGCCCAAGUUUGGCCAGAAAAAUAUUAACUUGGAACAGAAGUUGGCUAAACUUGGGCAAAAGUUGGGCAAGACUCUGGCAAAACUUGGAUUUAUGCUGCGCCAAAGUUUAACCCAAGUUUGACCCAACUCUUGUCAAAUUUUUGUCCACAUUUAAAGCUAAAAAAGGAAAGUUCGGGCCAAGCUUGGGUUUAACUUUGG

>cel-mir-271:X:3411939:3412139:+

GUGACGUGAAAAAAGUGAAUAAGUGUUAUUGUUGUGAGAAAGAGGAGGUCAAUAGAAAACGGGGCCCGCCGGCUCGCCGGGUGGGAAAGCAUUCGACAGCAAGACGUGUUUUUCAAUCUGCGACUCGGCGAUUCCCAUCAUCACUCGACAAUCGAGAAACGGAGGUUCACGCAAACAGAGGAUCGGCUGUAAACUCCUCG

>cel-mir-273:II:14946886:14947086:+

AGAACCUGAUGACAGCAUCCGACACAACGCGGGCCUUGGUAUUCAACCCGCAAAAUCUCAGAUGUAUAUUUAAUGAACCUCGUUUUGGGAGCAGCCGGCAUUUUACGGGCUACACUUUUUUUAAAAUUGAUGUGUGCCCGUACUGUGUCGGCUGCUUUGAAAAUUUCGGUCAAUCUACACCGAGCAGCCGACAUAUUACG

>cel-mir-356:III:7860027:7860227:+

CAUAGUUUUGUUAGCCUCCACUCAUUGUUUUCUUCUUUUAUUAAUAAACAGUUAAAGUUUCCUUGAGAACAAUGUGGUUGAGCAACGCGAACAAAUCAUCAAUGUAAAUUUCAGCGGAUUCGUUACGACGUGUCUCACCACAUCGUUAGUAGGAUUUCAGAACACAUUAAGUAGAAAUCAAGAGACGCGGAAUAGUGAAA

>cel-mir-360:X:5919062:5919262:+

CAGUGCGAGCUGGCCUCCUUCCGUCGUCUACAUUUCUUAUUGAUUAUUCGGCAUUCUGUUAGGAAGCAUCAAUGUGUUGUGACCGUUGUUACGGUCAAUUUGCAAAUUGAAAAAAUGACCGUAAUCCCGUUCACAAUACAUUGUUCGUUUUCUCCAAAGGUGAUUCAUUAAGUAAAAAGGGAAUGUGGGUGUGCAAAUGU

>cel-mir-392:X:13597109:13597309:+

GGAAGGAAAAUAUACGAUAUUCAAUGCUUACUUCAAAAUUUAUUCUGGAUAUUUUUGAAAAUCUCGCAGACGUGUUCAGUCAGCAUUCGUGGUUGAGGAUAUCGAACACAAAAAAAGAUAUCAUCGAUCACGUGUGAUGACAGAUUUUCUGCGACUAACAGGUUUGCUUAAUAAAAGUUACUAAAACGCUGAAACUUCUG

>cel-mir-786:X:7882639:7882839:+

CCCCCAAAUCUUCGCUUAGAAAUACAGUUCACAAUUAUUUUAAUGGUGAGUAAAGUAAGUAAAGGGAUAGUUCCCGAUCGAAUAUCAGUUGGGGUAUUUACAAAAAGACAAAAUUGUAAUGCCCUGAAUGAUGUUCAAUCGGUGAUGAAUCUCAUUUUUUAUUGUGUUUUGGAAAAUAAAUUGUUAAGAAUUUAUUGCAA

>cel-mir-787:X:11294578:11294778:+

AACUUUUACUCACGGCUCCACACAUUAUUUUAUUUGCUAUUAAAUAACUACAGCUCGCAGAGCAGGAUGUAUCAGUGGACGAAAGAUACAUACGAUCUUACAUCUUCAAAAUGGUAUGUAAGCUCGUUUUAGUAUCUUUCGUCUCUGAUCACAUUCAAUUAAGGUAAUACAUGUUUUUACAUUCGAAAAUCUAACUCACA

>cel-mir-795:I:12594500:12594700:+

UCAGACAGAAAGCUCAUUCUCUGUCUCAUUCUAGAUACUCCAGCUAUACAUAUUCCGAGAAACGUUACCUGCUGAGGUAGAUUGAUCAGCGAGCUUGAUACCCCGUUCAAAAUCGUGAUCAGUAUACUUCGUCAGGCAGCUUGUUUUCUUUUUGUGUUCGGAAGUUUGGACAAGGAGGUAAGGAAGAGUGUGAGGGGUUU

>cel-mir-797:X:4757023:4757223:+

GGAAAAGUGGCGACUCUUGUCAAAAGUAUUAUCUGAUAUUCGAGCACGAUGACCCCGUCCAAUGGACGAUAUCACAGCAAUCACAAUGAGAAGAAUACAUCUAGAUACUCUUUUCAUUGGUUUCUGUGAAAUCGUAUUUGAAUGGAAAGUUUUAUAUUGAAGAGUUAGGAACACACACACACCCAAUUCAAAACAACACC

>cel-mir-1018:X:1879378:1879578:+

CGAUUCAAAACUUUGUUCCAGAAUCUCUAUUUUGCCUACAGAGAAUGUUGAAUAUCACGCUGAUGUUGUAAAGGUAAGUUCAUGAUUUCUCCCAUAUAUUUUUCAUGAGAGAGAUCAUUGGACUUACAGAGUAUGACAAAAUCAGCAACUCAUCGCAAAUCACAUUUGAUGUCAGCGGUAAGUGCAUAUGUUUCAAAAAC

>cel-mir-1019:I:9361519:9361719:+

GAAGGUUAUCAAUUAGCUUCAGCAAUGAACUUCCGUUUCCAACAAGUUGUAGCAACACCAAUGGAACAGGUGAGCAUUGUUCGAGUUUCAUUUUUAAUAAAAUUUAUUUAAAAACUGUAAUUCCACAUUGCUUUCCAGGUUGUGAACACAAUAAGUAAAGAAGGAAUGAAAUUAAUGAUGGAUAUGAUGCUUUGGAAUCC

>cel-mir-1819:X:16207812:16208012:+

CAUCUGACUAUCAUCUAAUUCGUAUUAUCUGCUACUUAUUAAAAACUUUAUAUAUAUAUUCAUGCUGAAAAAUCAGUGAUCAAUCAUGCUCAAAACAUUCGACAUAACUUAAUUUCUUUGUGGAAUGAUUGAGCUUGAUGGAUCGAUGAAAGAGUACACAUUUUUCUACAAAACGGUUUCCAAGGGCAUCAAGUUACCAU

>cel-mir-1829b:X:14976967:14977167:+

UUUGCGUAGAUGGCUUAUGUGCUCAAGGUCGCGGGUUCGAUUCUUUUGUGUGCUUAAAUCCUUUGUUAUGUUAUUAUAAGUAAGCGAUCUUCUAGAUGGUUGUAAAACAUCGAGUAUUACAACCACUGGAAUUUCUCUAUUACCUUUUUGGAUGGGCAAAGUUGUAGUACUUGACUAUAGGAAAUGAUUAUGCCUGUUAG

>cel-mir-1832:III:11829063:11829263:+

UAAUAACUCAAAUUUUUCAGAGAAAAACCGUCAAAAAAUCGCGAAAAAUUGAAAAAUCAAGCUCAGAUUUGAAUUCCGACCAAUCAGCGAUUCGAACUCCGCCCACUGCACCUGAUUGGUUGACAAGUGGGCGGAGCGAAUCGAUGAUUGGUCGGGGGUUCUCAUUUUGGAGGGAAUUUAGUCAAAAUUUAAAAAUCGCA

>cel-mir-2208a:IV:1021700:1021900:+

UUUAACCUCCUUAGAUUCUCCAUUAUCAACACAUUUCCAGUCCUUUUCCUAUUCGGGGACCCGCCAGUGGUAAGUGUACCCGAAUCUGAUAUCCUAUCAUCUGAAAAAGGAUGCAGUUUCUGGUAUACUUCACCAUUGGCUGGGUCUCUUAGCACUGCACUUCACCAUCAGGUGUUUCGUAGCAUUCUGCCAUAACCUUC

>cel-mir-2208b:IV:1026508:1026708:+

CAGCCAGACACUUUUCCGUUAUCAUAUCACUGCCUCUUCCUCUACACUCUACUGAGGAACCCGCCAGUGGUAAGUGUACCCGGAUCUGAUAUCCUAUCACCAAAAAGAGGAUGCAGAUUUUGGUACACUUCACCACUGGCUGGGUCCCUGAAUAGGAGCACUGAUGGUGAGUGUAUUGGUCUUUUUGAUAUCGACGGAGU

>cel-mir-2213:III:6968732:6968932:+

GUUUGAUUUGAGUUGAUAUUGAAAUUUCUUGUUUGUUUCUUUCUCUCUCUGAAUACGAGCCACAGAGAUCAAACACGUUAAUUGGCGGACUCUUCACAGUUUGACCUCGGAGAUCAAGCUGUAAGAGGACUGCCUAAAUAUACGUGGUCAAUUCCUAUUCCUGAGAGGUAAUCCCAAAAAUCGGGAGCUAAGGAAUGGUU

>cel-mir-2218a:I:13812510:13812710:+

UAGUGGAAAAUUUGAAAAUUUCAACGAUUUUCAGUGGAAUUUAGCUAGAAAAGCUUAGGUGAGGCUCACACUACAAACUACAAGUUUUAAGCCUCACCAAAAGUUGGGUGAGGCCAGAAUAGUGUAGUUUGUAGUGUGAGAGCCUCAACCAAAAAUGUUUUUCAAUGCUAUUUACAUCAGAAAAUAACGUUUUUCAAUUA

>cel-mir-2221:X:1390803:1391003:+

AAGUCCGAGCCAAAACACGGGCCUUAUUACUUUAUAGCUACAUUUAUUCUUACUGUCCUCGAAUACAAACUGGCGGUUUGCAUUCACUUACAUUUAUAAGACAAAAAUGCAAGUGAUACCAGACCGCUAGUUUGUAAAAGGGAUAAUUUUAUGUGAAAUUCACUAAAUCUAUGUAUAAGGCAAAUAAAUAUGUAUUAGAA

>cel-mir-2953:II:6747049:6747249:+

GAGCAACAAGCAGUGCUCUCCUUGAUGUGCAGUUCUAAACAUAUAUUAUAUUUAUCUAUUCAUGAUAACUAGAAGACUUCAAAUUUCCAGAUACAGAAGUGUUCGUGAAAAUAAAUAUGUGUUUUUUUUAUGAUCACUAGCUCUUCUGUAGCUGAAAAAACUUGAAAAUAAUAUUUUAAUCGAAUUAGUUGGAUGAUUCA

>cel-mir-4805:II:1061600:1061800:+

UAAUCAGGUUCUAAAGUUAUGUCAAUUUUCGCCAAAGGUACCCAUUUACAACCCAGUCGGAGGCAGGGGUGUGCGGCAAAUUUGCCGAAUUUGCCGUUUGUCGAGCUCGGCAAAUUUUGAGAUUUUCCGCACACCCCUGAUCGGAGCCAAGACCCUUUUGGUGGUUAAUCCUACCCUAAAGUACCCAAAUCAGUGUUGUU

>cel-mir-4816:I:6185011:6185211:+

UGACUGUUUCUUCACAACAAGAUUCAACGAUGGACAUUGCCAACACAAGUUGUGAUGAGAAAAUGGUCCAGUAAGUGGUUUUUGUAGAUCAAAAUAGUUAAGAAAUUUUUUGAUCUACAAUUUUCGCACUUACAGAUUUCUAACGAAACGCUGGAUUGAGAACGGCGGCUCUUCAGACAACAUUCCACCGAUUAUUGCAC

>cel-mir-4930:IV:2398604:2398804:+

GGCUAGGUCUGCCAAGGGUAGGCUAGGGCUGCCUAUGGUAGGGUAGGUCUGCCUAGGGGGCUGGCUAGGGCUGCCUAGGGGGCUGGCUAGGGCUGCCUAGGGGCUGGCUGCCUAGGGGCUGGCUAGGGCUGCCUAGGGGCUGGCUAGGGUAGGCUUCAACUUAGGCAGUAUAAGUCUUCAGGUAUAAGAUGGAAAAAUGG

>cel-mir-4931:I:2921143:2921343:+

CAAUAAAAAAAUUCGACUACACCAGCUUUAAUUUAAAAAAAAAAGAAUUUUGCUCGCGCCAAAAUGAGAACUACACGACCAAUCAGUGAUGUGCUCCACCCAAUAUUGAACCAAUCGCUGAUUGGUUGAGCAGUUCUCAUUUUGGGUGGGGAAUUCAAAUUUUCGCUUUUUUUUUCUUCUGCUAUUCUUGAAUUUCCGAC

>cel-mir-4932:I:9512247:9512447:+

UAUAUUUAUUUCAGUGAUUUUGAGAAAACAGGAGGCCCACAAAAAAGGGAUGUGCAAAAAGGGAUCUGGGAAGGGGGAUCAACGAAAAGGGGAUCUGGCACAGUGCCAGAUCUCCUUUUCGUGGGGCCUCAUAAAUUUUUGAUCUUUUUUAAAUUGUUGACUACGGUAAUCCAUCCGAUUUGGCGGGAAUUUUCAGAGGC

>cel-mir-4936:III:3249092:3249292:+

ACUGGUAGAUUAAACUGAAAAUGACAUCAAAAUUCUCAAUUAUUAAUAUUAUACGCUAUCGAGAUAAUAAGCAUUUAUGGCUACAAUGUAUACGCCUCUCAAAAUUACGUUCACAUUGCUUUGUGGCUUUGCUGGUAACUCUUUUGCCUUUCACGCAACACACCGGGGUUCGACUCCGCACUGUGGUUCUUUUCUUUUUU

>cel-mir-4938:III:5785014:5785214:+

CUCAAUACCACCAGUGAUUCCUCCAAUCACAAUUCCACGAACCGUCUUCUCUGAAGGUCCGUAUUGCUGCCACAUUGACAUCAUCAUGCAUCAUCAGCAUGCUGCGCAGAGCCUGAAAUGAUAAAUGUUGUUGUCAAAAUAUUAUUGCAACCGACGAAUAAUUUAAACUCACUUUGCGGAUGGGCUCGCUGUGUGCGCGG

>cel-mir-5547:II:12238469:12238669:+

GUCACAGCCGCUGGAUUUUAGUCUUUCUGAAAUUAUCACCAUUUAAUCCUUAUUUUGAUAAUUUAUCCUGCGGAAUUUUGUUGAUUGAGACAACUUUUAGACCAAUAGGCAUCCAAAAAUGAUCAAAAUUGGAUGCCUAUCGGCCUAAAAGUUGUCUCAAUCAACGAAUGAGAUAAAUUACCAAAACAAGGAUUAAAAGG

>cel-mir-5550:IV:409714:409914:+

UUUAUUAUAGAAAAAAUACGAUCGUACAAAAAUAAACAACGACGCAAUGACACUCCACCGUUUCUAAACCCCGCCCAAGAUUUCAUUUGCACUGAAAUGUGUCGGCCGCAGUGCAAAUGAAAUCGUGGGCGGGUCUCAGAAACAGCGGAGUGUCGUUGCGCCGUUGUUUAUUUUUGGGCGAUCGUAUUUUUUCUAUAAUA

>cel-mir-5552:V:18036644:18036844:+

CAGGCUACAAACUACAAAAUUUGGUCUCAAAACUAGAGAAAACGUUGAAAAAACUGUAUGGUCUGCUAAUUAUUUUUGUAGUUUGUAGUCUAGCAGACCAAUACCAAAAGCUUUGGGUCUGCCAGACUACAAACCACACAAAUCACUAGCAGACCCUUUUUUUUUUUUUUUUUUUUGAAAAAAAACCACUUGAAAUUUUU

>cel-mir-5592-2:X:13759099:13759299:+

AAAUAAAACUAAAACAAUAACUUACUUUUUUUUCAAAUUACUCAAAUAUUUAAUUUAGGAAAUGUUGUAAAGCCCCAGCCGGCCCUUACCGUUUAAUACAUGGUGCAUCGACCGGGAACAUGUAUUAAACGGUAAGGGCCGGCUGGGGCUUUACAUUCAUUUAUUGUUAGAAUAGGAAAGAUCAAUAAUACAAUAUUGGA

>cel-mir-45:II:11880757:11881257:-

AAACUUCUGAGAAUCAACUUAUUCAAAUUUCGUUCCAGUAUUCAGCUGCUCAUGCACCAUGUGCCACGCUGGAUGUGCUCGUUAGUCAUAAUAUCCUCCACAAAGCAAGGACUAUGACUAGAGACACAUUCAGCUUGGCGCCGAAUGCAUUUUAUUUUUAAAUUUUAUCUUUAAAAGUUUCCCUAAUUUCUACAUUUUUC

>cel-mir-53:IV:11027460:11027960:-

GUUACUCUACAUUAUUCCUAUCUCUCUCUCUCUCUCUAUUAUUAUAAAUUUCUCCCGAUUCUGACAGUCCACCCGUACAUUUGUUUCCGUGCUUGACUUCAAAGCUCAAUCACGGCACAAUAUAUGGGUCGCCAGUCAUUGUAGUCGGAAUUUUUUUCAGUUUUCCAGGAAAUUGUAAAGAAUAAAAUUAAAAAUUUUAG

>cel-mir-57:II:7850325:7850825:-

CUUUUAUUCUGGGAAUAUUCUGUUCAUGAUGAUAUUCAAAAAGGUAUGUGAACUCAUCGACAUGCUCGUCUACCCUGUAGAUCGAGCUGUGUGUUUGAAACAAUCAUACACGAGCUAGACUACAAGGUGCACGAACAAACCGAAGAUUUAUGAAUAUGAAGAUUUAAAUAAUUCUGAAAAUUUAUGGUAGUCCGGUAAGU

>cel-mir-59:IV:11309025:11309525:-

UCAUUCUACAUCACUUUACUGCUUUCUUUAUUUAUUCUUAUGAUAUUUUGAGUUGAUCUAGAUAUGACAUCGUCCUGAAAACGAAACGGAACAAAAGUUCAAGAUAUUGAUUUCGAAUCGUUUAUCAGGAUGAUGUGAUUAAAAUCAACUCGGACGGUAAGCGAGAGUUUUCAAUUAUUUUUAACUUUUUUUUGGUAAGA

>cel-mir-70:V:6665422:6665922:-

UAUUGCAGCUUCAGUCGGAAGUUAGUAUUCUAUUUUUAUUAUUUUUAUUCAAAAUAAAACGAUGAAAACUAUCGAAAUACUAUCGACGAAUAACACUUAUGAAGAAAUGUAAUACGUCGUUGGUGUUUCCAUAGUUUGAAUUGUUUAUUCCAUUAUUUUUGAGCUUUGAAUUAUACAUUUGAAUCACCAUAUUCUUUUUG

>cel-mir-80:III:8865077:8865577:-

CAAUUCGAACGGCUGUCCGUUUACCAACUUUUUGGUGCUUAUUCCUUUUUCAAUGGACACUCGUUCGCUCAGCUUUCGACAUGAUUCUGAACAAUCCGCAAGCCCAUGUUGUUGAGAUCAUUAGUUGAAAGCCGAAUGAUCAGAGAUAUCCACAUUCACAACCUGAAGUAUUUAGUUUUAUAGUUGAGCGAUUUGUUUUG

>cel-mir-82:X:2435155:2435655:-

GGUGAACAGUCGUCCUCCCUAUCAUUCUCUCUACUACUAGUGAACUCAUGAAAUAGGUUCUUUUAGCAACCGGUUUUCUCUGUGAUCUACAGAAUGACAGCUAAUCGUCUGAGAUCAUCGUGAAAGCCAGUUGUUUUUAUGAACUCUUAUCAAGAAAAUUCAAGAAAAUUCAAAAGAAAAAGUAAGUUCCAAUUUUCCAA

>cel-mir-84:X:16022211:16022711:-

UACUGCAGCACACUUUAUUCAUUCCUCUAUAUUCCUGAGCUACUAUUCAUCAUACGUCUGCCUGUGGCAUCUGAGGUAGUAUGUAAUAUUGUAGACUGUCUAUAAUGUCCACAAUGUUUCAACUAACUCGGCUGUUCUGUUGAGACAUGUAUAUGUUUUUGUUCUGGAAAAAAACAACGACCAGCGGUGAGUCAACGCUG

>cel-mir-86:III:11936420:11936920:-

CCCUCCCCUCCCUUCCUCUUUUGAUCCCCUGCCCUGUCCCUUUAAAAGAGACACGUGUCCACGCCGUCUAAGUGAAUGCUUUGCCACAGUCUUCGAUGUUCUGAAAUGAAGCCUGGGCUCAGAUUCGCUUAGGCCGGAGUUUGACACGGCAUUUUUCUAAUAUCUUUAUGGGAGGGAAAUUUGAUCUACAAAAAAUGCGG

>cel-mir-231:III:7544881:7545381:-

UUUUACUUUUUAAAAUGUGCAUAUAUUCACUUUCUACUACUAUUUUCAAAGUUAGCACCACAGGUUGUUCUGACUGUUUCAAAAGCUUGUAGUAUCUUAAUAAAUAAACAUAUAAGCUCGUGAUCAACAGGCAGAACAACUCGGUUUUGUGUGCACGCUGAUCCUAAUGUAAGUUUUUUUUAAGUUUUGAUUAUUGUCUA

>cel-mir-232:IV:10994039:10994539:-

AUAGUCACAGUCUUCUAUGUAUUCGAUUGAUUCCAGGCAAGUUUGAAAAAUAAGUUCAAUUUUUGGAUCCCUGCAGUUUCGAUGAUUUUAUCCUUAAUUCUGAAGAUGUGAUAAAUGCAUCUUAACUGCGGUGAUCUAGAUCAUGAACACUUUUUUAAAAUUUAUUUUAUGUUUUACAAUCUAAUAAACGGAUCUAACAA

>cel-mir-236:II:7030019:7030519:-

AGGACCCCAUCGGCUCAAAUCGUCAUUCUUAUUCGGCUACUGUCGUAUUCUUCGGUGACCGAUGUCCAGCGUCUUACCUGUUCAAUAUUUAGACUGACUAUCAAAGAGAUCUAAUACUGUCAGGUAAUGACGCUGGAUUGUCAUGUCAUUUCAAAAAAAAAACAGGUAACGUGAAAUGUAUUUUUCUUUAUCUAGUUACC

>cel-mir-238:III:8867135:8867635:-

GUAUUCAGUCUUCUUUAUUUCUACUUUUUAAUAUUUUCAAGAAAAUGGCAAUUCUCCAUUGACUGUUUGGAUGUUCUCGGACGUUCAAAGCUACAUCCAACAAAUUGGUAGCUUUGUACUCCGAUGCCAUUCAGAUAGUUAUGAGCCAUGGAUGUAUUGUUGAGGUAAGUAUUGAAAAUGACCAGAAAAGAUAUUAAGUU

>cel-mir-244:I:4684214:4684714:-

UCAUUUAUUUCUAAAUAUUCCAUUAUUUUCUCACUUUUAAUUUUAAUUUUUUCCCUCCAUAUCUCAAUCUCUUUGGUUGUACAAAGUGGUAUGGCUCAUCGAAUAAGCACAUACUGCUUUUCAGCUAAAGGAAUUGAGAUUUUGUAGGCUUUUUCAUUUUUACAUCCAUGUUAAUGUUAAGUUGACAAUUUAUUUUGUAA

>cel-mir-248:X:2262268:2262768:-

UUCAUCAAUUCCACUGUUUUUUCUCAUUUAUUAGCAUAAAAUGUUACUACUUUCCCGGCUGCAACUACGGUAAGCGGUAUCCAGCCGAUGUUUUCAAUACUGCAUUUGAAUACACGUGCACGGAUAACGCUCAUUGUUUUUCGCAUGCCAAUUUCACAAAUGGAAAGUGAGUUUUCGAAAUGCAAUAAUAUUUUAAAUAU

>cel-mir-249:X:3006333:3006833:-

UUGGCGCUGUCAUAUUAUUUCUUAUUGUUUCUAUUGCAUAUUGUGUAUCUAUACUCUUGAACGACUAGCAACGCACAAACGUCUUCUGUGCGACAACAUCUGAAUGUUUGUCACAGGACUUUUGAGCGUUGCCAGUCGAAAGAGGAAUUUUUUUAUACAAAUUAAUUUUAAUUCCACAUUGAAAAAUUAUAGUGAAAAUC

>cel-mir-250:V:11769794:11770294:-

UUCGGUGAUCCUUCAAUUUCCCCGUUCUACUGAUAUUCAAACUACUAUAUUCAAGGGUCUUCGGACCACGCCUUCAGUUGCCUCGUGAUCCGCCAAACACAAUAAAUGGACGAAUCACAGUCAACUGUUGGCAUGGUGCUCGUACCCAUUUUGUAAGUUAACAAAGUUUCAAAGACGAUUUCAUUCGAAAAACCAAGUGC

>cel-mir-253:V:5780394:5780894:-

GUUCGUCAUUGGACAUUACGAGGUAAUUUAAAUUUUCAAAUAUUUAUUUAGAAUUGUUCCGAUCGCCGCUCUUUUCACACACCUCACUAACACUGACCACCGAUGCAUAGAUGUUAGUAGGCGUUGUGGGAAGGGCGGCGACAGUGAACGUCGUUUCUCAUUAUAAAUUACUACUGUGUAUAAUUUAUCAAAAAUACUUU

>cel-mir-259:V:10538895:10539395:-

ACUUGUUCAUUUCUUUACUUCUGCUCAGAAUAGUACAUAGUGGUAAGUUCGGUUCAGUCAUUGAAACGAGUAAAUCUCAUCCUAAUCUGGUAGCAUCUUUCGAACCUUGCCACCGAUUUGGCAUGGGAUUGACUUGUUAAAUAGUGACUUUUUUCUUGCAUUUUUUGAUGAAACGUGUUACCAAAAUCAAAUUAUACUUC

>cel-mir-272:III:11637717:11638217:-

GUAUGAUGGGGUAGGUCAGUUCGAGUUGUGGGCAGGAGUAGGUUUGUAGGCUUAUAGACAUUAGGCCUAUAAGCAUGCGUAAAUCCGCAGGCACGUGCAGGUAUGUAGGCAGGCGUAGGCCCGUAGGCAAGUGUAGGUCUGCAGGCAUGAAUGUAGGCAUGGGUGUUUGGAAGACCUGCGAAAAUUAUUUUGGAAUUCAC

>cel-mir-354:I:14468278:14468778:-

CACUUCGAUCUCCAUCGAGCCAGGAGUCGAUAUUGAGGUCACCAGAGCCGACUAAGCACCUUGGUGCGGCUGCAGACGGGUAUCCGGCUCGACGUUCAUACAUCACGACUUCUUUCCUUUUACCUUGUUUGUUGCUGCUCCUAUUGGUUUUGAUUUGUUGUGUUGGAAGUGUUAUGAACUAAAACUCAUAAAACUUUAUU

>cel-mir-355:II:11833353:11833853:-

AUUGCAUAUCUUUAUUCAGUGUUCUAGUUGUGUUGUCGCUGUUUGAGAUUAAUAAUGUCAAGAAUUGAAUGGUUUGUUUUAGCCUGAGCUAUGAGUCAUCGGAAUAUGCAUAGCUUCUUGCUAAAACAUGCCAAUCAAUCUUAAUUGACGAAGUUUUUGAAACAGGUAUGUUUUAACUUUUAUUCUAUUAUUGCUCUGAU

>cel-mir-356b:III:7859978:7860478:-

AUUUUCAUUUCACUAUUCCGCGUCUCUUGAUUUCUACUUAAUGUGUUCUGAAAUCCUACUAACGAUGUGGUGAGACACGUCGUAACGAAUCCGCUGAAAUUUACAUUGAUGAUUUGUUCGCGUUGCUCAACCACAUUGUUCUCAAGGAAACUUUAACUGUUUAUUAAUAAAAGAAGAAAACAAUGAGUGGAGGCUAACAA

>cel-mir-357:V:8580424:8580924:-

ACCUCCCUUAGUAUUUCACAGCUACUAGUAGUACUUCUGAUAUUUAACGCUGUACUACUCACCAGCGGAUCCCUACAACGCUGCGCAUAUGCAUGAACACAAUGAAAAUGUAAAUGCCAGUCGUUGCAGGAGUUCGCAUACAGUAGUAAAAUGCGCCCAAACGGAGAACUUUUGUAAUGAAGCUUACCAAAAUUUCACUU

>cel-mir-358:V:8580738:8581238:-

AAUGGAGGCGCCGGCUCUUCACCUUUCUCCCAAUCAUUCUAUCAAUUCAAACUCGCGACGGCUGGCGACCUGGCCAGGCAUUCCAACUGUCAAACUUACAAAGCUUUCUCGACAAUUGGUAUCCCUGUCAAGGUCUCAAUCCGUUCAGCGAAUUCGUUGUUCUAUUCCCUACCAACCAACAGCUCACCCUACUUGGCAGC

>cel-mir-784:X:8074758:8075258:-

ACAUUUCCACCCAGCUUCGAUGAUUCCCAACUUUUUCUUUAUUCGUAUUCUCAGUUUUUCGACGUCCACGUGGCACAAUCUGCGUACGUAGAAAGAUCAAAAAGUCACUUCUAUGUACAAAUGUUGCGCUGCCUGGCACAGUGAAUGAAUUUAUGGGUUAAAAAAAAAAGACGGCAGACGGUGAUCGGCGUUUUUUGUUC

>cel-mir-789-2:IV:17309159:17309659:-

UUGCAUAUUCUAUCUACACUGUUUCAAUAAAAUUUCGGUAUGAAUCAGACGAAUGUCCUGAAGGCGGACAAUUGAUGACUCAGGCAGGGACUAAUCAUGAUUGUCGAUUUAGUCCCUGCCUGGGUCACCAAUUGUCGGCCCCCGCGGACAAAGAAUAUAUACUUUCUAGUACCCUUUUAACAAUAUUCAGAUUUUUUUCC

>cel-mir-796:X:1798819:1799319:-

UUUCUAUUAUUUCAACUAACUCUCAAAAUGAAUUCCAUCGUUUAAAUACUUCAGAUACUCUAAUGACAAGCUGGAAUGUAGUUGAGGUUAGUAAAAGCACUAUACUUGUUACAAACCUUGCCACGUUCCGACUUGUCAAAAGAGUCACAAAACUACAGCAGGAUUGAUUUUUAAGAAAAAUUAUCGUGAGUUACAGUUUC

>cel-mir-1817:I:10869266:10869766:-

UCAAAAAAAAAUAUCUAAAAAAACAUCAUCAAUUUUUUUUUGAAAAAAUGUACAUUUCAAUUUUCGAGUAGCCAAUGUCUUCUCUAUCAUGCAUUUUACAAAUAAUGAGUACAUGAUAGUGAAAUAUUUGCUUCCUGAAUUUCAGAGAUGUUUUUUUUUGUCUAGAACCUAGAAUUUUAGAAAAUAUAUUUUUAAAAAAU

>cel-mir-1818:I:13980744:13981244:-

UUUGAAGCUCCAUAUCUUAUUAUUCAUAUCUAGCUAUUACCCCUGCUGAUUACUGGAAAGAGUGGCCUUUUGUGGUCUUCAUGCCAUGAUUUUAUCACUCAAACUGAUAAAAUCAUAGUUUGGAAACCUCGACAGGCUUUUCUUUUCUUCUUAAGGAAGGUCACACUUUAGGUUGCAGUUUUGCAGAACUCCAAGACUUC

>cel-mir-1821:V:3042430:3042930:-

UAAAGCGCAUAUGUGCUCAAUUUUGCUCCGCAGUCAGCUGAUUCACUAUAAUAUGUAGUUGGUACAAGUUUGCCCAACUUGCAGACUUUUCAAUUUUCGGCAAGUGGAAUUGAGGUCUUAUAGUUAGGUAGACAUUUACUACAACUAAUAUAUAUUUUUUGAAAUAAAUGAAUGCAUAAGAGGAAUGAUUUUUCAGAUAA

>cel-mir-1830:II:4371716:4372216:-

GAUUUUUCAGAAGUAUGCUCAAAAUAAUCUUUGAAAGAAAUGUUCGGUUUUCACUGUCGGUGAGUGGCCGAGGUUUCACGUUUUCUAGGCCACGCCGCAAAUAGCCAGCUUGUGGCCUAGGAAAUGAGAAAACUCGGCCACUCUUUCAGCACAUUUUUCAAAUACACGUACGGAAAAUUUCCUGUAAAAACGGUGUCUGA

>cel-mir-2215:II:13333553:13334053:-

AAUCCGUGCAAAAUCAACUUUUUCCGGUCGAAAAUCAAAAAUUUAUUAUUGAUUGAAAUUUCACGCUAAACAGCACGUGUUACGAUGCUCCGUUAGUUCGGAGUUUUUACGGAGAAUCGUAGCGCGUGUUGUUUAGCGCGAAUUUUUUAAUUUUUUUUUUCGUGUUUUUCGAGCUUUUUUCAUGAUUUUUUCAUUGUUUU

>cel-mir-2217:IV:5279945:5280445:-

UCUGAAUAUGUUGUUUUUGAACCGUAAGUCACUGUCCAGCAGGUGAGUUUAUUUUUCCGACAUGUAUGACCAGAGUGGGCAGUCGGUGUCGAUCUACAUCAUUCGCAGGUCGACCCUUGUGCCUGUUUCGGUGGUACCAGGAAGCUUUUCCUUCUUAAAUGGAUAGAAAAAUUACGGAUUUGGUUCCCUACGUCAGACAC

>cel-mir-4806:II:12346106:12346606:-

UUAAAGUUUUAAAAUUUUAAAAUUUAAGCAGAGUUUUUUGGGCUCGAAUCCAUGGCUUCGGAUUCAGUGGCGAGCCACUUACCGGCUGAGCCAUGCGCGCUGCGCUGCAUAGCUCAGCCGGUAAGAGGCUUGCCUUUGGAGCAAAAGGUCACGGUUCGACCCCCCAGAAUGGCUAUUAGGUUUUUUACACUGAAUAUGUU

>cel-mir-4812:X:15242581:15243081:-

GUGUGCGCAAGCUCCCGGGUUCGAUUCUUUUAAGUGCUAAAUCCUUUGUUCUCUUUUUAUAAGUAAGAAGUAAGAGCGCUUGUAGUGAGUUGUCAAAAAUUGAGUAUGACAACCACUGCAAUUUCUCUAUUACAUUUUUGGAUGGGCAAAAUUGUAUCAAGAAACCACGAGAUCAUGAGAAUGCCUACCGUUUUGGCGCG

>cel-mir-4814:III:13728198:13728698:-

UCCAGUGUCCACAAAAGGCGGGAAAAUAUCUCGGCAAUUCGGCGCCACUUUUAAACCAACUUUACCCACUUCUCAACCAACUUUGGCCACUUUUCAACUGCCAUUCACAGAAGUGGGCAAAGUUGGUUGAGAAGUGGGUAAAGUUGGGCAAAGUUGGUUAAAGUUGGUUAAAUCGGAAAAUGUUUUCACCCUGCCACAUC

>cel-mir-4815:IV:5668808:5669308:-

CGUCGUAUGUUCCUCGCAUAUUGGUCAUCUCUCCUUUUUGCAAUUUCGGUUGCCUCGUUCGUCGUAUAUUCGUCGUAUAUUGCGUCGUACAUUCCGGACUUCCUUCUAAAUGUAUGAGCAAAAUGCGAGGAAUGUACGAUGCGAAUUGCCGAGAUAGUCAUGCAGAUAAAAAAAACUCUGUAAUGUUUUAAUUAAUUAGA

>cel-mir-4922-1:V:3380036:3380536:-

CAUACCAAUCUGCCAAAGAUCGACAAUAUGGGCAGUUUUAAUGCUAGCGGUCAUUGGAGUGAGUAGAACAAUUUCAUAUUGAAAAAAGUAAAAUUGUCCUCUAUAUAACUGUUCUAUUCACAGAAUUACUUCGUCGUUAUGAAGAAUUUGACACACAAACGCAGCCCAUCCAAUUAAUUCCGGAAUCGGGAAAAAACUAU

>cel-mir-4922-2:V:3304710:3305210:-

ACAUGACAACUAAUCAUACCAAUCUGCCAAAGAUAGACGAUAUGGGCAGUUUUAAUGCUAGCGGUCAUUGGAGUGAGUAGGACAAUUCAUAUUGAAAAUAUUGUCUUUUAUAUAACUGUUCUAUUCACAGAACUACUUCGUCGUUAUGAAGAAUUUGAUACACAAAGGCAGCCCAUCCAAUUAAUUCCGGAAUCGGGAAA

>cel-mir-4924:IV:10840712:10841212:-

UGGCUACACAUUAUGUUCUUCAGUUCCCAAGACAACAUAAAGAAUUUGUGAACGUGCUUCGAGAUGAAAAAUGUGUAAGUAUCAUCAAUAUUAAUAAUUGAUAAUUAUUAGUAUUGGAUAAACUUAAGAUUCUGGUAAAUGCCCAAUAUCCGUGGACGACUUUUUAUAUACCAUCAGGCAAUAUUGCUACAGAAUUCGGA

>cel-mir-4926:I:6054828:6055328:-

GAUGGUAGCAAGUUAUGUAGAAAUCAAUUGUCUUCUUAGAUGGUGCCCUGGAAUUGACUGUGGGAAGGCUGUGAAGGUAGGAGUGAAUUUUGAUUUUUUAUAUGUAAAUUUAAAAUUUAUUCUUACAGGUCAGCCACUGGGAACCUCGCCUUGUUGUCUGCUCUUGCGGCACCUGCUUUUGCUUCUCUUGUGGACAAAAC

>cel-mir-4937:IV:1381603:1382103:-

UUAUUAAUUUCUCGACCAUAUUGACAUGUCCUUGAUAAUUUUGAAAUUUUCAGAUUUUGGGCGCAGUGGCGCAACUGGGUAGAGGUUGGGCGGUGGAUCGCAGGUCCGAGGUUCGAACCCCCGGGGUGGUAAAUAUUUUUGUUUUGAUGAUAUUGACUUUAUUAAACUAUGGAAAGUGUUUGGAAUUGGAGAAAUUUGGA

>cel-mir-5548:II:2284723:2285223:-

GGCUUGAAAUUGCUCGAUUAGUAGCUCAUUAUUUGACCCGUUCCAUCCUUGACCGCCGAACUGGUGUUUCAUAAAGCCUUCUCACUCUCCACGGCGGUAGGCAAGCCCUGUGGAUUGGAGAAGGAGAAGCCCCACAGGAUGUCCCGAAACCCGAUCUUCACCCGAAAAAAAGUAUUCUCUCUGUUUGAUCGGCAAGUGGA

>cel-mir-5549:III:6971819:6972319:-

GUGUACGGUACAUUUUCGUGCUAGGAGUUAGAUGUGCAGGCAGCAACGAGAGGGGGAGAGAUUUUUUUGGGCCUUGUGAAAUUAACGUGAGUUUUCUGGUCAUCUGACUAAUCAUGUUGGUUUUUUGUUGGUUUAUUUUGUUUUUAUCUUUGUUUUUAUCCAGAUUAGGAAAUUUAAAUUUUAUGAAUUUAUAAUGAGGU

>cel-mir-5553:X:8077404:8077904:-

CAAUUAUGACGAAAUGUACAGUGUAUUUUUUUUCCUCCAAUUUCAAAGGGUCGCAUUUAUACGAAAUGGUCUUGCCACGCGCCAUCCAUUGAUUUUUAAAUCUUUUUUAAUCAAUGGGUAGCACGUGGCAAGACUAUUUUGCAUAAACAAACCCUCAUUUGAAGCCGUAGGAAAAAUACAUUGUAUUUGCAUUUAAAAAG

>cel-mir-5592-1:X:13759049:13759549:-

UAUAUACCAUCUCCAAUAUUGUAUUAUUGAUCUUUCCUAUUCUAACAAUAAAUGAAUGUAAAGCCCCAGCCGGCCCUUACCGUUUAAUACAUGUUCCCGGUCGAUGCACCAUGUAUUAAACGGUAAGGGCCGGCUGGGGCUUUACAACAUUUCCUAAAUUAAAUAUUUGAGUAAUUUGAAAAAAAAGUAAGUUAUUGUUU

>T27C5.18:V:17428790:17428990:1

ACUGACGAAGGGAUGGAGGCCUAGUCGGGUGGUUUGUAACUGACAUGGGACUUGUAUGUUGAUGCUUACGACCAUAUCACGUUGAAUGCACGCCAUCCCGUCCGAUCUGGCAAGUUAAGCAACGUUGAGUCCAGUUAGUACUUGGAUCGGAGACGGCCUGGGAAUCCUGGAUGUUGUAAGCUUUUUGCAUUUUUUUCCAG

>Y102A5D.10:V:17129288:17129488:1

AAGGGGUAGAGGCCUAGUCGGGUGGUGGGGGGUUUGUAACUGACAUGGGACUUGUCCAUAGACGCUUACGACCAUAUCACGUUGAAUGCACGCCAUCCCGUCCGAUCUGGCAAGUUAAGCAACGUUGAGUCCAGUUAGUACUUGGAUCGGAGACGGCCUGGGAAUCCUGGAUGUUGUAAGCUUUUUGCAUUUUUUCAGAA

>ZK218.16:V:17115796:17115996:1

AAAAUUAUUUUAAAAUCGUUUCUAAUUCAUAUGAUGUUGCAACAAAAACAAAUUUUUUUAGUCAUUCUAAAAAAAUGCAAAAAGCUUACAACAUCCAGGAUUCCCAGGCCGUCUCCGAUCCAAGUACUAACUGGACUCAACGUUGCUUAACUUGCCAGAUCGGACGGGAUGGCGUGCAUUCAACGUGAUAUGGUCGUAAG

>F31C3.11:I:15064239:15064439:1

CACGGACAUGCGGUGAUUUGUUGUUGAGAUUUGCAUCUCGAUAAUACGUACUAGCUUCAGCGAUGGAUCGGUUGCAUCGAGUAUCGAUGAAGAACGCAGCUUGCUGCGUUACUUACCACGAAUUGCAGACGCUUAGAGUGGUGAAAUUUCGAACGCAUAGCACCAACUGGGCCUCCAGUUGGUACGUCUGGUUCAGGGUU

>ZK218.18:V:17118766:17118966:1

GCAACAACAAAAAAAAUUUUUUUGGUCAUUCUGAAAAAAUGCAAAAAGCUUACAACAUCCAGGAUUCCCAGGCCGUCUCCGAUCCAAGUACUAACUGGACUCAACGUUGCUUAACUUGCCAGAUCGGACGGGAUGGCUUGCAUUCCACAGGUGAUUCGCAGUGUAAGCAAAAUGCUUCGACGCACACAAUGCUUGUGUUU

>JC8.15:IV:13238739:13239139:-1

AGUGUCAUGUUUGGUGUUGUGGUAAAUGCUCCAAUUAUGGUGCAAAACGUCUCAGCUCAGUCACCGCCGACGCACCUUGUUUUCACGCAUUCUCGGUCAGUUUUCUCGAGAUUCAACGCGUCCAGAAAGUGUGCUAUAUAGAAAUAAAGAGUACUUUAUAAGGGCCAUACACGGUUUAAUUUACCCCGGCUAUGGUAGUU

>C14C10.8:V:12596661:12597061:-1

GAUGGCCGAGUGGUUGUGUCCUCAGCUAGCAAUUUAUUGACCUACGCUCAACUUCCACAGUGGCGUUUAAAAGCAGUCGUUCAGUGGCGCAAGCGAUUUUCCCAUGCGCUUGUGCCUAAUCUUUGACUGCGAGAUAAAAAUGUCAGAGUCAAGCGGUCCGCUAUCUGUGUAGCAUUCUGUUCAAGAUUUGACUGAUAUUU

>T23G5.7:III:9226610:9227010:-1

AGCUCUUUACGCCAAGUAAGUAUCUCCUGGUUCUUAUUUUUUUAAUUACCGAAGUGCGAUAUCCAGACAGAACUUUAAGAGUACUGCUUGGACUGAGUUUACUAACUUCGAAUAUGAAAUAGUUGAUCGAUAACCGGAAUAUACUCAAAAAAAAAGGUGUGCUCCGGACAAAAAUCAACUAACAAAAACUUUUAAACAGU

>H09I01.2:IV:8253011:8253211:1

GACGCACGUGGUGUCGCGGUAGUGUGUUUGGCUCUCGUCCAACAGGCCGCUGGUUUGAUGCCCGCUGACUGCGGUGACGAUCAACUCUUACCUACUAUGACAAAAACAAUGGUUAGACGUUACUCGUACUGUCUGAGCAGUUUUGUUUUUUUUUUCGAAAAAAAGUUUACAUUUUGCCAUAUUUACAUAAAUAUUCCAUU

>C08D8.3:V:8349023:8349223:1

UCGGCGAAACUCGUGGAGUGUCGGCGGCGCGUGUUGGUGUAGUGCCGCUGGGAAGUUCUAUCAUCACUUGUUACAUCCAAUGAUGAGAGUUUGCGACUAGGGCGGUCUUACACAAUCAUGGUGAUUCUAGUCAUUCUGAUGGUACGUAACAUUAUACAAGUAUAUUAAUUUUGGAAAAACGUCUCUUUGGAGAGUUUAGU

>C10C6.8:IV:11473866:11474266:-1

GCCGUGUGGUCGAAUGGUUAACGUGUGCGCUUGUCGCCCGUUAGUCGCUGGUUCGUGCCCGCGCUGUAGAGUUUAUGGCGGAUAGGAACCAGGUCAUGUUUGUACGUGAUUUGGGCCGACAUCCCCGCCGAAAUAGUCCUGCGAAGAUCUAAGGUCGCUUCUGGAUGGAUUUGCCACCGGGUGCACACCAUCUUCGUGCA

>K02C4.7:II:8091588:8091788:1

AGUAGUGCGAAACCCGCGAGGUGUCUUCUGCUGUGUUUCUGAUGGCGAAAGAGAGAGACUGCGACGGCAAGCAAAUGACGAAAUCGCACCUCGGCCCGACUCCAACCCUGGGGGCGAAAUGAGCUUUUUAACUCAGAUGCUUCAGUAAUAAUGAGGGAACAAAUUUUGGAAAGUUCAUGAUGAAUGUAUGAAUAGAAACA

>F56A12.6:V:14362297:14362497:1

CUGAUAAUACCAACAUCACUCCAAUACCAACAACACCCACUACCCCCCGCCUUUAAAAUUUUGGAAAAUGAUCCCGAAAGGGAUCUGAAAAUCUCAUUAUUUAGAUGAGAGCGUGAGCAAGAUGGGAAUCUUGAUUUUUAUCACUAAUUUUAUAAGUAACGUUAUUAUUAUUAUGGAUUUUCGAAGACUUUUGGAUUUGA

>R151.13:III:7209267:7209467:1

GCACAAAAGACCGGAAAGAACAUCUUUGCUUCCGGAAAGACCGAGUACACCGUAGGUUAUUUAUCAUCGCUUUUUGCAUUGAAAAGGGACGGGCUAUCUUUAUGGAUUGUUUCGUAUAAUUUUGAUGCGAGAUAAUAGAGAGGCGCACUGUUACUCUUCAUCACUUUUUCUGUGAACGGAGAGUGUCAAGCGCUUCCCAC

>F54E7.11:III:5679629:5679829:1

CGCCAAGGGACUCCACGAGACCUGCAAGGCUCUUGACAAGUAAGUAAUUGAUAUUUUAGUUUGUAUUUUAGUUCCACUUAUUUUUCAACGUCGCCGGUUCUAGAAUCGAUGUGACCCCAAUAAGCUGGUAGAUAAGUUGUUACUCUGCCACACGUGUACUGGUAUCAUGCUGUAUGUGUUCCAAAGAUUUUACAAACAAU

>D1007.20:I:4585179:4585379:1

CCACCCAGGACACGGAAAGAGACUUGUCCGUACUGACGGAAAGGUGAGUUCAGUUUCUCUUUGAAAGGCGUUAGCAUGCUGUUAGAGCUCGUAAGGUAUAUUGUAAUUUUACGAGUGUUGAAGUAUUGCAAAAGUAAAGCAUAAUCACCUUAUGUAUGUGUUGGUGCUAUAUCUUCUAGUUUUUAGAAGUUAUACCAUCG

>E01A2.9:I:4138435:4138835:-1

ACUGCCGUCAACCAGCACAUUUGCUCAGAAGUUCAAAGAACAGGUAGAUAAUUGAUAUAAUAUGUUUAGAUUUGUGUCAUUUAUUCCUCGGAUAGUGAUAUUUGUUCCUUUUCGAGCUCAUACUGACACAAAAGCAAUGGCAGAUUUGCAACUAGUUGCGUUCUACUUGAUCGUGGCUAUACUUUCUUCUGACCACAUUU

>Y53F4B.47:II:15025585:15025985:-1

CGAAGGAACUAGCCGCGACGCCACGCUUCUAUUGUAUCUACCUUACUCGAAAACCCGCAUAUGAAGACCACUAAAUGACGAAUCCUAAUAACCCAAUGGGUUUCAUUGCGGAUAUGAGGCAUUUGUCUGAGCGGAGGACAAUAUUUAUUGAAUUUUGGAAUAAUCUGCUAAUUGUAGAUAUUUUAUUGAAGGCAUUCUAA

>F30H5.4:III:502740:502940:1

GUGGUUGUGGUCGCCGCCUCGGUUUGGCGCGACCGUUGUUCGACCCCCACGCAGUGUUAAUGUCCGUUGAUGACAACAUACAUACACCAUUACGAUCUCUGAAGACUUCGUGCUGAUCAUGUAUCCAUGCAACACCAACUGAGGACAACUACGAAUGAAACCAAAGUAACUUAGGCUUUAGAAAAAACACAUUUUUUUCU

>W01C9.6:II:8547088:8547288:1

UGCUGCUGCUUUUGUGGUGUAUUGGUUAACAUGUGUGUCUCCAGUUUGCAAGGCACAGGUUUGACCCUCAACGCACGCUUAUUUCGCGCCGCAAGUUUUGCAAUGACGAUGUGGCUAAAGUGUAGUGCAAUAUGAGCUCGCUCACGGCGUUGCGGACCAUAGUCUGAACACGGUUCGCGUUUAUGUGAGUGAAACAAUUU

>Y67A10A.14:IV:14326761:14327161:-1

GUGUCGGCCGCCGCGUUCCUUCUCCUCGACGGCCAGCGCUGCUAUCAUCGAGACCAUACUAUACAGAAUCAUUUCUGCAGUAUGUAUCUCGUAAUUCCCAUCAUAUUGGUAGAGAUGCCAACUGCGAUGAAAGGGAGACGGGCAGGCCGCGAGCGUGAAACAGUCCUUUGAGGACUUGAUGACCGCAUGGAGCCAAUGAA

>R151.12:III:7208886:7209086:1

GUCUUCUUGAAGCAGCUCCCACAAUCCGGACUUCUCCUUGUCACUGGUUAGUUGAACGCGUAUUUCAAAGAUACAGCAUCGAAAAUGGACGGACUUUCCCGAUGGAUCGUUUCGUAUAAUUUUGGUGCAAAAUAGUAGAGAGACGCAGUGUUACUCUUCCUUACGUUACCUGUAUCUGGAGAGUGUCAAGCGUUUCCCAC

>Y74C9A.6:I:3636:4036:-1

CAGUUGAAAAUUAGACAGAGGAGUUGAUGAGAACUCUAAUCCAUUCUCUGAGCGAGAAGGAUGGCCGAAGCGGGUUCGCAUUUGAGGCAUUAAGGUAGACGACAGAGUUCUUCUGGAAACUACUGCCUCGCGCUGACGUCAUGCCUUCGCGGGCUGAAUUUUGGGUCUGAUCCUCUAUUUUACAAAUACUAAAAGAAGUC

>Y43F8C.22:V:19642854:19643254:-1

CAAGUUGCUACCCGUGGCUUAGUGGCUAACGCGCUCGCCUGCCGCCCACAGCUUCCGGGUUCGAUUCCCACCCACGGCAACAAAUUCCAAUUGUGUGUAACAUUCAAUGCAAUUGAGCCGACGCCGUGGGAAAUCACUUUCGUGGAACCAUUUGAUCCCACGCUCGUUACUGUUAAUGAUUGUGGUUUGCACGUGGUUUA

>Y55F3BR.9:IV:866884:867284:-1

CACAGCGCACCGCGGAACUCGGGAGGUGUCGGCCGCCGCGCCGACACACUCCAAAGUGCAGCGCAGUGAGUGACGGCUGUGAUGAUUUCCUAUUGCCGUUUACCCGUCUGAGGAAAACCGUGCUUGAUACAACUUGGAAAAGGCUGAGCCGAGCUUUUGGAUUGAAACAAGAAAUUUUUUGACUAAAUAGCCGCUUGUGG

>T04A8.17:III:4689433:4689833:-1

UUGGUCGUGUGUCCGAGUGGUUAGCGCUGUUUGCUGUGACCCACGAGACGCCAGUUCAAUCUCUACAUACGCGUCAUUUUCAUCCAAUUGGCAACGUGAUUCUAAUGUUGGCGAUUCAGCGUAUUUCUGACGCAAAAUUGAUAACUUCUCCAUUGACGUCUAGUCAGACUAAACUGGCUCGGAUACAAUUAGGGAGUUUA

>F48A11.7:II:219535:219935:-1

UCGGCUCACAGAGGAGCAAGGCUACAAACUACACGCUGCUUGAGCAAUGACGAUUCUUGUCACGAGUCGUAUCAUCGAAGCGCAUAGUUUUUGGCUGUCGUUUAGAGCUGAAAAUGUUUCGACGGCGUGAUCGAUUGACUAAUCUUCUCUCUGAGCUCUCCCAACAACUCCGUGUAGUUUGUAGAACAUAUAGACCCAAG

>T10B9.11:II:9774519:9774919:-1

UGAGAGUGCGAUUUCUGCCGACCUCGGUGGCGCAGUGGGUAACGCUGUUGACUGGCGGUUUGCGCUGGUCGUGUUCGACGCCUGGACGACAAUGAUAGGAUAACCUAGAGUCUCUGAACCAUUUCGUGUUUGCAAAAACAAUGCUCCUUGUCUGAGUCAGUCCUAUUUUGUAAUUUUUAUUUUGUUUUCUCGUUUCUAUA

>Y24D9A.9:IV:4389907:4390307:-1

AGUGAAGAACCCACUCUUCGAGAAGAGAGCUCGCAACUUCAACAUCGGUACGUUUCGAAACAAUUCGUAGUUUCUCUCGACAUGUGACUAGCGAUCCUCUUCGGGGUUGAUUGCUUUUCUUAGUGGAGCAUCGGGGGCUUUCUGUAAAGUUGACUCCGAUCCACCUUGUCGUAUACCAACAGUCUGUGUGGCCCUCUACC

>K07C5.11:V:10352508:10352908:-1

CUCAUGAAGAUUAAGGAGUUUGAUGAUGCUGGUCUUAUCCUCCAAGAGGUACGUUCGCUCGAAAAAAGUAUUUUUAAAAUAUCCUCGCUUAUAAGCCGGGGGACUAGCCUUUGCUGAGUUCACUAGUAAAACGCGAGGAAAAUUAUAGAGACAUCCAGACACCGAUUAUGUUGUGAUAUAUUCGGUCACUUCGUAUGUCC

>JC8.15:IV:13238739:13239139:-1

AGUGUCAUGUUUGGUGUUGUGGUAAAUGCUCCAAUUAUGGUGCAAAACGUCUCAGCUCAGUCACCGCCGACGCACCUUGUUUUCACGCAUUCUCGGUCAGUUUUCUCGAGAUUCAACGCGUCCAGAAAGUGUGCUAUAUAGAAAUAAAGAGUACUUUAUAAGGGCCAUACACGGUUUAAUUUACCCCGGCUAUGGUAGUU

>C14C10.8:V:12596661:12597061:-1

GAUGGCCGAGUGGUUGUGUCCUCAGCUAGCAAUUUAUUGACCUACGCUCAACUUCCACAGUGGCGUUUAAAAGCAGUCGUUCAGUGGCGCAAGCGAUUUUCCCAUGCGCUUGUGCCUAAUCUUUGACUGCGAGAUAAAAAUGUCAGAGUCAAGCGGUCCGCUAUCUGUGUAGCAUUCUGUUCAAGAUUUGACUGAUAUUU

>T23G5.7:III:9226610:9227010:-1

AGCUCUUUACGCCAAGUAAGUAUCUCCUGGUUCUUAUUUUUUUAAUUACCGAAGUGCGAUAUCCAGACAGAACUUUAAGAGUACUGCUUGGACUGAGUUUACUAACUUCGAAUAUGAAAUAGUUGAUCGAUAACCGGAAUAUACUCAAAAAAAAAGGUGUGCUCCGGACAAAAAUCAACUAACAAAAACUUUUAAACAGU

>ZK546.18:II:4942220:4942620:-1

AAAUGAUGCACGGGUGGCGCAGUGGUAACGCGUUUGCCCGUUGUUCAGCUGUCCACCAGUUCGAUUCUCAAUGCACACAGAAAGUCGAGAUUGCCGGCUUCAAAGGCUUUAUCGUUGAUUACGUGUGCUAUAACAACGCCAUAGGUAUCAUUCUUCGUCUUCUUAGGCGCGGAACAUCUAAAUAUGGCUACAUUUAUCUG

>H06I04.8:III:3068748:3068948:1

CGAAUUCGUGAGAAAUAUCUUGCUCCAGCUCUGCCUAAAAAGUUUGAAACGAUGAUGAUGAAGAAUUUUUGAUAUGGUGUCAGGACCUCUGAGAGUUCCGUGAUGAUGUUUAGAGUUCCUGAAUCUUUUCAAAUCUUCUAGGCAGAUUAGCAGAGUAGAUAUUUUCUGAUAACCAAUUUUCAUAUUUUACUGGCCAUUAU

>C08D8.3:V:8349023:8349223:1

UCGGCGAAACUCGUGGAGUGUCGGCGGCGCGUGUUGGUGUAGUGCCGCUGGGAAGUUCUAUCAUCACUUGUUACAUCCAAUGAUGAGAGUUUGCGACUAGGGCGGUCUUACACAAUCAUGGUGAUUCUAGUCAUUCUGAUGGUACGUAACAUUAUACAAGUAUAUUAAUUUUGGAAAAACGUCUCUUUGGAGAGUUUAGU

>C06A1.8:II:10560515:10560915:-1

UUUGUCAGAGGUGAGUAAUUUAAUUAUUUGAAAAUUUGUUCAAAACGCACAACUUAAGAACUUGCGAAAUCUACACAUUCUUGGCUCUUCUUAGCUGCGUUUUGCAGUUCAGAUUCUGCCAAGUUUUGUGUUCAUGGUUACGCGAGUGUCAUAUUUGUGCUAUAUAAAAAAUCGUCUCACAGUAAAUUAUAAUAGUUAGA

>K07C11.12:V:8222703:8222903:1

AAGGAGUGCAAGAUUUAUGUUAGUAAUUAUGAACUAAAUUUGUUAGAAUCUUAAUAAGCAGUUCUCCAACAGAAAUAUGUGCAUGAAGUGAUGGUUUGGGUAACCAUUUCAUCUUUUCAUGUCAUAUAUCUCCUGCCUCUCACGGUUUCAUCUGUGAGAAGCUUCAAAGAACUGCAAUAGAAGUCUAGCUCGAGAUGCGU

>K12D12.7:II:11876424:11876624:1

UCUUUGGUGACUCGAUAAUAAGAGAAAUCUGAAAAUUUUCAAGGUUUUUCUAGAGAUUUCACCGAUUCUUUUGAAGUAUCGGUGCACCAAGUGAAAAAUAAAAUUGCGACGCUUUAGUGACGCUGGAGAAAGUUUUUAUCCAGUGUCUAAAGGCGCGGCGCAACAUUUUUAAACUUUCCGAUGAUUUGUGAUUACUAAAA

>F56A12.6:V:14362297:14362497:1

CUGAUAAUACCAACAUCACUCCAAUACCAACAACACCCACUACCCCCCGCCUUUAAAAUUUUGGAAAAUGAUCCCGAAAGGGAUCUGAAAAUCUCAUUAUUUAGAUGAGAGCGUGAGCAAGAUGGGAAUCUUGAUUUUUAUCACUAAUUUUAUAAGUAACGUUAUUAUUAUUAUGGAUUUUCGAAGACUUUUGGAUUUGA

>R151.13:III:7209267:7209467:1

GCACAAAAGACCGGAAAGAACAUCUUUGCUUCCGGAAAGACCGAGUACACCGUAGGUUAUUUAUCAUCGCUUUUUGCAUUGAAAAGGGACGGGCUAUCUUUAUGGAUUGUUUCGUAUAAUUUUGAUGCGAGAUAAUAGAGAGGCGCACUGUUACUCUUCAUCACUUUUUCUGUGAACGGAGAGUGUCAAGCGCUUCCCAC

>F54E7.11:III:5679629:5679829:1

CGCCAAGGGACUCCACGAGACCUGCAAGGCUCUUGACAAGUAAGUAAUUGAUAUUUUAGUUUGUAUUUUAGUUCCACUUAUUUUUCAACGUCGCCGGUUCUAGAAUCGAUGUGACCCCAAUAAGCUGGUAGAUAAGUUGUUACUCUGCCACACGUGUACUGGUAUCAUGCUGUAUGUGUUCCAAAGAUUUUACAAACAAU

>E01A2.9:I:4138435:4138835:-1

ACUGCCGUCAACCAGCACAUUUGCUCAGAAGUUCAAAGAACAGGUAGAUAAUUGAUAUAAUAUGUUUAGAUUUGUGUCAUUUAUUCCUCGGAUAGUGAUAUUUGUUCCUUUUCGAGCUCAUACUGACACAAAAGCAAUGGCAGAUUUGCAACUAGUUGCGUUCUACUUGAUCGUGGCUAUACUUUCUUCUGACCACAUUU

>F30H5.4:III:502740:502940:1

GUGGUUGUGGUCGCCGCCUCGGUUUGGCGCGACCGUUGUUCGACCCCCACGCAGUGUUAAUGUCCGUUGAUGACAACAUACAUACACCAUUACGAUCUCUGAAGACUUCGUGCUGAUCAUGUAUCCAUGCAACACCAACUGAGGACAACUACGAAUGAAACCAAAGUAACUUAGGCUUUAGAAAAAACACAUUUUUUUCU

>C27H6.5:V:9970004:9970404:-1

UCUCUGUGUGGUGCAGUGGGGAAGAGGCGCGCGCGUCGUUCUUGGCAUCGCUAGCUCGACCCUCGCGCGCUGCUAUUUGGGCGGUGAAAUUGUUGCACAGACCUGUUCCUAUUAGUUCACUGAGGAAAAUAGCAAUCAUGAGCCUUUUUGAAAAUUUUUAUUUUUUUAAUUUUUCAGGUCAGCACUGCAGUAAAAUCAAC

>R151.12:III:7208886:7209086:1

GUCUUCUUGAAGCAGCUCCCACAAUCCGGACUUCUCCUUGUCACUGGUUAGUUGAACGCGUAUUUCAAAGAUACAGCAUCGAAAAUGGACGGACUUUCCCGAUGGAUCGUUUCGUAUAAUUUUGGUGCAAAAUAGUAGAGAGACGCAGUGUUACUCUUCCUUACGUUACCUGUAUCUGGAGAGUGUCAAGCGUUUCCCAC

>Y43F8C.22:V:19642854:19643254:-1

CAAGUUGCUACCCGUGGCUUAGUGGCUAACGCGCUCGCCUGCCGCCCACAGCUUCCGGGUUCGAUUCCCACCCACGGCAACAAAUUCCAAUUGUGUGUAACAUUCAAUGCAAUUGAGCCGACGCCGUGGGAAAUCACUUUCGUGGAACCAUUUGAUCCCACGCUCGUUACUGUUAAUGAUUGUGGUUUGCACGUGGUUUA

>Y55F3BR.9:IV:866884:867284:-1

CACAGCGCACCGCGGAACUCGGGAGGUGUCGGCCGCCGCGCCGACACACUCCAAAGUGCAGCGCAGUGAGUGACGGCUGUGAUGAUUUCCUAUUGCCGUUUACCCGUCUGAGGAAAACCGUGCUUGAUACAACUUGGAAAAGGCUGAGCCGAGCUUUUGGAUUGAAACAAGAAAUUUUUUGACUAAAUAGCCGCUUGUGG

>C07A9.14:III:9717223:9717423:1

AAAGAUAGCGCGCCGCGAAACCCGCGUGUUGUCGGUCGCUGCCCUAAGAGACUCUUCGGUUGCUGGCAGAAAGGUUGGCUGUGACGAUUACUAUUCCCAACGCUUGGAAUGAACCAAAGUGAUUAUUAACCAAUCCUUUUCUGAGCCAAUCGAAUUUUUAAAAUUUUGGAGCACUCACAUUGUAUUGAGAAUAAUAGAAA

>T10B9.11:II:9774519:9774919:-1

UGAGAGUGCGAUUUCUGCCGACCUCGGUGGCGCAGUGGGUAACGCUGUUGACUGGCGGUUUGCGCUGGUCGUGUUCGACGCCUGGACGACAAUGAUAGGAUAACCUAGAGUCUCUGAACCAUUUCGUGUUUGCAAAAACAAUGCUCCUUGUCUGAGUCAGUCCUAUUUUGUAAUUUUUAUUUUGUUUUCUCGUUUCUAUA

>Y24D9A.9:IV:4389907:4390307:-1

AGUGAAGAACCCACUCUUCGAGAAGAGAGCUCGCAACUUCAACAUCGGUACGUUUCGAAACAAUUCGUAGUUUCUCUCGACAUGUGACUAGCGAUCCUCUUCGGGGUUGAUUGCUUUUCUUAGUGGAGCAUCGGGGGCUUUCUGUAAAGUUGACUCCGAUCCACCUUGUCGUAUACCAACAGUCUGUGUGGCCCUCUACC

>F11A10.9:IV:12086610:12086810:1

AUCGUUCAGCGUAGCGCAGUUGGGUGUGCGUUUGUACUCGAGGUCGGCGCCCACGAGUUCGACCCCCACUGCUUGCACGACUGCAACCUGCUUUCGGAACUUUACCGUCUGCGGUACUUGUAGUGCUAUAUGAGCGUGGGCCCUCCGUGUGCGUGUAAUUUAAUUGAACUAGCACUCCGUUGGUCACCGGAUAAUUUUGU

>F01D5.12:II:14018121:14018521:-1

GGAACCCGCAAGUUGUCCGCCGCGUCGGUUUAUUACGUUCGCGAGCCUUCUUUCUUUAAUCACGUCUGGUGAGGAUGAAAACAGGACAGGUUUCGCUAAAAUAUUACCGAAUGCCAAUAUGUCGAGACACCUUGGCUGUCUGAGGACGUUUUAAUAAUAAAUUUUGGAAGUUAGCUUUUUAGCAAAGUGUGUUUAUUAUU

>H06I04.9:III:3068404:3068604:1

AAAAUCGAGGCCGCCGAGGGAAUUCCAGCCGAAGAGCAGAGACUCUGCUACGCCGGUUCGUUUCGUUUCACGCAGAAUCUCGAGAAGCGAUUUCCUGACACUCGUCGGGUCGCUUUGAGGACAGACCCUGCCGUACACAUUCUUGAUUUUUACCUGUUAAGGACGUCAGCUCGAGGAUAGCGAUUGCGGAAUCGACUCUG

>Y37E3.21:I:2070086:2070486:-1

ACAAGUACCAUCCUGGAUACUUCGGAAAGGUAUUAUUUUUAAGGUACUUUUUUAAAAGUUCGUUGGAAAUUAUCCGCUCCUAUCUUGGCGCUUCCAUUGGUGAAUAUGGCUGUGUAUGUUAUAGGAGAGAUAGUAGUGCCUUUUGGCUUUCGGAUCUCCUUCGGUGUUUGUCUUGCAUCUCGACAAAUGUCAUCCUCUGG

>F22F1.t1:X:8149043:8149243:1

UUCGAGAAAAGUGGAUGUCCGUUAAAACAGUUUUUAUUUGAUUGAAAGUUUGCCUGCAUCAUGUCCUCGGUAGUAUAGUGGUGAGUAUCCGCGUCUGUCACAUGCGAGACCCGGGUUCAAUUCCCGGCCGGGGAGAACUUUUUUGUUGAUUUUUCAAUUGAAACAUUCAGAAUAUUACACAAAGUCAUAGUUUCCAAUCU

>R04E5.t6:X:8796595:8796995:-1

AGAAAGAAGUUUGAAAGGGCGCGCGACUCAGUAUGUUUUACGCAGACAUACAUCGAUUUUUGGGUAGGAAAACAAGCAUCGGUGGUUCAGUGGUAGAAUGCUCGCCUGCCACGCGGGCGGCCCGGGUUCGAUUCCCGGUCGAUGCAAUUCUUUUUGUUGUAAUUCUUCAAUUUAUUUUUGAAAUUUCAGCUGGUCAAAAU

>K07C10.t1:II:11157579:11157979:-1

AAAAAUAGUUGUAAGACAGCGAGAGACCACGGCUACAUAAACCCUCAUUUUUCUAUGUGAAGCGCUGCCCGGUUAGCUCAGUCGGUAGAGCACCAGACUCUUAAUCUGGUUGUCGCGGGUUCGAGCCCCGCAUUGGGCUUAUCUUUUUGCAUUUUUUAAAUUUAAUUUUGCAGGCCUAAUCGGUUUCCUCUCUAUUUGGG

>ZK970.t1:II:10302271:10302471:1

AUGCUGCGAAACUGUUCUCCGCGCGGCGAAUUUUCUUUUGAAAUGUCGGCUUUCAUCAAGUUUUCGUGGCCGAAUGGUCUAGUGGUAUGAUUCUCGCUUUGGGUGCGAGAGGUCCCGGGUUCAAUCCCCGGUUCGGCCCAUUCUUUUGUUUUUUAAUAUAUCUCUAUAGAGACAAGCAAUUUUACCUGGACUGUUAAUAU

>C53C7.t3:X:13038727:13039127:-1

AUUCAUUUUUUCUGUUGACCUUCCCGAGCGUGACAUGUCUUUUCAUCAAAAGUAGACCAAUCGUCGCCGUUCUGGCCGAGUGGUCUAAGGCGCUGCGUUCAGGUCGCAGUCCUCUCCGGAGGGCGCAGGUUCGAAUCCUGCGGACGGCAGCUUCUUUUGGUUAUCCCGCAAUUGCUAAUGUUACUGGAAACCACACGAAU

>F22G12.t2:I:13156173:13156573:-1

AUGGAGAACGGUGCGGAGCCAAAUGUCAAGGAUGAGUACGGGGAAAAUGGUAAGAUAUUGCCGCUGGAGCCAGCGGUCUCGUGGUGUAGUGGUUAUCACAUCUGUCUAACACACAGAAGGUCGGUGGUUCGAGCCCGCCCGAGAUCAGUCUUAUUUUUUUUAGCGUAACGGGAGGUUAGAUUGGGAUAAAUAACCACUAC

>K08B5.t2:X:16558795:16558995:1

UCAUGAUUAGUUUCUUAAUUUAUUUUUCACUGCUACUGAUUUAUAUUUGCCAAUCUUCGAACAUUUUCUCGUCUCCGUUGUGGUCUAGUGGUUAGGAUUUAUGGCUCUCACCCAUAAGGCCGGGGUUCGAUUCCCCGCAACGGAAUAACUUUUUUGAAUAUUUUUUCAUGAUUGUUUCAUUAUUGCAGAAAACUUAUUAC

>C02B4.t1:X:12661030:12661230:1

CUCUUCCACACUGUGUGCGUUCCGCAGCCUCCUCCGUUUUCUCACACGCGGUCUCCUCUGUCGCCCCAUUGGCGCAGUCGGUUAGCGCGUGGUACUUAUAGUUAUAGGUCAUGCCAAGGUCGCCAGUUCGAGCCUGGCAUGGGGCAGAGUUAUUUUGUUCUGUUGAUACCUUAAUCCAACGUGUUUUCCCUACUUCUAAU

>F15D3.t1:I:11579532:11579932:-1

CACUGUCAGUUUGUGUUACCAUUUACUCAACAUUUCUCUAGACCCUCUUUUGUAACUGUGAUCGCCGCCCGGUUAGCUCAGUCGGUAGAGCACCAGACUCUUAAUCUGGUUGUCGCGGGUUCGAGCCCCGCAUUGGGCUUAUGUUUUUUUUUUCUCAAAUUUUAAUAUUUAAAUUUUAACUCUCUCAUCGAUGUGCCUUG

>F17H10.t1:X:13121017:13121417:-1

GUCGCCGUCCUUCCCCCUCCCCCCGUCCUUCAUCCGCCUAUCAUGUCUACUGAGACUGGUGUGUAGUGUUCCCAAGCAUCGGUGGUUCAGUGGUAGAAUGCUCGCCUGCCACGCGGGCGGCCCGGGUUCGAUUCCCGGUCGAUGCAAUUCUUUUUCUGUUUUUUUGUUCUGUUCAACAAUUUUCGCAGAAUUUUGAGCAA

>F29C4.t1:IV:143915:144115:1

CGUCUCUCUCUUUCUCUCCCGUCUCACCGAAACUGGUAUACGCACAACGCUUCACGUGCCGGUCAUGGCCGUGUGGCCUAAUGGAUAAGGCGUCGGUCUCCUAAACCGAAGACUGCAGGUUCGAGUCCUGCCUCGGUCGAAAUUUUUUGCGGGUUUCAUCAUAUGUAUAGAUGCUCGCCGCCUGCUCUAAUCACUUAAUC

>C48C5.t6:X:8944019:8944419:-1

CCUGCGUGUCAGGUGCCUUACACACUCCUCUUAUACACACAUCGAUAACCCCACAAACAUGACUGCUUGGCGCAAUGGUAGCGCGUUCGACUCCAGAUCGAAAGGUUGGGCGUUCGAUCCGCUCAGUGGUCAAAGUUUUUUGUUUUGAGAAUAAUUGUUUUUUGUAUAAUAUUAUAUAAUAUAACCAGACGCUGACCGCG

>ZC412.t1:V:14876216:14876616:-1

UUGGCUGUGAGGAAGUACCCUCACGGUCUUGACGGCACAAAUAACCAGUUUGCAUGUCGGCCUCGAUAGCUCAGUUGGGAGAGCGUACGACUGAAGAUCGUAAGGUCACCAGUUCGAUCCUGGUUCGGGGCAUUCUUUUUUGCAAAUUCUAACAUCAAUUUGAGUCAUUUCAGAAAGAAAUUUGUGCGGCUUACGGUGAA

>F52E10.t4:X:16284078:16284478:-1

AAGUAUACAAGGAUGGAACACUGAUAUCUUCAAUUUCAAAAUAAAAGUCAUGAACUAAUGGCAGUUUCUCUUCUCCGUUGUGGUCUAGUGGUUAGGAUUUAUGGCUCUCACCCAUAAGGCCGGGGUUCGAUUCCCCGCAACGGAAUAUAUUUUUUUGCUUGAUUUGUAAAUAAAUAACAUUGAGAAAACAUGUGAGCGGC

>F49E2.t1:X:9560858:9561258:-1

UUUCAGUUAUUCACUAUUAGUCUGUGCAAUGGUAGCUCCGUUUGUGUAUUUUCUUAAUGUUUUCCGUACAUCGUGGUCUCGUGGUGUAGUGGUUAUCACAUCUGUCUAACACACAGAAGGUCGGUGGUUCGAGCCCGCCCGAGAUCAGCUAUUUUUUAUUGCCAGGACUAUUUUAUCUGACAACGUUUUUGUAUUUUUGA

>Y53C10A.t2:I:11978681:11978881:1

CCAAUUCUUCAUCUCUCAACAGCUGCCACUUGCCCAUUUGUCAUGUUUGCCUUCGAAACAAAAGUUUUCACGCUCCGUUGUGGUCUAGUGGUUAGGAUUUAUGGCUCUCACCCAUAAGGCCGGGGUUCGAUUCCCCGCAACGGAAGAUGAUUUUUUUAUGCCCUGGGAAUUCCUGUAUUCAAAUUAUAGGAUUUUGGUUC

>K11E4.t3:X:13717059:13717259:1

UCAUCUAUGAGAAAAAACAUAAGCAUGUAUUUCACGUCAUCAACUAUUACGAUUCCAACAAUCGGCGCCCGGUUAGCUCAGUCGGUAGAGCACCAGACUCUUAAUCUGGUUGUCGCGGGUUCGAGCCCCGCAUUGGGCUUAGAUUUUUGUUUUGUUUUUGCGGAAUACAUAUUCUACGUUUCUCCUUUUUAAUUGGGAGC

>C06G4.t1:III:7978248:7978648:-1

UUUUCCUUAUUUCUAAAAGCGAAAUUUACUUCACAGCCAAUUGAAGCGGGGAAAAAUGUGCCUCGAUAGCUCAGUUGGGAGAGCGUACGACUGAAGAUCGUAAGGUCACCAGUUCGAUCCUGGUUCGGGGCAUUUCUUUUUGGAAUGUUUCAAACUUUUAAUGGCGAACAAAAUAUUUUGGAAGGCGCAUGACAAGCGAA

>T23F1.t1:V:15465005:15465205:1

CGCGCCUCUCGAUUCUCUCCCGAUUCCGUUUUCUAAAGACCAAUUCUAACACCGCCGCCGUGGCCUCCUUAGCUCAGUUGGUAGAGCGUGAGACUUUUAAUCUUAAGGUCAGGGGUUCGAGUCCCCUAGGUGGCUUGAUUUUUUUGUUUUUUUUUUCAUUGUUGAAAAAUUGUUUCUUUCUCAAUUUUUUUCAAAAGGAA

>Y59A8B.t3:V:17931004:17931204:1

CGAAAUUUCAGACCGAUUUGAACUUUUUCCGCAAAAAUUUUAAGGUGUGCAAGUGGCUCAAUCGGUUAGAGAGAUGGUUGCCACCCACAAGUCCGGGGUUCGAACCCCGACUGUGGUUCAUAAUUUUUAUUUGCUCCAAGGCGUCAUCAAAACUAAUUUUUUGUAAUUUUUCAGGCACAACGGAUCAGUUUCGAGCAAAA

>ZC455.t1:V:12780219:12780619:-1

CUGUAGAGACACAUAGGAGUAUAAAUGCCCUGUUUGCUGUUGAAAUGGCGUGCUGCGAUGUCCGAGUGGUUAAGGAGUUGGACUUGAAAUCCAAUGGGCAUUGCCCGCGUAGGUUCGAACCCUGCUCGCAGCGAAUUUUUGAAAUUUUUAAACAUUUUUUUGUUCUUCAGAGAGAGAACAGAAUCCUAAAUUUACAUCUA

>T16D1.t1:II:5237783:5237983:1

CCAACCAACUACGUCGGGGUAGUCAACACCUGGAACAUAAUGGCACUUAAGAGACGCCUGGAACAGCCGCCAUAGCUCAGUCGGUUAGAGCGUGGGUCUAAUAAGCCCAAGGUCGCAGGUUCGACCCCUGCUGGCGGCAAACUUUUUCUUUUUGUUAAACACGAACCUGCAAUGGAUGCGUUUUCCUGUGCCGUAUUUCC

>F28F5.t1:III:6805453:6805653:1

UAUCUGCGUCUCUAUUCUAACUACAGCGAAUAUAGGCCUCUUUGACCUGAACUUUCCGUGCUUCCGUGGCGCAAUAGGCAGCGCGUUCGGCUGUUAACCGAAAGGUUGGUGGUUCGAGCCCACCCGGGAGCGAAACUUUUUGGCUUCAUAAAAUUAUAUUUUCUUAGUAAAUGAAAUUUGCAGACCCGGAGCAAAAAUGC

>ZK899.t1:X:9467504:9467904:-1

GUGUGUUAGAACGGGAGAUUUGAGAGACACUCGCUUUGUAUAUUCAAUAGAAACUACUGGGAAAUGUGGCCGAAUGGUCUAGUGGUAUGAUUCUCGCUUUGGGUGCGAGAGGUCCCGGGUUCAAUCCCCGGUUCGGCCCAUUCCUUUUGAGAUCUCGAAGAAUUUUUUCAUUCAAAGAAAACAGGAGGCCAAUUGGUUGA

>C14B9.t1:III:8106527:8106727:1

GUCUCUCGCUCCUUGGCAUGUAUUUUUCAUGUAGGCCUUUACCAGCACGUUGAGUCGCCGCUUCCGUAGCGCAGUAGGCAGCGCGUCAGUCUCAUAAUCUGAAGGUCGUGAGUUCGAGCCUCACCGGGAGCAAGUGCUUUUUUGCCCAAUCGGAAUAUGCUAUGUUAUCUAGAUGAGUUUUUGGUUUCACUUUUUCUUGC

>B0024.2|col-150|V|10293493|10294596

GCCGUUAUCGUCUGUCUUGUGGUUAUUCCAUCACUCUAUAGCACUAUCAAUGAAGUCCAUGAAGAAGUAUGAUUUAGUUAAAUUUAAUGACAAAAAAUCAUUAUUUUCUCAUUUAAAAUUAAACCUUACUCAUGUUUCCAUUCAGGUUUUGGAUGGUGUGAAGAUUUUCCGCGCAGAAACGGAUGCUGCCUGGGUUGAGA

>B0024.12|gna-1|V|10319509|10320161

AAGUUCGUCCCUUGGCAAAAGACGAUUUCUCGAAAGGAUAUGUUGAUCUUCUGAGUCAGUUGACUUCGGUCGGAAAUCUUGAUCAGGAAGCAUUUGAAAAGCGAUUUGAGGCGAUGAGGACCUCGGUCCCCAAUUAUCAUAUAGUCGUCAUCGAAGAUUCCAAUUCUCAAAAAGUUGUUGCAUCUGCCAGUUUGGUUGUC

>B0336.11|B0336.11|III|5706692|5709284

GUUCUACAUUCACAGAUCCAACUAAUUUAUUGGCAGUUCAUGAAUUGAGAUCGAGAAUAUUACAAGUAAGCAUUUAAAAUAUUGUAGACAUUUAAAAGGAUUAAAUUUAGGAUCCGGCAAUAUCAGUAAAGCAUCUAUCAGAUGACGUUCAUAGGAUACGUCACGAAGACUGGUGGUUAGACAGGUUCUUAGGAUCGGUU

>B0334.4|B0334.4|II|11495628|11496605

AGAUGAAGCUUUGGGAUUCUCCGAAUACCUCGUUCCCUUAUUCAUUUGAUGAGGUUGCCAGUGCGUUUUGGGACAGGUGAGGCAGGAAAUCUCGGAAAAUGGUAAUUUCAAUUUCUAAACCCUCAGAUACCCAAAUUCUCAUGCAAAACACAUCAUUUCGGAGGAUGUACUCGAACGCCAGAUCACUGACAACACUAUUG

>B0035.11|B0035.11|IV|11327592|11329349

UCUGCACCAGGAACACCAGUUAAAUCGUAAGUAAAUGGUAAUUGUGUUUCUAAAAUAAUAUAAUUCAAUUCAGAUCAACUCCAUCUUCUCGUGGAUCGUCGCCAGAUUCACCAAAAAAACAAGAACCGUCUAAGAAAAGAGCGAUAUUAAAUGAGUCCGACGAUGAUGAUGAUUCUCGUCCUGCUCCUCGACAAUUGUCC

>B0250.8|B0250.8|V|20469672|20470454

CACAAAAAGGAGUACAAGCCCUUGUAUCAAAGUUUCGUCUUUCUCCAGUACGAAAGUUGAUCAAUGUCAUUUUAAUUCAUAAACAAAUUUCAGGGUAACCCAAUGUUCCUGAAAUCUAGUUCAGAUUUAUUCAGCUUCACUUCUUCAGACAAAGAAUAUCUGGAAGGUUAUGAGAUGUGAGAUAUAUAUAUUUAUACCAC

>B0334.7|srh-44|II|11515011|11518090

GAACUCGUCUUGCACAAUUAUAUUCACUUAUUGGGAUUCUUUGCAAUUUCAAGCGUCAUUUUCCCAUAUCAUAAUUUGUAUCACUUUUCCAAUUAACUUGUUUGGUGGAUAUUGUAUUGUAAAGAAAACACCGAGGAAUCGAAGAAGUGCCAGAUGGUAUUUGCUGCAUUUACAUGCUUGGUAUGUAGACUACUUAGGCU

>B0393.3|B0393.3|III|4757213|4759696

GGAGGCAUUCUCAACUAAUCUGGAUUAUAAUUAUCUGCUGCAAUGAUGCUGCCAAACAGUUUCGCACACUUCGGACACAACUUUCCCCAACCGUCACACUUUUCGUUACAAGAUCUACGCGAUGAUGAAUUCGUGCAGGUGAGUUUUCGAGUUUCGAUAACAUUUCCUCGUGAUUUAUUUAUUUUAAGAAUUCUGCAUUG

>B0303.9|vps-33.1|III|8700848|8703225

AGACAGAGAUGAUGCAGCUGCAAUUCUCAACUGGGAAGGGACUGUUAGUUUUCUAAAAAUAAAUUUUUCACAAUUCUAUUCAUUUUUUUUUUAUUUCAGAGCGAAAUCAAAAGUGCAAAUGAAUACAGUAGGAAUCUUCUUUUCUCAGUGCUCGACUCCUUAGACGGGAAUAAAACAAUUGUUUGGGAUCGGGAUAGGAG

>B0336.5|B0336.5|III|5692875|5693893

AAAUUAAAUCGAUAUAAAUCAUAUUUCCUACUAAAUUUCUGAACCAAUAAUUCUAAAAAUGAGCUCCAAUGACGUUCUCGCACAAAUUGCCGGUCUGGCGAAAGCUGCAGCAGAGGUUUGAAAUUUGAAAUUUUAAUGUAUUUAAUUUUUGUAUUUUUUUCAGCUUGAAAAUGAUUUCUCGACGGAUAGUGAAAUGCAAC

>C01B7.5|C01B7.5|V|8800129|8800974

AAUAAGAAGACCGUUGUGAGCACUUCGACGCCGUUGAGUGGUUUUGUAAUUUUGGUUGAACGAGAAGAGAAGGUUGUUCGGCUGUACGGUAAGUAAAAGAUAAUUUUAUUUGACUAAUUUAUAAAAACAUUUUGAAGUAUUUUUAUUGAAAUAAUUUGCAAUUUUGAUGAAUUUUUACUGAAAUUUUGUCAACGAACAUU

>B0261.4|B0261.4|I|5244286|5245526

GCACUUGCCGCCCAUUUAUUAUUUUUUGGCAGCAAGGUUUUCUCCAAAAUAUUCUAUUUUUUAAUGUUUUCUUUUGUUUUUAUUGAAUAUUUUGCUCUUUAUAUAUGCAAAAUUUUGAUUUUACCAAUUUUCAUUCUUUGAGGUUCUUCAAAUCUACAAUGUGGCGUAGUUUACCGAGUUUGGUGUCUUCGGCUGUUCGG

>B0554.2|B0554.2|V|434769|436727

CAUCACCUCAGCCAGCAUCCGUCACAGUCAACGCAGAAUGUAGUAGUGUAGAUAUGCAAUGGUACUACGUUACAGUCUUCCAAGGCCAGACUAUCAGAAGACUCAUGACUACGAUAACAUGCCUACAGGCACCAAAUGUACCAGUGGAUCCAGUUAGAACGUGCUCCCCAACUGCUCUUGUCUAUGGAGUUGGGGAUAAU

>B0462.5|B0462.5|V|18322187|18323299

AAUUGACGGCUGGGCUGGAGUUGCUCGAGAUGUUAGUUUAUUUAUUUUACUUUCUUUAUUAAAUUAUCAUGAUCUUAGUUCCAACAUGCCAAUAAAUGCGAUCAAUGAAAUUGUGGACAAAAUGGAUGGAUUGAAUCGGUAACUUUUAAUUUUUUUGAGCUUUAACGGGCUGUAAAAGGGUACCUCUUGUUAAAGCUGAC

>B0524.6|B0524.6|III|1902184|1905631

UUUCACCGCCGGCUCCCAGUACUUCAAGGUUAUUUAAAAAAUAGAAAUCUCAUGUUAAUUGUGAAAUUUCAGUGAUGAAAUGGCAAUUUUUCGCCAAGUUAUGCGAAAAACCUUUGCAAAUCUGCCUCCACUGGAGUUGGAGCUGAAAGUGAGCAUUUUUUUUGGGAAUUUUUGAUUUAAAAAUUGAAAAAUUUCAGAUU

>B0238.3|srt-68|V|5250588|5252100

AUGCUCCGAAUAGGAAUAAUCUACUUUUUAUUCACAAUUUUCAUACCGCCACUGCUGAUAAUUGUGAUAAAGGUGAGUAUACUGAUAGAAAUUCCGAUUUUCAAAAACAUUUUGUUUUAGGUAACAUACAUAAAUGACAGGAGAGCCCCAAAUUUUCCAUACAAGUUGAUGAUCAUUGUGCUGACUUUUCAACUUUUACA

>B0218.2|faah-2|IV|8152429|8154845

AGUGAAUUAGCACUCUCUUCAAGUGUUCAGAUUUUUCAAAUUUAUGUUCUUUUUCAGCGACAAGUUGAACUUCAAAAAAUUGUUGACAAGAAAAGAGCUCAAAGAGCAGAAAGUGUCAAAUUUGCGAAGGAAUCAUCUGAAAAGCUGGACAAAGAGACUAGACUGAAAAUCGCUGCAAUGGAAUAUUCAGAGUUGAAGGG

>B0207.3|gpa-14|I|5942421|5945539

GUUUUGACAAGUUUAGUUACACGUAUUGCUAUCAAUGUAUGCAUGGACCAGACGGGUAGGUCAAACAUUUUUGAUAAGCCAAAAUGUAGAUUAAGAUGCAACUGUAUUUUUAUUAUUAGUACGGAAACUUAUAAAAUUCAGGUGUAUGGUACCCAGCCGAAAUGGAGAAGGAACCGAAUUGUAUGCACAUUCUGAAGAGC

>B0222.8|col-10|V|9164272|9165284

GCCGUUCUUUUCACAGUUCCAUCCCUCUACAACACCAUCAACGAGGUUCACGAUGAGGUAAUAACUAUUCAUUAUUUAUUGCAUUUUUUAAUCUAAAAUAUUUAUAGGUUCUCGAUGGAGUCUCUGUCUUCCGUGUUGAGACCGACUCUGCAUGGACCGAGAUGAUGGACAUCCAGAUCACCGUUACCCCACCAACCAAG

>B0035.6|B0035.6|IV|11320778|11323614

CGAGAAUAAGAGUUCGUACGAACUGCCUGAUCAAAAAACUCUUGAUAUGAACAAAGAAUGGGUGCAGGAGCUGGAGGAUGUGAGUUUCCAAUUGUUUAGCUUAUAAAUAUAUUUUAUUUUUUAUUUCAGAUUUUCUACAGCUACAAGAAGUACGAUGUGAACAAGGUCAGAGUUCAGCAGUUUUUGGACAGAAGAUCCGA

>B0047.4|math-1|II|2045968|2046661

UUACUCGUUCACACCGCUUAUCCUCCUCUUCGCUCGGCACUCUGCAAACGCCAGUUCUCUCUUAGACUCUUCUUCCGGCUUGACCCCAGUUGCGGCUCCUCAACCCGCUUACACUGGGCGGUCAACAGAAAAUUUCAAUAUUCCUUGGUAAGAUUUAUUAGAUUUAAACCUGCUAUAAAAUAUGUUUCAGGUUUAUUGAA

>B0228.7|B0228.7|II|7757135|7758387

UAGGCCUAAUUAUAUUUUUGUUCAGUGCUGUUCAAACAUGGUCAAGGUUGGAAUUAUUGGAGGAAGUGGUUUGGAAGAUCCAAAUAUUUUACUGGAUCCAGUCACAGUUGCCGUAGAUACACCAUAUGGAAAACCAAGUGAUGAUGUUGUAGAAGGUGAAAAAUUAAUUAGUUAUUUUUUAAAUGUUAACAUAUUCCAUU

>B0019.2|B0019.2|I|12773647|12782247

CAGAUUACCGAUCGGAAGAAGAUUCUGAAAAGGAGGAUGAUAAAGCUAAUGGUGAAAAUUCUGGAAAAUUGGGAUUUUGAAAAAAAAUUAGUCAAAAAAAUCAAUUUUUGCGAUCGAAAUUUCUAUAAUUUACAUGUUAAAAUUCCGUUUUUACGCCAUUUUUGGGUGUUUUUCUGAUUUUUUUUCGUGAAAAUUUUCGU

>B0361.10|ykt-6|III|7285914|7287541

UUUCACAAAAACGUCGACACGAGUGAUGUGAAGCUGUUUAAAUCGGAAUGUGAUCUCUCUUCAUUCAGCUUCUUUCAACGUGGAUCCGUUCAAGAAUUCAUGACGUUUACAGCAAAACUUCUUGUUGAGAGAAGUGGAUUGGGAGCUAGAAGUUCUGUUAAAGUGAGAUUUUGCCUAAUUUCUACUAAACAUAGUUUUUU

>B0280.13|B0280.13|III|7128837|7131986

AGAUAGACAAUGAUUACAGUUGAAUUGAGUGAUUUCUUGGAAAUUAAUGAAAAGGAAAGUGUUCUCAGAGGAAUAUCAGCAAGUGAUAAGGUUCUGACUAAAUAGUUAUAAUAUUACAAAAACUGGUAUUUCAGAUACUUUCAUCUGGAAUUUGUCAGUUUCUUGUUGCUGAGAAUGCACAAUGGAGAAAACCAGAUGAA

Drosophila melanogaster testing sequences

>dme-mir-14

AACCAACAGUGGACUAGUUUUCAUUAUUUAUCAGCCAGCACCAACAACAACGUAACGUACUGCAACCUAUGUGGGAGCGAGACGGGGACUCACUGUGCUUAUUAAAUAGUCAGUCUUUUUCUCUCUCCUAUACAAAUUGCGGGCGUAUCAUCAUGGCACAAGAAAACCAUAGUUUUGUGAUGUAUUAUUAAGCAGACUUG

>dme-mir-34

UCAAGGAGAAUUAACCAAAUUAGUGAAUUAAUCCAAACAAGUAUUCUUAAUUGGCUAUGCGCUUUGGCAGUGUGGUUAGCUGGUUGUGUAGCCAAUUAUUGCCGUUGACAAUUCACAGCCACUAUCUUCACUGCCGCCGCGACAAGCUAAAGCAACUUAUAAAGGACAUGGCGGAGGAACUGGCUCAUAAUCACAUCGGA

>dme-mir-92a

UGUUCCAUGUACUUGCUGAAACUCAAUAUUCGUGAUCUGAUUUUCAGCCGAAUAUAAAUAUGAAUUUCCCGUAGGACGGGAAGGUGUCAACGUUUUGCAUUUCGAAUAAACAUUGCACUUGUCCCGGCCUAUGGGCGGUUUGUAAUAAACAACUAAAAUCUAUAAAAUUUAUUUAUUAUUACUAAAGUCAUGUCUCGUAU

>dme-mir-92b

CAGUUUGGAGUUUGGAGCGGAUUGCAUCCGAGAUGUGAGUGCAGUGGUACAUUAAAACGUCACCUGAUGUAGGCCGUGCCCAGUGCUUAUUUGUUGCAUUUUCGAAAUACAAAUUGCACUAGUCCCGGCCUGCAAUGAGUGUCGCAGUCGACGAUCUACACAGUGCAAAAUAAUUUGUAAAAAUAAUUAAAAAUAAUAAC

>dme-mir-133

CAAACAGCGCCCUAAUGAAACUCGGCUCGAUUUCACCGCAUUCGAGAAUUUCCACCUGCAACACUGUGUGUAGCUGGUUGACAUCGGGUCAGAUCUGUUUUUCAAGCAUUUGGUCCCCUUCAACCAGCUGUAGCCAGUGGUUGAUGACAACGAAAGCCUAGUGAACUGCGAUGGAUUACCAUUUUCCAUGGACUAAAAGG

>dme-mir-190

UAAUAUAUAAGCGGUGCUUGAUUUAUCCUUAACUUGCCCUUCAAAACGAACUAAUUGAUGGUUCCAGUGAGAUAUGUUUGAUAUUCUUGGUUGUUUCAUUCAAAAGUUCACCCAGGAAUCAAACAUAUUAUUACUGUGACCCUCGCCAAUCUACUAAAACACUCAGCUCAAGAACUUAACUAAAUUCCAUUGGUGAUCGU

>dme-mir-279

ACGCAAAAAUCCCAUUAUAAUGGAAUUGGGACUGGAGCUGGAAUUGGAAUUCAUACUACUGUUUUUAGUGGGUGGGGGUCCAGUGUUUCACAUUGAUUUUCUUAGUAUUUGUGACUAGAUCCACACUCAUUAAUAACGGUAGUUCAAUCAUCAAGCACGUGUUUUCUUGACAAACUUCGCGUGUACUUCAUUCGAAAAGC

>dme-mir-280

UUUAAUGCAUAUUUCGUAUAACUUUGAUGUGCUGCAAAUUUGCCUGACGUGUGUAUGCUGGCUUUUAUGUAUUUACGUUGCAUAUGAAAUGAUAUUUAUAGUAAACAGAUUAUUUUAUAUGCAGGUAUAUGCAAGUCGAGGUCCUCCACACUGCACUCGCCGCCUCGAUCCUACGCUCCUCCGAAAUAAUGUGUGUCUGU

>dme-mir-282

AAAUAAAACGAAAGAAAAGUUGCCACUAUCAAAUCCCACCGUUCUUUAACUAUAGUUUCCUUCUAAAUCUAGCCUCUACUAGGCUUUGUCUGUGCAUUCGAAAGCCGAUCAGACAUAGCCUAUAAGAGGUUAGGUGUACCAAGGCGAACAAUCAGCGAAAACGGAAUCGAUUACAGUUUUGGAGAUCGUGAGAGGAGGAG

>dme-mir-289

AGUCGUCGUAGUCGCAGUCGUAGUCGCAGUCGUCGUCUACGGUUUUUAGGUUGAGUUUACAGUAAAAUAAAUAUUUAAGUGGAGCCUGCGACUUCAGUCCCUCUGACUGACUGGGGUAAGUCACUUGAGCGUUUGUUGGCACGUAAAAGACAUCAUAAUUAGCAUUGGGCGCUUGAAAUUAGUGCGGCAUGCCAGCAGCU

>dme-mir-307b

UUGUUAAUAUUUUUAUUACAUGUAUUUCACUGGUGCCAGUUAGUUUCGUGGAUACUCUGUCCUGCUAUCGCUCACUCAAGGAGGUUGUGAUGGAUACCAUAUCGAAAUAACAUCACACCCAGGUUGAGUGAGUCAAAGCAAGACAAAAUGCUGCUAACUUUGCAUCGGUUUCACUUUUUGUCUAGACAAGCAACUUUUGC

>dme-mir-954

CAUUAGUCUCAUACCCCCACACACACCCACACAUCUGCAGUGGACUCAUGCACGUCUUACAAACACAAGAUUUUCUGGGUGUUGCGUUGUGUGUACCUGUGUACAGGCGUAUUCACAUGCAACAUCCCUUACAUCUUGCUUGAUUAUACUCCGCCCGCCGUGCAUUCCCAGGAUAGGCUUUGCUCCCUUUCCCAUAACCA

>dme-mir-974

CUGCAGCUGCGAACAUCAAAUGCGUGAAUCCCAGGUCCAGGUAAGCUCAAUUGUCACCGGUCAUGUCCUCCAAGCGAGCAAAGAAGUAGUAUUUGUGUUUCCAAGAGCAAAUAUAACUUCAUUGGAAGCUAAGUGGAUUUGCCCAAAUCAGCUUGGUAUUUAUUUUUUAUUUUUUCGAGUGUGUUCGAUUGGUUUUCAUU

>dme-mir-978

AGAGUGGCCAAGCUUAUCGCGGAUGACCUGGUUGACGACGAAGUACAAUAUCUUGGUUGGCGGCACAAUCUGCAAUCUACGCCACUGGCUUACGUUGCAAUCGAAAAUCGUGUCCAGUGCCGUAAAUUGCAGUUGUGUGAACGCAAACGGCAGCAGCGAAGGACAUUUUAAUUGGUUUAUUGGUUCAUACAUAUUCGAAU

>dme-mir-979

GGGUCUCAAUCUAGCAGGGGACAAAGAAAUCACAAGUUAAUCACUGGAACAUACAUGUGAGGAUGUCACAAAUACACUGAAUUUGGGGGGAAUUCUUAUGUAUAUACAAAUUCUUCCCGAACUCAGGCUAAUUUUGUGGCAUCCGUAUACACAAAAGUAUAAGUAUAUAAAAUAUAAAAAUAAGUAUAUAAAAUAUAUAG

>dme-mir-993

CUGCUUCCGGCUAUCUCGCCCGCCGGAUGGGAUCUCCAAUUGUAACGCUCCCGUGACCUACCCUGUAGUUCCGGGCUUUUGUUUAAAUGGCGUUCGGCACAUUGUCGGACUGCUGGCUCGAUUAUCAGAAGCUCGUCUCUACAGGUAUCUCACAGGGUAGAAAGAAACCUCAAUAUGAGUGAACUGAAGUAACUGAAAAU

>dme-mir-994

UCAUACAUAAUUGUUGACCACAAUUGCCUCGGGAACUUCGAUCGCGUCCUGAAUUUAUAUCGAGUUAUCUAAGGAAAUAGUAGCCGUGAUUUUACCCAAGAAUUUUUCACAUAUCACAGUUGCUGUUUCUUUUAGAUAGCUCUUUUGUAAACAGCCUAGAUCCGAAUGCGAGUAUCCGAGUGCCUUGCGUGAAUCCUGGA

>dme-mir-995

CAACCAUAGGAAAUAUUAUGUGACAUAUGGACAUAUUAUCCUUGACGAAUGUCAUCCACCUGCACCCCGCAGCCCGAAUUAUGUGGGAGCUGCGCCGUUUCCGUAAUCCGUAGCACCACAUGAUUCGGCUUCGUGGUACAGGAUAUCAUCGGUUUUUGCUAGCAAACGGGUAAUCACGAUUGCCAGUAUUUAGCUUUAUU

>dme-mir-1017

GGAGUGGGACAUUCUCGGCGUUCCGGCUGAGCGGCACGAGAAGUACUAUCCCUGCUGUGCCGAACCGUAUCCGGGUGAGUUUAGUGGAGUUUAAAGCUUCCCAUCGCCAGCAAUUACGCGAAAGCUCUACCCAAACUCAUCCCCCGAAAAUGAUCCCUUUCUCCCCUUUUCCCAACACAUUUGUAUCCCACUUCCUGCGC

>dme-mir-2283

AGUUUUAAAUUUUGUUUCCUCCCAUCCAAGAUAUGAAACUGUAACUAUGAAAACUCACUCCUGAGCUGCUCCGAAAAUAUCAUGAAUACGACAAUUAUGUGCACAUCAUUUAGUAUACGUGAUAUUUUAGGAGCAGCUAAAUUAUAUUUAAAGUUCCGUAAUUUAUUGCUUUCUCGUGAUAUACUAGGCAAAUACAUUCA

>dme-mir-2492

GCUGACCAAUUUUAGAAUCUUCUCCGAUUCCACACCACUUCGAAUCGAACAAAAUUCACACUCGAAUUUUUUUGGGAUCUCUUUAUAAAGCGUUUAUUAUUUAUUUAUUAUGUUUUGUCGAGAGCUUUCAAAAAAUUCAGAAGACAACAACGCAACAACAAUACGAAAAGGGCAAAGCUGCGUGGGUGUGUCCAGUUUAA

>dme-mir-2494

UGGCCGAGGAUGUGAUCCUGCGGGAGGCGGGCAACCUGCCACUGUCCAUCUUCCGACCGGCGAUCAGUAAGUGCACCAGAUUGGGAAUAACCUUCAAAAGCUGCAACUUAAAUAUUCCCAGUAAUGUCCACUUACAAGGAGCCCCUGGUUGGAUGGGUGGACAACCUAUUCGGACCACUGGCCCUCUGCUUCGGCGGAGC

>dme-mir-4917

CGUCCACGACAGUCGGCGUCCGGCGAUCCGAUGGCUCAGGAAUUGCUUCUCGAGAGCCCCAGCAGAGUGAGUAGCGAUGGGGGUCAGAUGGCCGUGGAAGAUAUGUGACGAUUGCCCCCUUACUACUAUCGUCUGCUCAACAGGAAAGCAAACUACAUGCGCUGGACGGAGGUGGGGCCGGAGGCGAUGGCGAUGGCGGA

>dme-mir-4940

UAUCCAACAAAUCCAAACACACAGAUGAUAUAGCCAGACUCAGACGGACUUAUCGCAACUUAUCGAUCGGGUGGCGGAUAUAGAUCAUUGGUUAUCCCUUAAUUAAAGCAAACAAGAUUUGUUUCGGCCGCCCGAUUUUACAUACAACGACACGAAUAGCAGGAUAUAGAAUAUAUGUAUGUACUUAAAUCAGAUCGGGA

>dme-mir-4941

CGCUGCAGUUGGCCGCAAUGCAAUCACUCGUGUCCCACGCUCACCAAUCCCAUGACCGGCGAGGAGAUGCGAUUCCUCGAGCUGCUCACCGCCUUUGGCUUGGACAUCGAGGCGGUGGCCGCCGCUCUGGGAGUCGAUAUGCACACGCUCAACAACAUGGAGCGCACCGAGUUGGUCAACAUGCUCACCCAGCAGGCUAA

>dme-mir-4960

CGUGCAAUUACGGAUUGGAUAUCGGUGGCAUAUGGAGUGACCAGCACAACACAAGGCCUGCCGCCCAAGAAACGCAAGCCCAGAAGUCCGGCAGUCGAGAAUCACGAGGGACUGGGACCUUGGGCUUACGGUUCUCAGUUUGGCUUGACAUGCAUCAGCAUCAUUAUUUUGUGCUUUUAAUGUUUUAUUUAGCCCGGUUG

>dme-mir-4963

AAUGGGAAAAUCAGCCGGCCACUGCUCAUCACCCACUGCGAAUUGCUGUAGGAAAUUUUUUGGGGUACUUCUGGUUUCAUAACGCAGAGAAUCAUCAGCGUGAAGGAAUGAUUCUCUGCGGGCUGGAACCAGAAGUCCUGCAAAUGUUCUUUUACGGAUUUUAACCAGGGCGCAUAAUAAAAUACGUAAUAAAUAUUUCC

>dme-mir-4964

GAUUUUCCGCAUUUUCCCGCAUUCAUCGUUCGCCAUGCUUCGACAAUUUUUGAAUGGUCCUUUUCAUGCCCAAGGCGAAUAAAUAUGUAUUUAUGUAUAUUUUUUUAUAUGGUACGUAUUUAUUUGUCUGCAAAUGGCUGCCAAGGAGUGCUACAUAAUCAAUUUGUUUGUUAUCAAAAUUUGUUCAAUUUGUUUGUCCG

>dme-mir-4982

CGUAUUGGAGUCGUCUUUCGUUUGGGUUUUUGAGUCGAAAGGACCAACUUUGCUGGCAUUCGGUGGCCAAUAAUGCAAUUGCAUGUCCUUGUUGCUGUUGCAAUGUUGCAGCUGGAAUUGCAAUUGCAUUUCUAGUUGCCGCUGCUGCUGCUCGAGUGGCAAUUAGCUGGGUGUCUCGGCGACAUUUACGUCGGUCGCCG

>dme-mir-4983

AAUUUCUUGGCUAAUUAACAAGCUUGCCAAAUCAACACAUCUGCCCGCUGGCUGGCUGUCUUGACCCACUUGCUCGUUUGCAUUUCUGAAAAAUGUAUACGCAAAAACCAAAAUCAGAAAUUCUUUUGAGCAAGUGUGUCAUGAAAUUGCCAUUCGUUUCUGCUCUAUAUACCUGGGCAGCAGAUAAAACAAAUAUUUUC

>dme-mir-2b-1

CAGCUCUUCUCUGAUGUUUUAUGCAUAGUUGGGGAGUUUCGUGCAAAUCAAAAUAACUAAAAACUUCAACUGUCUUCAAAGUGGCAGUGACAUGUUGUCAACAAUAUUCAUAUCACAGCCAGCUUUGAGGAGCGUUGCGGUUUUUCUCGUCCGGCGACUUAAGGAAACAUUCUAAGUGGAUGAUAUUUUAUACAAAAAAU

>dme-mir-2c

GCUGUGUGUGUGUGUGUGUGUGCGAUGUGUGUGAUGGUGUGUGUGCGUCGACGUUACCUCGUAUCUUACUUUCAAUGUCAUCAAAAAGGGCUGAAGAAAGAUAUUUCUGCAUUUGAAUCGUAUCACAGCCAGCUUUGAUGGGCAUUGCAAUGAGCAGCGAUAGCAAAAUGUGACCCGUGGCGUGACCUAUGACCCCGCUC

>dme-mir-4

UUUAAAAUAUUCAACAUGCUCAGUAAAGUUGCGAGUGAAAAUUAAAAUAUUAUGGAGCGGUUGCAAUUAGUUUCUUUGGUCGUCCAGCCUUAGGUGAUUUUUCCGGUCAUAAAGCUAGACAACCAUUGAAGUUCGUUGUGGCAUUAGCAGCACCACGAGUCAAGAAAUUAUGUUAAGUGAUCCCCAAAUUCAUCGGGCCA

>dme-mir-10

UUGCAGCCGCGAUUGCCUAGCGGACUUCAUUUCGCCCCAGCGACUGUUCCUCAUCAGUUUGCUCCACGUCUACCCUGUAGAUCCGAAUUUGUUUUAUACUAGCUUUAAGGACAAAUUCGGUUCUAGAGAGGUUUGUGUGGUUCAAUAUCCAUCGAAAAAGUGUUGCUGAUGGCAAGCGGAAAAGUGAUUUUAUAAAUAAG

>dme-mir-31a

UUGUGAACCAAAACGGUUGGGGUUUCGUCCAUGUCGGAUCGAUCGUAUAUCAACUCCGUUGGUAAAUUGGCAAGAUGUCGGCAUAGCUGACGUUGAAAAGCGAUUUUGAAGAGCGCUAUGCUGCAUCUAGUCAGUUGUUCAAUGGAACAGUCAGCGAGAUCGAACAGAACAGUAGUGGAGUUUUAAGCUCCAUCGUAAUC

>dme-mir-137

AAGUGGCAGCUGCCAGUUGGCGCUGUUGUGCUCCAAGUGGAUUACGAUGGCGUCGCCAAUCUCCAAUGGCCACGUGUAUGCUCGUAGCUAUAACCUGAAAUCCAAAUGUUAUUGCUUGAGAAUACACGUAGUUCACCGAGAUUUGUUCAGCAAUAAAAAGAGCGAAACCCGUUUAAAUGAGCUGGAAAAUGUUAGUGGCU

>dme-mir-184

UAUGUAUAAAGAAAAGUGUGCAAAUCAGUGGAUUAACUGGGCUGACCCGAGGGUUGGCCGGUGCAUUCGUACCCUUAUCAUUCUCUCGCCCCGUGUGCACUUAAAGACAACUGGACGGAGAACUGAUAAGGGCUCGUAUCACCAAUUCAUCAAACCAAUACCCAUUGAAUCGACAGGAAUUCGGCGAGUCAAAGAGGAGC

>dme-mir-263b

AUCUAAAGGUAAGCGAUCUCAGGUGAUCCAGCGAUCCAGAGCUGUAGCUCUUCAAUUUGCUGACUUUGAGUCUUGGCACUGGGAGAAUUCACAGUUGACUUUAUUAUUCUGUGGUUCUGCGGGUGCCAAAACUUAAAAACCGGCUUUGUACAACGAUUUCUAAGCCAUUACAAUUUGAACAAAAUAAAAUAAGUAGAGCG

>dme-mir-281-1

UGUCCACAUUGAAUGUCUGAUUAACACCUAGAACGAACCAAAUCGAAUCCAAAUGCGAAUAAGUGAAUAAAGAGAGCUGUCCGUCGACAGUCCAGAAACUAUUUAAUAUCACUGUCAUGGAAUUGCUCUCUUUGUAUAAUAUUCGACGAUGCGCUGUGAGGCAAUGAGACUAACCAAACGACUAAACCCAAGUUCCACAU

>dme-mir-284

UCAAAGUGCCAGCGUCGGGUUCAAAGGUCACGAGUGAAAGUGCUUCGGAUAAUCGGUGAUUGCGUUGCAGUUCCUGGAAUUAAGUUGACUGUGUAGCCUGUGAGGGCAAGGCUUGAAUAAUGCUCCUGAAGUCAGCAACUUGAUUCCAGCAAUUGCGGCCCGAUAUUCCUCAACAAUGAGAAAACCGGAAAAGCCAUGGG

>dme-mir-286

UCGCAACUUCAAAUCAAUUAAAUCAAAAAAUCAAGAGUAAGUGAUAUUGGGCACUCCAGUUUUAAAAUUGAAUGGCGAAUGUCGGUAUGGUCUCUUUUUCAAAGAAAGGUUUCGAUUAAGCGAAGUGACUAGACCGAACACUCGUGCUAUAAUUUUAAAAUAUUCAACAUGCUCAGUAAAGUUGCGAGUGAAAAUUAAAA

>dme-mir-307a

UGGCAAAAGUUGCUUGUCUAGACAAAAAGUGAAACCGAUGCAAAGUUAGCAGCAUUUUGUCUUGCUUUGACUCACUCAACCUGGGUGUGAUGUUAUUUCGAUAUGGUAUCCAUCACAACCUCCUUGAGUGAGCGAUAGCAGGACAGAGUAUCCACGAAACUAACUGGCACCAGUGAAAUACAUGUAAUAAAAAUAUUAAC

>dme-mir-309

ACCAACGCAUCUUCAAAGUGUAAGGAUCCCGCAGUGAGAAGCGAAGUCUUAAAGUUUGGAAUAGCAAUUAUACGACAAACCUUGUUCGGUUUUGCCAAUUUCCAAGCCAGCACUGGGUAAAGUUUGUCCUAUAAUCCCGAAACGACGACCAGCUAAUUGUGAGCCACCUAAGGUCCCGAUCCUGGGAUGCAUCUUGUGCA

>dme-mir-310

CCGGCCUGAAAAUAUCAAGAAUUAACAUCGAAAAGUGAAAAAAAAGUGUUUGCGAAAACAUAAACAUUUGCAGGGCGGGUCGUGUGUCAGUGUAUUUAUAUCUUAGCUAUAUUGCACACUUCCCGGCCUUUAAAUGUCCAAUGUUUCAACAUUUAAAUCUGUGAAAUCGUAAAAUUAUAAAAAUCCAGUUGCGCUUUUCU

>dme-mir-312

UUAGCAACUGCCUUAUACUAACAAUUAGCAUUUUUAAAUUAUUAGAAAUGUGAAUUAAGUUUGAAGCGAUUUGGUUCGUCACAAGGGCAAUUCUGCAUUUUUUAACUAGUAUUGCACUUGAGACGGCCUGAUUACUUUAAAACGAAUCAUUUUAUGAGCAAAGUAAUUAGUUUUGUUGUGUUUUUAAACUCCUUGCAAUA

>dme-mir-927

AAUUUGUUGUAAUUGCGCAAGCGAUUAUUAAUUAAAUCUAUGGCAAUAUUAAAUUGUGGUUGCUGUAGAGUUUUAGAAUUCCUACGCUUUACCGUGGCAUACGAAAUUCGGCAAAGCGUUUGGAUUCUGAAACCCUACCGAUCCAUUAUCAUGUUAAAAAAAAACAAUACAAACACUAAUAGGUUAAGGCAAUUAUUGCA

>dme-mir-965

CAUUUUAAGUAAAAUAGCGGAAUCAAAAUAAUAAUUGUACAAUCUGGACAAUAUUGCUCAACAUUUUGGGGGGUAAAACUGUACGUUAUAUGUGCCCUUCUGUGAUAUUCAUAAGCGUAUAGCUUUUCCCCUUAAAAGUUAGAGCUAUUGCAACGAAAAGUGUUUUUCAUUCAUAGAGUAUAAAUGUACCCAUGUUGUUA

>dme-mir-982

AAGGUGCCUAAAAAACAUUUCUGAAUAAAAAGGAACGAAUAUAUCAAGUUAAAAAACGAAAUCAUGUUAGAUCCUGGACAAAUAUGAAGUAAAUUGUUUUUAUGCAUCAAUUACUUGAUAUUCAUCCUUGAACUAAAUGGUUUUAGAGCUGCAAGAAAAAUUGUGCUAUUUUUUCUGACAAAUAUUACGAAUGAUUACCA

>dme-mir-985

GCAUGACUGGAGUUUUGAUGGCCUCAAAUCAUGGCGUCCAUGCUUUUAUAAUUAUAUUAUAUAUAAUAGCACUGCUGGCUCAUUGGUACAUUUCAUAAGUACCUUAUCAAAUGUUCCAAUGGUCGGGCAGAGCUAUUAUUUGUCCAUGUUUUGGACUAGAAGUAAUACUAAGAAGACAAAAUCUGCCAGUUACCAUUCUC

>dme-mir-999

AGUGUUAGCCGCCGCCGCCGCCGACGCUGUAGCCGAUGAACGGAGAAGAAAGGAUGCCGCUCAAUUACCCCGACAUAGUCAUACGGUGAAUGUUGUGUAUUGGAGACCAAUGUUAACUGUAAGACUGUGUCUCGGUGGUUGCCAGCCCAGCCACACAGCCCAGUAUCAACUAUACGGAUCGCUUCCCUUCGCAUCGCAUC

>dme-mir-2491

CUUUCGUGCCGGCAGUUAAGCGGCAAUAAAAACUAAAUGACACCACCGCGAACCACUUUGUGCCGCUGUUGCCUUUGCAGUUGCUGUUUUCCAUGUUGCUACUGCGGCCAAUUGUUGCGCAUCAGCAACAUCAACAACAUCAACAACAGCAGCAGCAACUGCAGUAGCAGCACUCGUGAUUCACUUUCGACUCAAUUCGU

>dme-mir-3645

AUAUUCAAUAUUUCGUGUAUUUUGUGUUGUUUUCCCUCAGAUAGCUAAAAACAAAUCGAUAUGGUGAGUGCAGGCUGUUUAUUGCGGCGCUGUUUACUGUUUACGAUCGCACUGGAAGUGCGCUUUCCGGCGCCUUUGGAAGCCAGCACUCAAGUUUCCUUCAUUGUUUUCCUUUCUUUCCCCUCUCUCUCUCCCCGCAG

>dme-mir-4945

AACAGAUUUGUCAGCUUUUCAUCACUUGGUGAUGGUGAUGGUGAUGGUGCUGGUGGUGGUGCCUUCAUUGUUUUUCUCUUCUUUUUGUUGUUUGACUUUUACACUUUUGAACAACAAGCCGAAAGGAAAAAGCAUGAAGGAAUGCAAAGUAUUCGAUAAAAAAUUAUGAAAGAAACCCAUCUUGAUGCAUGCCUGUGUAU

>dme-mir-4946

AAGUAAAUUUUAAUAAUUUUUAUAUUUAUUAAAAAUAAAAAAAUGCUCGAUUGCUGCAACUAAGAAACAAAUAUUUUCAGUUGUUCAUUGCAAAUUAAUUUAUGUACAUUGCUAUGAAAUCAAUUGAAAAUAUAAUUGUAUCCUAGGCUUAUCAGCUGCAAUGCCUCUAUGAAGGGUAUAAGAAAAAUAUAAACCUACAA

>dme-mir-4959

CUUCGUCUUCCUUUGGGCGUGGUUCCUGCUCAUGGCCCUGAUGUCCGGUUUGAACCUUCUGUGCCGGCUGGCCAUGAUUUGCAGCAGGUAUCUCCGAGAGCAGAUGAUACGCAGCCAGUUGCGUUUCAUGACCAAACGGCAUGUGAAGCGUGCCCUGCGGGACCUGACCAUCGGCGACUGGUUCCUGAUGAUGAAGGUUA

>dme-mir-4984

UUGAGCAUGUGAACAAUGCAGUUCUUAAAAUAGUCUCAACUUCGCUCGAGGUGUGAAAACCUUUUGGCCAGCGAAUACGCCUCGGAUCCAAUCACGUUUCAAGAUCGAGGUGAAUUCUUUGACGUAUUCGCUGGCCAAAUGACACGUUCGCCAUGUUUUGCGGCCAAGUGCUUUCAUUUCACAUUUCACAUUCAUCGGGA

>dme-mir-4986

CCGAACUCUGGAGCAGGAAUGUCGCAGACUGCCAACUGGGUUCUGCCGCUUUUGCUGUGGCUUCUCUGCAUGGGAUUCCCCAUUCUGCAUGGCGCCGAUCUCUGCCAGCCCAUCGGAUGGCGGAACUUCCAGUGCAGCGAGGUCGCUUCUCUGCAGGAUCUGGUGGACUUGGGCGCCGAAAACUGGCACACGCUCGCCAU

>dme-mir-5614

UCGCCUGGAACCGGGAAACAACUACUAUGCCACCGGAGUGGAUCGCAUUACAUUUGGAGCCGGCGGCUAUUUCGCGGGUAAGAAUGUGGACAAGCUAUACACGCAGGCUGUUCAGAAGGAGACCAUCGACAAGGAGCUGGACAUGGAUUCAUCCCGUUUCUUUGACUCGGCCAAGAACAUCUUCCUGGCCCGUGGUCACA

>dme-bantam

GACCACGAUCGAAAGAGGAAAAACGGAAAACGAACGAAAAGCGUUUGUAACUCCAAUGAUUUGACUACGAAACCGGUUUUCGAUUUGGUUUGACUGUUUUUCAUACAAGUGAGAUCAUUUUGAAAGCUGAUUUUGUCAAUGAAUACCACAUUCCACAUUCCGAUGGUCGAUUUUUGUUGUUUGGUGUGCCUACACAGAUA

>dme-let-7

CAGAAGAUCCUUUAAAUACCAAACCACCUAGCAAAAAGGACUACACCAAGGACCUUUUUCUCUCUGGCAAAUUGAGGUAGUAGGUUGUAUAGUAGUAAUUACACAUCAUACUAUACAAUGUGCUAGCUUUCUUUGCUUGACUACAAGCCGCAUUUGAUAAAAGAAUCCCAAUCGAACUGCACCACUUAAUAAACCCAAUC

>dme-mir-9b

UAUUUAUUAUUACAAUUAUUCUUAAAUUUGUUUAACUUAUAUGUUGCUCUUUUGUUUGCAUAUUAUUUGCUCUUUGGUGAUUUUAGCUGUAUGGUGUUUAUGUAUAUUCCAUAGAGCUUUAUUACCAAAAACCAAAUGGUUUCUGCAUUAUGUUUGAGUUGAUUUUAUUUGGUAUUCUUUACUUUUCUCGCGUUACUUGU

>dme-mir-210

AGUGUGCCAGGCGACCGACCAGCAAUGGUAGUGAUUCACCGACCACGUCCGGAACCGAAAGGUGCUUAUUGCAGCUGCUGGCCACUGCACAAGAUUAGACUUAAGACUCUUGUGCGUGUGACAGCGGCUAUUGUAAGAGGCCAUAGAAGCAACAGCCAGCCAUUGUUCCAUCAUCGUGGUGCCCAGAUUGCCGCAGAGAA

>dme-mir-219

GGGGCCAGGAUGAAAUAGCUUGCGCCGCGGAGCGAAAAUAAAUAAAUAUUUGGUUAAUUCGAUUUUUAGCUAUGAUUGUCCAAACGCAAUUCUUGUUGAUAUUCAAUAUUCAAGGGUUGCGACUGGGCAUCGCGGCUCGAAAUAAGAAUACAACUCGGCAACCAAAUCACCACUGAAGUGAACUUUUAUUGAAACGAAAU

>dme-mir-276b

GACACUUCAAGUGCAGUGUAAUCAAUUGAACUGUGACCAUCGAACGAAAAAAACCGAAGUCUUUUUACCAUCAGCGAGGUAUAGAGUUCCUACGUUCCUAUAUUCAGUCGUAGGAACUUAAUACCGUGCUCUUGGAGGACUGUCGACCAGCAUAUAGUUAAAAGACAACUUGAAAUUGAAGUAAUAAAGUGAAUUAUUUA

>dme-mir-278

ACCCGUUCACCUGCGACAAUUUUUAAUCUAUUUUAAAUGUGAUACGAGACCAUGGUAAUGGUACGGUGCGACCGGAUGAUGGUUCACAACGACCGUGUCAUUUAAACGGGUCGGUGGGACUUUCGUCCGUUUGUAACGCCAUUUGUCAACGAUUUAUCAGUGUCCGUUUCGAGAAUUAUUUAUGAUGCUGUCUUGCACCU

>dme-mir-283

GUACUUAAUGUUGAGAUUGAAAAGAAAAAAAUAGAGAAAAGUGUCACCUCACACGAUUCUCAAAGGUAAAUAUCAGCUGGUAAUUCUGGGAGCUAAGCCUAAAUAUGAAACACUCGGAAUUUCAGUUGGUAUCGACUUUUUUGAAUUGCAUUUGAUCACCAUAAGCGCAACAAAACGAAACCAAACACCACAAAAAAGAA

>dme-mir-318

CUAGAUCCGAAUGCGAGUAUCCGAGUGCCUUGCGUGAAUCCUGGAUGAAAAGGUCCUUCGGUUUCAGUUUAUGGGAUACACACAGUUCAGUUUUGUCACACUUCAAGCAUCACUGGGCUUUGUUUAUCUCAUGAGAGCGAAAUUUAUUCAACAGGAAACCUUAAAUCAUACCAAUAUAUAAAAAAAUCUGUAUAUAAAAC

>dme-mir-932

GUAAUUAAGGCAUUACCCCGUGGAAGUUACUGUUUCUAUAUAUUUCAAAAAGAGUAUUGGUUUUGAAGUUUUCAAUUCCGUAGUGCAUUGCAGUGUGUUUCAUUAUUUACUGCAAGCGCUGCGGAUUUGGCAACUUUGACGACCUUCAUCAUCUGCUAGAGAAAUGUGAAAUUUGUAGUAACCAUAAAAAAAAAAAAUAU

>dme-mir-960

GGGGUAUUAUGAAAUAUAGUUUAAAGAAACUGCAAUGAUUAUCGUACCGCCCACGGGUUUUGUACCACAUUCUGAGUAUUCCAGAUUGCAUAGCUUUGUGCUACUAUUGCUAUACGGUCUGGGACACUUUUAACAUGGUAUCAAAUCAGAUUCACCUAAUAGAAUCCGUAGUGAGCUCGUUAUCAAGGGCCGAGUUACCU

>dme-mir-961

UUUUAACAUGGUAUCAAAUCAGAUUCACCUAAUAGAAUCCGUAGUGAGCUCGUUAUCAAGGGCCGAGUUACCUUUGAUCACCAGUAACUGAGAUUGUUUCUGAUACGGUUUCGUUUUCUGGCAAUCAAAAGAACUUGGACUCGACUUGAAUUCAACUACUUCGAUGGGGCACUCAGGCUAUAAGGUAGAGAAAUUGAUGC

>dme-mir-964

ACCUUUGUUCCGAUUGGACAAAAGUGCGUCUUCUAGUUGGUGAUACCAAUAACAUAUUGGUCCAACUUGCCUUAGAAUAGGGGAGCUUAACUUAUGUUUUUGAUGUUUAAGUUAAAAGCCUCUGUUCUAAGACAAUUUGAUGAUCAAAACAGCCGGAGAAAUACUUCAUAUAAUGGUUACAACAAAAUCGAGCAUCGGUC

>dme-mir-971

CGGAGAAAAUAUCACGCAUACGCCGCGUUGUUUCGCUGCAUGUGAGAGAAUUCCGUGGCUGGCAUCGCUCGCUGUAAAUUGUAAUCAUCAAAGCGUUUUCUCAGAGCCGCUUGGUGUUACUUCUUACAGUGAGUGUGCCAGUCCGUACACAGAAAGAAAACCCCUAUUGAUAUAACCAUUUAAUUUUCAAUUGUCAACUG

>dme-mir-975

ACAACUAAAAGCGGAGAAUACGAAAGUGCGGACCACCAAGUUAUCCAAUUGGCAAUAUUGAAUUUUUGAUUUUAAACACUUCCUACAUCCUGUAUGUGUUUUGCAUCCGGUACAGAUGUGGGAGUCGUUUGCACUCAGAGAUUUCACAGAAUUCGAGGAUCGACGGAUGCACUGGAAUGUCUGCAACGGCGGUGGUGGGC

>dme-mir-976

AAUUCGAGGAUCGACGGAUGCACUGGAAUGUCUGCAACGGCGGUGGUGGGCAUCGCCAUGCAGUGCCGCGGCAUUGGUGAGGCCAUCUCCAAUGGAUUAGUUCUCAACAUUGGAUUAGUUAUCAUCAAUGCCGGUGCACUGCACCUAACAACAUCGCGCCGGGGAAUCCCAACACAACGAAUCAACAAACAAGGUAUGCU

>dme-mir-986

UGGGUUUUUCAUAGGAGCCGGAAAAGUCGUAGCGUUAGCCACGCAGAGGACACACCUGAAAUUACCCAUCUCGAAUAGCGUUGUGACUGAGGUAACUGCGCAUCGAAUCUACUCAGCGGCGAGGCUAUUCAAGUAAGGUUAUUUUGGGCCAGCGACUUUACGACCGGAAAACAAGGGUGUUAACUAUCAGAUAAUGGGGC

>dme-mir-1004

UGGCGAACAGGUGGCUCCAGCUGCUCAGACAAGCGGCCUCCCAGGACAACCAGUGGCUGGACAAAAGGUUGGGGGACAUUGAUCUCGGAGACGGCGGUUUAACUGAUCCAUUCUCUCACAUCACUUCCCUCACAGUGCACGGUGCUUGUACCAGAGUCCCAGCAACAUUCAGCGGCCCGACUGCUUCGGCUACUUACUCA

>dme-mir-1015

CCGCCACAUGCCUGGGCUUCCAGCAGAACCUCAGUCCGCCCACUUACUCCACUGGCUUGCCACUCAUGGGCUACGACGGUGAGUGAUGCUCCAGUUAGCUUGGCUGAGUGAGGAUUUAAGUCCUGGGACAUCUCUCUUGCAGUCAAGAUCCUGAAAGCGGACGGCAGCGAGGCGCAGACCUCGGAGCUGGGCAGGAUUGC

>dme-mir-2496

ACCGAUGAAGAGCGUGGCAACGGCGAAGAGCGCAAAAUGAGUGCGCCGGUGUGCGUGUGUGAGAGGCCAUCGUAAAAGCCUUGUUUGCGUGCGGAAUUUAACUGUUUUCUCGCCGUCUGCGAAUUGCGGGGCACUCACACACGCAUAUUCAGCCGCACAUCUGGGAAAAUGGGGAAAAUCGUGGCAAGACGACAACAAAU

>dme-mir-2499

GAGCUGCGAGGCAGGUGUGGUGUGUCGACCUGGUCCUUUGGGCGUUCGCCUCCUUGCUGUGGGUGUGGUUGCGUGCGUAGACGUCAGCGCAAUGCCUUUGUUUGGCGGCAUGCGGAUGACAUUCACGUCCGUAUCCGCACACACAUCCGCAUCCAUAUAUCCGCAACCCCCGACCAUCGCCAGCGGCCUUGCCCCCGGCC

>dme-mir-3641

CAAUUCGGAGGGCUACGACGUCAAGGACGAGCCCACUAUGCGUGUGAUCCCCUUCGGCGAACUUUUUAAUGUGAGUGUCCUGUUUACAGCUGGUAUAUUUUUCGAAAAGCCCUCUAAACUGGUCACUUCCACUCUACAGAUCUAUAACUACAUAUCCGACAAGGUGGUGGGCAUCCUGCUGCGGGCCCGCAAACACAAGU

>dme-mir-3642

AUGUGACGUUCAAGACGUACAGUGGACUAUCGCACUCGUCGUCCGACGACGAAAUGGAUGACGUCAAGGUGAGUGGGUCGCACGGAGCGUCAUUUGGAAUUCCCAUGGCUGACGAAACGUUCACUCUGCUCUUCUCGAUUACAGGACAUCAUCAGUAAAUGGGUAAACUAACUUCCACUGAACCAUAGCACUCUUAGAAC

>dme-mir-4919

AUGCCGAAGCCGUGGGAACGGAGAUAAAUAUUGCCAAGUACGUGAACAACUGUGUACUGGACAUACUAAAUGGUGAGUCUCUAGGGGAUUAGCAAGCUAUAAUUUCUCACUUAAUCCCUGAACGACUUGCAGAGGCCGUUUUGGGUGUGCCGAUCAAGAAAAGAGGUCAGGAUGUGGCCAUGAUGGAGGACUCGCCGUUC

>dme-mir-4952

UUUGAACUCUACUCGACAGACGCCGGCGAGUGGUUAUCCGGGUGCGCUGGACGAUCUGAUCUUCUCGGGAGCCGGAUCCGGAUGUCGCGGCGACGACGAGGACGAGUGCACGCCGCCAUUCGAAUCGGGUAGCGGGGAUGAUCUCAUAACACCGGUCUACGUGCCGCCCACCAAGCAGACAACCACGUCCCAGCAGGGGA

>dme-mir-4953

AUUGUGCUCGAUCAUCGUGAGUUUGGCUUCAUUCAGACACGUAAGAAUAUUGCACUAAAGUUCACAGGCGACCAUGAAUGUUAAUAAAGAAUAUUUACCAAUAAAGUUUUAUUUUUUAUUGAAGGUCAUGGACAUCCUUGAACCGAUUUUGCAACAUGCAUGUCUGUGUUUCACAAACUGAGGAAAAUUUCUAGAAAAAU

>dme-mir-4985

CCGUGCCAGUAACCGUUCUGAUCGUGCGAAUAAAAAGUAUGUCACUUGGGGGCGCUGCACUGGCAUUGAAAAGUGAAUUACAUUGAUCGUGACAUGGGAAUGGAAAAUGUCGCCGAGCCAUGUAAAUCGUUUGGCCUACCCGUCUACCAGCCAACCAACCAAUCAACCAACCAACCAAAACCUGUGCCAAGAACUGCGUG

>dme-mir-iab-4

UCUGCAUUUGGAUCCGCGACGACGCAUAAUUUUCAGCACUUUUGAAUAAUGGCGAUUCUGUGCGACCUCGUAAACGUAUACUGAAUGUAUCCUGAGUGUAUCCUAUCCGGUAUACCUUCAGUAUACGUAACACGAGAGAGCACUAACAACGUGGGAUGUGAAACACUUUUUAAGACACCUUAAUACACGUAGCACUUUGU

>dme-mir-3

ACUGGGUAAAGUUUGUCCUAUAAUCCCGAAACGACGACCAGCUAAUUGUGAGCCACCUAAGGUCCCGAUCCUGGGAUGCAUCUUGUGCAGUUAUGUUUCAAUCUCACAUCACUGGGCAAAGUGUGUCUCAAGAUCCUGGCCACAUCGUCGCAACUUCAAAUCAAUUAAAUCAAAAAAUCAAGAGUAAGUGAUAUUGGGCA

>dme-mir-6-3

AACGAUUUGUCAUUUGUGGCACGCAUUUGUGUCACCUCAGUGCGAAAAUUGAAAAUUGUACAAAAAGAAGGGAACGGUUGCUGAUGAUGUAGUUUGAAACUCUCACAAUUUAUAUCACAGUGGCUGUUCUUUUUUGUUUGGCAAUCGAUCUACGUUCAGUGGUUUGCCAGGACAUGAAACAGAAAUAUUUUCCGUCAACA

>dme-mir-13a

CGCGAAUUGGGCAUAACGAUUGGAUGCUAAACCAACAAGUGUUUGUGAUCCAAGCCAUAAUUCUUACGUAACUCCUCAAAGGGUUGUGAAAUGUCGACUAUUAUCUACUCAUAUCACAGCCAUUUUGAUGAGUUUCGUGCGAAUCGCGGCAGCGGAUCAAAAAACAUAUUUCAUAACCGACUGACUGAACCACGUCUUUC

>dme-mir-13b-1

CGAAUCGCGGCAGCGGAUCAAAAAACAUAUUUCAUAACCGACUGACUGAACCACGUCUUUCUUAUACCAUGUCGUUAAAAUGUUUGUGAACUUAUGUAUUCACAAUCAUAUCACAGCCAUUUUGACGAGUUUGGGUAAAGAAAUCUCAACAUUGAACGGAUCUAUCCUGCACUCGUCGACGACGCCCAAUAACCAUCUGA

>dme-mir-87

AGUGGUGGUACAUGGUGAUUCAUUUCGUCCUCGUUGACACCAAAGUCCUUUGGCAACACAUUUCAUUCGCGCCUGUAUCUUGCUGAACCGCUGCCAUUAUGGCCAACGAUCCGGUUGAGCAAAAUUUCAGGUGUGUGAGAAAUGUGUUUAGCAUUCAUCGGAGAAUUUUCCAGUUUGGUAAAGUGAAUCGGCUUAAAUGG

>dme-mir-263a

UCCAAUUUAAACUGACAAAACAAGAAAAGUAAAUAUACCAUCUAAUGGUAUAUAGAUCUCGGCACAGUUAAUGGCACUGGAAGAAUUCACGGGGUAAUUUUUAUACAACCCGUGAUCUCUUAGUGGCAUCUAUGGUGCGAGAAUAAAACAUCCAAAAUGAAACGAAAUCCGAAACUUUCAAAGUUAAAAAUGUGCUAAUG

>dme-mir-303

UCCGUAAAUAUUAAUAGCAUAAUUUCGCGCGCUGUAUUCUUCUAGUGUUAAAAAACCAAAUUGAUAUCUUGGUUUAGGUUUCACAGGAAACUGGUUUAAUAACGAAAACUAGUUUCCUCUAAAAUCCUAAUCAAGACAUCAUGUGUCGUCGCAUCGAGAAGUUAUUACCAAUAUUCAUUCAUUUUUCAUUUUUUUUCCCA

>dme-mir-316

AACCAAUCUCAUCACGGCUCCAUGUGUGCGGAUCGGUAUGUGAAAAGUGGAUACACAAAUUCUAGUCGAUUUGUCUUUUUCCGCUUACUGGCGUUUCAAUUCCACAACGACAGGAAAGGGAAAAAGGCGUAUUUACUAUGAGUUUGCUCAGCGAUUUGCAGGUGAUCCAGGUGUAUAUAGUAUUAGUAAGUAUUUCAUCG

>dme-mir-966

AGUUGUGACGCCAGUGCAGCGAUUGCUGCAGGCGAUUCCAUCGAUUUCGCUCGGCUGUAACCUGAUCCGCUGCUGUGGGUUGUGGGCUGUGUGGCUGUGGUAUAGGUGCCGCCAGUUGAUAACCCCCAGCGUGGGCACGGACCCACUGGUCGUCAACCGCUUCGCAACUCCCAAGAUCAUUCUCGAUUCGACGAGCAAGG

>dme-mir-968

GCGUCAAUCAGUUUGUAAUAGUAAGUGAAACCAAUGAGUUCAAAGAAAAAUUGUUGAUGGAAGCUUCCUUAAGUAGUAUCCAUUAAAGGGUUGUUCUCAACAUGCAAAUCAACCUUUUGAUGUACUACUUUAAGAAUCUCCAGUUAAAGUCAACACAUAAGUAGUGAUAAUGCAAGAGUAUUGUAUCGGAAUUAAUUAGA

>dme-mir-984

AGAAGGAAGAAUGAGUCGUCAACUCGGUGAGUGAAUGGGAAUGGCUUCUAUUGCGUAGAAACAAAUUUCAUUGAGGUAAAUACGGUUGGAAUUUUGUCUUUUAACUAUAAAUCCAACCGAAUUUGGCUCGGCGAAAUUUUUCAGUUUACUGGCGUCGAAAAAACAUCUCGUAAUAAGCUGUGUGUGUAGAUUCGUAUUAU

>dme-mir-991

GUUUCUGGUACUAAGUACUUCGAGAAAGUUACCUGCGUAGGAUAUCAAAACUAUCACUGCAGUUUCAGGCUUUUCCCAACUACACCUAUUAAUACAUAUUUUAACGUCCUAUUAAAGUUGUAGUUUGGAAAGUUUUGGUUUUGCAUUAGAAAUCGCCACUCAACUUGGUUUUUUCUAAAAUUAUUUAGGUCCGUUUUGCA

>dme-mir-1000

ACUCCAACUAAUUAGGAGAUCUAAAAAGGAUAUAUACAUAUAUACCAUGAAAUCGGACGCUUGCCAUUGAUAUUGUCCUGUCACAGCAGUAUUGUAACACUAUAUUAUAGUUUACUGCUGGGUCGGGGCAUUAACAUUGUUGAGCGUCAUUAGCAACGAGCGGCGGACAGGAAAACCUGAGAAAAACGCACGAAAGCGUU

>dme-mir-1006

UUGCCUUUGUGGGAGUCGACGGAAUCAGCACUCUGAUCCGUAUCUUGUCGACCCGUGUCAACUUCCAGGUGAGUUUGAAAUUGAAAUGCGUAAAUUGUUUGGUACAAUUUAAAUUCGAUUUCUUAUUCAUAGGUGCAAUACCAGUUGAUCUUUUGCCUGUGGGUGCUGACCUUCAAUCCCCUGCUGGCCGCCAAGAUGAA

>dme-mir-1007

AGGACCAACACGAGAUUAUGAACGGAGGCAGUGGAUUCCGUGGCGAGGAUGACAACGAAUCUGUACAGUGUAAGCAGUGUUUGAACUCGAUCUUGGUUCUUGGACUCUUGAUAAGCUCAAUUAACUGUUUGCAGCGGACGGGAUCUUCUCGGAGAAUCGACGACUGCUUCAGGGAUUGCAGCUGCUGUCGAACCAAUGGA

>dme-mir-2279

GGGAAUGCUCUUAAAUGGCCCGGAUAUGUCCGAUGACCCAUGGCGGGAGAGGAUUAUGAAAGACAAUUUGAAAUUAAAUAUCUGUGUGUGAAAUUAUUUAAAAGAUUAAUUUCACGCGAAGAUAUUUAUUUUUACAUUUGUCCCUAUAAUAACCGGGGUGCCAACAUACAUAAUGGGUCCCGGGUAAUCUUACGUUGGAA

>dme-mir-2280

AUACAAAUUCGGCCAUAGGGGAGCAAAUGGAGAAGAGUGAUAUCGUUUAAGAUGCUGUGAAUAUCCCGUUUUCUUAGCUUGGCAAUAAAAUAUUAUUCACAGAAACUAGUAAUUUACUUCCAAGCUAACUGAAGGGGAUAUUCAGUGCAACCACGGACUAAAAAUGCGUUUGGAAAAAUUACAUGUAACUUGUAGAAUAA

>dme-mir-2498

AAAACUAACACCGAAGUGUACAAAUUCAAAAUGUGAUAUUUUUUUCACAUUUGCCAUAAUCUCCUUAAAAUAGUAAAGGCUGUUAUGCUUAUUUUUGUGUUUUUUACAAAACUGGCAUUCCCGUCUUACUUAUUUUCAGAAAACUUACACCAAAGUGCACAGAUUGAAAAAAAAAACACAAAAAUGUGAUAUUUCAUCAC

>dme-mir-2500

AAUCUAUGCUUAGUCGAUUGAGAGCCAGUACAGAACUGGCUUACAUCAACCACAAGAACUUUCUGCAGGUAAGGAACACACAUAUACAAUACCGUUUGAAUUUCAAAUAAUCAGGAUUUUGUGUGUGGACCUCAGAUCAUGUUCCAGGCCUGGCAGGAUACGCAACAGUGGUUCAGCGAUCUCUUCACUGCCCCGCGCAU

>dme-mir-3644

GCCACCGCCUUUCUGAACUCGGUGUUGAGCCAACUAAACUGGGCUUUUUCCGAAUUUAUUUUAUUGCUGCAGGAGGUGAGUGAUUAUGGUUUAAGUAAUACGAAUUACAUAAACUAUAUUUAACCACUAUUCUUAGAUACAAAACACUGCUCAGAGGCAGGAAAACACUCUUUUUGAGCCCAAGCAGCUUAAGAUAUGCU

>dme-mir-4918

GACAUUGGAAGACCUGAAGUCGUAUUUGCGGAGUCACAGCAAAAUCCGCGAGCAGCGGUCGCACAUGUCUAAGGUGAGCACGAUGGCCACAUUUAUUGGGCAACCAAUGAAUUCCCGCCUGCCCACAGGUUCACUCGGUCUGCUGGAAUGCCGAUGGUCGUUACCUGGCCUCCGGAAGCUUCGACAAGACGGUGGUCGUC

>dme-mir-4944

AGUCCAUUAACACCCAAUAAGAUGCCCAGACAGCAAAAGUAACUUUCGUAAUCGAAAAAGUUUCGCUUUUUUUUCUGCUUCUGCCGCUGAGCAAGUUUUAAAUAUUACCGCUUAGUUACAGCUGCAGGAAGAAAAGUUAUAAUUAUGGACUACGUACAUAAAUAUCUUGGCAAGUGUUUGCUUACUGCUCUGAGUUAUUG

>dme-mir-4971

AAGAAAUUCAGGACCAGUCGAACACGCCGAGGAAGGGCCAACUUCUCGGCCCUCGACACGGUGGAUGAGCUUGUCAGUGGCGGAUCCAGGAGCAAUUCUGCCGCUGGCGACAGAUCAUCGGCCACUGACAAUGCCCAUUCACUGUUCGAGGAGAUCAUGUCGGGCUCGGAUGACUUGUAAGCAAGACGACUCAUCCCUAU

>dme-mir-4972

GCGACGCUUGUGUGUGCAACAGGACAUUUUUUGACACUUGCAUGGCAUAAAUCAAAAGCGCCGUAGGCCUCCACCUCGGCUUUACAGAUAUAUAUAUAUAUAUCGUGUAUAUAUCUGUGCGAUCGGGAUUGAGACUGAGGUUGGUCCGAGUACUUUUGUGGCCAUUUACACCACGCAACUGUCGCUUGUUGGCUUUCAAC

>dme-mir-4976

GCCGAUGCUCCUGUCACUCUUGUUGGCCGUGCCAACAUCAUCGAUUAUUGUCGAUGCCGGCGUUUCCCGCUCCAGGCUGUCGUCCAUGGAGUUUGUGUUGUCAGCAUUCAGCUCGGUGGAUGUCAGCCAGCGGUGGAAGGCGUCGUCUCGCUCCGCGUCUGGUCCACGGCGAUCGGGUUGCAUCUGUCCAAGCUGGUCGG

>dme-mir-4979

AGAGCGAUUAAUUUAGUCUAGUCUGUGUGAGGGGAUGGGAAAUUAUACAUAGGUGUUAUAUCUAGGCCAAAUAUAUAUACUUGUUCUAUGUAUUAGUUAUUUGCAAAGGAAUACAUGUGCCUGUAUAUAUAUUCGGUAAAAUCACAUCUUUGAAUUGCCACAGCUCGCUAGUUUUAUGUACAAUGGUAUCUAACUCGCUU

>dme-mir-4987

ACACCUCACUUUUACUCCAAUCAGUCGUCUGUUGGCGGUGCCGUUGAUGAUGACACAGCGCGCUUGCAACAGCGUGCGGCACGAUUCUCACAGCAGGGCUCCAGCUCGGCCAAAAAAUCGGUCGUCGCCAUUGCAAGCUCACCGUUUGGUCUCACCACGGCCAAGAACAAGAAGAAAAUGGUGCAGCAACACCAGCAGCA

>FBgn0053451

UUUCAGUCUAUGGGCAUAACUGAAUAUCAGAGUAUAAGGACACUGUUUAGCCCCACGACUUUCGCCAACGACCAUACCACGCUGAAUACAUCGGUUCUCGUCCGAUCACCGAAAUUAAGCAGCGUCGGGCGCGGUUAGUACUUAGAUGGGGGACCGCUUGGGAACACCGCGUGUUGUUGGCCUCGUCCACAACUUUUUGC

>FBgn0053353

UUUCAGUCUAUGGGCAUAACUGAAUAUCAGAGUAUAAGGACACUGUUUAGCCCCUCGAUUUUUGCCAACGACCAUACCACGCUGAAUACAUCGGUUCUCGUCCGAUCACCGAAAUUAAGCAGCGUCGGGCGCGGUUAGUACUUAGAUGAGGGACCGCUUGGGAACACCGCGUGUUGUUGGCCUCGUCCACAACUUUUUGC

>FBgn0085819:U:4570799:4570999:1

GUAGGGAGUUUGACUGGGGCGGUACAUCUCUCAAAUAAUAACGGAGGUGUCCCAAGGCCAGCUCAGUGCGGACAGAAACCACACAUAGAGCAAAAGGGCAAAUGCUGACUUGAUCUCAGUGUUCAGUACACACAGGGACAGCAAAAGCUCGGCCUAUCGAUCCUUUUGGUUUAAAGAGUUUUUAACAAGAGGUGUCAGAA

>FBgn0085779:U:3652991:3653191:1

GAUGGAGUUUACCACCCACUUAGUGCUGCACUAUCAAGCAACACGACUCUUUGGAAACAUCAUCUAGUAAUCAUUAACGUUAUAUGGGCCUGGCACCCUCUAUGGGUAAAUGGCCUCAUUUAAGAAGGACUUAAAUCGUUAAUUUCUCAUACUAGAAUAUUGACGCUCCAUACACUGCAUCUCACAUUUGCCACAUAGAC

>FBgn0085741:U:9893847:9894047:1

CAUAUGAAAAUUAAUAUUUAUUAUAUGUAUAAGUGAAAAAUAUUGAAAUAUUCCCAUAUUCUCUAAGUAUUAUAGAGAAUAUAAUUAAUAUAUAAAGAAUUUUAUCAAGAGUAGCCAAACACCUCGUCAUUAACUACUAAAAUAGGUAGGCAGUGGUUGCCGACCUCUCAUAUUGUUCAAAACGUAUGUAUUCAUAUGAU

>FBgn0085778:U:3652211:3652411:1

AAGGAACCAGCUCCUAGAUGGUUCGAUUGGUCUUUCGCCCCUAUACUCAAUUCUGACAAUCGAUUUGCACGUCAGAACUAUUUCGGUCUUCCAUCAGGGUUUCCCCUGACUUCAACCUGAUCAAGUAUAGUUCACCAUCUUUCGGGUCACAGCAUAUAUGCUCAAGGUACGUUCCAGUUAGAGGCGUAAAUAAUAUAAAU

>FBgn0085813

CUUAUUUCAAUUCAAAAAAUAUGAAUGAAAUAUGAAAUAUGCUUGUCUCAAAGAUUAAGCCAUGCAUGUCUAAGUACACACGAAUUAAAAGUGAAACCGCAAAAGGCUCAUUAUAUCAGUUAUGGUUCCUUAGAUCGUUAACAGUUACUUGGAUAUCUGUGGUAAUUCUAGAGCUAAUACAUGCAAUUAAAACAUGAACC

>FBgn0053366

UUUCAGUCUAUGGGCAUAACUGAAUAUCAGAGUAUAAGGACACUGUUUAGCCCCUCGACUUUCGCCAACGACCAUACCACGCUGAAUACAUCGGUUCUCGUCCGAUCACCGAAAUUAAGCAGCGUCGGGCGCGGUUAGUACUUAUAUGGGGGACCGCUUGGGAACACCGCGUGUUGUUGGCCUCGUCCACAACCUUUUGC

>FBgn0053441

UUUCAGUCUAUGGGCAUAACUGAAUAUCAGAGUAUAAGGACACUGUUUAGCCCCUCGACUUUUGCCAACGACCAUACCACGCUGAAUACAUCGGUUCUCGUCCGAUCACCGAAAUUAAGCAGCGUCGGGCGCGGUUAGUACUUAGAUGUGGGACCGCUUGGGAACACCGCGUGUUGUUGGCCUCGUCCACAACUUUUUGC

>FBgn0085795:U:8853324:8853524:1

UACAUCCAUUUGCUGUGAGCUCAACCUCCUUUCUCGCCAUCAUCCACUUCUCUUCAUCACUCCAUCUUGCCUUUAUACCCGCGCUUACUUGAAUUUCUUCACUUUGACAUUCAGAGCACUGGGCAGAAAUCACAUUGUGUCAACACCCGCUAGGGCCAUCACAAUGCUUUGUUUUAAUUAGACAGUCGGAUUCCCCAAGU

>FBgn0085824:U:9909749:9909949:1

GCUUGAUGAUUCGAUAUAAAAUAAAUGGUUGCCAAACAGCUCGUCAUCAAUUUAGUGACGCAGGCAUAUGAUAUUGUGUCCCUAUCAUAUAAUUUUAAUAUAAAGAAUUUAAAGAAUUUUAUCAAGAGUAGCCAAACACCUCGUCAUCAAUUUAGUGACGCAUAUGAUAUUGUCCCUAUCAUAUAAUUAAUAUAAAGAAU

>FBgn0053406:2R:15633917:15634317:-1

UUUCAGUCCAUGGGCAUAACUGAAUAUCAGAGUAUAAGGACACUGUUUAGCCCCUCGACUUUCGCCAACGACCAUACCACGCUGAAUACAUCGGUUCUCGUCCGAUCACCGAAAUUAAGCAGCGUCGGGCGCGGUUAGUACUUAGAUGAGGGACCGCUUGGGAACACCGCGUGUUGUUGGCCUCGUCCACAACUUUUUGC

>FBgn0250731:U:3653320:3653720:-1

AAUUUCUUUCAACAAAAACAUAAUUGACAUUAUAUAAAAAUGAAUUAUAAAACUCUAGGCGGUGGAUCACUCGGCUCAUGGGUCGAUGAAGAACGCAGCAAACUGUGCGUCAUCGUGUGAACUGCAGGACACAUGAACAUCGACAUUUUGAACGCAUAUCGCAGUCCAUGCUGUUAUGUACUUUAAUUAAUUUUAUAAAA

>FBgn0063385

GAUUUUUCGAUAGUACUGUACUGUAACCAUAUUGUAAACUAUUGUUGCUUGAAAUCUUUCAUAACUCAAUGAUGAAACAUUUACCCAGCUCGCUUUGAUAUUCAAUGAAGAGAACUGUUCCAUAUCCAACGCAAAAAUAAACUGCUGACUUGACUCUUGCAGCAAGCCAUGCGCUAUUUGUUAAUAUAUGUAUUAACAUG

>FBgn0083021

AUAUUAUAGCAGAUGACUUGUGUUUGUGUACAGUAACACACCAACCCAGAAUCCCCAAGCUGAAUUGUUCAGUGGAGACAAAGUUUACAUUUUAACAGUAUUAUCGUUUUUAUGUCUACAAUGCUCCGAAAUCAAUAUCCGAUCCAAUUAUCCAAAGCAGUCUUAUAUUUCCUUGGAUGAUUUCUUUCGUUACAAAAAUG

>FBgn0063380

AGGAUGGCUAAAAAUCUAAAGGUAAGUCAACUUUCAAAUACUAUUUUUUACGCACCAUUUAAUUUUUAUGAUGAUUUCGUAUACCGCCCCAGUCGGAGAAAUGAUGUCGAUUGGAAUUAUUUACUGAUUAGCCAAUUGCUUAAAUAUUUGUGAUUAUCAAUUUGAACUGUUUGCUAAAGUCGUUUUUCCUUUAUCUUGCA

>FBgn0063384

CUUAAUUCCGGAAAAAUCAAAAUGUUUAGGUAAUAACAUUAUUAUAUUAUUUGUAAUACAUAUUUAGUAUGAUGAAACAUUUACCCAGCUCGCUUUGAUUUCUAUGAAGAGAACUGUUCCAUAUCCAACGCAAAAAUAACUUGCUGACUUCAAUUAUAAUAGAUUAGAUCUAAGAAAUUUUUUAACACAAAUUUUAACAC

>FBgn0082934

UGCUCAGAGGACAAAGCGGGAGUGACGGAAGAUACGGUUAGUAUCUAUUUGAUGACCAUCUUUACGUUAUAUUAGUUCUGAUGAGCAUUAACUUUCGCCCCUAUCUGAAAUUGAAACUUCUCUUGUUGAAUGCGAGAUUGGUCUUACUGAAAAACUAAAAAACUAUAAGCACAUGUGGGCUAUCUAUAUCCAAUAUAUUU

>FBgn0082972

UUCAUCCACUUGAAAUAUCAUUAGUACUAGACUAGUUUUAUGUCGCACCUAAAAGCGUUUUCUCGUCGGCUCGUUAAAUGCUCUUGAAAAUCGUAGAUGUGUGCCAGAGCGAAGCUCAGUUGCAAGUGAUACGGCCAUUUUUUGUGGCAGAUAUCCAUAACGCUGACUACAAGUGAUCUCGGCGGACGCACCUAAAAGCG

>FBgn0082917

CAGUUCGCAUGACACUUUAUUGCGUUGAGUAAACAAGGUAAAAAUAAAUUUAAAAAAACUCGUUUGCCCAGUUUCUAGUGAAAAUGUUGAAAUAAAAAUACUGAUUUAUGUGGCAUGAUUUUCACAUUAACCGCAACAAAUCCUACUCCAAUAGGUCCUACUGAAUAUAUUCACAAGAAACUUAAGGUGUGUUUUAACCA

>FBgn0083004

CAUAUACCAACCAAGCUACGCUAUAGAUGUGUAGAUUGGGUGAUGCUUCAGAAACACCUUGAAUUUAAGACCCUUUUUUCAGAUGUUUGUUGGAAUUGUUAACCCUUUUCCUUCGAAUCAUUAUUAAAAGGCAGACUAAACUUUAUUAUGAGCAUAUACCAACCAAGUUGUAAGUUUAUUGUGCAAAUUGGGUGAUGCUU

>FBgn0082924

GUUGCGUGCAAACAGACCGACAAUAUGAAGGUGUGCUAAAAAUUUGUGAUAAUACUGAUAUAAAUUAUAUCAAUUUGUGAAAUAUUGCGAAAAUGCUAAAGCGCAAGCAUUGGCGCGGUGAUCAAACAAAUUGCAAGCGAAAAUGUCCAGUGAUUGCGUUAAAAUAAGUGGAUGAUAUUAUCUCCGCUGCAAUUCGACUU

>FBgn0083003

AUAUACCAACCAAGUUGUAAGUUUAUUGUGCAAAUUGGGUGAUGCUUCAGGAACACUAGGAAACGCAGUCCCCUUUUUCCAGAUUUUUGUUGGAAUUGUUAUCCCUUUUCCUCCGAAUCAUUAUUGAAAGGCAGAUUAAUUUAUGAGCAUAUACCAACCAAGUUGUAAUGUUAUUGUGCAAAUUGGGUGAUGCUUCAGGC

>FBgn0086074

ACAAUUCCCAAGUGCUUGUUCAAUGCUGUGCUUUUAUAAAUAGCGAAAACCUGCUAGCUUACAAUCUCUAGAUGAUAUGAUGAAAACUUUACUACCCGAACCAUCGUGUGGGCCUUUGCCUCUGGUAAAGGGACGUAAUUCUGAUUCAGUCAAAAACUGUUUUUGUUUGUUUUUUGAAUACAAUUUAAUGGGUUGUAGUA

>FBgn0086671

UGUCGCCCCUGCGUCGCGUCAACCAGGUGGGUUUCUUCUGAAGAUUUGCCUUCCAGAUGCAUGUGCUCACGGUGGCCGGUAGCAAUGGCUUGUGGUUCGUUUAGAGACUGCUUGCUUAUAACACUUGGCCAGAACGAAAAUCUAUCUAAUAUCCGUAGCGUCAUAAUGUGUAGUAUAGCCGACAUUUGGCGUAUGAAACG

>FBgn0086057

AGUACCCAUUAUUCCCACCAUUCCACUUUAAUCGGGCUGUAGAAGAAAUCUGUUUUUGUGAUGAUAAAACCUUAAAAAUAAUAUCGACAUCGAAACAAAAAAAACUUGAUGAACCAUGAUAUUUAUAAUGAUAGGACUGAUAACAGAUCUUCAGCUACAUAAGAUUAAAUCCUGAAUCCCCCUGCCGCAAGACCACAGUA

>FBgn0086051

CUCGCUCUAAUCCCUCUUUUCUUCUCUUUUAGGUAAGCAAUUCAAACUGUUUGGGAAGCUGAUCCACGCGACAUGAUGAACAUUACAUUCUUACCUACAUUAUUUGAACUAGAAACCUGUAACCAACUCUCAACUGAUGCAUUCAUCUAGCCAAAGCUCGCGCCACAAUUGUGAAUCCCUGACUCACCGGCUAUUUUCUC

>FBgn0083023

UAUAACAGAUGACUUGUGUUCGCCUACAAUAGCUCCUGAUAGCUUUACAUUCCUUUAUAAGACUCCCGUCUUCGGAGACAAAGUUUACAUGCUAAGGAUAAGAUCUUUUUCGUGUCUACAAUGCUCCAAGAGCAAAUGUUCGUUUAAAUCAUCCUUGGCAUUCAAUAUUUUUGCUGUGGAUGCAUUUAAUUCGUGCACAU

>FBgn0086033

AGGUGCGAUCGUGAAUGACUUACCGUCUGAAUGAGUGAAUGAUGAGCAAAUUUAUCGCGGCAUUGUGUCAAACUGUUUUUGGUUUUCGGCUCUCGGUUGGCCAUGUGUGUGGGCCCGACACCAUCAGGCGAUCAGACGAUCUGACGAUCGUACCCCACCAUUCCUUCAGAUACGGCAUAUAUGUAUGUGGAUCUGUGUGU

>FBgn0082958

AAUAUACUGACAAAUCCACAGAAUGGUGAAUGUUAUUUAGCGUGAAUAUAUCUCCUAAAAUUAGCUACGAUUCCACAGUCCCAGCUCCGCACAGCAAUGUUCGAUGUGCUCGUGCGGCGUUUGUGACUGUUAGAAUAAAUUCCAGCCAGUAUUAUAUCAUUGUUGUUGGUGCUCUUCGUGCAUCAACGAUGAAAGAGUAU

>FBgn0082989

GCUAAAACGUUUAUUUACUACUAAAUGAUUUUCUUCGGAUCCACUUAAAAGUAUGAAAUUCGUGAAGUGGCUGCAUAUCAUUAGAGCUGACUAUAAAGUUUCAAAAAUGUAAUCGGUGUCAAGAAUAUGCAAUAACAAUCAACACAUUUACUUGUCUUUGGUUUGUCCUAAACACUAACGUUCUGAAGAUUUCUUAUGUG

>FBgn0082973

GUCUUUCAAUUGUAAUUUAGUUUUGUACCAUCAAUUGGGAGUAAUGUAUUGCUCCUAUAUAAUCUAUGUAAGUCGCACAAAUCCCUAUUGAGGCAACAGACGGCUAGUUGACCCCAGUAAGACCUUUGAACGCGUCUAAGUGCGAGAGAAACCGAAAGACUUGACGUCGCAUUUGCCAUAAACCAACUCAACGGAGUGGC

>FBgn0082988

UCUUUAUUCAACACUAUAUAUAUAUACUAUAUGCAUGCAACCACUGCGAAGGUCACGCUAUUGAAUCAAAGUGCAUAUUAUUAGAACCGGUUAUGCAUCUCAACAACUCAAUCGGUGUCAAAAUAUGCAAAAUAAAAAGCCACAUUUUACUUGUCUUUAUUUUGUAAAAUUACUACCGCCAGCAAUCUAAAGAUUUCUAA

>FBgn0082998

CAGUCUAAUGCACACGAGAAACGUAAAAGAACAUUAGCAAACUAUUUAAGAGUUGGUAUAUAGAGCUUAAUAAUAGGUCCAAUCUAAUUCUGCAUGGUGGUUUAAUUAUGUAGUCUCGCUUUUGGACCAGAUUAAUUUCCAUCCUUUAUUAUCCUUGUGCUUGUAAUAUUGCUUAGUUCAAUGCACAUGAGAAACGUAAA

>FBgn0086068

CCAAGUACCGCAAGGACCUGACACAGGUGAUUAUGGCUCCAAGCCUAGAAACAACUGUUUGGGUUCUUGUCAUGAUGAUCUUUUUUUUAAUGCUACACAACCAAGAUCGCAGAAUGAUCGUGUUGAUAAACUUAUCUGAAGCUCUCAAAGCUGAAGCUUAUCGUACUUCAGUGUUAGGCCUAUUCUAAUGAUUUUACUUG

>FBgn0086072

GCUUUUCCUACUGCUGAUUUUACAUGGAUCUUUUCAAUAAAGGUAAGAACACGUGUGGUCUUAAAAUGCGUGAUUAAUUCUGUGAUGAAUGAUUGAGCAGAAGAGUUCUUGAAGACUAUAUUCAUCACCCAAGACUGAAUAUAACAGAAAUAUCGUUGUCUUUUAUUCAGAAAAACAUAAUCUAACUGCCGACUUUCUUU

>FBgn0086660

UGCCUUACGUCUGCUCAAGUCCGGCGCCAAUGUGAGUCCUCCCUUACUUCUAGGUAAUCCUCCGUUAAUCCCUGCAAGAAACGGAUUGUCUGCCGCGAUUCUCCAGCGACUGAACAUCUCAACACUUGCAAAGAUCAGCUGUGGCAGCUGGUAAUUGCCCUGGCCUAUUAUUCAGGACUGGAGGCUUCUUGUCAGUUGUC

>FBgn0043021

UUCCCAAUUCCUUCUGGCCAAUACUGAUCCUAGAAGCAUUAUGUUUGCUGGUGUUAAGUCACUCUGGUUUCUCUUCAAUUGUCGAAUAAAUCUUUCGCCUUUUACUAAAGAUUUCCGUGGAGAGGAACACUCUAAUGAGUCUAAACACAAUUUUUAUUGAGGCCUGAUAACUUAUGCUAUCGGGCCAAUGAAUUAUAUAU

>FBgn0004186

CCUAUAAUUCCCAACUGGUUCUGGCUACUUCCCUAUGGAGAUCCCAUAGUUGAGCAGCAGAAAGCAUACUUACCUGGCGUAGAGGUUAACCGUGAUCACGAAGGCGGUUCCUCCGGAGUGAGGCUUGGCCAUUGCACCUCGGCUGAGUUGACCUCUGCGAUUAUUCCUAAUGUGAAUAACUCGUGCGUGUAAUUUUUGGU

>FBgn0041718

GAUGCAGAUAUGAAUCAAUGCUGAAUUGUAAUUUCAAUAAUGUUAUAAAUAAUAAACAAUUUUUAAUUUUUAGAAGGAAGUCAAAAGUAGAGUGUAAAUCGCUUAUUACACUUUAUUUACAAACGAUAUUUUAGUGUAUGCAAUAUUUCCCUUGCCAACAAAAGACAAAUCUGCUAAGCGAUUUUCAUUUCCAGUUUGGU

>FBgn0083987

GUUCUAGGAGCUUUCGCAACAACUCCCAAUAUAUUUCAGGAGAAGAGCUUUAAAAAGGGUGCUCGUCCUGGCACGUUUCCGAUCACGAAACUCAAGUGCGGACGCAUUGCGCCGCAGGAGCGUCUCCUUCGCUCCGCCCCUGGACUUCUCCGGGGAUAGGCGGGGGCGAGCGUUCCAUUGCCGCCUUCGACGCCUCCUUG

>FBgn0003935

AUUCCCAACAUGUUCAAGCUCGUUCUAAAUGAUCGGGCUGAUACUUUUCGUUGUAAAUUUACUCUGGUUUCUCUUCAAUUGUCGAAUAAAUCUUUCGCCUUUUACUAAAGAUUUCCGUGGAGAGGAACACUCUAAUGAGUCUAAAAUAAUCUUUUGUAGUGCCCGGCGACUUCGGUAGCUGGGCCAUAAGGAAUUCAUUG

>FBgn0043022

AUUCCCAAGCGGUUCUAUUCAAUAUUGAGUAUGGAGUUACACUAUUUUGUAGUGCAAAUUACUCUGGUUUCUCUUCAAUUGUCGAAUAAAUCUUUCGCCUUUUACUAAAGAUUUCCGUGGAGAGGAACACUCUAAUGAGUCUAAACUCAAUUUUUGUAUGACCUGGCUAAAUAUUUAGUUGGGCCAAUGAAUAAUAAAUA

>FBgn0052861

UAUCCUGUUUGUCUGCAAACUGUUUUACCGUUGCAUUCUUGCAAAUAUAAAAAACUUUUUCGACUUGAAGUGAAUCACUCGGAUUUCGGUAAAUUAUUUUCUACCCAACUUUACCGUAACCAAACAAAAGGCGUUCAGUUGCAGAAAACUUGACUAUUUUUUCAAUAAUGAUGCUCAAGAUUGAAUCGUGGUAUUUUGAU

>FBgn0004190

AGAGGGCGCCAGUGCUCACUACUUUUUAUAAUUCUCAACUUCUUUUUCCAGACUCAGUUCGUAUAUAUAGACCUAUUUUCAAUUUAACGUCGUUCUUGCUUCGGCAGAACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAAUCGUGAAGCGUUCCACAUUUUUUU

>FBgn0003938

AAUUCCCAACGUGUUAAAGCAGUCACUGAAUAGAGUAGCUGAUAAAAAUUGUUGAAAGGCACUCUGGUUUCUCUUCAAUUGUCGAAUAAAUCUUUCGCCUUUUACUAAAGAUUUCCGUGGAGAGGAACACUCUAAUGAGUCUAAAAUAAUUUUUAGUAGUGCCCUGUCGCAAGACUGGGGCCAUAAAAAAUAAAUUUAAA

>FBgn0004187

CCUAAAAUUCCCAAACAGUUCUGGCAGAUCUCUCAAGGAGAUCCCAGAAUUGGGCGGAGAAAAGCAUACUUACCUGGCGUAGAGGUUAACCGUGAUCACGAAGGCGGUUCCUCCGGAGUGAGGCUUGGCCAUUGCACCUCGGCUGAGUUGACCUCUGCGAUUAUUCCUAAUGUGAAUAACUCGUGCGCGUAAUUUUUGGU

>FBgn0004191

CCCUUUUCGUUUUCCGUUUCAAGUUAUCGCUUCUCGGCCUUAUGGCUAAGAUCAAAGUGUAGUAUCUGUUCUUAUCAGCUUAACAUCUGAUAGUUCCUCCAUUGGAGGACAACAAAUGUUAAACUGAUUUUUGGAAUCAGACGGAGUGCUAGGGGCUUGCUCCACCUCUGUCGCGGGUUGGCCCGGUAUUGCAGUACCGC

>FBgn0011915

UUGUUCUCGAUGUAGAACAUUUACGGAUUUAAGUUCUCGCUAGCCUGCCUUGUAUCAUAGCCUCGGUGGCGCAGUUGGCAGCGCGUAAGUCUCAUAAUCUUAAGGUCGUGAGUUCGAGCCUCACCCGGGGCAUGUAAACUUUUUUGAUUUUUUAAAACGGAUUUUUAACAAGGAUUCUGUUCUUCUUUUAAUGUAUGAUU

>FBgn0011885

ACAGAUCUAAUAGAAUUGCUAUUUGGUAAAACUCGCAUUUUGGCAGCUACACAAACAUGGCCCAUUAGCUCAGUUGGUUAGAGCGUCGUGCUAAUAACGCGAAGGUCGCGGGUUCGAUCCCCUCAUGGGCCAGAAUAAUUUUUUUUUUAUUACAUUUCUAAUGCACUUUGAAAAUUAAAAAGUUAGUAUAGAUUUGAUGA

>FBgn0011854

AUUUGGGAUUUCUUGUAAAACUAUAACAAUUAUAGUUGGCUGACACGACACCAAGUCCCAUAUUGUCUAGUGGUUAGGAUAUCCGGCUCUCACCCGGAAGGCCCGGGUUCAAUUCCCGGUAUGGGAAACUACUGUGGAGACAUUUUUUUCUCAACUCAUCCAUACUUGUAUUUUUGGCAAACAGCAUGCAAAAUUUUUUC

>FBgn0050316

UUUCGGAAAAGCUUUCUAACUGUGACAAGUCAGAUCUUGAUGGCAUUCACGGUGUAACUUGGAACAUGGUCCUGUGGCGCAAUGGAUAACGCGUCUGACUACGGAUCAGAAGAUUCCAGGUUCGACUCCUGGCAGGAUCGAUUUAUUUUUAUCCCAACUAAAUCUAAACUUUUUAAAGACAUUUUUAGAAGUCUCAUCAG

>FBgn0052034

UAUUAACAUGAUUUUAAUAAAAUAAUAUUAUCAUAAAUUUCAAAAUGUGGCGCCGUGGCUUAGUUGGGCAAAGCGCCUGUCUAGUAAACAGGAGAUCGUAAGUUCGAAUCUCAUCGGGGGUUUUUUUAUCUGAGAAGAGCACAUCUACCUGGCGUCACCAUAGGUGAGGAAUUGGCACAGAUUUUAAAUAAAAGCUAUCC

>FBgn0052286

CAUCAAUAUCUGGGGCUGUUGUUUUGACUUGUUCGGUAAAUUCUCGUUUUUUAUAUAAGAGGGGAUAUAGCUCAGUGGUAGAGCAUUCGACUGCAGAUCGAGAGGUCCCCGGUUCAAACCCGGGUGUCCCCUUGUUUUUUGCGUUUUUUUCUUUAUACCCAAUUACUUGUUCAUGUUUAAUUUCUUUUUACAUUUUUUAC

>FBgn0012027

GACAUUUCUCUCGCUCGCACAUAUGUACAAAACUUACAUUGGCCACCCGAGAUUCAAACCUUCGAUAGCUCAGUUGGUAGAGCGGUGGACUGUAGUUGGAAAACAAGCAAUAGAAAUCCAUAGGUCGCUGGUUCAAAUCCGGCUCGAAGGAUUUUUUGUUAUUUUUAAUUUUUUUUUUAAAUUUAGUAAUUACUUUAAAA

>FBgn0011871

CUCUUAGUUCCCAAAUGAUCAUAAGAACGAGACUUCUGUAGAAUCUUCAGCAGAAUUGUUUCAAAAGAGUCAUAAGCAUCGGUGGUUCAGUGGUAGAAUGCUCGCCUGCCACGCGGGCGGCCCGGGUUCGAUUCCCGGCCGAUGCAAAAUAGAUUUUUUAGUAUUUGUUAGGCUUAAAACACCAAUUUGUGGAUAUAGUU

>FBgn0051143

AACUGGAAACUCACUGCCGCAGCUUAUAAACGUGUUUUUGCGCCCCCAUUCGUAACAUGUCAGGAUGGCCGAGCGGUCUAAGGCGCCAGACUCAAGGCAUUCAGUCUUGCCCUUCGCAGAAGGGCGUGUACGAGCGUUCUGGUCCUCUCUGAGGGCGUGGGUUCGAAUCCCACUUCUGACAAAUUUUUUUUUGUUUAUUU

>FBgn0050454

UUGAAGAAUGAUAACUACCAGACAAUUUCGUUUGAAUAUGUUCCUUGACACAGCAAAGCCGUAUCCCAUAUUGUCUAGUGGUUAGGAUACCCGGCUCUCACCCGGGAGGCCCGGGUUCAAUUCCCGGUAUGGGAAUAUGAGUUUUUGUCUUAUUUUUGUCGUCACGCACUAUUUUUAGGACAAAUUUUCCAGAAGGUGUU

>FBgn0052363

UUUUUUUAUUUAUUUGUGGUAAAAGAUUUCCUUUUCGGCGAAAGAUAUUUUGUCACCCGAUUUUUGCAGGUCAGGAUGGCCGAGUGGUCUAAGGCGCUGCGUUCAGGUCGCAGUCUACUCUGUAGGCGUGGGUUCGAAUCCCACUUCUGACAAUUCUUUUUGAAAUUAAAAAAAAAAAAACUUAAUUAGGAAUUUAUUUC

>FBgn0052421

GGCUUGCUGAAGAAAACUGAAAUUUGGCCGACCUACUCAUAACAGGUUCCAUAGUGUAGCGGUUAUCACGUCUGCUUUACACGCAGAAGGUCUCCGGUUCGAUCCCGGAUGGAACCACGUUGACAAAAGUAUAUAUUUUUUUAAAUUCAUUAUAUGUUUAUUAAUUUUUAUUACGACAGAAAACAUAAAUUCAAGUUUUU

>FBgn0051892

CACAAUAAUUUGCACUGAGAGCACCGAAGAAUCUGAAAUAGAACUAUUGGCAAUCGGCGCGCAACAUCCUCGAUAGUAUAGUGGUUAGUAUCCCCGCCUGUCACGCGGGAGACCGGGGUUCAAUUCCCCGUCGGGGAGAUGGGAUAUUUCCUUUCUUUUUAGCUCAUAUAUGUAAUUACAAGAGAAUAAGUGAAUAUUUU

>FBgn0052449

ACGUUAAGACCGACGAAAUAUGGUUCUCCUUGUAGACUUCAAAACUCUUUUAACAUAAGUGGGGGUAUAGCUCAGGGGCAGAGCAUUCGACUGCAGAUCGAGAGGUCCCCGGUUCAAAUCCGGGUGCCCCCUUCACUUUUUUUUUAACCAAUACUCGUUAUUUUGCUUGCCCACUAGCGAAAUUUUGUGGACUCUCCAGA

>FBgn0050260

CAUCAUAUACAGCACCGAUUUCCUCAUAACGUUGCUUAUAAAUACUCUGACCAGUUGAUCCAUUAUAUCCAUAGCAAAAUAUUAAUUGGCCACCUAUCAAAUUGGUAUGUGCUCUGAAAGUUUCAUACUGCAAUUCAAGAGUUGUUGUAACUCAACUUGCGCCUUAUUCUCAAAAUACUCGAUGCCAUUUGGUCUAAGCU

>FBgn0011986

AGCGAUAUAUUGCUUAUAUAAAAUAGCAAAGUUUUUAACUAUCUUUUCGCGGCACCCAUUCAUCAAGCAGUCGUGGCCGAGCGGUUAAGGCGUCUGACUAGAAAUCAGAUUCCCUCUGGGAGCGUAGGUUCGAAUCCUACCGACUGCGAUUAGUUAAAUACUUUUUUUUUUCGCGUUUAAUUUUUAGUGUUAUUAAAUGU

>FBgn0011949

AUUAUAAACUAUAAUAGACCGUUUUGUAUCAUUGAUCUUGGGAAUUUGGGACGCCGGUUGCGUAACUGACCGUGUGGCCCAAUGGAUAAGGCGUCGGACUUCGGAUCCGAAGAUUGCAGGUUCGAGUCCUGUCACGGUCGAAGCUCAGGCUACAUUUUUUUUAAAUUAUAUUUUGUUCGUCCUAGAAUAUAUUAAUAUGG

>FBgn0011851

AUUCCUUGGGUUCUCGAGAAACAUUCGAAGGGAAUUCUGUCGAUCUGCUAUCACAUCCCAUAUUGUCUAGUGGUUAGGAUAUCCGGCUCUCACCCGGAAGGCCCGGGUUCAAUUCCCGGUAUGGGAAUAUGGUGAAGAAAUAUUCUUUUUAGAAAUUUUCACUUUAAUUAUAUUUAUUUAUUGGUCUAUUUGUAGAUCAA

>FBgn0052303

GCGAAAUUUUAUCGCAUCAGGGAACUUUAAAAGGCGCUCUGAGUUCGCCAUUUUCAAGUCGGGGGUAUAGCUCAGGGGUAGAGCAUUCGACUGCAGAUCGAGAGGUCCCCGGUUCAAAUCCGGGUGCCCCCUGGAACUACAUUUUUUGCCAUAUUUUUUUUUGUUGGCUGCUCAAGUCUCUUUGUGGACUUUGGUGGACU

>FBgn0050449

AUAAACUAUACCUUAAUUUGUUAUGAAUGGUAUCCAAAAAUUUAUUUUAUGUGGUCCCGCGAUAUAUCCCAUAUUGUCUAGUGGUUAGGCUACCCGGCUCUCACCCGGGAGGCCCAGGUUCAGUUCCCUGUAUAGGAAAUGUGCAAGUACAUUUUCGAAAAAAUUGUUUUGUUAUUAUUUUAGUUUGCAAUCGAAUAAUG

>FBgn0051570

AUUGACCAUUUAAUUAAAAUUCAUGAAAAAAACAAGUUCGGCAUUUUAUUAUUUUCGGUGACCGCUUGAUAUAAGGGGAUGUAGCUCAGAUGGUAGAGCGCUCGCUUAGCAUGUGAGAGGUACGGGGAUCGAUGCCCCGCAUCUCCAGGAAUAAGUCUUAUAUUUUCUUUUUCCCAAACAAAUGUUUAUUUUUCGUUUUU

>FBgn0011983

AGAUAGUAUCUGCGACCCAACUAUCUUGCACCUCUUGAGAACUCAUUUUCGCCACCCACCCAUCAAGCAGUCGUGGCCGAGCGGUUAAGGCGUCUGACUAGAAAUCAGAUUCCCUCUGGGAGCGUAGGUUCGAAUCCUACCGACUGCGAUAUAAAGAGUAUCUUUUUUAUGUCAGUACUUUCAUGUAUCUAUGGGAUCAA

>FBgn0012028

GAGUGAAUGAGUAUGAGUGCGAAAGCAAAUGAAUCCCCCCAACUAAGCCCCCCACCAACCUUCGAUAGCUCAGUUGGUAGAGCGGUGGACUGUAGUUGGCAAACAAGCAAUAGAAAUCCAUAGGUCGCUGGUUCAAAUCCGGCUCGAAGGAUUUUUUUUUCAGUUAUAUUUUUUUUAUUGAAUUUAGGCACGUUUUAAAA

>FBgn0011984

UGUGUUCAGUCUUGGAUUCUCCCAUGCAAUCAACAUUAGUUGCCAAUUUGCCGAGUCAUACCAACAGCAGUCGUGGCCGAGCGGUUAAGGCGUCUGACUAGAAAUCAGAUUCCCUCUGGGAGCGUAGGUUCGAAUCCUACCGACUGCGAGAAGGUUUACGGAUUUUCUUUAUUUUUCAACAUUCUCUAUUCUAUUCUCUA

>FBgn0051491

AUAUCAAAUCAAACGAGAAAUUACGUAUGGGAUGUGCACCAGACAAGAAAGAAAACAUCACAUUAGCUUCGCAUGGCGUCGGUGGUGUAAUGGUUAGCAUAGUUGCCUUCCAAGCAGUUGACCCGGGUUCGAUUCCCGGCCGACGCACAGCCGAAUUUUUACAAAAAUUUACAAAUAAAUUUUUUACAAACAUUUACUUU

>FBgn0000426|DebB|2R|8071349|8071778|-1

CCAUUAACCCCAAGCCCUUCCUGAACGGCCUGACGGGAAAACCGGUGCUGGUGAAGCUGAAGUGGGGCCAGGAGUACAAGGGCUUCCUGGUCUCCGUCGACGGCUACAUGAACAUGCAGCUGGCGAACACGGAGGAAGUGAUCGAGGGCUCCGUGACUGGUAAUCUUGGCGAGGUGCUCAUCCGCUGCAACAACGUGCUG

>FBgn0002732|malpha|3R|21836685|21837101|1

GAAGACCAGCUACAGCAUCAAGCAGGUCCUGAAGACGCUCUUCAAGAAGCAACAGAAGCAGCAGCAGAAGCCUCAGGGAUCUCUGGAAUCGCUAGAAUCCGUCGACAAUCUGCGCAACGCCCAGGUUGAGGAGGCCUACUAUGCCGAGAUCGAUGAGAACGCCGCCAACGAGAAGCUGGCCCAAUUGGCUCACUCUCAGG

>FBgn0003046|Pcp|2L|7021682|7022473|1

UGGGAAUUUCCCGAAAUUGGAUUAUAAUCGCCGACUCUCGUCUCGAAUCCCGCCCACAGGUGAACUUCAUCGUUGCGCUGGCCGUGCUGCAGGUGCAAGCCGGCUCAUCCUACAUUCCGGACUCGGAUCGCAACACACGCACCCUGCAGAACGAUCUGCAGGUGGAGCGGGAUGGCAAGUAUCGGUAUGCCUACGAGACC

>FBgn0001276|ix|2R|7246942|7247668|-1

CUUCACAAAAAGAAAACAAUUCGCGGCUGUUCAAUAUUUUUCUCCCCCAAUAUCCAUCGAUUUCGAGUGCCAAAUGAAUCCCAACAUGAACAUGAUGCCCAUGUCUGGGCCACAAAUGAUGCAGGUAAUGCAAUCCUCGCCAUCGGGACCCCCAGGACCAGUGCAGCAUCAACAGCAGCAGCCUCCACAGCCACUGCAGC

>FBgn0002633|HLHm7|3R|21862760|21863482|1

UCUCAGGAUAACCUCCUCCGAAAGAUCGAAGAAGUUCUUCAACAAGUCGUUCUUCCAUUUACCUAAACGCAACAAAUAAACAAAACAAACACACAAUGGCCACCAAAUACGAGAUGUCGAAAACCUAUCAGUACCGCAAGGUGAUGAAGCCCUUGCUGGAGCGGAAGCGUCGUGCCAGGAUCAACAAGUGCCUGGACGAG

>FBgn0002838|ms(3)K81|3R|22701678|22702232|1

UGAAGUUUGGCCAGCUGAUAAACUCGGAGCUGCGGUCUCAGCCACUGUGCCUCUCGUGCUACACGCAACUGAUCCAGCUCUACCGGCUGAAGAACAACAAUGCGAAGAGACACCUGGCAAAUAGACAGGCAGCCAGUGCUAUUCUCUCGAGGAGCAGUAGUGAGAAAUCUCAUGAGUCCGCGGCUAGUGUGUCCACAACA

>FBgn0002862|Mst87F|3R|9652867|9653432|-1

UAUCAUUAUUAUUUGUCCUUUCGGCCUGAACACAUCAAAAUUUGUCGUCUAGUCUCAAAUUAUUUCUUUUUGUUCGGUUCAAAGUGAGUGAAAAUAAGUGAAAAUUUACAAAAAUGAAAAUGUGUAAAAAAUUCCUAUGGCAUAUCAUUUAAACGUACCUUUUCUCCCUUCAGAACUUUUACGAAUUAAUCAUGUGCUGC

>FBgn0002631|HLHm5|3R|21854572|21855457|-1

CAUUCGAGCAGCAUCCUGCAAGCAGUUCAGAUCAGCUCAGCACAUUUCUACAAAUCUUCCAAAACAAAAAACACAUUACAAAAUGGCACCACAGAGCAACAACAGCACCACAUUCGUCUCCAAGACCCAGCACUAUUUGAAGGUGAAGAAGCCCCUUUUGGAGCGCCAGCGUCGGGCCCGCAUGAACAAGUGUUUGGACA

>FBgn0002531|Lcp1|2R|4318139|4318737|-1

UGUAAGUGUCCGCAGGAUACGAACCAACAUACUCGAUCCCUAACGAAUGCCUAUUUCUCCUUCAGGUCAUGAUCUGCGCAGUUUUGGGCCUGGCGGUGGCCAACCCCCCGGUGCCCCAUUCCCUAGGCCGUUCGGAGGAUGUCCACGCCGAUGUCCUUUCCCAAUCCGAUGAUGUUCGUGCCGAUGGAUUCGAUUCCAGC

>FBgn0002535|Lcp4|2R|4325162|4325908|1

CUUGUCUGCGCCCUUGUCGCCCUGGUGGCCGCCAACGAGAAUCCCGAGGUCAAGGAGCUGGUCAACGAUGUCCAAGCCGAUGGCUUCGUAAGCAAGUUGGUCCUGGACAACGGUUCCGCUGCUUCUGCUACCGGAGAUGUCCACGGAAACAUCGACGGAGUUUUCGAGUGGGUCUCCCCCGAGGGCGAACACGUCCGUGU

>FBgn0001560|l(1)19Ec|X|20752841|20753653|-1

UAAGCGUAUAUUUCUGAUUUUGUUAAUAUGGAUUCGAAUUGCGAUUUAUCGAUGGUCAAUGGUCAAACGGAGCCCAAAGACCCAAAAUGGGCGUCGUCGUCAACCCAGAUAACUUCUCGGGCAUCGGAAACCUUUUCCGGAGUUGGCUCGGCGAUAAGCACUGAAACGUCCUUGCAGCCAGUGGCCGCGCCCACGAUGUA

>FBgn0002856|Acp26Ab|2L|5892298|5892862|-1

UACUUCGCGGUGAUCUGCAUUUUCUGUAAGUUCGUAAGGAUCUUCGAGGUUCUUAGAGUUUGCCUAAUUUAGUUUUCAUCACUUAGCCUGCAUUUGCCUUUGGCAAUUUAGCGAUGCUGCCCCCUUUAUAAGCGUUCAGUCUAGUUCACAAUCAAGAUCCCAGAAAGUGAUGAAUGGCAUGUUGAGAACCCUAUACGACU

>FBgn0002629|m4|3R|21849757|21850215|-1

AGCGUGAAGAAACUGCUGCAGAAGAUCUUCAAGCAGCAACAGCGCGUCGAGGAGGAGCAGAACCUCAAGAACGCCCUCAAGGCCAACUCUUUGGAGUCUCUGGAAUCCAUGGAAAACAGCCGCAACGCCGAUCUGGAAUCCGCCUCCAUCUGCGCCUCUCUGGAGUCCUGCGAGAACGAGGCCAACGAGCGUCUCUCCCA

>FBgn0004589|Eig71Eb|3L|15643061|15643641|1

AAGAUUACUCUGUUUAUUGGUAAGGAUUUGUAAAUUGAAUUUCACAAUCCAAAUACUUAUAUUAUCAAAUAUAUGUUUUAUUCUUUUAUUUAGCUUUUAUUUGCCUUUUCGUUAUCGUUCAGGCCCAAAGUGAUAGAGAUAUUUGUAGACGGAUUGUCGCCAGAUGUGAGUCAAGGGUCGUGAGAAAUGGCAGAAACAAC

>FBgn0003865|tsg|X|11882196|11882946|-1

ACCGUGGUCAUCCUUGGCCAACGAUGAUGGAUGCAACGAAGUGGUCUGCGGAUCGGUGGUAUCCAAGUGCCUCAUCACCCAGAGCUGCCAGUGCAAGUUAAAUGACUGCCACUGCUGCAAGGACUGUCUAAAUUGCCUUGGCGAACUGUACAUCGAGUGCUGUGGCUGCCUCGACAUGUGUCCCAAGCACAAGGAUGUCC

>FBgn0003356|Jon99Cii|3R|25749476|25750333|-1

AAGACUUGACCAAGAUGAAACUGUUCGUAUUCCUGGCCUUGGCCGUGGCCGCAGCUACUGCUGUGCCCGCUCCCGCCCAGAAGCUGACCCCGACGCCCAUCAAGGACAUUCAGGGUCGCAUCACCAACGGCUACCCAGCCUACGAGGGCAAGGUGCCCUACAUCGUGGGUCUGCUCUUCAGCGGCAACGGAAACUGGUGG

>FBgn0004593|Eig71Ef|3L|15649755|15650501|-1

GUCAUCUUGUUCCUUGGCUGUGUACUUAUUAAUGGACAAAGUCCCGACUGCCGAAAGUUAAGGGACACUUGCAAUCCUUGCAUCCGAAGACUCAAUAAUCCCAUCAAUAAUGUGGAGUUCAUGAACGAGGGAUGCCGUGAGAAAGUCCGUGGCAGAUACAUCUGGAAGAAUCAGACUCGCUGCGAUCUUCAAGUGAUCGC

>FBgn0004426|LysC|3L|1210485|1210971|1

CUUUCAUCGUUCUGGUUGCCCUGGCCUGUGCCGCCCCAGCUUUCGGUCGCACCAUGGACCGUUGCUCCCUGGCCCGCGAGAUGUCCAACCUGGGCGUUCCCCGCGACCAGCUGAACAAGUGAGCCUGCAUUGCCGAGCACGAGUCCUCCUACCGCACCGGAGUGGUUGGUCCUGAGAACUACAACGGCUCCAACGACUAC

>FBgn0003983|Vm34Ca|2L|13411177|13411631|-1

CUGGCCGCUUUCGUUGCCGCCGAUAAGGAGGAUAAGAUGCUCGGCUCCUCGUACGGUGGUGGCUACGGCAAGCCCGCCGCUGCUCCGGCUCCAUCCUACUCCGCUCCGGCUGCCGCUCCCCAGGCCUACGCCGCCCCAGCUGCUCCAUCCUACGCCGCCGCUCCGGUCUCGAUCCCGGCUCCUCCUUGCCCCAAGAACUA

>FBgn0003411|sisA|X|11215612|11216379|-1

CAGUCACAGACCACGUCACACAUCGAAAAAAAUCACCAUGGAACGGAGUCAUCUUUACUUGCCCACUCUGAGCUACGCGGCCAUGGGUCACGUAUACGCACCGUAUCGCGGAAGCAGUUCACCCGCACUAUCGACAGCAUCGUCAACAUCAUCGAAGCCGGAGCAGAUCGAGGAGCUGGUGUCCCAGCAGCUGCAUCAUC

>FBgn0004052|Z600|3L|15502161|15502613|1

UCACAUUAACUUCCUGAUCAGCCAGCCUAGCAGUUAUUAUGUCGUCGACAAAUGAAACCAACCAAGUGCUGCAGCGCCUGAACAGCCUGAAAAUCGUGGAAACCCCAAAGGAGCAGCAUGAGUUCGGAAAACGCGAGUGCUACUCCCUGGACAGCAAGAAGUAUUCCCUGGUACCAGCCACCCCCAGCAGCUCAGGACAC

>FBgn0003114|plu|2R|16150463|16151224|-1

UGCAUCCCUAGAGCACCGUUAUAUGAAAGCUUUUCAGAAUGGGUGAAAUAAAUGGUAAAUUAUAUUAGCUAUGCGAAUUUCCAAUAUUGAUAAAAAUGCAUUGCAUUUAAGCACUCAGCUGCGUUGGACAGGACGAUGUCGUUUCCCUGCGCAUCGUGUGCACCAUGGCUCGCGACGGCAAGCAGCACAACCUCGAGGAU

>FBgn0003863|alphaTry|2R|7231756|7232620|-1

ACCGUCCCUGAGGGACUCCUGCCUCAGUUGGAUGGCCGCAUUGUCGGCGGCUCUGCUACCACCAUCAGCAGCUUCCCCUGGCAGAUCUCCCUGCAGCGCAGUGGCAGCCACUCCUGCGGUGGAUCCAUCUACUCUGCCAACAUCAUUGUGACCGCCGCUCACUGUCUGCAGUCCGUGUCCGCUUCAGUCCUGCAGGUCCG

>FBgn0004174|Mst84Dc|3R|3189975|3190395|-1

CAAAAUUUUGUUGUUUUGUCCCAAAUACUUGUUUUUUUUUUUUGGCUUCUAAAGACCGUUGGUAAAAAUGUUUAUUGUAAAGUUAAAAUAGUAUACAUAUUUAUUUCGUUUAUUUUAGACUUCUCGAAUUAAUCAUGUGCUGUGGACCUUGUGGAUCGUGCUGCGGAUAUUACUGCUGUGGUCCCUGCUGUGGACCUUGU

>FBgn0004428|LysE|3L|1212924|1213413|1

CUUCAUCGUUCUGGUUGCCCUGGCUAUGGCCGCUCCUGCUCUUGGUCGCACCUUGGACCGUUGCUCCCUGGCCCGCGAGAUGUCCAACCUGGGCGUUCCUCGUGACCAAUUGGCUCGUUGGGCCUGUAUUGCCGAGCACGAGUCCUCCUACCGCACCGGAGUGGUGGGUCCUGAGAACUACAACGGCUCCAACGACUACG

>FBgn0004228|mex1|3L|15510557|15511556|-1

GAAAUAUACUGUACAGUAUAUCUAUCUAUAAUAGAAUAACCCAAAAAAGUCAUCACCAUGUGCAACGCUCUCUGUGAAUGCCUCAAAUGUCCCGGCAAAGUGGUUUGCUGGUAAGUUUCCAUCGGUUUCUGGCUCACUAAUCAUCAUAUACAAAUAUAUACUAUAUAUAUAUAAAUUAUAUGUGAGAGCUCUUGACCAGC

>FBgn0010357|betaTry|2R|7233844|7234641|1

UGAAGUUCCUGAUCCUGUUGUCGGCUGUAGCCUGCGCCCUGGGAGGCACCAUCCCCGAGGGUCUCCUGCCCCAGUUGGAUGGCCGCAUUGUCGGCGGUACUGCUACCACCAUCAGCAGCUUCCCCUGGCAGAUCUCCCUGCAGCGCAGUGGCAGCCACUCCUGCGGUGGAUCCAUCUACUCCGCCAGGGUGAUCGUGACC

>FBgn0011279|Pbprp1|3L|12389271|12390057|1

CAAAAAUGGUUGCAAGGCAUUUUAGUUUUUUUUUAGCACUACUCAUACUAUAUGAUUUAAUUCCUAGUAAUCAAGGAGUAAGUAUUUGCUGCCACGCAAUAAUUGGAAAAUUUAUUUAGUUGUUGUGCCUCUUAUUAGGUGGAAAUUAAUCCUACGAUCAUAAAGCAGGUGAGAAAGCUGCGAAUGCGAUGCUUAAAUCA

>FBgn0015831|Rtnl2|3R|3355004|3355478|-1

CGUCUUCACGGGCAUCCUGCUCCUCCUGCUGGAUGUGAUGGUCCACUCGGUGAUCAGUGUGAUAAGCAUGGUAGGGAUCACAGUUCUCAUAGCAGCUAUUGGCCAUCGCCUUUUGGUACAGUUCUGGAGUAUCUGGAAGAAGGAUGAGAACAAAGAUCAGAUCUUACGUUUCUAUCCUCACCCGAAGAUAGAAAUCCCCC

>FBgn0010401|Os-C|3R|3804681|3805546|1

AUGGGACGACAGCUGCUACUCUCCGGAUUCCUGCUGGUGAUGCUUCAGAUGGUGACCCAAACGCAGGCCAGGCCGCAGGUGAUUGACGAGUAUAAUCAGUUCGAACAUGCAUAACUCAAUCCGCCAUCAGGAUGUGAUCACAGUUGCUGGCGAGGAGACAGAGGUGGUGAUCAAGCGGGAGGGCGAUGACGAUGGAGACG

>FBgn0010039|GstD3|3R|8198790|8199535|1

ACUGCCCUUGGUCGGCGCUUGCCGCUCCGUUCUGAUGGUGGGCAAGGCCCUGGGUCUAGAAUUUAAUAAGAAGAUAAUCAAUACGCUGAAAGGGGAGCAAAUGAAUCCCGAUUUCAUCAAGAUCAACCCGCAGCACUCGAUUCCCACGCUGGUAGACAAUGGUUUCACCAUUUGGGAGUCGCGUGCCAUUCUCGUUUACC

>FBgn0010296|ng4|X|3137984|3138221|-1

UGGAAUGGAAACUGCUGCUAAUAGUCCUGCCCUGGCUGCUCGUAUGUAAAAUUUUUUAUAAGGUCGAGGACUUUACGGAGCCUGAUGUCGCUUACCAAAGCAUUGACUAUCAUCCCGAGGACUACAUCGAUUCCUUCACCGACUUUCAGAAGCAUGACUACUUUCAGUAUUGAGAGUAUGCUGGUGUUUCCUUUUUGUUU

>FBgn0010388|Dro|2R|10633461|10633821|1

CGUUUUCCUGCUGCUUGCUUGCGUUUUUGCCAUGGGUGUGGCCACUCCCGGCAAGCCACGCCCCUACAGCCCACGCCCCACCUCCCAUCCCCGCCCCAUUCGAGUGAGGCGCGAGGCACUGGCCAUCGAGGAUCACCUGACUCAAGCUGCCAUCAGGCCACCACCCAUUCUGCCCGCCUAAAGAUGUGUGCAUACCGCGG

>FBgn0011834|Ser6|X|20833630|20834528|-1

CUGCCCGUACAGUCGGCGCCUGGUAAACUGAACGGUCGAGUGGUGGGCGGUGAGGAUGCGGUGAAAAAUCAGUUUCCCCACCAGGUCUCCCUGAGGAACGCCGGUUCCCACAGCUGUGGAGGUUCAAUUCUGACCAGAACCUACAUCUUAACCGCCGCCCAUUGUGUCUCCAACGAGGACGUGAAUCAUGUGAUUACGCC

>FBgn0013347|TfIIA-S|3R|19716110|19716778|-1

CUUCGCAUUAAAAAUUUUUGCUUGACUUGACAGGUUCGUAGAAAAGUCGCAGAAGAAAAAGCUGUUCCGUCGGAAUUAAGGCAGCCACUAUGUCGUAUCAACUGUACCGCAACACCACGCUCGGCAACACCCUGCAGGAGAGCCUCGACGAGCUGAUUCAGGUGAGUUCGCGCUGGCGAAGUGAAACGCAUUGUAAUUUU

>FBgn0015583|Acp29AB|2L|8392466|8393239|-1

UCUUCCAAACUGGACAUGUACGCAUCUAACCUCUUAUACCUGUUGGCAUUAUGGAACCUUUGGGAUCUCAGUGGUGGGCAGCAGGACAUUCCGAACGGAAAGGCUACAUUGCCAAGUCCACAAACGCCGCAAAAUACAAUCGAUCAGAUUGGUAUUAACCAGAAUUAUUGGUUUACAUACAACGCGCUUAAACAAAACGA

>FBgn0010403|Os-E|3R|1801897|1802539|-1

UUUCUGGCCUUAACAAAAGUUUUCCAAUUUGGUUUAUAAUUUUCGCAAUAUUUUCCAGUGGCCUCCGCCAGCGAUUUUAAAACUGGGCAAGCACUUCCAUGACAUUUGUGCUCCCAAAACUGGCGUUACUGAUGGUAAGUUGGACUCAAAAACGGAAAAAUCUUUAAUACCAAUUUUAUUAACAGAGGCCAUCAAGGAGU

>FBgn0013681|mt:ND3|dmel_mitochondrion_genome|5608|5961|1

UAUCAAAAAAAGCUUUAAUCGACCGAGAAAAAAGAUCCCCAUUUGAAUGUGGAUUUGAUCCAAAAUCUUCAUCUCGAUUACCAUUUUCUUUACGUUUUUUUUUAAUUACUAUUAUUUUUUUAAUUUUUGAUGUAGAGAUUGCAUUAAUUCUACCUAUAAUUAUUAUUAUAAAAUAUUCUAAUAUUAUAAUUUGAACAAUU

>FBgn0010358|deltaTry|2R|7242838|7243633|1

CUGAAGUUCGUGAUCUUGUUGUCUGCAGUAGCCUGCGCCCUGGGAGGCACCGUCCCUGAGGGACUCCUGCCUCAGUUGGAUGGCCGCAUUGUCGGCGGCUCUGCUACCACCAUCAGCAGCUUCCCCUGGCAGAUCUCCCUGCAGCGCAGUGGAAGCCACUCCUGCGGUGGAUCCAUCUACUCCAGCAACGUCAUCGUGAC

>FBgn0013981|His4r|3R|10451461|10452336|1

AAGCAAUUUUCUGGAGAUUUCUUGAAGUGAGUUUUGUUGCUGAGAAAUUUAAGUAAAUAAUAGAAGAAUCGGUCAACAAAGUUUUUUUGUGCAUAAACAUAAAAAAAAUAAUUGGAGACCAUUAUUUUGUAUGAAAACAGACUUAUUAACAACAGUUUUCACCUGUCAAAUGAACGUUUACCUUUCACCAAACAUGGCGU

Training sequences 

>dme-mir-1

GUGCCACCAAAAGUUAGCCGCGUUGUGGAAAAUCCAAAACAAAGACCAUCCCAUAUUCAGCCUUUGAGAGUUCCAUGCUUCCUUGCAUUCAAUAGUUAUAUUCAAGCAUAUGGAAUGUAAAGAAGUAUGGAGCGAAAUCUGGCGAGACAUCGGAGUUGAAACUAAAACUGAAAUUUGAUUGAAACAGAAGUAGAACCGUA

>dme-mir-8

AAAUAAUGUUGCAAUAACCAGUUGAAACCAAUGGAAUACCGAAUCUUGCUAAUUAGCAAGGACAUCUGUUCACAUCUUACCGGGCAGCAUUAGAUCCUUUUUAUAACUCUAAUACUGUCAGGUAAAGAUGUCGUCCGUGUCCUUAACCUUCAGUACCACCAACAGCAGCAGCAGCACCAAAAAAAAAAAAAAAAAAAUGC

>dme-mir-13b-2

AGCCACAGCGUGUAAGUAAUGUUUCCAGUUCCAUCGUGCUAAACAUCGUCUACCUCUGCUGUCUAUUAACGCGUCAAAAUGACUGUGAGCUAUGUGGAUUUGACUUCAUAUCACAGCCAUUUUGACGAGUUUGUUGGACAGCCAGCCUCAUCAACGUGGAAAUGUUGCGCGUGCAAGUGAGUCUUUCAAGACCAAGUAAA

>dme-mir-79

AAAGUGAUAAUCAGUGAUAUCAGUGAAAUACAUUGCAAUGAGUGCCUUAGAGUGAAGCUGACUUGCCAUUGCUUUGGCGCUUUAGCUGUAUGAUAGAUUUAAACUACUUCAUAAAGCUAGAUUACCAAAGCAUUGGCUUCUGCAGGUCAAUCGUCAGAAACAAUUUAAGAUAUGCUUGUUUAUUGUUAUUUAUUAUUACA

>dme-mir-124

AGUGAGUUUCGUUGUUACAUUGCAUAACGACAUAAAGCCCAAGUGUCCUUCGUCAUUUGGUACGUUUUUCUCCUGGUAUCCACUGUAGGCCUAUAUGUAUUUCCACCAUAAGGCACGCGGUGAAUGCCAAGAGCGAACGCAGUUCUACAAAUUACUCAUACCCAAUAAUAGACAGAAAGUGUUUAAAAGCCUGAAAUCAU

>dme-mir-125

AGUAUGUAAAUGCAACCGGGCAUAUGUAAAUAUUGGCAUUGGUGACAUGUGCAAAUGUUUGUAUGGCUGAUUCCCUGAGACCCUAACUUGUGACUUUUAAUACCAGUUUCACAAGUUUUGAUCUCCGGUAUUGGACGCAAACUUGCUGAUGUUAGUAAAAAAUAAGGCAAAAACGAAUUCCCUUUCAAGGCACAAGUAUC

>dme-mir-276a

UGAGCUCGAGUUUUGUGAAAAAGAAAAAGGGAAACGCGCUGCCAAGAUAUUUUUUACCUGGUUUUUGCCAUCAGCGAGGUAUAGAGUUCCUACGUUCAUUAUAAACUCGUAGGAACUUCAUACCGUGCUCUUGGAAGACCAAAAAACAACCAAGUGAAUGCAAAAAUCCCAAAAAGUAUGGCGAAAACAAACAAAAAGUG

>dme-mir-277

UGAAAAUAUAUAUAUAUACAUAUAUAACGAGGCCUAACGAUAAAAUGCAUCCUUUGAAGGUUUUGGGCUGCGUGUCAGGAGUGCAUUUGCACUGAAACUAUCUGAAGCAUGUAAAUGCACUAUCUGGUACGACAUUCCAGAACGUACAAUCUUCCCGAAUGCAGGAAAAUGCGAUAAAUGAAAUAUGCAAUUUUUGUGAU

>dme-mir-314

GGCAAGCUCCGAACUCCGCACCAUAUAGCAGUGUUUUGGCCCGCACUCUUAUCGUAACUUGUGUGGCUUCGAACUUACCUAGUUGAGGAAAACUCCCAUGUCGGAUUUUGUUACCUCUGGUAUUCGAGCCAAUAAGUUCGGCCACGAAUUCGCAUUUUAUCUUUUGCAUUUUUAUUAUUUUCGAUUUUUUGGUUUUUUUU

>dme-mir-963

UCUCCGAACUUUGGAAGAUCUGGAAGAGAGGAUAUGGCAAUUACAACUAAUUUUUCUUAGUCUAAUCUAAAACAAGGUAAAUAUCAGGUUGUUUCCUGUAUUCGAUCGAAACAUCUGUAUAUACCUUUGUUCCGAUUGGACAAAAGUGCGUCUUCUAGUUGGUGAUACCAAUAACAUAUUGGUCCAACUUGCCUUAGAAU

>dme-mir-969

GUGCAAGUGAUGUCAGUGCAACGUCGUCAUUAGUGGCAUUCGGUGAAUCCCCAAGUCUCUGUCCUACGUCCGAGUUCCACUAAGCAAGUUUUGAGAUCGUUUUAAAAACAAAAACUUGACACGUUGAGCUCGUUCGUGGGAUGGACUACUGCAAUUCGAAAUCCAGUUGCUACUUAAUUUAAGUUCUAUGCCAUGUGUUG

>dme-mir-973

GUGAUUUUGCGCUAAACAUCUGCUUUUAACAUCAGAAUAUACUUCACUUUACCGUCGUCGACUUUUCGUGGUUGGUGGUUGAACUUCGAUUUUAAGUAUUUAAAUAAAAUGAAAUCUGUUCAUUCUCCGACACAAGAAGUUCACGCAAAGGAGCUGCAGCUGCGAACAUCAAAUGCGUGAAUCCCAGGUCCAGGUAAGCU

>dme-mir-977

CGGUGCACUGCACCUAACAACAUCGCGCCGGGGAAUCCCAACACAACGAAUCAACAAACAAGGUAUGCUUUAGAUAACUCGAAUAUCACAUCUUCAGUGUUCGAAAUCUGAUGAGAUAUUCACGUUGUCUAAAUCAUGUUUUGUACGAAACUACAACUAAGAUUUCAUAUAGCAACAAAAAACUGCAAUACAUACAACUA

>dme-mir-996

AUCCGGGCGAGAAAGGAGCCCAAUAGUGGGGAUGUGGGGAAGGAUGCUCUUUUCUGACUCUAUUUUGUCGGCGAACAUGGAUCUAGUGCACGGUGGUUCAUGAUUAAGUUCGUGACUAGAUUUCAUGCUCGUCUAUUAAGUUGGGUCAGCACAACGAAGAGAGCGGAGCUUUCCAUCUCGCGGGGAUCGGAGGGAGUCGU

>dme-mir-1008

GCCUGGGCGCAGGCGAGACUGACUUCAAGGAGCGCUACAAGAACCUCAAGAAGAAGCUGAAGUUCCUCAUCUAUGUAAAUAUCUAAAGUUGAACUUGGCCAAUGGCAAGUCACAGCUUUUUGUGUUUACAGGAGAACGAGUACUUCCAGGAUCUAUUGCACACCAACCAGCGGCGUCUGCUGAAAGUUUCCCGGGAUCGU

>dme-mir-1010

UGCUCCGUGGAGGACCUGCUAAUUCGCAUUGGACUCAAGGAGUACACCUCCGUCUUUGUGCUCAACGGGUAAGUGGUGUAGAUGAAACAAAUUUACCAACAAUUUUGUUGGAUUGUUUCACCUAUCGUUCCAUUUGCAGCUACGAGGACCUGGAACUGUUCAAGGAACUGGAGCCCGCUGACCUGGAUUACCUGGGCAUU

>dme-mir-2489

AUCACAUGGAAGAGACUUCCAUCUUAGAUUAAAACGUGAUUUAAAUACAUUUAGCAAUAAGUUAGACGUGAGUAUGGCUAUACAAAUCAUCUGGAACGUAAGUUCUAAUGUAUGUAUUGUAUGUUGUAUUUGCAGUUUUAUGAUAGCAAAGGUCCCAUUGAUGUCUCCACGGAUCAUAUCUAUGAGGGCGAAGUGAUAGG

>dme-mir-2490

AAAACAAAAAUACGUGCGUUUUGAAAAUAAAGCACAGAAUACAACAAAACAAUCGUACGUUCUGAGCGAGUUGAAGCGAUAAAGCAGGUUGCAAACUGCUCUCUCGCUUUGCUCUUACUUUAUCGCUUAAACUCGCAACUCGCUUCGCUCUCACUCUGACAUCUUUCAAGCGAUUGUACUUAAAAAUGCAUGCAGUGGUU

>dme-mir-2495

ACGCAUUCGAAUCACCUACAUACAUGCAUACGUAUGUAUUAUACAUGUAUGAUCACAUUGGCUUGUGGGCGUGGCACUUCAAUUGGGCUGACUUUGCCUGGCUGGAAAAGCGGCACCUAAUUGAAAUGCCCGCCGAUCAGUGCUCGAUUACGAUCGACACAAGCGACAUUUUCGUUUAAUUUCGUUUCUAGUUGUUAAGA

>dme-mir-2501

GAGCUACGGCACCUGAAUCCACAGAACGAGAUGCGUCGCACUUUUGGCAAGCGGGUGGUAAAAGUGGAGUAAGUUUGGAGUGCCUGGGCUAAGAACUUCCAUUCUGAAACUUAACUCUUGCAAUCAAACUUUCUUUCAGAACCAAGCGUGGCAGGCAGAAGCCCACGCUGAAGUCCACCUAUAUGGUGACCGCCAAGGAU

>dme-mir-4909

UCGCACCCUGGCAAAUAUAUAUUGACACUGAAGAACCGCAAGGGAUUCGUUAAAAUGGCCAUUAGGACAGGGUAGGUUGAAAUCGGAUACAACUAAAAGUUAUUUUUAAUUGUAUCCGGUCUUCAUUUUAGGUCUUCGAUUGUUCCCACGUUUUCCUUUGGCGAGGUGGACAUUCUGGAUCAGGUUGCCAAUCCACCGAA

>dme-mir-4915

GCCAUCGCUCACAUCGUACGCUGCCCACGUAGAGGCCAAGAAGAAAAUGCCACCCAGGUGAGAAAAAGUAGUAAAUUAAGCAUAUCACGCAAGGACAAACAUUAAGUUAAGGCCUAGUUCCUAUUAUACUAGGAAUACUCAAUCCUACUUAUGCCUCUUAUUCUUCUUUUCUCAGACCUCCGCCAAAGAAUAUUCGGCGA

>dme-mir-4961

GAUUGAGUGCAAUCGGAGGAGGGAAGAGGAGAUAUUACCCAGAAGCGAUAUCCAAUAGUAGCCAACUCUCUCGCUCUCUAUGUGUAUGUAUGUAUCUUGCUAUCCAUAUAUGUAUAUCCAUAUCAGAGAGCCAGGAUUGGUUGAGACCAUACGAUAUAACCCGAAACCACACUGGCCAGGAAUAGCAAAUCCAAGCAUUG

>dme-mir-4962

CAAAACUGCCAGUGGCCGCAUAUUUACAAAAAGCGUGAGUGUGUUUGGUUGUUUUUCCUUUCUUUUCUCUCCGUCUCUCUCUUUCCCUCUCUCUGUUUACAUUGAGCUGUUUUGUCCGUGCACGUGCUAGACGAUGUAGAGAGUGAGGGAGAGAGCGAAUAGAAUAACAGCUCAUUGUGCUGAGCGCCCAGCCUGCGUCG

>dme-mir-4966

AUAUCUAGAAUCUUGGUAUUCGUGCAAAAAGUUUCCAGGACAUUGAGCUGUGUGACAACAAACUUGUCGGCACUGGAGUACUAAAUAUAUUGCACAUGUUCAUGCAUGUUCAACAUAUUUAGCACUCAAGUACCGAAAAAUGAACAACGAAACGAAAAAUAACACGAACAUCAUGCUGCCCAUUAUAUUAUACACUUAUU

>dme-mir-4970

UUCCUUCAGUGAUGCUCCAAAUCCGGCAAUGGACAUGUUUAGAUCGGACCCAAAGGUGGGCGACAAGGGCUGGGAGCAGCAGUUGCUGGCGGUAUUCUGAAGCUGCUCUUCCGUGGGUUGCUCUUGCUCCUGACCCUCCUCUUCCUCCGCUUCAUCCUCCUCCGCAUCUUCGUCUUGCGGCGCACCACUUUUUCCAUUGU

>dme-mir-4973

GAAGGACUUCAGUGCUUUUGGGGCUGUGCUGUUGGUCCUUGGGCCAUCGCUCGUUCAGUCGUCGUUGCGUGUUGUAGGUGGCCUGGUCUACUGAGCUCCGUUUGGACUGCUCCUCCUCCAACUACUACUGCGGCCGCUGCUGCUGCUGCUGCGGCUGCUGCAUCCGCCUGCAACCUGCAACACUCACACCACGGCAACAG

>dme-mir-4974

CGAAUUUCAUGUGUGUACACAUUUACACGUAUACGCAUUGACUUCUUUUGUUCUUUGUUUUUAUUCCCUGUCAGAGAGUAUAUUGAUUUUAGGUGGACAUUUGCGACCAUAUAAAAUAUAUAUAUUCCUGAUAAAGAAUAUUUAAUAUAUCUUCUUUUUCGGUAUACACCAGUGUUUGACAGUAUAUAAUUUCGGUUUUA

>dme-mir-4980

CAAAAUAAGCGAAGAACCAGUGCAAAAACGAAAGAGGGGAAGAGGCUGAGAGCGGGAAAGUGAGAAGUAGAGAGCGCAGAUAGGGAGUGGGAGCUUAUACCGUUAUAAAGCCAACUUCCGUUCUGCGUUUCGUUCCAACCCCCCACCUCUCUUUCCCUCUUUUGGCAUUGCAAAAUAUUAAAACUUCCCAUUUAACAUAU

>dme-mir-2a-2

UGUUACUAACCAUGUUACUAAUUCAUAAAGUUAAGGAAACUGUUCCUUACCUGUACGAUGUUGAUUAUCUAAGCCUCAUCAAGUGGUUGUGAUAUGGAUACCCAACGCAUAUCACAGCCAGCUUUGAUGAGCUAGGAUAAUCAACGGGAGACAACGUAAAUGAAAUUUUAAACCGAAAGUGAAUUGGAUGUGAAGAAAGG

>dme-mir-2b-2

CCCUAGAAGAAUCUGAAUCUGAAUCUGCACCUCGGCUCUCAUCGAAUCGAAACAGGAGAAUUGUGUCAUUCUUCAAAGUGGUUGUGAAAUGUUUGCCUUUUUAUGCCUAUUCAUAUCACAGCCAGCUUUGAGGAGCGACGCGAUGCUCAAGGCAAAAAAAAAAUCAAUCAAAAAACAAUUUGAAAAUUCCAAAAAAAAAG

>dme-mir-5

UGUGGCAUUAGCAGCACCACGAGUCAAGAAAUUAUGUUAAGUGAUCCCCAAAUUCAUCGGGCCAUUCGCUAAAAGGAACGAUCGUUGUGAUAUGAGUUGUUUCCUAACAUAUCACAGUGAUUUUCCUUUAUAACGCAUGUUUAAAGUCCACAACUCAUCAAGGAAAAUGAAAGUCAAAGUUGGCAGCUUACUUAAACUUA

>dme-mir-6-2

AAAGUGCCUAACAUCAUUAUUUAAUUUUUUUUUUUUUUGGCACACGAAUAACCAUGCCGUUUUUAACCCAAGGGAACUUCUGCUGCUGAUAUAUUAUUGAAAAACUACUAUAUCACAGUGGCUGUUCUUUUUGGUUGCACGGCCAAUUCCAACGAUUUGUCAUUUGUGGCACGCAUUUGUGUCACCUCAGUGCGAAAAUU

>dme-mir-11

GUAAAUAUUUAAAGAUACGCAGCUAACUGAGGUGCCUACGAUGCAUUUAGAUCUAUGUGAGGCGCACUUGUCAAGAACUUUCUCUGUGACCCGCGUGUACUUAAAAGCCGCAUCACAGUCUGAGUUCUUGCUGAGUGCGAAAUCCUCGAAGCAACAUUAAGCGAAAUCAUGGGUCGAUUCCAAAAAAGAACCUAUAUUUA

>dme-mir-31b

UUUUAAGUGCCCUUUGUGUGUACCGAAAGUUCGCUCCACGUUAGACAAAUAAUGAAUUUGGCAAGAUGUCGGAAUAGCUGAGAGCACAGCGGAUCGAACAUUUUAUCGUCCGAAAAAAUGUGAUUAUUUUUGAAAAGCGGCUAUGCCUCAUCUAGUCAAUUGCAUUACUUUGACUCUAUCAGCGUUGGAGGAUAAAAAGA

>dme-mir-281-2

ACUGUGUCCUGUCCGUUGAGGUGUUAGCUUAGAUUUCCGCUUUCAGAUCCUCCGCGAAUUGUGAAAUGAAGAGAGCUAUCCGUCGACAGUCAAGUUAAGACCGAUUGUAAUACUGUCAUGGAAUUGCUCUCUUUGUAUAACAUUCGAAAGGCGACGAUUAUAAGAUCGAAUGAAUCGAAUUGGAGUGCUUAAUUUUAAGC

>dme-mir-285

UAGUCCAAAGGGUUCAGGAUCGGAAACAGGAGCUACCUACUUGCCCUGCCACUUCGAAUCGAAGAACUGAGAUCGAUUGGUGCAUAGAUAUCAGGAGAACCCACUCAAUUUAACUCUAGCACCAUUCGAAAUCAGUGCUUUUGAUAAGAAACAAUCAGCGAAGUGUCAAAUCGAAGCGAACUUCAAAUGUGCUGUUAAAU

>dme-mir-311

UUUUGUUGUGUUUUUAAACUCCUUGCAAUAGGCGGCAAGACGGUGAAAAAUCGAAAUUUCUAGAUCAUUUUUCGGACGGUAUAUGGGUUAAUAUUUCAUUUGUCGAAUAUAUUGCACAUUCACCGGCCUGAAAAUAUCAAGAAUUAACAUCGAAAAGUGAAAAAAAAGUGUUUGCGAAAACAUAAACAUUUGCAGGGCGG

>dme-mir-956

CCAGCUUGAUAUGAGCACUUUUCCUGAUCGUUAUCGUGUUUGGAAUGGUCUCGUUAGCUAACGGAUGAGCAAGUGCUCGGCUCACUGGCCCAAAUGCAGUUUGCCCGGAGACGCCGGUUAACCCAGCACUGAAAUGUGUAGUUUCGAGACCACUCUAAUCCAUUGCAGCAUUUUCAACAAUAUGCAAAUUCAUCCCGAUU

>dme-mir-967

CAAAAACCGAAAAAAAAAAACACUAAGAAAACCAAAAAUGAGAACUGCAGGAGACUUGGAGAGCAGAGAUACCUCUGGAGAAGCGCGUGACCUGACCCCAGCAGGAGAACCCAACCCGCUUUUCCACCUAGGUGUCUCUCUCUCUCUUUAUCUGUUCCUCAGCUCGAGAGUGUGUAUCUUUCCCCGAGUGUGUAUAAUUA

>dme-mir-981

AGUUGCCGAUAGUGUGAAACAACAAAGUGCUCCUUGCACUGCAACUUAGGAGAAACAUCCUCACUGAAGUCGGGUUUCGUUAGCAGCGGGCUGUUUUAAUAAAUUCAACAAGUUCGUUGUCGACGAAACCUGCAUGCUGUGUGGAAAAUCAACGCUCAAGGCCGCCCAAGGAUUCACGUUUUUACAACCAACCCAAUUGU

>dme-mir-988

AGUGGUGUCAAGGUAUAAAGUUGGAACUGGUUUCAAAAGAACAUAGUUGACGGCGGUACCGGGCAUUUUGGGUGUGUGAUUUGUAGCAAAGUGAUAUGUAUUUGAUCAUCCCCUUGUUGCAAACCUCACGCCAAAGAUGAUCUGCGAAAUACACAGUGGUAUGGAAAAAAAAGGAAUAUAGAACCCCUUUGAUACUAUCU

>dme-mir-990

UAACUGGAAGUUGCGUCAGACUCACGCAGCUUCCAAGUUGGUUUCGUGGGAAACUGGCGAAUCUGCUCUGCGACAUUCACCGUUCUGAGUUGGCCCCAAGUGCACGUGGGCCAGCUUUCAGCUUCGGUGCCAUUUCACCCCGAGCACCAAGAGCAUCAGACUAUAGAAUUUACCAUAAAUAAAUCCAAAGGCAUCCUCUG

>dme-mir-1001

ACAUACAUAUACAUACAUAUGUUUAUGCAUUCUUCGAGGGUUAGCCCGCGAUGAUGUAAGCUGGCCUGUCCCUGGGUAAACUCCCAAGGAUCAGGUGGAGAUUGAAUCCCGAUCCUUGGGUUUCUGCUCUCGGGCAAGGUCAGUAGUGCCCGCGAAGGGCCCAGCUGUUUGUUAACUCCUUUAGUACCUAGCGAAUGUCC

>dme-mir-1002

CAGUUAAAGUCAACACAUAAGUAGUGAUAAUGCAAGAGUAUUGUAUCGGAAUUAAUUAGAAAUUAUAUAUUUAAGUAGUGGAUACAAAGGGCGAUUUGAUAUAAAAGUGUCGCAUUGUAUGACCUACUUAACUAGCUGAUUUUGUAUCCCAACAUAAUAGGUUAAAAAUUAAUUCGAAUUUUGUGAGCUGGGAUAAAGUA

>dme-mir-1012

GAGAGAACAGCAUGUGUCCGGCAGGCAGUAGCGUUUGUCUAUUUGAUAGUAAAGCCACAAAUCCAAAAGAACGGUGGGUAGAACUUUGAUUAAUAUUGCUUGAAAAAUAUUAGUCAAAGAUUUUCCCCAUAGAUUUAUCAAUUUCGGCAAUGUACAAACGCAUCCGGUGGUGGAGAAAGGGCAGCUACUGCUCAGGCAUG

>dme-mir-2281

AACAAUAUUUGUGCAAACAAUGCUGCUUUUCCAGGCAUCCAGUGCAUCCUACGGAUGUCGAGCAGUACACGUAUUAUCUGCAGCUGCAGAUGCAAAUGUAUAUGUAUCUGUAUCUGUAUCUGCAGUAUUGCAGUAUCGCUGCUUUAUUCAUAUCCAUGAGACGCGUCGCGACAUGUGUAAACGUCUGGGUAUAAUCUUUU

>dme-mir-4912

CCUGGUCAACGAUGGCGAUGCCAAGAACUACCACGCCUGGCAACAUCGCCAGUGGGCCAUUCGCAGCUUUAAGUGAGUAGUCGUAUGUUUAUUAAGAUUUACUUUCUAUAAAUUAAUGUCCACUACUUUUAGUCUCUAUGACGAUGAACUUAGCUUUGUGGAUCGUCUCAUUAGCGAGGAUCAGCGCAACAAUUCGGCCU

>dme-mir-4943

GUGAAAAGUGGCUCAAGAGUAGGAAACUAUUUUAAACAACUAUUUCGGAUCGUUUGAAUGACCAAUUUUGUCUUUUAUUUUCUCUGUGUUUUCAGUUAAUGAAAGAUAGUGAACACAGUGCUAAAUGAAAGAUAAUGAGACCCAGUCGACAGGACCCAAGAAGACGAUGUUGAUUGAGUGCAUUUCGCGUGACAUUCCCU

>dme-mir-4949

UAGUGAAGAAUCGUGUGAAAUUUCGCCAAUUAAAGUGCGAAACGUGUUUGAUAAUGCGCCGCCAUCUUGCGGCACACUCGCACACACACACGUGUGCCAUUCUGGUUUUGCAGUGGUGUGCGUGUGUGCCUCGAGUCGUUGCGUCACUGGAAAAGUUAGAAAAUCGGCAAAUUCGCAGAGGAAAAGCCAGCAAAUCGGUU

>dme-mir-4955

UUGCUGAUGUCAAAUCACCGAUUUGCUUCCCCUUUUUCCGUGCGCGGAGAAAAAAAUCCCCAGAAACAUAAUAUCAGGAUGCUCUCUAUCUCUGUCUCUGUCUAACGCUUAAUUGUUGCUCAAUUGCGAAUUAAUGUCUGGGGCUUUUUUUCUCCGUGCAGUGCCAUAGCCGUAACCACAACCUGCCAGCCGUUUAAAGC

>dme-mir-4956

CGGCUGCGGCGGCAGCGGCGGAAAUGGUGGGAGUGCCAACAAUUUAGGGGGCGGCAACAUGUGCCACCUGCCGCCGAUGGCCAGCAACAACUCGCUGAAUAAUCUCUGCGGAUUGUCGCUGGGCAGCGGUGGUAGUGAUGAUCUCAUGAACGAUCCUCGGGCAAGCAACACCAACCUGAUUGUCAACUACUUGCCCCAGG

>dme-mir-4967

UUCCAACCAGCGGAAUAAAGGGUAUCUGAUAGUCAUAGAUAUGGCUAACUAUAGCGUUGUCUCUUGCGCAAAUUGCAUUUUCUCUCUGUUAACAUGUACACAUAAUUCCUGUAACAAAGGGCAUUUGCAAUGUGUGAGUCAGCAAACCGCAUCCGCUUCCCGGCCCCUCCUGCUCUUCCACCAAUUUUCCCCGCUUUUCC

>dme-mir-4978

CAAAGCAAAGCUGGGACGGAAAAGCCAAGGCGGACUUUCCACUUUUCGUUUGGCUGGCCUGGAAAAGCUCUCUUUCUCUAUUGCCUCUAUGGCUCGGCAGCGCUGGGCGCCUAAUCCGAAUUGCGAGAAAGAUCCGCUUUUCGAGCCAAAAACCAUCGAAAAGCCUGGCAAGCACACAGCUCGCACAAAUUUUCCGCCCA

>dme-mir-7

UGCUUGAUCGUAACUCCAUCCAAACUCGAUAUUAACUAACCGAUUGGUCCUCCUGGGAGUGCAUUCCGUAUGGAAGACUAGUGAUUUUGUUGUUUGGUCUUUGGUAAUAACAAUAAAUCCCUUGUCUUCUUACGGCGUGCAUUUGUGCUCUUCAUUCUAUCGAUGGUUAACCAAUAAAACUAAACACGGCAUUGGAAACU

>dme-mir-9a

GGCCACUUUCCUUUCCCUUUCAACCAUCUGCAGUGUUACACAAUCGACUCUAUAUACAGGGUGCUAUGUUGUCUUUGGUUAUCUAGCUGUAUGAGUGAUAAAUAACGUCAUAAAGCUAGCUUACCGAAGUUAAUAUUAGCGUCUGCCCAGCGAGACAGCCAAAAACGAGGCCCACAUUGCGUAUACUUAACAUUGAGGAA

>dme-mir-9c

GCCCACAUUUUUUUUUCGGUUCUUUGCUCACAUUUCUCCUCUUGCACUAUUUAUCAUUUUUGCUGUUUCUUUGGUAUUCUAGCUGUAGAUUGUUUCACGCACAUUGUAUAUCAUCUAAAGCUUUUAUACCAAAGCUCCAGCUUAAAUUGCUUAACAUGAUAUUUCACCCGCUUGCCAAAUCAAUUUAUUCAUGUGUCUUU

>dme-mir-12

UGGGCAAUAGGAACCCAUUGCCGCGACGCACUGAAGGAUCGUCUGUACGAAGGAGCAGCGUCUGUACGGUUGAGUAUUACAUCAGGUACUGGUGUGCCUUAAAUCCAACAACCAGUACUUAUGUCAUACUACGCCGUGCACGGAUCGCACUAACCGCAUGACCAACAACCAACGCGCGCGCUUCACCCAAACGGAUGUGC

>dme-mir-33

UGUGUGCACCCCGAACAAUCAGUUUUUGGCGACUGAGUGCCACCAGACUCUUCCUCUGGAGAUGACACGAAGGUGCAUUGUAGUCGCAUUGUCUGUCCCAAUUGCUUCAGGCAAUACAACUUCAGUGCAAGCUCUGUGCAUUUCACAUACAACGCCGAAUGUCUCUGGCAAAAGUCGCCAAGUUUUAAGAGCGCACUAAU

>dme-mir-100

GAAGUUCACGACCGCCCUAAUGAUUUCUUAUAACUUGAAAUGGUGCAUACUUACAUAUGGACCAUUAACAGAAACCCGUAAAUCCGAACUUGUGCUGUUUUAUAUCUGUUACAAGACCGGCAUUAUGGGAGUCUGUCAAUGCAAACAACUGGUUUUUGGCAACAAAAUCAAUGACAAAUCGAAAAAUCGACAAAUGGCGG

>dme-mir-193

AGUUUUUUAUCAGCUCCAAAGAAGUCGGGUUUUGAUCGCAAUCCGUGUGUGCCCUUAUUAUGGUUGGGAUUUUUUAGAUCAGCAGUUAUUGCUAUAUAGCCAUAUUUAUAAAUCUUCUACUGGCCUACUAAGUCCCAACAUAAUGAGAGUAAAAACCACAGGUUCGACGUUCAUGUGAAGAUUAGAAAAAUACAGACAAA

>dme-mir-274

CACCUUUAAGUGCAUUUUAAUUUUAAUAUUGGUAGUUUUGGUGACGAAUCCUGUGUUGCAGUUUCGUUUUGUGACCGACACUAACGGGUAAUUGUUUGGCCGCCAGGAUUACUCGUUUUUGCGAUCACAAAUUAUGAAAUUGCAGCAAAACUCAACGAAAUUGUGGAACCAGUAAAAAUAGAUAGAAAAUAAUAUGUUUU

>dme-mir-275

AACUCCAGCCACCACAGUUCCUACUCGUUAUAUGUGAUGAUGUUCCCCCGACUGUAAAGUCUCCUACCUUGCGCGCUAAUCAGUGACCGGGGCUGGUUUUUUAUAUACAGUCAGGUACCUGAAGUAGCGCGCGUGGUGGCAGACAUAUAUCUCCAUCUUCACCAUAUAAAUAAGCGAAAUGCUCGCAGGCGAGUCCUCGC

>dme-mir-287

AUGGCUCACUCCCACACAAUGUAUGUAUGUAAGCCCACUCACAGAGGACGCCGGGGAUGUAUGGGUGUGUAGGGUCUGAAAUUUUGCACACAUUUACAAUAAUUGUAAAUGUGUUGAAAAUCGUUUGCACGACUGUGAGCAAAACACGUCGGAGAAGAAAUUACUCUCUCGCUGUGUACGUGUGUGUGGGUUAGUGUAUG

>dme-mir-304

AAAAAAAACAAAGAAAAAAAGUAACAUGAAUACAAAAACCAGUACCAAUUGUAUCUGCAGCAUUGAAUAAUCUCAAUUUGUAAAUGUGAGCGGUUUAAGCCAUUUGACGCACUCACUUUGCAAUUGGAGAUUGCUCGAGACUGCGGCAUAUGCCACAUUAUUAUGUACACACCUUAUGUAUAGCCUAUAUAUAUAUUUAU

>dme-mir-305

UAAAUAAGCGAAAUGCUCGCAGGCGAGUCCUCGCCAGAAAUCCCAUGUGUAUCAACUGUCUCCCAUGUCUAUUGUACUUCAUCAGGUGCUCUGGUGUGUCUCGUAACCCGGCACAUGUUGAAGUACACUCAAUAUGAGGCGAUUUGCAUACGAAAGCGACCGAUACAAGUGUUCAACAAAUUGCCUAAUUUAAAGAUGAG

>dme-mir-306

CAAUGGUAUGUGUUAUUUAGUGGUGUUUCUUGUGUGUUUAAAUCAGUGAAUAGUUUAAAAGUCCACUCGAUGGCUCAGGUACUUAGUGACUCUCAAUGCUUUUGACAUUUUGGGGGUCACUCUGUGCCUGUGCUGCCAGUGGGACAUAAUCUACAAAUAAAGUGAUAAUCAGUGAUAUCAGUGAAAUACAUUGCAAUGAG

>dme-mir-315

AAAUUGUGUUAAGCCAUUGGCUAAGUUUGGCUGUUUUAUAUAAGAGUUCCUUCACGGACACUUAUAUAAUUUUGAUUGUUGCUCAGAAAGCCCUCAUUGUUUACCAGUUGGCUUUCGAGCAAUAAUUGAAACCAGAUAAGUGAUCCCCUCAACGCUGACGAUUUCAAAGCACUUCGUUUUGGUAAGUUAAGAUUUAUUUC

>dme-mir-317

AAGCGGAAAAACGGUUUGUGUCUCUGCUGAGCUUUUUGCGAAAAGCGAAUUUUCCAUAUGCAACUGCCAUUGGGAUACACCCUGUGCUCGCUUUGAAUGAAAUGCAAGCAAGUGAACACAGCUGGUGGUAUCCAGUGGCCGUUUGGCAUCCUUGCUGCACCACAAAACUCCAAGGAUAACGAGAAUGCCCCACAGAGAAG

>dme-mir-375

GGAGGUGGCGGUGCCUACGUGUAGCUACUCCGACAUGGAGCCAUCCGAAACCCCUUCCGGGCAGCGAAUUACUUGGGCCAAGGGAAUGCAAACUGUGAUCAUCCCGAAAGUUUGUUCGUUUGGCUUAAGUUAUUUUCAUGUCCGACUAAAGCGCCACGUGGUGGAGAUCGGAUAUACAAGGUGGAUAUGGUGGCCACCUC

>dme-mir-929

CUUCGCAAUCACAGUGAAAAAUCCAUGUAUGCAAUCCAUGCCCUGACAUGGCGGAACCAGUCCUGGUGGAGCUCAAAUUGACUCUAGUAGGGAGUCCUUUAAUGAGCGACUCCCUAACGGAGUCAGAUUGAGCUGCAAAGGAGCGACACAACAGAGGAGCACUUAAAAAUGUGUUAGCUGUUAAGAUACCAGACUCCUAG

>dme-mir-955

AAUAACAAAAUUGUUUGAUGUAGGUGGGGUAAAAUAGGUAAGGAACACUUUUUGGCCAGCUAAUCAACUCCAUCGUGCAGAGGUUUGAGUGUCCUGUGUUUUGCCUAAUCGCAUUCAAUUUCUGAACGGUAGAGAUGGUACGCUUAGAAACAACCUAAAACAAUUUUAUCUUAUAGUUGAACUUAAAAUAAAGUAACAAU

>dme-mir-959

GAUGCUAAAGCAGUGCAAAAUGUGCCAGCGGGGGCCCCGAAUUAAAUUGAUUUUAACUUUGUUCUAUAUUCUUAGUACUCGGGUUGAUAAAGACCUUUUCUUCAGGGAGCCUUUGUCAUCGGGGGUAUUAUGAAAUAUAGUUUAAAGAAACUGCAAUGAUUAUCGUACCGCCCACGGGUUUUGUACCACAUUCUGAGUAU

>dme-mir-962

GUUUCGUUUUCUGGCAAUCAAAAGAACUUGGACUCGACUUGAAUUCAACUACUUCGAUGGGGCACUCAGGCUAUAAGGUAGAGAAAUUGAUGCUGUCUACACUAUUCAGACUUCAGUUUCAUUACCUUUCAAUUUGUUUGCCCCCAUGCAACAGUGAUAGUAGUGAUAAAAUCGUUGGACCAGACAAUACACUACAAAGG

>dme-mir-970

GUAAGUUAAAAACAUACGAUAAAUGGGAUACGAGUUGAAAGUGCCCAUAAUCGAAAGGCAUCUGUUGCAGCUAGCGGGUGUUUUAUUUGGUAGCUGUAAUGAUUUGAAUCUAUCAUAAGACACACGCGGCUAUAACCGUUGUCUAAGAGCUUCAAAAUCGAUAAUAACAAACAAUAAAAGUAGUAAUUUAUAAUACUAAA

>dme-mir-972

CAGCAAAUAGGGAGAUUCAAACCCAUAUUUGAAAAAAAAAUGCAAAUAGCUAAAGAGAAUGAUAGGGAAAUUGCUAAAUAUUUUUUUUGUAUAAAUAACUUUUAACUUUUGUACAAUACGAAUAUUUAGGCAUUUCUCAAAUCAAAGAUUUGCAAGCCAAACGUGCAAUGAACUACAUAGUUACGAAAGACACUAAAAGU

>dme-mir-1003

ACCGAGCGUGAACGACUGCAACAGCAGGAACGCGAGGAUGAGAUGCGCGAACUGGCCCUCAAGCUGCGCAGAAGGUGGGUAUCUGGAUGUGGUUGGCUCUGGCGGUCCUCUCACAUUUACAUAUUCACAGGCGCCGUGAGCUGCGUCACAAAUAUGGAACGCCCUCGAGUGGAAAGCUCUCGGACAGCGAUGCCGAAUCU

>dme-mir-1005

GCAAUGCGGGAUGCAUCUUCUUCGUUUCCCUGUUCACCACCUUCACGGCCAUGAUGCCCACCAUUCUGACCUGUGAGUUGAUCGAUUUCGAGGUUUUGGCACACGAAUAUAAUCUGGAAUCUUUAAUUCGCAGUUCCCACCGAAAUGUCAGUGUUCGUGAGGGAGCAUCUCAACUACUGGUACUCCUUGAAGGCCUUCUA

>dme-mir-2497

CCGCCCAUCAUCACCAUUAGCAACCCGCAGAUUCUCCAUGGAGACAUCCGGGAUAAGCACGUCAUCGUAAGCAUUGCAAAAUGUAGUUGUUAAAUUCGCUCUUCAAUCAUUAACAACAUUUACAAUGUUUGCAGGCUGUCAACGUUGAUGGCCAGUUGCGAUGGUUCCAGUCAAUAGAUCCACCGCCGGGAGCUCCAACA

>dme-mir-4908

AUAUCUAUUCCCAACUCGGAAUGCCCUUGGUCGAUUUUUACGAGCUUUUCGUCGAGAUUCAAGAUGAACUUGGUAGGAUUUUAAGCAUUAAGCAUGUAUAUAGUUUUUGCUGUGCUCAUAAAGUUCUAUAGGUUCUCGAUACUUGGCCAUGAGUGAACUGCAACUCGCUAUUAAGAAUUGGCCGGAAAAGGUCAGUCUGC

>dme-mir-4914

UAUCCAUCGCCCUGGAACUGAUAGACAAUCCAGCUGUGCUAUUUUUAGACGAGCCCACAACGUGAGUGAGAGCGAGUUCCAAUGUGGUCCUCGAAACCAGUUGUGCUUCGAUCAGAUUCCAAAAUUGACACAUUCCGACCUUGAAUCACCCACAGCGGAUUGGACAGCUCCUCCUCCUUCGACACCAUCCAGCUGCUGCG

>dme-mir-4942

CGCUUAAUACUGGCAUGUCACAUAUAAAAUAAUAUGACAUCUGCCUGUUAUGAAUACAUAUAUUUUUAUGUUUGAGUCAACAUCGAGUUGCCGAUGUUUGGAAAACAUCGAUGACAUCGCUGUUGGCAUCGAAAUAUGUCCAUAUCUAAUAUAUAGUUCCAUUCUGUUUUAUUGGAUUGAGUAAAGUUAGGUAAUUUUUU

>dme-mir-4950

CUUUUCUGAGUUAAAGUUGCACUUACGUAUAUAUAUAUUAUUUAUACAUUUGUUUAUAAUGCACAUAAUAAAUGCCAACCAUUCAUCAUGAAAUUAUAAAUAGUAUCAUUUCAAGAUGCAUGGUAAGGCUUUAUUUUGUUUUGCAAUCAAAGACAUCUUUCUUUUACGGCUUGUAGAUUAUAGAGAUAAUCACCUACGAA

>dme-mir-4951

GUAUUUCUGCGGAAUUUAUAAUUCAUGAUUUGGAUUUAAGGGAACCGCAUCCCCCAAAUACUUUGAAAAUCCCUUCCUUUUCGUACGUACAAAAAAGCAUCAGGUUUUCGGGUGAGGUUUCUGAUGCUUUGUCUCUUAAGUUUUUCCUAACAAUUAAACCCUAUGUCGGUAUUACGAAUACCAUCAAAAAACCUCACCCA

>dme-mir-4965

CACCAGUCCACCACCCCGCCCCACCUGAUCAACUUAUAUAGUAUUCGCAGUACAAGCACAAGGUGAUCGAUGGGAGAUGAGCGCCUGAUGUGAUGAUGAAGUAGAUCGAUCACACCACACACUCACUCACCCAGGUUUCAUCCAUACAAAUGUGUUUGCGAUUGUUUGUAGUCGUAGCUGUCCGUCAUAUUUCCUUUUAA

>dme-mir-4981

CGUCGUCGUCGAAAGGGUAAUUGAAGAAGCGAAAACCUGGGUUAUCCCUGCCACAUGGCCACGUGCCCGCAAGACGCCUUCGGCCGGCGCAAAGUUUCAAUUUGAUAUUCCUUGGCCGGUCGAGCAGCGUCUUGGGGUUGUUCGUGGAUUAAGUUCGAUUCCUAUUCUGUGGCACUGUGGCUUUUCUCGCCGACAGGCUG

>dme-mir-2a-1

UGAACUCCCGCAGUCAAGUAUCCCGAAACCUCAAUCAAUAAAACUAUAUUGGCGCAUUCAUGCUGGGCUCUCAAAGUGGUUGUGAAAUGCAUUUCCGCUUUGCGCGGCAUAUCACAGCCAGCUUUGAUGAGCUUAGCGUAAUGUAUCGUACAUCAAAUCAUAAUAAUACCUCCCGCCACAUAAUUCACACGCCCAUCAUA

>dme-mir-6-1

ACAACUCAUCAAGGAAAAUGAAAGUCAAAGUUGGCAGCUUACUUAAACUUAAUCACAGCCUUUAAUGUAGAGGGAAUAGUUGCUGUGCUGUAAGUUAAUAUACCAUAUCUAUAUCACAGUGGCUGUUCUUUUUGUACCUAAAGUGCCUAACAUCAUUAUUUAAUUUUUUUUUUUUUUGGCACACGAAUAACCAUGCCGUU

>dme-mir-252

AUCAAGGGUGAAUAUUGGAUGUUAAAACUAGAUGUACAGUGUGCCGCCUACUUACCAAGUUCGCUUUCCUAAGUACUAGUGCCGCAGGAGUUAGGUUCGUGUCCGCAAUACCUCCUGCUGCCCAAGUGCUUAUUAAAGCGGCGAGUUGCCCAGCAAAAGAAUACACGCUGCUCAGUGUUUCGAUUCCAUUUAGUUAUAAU

>dme-mir-308

GACCCCACCAUUGAAGUGCUAUGCCCGCCAUCCGGAUGAGAUGGCGGGGUUAAUAACACGUCUCGACGCCUCGCAGUAUAUUUUUGUGUUUUGUUUCGUUUUGCAAUCCAAAUCACAGGAUUAUACUGUGAGAUGACCAGCGUGCCAGCAGCGAAAAGCGACUGAUAUGAUAUCAAUUAUAUUAAUCUCUUAGUAGUAUA

>dme-mir-313

UUCAAAUUCCGAGAGUCGUCGCGAGUGGUCGUUUGAAACGUAUUACCCGACAUCGUUCUAGCCAACAAUUUUCUGCUGCGGAUGGGGGCAGUACUGUUUUUUUAACAUUGAGUAUUGCACUUUUCACAGCCCGAAAAUGUUAGCAACUGCCUUAUACUAACAAUUAGCAUUUUUAAAUUAUUAGAAAUGUGAAUUAAGUU

>dme-mir-957

UAAGAAAAGUGAACUUCGAUUGUUCAUCCAAGAAUAUAUUAUAUCCGUAGUGUUGUCCACAAUAGACCUUAGUUUUCGACGUGUUUUGGUGUGCUGGGGAGUUCUAUUCCGAUUGAAACCGUCCAAAACUGAGGCCAACUGUGAGGCGCGAGCAUCUAUCCAAAAAGCGAUACCAACGAGCGCGUCCUUUUCAAUUAAUU

>dme-mir-958

AUAUAUUUGGUGGAUUAAAGUGUUCUGAGUUAUCCUCGAGGAUUUUCCACGAUCGGCGUGUCUAUGGCAAGUAGAAUAGCAGGCUUAUCACAUGUUUAAUUCAAUCUGCUGUGAGAUUCUUCUAUUCUACUUUCGACAACACCCGUUAACAUCACACCCGACCCGACUGCCAGUGUAAUUUCAAGGUAACAGACAGAAAG

>dme-mir-980

ACUAUUUUUUUGUUUUUUAUUUUUUGUUAAAUUUCCCGCGUGUGAAAUACGAAGUUGAUUGUAUGUCAGUUUUUCAUUUGGCCUGGCUAGCUUACUCCUUUUUAAAUAUUGCUAGCUGCCUUGUGAAGGGCUUACGUGUAAUUGCAGUUCGACUCCCGAAUAAUAAAUUUUUCGACUGUUUAAAAUUUACCAUUAUUUUG

>dme-mir-987

GAACGUGAUAACCCAAAGCGGAAACGGAAAUACGAGGAGCGGAAGACGAACAAUGUUGGACUGUGUUUAAAGUAAAUAGUCUGGAUUGAUGAAAGUUGCAUUCGAGAAUUCAUCAACAGGCAUUUACUUCAACUGCAGUUUGAACAAAAUGCAACAGGAAAAUAACGAGUGCGCAGUGAAUUAUUCAGAUUAUCUAUGUA

>dme-mir-989

CAGCAUUUUAUUUAAGUACAAAGAUUUUGGGAAUCGGCCACUACCUUGCAGUCACGUGAUGAAAAGACACAGGUGACACUGAUCCGGAUUUGGUAGUUGACAAAUCCUCCAUGCCGAGAUUAGUUUCAUUUUGCGUCUUUUGAAUUCGAAUAGUUCAUGUGAUGUGACGUAGUGGAACAUACCUGAAAUUACAAGCAACA

>dme-mir-992

GAGAAGGAGCUUACAUCUCUUGGUAAGCCAUUUAAAAUGUUGACAAAUCUAGACAUGAUUUUCCCAAGUGCCUGGUAUCAGCAAAGUGUUAUUUUUUAUGUUUAUGUAAAGUACACGUUUCUGGUACUAAGUACUUCGAGAAAGUUACCUGCGUAGGAUAUCAAAACUAUCACUGCAGUUUCAGGCUUUUCCCAACUACA

>dme-mir-998

AUAAAUGUAUAUAUGUAUAUAUAUCGACAUAAAACCCGCCGCCUCGUCAGCAAUCGUCCUCGUGUCAAAUUCAUUUUGGAACUGAAUUCUCGUGGGUCUGCACUGACAACACUGACCGCUCCAGGGCAAAUUGUUCAUUUUGAAAUUGAAAUUCUGUAGCACCAUGAGAUUCAGCUCUGGCGUGAAUUUCAAACAUGCAU

>dme-mir-1014

UUUAUCCUCAACCAAUUUCUGAUGCUUCCCGUGUACAUGUUUGUGCCCUCGCUGGCCUUUUCUCAAGGUAUAAUGGAAAUAGAUUUUAAUCGCAGGCGCGUCAGUGGUUGAAUUAAAAUUCAUUUUCAUUUGCAGUUACUGGAUACAACAUUCAUCUGAUUAACACGGUGGUCUCGUCCAUCUGCGUUUUCUACACGAUG

>dme-mir-1016

GACGAAAGGAUGACAGCAUAGAUGCUAUUCGGCAGUAUGAGGAAGACUUCUUUAAGAACUCCAAGCUUUUCCAGUAAGUAUAGAGAGGAUGUGAUUGGUAAAUUCCAAAGUUCACCUCUCUCCAUACUUAGUCGUCGAGGGGUUAUCAUGCCCCAUCAGGUGACCAGCCGCAAUCUGAGCUUGGCGGUGUCAGAUCGUUU

>dme-mir-2493

GUGCAACAUUUCUCUGCUCCAGCGGGAGCUUUUAUAAUGUGUGUGUGCGCUAUUAUUAAAACCCCCAACGCUCACACACACACACAGCCAUGUGCAUGGAGCAAAAAACUAUGGCCGUGUGUAUUUGUGCGAGGCGUUGGCGUUCUGACCAGCAGAAGAGGAAGAUGGCGCAGCGGCAAGGGGUGAAAGGAAACGGAAAU

>dme-mir-3643

AACUGACUGAUGCCACUCAGAAGGAGCCGUUGUGCAAGAAGAUUGCUACGCUGCAUUCCGAAUCCAAGCUGAACGUGAGUUUAUCUAAAUAUGCCCAUUUAUCAAUAGUCAUACUUAUUUAUGCUCCUUUAACUCCUUGCAGAGCUUCGAAAAAGACUACUACUACAUUGGUGCUAGCAGAAACCUGGGUUGCUCCGCUA

>dme-mir-4910

GUACCGGGAUCAAAUACUUUACUGCUUGGAAAAGCAUCAAGUGGUCAUACUAGUGGGUGAAACAGGCAGGUUUGUAUGGAAUUCCAUGAGCUUCAAAGUAAUGCUUCUAACUCUGUGGUUUUUCAUAUUUCCCAGUGGCAAGAGCACCCAGGUGCCACAGUAUUUGUAUGAAUGGGGCUGGCACACCAAGGGACUCAUUG

>dme-mir-4947

AUUUAUGGUUAUAGUAUGCAUAACUGGAGGCAACCAUAAAGUAAUAAUAUGAAAGCGACCCACCCAUUCCCCUUCCGCCCAUAUUUAUCCUUCGUCUACUGUUUCAUCGCAGGAUUUAAGUGGGCGGAGCACGGAAUUCGGGGGCGUGGCGCACUGGGUAGCGGGUAGUGUGCAAUCAUUGAUUUUGGUUCAACUUAGUU

>dme-mir-4948

UGAAAGCCCACCGAUUCCGCGGGCACUUCCGUGUCGCACUCCCAGUCCCGGUCGUAGAUGUGGGCGUAGGUGGCGGCGGGCGUGGCGUGCGUGAUCCUGGUUGUGGUGACCACGCCGGUGCGCUUGCCCUCCUUCUGGGCCCACUCCAUGACGCUCUGGACCCUGCCUUGCUGCCCAUUCUUCUUGGAGCGGGUGGCGUC

>dme-mir-4954

GCUGUCAAUAACCUGCAACGCAUUUGGCUUUCCAUAUGCAUAUAUAUAAGUGUUCGAUUUGGCGCUUGGAAUCGAUACCCGAGCCAUGAUAGAUUGAAGUCAACCCAAUCGAUCGCGGUUCGAGUGCUCGAGUCUUGUGCGCCGGCAUGCUUGAGAUGUCCACUAACUUAGCAUAAGCCCAAAAAAAUAGUUAUAGUGUU

>dme-mir-4957

UUGCAUUGUCGCCAUUUUCGUCAAUUACCAAAAGACCUCUUCUUACUUUUUUUUCUCUGCUCGUUGUAUUUUACGCACUCUGCUGGCAGCGCUGUCGGCGUCGCUGCCAGCUGCCAGCAGCGAGCGGUACACUUGCAACUAUCCUGUGCACCCUACAAUUAUGCGGUUCAGAAUUUAACUUGAUUUUUUGGGACUGACAG

>dme-mir-4958

CGCCCACCUACAAGGGCAGUCCGAACCGUACGAUCUCUGGCAGCUGCAGUUCCGUUUCCGGAGCGGGAUCUGGAACGGGCUCUGGUUCUAGAUCAGGAUCCAAUCAUGCACCCGGUCCAGGUACCGCUCCAGGUCCCGUUCCCGGAAACGGUGCCACCGCCAAUGCAGCUGCAGCGGCAUUCAUGCAACGCGGCGCCCAG

>dme-mir-4968

CUGCGAAAAACUGCAUUCAAGUUUUUCCUCAGAGCCGCGACUGCUGGCGUGUUAUUGUUGCUGUUGCAGCUAGCUGCCACGGUUUGUUGCUUCACUGAUUACGCGCAAUGCAGCAACAGCAGCAGCAGCAGAAGCAACAGCAACUAACUGCAGAGGAGCAAUAGCAGCUGAGAGUUCAGUUGCGAAACCGGCGAAGCGCG

>dme-mir-4969

AUAUAUAUAUAUAUAUAUACACACAUAUAUAUAUGUUUUUGUAUGGAUUUUUCGGCGUGGCGGUAAAUUGAAUGAUGAGUGGGAGGAUGUCGCUGCCAUUGUUUGGUUGAUAAGGGAGCCUGGCGCACUAUUACCUGGCUCUCUGAAACGAGAGCCCACCUGUCAAUCAAUACCACCCCGCCGAUGCGACAUCAUCAUAA

>dme-mir-4975

GUCGCAGUCGCUGGCCAGACAAUCGCGUUUUAGAACUGGAAAUCUGGGCAAAUAAAGCACGUUGCUCCCUGUUUACUUGGGUUUUCUGUUCAUUUCGCCUAUCGAACGUUGAACUUAAAAAGCCACGAUCAGUUGUUUAACAUACAGAUAUCUCUGUACACAAGAAGAUUCAUUCAAGAAUUUCAAAUUCUAAUUGUUAU

>dme-mir-4977

CCACCAUCACCACCCCCCGAUUUGUUAUCAUUUCGUUUUCGUUUACUUUUUAACCCUCCGCUCGAGAACGUGGUUUCUUUUGCGACGUGCAAUACUCUGUGGCAGAAGUCUUGCACCGUUCCAAAAGAGAGCAGCACGUGGAGCGACGAGAACGGCCGUACAAUACCCAAGUCCGUGGCCACCAAGCUCCAGCGUCUCAA

>FBgn0085765

ACUAAGACAUUUCGCAUUUAUUUUAGCUAUAAAAAUACAUUUAUUGAAGGAAUUGAUAUAUGCCAGUAAAAUGGUGUAUUUUUAAUUUCUUUCAAUAAAAACAUAAUUGACAUUAUAUAAAAAUGAAUUAUAAAACUCUAGGCGGUGGAUCACUCGGCUCAUGGGUCGAUGAAGAACGCAGCAAACUGUGCGUCAUCGUG

>FBgn0053407

UUUCAGUCUAUGGGCAUAACUGAAUAUCAGAGUAUAAGGACACUGUUUAGCCCCUCGACUUUCGCCAACGACCAUACCACGCUGAAUACAUCGGUUCUCGUCCGAUCACCGAAAUUAAGCAGCGUCGGGCGCGGUUAGUACUUAGAUGUGGGACCGCUUGGGAACACCGCGUGUUGUUGGCCUCGUCCACAACUUUUUGC

>FBgn0053452

UUUCAGUCUAUGGGCAUAACUGAAUAUCAGAGUAUAAGGACACUGUUUAGCCCCUCGACUUUCGCCAACGACCAUACCACGCUGAAUACAUCGGUUCUCGUCCGAUCACCGAAAUUAAGCAGCGUCGGGCGCGGUUAGUACUUAGAUGAGGGACCGCUUAGGAACACCGCGUGUUGUUGGCCUCGUCCACAACUUUUUGC

>FBgn0085772:U:10003833:10004033:1

UGUGUCACCCAAAAUAGCAAACCCCAUAACCAACCAGAUUAUUAUGAUACAUAAUGCUUAUAUGAAACUAAGACAUUUCGCAACAUUUAUUUUAGGUAUAUAAAUACAUUUAUUGAAGGAAUUGAUAUAUGCCAGUAAAAUGGUGUAUUUUUAAUUUCUUUCAAUAAAAACAUAAUUGACAUUAUAUAAAAAUGAAUUAU

>FBgn0085823:U:9824335:9824535:1

AUGAACCUUAUGGGACAUGUGCUUUUAUUAGGCUAAAACCAAGCGAUCGCAAGAUCGUUAUAUUGGUUGAACUCUAGAUAACAUGCAGAUCGUAUGGUCUUGUACCGACGACAGAUCUUUCAAAUGUCUGCCCUAUCAACUUUUGAUGGUAGUAUCUAGGACUACCAUGGUUGCAACGGGUAACGGGGAAUCAGGGUUCG

>FBgn0085807:U:7398667:7398867:1

AAGUUGUAAUUAUAUAUAUAUUAUAUAUAUAUGAUCUUCUUGAUAUAUUGGUAAAUUAAGUAGAAUUUAAAAAUGGAAAUACGAAUUACGAGUGCUAUAUAAAAAUGGCCGUAUUCGAAUGGAUUUAUUUUUAUAAAUAUAUUUAAAAUUUUUACCCAAAUUUAUAUUAUAUUCAAUAAUAUAAAAAAAUGGAAUUAUAU

>FBgn0053367

UUUCAGUCUAUGGGCAUAACUGAAUAUCAGAGUAUAAGGACACUGUUUAGCCCCUCGACUUUCGCCAACGACCAUACCACGCUGAAUACAUCGGUUCUCGUCCGAUCACCGAAAUUAAGCAGCGUCGGACGCGGUUAGUACUUAGAUGUGGGACCGCUUGGGAACACCGCGUGUUGUUGGCCUCGUCCACAACUUUUUGC

>FBgn0053428

UUCAGUCUAUGGGCAUAACUGAAUAUCAGAGUAUAAGGACACUGUUUAGCCCCUCGACUUUUGCCAACGACCAUACCACGCUGAAUAGAUCGGUUCUCGUCCGAUCACCGAAAUUAAGCAGCGUCGGGCGCGGUUAGUACUUAGAUGAGGGACCGCUUGGGAACACCGCGUGUUGUUGGCCUCGUCCACAACUUUUUGCU

>FBgn0085737:U:9881900:9882100:1

GAUUCAAUAAAUAAAAGCAAAGUAAAAUAAAAAAAAAAAAAAAAAUAUUGGUAAAACAAGUAGAAUUUAAAAAUGGAAAUACGAAUUACGAGUGCUAUAUAAAAAUGGCCGUAUUCGAAUGGAUUUAUUUUUAUAAAUAUAUUUAAAAUUUUUACCCAAAGGCAAAAUAUUGAAUUACAUUCAAUAAUAUAAAAAAAUGG

>FBgn0085764:U:9469632:9469832:1

GUUACUCCCGCCGUUGACCCGCGCUUACUUGAAUUUCUUCACUUUGACAUUCAGAGCACUGGGCAGAAAUCACAUUGUGUCAACACCCGCUAGGGCCAUCACAAUGCUUUGUUUUAAUUAGACAGUCGGAUUCCCGAAGUCCGGUGCCAGUUCUGAAUUGAUUGUUAAUUGAUAAUCGUUAUAAUUAAUAAGAACUAAUU

>FBgn0085771:U:8863801:8864001:1

AUGCCUGAACGCCUUUAAGGUCGUCUCCGUGCUGGACUGCAAUGAUAAAUAAGGGGCAAUUUGCAUUGUAUGCCUUCUAAACCAUUUAAAGUUUAUAAUUUACUUUAUAAACGACAAUGGAUGUGAUGCCAAUGUAAUUUGUAACAUAGUAAAUUGGGAGGAUCUUCGAUCACCUGAUGCCGCGCUAGUUACAUAUAAAA

>FBgn0085746:U:8365016:8365216:1

CGCUUAACCGUUCGUUGGCGUUGAUGGCAGCGGAGACUAUGUGGAACCACAAGAUGUUAGAGAAUCAAUUGCAGGGCAAUAACUUAUACAUAUGAAAAUUAAUAUUUAUUAUAUGUAUAAGUGAAAAAUAUUGAAAUAUUCCCAUAUUCUCUAAGUAUUAUAGAGAAUAUAAUUAAUAUAUAAAGAAUUUAAAGAAUUUU

>FBgn0082987

CGGUAUCUAUGGUCUGGACUUCUACGUCGUCCUCGGCCGCCCUGGUAAGCAUCUGUCUCCUACGUUUCGAAUCGUGCACUUAAUUAGGUAUCUCUGCCAAUCGAGGCUCUGAUGCUCAGUGAAUGUGCGCAUAGCAAAGAAGAUGUGCUUAGUUGGACUUGCUACAUUCCAUGCGUGGCCACACGGUACAAUUUCGACAG

>FBgn0086043

AACAUAGAGUGGAGCCCGCUAUACAUAUUUAUAGGUAUUAGCCUGGCUCUAGCACUUAAUUGAAAGUAAAUGAAAAGUAAAAGUGUAAUUUUUUACAAUGUUGAUUGCAAUUCAAAGUGCUUUCGCUUUCUGAAUAAACCGUAAGUGGCGUCCACAGGAUGGCUACAAUUAAGUGGCGCCCGCUGAGGGGCCCAAGCAGU

>FBgn0082937

CUGAAAACCGACGAAAGAAUGGUUUCCACACUUGUAAGUAUAAUGAUUGCUAAAGAUUUAUGAUUUUUUUUUUUUUGUGAUGAAAUCGUUAGAUAGGGACGUCUGAUAUCUGUGACUGAUUUAUCUCGAUAGUAGAUCUGAUUUUAAAAAUACUGUUAGCUUGCGUGAUUUUAUGUUCAACAACACUACAAUAACUCUUU

>FBgn0086667

UUCGAGUUCACCUUGAAUCUUCAAGCGGCUCUUCAUUGGAUUUCUAGAUUCUCUGAAAAAAUAUUCCCCUUCAUUUUCCGCCACGCGUUGUUGUCCAAAAUAAUAUGACAAAUCAUACGUGCCCAUGUUCAAGGGGAACAUUAAACAAAAUUCUCUGAUAAAUAGGAAACUGAUAAAAGUCGAUUGAAUUAAUUCUAGAC

>FBgn0086069

GAUGUGAAGAAGCCCUUCAGCACAGUAAGUAAAUAUGGAUUUAAAUAACGUGCACCACAUUUAAAUGAUGUUUCCAACUUAUAACUUUCACAAUGAUAUUUGAAUACAACAUGAUAGUAACUUUAAUCUGAUAAAAGUUGGCUUCAUCACUACUAUGAUAUGACAAGCACAUUACUGACUUCUAAAUCCCUUCCAGGAGC

>FBgn0065059

UCGUCCACCGCAAGUGCUUCUAAGCAGUUGCAGUUGCCUAGCACCAACACUAGCACCACCCGGUCUACUCACCUGUCUCCUGCUCAUCUGGUCCUGCUAUUUGUGGUGGUUCUGGGUGUGUGGGCGGCUGGUGCUCCACCGGCAAAAACAACAAACACCACCACCAUCCAACCAUUUGUUUUUGAAUGUCAUUAUUUACC

>FBgn0082930

UAAAAAACUGGACUUCAGAAGAACUAUAAAGGUAAAUUACCAUUAUUUUUUUGUAGUUAUUUAUUUAGAAUGAUGAUAUUUUCCGUCCGUGGAACUUAUACAAAGUAAAAUCAUGCUGACAUUUUAUGUCUUCUUUCCCCAACUGAUUAUUAACUUCAAAUUUACGCUUGAUGGCACUUAAAUAUCAGGAUGCUAAUUGU

>FBgn0086056

GCCAUUUUCUUUGCACCGGGUGUACACACACACAAAAUGGCAGCCGACACGUGCUUUCUACUCGAGUCUGGAUGAUGAAACGAUGGUAUCUGAAUGAGCAAAUUAUUGUUGAGAAGCCUUUUACCAUCUGCUGCCUUCCUUCUGAUCGGCCUCUUAGAAAAUAAGCGAUUGAUUUUGCUGCAAUACAAUAUCUAUUGUUU

>FBgn0082961

UAUAACCCAAUGCCGUGGUUAAUUUGGCCAAUAAUCGUUUGGACAGCUGCAUUUGUCCUAGUCCGCAUGCACAAUCCCCUCAUAAAAGCUCCGAAUGGUUGCUUCAUUCGAUUGAGCCAAGCGGGGAGUUGUGCCAAAGCAUUUGAAUGGUUGGGUGUCCAGAUAACUUUCCAUAGUUAAAUUUGGCCAAUAAUCAUUUG

>FBgn0083048

ACUUUACCAGGACUGCAUCAUUACUAAAGGAUUGCUACAGUUGAAUAUCCACGAGAAUGCUAAUUGUGAACUCCGUUCUUGUGUUAUUCGCUAAGCGAUUACCUAAGCUCAGCGAUUGUCAAACAGAACGUAGAUUAACUGCCGCUAAUCACUCCACAAUGUUGAGCCGACUCUCAACGGCUACUGCAUUACUAUAUGCG

>FBgn0086063

AACCAACAAACGCUGCACCUAAAACGUUUUAAAGGUAAGAAAUUGUAACGAUUAAGCCACAUUUUCGUUGAGUUAAACAAUGAUGUUAUUUUACAUAUGUUAGACUAAUGAAAUGAUUUGAUUGUAAAUUAGUAACUGAGAAUGUUUUUAAAAUUAAAAAUUUCAAUACUUAUUUAUGAUAAUUACUGGAUCGAUUAGUA

>FBgn0086066

CAGGGAGUUGGUCUACUUCGAAAUGGAUCCGGUAAGCAAUUCUACUACUAUAUUACACUCAACUGUUGACUUCUUGCUCUGAUGACAAAAACACGAAAAGAACAAUCAUGUUGAGACACUAUGUGUCCUGCAGUGCUGAGCUUCAAAAUCAACCAAAAGCCUUAUCCUCGUUUACUUAACUUCACAACUAAUGAAUACAU

>FBgn0083036

AUCAAUCAUAUUAUAACAGAUGACUUGUGUUCGUGUACAUUUGCCAUAAAAUGUUCAACUUUUGUAAUAUUCUGGAGUCAAAGUGGCACGUCUUACGAUCUUCCUGUAACUUGUGUCUCAAAUGCUCCAAUAUCAAACGAAAGGACGAACGGCAUCCUGAAUAAUCAAUCAUAUUAUAGCAGAUGACUUGUGUUCGACUA

>FBgn0063379

GGCUUUUUAGUACAAGGUAUGUUGAUCUAUUAUCACUCAAUCUUUGAUGCUACUUACUUUUAUUUUUGUGAUGAUUUCGUAUACCGCCCCAGUCGGAGAAAUGAUGUCGAUUGGAAUAAUAUACUGAUAUAUAAUUAUCCUUUUAAUUGAGGAGAAUAUUGAGACCCUUCUUUUUAUUAAAGGUGUUUUGUUUUUUAACU

>FBgn0086024

GAGUCCGAUGGUGAGUUAUACCUUAACUUAUUAUAUCAGUCGAUUACCAGAACUGAGCACUUGAUGAUAAACUACAAACUGAAACGUUGUUGUGGUCUAUUUUUGAACACUUCGAUGUUACCUUGGGAUGGUCGCACUUGCGAGGCAUUUGCCUGAUGCUUAUGCGCAUAAGUUCCAUGUGUACUUCUAGCUUUAAAUAA

>FBgn0082974

GGAUUCAAAGCAGGUGAGCAACAGCACGUCUGUUGAUGCAUUACUGAUAACAACUAGAUAGCAAGACACAGUACCCUGACACCUAACUGUUAGAGCGUCGAUAGAGUUUGGCAGUUAGCUUAUUAAACGCUGUGAGAUCAACUGACGAUGGCCUUCGCUAUGUUAUGCGUAUGUAAGAUAAUCCCAGUACGACGUAACAC

>FBgn0083016

CCGUUUACAUUGUGAACAGUCGAUCCAUAAGUAAAAUGUUCAUGUUUUGUUCCUACUUUUGCAAAUGCACUCUGUGUCACAUUAAAACUAGCUUCGUGUGAUGACAAUUUGUUAGUUUGCCAGAUCAAGGAGAUGCGUCUUAUCCAUGUGGCUGAGUUCUUACCAAUUUAUUCACAUUGAAAACGCCCCUAACAUGACCC

>FBgn0082959

GCAUUGCGCCUAUUCAGUGUAACACGCAGCCUCGUUACAAUAGUUCAAUUAAUUGCUAUUAUGGAAAUCGAUACACAGUCCCAGCUCCGCAUAGCAAUGUUCGAUGUGCUCAUGCGGCGUUUGUGACUGUAAGAUAAAAGACCCAGCCCAUAUUAUAUCGUGUUGUUGGCGCUGUUCGUGCAUCAACGAUGAAAGAGUAU

>FBgn0086044

UAAAUUGCAUAUAGAGAGGAAAGCCCACACAAAACGCCAGACUUGAACUAAUUGAAAUUGGCAUCGGGUGUUCGACGAUGAUGAUUCAUGACCAGAGGUGCCACCUCCAAGGCGCUAAUUGAUGAUGCAAACCGAGCUUAUUUUAGUACACUCGAAUUUUCAGCUGCCAGUGGAAGAUUCACUGAAUAUAAAGUGUUGGC

>FBgn0083013

CGUGUGCACUUCAAGGUGAGAAUCCUGCCCAGAAAUCCGAGGAACCUGGGCCUUCUUGGGCAUCAACCAGUCCGCAGCUUAAAUCAGUGAAUGCCAGCCGAUUGUGCAGCAUCUCGCUUUUGCAUUGCUGCUAGAAGAAUCCUCCAAUUUGGACGAGUUCAUCAGCUGAGUGCCAAGUCCCAAAACUCUGGACGCCCUCU

>FBgn0086048

UUUUAAGAUCGGAAUUUUCAUCUGGCUAAGUCGGCAACACAAGAGUUUCGCAUCUUAAUGAUGACUACAUUGUAAAUUCUUGAUAGGAAGAGUAUGAAACAUAAUGAGUACUAAAACAACCAAGCUGACAAAACAGAAUAUCCCUUUUAGUUUGCAAACUUUUGUUAAAUGCUCGCACUGACCGUUUCGUAAUGUAUUUU

>FBgn0065055

GGAUCGCUUGCCGCCGGAUUGCCAUCGACACUAAUGGCGGCUAGAUUGGAAUCCCUGGAAUGGCGCUUCGUAGAACUAAAUCGCUGCGCUCGUUGAGCAUUAUGCUUUUUGGUGGGAAAAAACUGUGCCAGAUCAAAACUGUUGUUGCACUGGUGCGGCCGUGAAGGCAACGUUGUGUGGCAUCCAUGCCCACAACGCCC

>FBgn0082954

CUGAUUCAGGCGCUUAAGAAGGGUGGACUGGAAAGCAAGUAAGUUUUUAGUUGUGAUUUGUUUUUAGCCCCGGAAUGUUCUCAGGAAGAUGACUCAAUGAUCCAGUUGUGCAUCUUUAAUUGAUAUUCCUAGAGUAAGAAAGUUCGACGGAGUUUUACCCAAUUCGCAAAUGACCUUUCGCUUCAUUUGGGUGCUGAUUU

>FBgn0086666

CGUCUAUAACUAUAAAUUGUUCUCCCAAAACAUUUGAAAGCAUUAACCAGAUCGAAAUCUGUAUAGUCUUACCGCACCAAGCUUUCCACUGCCCUCCAAGUUAACCAGGGGCUCUGGAUAAAAAGUUGUGGUUAUAGUGAGUUCACUCCAUUUUGCGAUAAACUGCCAGCGGACUUUCCCGUGCCGCCGGCGGUUAACAA

>FBgn0003926

GGCGCGUAUUGAUACCGGACCCACUGCAUCAUCAUCAUCGACGGGUAUCAUCCUUCUCACCGGACGGUUGGAUCUUCUGGUGUUUGCAUGAUUUGCAUUAAUUUGGCAAAUGUUGUCGAUACCGGACGCCGACGAUAAGCGCUGACAUGACCAGAUCCAUUUGGUCAUUAAUUAGCCCACAGCUUUCCAUUCCUCCGUCU

>FBgn0003931

CUGUAAUUCCCAAAUGGUUCUGGCUUGCUGUGAAUGGAAUAAGGACUGAUUUGGGUUUGAAAGUUAUCUUUGCGCAGAGGCGAUAUCGUAACCAAUGAAGUUCUACUGAGGUGCGAUUAUUGCUAGUUGAAAACUUUAACCAAUACCCCGCCAUGGGGACGUGAAAUACCGUCCACUACGGCAAUUUUUGGAAGCCCGAG

>FBgn0041717

UGCAAUGGGCUCUUAAAAUUCCCAAGUUCUUUUUCCGCAUGGAGUGCUUAUAAAGCGCGACAAGUGUGUGGUCCAAACGUGUUGUUUGGAAGGAGAGCAAGUUAGCACUCCCCUAGACAAGGAUGGAACACAUAAACGGUCGGCUAGGCACAGACAAAAGCCGUCCACAAAUUUUUUUAAAUCUUAUGAUAGCUUAAUGC

>FBgn0041721

CCCAACCGGUUCUGGUUGCAUGGCCAUGAGUUUCCAGUUGCAAGCUGAUGGCAAUUCGUGCCUCAAACUAAUGAGUAAGGAAAACCAAUCAGCCUUGCUAAUCGCUUGGCAGUAUUGGCUUCUAGGCAGGGGGGCGUGUCCCGCGCCCCUUGAAGCUCAAAUUUUUGCAAGGGCACAGGUCGUCCCCUCCUCCUCCGCGU

>FBgn0003923

GUCCUUUGUCCUGGGAAGGAGUAGUUAUCGCUUCUCGGCCUUAUGGCUAAGAUCAAAGUGUAGUAUCUGUUCUUAUCAGCUAACAUCUGAUAGUUCCUCCAUUGGAGGACAACAAAUGUUAAACUGAUUUUUGGAAUCAGACGGAGUGCUAGGGGCUUGCUCCACCUCUGUCACGGGUUGGCCCGGUAUUGCAGUACCGC

>FBgn0003930

AUAUAAUUCCCAACUGCUUCUGGCAGCGCCGGCAUGGUAUAUGGUAAAAAUGGCAGAGGUUAGUUAUCUUUGCGCAGUGGCAAUACCGUAACCAAUGAAGUCCUCCUGAGGUGCGGUUAUUGCUAGUUGAAAACUUUAACCAAUACCCCGCCAUGGGGACGUGAAAUACCGUCCACUACGGCAAUUUUUGGAAGCCCGAG

>FBgn0053504

GCUACUGGCUGCGCUUGCAUGGAGUUCACUCUGCGAGCCUCUGUUGAGAUUGAAAAUUUUUAUUCUCUUUGAAAUUUGUCUUGGUGGGACCCUUUGUCUAGGCAUUGAGUGUUCCCGUUGAUUAAUAAAUAUUAACUUGUUUAAGGACUUCUUAGUGUUUAACACCAAAAAGUUAACUUAAUUAACGGCGUAAUGAAAAA

>FBgn0003934

AUUCCCAAAAAGUUCUAUCACAGAACGAAUCUAGGGAUCCUUGGCUGGGCGUGAAAGGUUACUCUGGUUUCUCUUCAAUUGUCGAAUAAAUCUUUCGCCUUUUACUAAAGAUUUCCGUGGAGAGGAACACUCUAAUGAGUCUAAACACAAUUUUUGCUUAGAGCCCCGAUGGCAUUUGCCUUUGGGGCCAUAAAUGAUGC

>FBgn0004192

GCCUGUUCGUUUUCCGUUUCAAGUUAUCGCUUCUCGGCCUUAUGGCUAAGAUCAAAGUGUAGUAUCUGUUCUUAUCAGCUUAACAUCUGAUAGUUCCUCCAUUGGAGGACAACAAAUGUUAAACUGAUUUUUGGAAUCAGACGGAGUGCUAGGAGCUUGCUCCACCUCUGUCGCGGGUUGGCCCGGUAUUGCAGUACCGC

>FBgn0041719

AGCAGACUCCGCAUAGAGAAGCUUAGCAUUUGCAUUUGGAGGCAUCACCAACCUUGUGCAGUGGCAACAUCGCAAGCAAUGAAGUUCCAACUGAGCUGCGAUUAUUGCUAGUUGAAAACUAAAACCAAUAUCUCGCCCAGCGUAAGGAUCUACGAUCUUUAAGCUAAGGCAAUUUUUUUAGGCCCCAAGUGGGCUGACUU

>FBgn0004185

GUUGCAAUUCCCAACUGGUUUUAGCUGCUCAGCCAUGGAAACCCUGCUGCCGAGCAUCGAAAAGCAUACUUACCUGGCGUAGAGGUUAACCGUGAUCACGAAGGCGGUUCCUCCGGAGUGAGGCUUGGCCAUUGCACCUCGGCUGAGUUGACCUCUGCGAUUAUUCCUAAUGUGAAUAACUCGUGCGUGUAAUUUUUGGU

>FBgn0050199

ACCGGCGUUCUAUUAAGCAGUUUAAGCGAAAGUGGUUCUGAUUCUAGUUGAUAAUUGGUCACCAGGAAGACGCAAGGGGACGUAGCUCAGUGGUAGAGCGCUCGCUUCGCAUGUGAGAAGUCCCGGGUUCAAACCCCGGCGUCUCCAACAGAGUUGUCAAUUAUUUUUUUGGACUAAGUUUCAAAUGUUGGUUGGAUUUA

>FBgn0050202

GUGCUGAAAUCUAUGCUUCAUACCAAAUAGGAACUUUGCCACCGGGGCGACACAGUUGCGGUGUCCGAGUGGUUAAGGAGAUGGACUUGAAAUCCAUUGGGUUCUACCCGCGCAGGUUCGAAUCCUGUCCGCAGCGCAGAACUUUUUUUAUUUUUUAUUUAUUGUGAAUUUGCAGAGGGUACUAAUAGCUGACCUUAAUA

>FBgn0050229

GCUGUCAAAAUUAGUUUUUGCGUAGAUAAGGACAGCAAUAUGCGUUAAGAAAUCGGACGCCGGACGAUAGCAUGGUAGCGUGGCCGAGCGGUCUAAGGCGCUGGUUUAAGGCACCAGUCUCCUCGGAGGCGUGGGUUCGAAUCCCACCGCUGCCAGAAGGAAACUUUUUUAUUGCACAAAUCCAUUUUCAGCCAGGCAAC

>FBgn0011862

GUUAUCUUCUAGUAAAUAAGAAAAAAAAACUGUUUAUCCAAUUAUGUUCGGAAUUUCAGCUAAAGAAUUUACGAAGCAUCGGUGGUUCAGUGGUAGAAUGCUCGCCUGCCACGCGGGCGGCCCGGGUUCGAUUCCCGGCCGAUGCAUAAUACUUUUUUAAACUUUUUUUUUGUAUUUCUAAUGAACUUGUUUAAAUUGUA

>FBgn0051215

AAACAUAAAGGGCUUACUGGUGUUAAGAGUGACAAGAGUAUUCACCUACAUUCUACGGCAUUCGUAUGGUAUCAGGGGAUGUAGCUCAGAUGGUAGAGCGCUCGCUUAGCAUGUGAGAGGUACGGGGAUCGAUGCCCCGCAUCUCCAGUUGACUUUUUUUUUCACCAAUUUUUUUUUUUUUUGUAAAACAGGAACAUUAG

>FBgn0051942

AUGACUGUGAGUGUUUUUCGAUUCGCGGCCUUUGUGGGUACAUCUGAAAGCAACGGAUUCUCGUUGGACCCUUUAGCGCAUUGGAUAGCGCGUUGGACUUCUAAUCCAAAGGUGGCGGGUUCGAUUCCCGCAAGGGUUGAAGUACUCCUUUUUUUGUACAUGCUAAAGAACUGAACUGGAAUGCCAACAAAUAUUAAACA

>FBgn0011881

UGAUUUUCAGUUUAGUACGCCUUCCACUCUGCUACGCCUCUUGCAUCCGUAAAUACAUGGCCCAUUAGCUCAGUUGGUUAGAGCGUCGUGCUAAUAACGCGAAGGUCGCGGGUUCGAUCCCCUCAUGGGCCAGUCGACCUUUUUUUUUAAUGCUUUACGUUUUUUAGUAGAUGCGUAAGGAUGAAUACCCUUAGGCUUGG

>FBgn0028889

CUUAGCUAAUCAAGCAUUCAAAUGCUAAUUUUAAAGUUAGAUAUUUCACAGCCAGGUUGGCCGAGCGGUCUAAGGCGCCAGAUUUAAGCUCUGGUUCUCGAGAGAGAGCGUGGGUUCGAGUCCCACACCUGGCAUUCGAGGUUAAUAAUUUAUUCGUCCUUUUUGCGUGAGCUUAAGAUUGGUCUUUAAAAAAAUAAUAC

>FBgn0011866

CAUCGAUGGAAAAACUAAAUGGCCAGUUAUUAUUAUUGGAAAAUGCUGACGCAAGAAAUAAAGAAGCAUCGGUGGUUCAGUGGUAGAAUGCUCGCCUGCCACGCGGGCGGCCUGGGUUCGAUUCCCGGCCGAUGCAAAAUACAUUUUUUAUACCAUAAUUUAACUACGUUUUAAUUUUUUAAAAAUAGUCACAUUCACUU

>FBgn0050212

ACUUUCAUUGUUCUUAUUCUGCUUAUUCCUAAGACUUGAGCUUUAUAAUAACGUUCUGUCAACGAAUAUAACACGCCCCAGUGGCCUAAUGGAUAAGGCAUCGGCCUCCUAAGCCGGGGAUUGUGGGUUCGAGUCCCAUCUGGGGUAAAGUUGUUCUCUUUUUUAUUAAAAUUUCUUUACAUACUAAUGUGUAACAAUCG

>FBgn0011980

GCUAUAAAAAGAUCAGUGAUAUUAAUGUAGCUAGAGCCGGGUAAUAAAGCCACUGGAGUCAUCAAAGCAGUCGUGGCCGAGCGGUUAAGGCGUCUGACUAGAAAUCAGAUUCCCUCUGGGAGCGUAGGUUCGAAUCCUACCGGCUGCGGUUUAUAAGUGCCAAUUUUUUUUAAAUAAUUAAGCCAAACUAAUAAAUUCAA

>FBgn0011932

UUUUAAGGUAUUUAUUAUUAAAUAUUUUCAAACUUAUAAUUUUUUUGUGUGCUUAACUGCCUCCGUGGCGCAAUUGGUUAGCGCGUUCGGCUGUUAACCGAAAGGUUGGUGGUUCGAGUCCACCCGGGGGCGCAUACGAAAUCAAAAUUUUUGCUAUGCGUUCUCCUUAUUUAAACUACCAUCAUAUGGUAUCUAUUUUA

>FBgn0050227

UGCAUAACAAAGUGUUUUUCGUAAAUUGACUUUAGGUAUAAUGGCUGUUUGGCACAGGCAUUAACAACGACUCCGUGGCGCAACGGUAGCGCGUCCGACUCCAGAUCGGAAGGUUGCGUGUUCAAAUCACGUCGGGGUCAAGCAAUUGAUGUUUUUUUUUCAUUAUUUUUAGUUUGCAAACUAUAUAAAAUAAAUACGAA

>FBgn0012011

AAUCACCCUCAAAACCGAAAAGCUGUGAAUCCACCCCAUCACGUGUUUCCGUGGUGUAGUGGUUAUCACAUCCGCCUAACACGCGGAAGGCCCCCGGUUCAAUCCCGGGCGGAAACAUUGGAAAUAUUUAUUUUAAUGCAUUUCCCAAAUUAUUUUGCCUGUAUAACUUAAAUAUAUAUAUUUUGUAAUGUGAUUUAUGU

>FBgn0053537

GGAUGAGAAAUCUGCACAGUGAGCAAAUAAGGGUCUUUUUUCCCGGCGAGUUCCAAUAGCCUCCGUGGCGCAAUUGGUUAGCGCGUUCGGCUGUUAACCGAAAGGUUGGUGGUUCGAGUCCACCCGGGGGCGCAUCUAACUUUUUUUUUUUGUUUAAAUAAAUAGCUUCUAUAAUGUUUUUAGUUCAUAAAGCUUUUGCU

>FBgn0051971

AAUCCAACCGAAGUCUAACGAGAAUCGUAUGCCACAUUUGGCGAGUGUCGUUCACCGUCCUCGAUAGUAUAGUGGUUAGUAUCCCCGCCUGUCACGCGGGAGACCGGUGUUCAAUUCCCCGUCGGGGAGAUGCGAGAGCAUUUUUUCACAAUAUAUUUUUCCAGUUAAUAACAAUAACAAUAAUUUUAUACAUUUUUGAA

>FBgn0051896

UUAAUCUACCGGGAUUCAAGUGAAGCACAGAUUUAGAAUAGAACUAUUGGCAGGCGAAAUUCAACGUCCUCGAUAGUAUAGUGGUUAGUAUCCCCGCCUGUCACGCGGGAGACCGGGGUUCAAUUCCCCGUCGGGGAGACGAUUGUCAAUACUUUUUUUUUAUUAAAAUCUUAUUUAAAGAAAAGCACAUCCCUAAAACA

>FBgn0051165

AUUCUUGAUAAGAAGUUGGAUAGGGUUUGACCAGAAAUAGUACUUUUCACAUCAAAAUUUUUCGAAGACGAGGUGGCCGAGAGGUUAAGGCGUUGGACUGCUAAUCCAAUGUGCUCUGCACGCGUGGGUUCGAAUCCCAUCCUCGUCGGAAAAUAUCCUUUUUAAAUAAAAUUUUGCUUAUUGCUUUUAUUCUUUUCAGU

>FBgn0053538

CAUGUGUUGACGCUGACUGACUCAUACAUGCGAGCCGUGAACUCAUAGAAGCAGUUUGCCGGCCACUAAAACAAGCCCCAGUGGCCUAAUGGAUAAGGCAUCGGCCUCCUAAGCCGGGGAUUGUGGGUUCGAGUCCCAUCUGGGGUAAAGUUUGAUAACUUUUUUUUACUUUUAAUUUUAUUCCAAAAGUUGGGUAGAUU

>FBgn0011936

AGGCACUAAAAUGCAUUGGCGUUCGUGAAAGCAGCCACUUGACGGAGGCAGCGCAACAGCCUCCGUGGCGCAAUUGGUUAGCGCGUUCGGCUGUUAACCGAAAGGUUGGUGGUUCGAGUCCACCCGGGGGCGAAUAUUUCUAUUUUACCUGUGGAAUCUCUUUGUUUUUUGCCUACUAAGCUUGACCCCUUUUUUUAACU

>FBgn0011893

AAGUUUAAAUUUAAAACUAUUACGAUUUCGAUGAUUUUGACAGUCAGAUGUCAAGAACACAUGCCCGGCUAGCUCAGUCGGUAGAGCAUGAGACUCUUAAUCUCAGGGUCGUGGGUUCGAGCCCCACGUUGGGCGAUGUUUUUUAUUUUAAUUCAAAAUUAAUAUACAAUUAAUAAACAUUUUUUGAGCUCCACUUUCGG

>FBgn0011891

CUAACCGCUGCUGGCGGACACGAACUAGCGUGUAUGCUCUAUUCUCGGCUGUUGAGGCAACUGCCCGGCUAGCUCAGUCGGUAGAGCAUGAGACUCUUAAUCUCAGGGUCGUGGGUUCGAGCCCCACGUUGGGCGAAACUAAUAUUUUAUUUUUUAUGCGAUUAAUAAAAAGCCGAAAAAUAUAAAAAACAAGAAAGUAA

>FBgn0052460

AUUUCUAUUUAUAGCACGGCUGAGUGUGGCUCAUGUUGCUAGUUUAUACACAUAUAUUUCAACUCCCAUAUUGUCUAGUGGUUAGGAUACCCGGCUCUCACCCGGGAGGCCCGGGUUCAAUUCCCGGUAUGGGAAGUGUGAAAUGAUUUUUUGCAGCUGAUGGCCACCAAAUUUUUUUGUUUUGCAAAGACUUCAAGCAA

>FBgn0050333

CCAAAACUUUUGAAAUCCACGCUAGCACUAAUCCGAUAUUCUGUACUAUCGCCACAUCUGCCGAAAUAGCUCAGUUGGGAGAGCGUUAGACUGAAGAUCUAAAGGUCCCCGGUUCAAUCCCGGGUUUCGGCAAGCUACUUUUUCUUUUUAAAAAUUUCCAACCAUUUUAACUCCGAAUAAAAUGAGGCUUAAAAAAACAA

>FBgn0051568

AUGUUUAUUCAGGUUUGUCCAUAAUAACGAGAGCUGUGCGCGAUUUUUACCUCCCCGCGAAUGAAUCACUAAGGGGGGAUGUAGCUCAGAUGGUAGAGCGCUCGCUUAGCAUGUGAGAGGUACGGGGAUCGAUGCCCCGCAUCUCCAAUAAAGCUUCCUGUUUUAUUUUAGUUUCUUUUUAAACAACGUGAUUUGUAAAC

>FBgn0002578|m1|3R|21840447|21841183|1

GUAAAAACCCAAAAAGUAAAAACGAAAGUAAAAAAACAACUUCAAAAUGAUGAGCCAAACUUUGACCCUUUGCUGCCUUGCAUUGGUGGCAUGUGUAUACGGAAAUACAGUGUCCACCAACGAUACCGCUUGUCCAACUUUUUGCCCCAGUAUCUACAAGCCAGUAUGCGGAACUGAUGGCCAGAACUUCAAGGAGUUUG

>FBgn0003086|Pig1|X|3142628|3143322|-1

AAAUAGAAUAUAGUGUCGAAAUGAAGUUGACAAAGUUAUGGUUGCUUUUUGUGUGCCUGGGGCUUUUCGUUACCCUGGUUGUGAGUGCCGAUACGGACUCGGAUGCCGAUUCGGAUUCAUCCGCCGAUUCGGAUUCAUCCGCCGAUUCCGAUGAGAAUACAACCGCAUCCGGAUCGAUAGUAACCUCAACCACGGAGUCC

>FBgn0002933|ng1|X|3136445|3136967|1

UAUUGUAGCAUUUGCUCACCAUGAAGAUCACCGUGGUACUCGUACUUCUCGCCACCUUCCUCGGCUGUGUGAUGAUCCACGAGUCGGAGGCGUCCACAACCACCACGUCCACCUCCGCCUCGGCCACUACCACUACUUCCGCUUCGGCGACCACCACUACUUCCGCUUCGGCCACCACCACCACUUCCGCUUCGGCCACC

>FBgn0001281|janB|3R|25863702|25864460|-1

UCUGUAGCUUUGCAACUGCUCGCACUAAACCUUUUCGGAUCUAAAUUAAUCAGUUUGUACACAAAUUUCGUUUCUUUUCCUUUGGUUAAAUAAAAUGAAAAUGUUCAAGUCAUUGCGUCUGCUUCCUCAUAUUGUUUCUCCGUUUCGUAAGGCUUAGGAAUAUUCAAUAUUAAGAUUUACAAGCCCUAAUAUACUUGGUU

>FBgn0003057|CG10598|X|17119744|17120474|-1

UAGUUUGGUCAGCUGUUUGAUACCGAUUGUAUCCCAUUCGCUACUCGAGAUGAAACCCUUUGCCUGCAUCCUGGUGAUCCUUGCCGCCAUCCUGUCCGUGGGACAGGCCUCCCUGGGCGGUCUUCUUGGCGGCGGCGGUGGAGGCGGCGGCUCUAUUGGCGGAGGCGCUGGCGGCAUCGGACAGCUGCUGCAGAGCAAGC

>FBgn0001285|Jon44E|2R|4578955|4579856|1

AGUUGUUCGUUGACCAACAUGAAGCUCUUUGUUUUCCUAGCCUGUCUGGCUGUCGCCUCUGCCGGAGUGGUGCCCUCCGAGUCCGCCAGGGCUGUCCCAGUGAAGGACAUGCCACGCGCCGGCAAGAUCGAGGGUCGCAUUACCAAUGGAUACCCGGCCUACGAGGGCAAGAUUCCCUACAUUGUCGGACUGAGCUUCAA

>FBgn0001120|gnu|3L|14795480|14796457|-1

AGUUAGUUGCAUUUUGCAAAUCUUAUUGCACGUUUUUUUUUGUCGUCUUUUUUGUGCUCGUGGAAAAUAUUAUUUGUAAAAUUACCGAAUGGAGCGCUACAAUCGCGUCUAUAGAGGUAGUAUUGCUAAUACUUUUGUAAACAAGUUUAAAAUAUAUCCUUUAACUUUCAAUAGAUCCCGCAUCCCCACUGACCCCACUC

>FBgn0004172|Mst84Da|3R|3191572|3191985|1

ACCUAAAUUUUCGGUUCCUUUCGAUUCCGGUUGGGAAAUAUCUUUUAAGAAACAAAAUCAUGUACAUGUACGUCAACCCGAAUUACGUUUUGGUUGGGGUAUGUAUUUAUCGGUCUCGUAAGUCGAGUGAAUACUUUUAAUAUGAUUUAUCAGGGCCCCUGCUGUGGCCCCUGCGGCGGAUGCGGACCCUGUGGUGGAUG

>FBgn0004240|Dpt|2R|14753270|14753765|1

CAGCAUAUUCCAGUUCUUCAAUUGAGAACAACUGAGAUGCAGUUCACCAUUGCCGUCGCCUUACUUUGCUGCGCAAUCGCUUCUACUUUGGCUUAUCCGAUGCCCGACGACAUGACCAUGAAGCCCACUCCACCACCGCAGUACCCACUCAAUCUUCAGGGAGGCGGCGGUGGCCAGAGCGGCGAUGGUUUUGGCUUUGC

>FBgn0004087|Dhfr|3R|12306921|12307601|1

GCGAGAAUUUCGGAAUCGGCAUCAGAGGCGAUCUACCAUGGCGCAUUAAGUAAGUUGGUAACAAGGAUUGAACCGCAGCUAAAGCUUUUGUACCAUCAGAUCUGAGCUGAAGUACUUCAGCCGCACCACCAAGCGAACAAGUGAUCCCACCAAGCAAAAUGCCGUGGUAAUGGGCAGGAAAACCUACUUCGGAGUGCCGG

>FBgn0003274|RpLP2|2R|12473599|12474237|1

ACCGCGCGGCCACACUGACUUCCGCCUCUUUUUCGACGACAACUUGCAAAGGAAAGUUGUGUUUUUCGUACAUUUUGCCAAUUCACGUUUCGUGUCAAGAACCCAAGACUUAAACAUGCGUUACGUGGCUGCUUACCUUCUGGCCGUCCUCGGUGGCAAGGACUCGCCCGCCAACAGCGAUCUGGAGAAGAUCCUCAGCU

>FBgn0004404|RpS14b|X|7828937|7829832|1

UUUUUUUCGCAUCCGGCGCACGCAAUUGGUUGGUUUUCUGCUAUUUCUCCCUUUUUUUGUUCAAUUUUACUGCAAUUGACUUAUUUGGCGGCAAAAGCGAAAAGUUGCUGCUAAAUAUGAUUCAGUGAUUUAGCAUAAAAUGAAAAAUUUUGCGGACGCCGUGAAAGUGGUGGCGAAUUAAUUUGUUUCUCCCCCAUUUU

>FBgn0004552|Akh|3L|4141467|4142070|1

AUAAAAGCGGGCUGAAUCGAAGUGGACCAGCAUAGAACUCAGAAUGAAUCCCAAGAGCGAAGUCCUCAUUGCAGCCGUGCUCUUCAUGCUGCUGGCCUGCGUCCAGUGUCAAGUGAGUGAAUUCAUAUCCCGCUGCAGGAUAUCCCUUUCUGAUGUCUCAUUUUAUUUUCCUCUAUAUAGUUGACCUUCUCGCCGGAUUG

>FBgn0003377|Sgs7|3L|11502961|11503347|1

UCACCAUCAUCGGUAACUACAUAAUAAGAUCUUUAAUCCACAACCAACUUCAAUAUCUCGCAUCCUCAAUAUCCCCAGCUUGCAUCCUGCUCAUUGGAUUCUCCGAUCUAGCCCUGGGUGGUGCCUGUGAGUGCCAACCGUGUGGUCCUGGUGGAAAGGCCUGCACGGGCUGUCCCGAAAAGCCCCAACUUUGUCAGCAG

>FBgn0004427|LysD|3L|1210725|1211196|-1

UUUCAUCGUUCUGGUUGCCCUGGCCUGUGCCGCCCCAGCUUUCGGUCGCACCAUGGACCGUUGCUCCCUGGCCCGCGAGAUGUCCAACCUGGGCGUUCCUCGUGACCAAUUGGCUCGUUGGGCCUGUAUUGCCGAGCACGAGUCCUCCUACCGCACCGGAGUGGUUGGUCCCGAGAACUACAACGGCUCCAACGACUACG

>FBgn0003980|Vm26Ab|2L|5957004|5957628|1

CAGUCAGCCUUCGUUCGUCACUUCAGCAGCAAGUAGAGACAGCUCAAGAACCAUCCGCAAUGGCAUUCAACUUUGGUCACCUCCUCAUCGCCGGCCUCGUGGCCUUGUCCGCCGUGUCCUCGGAGACCAUCCAGCUGCAGCCCACUCAGGGCAUCCUCAUCCCCGCCCCGCUGGCCGAGAACAUCCGUGUGUCGCGUGCC

>FBgn0004431|LysX|3L|1194739|1195302|-1

UCCUAGGAAUCUGUGUCCUGGCACUAGUCACUCCAGCUGUCCUGGGUCGCACCAUGGAUCGCUGCUCACUGGCGCGCGAGAUGGCCAAUAUGGGUGUUUCUCGUGACCAGUUGUCCAAGUGGGCGUGCAUUGCAGAGCACGAGAGCUCCUACCGCACCGGAGUGGUGGGGCCUCCCAACACCGAUGGAUCCAACGACUAU

>FBgn0003358|Jon99Ci|3R|25750948|25751907|-1

AUGAGGGGUCUUACACUCUUGUCGCUCGCCUUCCUUGGGGUCUGUAGUGCCCUAACUGUGCCCCAUUCGCUGGUCCAUCCACGCGAUCUGGAGAUUCGUCAUGGAGGGAUUGAGGGUCGUAUUACCAACGGAAACCUGGCGUCCGAGGGUCAGGUUCCCUACAUCGUGGGUGUGAGCUUGAACAGCAACGGAAACUGGUG

>FBgn0003941|RpL40|2L|4227642|4228563|1

AUUUAAAAAAUAGUAUUUUGGUAUAUUUGCAGUGCUCGGCGGCGGCCACACUCUCUUUUCCCUUUUUCUUUUGAAUAGCAUUUGGUUGCACGUUUCCUCUGGUGAGUUUCCAUUAAAUAUAUUAAAAAUAAACGAAAAAUCGCAAUAACGUGGCAGAAUGUAAACAUAUUGUUGUUUAGUGACGUAUUUGUGAUAUGAAA

>FBgn0004594|Eig71Eg|3L|15650728|15651258|1

CCUUAUGAAGGAGAAUACUUAGUUUUAUAAUUCCAAUCCUUUAGCUUUCUGCUGCAUAUUGAUGUGCCAGGUCCUAACUCAGGAAGCUUCGGGUCGCCAAUUUUGCGAUCGUUUAUUCGCCAACUGUCUUCGUGAACAGCCAACCGUGGGAACAAGAGAUGAUACGGUGGAUCUAUUCAAUUCAUAUUGCGGACGAAAUA

>FBgn0003275|RpII18|3R|1197488|1198119|1

UGAAAACCGCAUGCAGCAGUGUGAAAGAAGAAGAAGACUGCGACGCGUGCAAAACACGCCGCACUUUACUAUUUAAUUUCGAUUAAAACAAUAGAAAAGCAGUGAUGGAUGAUGCGGACUACGACAACGACGAGUAAGUGCAGGCGUAACACAAUCAAUAGCUGUGCCCAUUAAUCACCUACUUAACAAUUGCAGCGUUG

>FBgn0004413|RpS26|2L|18442498|18443237|-1

AAACGUGAACACACGCGGAUUUCGCUGGGCGGAUUUUGAAAUUGAUAAAUAAGGUAAUUAUGGCAGCCAUCCGCUGAGCAAAGGCAGUGCUAAAUGCUAAUGGCCGUGCAAACUGUUUCCCCCACUGACAAGCAGCCGCCAAGAUGACCAAGAAGCGCCGUAACGGAGGACGCAACAAGCACAAUCGCGGCCAUGUGAAG

>FBgn0004590|Eig71Ec|3L|15644572|15645351|-1

CUGAAGUCAAACAAGUUGUCAGUAGCAGUACCAACAUGUCGAAAAUUACUCUCAUUUUUGGUAAGGAUAUAGACCGCUAUACCAUAAAAGAUUAUUAACCCUUAUGAUAACUAUUUUAGCUAUUCUCUGCCUUUGCGUGGCUGUUCAGGCUCAAACUCGUGAACAAGAAAUUUGCCGUCAAGAAAACGAAACUUGCCGUC

>FBgn0004554|Edg91|3R|13436578|13437233|-1

CUCCGAUUGGGAUGCACUGAAUCGAUUUGGUUACCUUGCAGAUGCUGGCCCUUUUGCUGAUUGCCGGUCAAGGUCAGGCGGCGCCGGUGAAGACCGAAGGUAGCACCUUGGGCCUUCUGGGCGGUGGAUUUGGUGGCAGUGUAGGACUUAGUGCCGGCAUCGGAGUGGGUGGUGGCCUGUAUAGCGGUUUCGGAGGCGGU

>FBgn0004403|RpS14a|X|7827779|7828713|1

UGGUUCGUCUUUAAUUUUUCCCUCUUAAUUUUUGCGAAAAAAAACCCGACUUUGAGCCCCUAAACUUAAAAAAUGUGCCUUCCUCCAGAGUGUUCAGAGCGUCGACUGAAAAUGACAAACAAGCUGCCCGGCAGCUAAUUUUUUUUUACAUUUUUUGUUUUGUUUGUUCGCACGCAUUUGUUUUUAUUUGUGAAACACGU

>FBgn0004781|Ccp84Ac|3R|2521187|2521993|-1

ACAGAAGGAGGACACAGUCUCGCUUCUUUCGCUCUGCAAUUUGCCAACCAACCUCAAACGCUCGCCAAAUGGCUUUCAAGGUAAGCCAAGGCUGAUGUAAUUUGCACCUUGGCAACAGACUAUACUGUUUUCUUACCAUUCCAGCUCGUUGCUCUGGUUUCCUGCUGCCUGGCAGCCGUGUCCGCUGGACUUAUCCCUGU

>FBgn0014851|Eig71Ek|3L|15654348|15654903|1

GUGGAAAAUAUUCUUGCUGUUGGGUAAGAGUUUUAUUUUGUCAACGAUUGUUUAUAUUUCUAACAACACAUUUUUUUUUUGCAGUUCUUUGUAUCCUGCAAUUGUGCCACAUUGAUGCUCAAUGGAGUCGAGUGUACUGUGAGAAUAUCUAUAACGAUUGUCAACGAUUUACAUCCAGAAUAGGACGAUUUGAUGAGACU

>FBgn0015585|Acp63F|3L|3815923|3816354|-1

AUGCAACCAAGCAAUUUAUCUAAAUCUUGAUCCUCACUGCGGAAUACUUCCCGAUUGUAACUUAGAUGGUCCAAAUCCAAGUUACCUCAAAAGGGUGUCGUGUGAACGCAAAGAAAACGGAAAACCAGGUGGGUAAUUGUUGACACCUUUUGUGUUUCAGAAAACUUAAUCGAUUCGUUUAGGAUUCAUCGAACUAAUUC

>FBgn0004780|Ccp84Ad|3R|2518520|2519180|1

CCACAUCCUAACUGCUUUCCCUCUUUCAGUUCAUCGCCCUCUUCGCCCUGAUCGCCGCCGCCAGCGCCGGUGUUCUGCCCGUCCAGCAGGUGUACCACGCCGCCCCCGCCGUGGCCACCUACGCCCAAGCACCUGUCGCCGUUGCUCACGCCCAGCCGGUUCUUGCCAAGGCCGCCGAGGAGUACGAUCCCCAUCCCCAG

>FBgn0004783|Ccp84Aa|3R|2529804|2530625|1

AUCAGCACCGUUUCCGCAAAGAACUAACCCACGAAUCCAAAAACCCUAUAAAAUGGCAUUCAAGGUGAGUCCUGUGGUAUCCCACCAGAACCCGUUUCUCUAACGAAUAUGUUCCCCAGUUUGUCUUCGCCCUCGCCUUCGUCGCCGUGGCCAGCGCCGGUUAUGCCCCCAUCGCCGCCCCACAGGUGUACCACGCUGCC

>FBgn0011706|rpr|3L|18390653|18391503|-1

UGAAUAAGAGAGACACCAGAACAAAGUGAACGAACUCGAAAAUACGAAAGAAAAGUGUGUGCGCCAGCAACAAAGAACUAACUCGAUAAAUAUUCAUUGUGCAGAAGAGAAAGUUAUUGAGUCACUACCAGUUGUGUAAUUCCGAACGAGAAGAAAGAUAAACCAACAAUGGCAGUGGCAUUCUACAUACCCGAUCAGGC

>FBgn0013679|mt:ND1|dmel_mitochondrion_genome|11720|12658|-1

UAACUUUAUUAGAACGAAAAGUUUUAGGAUAUAUUCAAAUUCGUAAAGGUCCUAAUAAAGUUGGUUUAAUAGGAAUUCCUCAACCUUUUUGUGAUGCGAUUAAAUUAUUUACAAAAGAACAAACUUAUCCUUUAUUAUCUAAUUAUUUAAGAUAUUAUAUUUCUCCAAUUUUUUCUUUAUUUUUAUCAUUAUUUGUUUGA

>FBgn0013755|Bro|3L|1647869|1648613|1

UUUCGGAGAAUACAGUUAUAACAUUAGACAUGCAUCAUCACCAGAAUCUCGGAGACGCGGCCGCCAUGAAUGGAAUGAUCCCGCCAUACGAAGCCAUGGCUAUGUACGAGCAGCCCAAGCCCAGAUUCAUCUUCAAGAUGCCCCGCGUGGUGCCUGACCAGAGGUCCAAGUUCGAUAGCGACGAGCUCUUCCGCCGAUUG

>FBgn0010294|ng2|X|3134058|3134604|-1

UAUUGUAGCAUUUGCUCACCAUGAAGAUCACCGUGGUACUCGUACUUCUCGCCACCUUCCUCGGCUGUGUGAUGAUCCACGAGUCGGAGGCGUCCACAACCACCACGUCCACCUCCGCCUCGGCCACUACCACUACUUCCGCUUCGGCGACCACCACUACUUCCGCUUCGGCCACCACCACCACUUCCGCUUCGGCCACC

>FBgn0004782|Ccp84Ab|3R|2527689|2528599|-1

UAUCUAACGCUCUUGAAUUUAGUUUGUCUUCGCCCUCGCCUUCGUCGCCGUGGCCAGCGCCGGUUAUGCUCCCAUCGCCGCCCCACAGGUGUACCAUGCUGCCCCAGCGGUGGCCACCUACGCCCACGCCCCCGUGGCCGUCGCCCAAAAGGUCGUGGUCAAGGCCGCCGAGGAGUACGACCCCCACCCCCAGUACCGCU

>FBgn0015031|cype|2L|5327241|5328000|1

UACAUAACAAGGUUUUUCUUUAAAAAACACGGUUCAAGGGGUUUUGGAACUUAAAAAAAGUAAUUAAAUAUCAUACCAGUUGGCCAUAUCAACUCCAUAAAUUUCUGGGGAGAAUUCAUUAGUUGCUAUGCGUUUAAUGGCAGCUGCCUUUGAGCACCUUACGUAACUACCGAGCAAUAUAAUUGAUUUUUGUGAUUUUC

>FBgn0011554|etaTry|2R|7228018|7228928|-1

GCUGUUUCUUCUCGGAAUUUAUGCAGUAUCGGCGCAAUCAGAUGGUCGCAUAGUUGGCGGUGCAGAUACAUCCAGUUACUAUACCAAAUAUGUGGUGCAGCUGCGCAGGCGCAGUUCAUCGAGUAGCUCCUACGCCCAAACCUGCGGUGGAUGCAUCCUGGACGCGGUGACCAUAGCAACGGCAGCACAUUGUGUCUACA

>FBgn0015794|Rab-RP4|X|5564855|5565842|-1

UAAGUAAAUAACAGUAGUGAUAAGCAUUAAGCGGAGCUCAAACCACACAAUGGCUGAUCGGGCUAUCAAGCUGCUGGUGAUCGGGGAAAGCGGCGUGGGCAAGUCCAGGUGCAGUCCCAAGUCCAUGGAGCAAUUCCACUGCGUAUAUUACCAAAAGCUUGCAUCACUCAUCAACUUUCAUUAUCAUUUCAUCAUAGUUU

>FBgn0014850|Eig71Ej|3L|15653649|15654115|-1

CAAUAAAGGCUCAGAGCUUAAAUUGCACCAGGCUUCGAGAAAAUUGUCGUCCUUGCACCCGCCGCUUGGUGGAUCCUAUUAACGACCUGGAAUUCAUUAAUAGCGAUUGUAGGGAGAAACUUAGAGGACGUUGGAUUUGGCGGGAUGUAAGGCGUUGUGAUAUGCAAAUUGUUGCGUGCGAAAGUAAGUAUAAUAUAUAU

>FBgn0010425|epsilonTry|2R|7232734|7233567|-1

UUGGCUGGCACCAUUCCCGAUGGCCUGCUGCCCCAGUUGGAUGGUCGUAUCGUCGGUGGUUAUGAGACCAGCAUCGACGCCCAUCCCUACCAGGUGUCCUUGCAGCGCUAUGGAUCACACUUCUGCGGUGGAUCCAUCUACUCCCACGACAUUGUGAUCACCGCCGCUCACUGCCUGCAGUCGAUUGAGGCCAAGGACCU

Rattus norvegicus testing sequences

>rno-let-7a-2:8:44525716:44525916:+

ACUAUCUUGAAAUGGAAGGGCUUAAGAAAGGGUAGCGCUCCAGCCACUGUGACGGCAUGCUCCCAGGCUGAGGUAGUAGGUUGUAUAGUUUAGAGUUACAACAAGGGAGAUAACUGUACAGCCUCCUAGCUUUCCUUGGGACUUGCACAAAGCAACAUGGUGAGAACGAACUAUGAUUCCUCCGGGCCCUUUUUCCUAGG

>rno-let-7c-1:11:16398211:16398411:+

UAUUUGGAGGAGCGGACUGAAGAUAUAAUGAGUUUGAAGAAACACUGGAAGCUGUGUGCAUCCGGGUUGAGGUAGUAGGUUGUAUGGUUUAGAGUUACACCCUGGGAGUUAACUGUACAACCUUCUAGCUUUCCUUGGAGCACACUUGAGCCAUCGAGGAAUUCUUCAUCUCUUUAAUCUGACCAAGCCAACCUCUGUGC

>rno-let-7e:1:56487079:56487279:+

CACCCUCCCUACUUCUGGUCUCCCAUCAAUCCAUCUGUCAAUCUGCCCACCUGCCGCGCCCCCCGGGCUGAGGUAGGAGGUUGUAUAGUUGAGGAAGACACCCGAGGAGAUCACUAUACGGCCUCCUAGCUUUCCCCAGGCUGCGCCCUGCACUGGAAGGGGCCGGCGGGGACCCCAGGUCCACACCACUGCUCCAGAGU

>rno-let-7f-2:X:41376879:41377079:+

AAUUAAUCAGUGGAUUCUUUCCAAAUAGCUGGCCGCAUGGGCUGAAGACGGACACUGGUGCUCUGUGGGAUGAGGUAGUAGAUUGUAUAGUUUUAGGGUCAUACCCCAUCUUGGAGAUAACUAUACAGUCUACUGUCUUUCCCACGGUGGUACACUUCCCAUCCAGCUAGCCCUAUUCAGGUUCCUGUUAUGGUUGUGCC

>rno-mir-7a-2:1:134607211:134607411:+

GCUGAUGGCAGGUGGUGUGCCAAGGCCCGGAGGAGGUGGCUAGCAAGUCCAUGGACAGACCAGCCCUGUCUGGAAGACUAGUGAUUUUGUUGUUGUGUCUGUGUCCAACAACAAGUCCCAGUCUGCCACAUGGUGUUGGUCACAUCAGCAACUGCAGGGAGUUGGGCUGGGAGGGGAGCCCCACUUCUGGAUAUAUUUUU

>rno-mir-10b:3:57340807:57341007:+

GAGAUCAGGUCUGGCAGCUGCCUGAAUGUCUGCUCUGGGUAGGACCCAAAGUUGUAACGUUGUCUAUAUAUACCCUGUAGAACCGAAUUUGUGUGGUACCCACAUAGUCACAGAUUCGAUUCUAGGGGAAUAUAUGGUCGAUGCAAAAACUUCAUAUAUAUCCGACAUGGCCAGAGCCUCAGGCGCGGAGAGAAGUGGCG

>rno-mir-15b:2:158992180:158992380:+

UGGUUUGUAAUAAAGCUUCAAAGGGCGUUGUUCUGUUUGGUGAAUCCUGUCUUUUGGAACCUUAAAGUACUGUAGCAGCACAUCAUGGUUUACAUACUACAGUCAAGAUGCGAAUCAUUAUUUGCUGCUCUAGAAAUUUAAGGAAAUUCAUUCAAGACUAUAUUGUUAUCAUCACACUUGUAUUAUUAUGUUUGGACAUU

>rno-mir-17-1:15:99853675:99853875:+

AGCAGGACAGAAGAGGCCAUCGUCUUGGGAGGGACUGAAGCCGGCCGGCUGACCGACCGGUCAGGAUAAUGUCAAAGUGCUUACAGUGCAGGUAGUGGUGUGUGCAUCUACUGCAGUGAAGGCACUUGUGGCAUUGUGCUGACAGCUGCCUCGAGAGGGGCUGGGCUGGGCGCCGUGGGGAGGGCCUGCUGGCGCUGCGU

>rno-mir-19a:15:99853955:99854155:+

GAAGUUAUGUCCUCAUCCAACCCGAGGCAAGCAAGCGUGUAGGGGUCUCAAUAGUUCUGUUUGCAGCCCUCUGUUCGUUUUGCAUAGUUGCACUACAAGAAGAAUGUAGUUGUGCAAAUCUAUGCAAAACUGAUGGUGGCCUGCUAUUUACUUCAAGUGUUGUUGUGGUUUGUUUUUAAACUAAUUGUGUAUUUUUAUUG

>rno-mir-20a:15:99854132:99854332:+

AAACUAAUUGUGUAUUUUUAUUGUGUCGAUGUAGACUCUUGGCGGUGUGUGAUGUGACAGCUUCUGUAGCACUAAAGUGCUUAUAGUGCAGGUAGUGUGUCGUCAUCUACUGCAUUACGAGCACUUACAGUACUGCCAGCUGUAAGCUCCAGCCUCGGCCCGUCGCCGUCCGACUGUCCGUACUGAGCACUGGUCUAUGG

>rno-mir-29c:13:110967990:110968190:+

GCUGAAAUCAGACCGGCACCUGCCUUGAGAUUCAGACCUGAAGAACACCACUGGUCCAUCUCUUACACAGGCUGACCGAUUUCUCCUGGUGUUCAGAGUCUGUUUUUGUCUAGCACCAUUUGAAAUCGGUUAUGAUGUAGGGGGAAAAGCACCAGCCUCAGAGCCUUGUGGUGUCUGGUCAGCAUCAGCCUGUCAUUUCC

>rno-mir-30c-2:9:22162572:22162772:+

GCUCCAUGUUGUCCUGAGGCUUGUGCUGCUCACCGCCAACCUGCUGUAGAGAGCACUGAGUGACAGAUACUGUAAACAUCCUACACUCUCAGCUGUGAAAAGUAAGAAAGCUGGGAGAAGGCUGUUUACUCUCUCUGCCUUGGAAAUCAACUAAGAGAAAUGAUUUUUAAAUGGCCUGUGUCUUGUAGUUGGUCCUAUCA

>rno-mir-33:7:120573152:120573352:+

UCCCUCGGGCCUGGGCCAGCUGACAGCCCUGGUGCCUCUGCGGGCCUCGUGCCUCCUGGCGGGCUGCCGUGGUGCAUUGUAGUUGCAUUGCAUGUUCUGGCAGUACCUGUGCAAUGUUUCCACAGUGCAUCACGGAGGCCUGCCCUGGCUGCCCGCUGUGCUGUGGCCAAAGAGAGAGGACCCGGAUAUAAGGGCACUGC

>rno-mir-34a:5:167187846:167188046:+

CCACAGCCUCUCCAUCCUCUUGCAGCUGCAGGCACCUCAGCCUGGGCCGGCCGGCUGUGAGUAAUUCUUUGGCAGUGUCUUAGCUGGUUGUUGUGAGUAUUAGCUAAGGAAGCAAUCAGCAAGUAUACUGCCCUAGAAGUGCUGCACGUUGUUAGGCCAAGAAGGAAAAGUCAGCGAUGCCCAGACCUCCGAGAGGCGCC

>rno-mir-92a-1:15:99854379:99854579:+

AUCCAUGCAAAACUGACUGUGGUGGUGAAAAGUCUGUAGAGACGUAAGGGAAAAUCAAACCCCUUUCUACACAGGUUGGGAUUUGUCGCAAUGCUGUGUUUCUGUAUAGUAUUGCACUUGUCCCGGCCUGUUGAGUUUGGUGGGGAUUGUGACCAGAAGAUGUGAAAAUUACAAUAUUGCUGAAGAUGCCGAUUUCUACU

>rno-mir-98:X:41377494:41377694:+

AUAUGCUACCAGGUAAACUGGCAUUUUGCCUGCUAUCCUUACUAGAGACAUCUGCACAUGCUGGGGUGAGGUAGUAAGUUGUAUUGUUGUGGGGUAGGGAUUUUAGGCCCCAAUAAGAAGAUAACUAUACAACUUACUACUUUCCCUGGUGUGUGGCAUACUCACAUUAAGUCUUGGCAAUGUUGACUCCAUUAGAGAAA

>rno-mir-99b:1:56486902:56487102:+

GGGCUGGGACUGAAUUCCUGGGUUCCUUGGGGAGGAGGGGGCCGGGGGCCCGGACUCCUGGGUCCUGGCACCCACCCGUAGAACCGACCUUGCGGGGCCUUCGCCGCACACAAGCUCGUGUCUGUGGGUCCGUGUCGGGGGCUCACCAUCGCGGCUGGGACCUCCCCGGCCCUCCCCCACCCUCCCUACUUCUGGUCUCC

>rno-mir-103-1:10:20694968:20695168:+

GUGGACUCUGUUUAUAAUUAAAUAAUGGAGUAUUCACUUAGUGAGAUGCGUGGAAGUUUUCUUACUGCCCUCGGCUUCUUUACAGUGCUGCCUUGUUGCAUAUGGAUCAAGCAGCAUUGUACAGGGCUAUGAAGGCAUUGAGACUUGUUCUUCAUGCUGUUUGAGUGAUGUGUGCUUAAGAAAAGUAUGGAGGGCUGGGG

>rno-mir-124-1:15:43944477:43944677:+

CCAUCCUUCCUUCUUCCGAUCUUUCUUUCCUUCCUUCCUUCUUCCUUCCUCAGGAGAAAGGCCUCUCUCUCCGUGUUCACAGCGGACCUUGAUUUAAAUGUCCAUACAAUUAAGGCACGCGGUGAAUGCCAAGAAUGGGGCUGUCUGAGCACCUUGGGUCCACGAGGGCCCGCCACGGAAGGAUCGACUCAGCACAACGC

>rno-mir-124-2:2:102699417:102699617:+

AGGGCAGAGAGAAAAGUAUAGUAGUUGCAGUGAGUCAGUUGCUUCUAGAUCAAGAUCAGAGACUCUGCUCUCCGUGUUCACAGCGGACCUUGAUUUAAUGUCAUACAAUUAAGGCACGCGGUGAAUGCCAAGAGCGGAGCCUACGGCUGCACUUGAAGGACAUCAGAGAGAUGUCAGAAAGGGUGGGGAGAAACAAUUGC

>rno-mir-125b-1:8:44570097:44570297:+

UUAUUUAUUUAUUUAUUUUGCUUUGUUUUGUUUCAAGAAAGAAAGGAAGAAUUGUGUUGCGCUCCCCUCAGUCCCUGAGACCCUAACUUGUGAUGUUUACCGUUUAAAUCCACGGGUUAGGCUCUUGGGAGCUGCGAGUCGUGCCUUUGCAUCGCUGAAGGAACUUUUUGUCUUUUAAGGAAGGAAGGAAGGAAGGAAGG

>rno-mir-129-1:4:55892096:55892296:+

GAUGCAAACAAGCCCCAGUCCGGCAGGGGCUGCACCCGCCGCGACCUUUCCACAGCUGUCUCCUUUGGGUCUUUUUGCGGUCUGGGCUUGCUGUUCUCUCCACAGUAGUCAGGAAGCCCUUACCCCAAAAAGUAUCUGCGGGAGGCUUGGUCUACAGGAGAGACCCCCAAGGGCUCCGGGUGAGCACACCAAAGCCAAGG

>rno-mir-130b:11:85885534:85885734:+

GAUUCCCACCCACCCCAGCCACCCCCUCCCCAUGCCCCGCCCUACCCCUUGAGACUGACUGGCUUGCUGGACACUCUUUCCCUGUUGCACUACUGUGGGCCUCUGGGAAGCAGUGCAAUGAUGAAAGGGCAUCCGUCAGGCCAGCUAAGGAACCUGAAGUACAAAAGGGUCAGUGCUGGCAUCCGGUUCAUGAGUGCAGA

>rno-mir-134:6:134415566:134415766:+

GUAUCACCUUAGAAGACUUUGAAAAGAGGUCAUCUUCCAGAAGAGAUGUUGGUGCCAGCACCAUUCAGGGUGUGUGACUGGUUGACCAGAGGGGCGUGCACUUUGUUCACCCUGUGGGCCACCUAGUCACCAACCCUCGGCAUCAAUUCCACUAAAGAAGACUUUCCAGAGAUCCUGCCAAGUUUGGGGAUGUUUCAAUG

>rno-mir-137:2:214802245:214802445:+

GGCAGCGGCAGCAGUGACAGCGGUAGCAGAGGCAGAGGCAGCGGCAGCUUGGCCCUCUGACUCUCUUCGGUGACGGGUAUUCUUGGGUGGAUAAUACGGAUUACGUUGUUAUUGCUUAAGAAUACGCGUAGUCGAGGAGAGUACCAGCGGCAGGCGGGCAGCAGCCGCCCCUCCCAGCCCACCAGCUGGCCACUAAAAGC

>rno-mir-138-1:8:127390228:127390428:+

ACCACCCAGCAGCAACGCACGCACGUUCUACACUGGCCACUUCAGAGACCUCUGGCAUGGUGUUGUGGGACAGCUGGUGUUGUGAAUCAGGCCGUUGCCAAUCAGAGAACGGCUACUUCACAACACCAGGGUCUCACUGCACUGCAGGCAUCUGGCAGCAGCAAGCAGCAAGCAUCCAGACACCUGAGUACCAGGACACC

>rno-mir-139:1:158976509:158976709:+

ACAGUGGGCCUAAGGGCCCCCCUCAGGGAGUGGCGGUUCCCCUGGGGGGCGCCAGGACAGGCGCAGGUGUAUUCUACAGUGCACGUGUCUCCAGUGUGGCUCGGAGGCUGGAGACGCGGCCCUGUUGGAGUAACAACUGAAGCCAGAGUCUUCGAAGGGUGGUGGGCUAAGGGGGAAGAGGGCACGGUGGGCAAAUGAAG

>rno-mir-142:10:76049222:76049422:+

AGCAGGAGUCCGAAAGAAGAGCAGGUGGCCUGAAGAAUCCCCGUGGACAGACAGACAGACAGUGCAGUCACCCAUAAAGUAGAAAGCACUACUAACAGCACUGGAGGGUGUAGUGUUUCCUACUUUAUGGAUGAGUGUACUGUGGGCUUCGGAGAUCACGCCACACCGCGGCCCCCUGCCACCGCCUUCCUCUACCCCAA

>rno-mir-144:10:64129285:64129485:+

CCGACCGACCCUGACCCAAUCCCCCUGGCUCUCUCCCGGCCUGCUGCUCCUCCUCCUCCAGGGCCUUGGCUGGGAUAUCAUCAUAUACUGUAAGUUUGUGAUGAGACACUACAGUAUAGAUGAUGUACUAGUCUGGGUACCCCAAGACUAGAGCCUGCCUGGUUUGAAGCAGAGGUGCUGAAGUGCAUGGGGCUCACUGC

>rno-mir-146b:1:251557987:251558187:+

GUUUGACAUCCACAGAAGAGAGCUCUGAAGGGCGGGCAGCAUCCAGGCUGAGAGAACUUUGGCCACCUGGCCCUGAGAACUGAAUUCCAUAGGCUGUGAACUCUAGCAGAUGCCCUAGGGACUCAGUUCUGGUGCCUGGCUGUGCUACACCAUCGAUACCAACGGUUUAGGAAACCAGAUAGCUCUUUCUCACAGCUGUC

>rno-mir-147:3:109612576:109612776:+

UGCAGAGAGUCCGGAGAGCGACCAGAUGAUUACUCGCUGCUCCUUUCUUCCAAAGAACACUCUAUGAAUCUAGUGGAAACACUUCUGCACAAACUCGAUUUUGAUGCCAGUGUGCGGAAAUGCUUCUGCUACAUUUUUAGGGUUUGCCUGCAUUCUUUGGAUCCUGCAUAAGCAAGCGAAGGUAGCACAUAGUCUAAAAU

>rno-mir-148b:7:142195644:142195844:+

AUCCCUGCCACUCCUCCUCCUACAAGCCAGUCUGCCUAUCCAUCAUUUACAGGCACUCUUAGCAUUUGAGGUGAAGUUCUGUUAUACACUCAGGCUGUGGCUCUGAAAGUCAGUGCAUCACAGAACUUUGUCUCGAAAGCUUUCUAGCAGCUGCCCAUUUGGGGAGUGAGAGGAAGAGUAGAUCUUUUCAAUCCCUUGAA

>rno-mir-150:1:95596018:95596218:+

GUAAAAGGCAGAAGGCCGUGGUGAAGCGGUGCAUUCCGCAGCAUCUCUGCAGAGGACUCUUCUCAAGGCCCUGUCUCCCAACCCUUGUACCAGUGCUGUGCCUCAGACCCUGGUACAGGCCUGGGGGACAGGGACUUGGGGACCCCAGCAGCAGCAACUCCAGCUUCUCCUGCAGCCAAGGGACUUUUCCCCAGGUCUGU

>rno-mir-152:10:85608188:85608388:+

UGGCCGCGCGCAUCUGGAAGUGGGGGUCAGCUGGACACAAGGAGGCUCGGCGCCGCUGUUCCCCGGGCCCAGGUUCUGUGAUACACUCCGACUCGGGCUCUGGAGCAGUCAGUGCAUGACAGAACUUGGGCCCGGUAGGACUUUCUGCACCCAGCGGACUCAGCGCCCACUCCUCGGACCUGCAGUGGAACAUCUGUCUG

>rno-mir-153:6:144520978:144521178:+

UGCAUCCACUAACGCUGCUCACUCUCAAACCGACAAACCCUUACUUUGCCAGCUACUUAGCGGUGGCCAGUGUCAUUUUUGUGAUGUUGCAGCUAGUAAUAUGAGCCCAGUUGCAUAGUCACAAAAGUGAUCAUUGGAAACUGUGACUGCAGCAGGGACAUGGGGGCCCCUCUCUGAGCCUCUAACGACCUCACCUGACU

>rno-mir-181b-1:13:51132641:51132841:+

AAAACCGCAAGGCAGGACCGGACAGGAUUCUCUCCGCCUGUGCAGAGAUGAUGUUUACAAAGGUCACAAUCAACAUUCAUUGCUGUCGGUGGGUUGAACUGUGUAGAAAAGCUCACUGAACAAUGAAUGCAACUGUGGCCCCGCUUUUUGCUGUCACAAUCAACAGACGUUCCCUCCCUAAGAGAGGUCCUGGAGGUAUU

>rno-mir-185:11:84658724:84658924:+

GAGUAAUUUGCUGGCCAGAGACAGCAGAGGGGCUGUGGGGCAUCGGGCCUGGCUUGAGUGGGGGGUGAGGGAUUGGAGAGAAAGGCAGUUCCUGAUGGUCCCCUCCCAGGGGCUGGCUUUCCUCUGGUCCUUCUCUCCCAAUAACUGCGUCUUCAUCGAGGCUGCAGCCCUGAGCUCUAACAGCACCUCCAACUCCAGGC

>rno-mir-186:2:255654957:255655157:+

GGAACUGUAGGACUGAGGGUUACAGAACAGCCUUCAUAGCCUUCCCAAACAUUUAAUUGCUUACAACUUUCCAAAGAAUUCUCCUUUUGGGCUUUCUCAUUUUAUUUUAAGCCCAAAGGUGAAUUUUUUGGGAAGUUUGAGCUAAAUUCCUUCAACUAAAUUAUGUAAAUGAAGAUAAAUUUGCUUUUUAAAUUGCACAU

>rno-mir-188:X:27323484:27323684:+

CUAUUGCUUGCUCCAUAGAAAGCACCUACCUGUUGUGCCAAGAGAGUGAACCCUUCCCUGCUCCCUCUCUCACAUCCCUUGCAUGGUGGAGGGCGAGCUCUCUGAAAACUCCUCCCACAUGCAGGGUUUGCAGGAUGGUGAGCUUCAGCUUUCCUUGCUCUCUUGUGCAUGGUGGACAUAUGCAUAGAUACAACUUCGCA

>rno-mir-192:1:209040208:209040408:+

CAGUCCUCAGGCUGGGAAGACAAAGAGUGGUGGGCUGUCAGCAGGCUGUCAAGAUGGAGUGCACAGGGCUCUGACCUAUGAAUUGACAGCCAGUACUCUGAUCUCGCCUCUGGCUGCCAGUUCCAUAGGUCACAGGUAUGUUCGCCUCAAUGCCAGCCAUAAUGACACGAAGGAGCGGGGCAGGAGUGAGGGGACAUCAA

>rno-mir-193:10:65900992:65901192:+

UGGACUCAUGCCCCGGGCAGCCCGUCGGGGGGCGCACGGCAUCCCGAACUCCAAGGCGGACGGGAGCUGAGAGCUGGGUCUUUGCGGGCAAGAUGAGGGUGUCAGUUCAACUGGCCUACAAAGUCCCAGUCCUCGGCUCCCAGGACCGGCAUUUUCUCCACGCUCCUCGCCCCCCCCCCCAAGCCCACCCUUUCUUGGUC

>rno-mir-194-2:1:209040000:209040200:+

UGGGCAGCUGUGGGGCUCUUCCCAGGAUCCUGCCGGAGAGGAGGUGCCUGCAACUGUGCUCUGACCCCCAUGGCUCCCACCCCCUGUAACAGCAACUCCAUGUGGAAGUGCCCACUGAUUCCAGUGGGGCUGCUGUUAUCUGGGGUGGAGGCUGGUGCCUGCAGAGGAGGAGUCACAGCCACCCAGCACUCCAGGAGAAA

>rno-mir-195:10:57074112:57074312:+

CUCUGAUAAUGAGUUCUGGUCCCACAGAGCAAAGUAGAGUCUUUGUUGCCCACACCCAACUCUCCUGGCUCUAGCAGCACAGAAAUAUUGGCACGGGUAAGUGAGUCUGCCAAUAUUGGCUGUGCUGCUCCAGGCAGGGUGGUGAGAGCUACUGAAGGGGCUGAACUCCCGAGGGCGAAGGAGAAGAGGAAACAGCAGCU

>rno-mir-196a:7:141736710:141736910:+

GCCCCUUCCCUUCUCCUUUGGAGAGAUGCAAAGCCUAAGCUCCGGCCCUGUUUGCUCAGCUGAUCUGUGGCUUAGGUAGUUUCAUGUUGUUGGGAUUGAGUUUUGAACUCGGCAACAAGAAACUGCCUGAGUUACAUCAGUCGGUUUUCGUCGAGGGCCCCAAUCCACCUCCCCUAACCCUUCCCUCCCCUGUGGGGCUG

>rno-mir-199a:13:77910725:77910925:+

AGGCUCUCCCCAGUCCCGGGACAGGAUUUUCCACACACGGAUGGAAGCUUCUGGAGAUCCUGCUCCGUCGCCCCAGUGUUCAGACUACCUGUUCAGGACAAUGCCGUUGUACAGUAGUCUGCACAUUGGUUAGACUGGGCAAGGGCCAGCAACGCCAUGGACGGCUGGGGACAAAAUGUGCUGUUUCCAAGGAGAGGACA

>rno-mir-203:6:136932029:136932229:+

CAGGAGGACGCUGAGCCGUGGCCCGGGGGUUCCGGGCUGGGCAGAGCUUCUGUGUGCAGGCGCGCCUGGUCCAGUGGUUCUUAACAGUUCAACAGUUCUGUAGCGCAAUUGUGAAAUGUUUAGGACCACUAGACCCGGCGCGCACGGCAGCGGCGACAGCAACGACGGGGCGGCCCCGACGGCCAAGGUCGGCUUGAAAG

>rno-mir-206:9:19401924:19402124:+

ACCUGUGCAGGGAAGAAAGUGGCUUUGCCUUCUGCGCGACGAGGACCUCGGAGGACACCUCUUCCCCAGGCCACAUGCUUCUUUAUAUCCUCAUAGAUAUCACUGCGCUAUGGAAUGUAAGGAAGUGUGUGGUUUUGGCAAGUGCUUCUUCACGGCCGACGACUCCACCCAGAGAACACACCGGUGACUUCUUCGUUCCU

>rno-mir-211:1:118642350:118642550:+

AAUCGGUUGGGUUGGUUUUACACUUUCGUAAUUUUGGACUUGUCAGUUCAGCUUGGACCUGUGACCUCUGGGCUUCCCUUUGUCAUCCUUUGCCUAGGCCUCUGAGUGGGGCAAGGACAGCAAAGGGGGGCUCAGUGGUCACCUCUACUGCAGAGAGUUUUGGGAGCCUAGCCUGAGCCAAGAGCAAGUUCUACUCUGCU

>rno-mir-215:13:101312628:101312828:+

CAAGUGCUCUGUCACCAGAAGGACCCAACCGUGAAGCCUACGGGGCUCUCACCAUGACCGGUGUACAGGACAAUGACCUAUGAUUUGACAGACAGUGUGGCUGCGUGUGUCUGUCAUUCUGUAGGCCAAUAUUCUGUAUGUCUCUCCUCCUUACAAACCAGACAUCGACUAACACCCUUUGAGCACUGUGCAGCAGACCA

>rno-mir-216a:14:109666028:109666228:+

UAGAGCCUUCAACAACCUCUGCUCAAAAGAUUUUUCUUGCAGGUCCAACCUGGUUAGCUAUGAGUUAGUUUAAUCUCAGCUGGCAACUGUGAGAUGUCCCUAUCAUUCCUCACAGUGGUCUCUGGGAUUAUGCUAAACAGAGCAAUUUCCUUGACCUCCUGGACCCAAAGAUGGCCACGACAACCUGACUCAGAACAUCA

>rno-mir-219-1:20:4967751:4967951:+

GCUUCCGCGUGGCGUCUCCAGCCCCGGUGCCUCCUGUGCGCUUCUCUCCCUGUCCCGGGCCGCGGCUCCUGAUUGUCCAAACGCAAUUCUCGAGUCUCUGGCUCCGGCCGAGAGUUGCGUCUGGACGUCCCGAGCCGCCGCCCCCAAACCUCGAGGGGGAGAGGCCGGGCGAAGCGCGGGACAGUCCCCGGACACUCUCG

>rno-mir-221:X:14935571:14935771:+

ACAAACCAACUUUGACUUGUUCAUCUGUGUGGAUAGUUUGCAGGCUGAAUAUCCAGGUCUGGGGCAUGAACCUGGCAUACAAUGUAGAUUUCUGUGUUUGUUAGGCAACAGCUACAUUGUCUGCUGGGUUUCAGGCUACCUGGAAGCAUUUCUCCAUUGGCCCUCUUAUCAAUGUUUUAACUCUAAUAUUUGUGAGUCAG

>rno-mir-224:X:158348447:158348647:+

CAGUUUGUCCAGAUAGGUGGAGCCUCAUCAUCAGAAGUGACAGAAGAGACAAGGUUCAGGGGCUUUCAAGUCACUAGUGGUUCCGUUUAGUAGAUGGUUUUUGCAUUGUUUCAAAAUGGUGCCCUAGUGACUACAAAGCCCCAGAGCCAGCAUCAUCAGUGAAGCAAUGUCAGUAGGUAAGCAACAUCUCUUACUGUGGA

>rno-mir-295-2:1:73183742:73183942:+

AAGAAAGUAGAUGAUGCUGUGUGGAAGAAGGCAUCCGGGACUUCAAUCAACCUGACUUGUUCAUUUUGGUGAGACUCAAAUGUGGGGCACACUUCUGGAUUAUGCGUAGAAAGUGCUACUACUUUUGGGUGUCUCCUGUGGGCACUACUCACAGAUCCCUGAACCUUUAAAAUUACUGUAAUAGGCCUGAGCCUUACUGU

>rno-mir-300:6:134405175:134405375:+

UGGACUGUCAUCGCACCCAUCAUCACACCGGACCAGCUCUCCCCAGCGCUCCUUAUCGUUUGCUACUUGAAGAGAGGUUAUCCUUUGUGUGUUUGCUUUACGCGAAAUGAAUAUGCAAGGGCAAGCUCUCUUCGAGGAGCAAAUGCUGCCUGGAAGCAAGGCUGGCGGCCUGGGCCUACCAGAAGGGCACGGUCACUCCA

>rno-mir-301a:10:75386788:75386988:+

AUGGCAACCCAACUUUAAGGUCUUUGCACACUGAACCCUCCCUUUCUUUCCUGCUGGCUACUGCUGACGACUGCUCUGACUUUAUUGCACUACUGUACUGUACAGCUAGCAGUGCAAUAGUAUUGUCAAAGCAUCCGGGAGCAGGCUACGCACCUGUCUUGGUUCUUGUCUUACAUCUUCAGGAUUUGUGAAAAGUUUUC

>rno-mir-324:10:56857979:56858179:+

AGUGUUUGGUACAUCUGGGAAGCACUAGGCAGAGCAGCACAACUCUCCAGAAGCCGAACUGACUAUGCCUCCUCGCAUCCCCUAGGGCAUUGGUGUAAAGCUGGAGACCCACUGCCCCAGGUGCUGCUGGGGGUUGUAGUCUGACCCAACUGUGAAGAAAGCCUUAGGUCUCCAGAGAAGGAGCACAGGAGGCCCUUACC

>rno-mir-326:1:156887459:156887659:+

GACACGCAGACCUGGACCAGGGAGGGCUCUGCUCCAGAAGAGUUCUUCCGAGUCUCAUCUGUCUGUGGGGCUGGGGGCAGGGCCUUUGUGAAGGCGGGUUAUGCUCAGAUCGCCUCUGGGCCCUUCCUCCAGUCCCGAGGCAGAUUUACCUCGAGGCAAAGCAGCACACCAGCUCCAGGCUCCCUCAGGGCCUCAUCUUU

>rno-mir-336:10:35360476:35360676:+

AGCCCUCAGAAGACCUCUGCCUGACGACACUGUGUACUGCUAGCUGAAAACCCUAAAACAUGUGACCGUGCCUCUCACCCUUCCAUAUCUAGUCUCUGAGAAAAAUGAAGACUGGAUUCCAUGAAGGGAUGUGAGGCCUGGAAACUGGAGCUUUAGAUCUUAGCCUUACUAUAAAAGGAUGCAUGACUUCCUGCAGGAUU

>rno-mir-337:6:134176703:134176903:+

CCGUUGUCUGCGCUUCUUGCAUUGCUUCUUCAAGAGAGGAGGGUCCCAGUGUAGUGAGAAGUUGGGGGGUGGGAACGGCGUCAUGCAGGAGUUGAUUGCACAGCCAUUCAGCUCCUAUAUGAUGCCUUUCUUCACCCCCUUCAACCGCGUGUGGCGUCCGGACCCUCCUCUGCACCUUGGACUGCUUAGGGACGCAUCUC

>rno-mir-339:12:15778264:15778464:+

GUGUGACCCUUGCCUUGGCACCAAGGUGGCAAGAGAGAGCACAGCUGUGCAGAGCUGGACGGGGUGGACACCGUCCCUGUCCUCCAGGAGCUCACGUAUGCCUGCCUGUGAGCGCCUCGACGACAGAGCCAGAGUCCACCCCUGCACUGCCCAAAGACCCUUGCCUGCAGCGCACUGAUGCUCACAGCCACCGGCUGUCG

>rno-mir-342:6:132990745:132990945:+

UCUGAAGACCACGAUGAAGCUCCUGAACUGCCAGCACCAUUUGUCACCUGUGAAAAUGGGCUCAAGGUGAGGGGUGCUAUCUGUGAUUGAGGGACAUGGUCAAUGGAAUUGUCUCACACAGAAAUCGCACCCGUCACCUUGGCCUGCUGAGCACCACCCCGAACCAAGCAGCAGCCCUGGUGAAGUACCUGUGAGUGGCC

>rno-mir-362:X:27330379:27330579:+

CGUGCAUGUGUGUGUGCGUGCACACACCAGCAGGGCAGGUUCCUGAGUCUUCUUGCUUGCUCCGCCUCUCGAAUCCUUGGAACCUAGGUGUGAAUGCUGCUUCAGUGCAACACACCUGUUCAAGGAUUCAAAGAGGCUGAGCCUCGUCUGCGUGUUUGGCCCAUACCUGUACAUUUCACCUGCCACCGUUCCUCCUCCCG

>rno-mir-365:10:65914888:65915088:+

GUUCUACUUCACCUCACAAGGCUGGAUGACCGACCACCUUACUUGGAGAGCAUUCGAGGACAGCAAGAAAAAUGAGGGACUUUCAGGGGCAGCUGUGUUUCCUGACUCAGUCAUAAUGCCCCUAAAAAUCCUUAUUGUUCUUGCAGUGUGCAUCGGGGCAGCCAUGCCGCCAACCCUGCCCUUGCCUGUCUGGCCUUUCU

>rno-mir-369:6:134424716:134424916:+

GCCGUCGGUGCCCGCCGCAGCCUGCGCCAGGAUGUCACUACCUCAGCUCGGCACCUCUGCUGGUACUUGAAGGGAGAUCGACCGUGUUAUAUUCGCUUAGCUGACUUCGAAUAAUACAUGGUUGAUCUUUUCUCAGUAUCAAUGCUCAGCUUGGAGAAAGCUCUCGGAGUUGCAGCCCCCGUGGGGGUGGGGGCAGCUUU

>rno-mir-370:6:134210132:134210332:+

CUGUUGGGCCCAGGAAGGUACUGCUGUUCUCACUCUGCAAAUCCUACAAGUCCGGGGCCUAAGACAGAGAGACCAGGUCACGUCUCUGCAGUUACACAGCUCAUGAGUGCCUGCUGGGGUGGAACCUGGUUUGUCUGUCUGUCUAUCACCAUCACUCAGGUGCCGCCGCCGCCGCCACCGCUGCUGCUGCUACUGUUGCG

>rno-mir-376a:6:134404630:134404830:+

GGCUUCCAUUUCCAUCGACGCAAGCACAAGUUCGAGGCCUCCUGGAUCGAGUUGUUCUUUGAUAUUUAAAAGGUAGAUUCUCCUUCUAUGAGUACAAUAUUAAUGACUAAUCGUAGAGGAAAAUCCACGUUUUCAGUAUCAAAUGCUGCUUGGGAAACCACCGAGGACAAGACGUCAUCAUGGAAGAAAGCAUGCUCUCC

>rno-mir-376b:6:134404122:134404322:+

AGUCUGUUUCAGAUGAGCCAAGCAGCAAGACUGGUCCUUCCCGGAAGUCAGUCCUUCUUUGGUAUUUAAAAGGUGGAUAUUCCUUCUAUGGUUACGUGCUUCCUGGAUAAUCAUAGAGGAACAUCCACUUUUUCAGUAUCAAAUGUCGCUCUGGAACUAUUUCUGGAAGAUUCUGUAGGGUCUGGGUGGGGGAUGGGGGU

>rno-mir-377:6:134421709:134421909:+

GGGAGGCAGAGGUGCCUGGAGAAGAGGCACCCUGCGGUACUCUCGGCCUGUGCUGACGUUUGAUUCUUGAGCAGAGGUUGCCCUUGGUGAAUUCGCUUUAUUGAUGUUGAAUCACACAAAGGCAACUUUUGGUUGAGUAUCAAAGCCUGCUUGGGGUGGCAUUGGGGACAGGAUACAAAGUUCUGGGUCUCUGUUUGUGC

>rno-mir-379:6:134388139:134388339:+

GGAAGUGACGCCAGCUUCAGGGACAAGGCCCAGGUCUCUAGGGGUCAACGCCGUUCCAUGGUUCCUGCAGAGGUGGUAGACUAUGGAACGUAGGCGUUAUGUUUCUGACCUAUGUAACAUGGUCCACUAACUCUCAGUAUCCAAUCCGUCCUCGGAGGGCACCCCGGAGGUGUUACCAACAGCGAGGAAGAGAAUCGGUU

>rno-mir-381:6:134407629:134407829:+

UCCCAGGCGACGAGGCUGACCCCGUGAAUGCUAGAGCGGAACCUGCCCCAUGCUAUUGUUUGGUACUUAAAGCGAGGUUGCCCUUUGUAUAUUCGGUUUAUUGACAUGGGAUAUACAAGGGCAAGCUCUCUGUGAGCAUCAAACCUUAUCUUGGAUCCUGUCCACACUCAGCGAGGGAUGUGGUAUGUGUGUGCAUGGCC

>rno-mir-383:16:57663776:57663976:+

ACCUGUGUUGCUUGUUAUGCUUACGUAAUUUAUCAAGAGCCUCCAGAAACUCCACGUCACCUGCUCCUCAGAUCAGAAGGUGACUGUGGCUUUGGGUGGAUAUUAAUCAGCCACAGCACUGCCUGGUCAGAAAGAGCAAGUGUCCUAGCCUUUUACCUCAUGACACCUUGUGGGUCCAUCCAGCAUAGGUCCAAAGGGAA

>rno-mir-412:6:134424589:134424789:+

CAGGGAGGCCAAUUGGAGGCCCAGCACCUCAGGGAAGAACGUGGACUCAUCUUCGCUCUGGGGUAUGGGACGGAUGGUCGACCAGCUGGAAAGUAAUUGUUUCUAAUGUACUUCACCUGGUCCACUAGCCGUCGGUGCCCGCCGCAGCCUGCGCCAGGAUGUCACUACCUCAGCUCGGCACCUCUGCUGGUACUUGAAGG

>rno-mir-425:8:113614756:113614956:+

AAAUCACCAACUUUGCCAGUGGGUCCCAGCCCUGGUAGCAACUGAACCCACAGCAUGGAAAGUGCUUUGGAAUGACACGAUCACUCCCGUUGAGUGGGCACCCAAGAAGCCAUCGGGAAUAUCGUGUCCGCCCAGUGCUCUUUCGGCACCUCCCAAACAGGGCCUCAUAGCCCUGGCCUGGCCGAACUUUUCCUCUCUCU

>rno-mir-433:6:134183157:134183357:+

CUGAUCGGGCAUCUCCAUGACGCUGAAAUUGAAAUGUGAGAAGAAGAAGACCCAAUGCCCGGGGAGAAGUACGGUGAGCCUGUCAUUAUUCAGAGAGGCUAGAUCCUCUGUGUUGAGAAGGAUCAUGAUGGGCUCCUCGGUGUUCUCCAGGUAGCGGAACCACACCAUGAAGGCAGCCCGGAUUGGAAGGAUCCUCAUCU

>rno-mir-434:6:134186198:134186398:+

AGCUAGACUCCUGGUUAGAAACGUCGCUUGACUCCAGGUUUGAAACGUCGAUUGACUCUUGGUUUGAACCACAGCUCGACUCAUGGUUUGAACCAUUGUCAAACUCGUGGUUUGAACCAUCACUCGACUCCUGGUUUGAAUCAUCACUUGUCUCCUCCAUGUCUUCGGGUUGGUCGUUCGUUCCCUCUUCAUAUGGUCGA

>rno-mir-449a:2:44418216:44418416:+

CCACAGCUACCCUGCCACUUGCUUCUGGACGGGUCUUCUUGUUAAUGAAGUUUUAGCUGUGUGCGAUGGGUUGGCAGUGUAUUGUUAGCUGGUUGAGUAUGUAAAAGGCACCAGCUAACAUGCAACUGCUCUCCUAUUGCACAUACAAUCAACAGCAGGAUGCAAGUACAUUUAUAACGCAUGCAUGUGCUUUGUCAUGA

>rno-mir-455:5:80239783:80239983:+

UAGCUUUCUUCCACAGGUCGCAAGCUGGGUGCUGGGCCUCUGCUGUCCUGUGCUGCCCUCCCUGGUGUGAGCGUAUGUGCCUUUGGACUACAUCGUGGACGCAGCACCAUGCAGUCCACGGGCAUAUACACUUGCCUCAAGGUCUAUGUCAUCGAGGACCCCCUGGAGCCACCACCACAGAGGACUGGGCCGUGGGAUGG

>rno-mir-485:6:134416322:134416522:+

AGUGGAAGUGGUCACCUUUCCGAGAGAGUCGAUGUCGUCUUCUCCACCAGUGAUCAUGUGUGAUACUUGGAGAGAGGCUGGCCGUGAUGAAUUCGAUUCAUCUAAACGAGUCAUACACGGCUCUCCUCUCUUCUAGUGUCAAACUCUACCUCAGAGGUCUUCUUGAGCCAGUACUGUAACCAAGGUGGGUUUCUGAACAU

>rno-mir-487b:6:134408148:134408348:+

CCACCUGGAAGACGUAGCACGUCUACCUGAGGCGGUGGCUUCCCUUUCCAGGCCGAGCUUUGGUACUUGGAGAGUGGUUAUCCCUGUCCUCUUCGCUUCACUUAUGCCGAAUCGUACAGGGUCAUCCACUUUUUCAGUAUCAAGUGCACAGACUCUGCAGCCUGGCUUCCCGCGCCCGGAUCCUGCCUCUGACACUUCCC

>rno-mir-494:6:134394808:134395008:+

CCUGACCAGCCAUCUGGCACUUUGCAGCUGCCUUUGUUUGCUUUCUGACCAGUGCUAAUUGAUACUUGAAGGAGAGGUUGUCCGUGUUGUCUUCUCUUUAUUUAUGAUGAAACAUACACGGGAAACCUCUUUUUUAGUAUCAAAUCCCACCUGGUAGGCACUCCCUGUCCCUGAUGAAGCCUUCAGGGAAGGGGACCUGG

>rno-mir-495:6:134399154:134399354:+

CUGCCCUUCAGCAUCCCUUAACACUCAGACACACUGCUGGAACAAGCAAGAGCUCACCCGUGGUACCUGAAAAGAAGUUGCCCAUGUUAUUUUUCGCUUUUAUUUGUGACGAAACAAACAUGGUGCACUUCUUUUUCGAUAUCAAAACUCACCUUGGAGAGCUCCCCGUGGAAGAGAGGGAGGGAAGAGUUCGAGGGGUU

>rno-mir-500:X:27334548:27334748:+

AGUGCUUCCAACCUUCCCCCCCCCCAUUGAGCACUCAGGCCCUGAUCCUUCUCCUCUGCUCCCCCUCUCUAAUCCUUGCUAUCUGGGUGCUUAGUGCUAUCUCAAUGCAAUGCACCUGGGCAAGGGUUCAGAGAAGGUGAGCUCAUCUGCAGCAAGAAGGACCAGAGACCCUGUGUGUCCCUCCCCCUCGUUCCCUCUCU

>rno-mir-501:X:27331092:27331292:+

UUAAAUAUUAUAUACAGAACCACACAAACAUGGUACAAGGGCCUGGGCCUUCUGCUCUGCUCGUCCUCUCUAAUCCUUUGUCCCUGGGUGAAAAUGCUAUUUGUAUGCAAUGCACCCGGGCAAGGAUUUGGGGAAGGUAAGCCUGGUCUGCAUGUGAGGACAGGAGGUCUGUGCAUUGUGUGUCAUCCGUUUGCUGCUUG

>rno-mir-511:17:88441431:88441631:+

CGCUCUACUCUGCGCUCAACAUUUUAAGCCUUGGAAUAAGCCAGCAACAAGAAACCAAAUAGAUACCCACCAUGCCUUUUGCUCUGCACUCAGUACAUAAUCAUUUGUGAAUGUGUAGCAAAAGACAGGAUGGGGAUCCAUUAAAUCCCAAGGAUGACGACGUAAGGUGUGGUGGUUGGUGAAUGUAAGCCAUCUAUUUA

>rno-mir-541:6:134423684:134423884:+

GUGUGACCAGUCUCUUGCCGAGCUACAGCAAGGCUAGAAGCCUGUGUGAACUCUUGCCAAAAUCAGAGAAGGGAUUCUGAUGUUGGUCACACUCCAAGAAUUUUAAAAUGAGUGGCGAACACAGAAUCCAUACUCUGCUUAUGGCCUAAGUCAAUGGAUCCUGACCCUUACUGGAUAGCCCUCUCUAUGACGUGCUUGUG

>rno-mir-551b:2:114095822:114096022:+

GUCCUUUCAUGCUUUUUUCUUCUCUCUUCGGCUGAUUCUGUUUAGCCUCCCAGAUGUGCUCUUGUGGCCCAUGAAAUCAAGCUUGGGUGAGACCUGGUACAGAACAGGAAGGCGACCCAUACUUGGUUUCAGUGGCUGCAAGAAUGGCUCUAUUGUCAACGGGAUGCCUUUGAUGUUUGAACAGGUCCUCCAGGAAAGAA

>rno-mir-598:15:42988292:42988492:+

GCUCUGCAUGGCUGCUGAGGGUGCCGAGCUGAUGCACUGCAAGAGGAAAGCUUCAGGAUGCUGCUGAUGCUGGCGGUGAUGCCGAUGGUGCGAGCUGAAAAUGGGCUGCUACGUCAUCGUCGUCAUCGUUAUCAUCAUCAUCAGCACAGCCAUCAGAUCGCUGGCACCCAUGCUGGGUUGGCUGUUUGUCAUAACUAGUC

>rno-mir-615:7:141778177:141778377:+

CCCUGCGGAGCCGGCUCGGCCAGUGUUCGCGGCUCCGGAGGAUUCCAGCGACUCGGGAGGGGCGGGAGGGGGGUCCCCGGUGCUCGGAUCUCGAGGGUGCUUAUUGUUCGGUCCGAGCCUGGGUCUCCCUCUUCCCCCCAUCCCCCCUCAGCCCCUCCGGCCGCAGAGUGAAGGCGGCGGUGGAAAGUUUCCUGCCCAGG

>rno-mir-628:8:77755426:77755626:+

UUUUGUUUCUUCCUGUGAAGGAGCAGGGAGACUGUACCUUAGCAUAGGGGAGAGCUGUUGUGUCGCUUCCUCAUGCUGACAUAUUUACGAGAGGGUGCAAUUCAUAACCUUCUGGUAAGAGUGGCAGUUGAGGGGUUGGGGAUUUAGCUCAGCGGAAGAGCGCUUGCCUAGCGAGCGCAAGGGCCUGGGUUCGGUCCCCA

>rno-mir-632:10:68613303:68613503:+

CAGCGCCUCUUCACCCACUCAGGGCUGAAGCACGCAUCACGUGAUGCGCUCCAGCUCUCGCCGCGGUGGCUGACGGGAGGUGGAGAUAGAACGAGGGUGUCGGCCAUUUUGUGUCUGUUUCCUGCCGGACGUGGUGGUGGCGGUUGGUUCCGAGAACUGUGCGAGUCUCUUCUCUCUUUUUUUUUUUUGUUUUUCGUUUU

>rno-mir-664-1:18:47881283:47881483:+

UGGCCCCACCCCUCAGCCAGGAGCCAUGCCUAUCCACUGAAUAUGUUAAGAUUAAGAAUUAUAGCAUCUGCUGGCUGGGGAAAAAGAUUGGAUAGAAAACAUUAUUCUAUUCAUUUACUCCCCAGCCUACAAAUGAAAAAAAUUCUAUCAUGUAAAAUAAUAAUAUUACAAAACCAUUUCUAAUUUAAAAAAUUCUUUCC

>rno-mir-667:6:134400444:134400644:+

ACGGAACAGGCGUGGGCAACCCAUUUUCAUAGGUUGAAAAAUCCCUUUCCACCUGGUGGGUACUGGCCUCGGUGCUGGUGGAGCAGUGAGCACGCCAUACAUUAUAUCUGUGACACCUGCCACCCAGCCCAAGGCCCCUAGGCCCACAUACUUCUGGAGGGGAGUUUAUCGUGGAUUCACCAAAGGAAUGCAGAGGACAC

>rno-mir-668:6:134416157:134416357:+

GUGAACUGGUGCGCCCUCUGGUCUAGGAAGACUAAGCAGGUUCAAGGCCAUAUACACAUCCCCCUUCAGGUAAGUGUGCCUCGGGUGAGCAUGCACUUAACGUAGGUGUAUGUCACUCGGCUCGGCCCACUACCCAACGCGGCCCCAACUCCUUCUUCACAGGACAGUGGAAGUGGUCACCUUUCCGAGAGAGUCGAUGU

>rno-mir-673:6:134149716:134149916:+

GAUGUCAGUUUCCUUCUGGAAAUGAAGCCAUGCAAGAACUGUGGGAGGUCUGGCUUUGGAGCCUGAGGGGCUCACAGCUCCGGUCCUUGGAGCUCCAGAGAAAAUGUUGCUCCGGGACUGAGUUCUGUGCACCCCCCUUGCCCUCCACAUUCCCCGGGGCUAUGCCAGGGCCCUAGCUGAGGAGUCAUCAUGACCCAGAU

>rno-mir-678:20:12816778:12816978:+

GUCCACACCUUGUGUCAGUGGUGUCCUUGAUGCCCUCGACCAGCUGCUGCACCUGUGGACUGUGGCUUGCCGAGCCGUGCUCCGGUAUGAGAGAUGGCCGAGCACCCGUGUCUCGGGGCAAGGACUGGAGGUGGCAGCGUGCGCAGUGGGCUCUGCAUGGGUAGCCGCGUGUAACGUCUUAUGGGUAAAUUAUAUGUGGG

>rno-mir-708:1:153476611:153476811:+

GGGUUUACAGAAACCUAUCCCCUUUGGUUGACGAGGGACAGCUGUGUUUGAAAUGGUGACUGCCCUCAAGGAGCUUACAAUCUAGCUGGGGGUAGAUGACUUGCACUUGAACACAACUAGACUGUGAGCUUCUAGAGGGCAGGGGCCUUACCCUAGUCAUCUCUCUGCUCACCCUGCACACCCUCCCUGUGGGACAUCCU

>rno-mir-758:6:134391932:134392132:+

AGCUUCGUGGGCAGGGGUGACUUGCAGACCAGGAAAGUAGCAUCAACAUGUGACACACGUGUGGGUGCGUGAGGUGGUUGACCAGAGAGCACACGCUAUAUUUGUGCCGUUUGUGACCUGGUCCACUAACCCUCAGUAUCUAGCCUUCCCUUGGAGAACUUCCUGGAAGAGAUCUCAACUUUUGGGGACAGAGACCAUAA

>rno-mir-759:15:60997621:60997821:+

GUAUUUUUCAGUGCAAAAAAAUGACUUUCAAGGCAUGUAUUAUGGGAAGGAUUAUAAUAAAUUAAAUGCCUAAACUGGCAGAGUGCAAACAAUUUUGACUCAGAUCUAAAUGUUUGCACUGGCUGUUUAAACAUUUAAUUUGUUCGAAUGGAGGUAGAGGAGCAGGAUAAGCUAAUUAAACUCGGGCUUUGGCAACGUGA

>rno-mir-761:5:130366354:130366554:+

CCGUUGUCUCUGUCUGUUUCUGCUUUCUCCCUUAGGUCUGCACCUGUUGAGCAUUUGGCAGGAUGGCAAGUGGAGGAGCAGCAGGGUGAAACUGACACAGUUCUGGUGAGUUUCACUUUGCUGCUCCUCCUGAUUCCCAGGGAGAAUUCUGUUCCUUUCUGUUGGAAAACUUCUCCACGUGAAUCCUCGAGGUGCUAGUA

>rno-mir-872:5:114979142:114979342:+

UAUCACUGCUCUGCUGUGAUCAUCCUAAUUACUGCAACAACACAGGGGGUUGUGUAGACGGUAACUUGUUAGAAGGUUACUUGUUAGUUCAGGACCUCAUUACUUUCUGCCUGAACUAUUGCAGUAGCCUCCUAACUGGUUAUCCCACCUCCAUUCUUGCCCCUUCUAAGUCUUUUUCCAGUAUAAUGCUGUAAGAAUGA

>rno-mir-3065:10:109426924:109427124:+

GUUGGGUGACCUAUGGGUGGGGCAGCUGGGCUAGGCAUCAGGCAGGACAGGAGGCUGGCAGCUGCCCUCUUCAACAAAAUCACUGAUGCUGGAGUCACUGUGCACCCACUCAGCACCAGGAUAUUGUUGGGGAGGACGGCCUGGGCAGCGUCGGGGCUGGCGGGCCGCUCGUCCAUCGCUACUUCUUCCAGCCCGUGCCC

>rno-mir-3074:17:7350903:7351103:+

CUUCUUGUCCGUGGGAGGCCUGCCUCAGGCACUUACAGAUGGGUAGGCUUUUUGCUCAAGGGCUCGACUCCUGUUCCUGCUGAACUGAGCCAGUGUGUGAAAUGAGAACUGAUAUCAGCUCAGUAGGCACCGGAGGGCGGGUCCAAUCACAGCUGGGCAGUGCCUCCUGGCGUGCCCUGGGCAUCAUCCUGCCAGCGACU

>rno-mir-3542:17:15151512:15151712:+

GACUUUCCUGCCAUCCAGCACGUCAUCAACUAUGACAUGCCUGAAGAAAUCGAGAACUAUGGUAGGGAGAGUGGGGCAUUGGAGCUGCACAGAGGAGGGUCAGGCCUCUGGGUGGUAGAACCAAGGCUCUUCUUUCCUUGCAGUGCACCGAAUCGGCCGCACUGGGCGCUCAGGAAACACAGGCAUUGCCACCACCUUUA

>rno-mir-3550:19:24884887:24885087:+

CUGGUGAAGAAACUGCUCAUCAUCAUCUCUCGCCCUGCAAGGCUUCUGGAGUGCCUGGUGAGGGGUGGUUUGAGCAGUGUGGGGCAUGGGGUGGCCCUCACUGGGCACACCAACCAAGCCGAGCCCAUCCCUGCCCUAGGAAUUCAACCCAGAAGAAUUCUACCACCUGCUGGAGGCAGCGGAAGGCCACGCCAAGGAGG

>rno-mir-3556a:4:58107702:58107902:+

UACCUGUGGCUCCAAAGUCAACAAUAGAUUAGUCUCGAGUCAGCUGCAUGGUGCUUUUCCCCAAUCAUUAUAACCGAUUUCAGAUGGUGCUAGAAAAUUCUAUUGACUCUGAACACCAAAAGAAAUCAGUCAUCCUCUAAGGGGUCACAAGAGGUCAUGUGCAUUGGGAAGGCCCGGGCCUUCUGUCUGUUGUACAUGUA

>rno-mir-3564:19:52056118:52056318:+

GGCAGGUUAUAAAACACAUUAUAUAAGACUCCAAUCUGGGGUUCCAAACAGCUUCACUAUUAUCUGUCUUCUGUAUCCCUCAAGCUUUCCCCAGUGAACACAGCACCCUGGGAAAUGCAAAGAGGGAAGACAGAGAGGAGCAUGGGGUGGGAGGGAGGAGCACCUGUCCCUGCAAAGCGCCAGAGGAGGCCUCAAGGUUC

>rno-mir-3566:17:29445653:29445853:+

CUCCCCCCGCAGCAGCUCAUCACCAAGCACCCACUCCGCAGCGACUCAGCCGCUGCGCGGGGCCUGCUGGGAAAUGUAGUUCAAAGUUCGGCACGAGCUGCAGGUCUCUGCCUAACAAUGAACUACCACUCCCAGUAGUCAACGCUGCUCAGGGCUUCUCCUAGCUCUCCUUUCCCGUCCCUUGUGCCUUUGGUGUUCUU

>rno-mir-3569:1:85634905:85635105:+

CCAGGCGCAACCCGGUAGCCGCAUUAUCCGGCGCGGAGGGGAGAUGCUGGAGAGGUUGGUCUCCAGUCCCUUCCUCGGAGGACAGCAGACUCAGGUCGAAAUCGGGACCUGAGUCUGCGCUCCUCUCCAGCCCUAGACUACGCGCGCGGUGGAUUGCUGAGGAAGGAAUCAGAGUCUUGGGGGCGCCUCAAAGCCACCUU

>rno-mir-3571:18:2191613:2191813:+

UCACCCUCCUGGAAAGGGUUUCCUUUAUCUUCUGCUUAGCUUCUUCUUGGCGGACAUUACCUACCCAAAAUACACACUUCUUUACAUUCCAUAGCAUUCUAUGUUCAUAUGGGUACAUAAAGAAGUAUGUGCUCUGAGUAGGCACUAUUGUGCCGAUUGUUGUGGAAACAUGAAGCAGCCCAUCCUCCAUUUGUUAGUAG

>rno-mir-3582:18:2189158:2189358:+

GUUGUAGUCAGUUGAGAUGUAACUCACAUUCACAGAGCGCUGGCUGUCCUGUGGCAAUCAAUGCAUAGCUACAGCUGGUUGAAGGGGACCAAAUCCAUUGAAGAGGCGAUUUGGUUCCAUUUUACCAGCUUUAGCAAAGCAUUGCCGCUGCUGGUUUAGGAUCCAAACAAGUUCUAUGCUCAUUUGUAGAAAUAUGACAU

>rno-mir-3587:4:58108040:58108240:+

CUACUUGAGCAGGUUCUGGUGGCCUGACUGUCUUAGAUACUGAAUACCUCAGGGCUGUCCACUCCUUCCUUUUGUGUGGUCGGCAGCGAAGUUGUUCUCCACCAAGAACACUGAUUUCAAAUGGUGCUAGACAAUCACUAUUUAAAUCUAAACCACCAUAUGAAACCAGCUUCCUGAAGAAGCUUUGUCUGUUCUCGUCC

>rno-mir-3589:X:145928927:145929127:+

AAUAUAUGGAACAUGGAGAUCUGAGCAGUUAUAGAAAUCCAAAUAGAAUCCACGAACUUGGUGAUACUCCAGAGAGGAAACCAGCAAGUGUUGACGCUAACCUGGCAGAAACAUCAAUACUUCCUGGCUCCCCCACUGGGUGCAUCAAUUUACUACUGGAGGCAGGUUGAUCUUCUGCAAGUGACAAACAGAAUGCUGUC

>rno-mir-3597-2:2:12259447:12259647:+

CUGGUUUUUACUGUCUCUUGACUGUAGUCUUUCUUUCCGGAGCACUCCUCGGUGAUCUUGAAGGAGUUUUUACUUUCGGUUAUCUAGCUUUAUGAAGACCAAUACACUCAUACAGCUAGAUAACCAAAGAUAACAACUCGCUUCCCUCACAAGGCUGUCUUCCUCUGGCUGGACUCCAGAUCCGGAUCCUCGUUGGUUUG

>rno-let-7i:7:62755250:62755750:-

CAGCCGGCGGCGGAGAGGAGGACGAGGCUCCGCGUGUCCCGCCGGCUCCCACACCAUGGCCCUGGCUGAGGUAGUAGUUUGUGCUGUUGGUCGGGUUGUGACAUUGCCCGCUGUGGAGAUAACUGCGCAAGCUACUGCCUUGCUAGUGCUGGUGAUGCUCAGCGCCGCGGAGGACAAUGGCCGGGGAUCCCCUUUGUUUU

>rno-mir-9-2:2:12259400:12259900:-

CCCAAACCAACGAGGAUCCGGAUCUGGAGUCCAGCCAGAGGAAGACAGCCUUGUGAGGGAAGCGAGUUGUUAUCUUUGGUUAUCUAGCUGUAUGAGUGUAUUGGUCUUCAUAAAGCUAGAUAACCGAAAGUAAAAACUCCUUCAAGAUCACCGAGGAGUGCUCCGGAAAGAAAGACUACAGUCAAGAGACAGUAAAAACC

>rno-mir-21:10:74864397:74864897:-

CCCGCCUGAGCAUCUCGUGCUUGCCCCCUGUCCUGGUCGUGACAUCUGCAUGGCUGUACCACCUUGUCGGGUAGCUUAUCAGACUGAUGUUGACUGUUGAAUCUCAUGGCAACAGCAGUCGAUGGGCUGUCUGACAUUUUGGUAUCUUUCAUCUGACCAUCCAUAUCAAAUGUUUUCAUUCAAACAUUACCCAGCAUCAU

>rno-mir-23a:19:25638631:25639131:-

CUUUCCUCUUUCUCUCCCAUAGGUGCUACACUCCGAUCCCACCUGCUGUCCCCUCACUGUGCCUCGGCCGGCUGGGGUUCCUGGGGAUGGGAUUUGAUGCCAGUCACAAAUCACAUUGCCAGGGAUUUCCAACUGACCCUGUGCCCUGCCUUGGGGCCUCGUGUUGCCAAGGACGUUUAUCUUGGGUGCUGGGUGACAGA

>rno-mir-23b:17:7351586:7352086:-

GUGUGGAGGACACUCAGCGCAUGUGGAUGGGAGUGGUUGGGCAUGGCGCUGCCCUCACCUGCUCUGGCUGCUUGGGUUCCUGGCAUGCUGAUUUGUGACUUGAGAUUAAAAUCACAUUGCCAGGGAUUACCACGCAACCAUGACCUUGGCUGCUCCUGCAGAACCGUGGCUACUUUCUCUCUGCAGUUUGGAGAACAGAG

>rno-mir-27a:19:25638472:25638972:-

UGUUGCCAAGGACGUUUAUCUUGGGUGCUGGGUGACAGAGAAGCCCAGCAUGACCACUGGCCUGUGGAGCAGGGCUUAGCUGCUUGUGAGCAAGGUCUACAGCAAAGUCGUGUUCACAGUGGCUAAGUUCCGCCCCCUGGACCCCAUCUCCCCAGGCCGCUGCCGCCCACCCUGCUCUGCAUCUGCCUCUCCCUGGGCUC

>rno-mir-27b:17:7351349:7351849:-

GCCACCAGCCUUCGAAGAUGCUCACCAGCCCUUUAAUUAUGGCCGGCGAUGACCUCUCUAACAAGGUGCAGAGCUUAGCUGAUUGGUGAACAGUGAUUGGUUUCCGCUUUGUUCACAGUGGCUAAGUUCUGCACCUGAAGAGAAGGUGAGAUGGGGACAGUUAACUUGCAGCUGCCAGGCAGAGGCCACUGCCUGGUGGU

>rno-mir-29a:4:58107655:58108155:-

CUACAUGUACAACAGACAGAAGGCCCGGGCCUUCCCAAUGCACAUGACCUCUUGUGACCCCUUAGAGGAUGACUGAUUUCUUUUGGUGUUCAGAGUCAAUAGAAUUUUCUAGCACCAUCUGAAAUCGGUUAUAAUGAUUGGGGAAAAGCACCAUGCAGCUGACUCGAGACUAAUCUAUUGUUGACUUUGGAGCCACAGGU

>rno-mir-30d:7:105819612:105820112:-

GUUAGUAGCACAAACAGUGACUGACCAUUUGCUCUGUUCCUUUGUAGCUUGCUGUCAGAAAGUCUGUGUCUGUAAACAUCCCCGACUGGAAGCUGUAAGCCACAGCCAAGCUUUCAGUCAGAUGUUUGCUGCUACUGGCUCUUCGCAUGCAUCUUUUGGACAGUCUGGCCAAGGAUUGGAGCUGAGGAGGGUGAGAAGUA

>rno-mir-31:5:108497555:108498055:-

GAAGGAGAGAUUGUGGAAAAGUAAAACAACAAAGAGGCGUGGUAUUGCUCCUGAAACUUGGAACUGGAGAGGAGGCAAGAUGCUGGCAUAGCUGUUGAACUGAGAACCUGCUAUGCCAACAUAUUGCCAUCUUUCCUGUCUGACAGCAGCUUGGCCACCUCCAUGCCAUUCCUCCGUGUCCUGCUACAAGCAGUACGUGA

>rno-mir-32:5:74797711:74798211:-

GCAUGCUGCCUCCUGAAUGCACACAUCACACCCUCUCCCCGAGGCUCCCAUCCCGCUUGCUCUGGUGGGGAUAUUGCACAUUACUAAGUUGCAUGUUGUCACGGCCUCAAUGCAAUUUAGUGUGUGUGAUAUUCUCACAUGAGUGCAUGCACACAGUCUGGCUCUUGCUUGCUGGGAUACAGCUUUUCCGUGCUGGAGGG

>rno-mir-34b:8:54422462:54422962:-

CGACCGUGGCGAAAGGGGGCGAGGGACCCGACCCUCGGAGCUGCCGCGGCGGGCGCCCGGUGCUCGGUUUGUAGGCAGUGUAAUUAGCUGAUUGUAGUGCGGUGCUGACAAUCACUAACUCCACUGCCAUCAAAACAAGGCACAGCAUCACCCGCCGCCCGCGGGAGGAGAAGCCGGCGGCUGCAGCCCCACUGACUCCG

>rno-mir-92a-2:X:139740697:139741197:-

AACUGAUUGUGAUGAUGUGUGCCUUUCUGCAUCUUUAUGGACACCUUUAGCACCCAUGCCCAUUCAUCCACAGGUGGGGAUUAGUGCCAUUACUUGUGUUAGAUAAAAAGUAUUGCACUUGUCCCGGCCUGAGGAAGAAAAGAGGGUUUUUAAUCAUCUUUUAGUUUCUGAGAGUUGUAAGAUAUGUUAGACUAUAAUUA

>rno-mir-96:4:57074796:57075296:-

UGCGGGGUACAAAGACCCCCUCGACUCUGUCCCCAGAGGGCCUGUUCCAGUACCAUCUGCUUGGCCGAUUUUGGCACUAGCACAUUUUUGCUUGUGUCUCUCCGCUCUGAGCAAUCAUGUGCAGUGCCAAUAUGGGAAAAGCGGGCUGCUGCGGCCACGUUCACCUCCCCCUGCGUCCCAGGGUCCAUGUGUCUCACCGG

>rno-mir-101a:5:121990473:121990973:-

CUUCACUCCCAGGGGCACCUUCAAAGGGGGUGACGUCACUGACAGACGUGGUGACUGACAGGCUGCCCUGGCUCAGUUAUCACAGUGCUGAUGCUGUCCAUUCUAAAGGUACAGUACUGUGAUAACUGAAGGAUGGCAGCCAUCUUGCCUUCCUCCCAAGACGUCUUAUCACAGAAGGAGAAAGAAGAAUGGCAGUCAGG

>rno-mir-105:X:158569961:158570461:-

CUCACUUGUCAUUGCUGUCUACUACUGUAACAUGGCAUUAACACCUGUUGUUCUCUCUGUGUGUAUUGUAGUCAAGUGCUCAGAUGUCUGUGGUGGCUGCUUAUGUAUCACGGAUGUUUGAGCAUGUGCUAUGGUAUCUACUUUUACAACAUUGCCAUCUGCUUCUGGAACAAAGCCAUUCAUUACUCUGUUUUAAAACC

>rno-mir-106b:12:17608273:17608773:-

UGACCCUUGCCUGCCACCUCACCUAAUGUCCUUCAAGCUGCCUUCUUCCCUCCCACCAGCCCUGCUGGGACUAAAGUGCUGACAGUGCAGAUAGUGGUCCUCUCUGUGCUACCGCACUGUGGGUACUUGCUGCUCCAGCAGGGCACAUGCAACACCCACGGAGGGAAAGGCUGCUUGAAUCCACGAGGGGGUUGGAAGGA

>rno-mir-107:1:238806729:238807229:-

CAUAAACCACCCAAACAAACAAACAAAAAUUUCUGCCUCACCCACAAUACUGUGAUAUUCUCUCUGCUUUAAGCUUCUUUACAGUGUUGCCUUGUGGCAUGGAGUUCAAGCAGCAUUGUACAGGGCUAUCAAAGCACAGAGAGCUUGCUACAGCCAAAGCCAGCCAGAGCCCCAGGUGGCAGCCCCUGAGGACAGAUGUA

>rno-mir-128-2:8:116727130:116727630:-

AUGGUUCACUGUCACGAUGGCCACAUGCCUGCCACCCACCCAGAGCCCCGGCAGCCACUGUGCAGUGGGAAGGGGGGCCGAUGCACUGUAAGAGAGUGAGUAGCAGGUCUCACAGUGAACCGGUCUCUUUCCCUACUGUGUCAAACUCCUAAGGAAUGCCGCUAUCCAGAGAGCAGCAGGCACCCAGCAGGGCUGAGGGA

>rno-mir-133a:18:2189109:2189609:-

UCAUGUCAUAUUUCUACAAAUGAGCAUAGAACUUGUUUGGAUCCUAAACCAGCAGCGGCAAUGCUUUGCUAAAGCUGGUAAAAUGGAACCAAAUCGCCUCUUCAAUGGAUUUGGUCCCCUUCAACCAGCUGUAGCUAUGCAUUGAUUGCCACAGGACAGCCAGCGCUCUGUGAAUGUGAGUUACAUCUCAACUGACUACA

>rno-mir-141:4:160840800:160841300:-

UCAGCCGGCAGCGGCAUCCCUCUAGCGCUUGAUCGGCGGUAGAUCAAUUUAUGUUGGCUGACUCUGAGUCCAUCUUCCAGUGCAGUGUUGGAUGGUUGAAGUACGAAGCUCCUAACACUGUCUGGUAAAGAUGGCCCCCGGGUCAGUUCCCUCAGCAGUGACCUUGGAGCCUUGAAGACCACCGACGCCUCCAGACCAAC

>rno-mir-145:18:57623642:57624142:-

GGGAAAACUGCUCGUCCCUAGGGGUGGGCGUGGCACUGCUGAAGGCAUCUCUCUCCCACCUUGUCCUCACGGUCCAGUUUUCCCAGGAAUCCCUUGGAUGCUAAGAUGGGGAUUCCUGGAAAUACUGUUCUUGAGGUCAUGGCUUAACAGCUGGAUCUGCCUCCUUCCCACCCUGACAUUUCCUCCCAGGGAGAAGGGAG

>rno-mir-183:4:57074999:57075499:-

GAGGCCUCCAGGAGAGGGCAGCUGACCUCUCUGUAGGGUCUGCAGGCCAGAGAGUGUGACUCCUGUCCUGUGUAUGGCACUGGUAGAAUUCACUGUGAACAGUCUCGGUCAGUGAAUUACCGAAGGGCCAUAAACAGAGCAGAGACAGAUCCGCGAGUGCUUCGGAGCUCCUCACUCCUUCUGCCUGGACCUCGCUGUUU

>rno-mir-184:8:94692459:94692959:-

GGGAAACCAGGUGUCAGCUUUCAUCUGUCCGGGAAAGCAUCCUCACAAGUUUUCUGUCUGCCGACCACUUUCCCUUAUCAGUUUUCCAGCCAGCUUUGUGACUGUAAAUGUUGGACGGAGAACUGAUAAGGGUAAGUGACUGGCGCUCACUGCCUUCAGAAGCCCUCGGCUCACCUGCACCUUCUUGUUGGAAAAAGCCU

>rno-mir-187:18:16219483:16219983:-

GCCAGCAGCCCACCUAAGGAGGAGCCAUGCAAGACAGGCUGCCUGGGCUCACAGGACACAAUGCGGAUCCUCAGGCUACAACACAGGACCCGGGCGCUGCUCUGACCCCUCGUGUCUUGUGUUGCAGCCGGAGGGACGCAGGUCUGCAGCAGAGCCUGCCUGGUGGCCCCUGAGAGAUUUGACAUAGGGCAAAGCACUUU

>rno-mir-200c:4:160841228:160841728:-

UGCCGCUUCUCCUCAGGGCUUGGGCUUUACCAGGGCUGAUCCUGAAGGUGGACUGGUUGGGUAGGGGCCCUCGUCUUACCCAGCAGUGUUUGGGUGCUGGUUGGGAGUCUCUAAUACUGCCGGGUAAUGAUGGAGGCCCCUGCCCCUGUGUCAUCGGCGUCCAUGGCGGUCCCUUGCUUUAGGCCCUUUCUCUGGUAGCA

>rno-mir-201:X:154169030:154169530:-

UCUAUUUCUCAUUGUUUUGCAUUCAUGUUAAGAAGAUGAGUUGCUACCUUCAAUGAUGUUAUGUACAGUACCUCACUCAGUAAGGCAUUGUUCUUCUAUACUAAUAAAUGAACAGCGCCUUUCUGUGUAGCGUAAUGUGCAACCUGGACAGCAUUUGUAGUAGCAUUGAUGGUAAGCUUUAGUCACAGAUCAGUAAUGAA

>rno-mir-205:13:109352281:109352781:-

CUCCAGGUUACACAGCACUACAAGAGGAGGCUUAAUAGACAAAACAGCCCCAGACAAUCCAUGGGUCCUCCUGUCCUUCAUUCCACCGGAGUCUGUCUUAUGCCAACCAGAUUUCAGUGGAGUGAAGCUCAGGAGGCAUGGAGCUGCCAGCGGUGGACUGAAGCACAGCAUCUGAACAGAGGCAUUCUGCAAAAAUACAA

>rno-mir-208b:15:33077920:33078420:-

CAGCCCGAUCUGAUGCUCAGUAGUCCACACGUAGGGGACUCUUAGGCACCCCCACCUCCUGCUCCUCUCAGGGAAGCUUUUUGCUCGCGUUAUGUUUCUCAUCCGAAUAUAAGACGAACAAAAGGUUUGUCUGAGGGCUGAGUGCACCCACCUGGGGUACGGUGCUAUAGGGAACGGGGCUGAUCCAGCCAAGAAGGAUC

>rno-mir-218a-1:14:67642262:67642762:-

CUUUGUCUUUCCUCUCGGUCUUCCCUCUGGCCUAGUGGUUGGUGUAGUGAUAACGUAGCGAGAUUUUCUGUUGUGCUUGAUCUAACCAUGUGCUUGCGAGGUAUGAGUAAAACAUGGUUCCGUCAAGCACCAUGGAACGUCACGCAGCUUUCUACAGCAUGACAAGCUGCUGAGGCUCAAGGCAGGACUUACUUGUCUUU

>rno-mir-290:1:64274816:64275316:-

CAUCCAGGUUUUCUCAGGCUGGAGUGACUGACGAUGUUUUUUCUUGCUGCCACCGUGUCUGUCAUCUUGCGGUUCUCAAACUAUGGGGGCACUUUUUUUUUCUUUAAAAAGUGCCGCCAGGUUUUAGGGCCUGCCGGUUGAGAAAACGGCGAUCGGAAACAAGUUUUAGACACGAGCAGCCCUGCUACCACGUGUUCCGG

>rno-mir-291a:1:64274519:64275019:-

AGGUGGUUGUAGGGGACCUGUGGAGUCCGGCGCCCAGUCGGGGCCUGGAGCUGUUGAAUGCCGGUGUAGUAGCCAUCAAAGUGGAGGCCCUCUCUUGGGCCCGAGCUAGAAAGUGCUUCCACUUUGUGUGCCACUGCAUGGGGAAAGCAUCUGCGUCUGGCCCUCCAUCUGUCACGUGAGGGGGCUACCUGGGCUCCCAA

>rno-mir-291b:1:64273958:64274458:-

AAAAAGGAGCUGGGAAGCCGGCCUAGGCCUGGGAGGUGCUGACCUCGGAUCUUGGAAGUUGGAACACAGGGUCCAUCAAAGUGGAGGCCCUCUCCGUGGCUUGGCGGGAAAGUGCAUCCAUUUUGUUAGUCUCUGUGUCCCGCUGGACUCACCUGCCUGCCAGAGGUGGAUUCCUUUACUACAGGAGGCUAGUUUAAGUC

>rno-mir-294:1:64272853:64273353:-

GCAAGUGUUCAUGAGAUUGAGAGAUUGAAUUGCAGGCAUGAAUGGAGGAUCUUGGAAAAACCACCAUAGCCAUGCUCAAAAUGGAGGCCCUAUCUAAGCUUUUAAGUAGAAAGUGCUUCCAUUUUGUGUGUUGCUGUGUGGAAGAAGGCAUCCGGGACUUCAAUCAACCCGACUUGCUCAUUUUGGUGAGACUCAAAUGU

>rno-mir-295-1:1:64272734:64273234:-

UCCAUUUUGUGUGUUGCUGUGUGGAAGAAGGCAUCCGGGACUUCAAUCAACCCGACUUGCUCAUUUUGGUGAGACUCAAAUGUGGGGCACACUUCUGGAUUAUGCGUAGAAAGUGCUACUACUUUUGGGUGUCUCCUGUGGGCACUACUCACAGAUCCCUGUACCUUUAAAAUUACUGUAAUAGGCCUGGGCCUUUACUG

>rno-mir-297:10:102801168:102801668:-

CUGAAGCUGUAUGUGUAAGUGCACAUAGGCAUAUGUAUGUAUGUAUGUAUGUAUGUAUGUAUGUAUGUAUGCAUGUAUGUGUGCAUGUAUGCAUGCAUGCAUGUAUGUAUGUAUGGUGCACUUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUUGGACAGUGCUGCAGAGGCAGGAGGCCCCUGAGUGCUGAUCUGUA

>rno-mir-298:3:165194165:165194665:-

GCUAUUUGAGGUAGGCUGGGAAGUUCCUGCUGUGCUUGAAAGAAGAGAUACCUAAAGGCCCAGGCCUUCGGCAGAGGAGGGCUGUUCUUCCCUUGGGUUUUAUGACUGGGAGGAACUAGCCUUCUCUCUGCUUAGGAGUGGGCCAACAGUUUCCUUCAUUCAGACUCCGGCGGAAGGCUGCUGGCUGACACAUGGGGCUC

>rno-mir-328a:19:35122444:35122944:-

CAUGGAAACUGUGGUCUUGGCUGAAGAACAUGGGUGAGAAGUCCUGGGCGGUCUCGGAGCCUGGGGCAGGGGGGCAGGAGGGGCUCAGGGAGAAAGCAUCUACAGCCCCUGGCCCUCUCUGCCCUUCCGUCCCCUGUCCCCAAAUACACCAGAUCCAGCCCAACUCACAAGGCUCCCCAACAUGGAGCAGCUCACACAGC

>rno-mir-331:7:31089667:31090167:-

CGUGGCUGAGAAGCCCAGAAGCCCACUCAAGCUGAAAGCGCUCCCCAGGAGUCUGGUCUUGUUUGGGUUUGUUCUAGGUAUGGUCCCAGGGAUCCCAGAUCAAACCAGGCCCCUGGGCCUAUCCUAGAACCAACCUAAACCCAUGCAUCAUUCCCGGGACAUCCAGAGUGCGAAGACGGAAGAUAACUGAGGCUGACUGC

>rno-mir-344a-2:1:115954463:115954963:-

GAAUGUACGCACUCCUCCAAUUAGAGGCAAGCAGAGGUAAUAAAAAUCUCUGCAGCCAGGGUUUUUACCAGUCAGGCUCCUGGCUAGAUUCCAGGUACCAACUGGUACCUGAUCUAGCCAAAGCCUGACUGUAAGCUGUAAAAACAAAGGAAGACUGCUCCUAAACCCUGUAAGUGUCAGAGCCAGUGAAAACCCAGCAU

>rno-mir-350:13:92544977:92545477:-

UAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUGCCUUGCUCCUACAAGAGUAAAGUGCACGUGCUUUGGGACAGUGAGGAAAAUAAUGUUCACAAAGCCCAUACACUUUCACCCUUUAGGAGAGUUGCAGCUUCCUUUACACCUGCUUCUUACAAAGUACAGCCAGGCUAAUCAGAGGG

>rno-mir-363:X:139740545:139741045:-

AUCUUUUAGUUUCUGAGAGUUGUAAGAUAUGUUAGACUAUAAUUAUGAAAUGAACUGUUUUGCUGUUAUCGGGUGGAUCACGAUGCAAUUUUGAUUAGAGUAAUGGGAGAGAAAUUGCACGGUAUCCAUCUGUAAACCGCAGGACUUUUGGUGACUGCAGUCGAUCAGUGCUAAAGUAAGGUUGUAAAAUCCGUUAGUCA

>rno-mir-378:18:57377688:57378188:-

GGGAAGAGGCUGUGAGGGGUGAGCUGCUUGUCCACGACCACUCAGCCAGGGGGUGACAGAGCCACCCAGGGCUCCUGACUCCAGGUCCUGUGUGUUACCUCGAAAUAGCACUGGACUUGGAGUCAGAAGGCCUGAGUGGAGUCACCUUCCCCGCUCUCUGGCUGGGUGAUCCUGGAGCAAGCCAUUUUAACUCUCCAGCC

>rno-mir-384:X:93446783:93447283:-

UUGAAGCCAGUGUAUGAUCAAAUUCAAGCUAACUGGUAUUUUUGUUGCAGCGAAAUGUUAAAUCAGGAAUUGUAAACAAUUCCUAGGCAAUGUGUAUAAUGUUGGUAAGUCAUUCCUAGAAAUUGUUCACAAUGCCUGUAACAUAUAUGCAGCUAGCAAGAUUCCUGAAAUACAUAGGAAGCCUUCAAGAAGCUAACUGU

>rno-mir-450a:X:139994842:139995342:-

UCUGCAUCAGUCAUAUGGAGUGAAGACAGUUACCUCCGAGCUGUAGCCCCACUAAAGAGAGAUGCGGAGCUGUUUUUGCGAUGUGUUCCUAAUGUGUGCUACAAUUAUAUUGGGAACAUUUUGCAUAAAUAGUUUUACAUCGACACACAGGCAAAGGUUGGAAGAAAGAAGCUGCAAAUCUAAGCCUAGUUACUUAGAGU

>rno-mir-463:X:152844193:152844693:-

CAUUGAUAGUUAAAGUGGAUCAUGCAAGUUACAUUUGCAACAUUUUCAUAUUAAACUAUGGUGUACCCUGUUUUACCUAAUUUGUUGUCCAUCAUGUAAAAUUUAAGUGAUGAUAGACGCCAAUUUGGGUAGAGGAAGGCUCACUAUGUUCAUCAUUUGGAACAUCAUUGUGGUAUAGAAGAGUUUACCCUUGCUGGAGC

>rno-mir-465:X:152868769:152869269:-

AGUUAAGAAAGUUAAGAAGACUAUUAGAAUCUAAUGUAUGAACAUUUCAUCAAAGGGCUUGGAUGCAGUGCCCUAUUUAGAACGGUGCUGGUGUGAUGAAUGAAGUUUGAUCAGUGCCUUUCUGAGUAGAGUAAGGCUUACCACAUUCUACAUUUAAUAUGAUUUCUAGUGAAGUGCCUUCUGUAUAAUCAUAGAUGAGC

>rno-mir-466b-1:17:79291456:79291956:-

UGAGGAUAAUGAUUUCAAACUCAGGCUUCUGGGAUUCAUGUGAUGUCUCUAUAUAUUUGCAUGUGUAUAUAUGUGUGUGUGUAUGUCCAUGUGUGUAUAUGAAUAUACAUACACACACACAUACACACACGUGCAAGCACACACACAGGAAUGGCAAACAUUUGGGGGGCAGAUUCAGGAUGAGGAGUUAAAGUCAUGCU

>rno-mir-466c:17:79270664:79271164:-

UACUUCAUUUCAUGUUGAGUUUGAAAUCAACCUGGGGUUCAUGUGAUGCCCUUAUAUAUGUGCCUGUGUGUAUGUGAUGUGUGCAUGUACAUGUGUGUAUAUGGAGAAACAUAUACAUGCACACAUACACACACACAGGCAAACACACACACAUACACAACACACACACACAAGAAAGGCAGACAUUUGAAAAUGAGUGU

>rno-mir-483:1:202910496:202910996:-

CAAUCCUGCACGGAGGGGCUUCACAGAUAGGAGGGCCCCAAGCCCAGCCUCGGACCGUGGGGGAGAGGGGGAAGACGGGAGAAGAGAAGGGAGUGGUUUUUGGGUGCCUCACUCCUCCCCUCCCGUCUUGUUCUCUCCUGCCCUAUCUUCCCUUCCUGUCACAGUUCAGCGAUGGGGGUUGAGGGUGGGCCCCUCAGGCU

>rno-mir-503:X:139999756:140000256:-

GACUGCAUAGCAAGCACUUGAAGAAGGGACAAGGUAUCCUGAACUCAGCCCACCACACCCAGUCGUGCCCUAGCAGCGGGAACAGUACUGCAGUGAGUGUUUGGUGCCCUGGAGUAUUGUUUCCGCUGCCUGGGUAAGUCUGGGACUUCCACAUGGGCACACCCACCAGGUAAGUUUCAGUGCAUCACCUACAGCCUAGG

>rno-mir-504:X:144243718:144244218:-

UCAAUUUCUCACACAAAAUCACGACUGAAGAGAGAAAAUCUGGAAUGGAAUGUUGGAACUGCUGCUGUUGGGAGACCCUGGUCUGCACUCUGUCUGGAAACUUACAGAAGGGAGAGCAGGGCAGGGUUUCCCAUACAGAGGCACAGGCAACCACCGCAUGGCAAAAAAGGUUGAUGAGAACUGAAUUUCAAAGUCGGAAU

>rno-mir-505:X:145928882:145929382:-

UGUUGACAGCAUUCUGUUUGUCACUUGCAGAAGAUCAACCUGCCUCCAGUAGUAAAUUGAUGCACCCAGUGGGGGAGCCAGGAAGUAUUGAUGUUUCUGCCAGGUUAGCGUCAACACUUGCUGGUUUCCUCUCUGGAGUAUCACCAAGUUCGUGGAUUCUAUUUGGAUUUCUAUAACUGCUCAGAUCUCCAUGUUCCAUA

>rno-mir-592:4:54685480:54685980:-

GUUCCUGCCCUUCCCUGGGGCCAGGGUGUGGGAGUGCUGAUGUAAUUAAUUUCAUGAUAUUAUGCCAUGGCAUUGUGUCAAUAUGCGAUGAUGUGUUGUGAUGGCACAGCGUCAUCACGUGGUGACGCAACAUCAUGACGUAAGACAUCACAUCGCCAAUUAAAGAGGUGGUUCCGCGAGGUUUUAAGACUGAGCAGCUA

>rno-mir-652:X:35821216:35821716:-

UUUUUUGGCUUUAUUCCAAAUUCCAGGUGUGUUUCCACGAAGGGCCUCCAGGAAUGGCUAUGCACUGCACAACCCUAGGAGGGGGUGCCAUUCACAUAGACUAUAAUUGAAUGGCGCCACUAGGGUUGUGCAGUGUACAACCUACACAACUAUACGCGGCGAUCCCGGCAUAAAGAAUUAAUGUAUUAAUGCUGACUUCA

>rno-mir-653:4:28517517:28518017:-

CCAGGCUGGGAGCAGCCCAGAACACUGUGGCUCAUCUGACUUCUGAGGUUCUGAUUUUUCAUUCUUUCAGUGUUGAAACAUUCUCUACUGAACCAAGCUCCAAAACAAGUUCACUGGGGUUUGUUUCACUAUUGCAAGAAUUGCUAAGUAUGAAGCUGCUCCCGUCAGAGUUAUCAGGUUAUCCUUACUCCAACUGAUGU

>rno-mir-672:X:92107798:92108298:-

AGGCAGCUAGAGUGGACUAGAAAACUUUUGGUGCUUUAAAUGUUCAAGAUGGUGAUCUAGCCCUUUAGUUUUGAGGUUGGUGUACUGUGUGUGAGUAUACAUAUUUAUCACACACAGUCGCCAUCUUCGAAAGUGAGGGUGCACAUCUUUCUCAGCCAUCUCUUAUUAAGCCGUUAAAGUAAUGCCAACAUCUGAAGCCA

>rno-mir-743b:X:152822164:152822664:-

AAGUUAAGAUUUAAAGUAUUACAGAGUUUCUGAAUUCAUUAGAAUUAUCUAAAGUAUUUAGUGUGCAGUGCUGUGUUCAGACUGGUGUCCAUCAUGUGAAAUAUUUGUGAAAGACACCAUACUGAAUAGAGUAAGGCUCAUGAUAUUCUUCAUUUAUUGUCCCUUAAAUGGUCAGGGUGGUGCUGUGCAGUUAUACCUGA

>rno-mir-760:2:218940460:218940960:-

CGCGGCGGCCGCUCCUCGGCGGCGUAGCGGAUAAGCUCCCGGGAGGAUGCCUCGGUACGGGGCGCGUCGCCCCCCUCAGGCCACCAGAGCCCGGAUACCUCAGAAAUUCGGCUCUGGGUCUGUGGGGAGCGAAAUGCAACCCAAACCCCGUUUCCCCGAAGCACCGCGCAGAUAAACACGCACAAGCACGCACACAGACG

>rno-mir-873:5:53454803:53455303:-

AUUGAAUUCGUGGAAAUGCCAGCAUCUUCUUAUGAACAACGAACACCUGCUUAAAAUCAGUUUGUGUGCAUUUGCAGGAACUUGUGAGUCUCCUAUUGAAAAUGGACAGGAGACUGACAAGUUCCCGGGAACACCCACAAAUCUUCCUACUCAUUUCUACCACCUUGCCAUGGACAGCACUCUGUGACUGGUGUUUACCA

>rno-mir-875:7:71189130:71189630:-

GCUAGCAGCAUUCGACAGCCCGUGCGUUUGCUUAUGAUCUCCAGGCUGGGGAGCAUUCCAAGUUCUGUGGUACUAUACCUCAGUUUUAUCAGGUGUUCAUUCAAAUCACCUGAAAACACUGAGGCUGCGUCCCACUGAACAUCAGCUUCCUGGACUCUGUCCAUAAGUCAGUGCCUGCUGCGGUACUGCACGCAGACGUG

>rno-mir-876:5:53434766:53435266:-

AAUUGGACAUGGUAGCAUAUGAUUUUUAUUAGUUCAUGGAUACAAGCAUUACAUAAACUGUCAAGUGCUGUGGAUUUCUCUGUGAAUCACCAUAUCAAAUCUAAUGUGGUGGUGGUUUGCAAAGUAAUUCAUAGUGCUUCAUAGAUGCUCCUACAGUUGCUCUAUAUGUUGAAACCUGGGAUCCUUUAGUGGGCCAUUGA

>rno-mir-878:X:152851627:152852127:-

UCAAUUAAAGCUGGAGUAUGUUAUAGAAGCUGCAUGCAUGGCAAAUUAAUAUAGAGUGUUGUGUGCAGUGCUUUAUCUAGUUGGCUGUCAGUCACGUGAAACUCAAGUGCAUGACACCAUACUGGGUAGAGGAGGGCUCACGGUGUUCUUCAUUUCUUGUGGGCUUUUGUGUUGAUAACAUGAAUGCUACCAUUUGACUG

>rno-mir-1912:X:31199258:31199758:-

AACUUAACAAGCUGGUGACGUGAUAACAGCUAUUGAACCACACAUACCACAAGCAUACUAGUCUCUAGGAUGUGCUCAUUGCAUGGGCUAUGUAGAUUUCUAUUUAAUACACAGAACAUGCAGUGAGAACUUGAUAGAGAUUGGAAGACAUCCAGAAGAAUAAACCAUGAAUUCUGCAAGGAUAAUUUUGUACUUGGUAC

>rno-mir-2985:2:172272071:172272571:-

GACACCAUGAAAGUGGGAGGAAACUUGGAUUCCAAAGGCUACGGCAUCGCCACACCUAAAGGAUCCUCAUUAAGGUGGGUGGAAUAGUAUAACAAUGUGCUCAAUGUUGUUAUAGUAUCCCACCUACCCUGAUGUGUCUUUAAGACUCUAACGGUUUGUAUACGGAUACGAGGUAACUCACAAUCACAAAAAUGACCAGA

>rno-mir-3120:13:77916101:77916601:-

UAGAUGCUAUGGUGUGAGGGCAGCUUUCUUUCAAUGGCUGGUUGUCAUUCAGGCUGGGUUGUCAUGUGACUGCCUGUCUGUGCCUGCUGUACAGGUGAGCGGAUGUUCUGCACAGCAAGUGUAGACAGGCAGACACAUGACAACUCUGUCCAUCCAGGACCAUGGCUCCUUCGCGGUUCCUUUUUUCUUGGACAGAUACA

>rno-mir-3544:6:134176659:134177159:-

UGGAGAUGCGUCCCUAAGCAGUCCAAGGUGCAGAGGAGGGUCCGGACGCCACACGCGGUUGAAGGGGGUGAAGAAAGGCAUCAUAUAGGAGCUGAAUGGCUGUGCAAUCAACUCCUGCAUGACGCCGUUCCCACCCCCCAACUUCUCACUACACUGGGACCCUCCUCUCUUGAAGAAGCAAUGCAAGAAGCGCAGACAAC

>rno-mir-3547:10:14492973:14493473:-

UGGAUGAAGACCUUCUGCGGGAGGCCCACACUGUGACAGCACACCUGACUUCCAAGGUGGGAAGAGGGGUGGGGCCCGGGACUGUACCCAUGUGAGGACUAUUCUUGAGUCCCGCUCUUGUUCUGAGCACCACCCCUCUCUCAGAUGGUGGCAGACAUCCGGAAGUACGUACAGCACAUCAGUCUGUCUCCGGACUCCAU

>rno-mir-3551:X:152840992:152841492:-

UGAAAUGAAAGCUCAGGAUGAAGUGAAUUCUGGAUUGCCAUAAAAGAAUUUUAAGUAUCCUAUGGGCAGUACUGUCUUCACCAUGGUGUUUUUGACAUAAGUAGCUAUGAAAUUCACCAUGGUGGGUAAAGUAAGGCUCAUAAUGUCUCUCGUUUGUUGUGACUUCUGUGGACAGAAUAUAUACCUGCAGUUAUACUUCA

>rno-mir-3556b:13:110967944:110968444:-

GUAGGAAAUGACAGGCUGAUGCUGACCAGACACCACAAGGCUCUGAGGCUGGUGCUUUUCCCCCUACAUCAUAACCGAUUUCAAAUGGUGCUAGACAAAAACAGACUCUGAACACCAGGAGAAAUCGGUCAGCCUGUGUAAGAGAUGGACCAGUGGUGUUCUUCAGGUCUGAAUCUCAAGGCAGGUGCCGGUCUGAUUUC

>rno-mir-3561:7:22452168:22452668:-

CAACCCAGGGCAGACACUCAGAACCUGUGACAGUGUGUGUCAACCCAGGGCAGACACUCAGAACCUGAGACUGUGUCAAUCCAGGGUAGACACUCAGAACCUGAGACUGUGUCUAUCCAGGGUAGACACUCAGAACCUGAGGCAGCAUAUGUCCUAAGUACACAGUGGUGUCUCACAAGCCAGUGAAAACAGAUAGAAGC

>rno-mir-3562:10:109478496:109478996:-

GAGUGCAGCCUCAUCUCCCUCUUAUCCACUGACUCUAGUCUUCCUCUGGUAUAUCAGGCUUGCUGUGAUUUGGGGCAGUGGCUGGAUGGGAGGGGACUCACAGCCCUAUCUCUAGUGCAACCCCUGUCCCCACAGGUCUAGAGCCUGAGAUCCAGAAACUAAUUGCCAAGCACAAGCAGGAGGUGAGGAGGCUCAGGGGC

>rno-mir-3563:6:134389701:134390201:-

CAAGAGCAUCUCUUCUCUCACUUCAGGCUUGUCCAGGAUGGUACGGACUGGAUGGCUGGGCUGGAUACCAAGAAGCGGUUUACCGUCCCACAUACAUACUCAAAAUGUAUGUGGGACGGUAAACCAUUUCUUCAAGUACCGCGUGACAGCAGGGACAGCUGUAAGAAGGCUCAUGUCUGCCAGGUGGCCUCAGGACACCU

>rno-mir-3568:10:10778220:10778720:-

GCAAGAAUUGGCACAGGGAGUACUGCACCAUGAUUAUUCAGAAAAAGCAAAUGCACCAAACACCAGUGGGCUUGUUCUUCCCGUGCAGAAGCAGCAGAGAUAUCAGGCUGGUUGGGCCCUGGAAGAACUAGCCACUUGGUGUGACUGGGCAGCCUCGUGGUGAGCAGAGCUGGCAGUGGCAGGCUCUUGGAAAAGCAAGG

>rno-mir-3570:13:51132401:51132901:-

CCGGUCCUGCCUUGCGGUUUUGUCUUCAGCAAACGCAGAGAGCCGCGGAGUAGAUAAUGGUUAGCUAUAGGGUACAAUCAACGGUCGAUGGUUUUUAUUUGAAUUCCAAACUCACCGACAGCGUUGAAUGUUCACUGAAGCAACCUGUGAGCCAGAGGUGUGCUGAUUUUACAGUAUCUGUGGGAAUCUGGAGCAGGCGG

>rno-mir-3576:6:134408804:134409304:-

UGCACCAUGCAGCCCUUUACACAACCAUCUUGUCAUCCAGGAAGUCCGCCAGGGCAGUAUUUGAUACUCGAAAAGAAAUUACCCUUGUAUGAUUCAUCCAAAAGAGCAAACACACCAAGGAUAAUUUCUCCUCAAGUAUGAAACAGUAGCACAGCAGGAAUGCCAGCAUCCGUCGGUCACUCUUGGGAGUGACCACCACU

>rno-mir-3578:6:134424663:134425163:-

ACAAAGCUGCCCCCACCCCCACGGGGGCUGCAACUCCGAGAGCUUUCUCCAAGCUGAGCAUUGAUACUGAGAAAAGAUCAACCAUGUAUUAUUCGAAGUCAGCUAAGCGAAUAUAACACGGUCGAUCUCCCUUCAAGUACCAGCAGAGGUGCCGAGCUGAGGUAGUGACAUCCUGGCGCAGGCUGCGGCGGGCACCGACG

>rno-mir-3579:6:134390879:134391379:-

CAGGACAGGAUAUCUCCCAUGAAGUUGGCUCGGCCUCUGGAAAACCCUCCACGAAUGACUUUGAUAAUGAGAAGAUGUGGACCAUACUACAUACGACACAGAAGUAGCGCAUGUUCUAUGGUCAACCAUCUUUUCAGGUACCAUGGAGAGAGGGUGGCGUAGGAGCUGGCUUCUUUCCUCAUGAUUAUCACUUCCAGGAA

>rno-mir-3585:X:154163976:154164476:-

GAAGAAAAGCCCUAAGGAUGGAGGAGUAUUUUUGGUAGGUCUGCCACAUGGAGCAAAUCUGUGUGCAGUGCUUUUCACAAGAAGGUGUCUUUCAUGGGGAUUAAAACAUGAACGGCCCUUGUUGUGAGGAGUAAUGUACAACAUGUAAUGCCUGUGUGGUGUCCCUAAGGAUGGGGUUUUAGACAGCGUAAUAAUAGUCU

>rno-mir-3591:18:61512638:61513138:-

GACAAAACUUCUUGCUCUGAGAGGGCAGACGUCAAGUCGCGCACGGAGUAGACGGAUAGCCUAGCAGUAGCUGUUUAGUGUGAUGAUGGCGUUUGAUGUUUUGGACACAAACACCAUUGUCACACUCCAGAGCUCUGCUAAGGAGAGUCUGUAGGCACAAGGGUGCUAACCUCCCCUUCACCCUCCUUCUUUGUCACAGA

>rno-mir-3592:6:134415155:134415655:-

CUGAACCGCCAUCUUUCUGCAAGCUGCCAUCAUGUCCAGGAAGUCCUUAGAGGUAGCAUUUGGUACUGAAAAAAGUGUUGUCCGUGAAUGAUUCGUCACAAGUAAAGCGAAUCCACCACGAACAACUUCUCUUCAAGUACCACAGAAAAGCAGAGACAAGACAGACAAAGGGCCCCUUCCAUUUCUCCAAGGGCUAUGGU

>rno-mir-3596b:17:22121791:22122291:-

CACCUGCACGAAGAACUCUUGCUUACACGCAUGGAACUGUAUGCUGGUAUGAUAAGGCCCUAAGAAAGGCAGCAGGUCGUAUAGUUAACUCCUUGUGGGCAAAAUCUCUGCCCUAAAACUAUGCAACCUACUACCUCUUCCUAGGAGCCCACUGUAUUCUUGCUGGUCUUCUACUUGGCGGACGCACUUCACAUACCUGU

>ENSRNOG00000041865:8:118716546:118716746:1

ACAGAUGAAAUAGAAACAAACCGAGAAGCCAAGAGUAACAUAGGUCCUGGACUUUUCUAUUGAGAUGAAGGGCUCUGUCUACAGCCAUACCACCUUGAAUGCACCCAAUCUCAUCUGAUUUCAGGACCUAAGUGGGGUUGGGCCUCGCUAGUACUUGAACAGGAAAUAAGGCACUCUGACCAAAAGCAAUUUGUGGGGGG

>ENSRNOG00000036341:12:3189314:3189514:1

AUUCUGGCUGUGUCAAUGAAUAGUUUUAUAUUCCUUUAAAAAAAUGUGAGAAGAGCCUACAGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGUUAAGCAGGGUCGGGCAUGCUUAGUACGUGGAUGGGAGACCACCUGGGAUACCGGGUGCUGUAGGCUUUUGGGGGUUGGGGAUUUAACUCAGUGG

>ENSRNOG00000041877:X:21472861:21473061:1

CACAUGACAACAUUCAGGAAAACAUCACGUGACAUAACUGAGUUUCCAAAGAAAGCAGAAAUUUCCACUUCAGAGCAUUUACAGCCAUAUCACACUGAACAUGCCCAAUCUUGUUUGAUCUUAGAAGCUAAGUAGGGGUGGGCCUAGCUAAGUACUGAGAUGAGAGAAGGAGUGAGGGACAUAUAAACAAUAAAGACCUC

>ENSRNOG00000036074:12:3105337:3105537:1

UAUCUGCCGUAUUCUGGCUGUGUCAAUGAAUAGUUUUAUAUUCCUUUAAAAAAAUGUCAGACAGCCUACAGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUUGGACCUGGUUAGUACGUGGAUGGGAGACUGCCUGGGAUACCGGGUGCUGUAGGCUUUUGGGGGUUGGGGAUUUA

>ENSRNOG00000034350:7:125441865:125442065:1

AAUUAGAGUCCCACAGGUAGACAUCUUUGUAGAAGGCUCCAACUAGAAGAUGUAUCUAGUCUACGGCCAUACUGCCCUGAACCUCCCGAUCUUGUCUGAUCUCAGAAGCUAAGCAGGGUCAGGCCUGGUCAUUACUUAGAAGAUGCACUGGGAACCGUGGUGCCGAGUCCGUGGUUUAUGCUGCUGUUUUCUAUGGCUUU

>ENSRNOG00000041942:X:136386647:136386847:1

GCAUUUAAAGGAGACCAAAGCCAGACCAGAUGAAAAUGAUCAUUAGAAACAUUCAUUUUGUCUAUGGCUACCCUGAAUGUGCCUGAUACUGUCUUAGCUCAGAAGCUAAGCAGGGCCAGGCAUUGCAAGUAUGUCGUAUUUGAAAGGUAGAAUGUUCACUUAAUCACCAAAAAUGUAUUCACUGAGCCCUCAAAGUGAGA

>ENSRNOG00000041864:18:11714762:11714962:1

CAUAGAACUAGUAGUGCUCAGAAGUUCUCACUAUACCUUUUAGAAAUGCAUAAAAUUUCUCUUGCCCAUGGCCAUACCACCCUGAAUGCACCUAGUCUCAUCCUAACUCAGAAGCUAAGCAGAGUGGGUCCCAGUUAUAAAAUUCUUGCUGGGGAUAUAUGUCAGUUGUUAGUGUACCUGUCCAGCAUUCCAGAAUCCCA

>ENSRNOG00000034503:8:48053196:48053396:1

AACGGUUCCCAUUUCCCACCAGAAGAGCUGCUCUUGUGUAUUUAGUUCCUCCUAAGAAUCUCCCCAUAAGUCUACGGCCAUACCACCCUGAACGCUUCCGAGAUCAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGAAAAAAAAAAAGAAUCUCCCCAUAAAG

>ENSRNOG00000036342:12:3186937:3187137:1

AUUCUGGCUGUGUCAAUGAAUAGUUUUAUAUUCCUUUAAAAAAAUGUGAGAAGAGCCUACAGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCAUGCUUAGUACAUGGAUGAGAGACCACCUGGGAUACCGGGUGCUGUAGGCUUUUGGGGGUUGGGGAUUUAACUCAGUGG

>ENSRNOG00000041036:6:105986814:105987014:1

UAAAUACAAAGGAUCAGCACACAUAAACGUGUACAUAUAUGUAUGUAGGAAAGAAGAGAGUCUACAGCCAUACCAUUCUAACAGCUCCUGAUCUUGGAAGCUAAGCAGGGUCAGACCUUGUCAGUACUUGGAUGGGAGACCACCUGGCAAUGAUGGAUACGGUAGUCUUAAAAAAAGAUAUGAAAGGGGGGGUAUUUAGA

>ENSRNOG00000044385:6:29169647:29169847:1

UUGUUCAUCCUCAUUAGUUAGAAAAAAUGCAAAUACAAACCACAAAGAGAUCCACAUCAAGUCUAUGGUCAUACCGGCCUGAACAUGCCUUAGCUCUGAACUUAACAACUAAGCAGGGUCAGGCCUACCUAGUUCUUGGAUAGGAGAUCCACAUCAAACAGAUGGGCCACAAUGAUGCCAGACAAGUACCAAUGGCUGUG

>ENSRNOG00000041708:7:74314428:74314628:1

UGUGGAUUAUUUCACUUGUUUGUUUGAGACAGGGUCUCAUCCGUUGCCAUACCACCCUGAAUGCACCCAAUCUCAUCUCAUCUCGGACACUAAGCAGGGUCAGUCCUGGUUAGUACUUGGAUGGGAGACAGAGUCCCACUAUGUAGUGUUGACCUAGAACUCAUUAUGUAGACCAGACUAACUCUGGUCUCACAGACAUC

>ENSRNOG00000036340:12:3191700:3191900:1

GGUUGUGUCAAUGAAUAGUUUUAUAUUCCUUUAAAAAAAUGUCUGAAGAGCCUACAGCCAUACCACCCUGAACGCGACCAAUCUUGUCUGAUCUAGGAAGCUAAGCAUUGUUGGGCCUGGUUAGUACGUGGAUGGGAGACCACCUGGGAUCCCGGGUGCUGUAGGCUUUUUGGGGUUGGGGUUUUAUCUCAGUGUUAGAG

>ENSRNOG00000041764:5:76985168:76985368:1

GCCAGGCCCUGCCAUCCACUCUGAUUUCUGCCUCUUCAUCUGUCUUUUUAGAAAUAGAAUGGUGUCUAUAGCCAUACCACCCUAAGUGUGCUUGAUCUCGUCUGAUCUCAGAAGCUUAGCGGGGUUGGGCCUGGUUAAUGCUUAGAUAGUAAUGGAACCAUUUGGCCUACCUCUUGUGUCUGGCUCUGUGACCUUACAUG

>ENSRNOG00000041822:X:69806498:69806698:1

AAAAACAAGAAAAAAGCCUUAAUAGAUUUAUUCUCAAUGUUUCAACCAUAGUUUCCAUCAAUAGCCAUACCAAAUUAACACCCCUAAUCUGAUCUGAUCCCAGAAGUUAAGCAUGGUUAGGCCUGGUUAAUAUUUGGAUGGGAAACUAACUGGGAUUAUUGGAUAUUCGGGUUGGAGACCAUUUGAGAUUACCAGGUGCA

>ENSRNOG00000044504:2:62492752:62492952:1

CAAUUGGUAAAUGUUCUUCUUGAAGACAAAGGAGGAAUAAAUCAUAUUAAGACUGAUGUCUGAGAACAGGAAUGUCUGUGGCCGCACCCCUCUGAACUCACCUGAUCUUAGAAGCUAAGCAGUGUCUGGCCUGGUGAAUACAUGGAUGGGAGAAUAGAAAGGAGGAAUUGUCCCAAGAAACAAUGCCAGUGCAGUUGAAG

>ENSRNOG00000044448:11:59642768:59642968:1

GCAACCACACAGUGACAUCAGAGUUGUGACAGUAUUAUCUAAGGCCAUACCACUCUGACCUGACCGAUGUCAAUCUCAGUUGAUCUUAGAAGCUAAGCAGGCUCAGGCCUGGUUAGCAAUCGAGUGGGAGAGCUAUCCUAGGGUGACAGAGUGCAAGCUAGGUAUUUUGGAUCUUUAGAUGUGACCCUAGAUUGAAAAUU

>ENSRNOG00000045070:10:79597225:79597425:1

UCCCCAAGUGCCAUCUUAUCUACUGUGCUGAUUUUAAUUCUUUAAGAAUCAGAUUGCUGUCUACGGCCAUACCAUCCUGAACGUGCCCGAUCUCAUCUGAUCUCGGAAGAAUCAAAUUGCUUUCAAAUUUUGGAGAGUAAACUUUAACAAAUGUUAGCUUGUUUUUAGUAUCUCAGAAGAAGUUAGUGCCAAUCAGGAUU

>ENSRNOG00000045463:10:74639663:74639863:1

CAUCCACUGGUUAUGCUGGCCCGAGUGAUUCUCAGCUCACCUUGUGGCUCUCUCAUGACGUCACGGCAUCAGUUCUUUGGCUAAUCCACAACCCAGAACACGUUUCAAUCCUAUCUGAUCUCAGAAGCUAAGCAGGGUUGGGACUGGCUGCUACUUAGAUGGGGAAUUCGCCAGCUAGGCCAGACAUGGUGGCGCACACC

>ENSRNOG00000044409:X:58680665:58680865:1

GUUGUUUUGCUGAGGAUCAAACCUAGGGCUUUUAUGUUCACUGAAGGGGUAUUAGAAAUAAUUCUCAUCUGUGCUCAUACCAUCUUGAACUUGACAGAUCUAAUCUGAUCUUGGAAGCUAAGCAUGCCUGGAUCAAGUCAGUACUAGGUUGGUAGAAAUCAUUUUUCAGGCCAGUGAGAAGACUCAGUGGGUAAAUAAAC

>ENSRNOG00000044997:4:147393119:147393319:1

GUGAUUUGCAUCUCUUAAUCACAAACCAAGAUUGGAAAAUUUACCAUACCGUGUUUGAAAGGACAGUGACCGUACCACCUGGCACAUGCCCAUCUCAUCUGAUUUUGGAGGCAAAGCAAGGUCAGGUCUAGGUAACACUUUGAUGGGAAAGACACACAGAGUGGUUGCCCAAUGUCAUGCUGCAGGGAGAAAAAGUAUCA

>ENSRNOG00000044889:9:73085806:73086006:1

AACAUGCACUGCUUAGAACCUAAGGGACUUGUCCAAAUGUCAUAAAGGAAGUUGGUAAGGUUGUUCUUGGCUUAUAGUGAUAGCAUCCUGAACAUGACCACUCUCAUCUGAUCUUGGAAGCAAAGCAGAGUCGAGCCUGCUUACUACUUGGCUGUAAUCUCCUAUUCCCUAACUGAAUAUGAGAUUACACAGAGAGACUC

>ENSRNOG00000045363:16:59975935:59976135:1

AAAUCUAAAUAAAAGCAAGAACAACAGUGUCUCUGCUAAGACCUCUGCUGCAUUAAGAAGUAUAGUCCACGGCCAUACCUGUUUGAAUGCUCCUGAUCUCGUCUGAUCUCACAGAAGUAUAGAAUGUCAAAUUAUGCUGGGCAUCCUUCCCUUUUUUAAAGGGUUCAGACAGCCGUGAACCUAAAAACUCACUUGUUCAG

>ENSRNOG00000045263:12:24763815:24764015:1

CCUUCCCUUGUGAAGUCUCCCCCGAUUCCAAGGAGUUAGUGUAAGAACUGAAUUAAACUAGCACAUUUGAUCCCAUCUGAUUUCAGAAGCUAAGCAGGAUGCAAACCUGGUUAGCACUGGAUGGGGGAAAUGUCUAGUUCAUUUCUAAAGACUUGGGUGCUGUUGCGACAUAUAUGGGGGCUGGAAAUAGAGUUCAGCGA

>ENSRNOG00000045043:10:90555210:90555410:1

UUAACAGAAGUAACUGUGGGGGGAGAUGCAUGGUACUCCCAAGUGCAGCUCCACCUGGGAGAAUGCUGACUCUGCUAUCUAUGGCCACACCAGCUGAGGGCACCUGAGCGCAUUUGGUGUUGGAAGUUACGCAGGAUGGGGGCUGACUAGCAUGUGAGUGGGAGACCAAGGCACCAAUGUCAUAAGAGUUAUUGACAGCA

>ENSRNOG00000044479:15:70414445:70414645:1

UUUUGUUUUUGAUUAAAUAUCUUUAUGUCAUCUAUAGCCAUACCAUCUUGGUUGUGCCAAAUCUUGUCUGAUCUCAGAAGCUAAGCAGAGUCAGUACUCAGAUUGGAAACAUCCUUAGUAGCUUUUAGGAUAAAUCACAGACACUUGCAUGUAGUACCCAUCAUGGUUCUGAACUGAUUUCUUAAUAUUUCUAUAAUUCA

>ENSRNOG00000041847:16:39868563:39868963:-1

AAGGCAACCCAGCUAGGGGGAAGGGACUCAAAAGCAAGAGACAACAGCCCCUACUUCUGUGACUAUACCACUCUAAAUGCAAUUUAUCUUGUCUAAUCUGGGAAGUUAGGCAGGGUUGGUCCUGGUUAGUACUUAGAUGGCUUUCCUAUUUGUGGAGUGGGAGCUUUCUGGAUUGGACUUACAUUGGAGUCUUUUUGGUC

>ENSRNOG00000041986:11:7120873:7121273:-1

GUAAAAUAAAUAAAACAUUUAAAAGACAUAUGUUUAAAUCUUACUGUGUUACGCCCUGAUCAUGCCCCAUCUCAUCUGAUCUUGGAAGUUAAGCAGGGCUGCGUCUGAAUUGAAAAUUGAAGGAGGAUAGGAAUGGGGGGCGGGAGGGUGUGUGUGGAAGAAACUAAAAGCUAUUGGGUUUCAGAAAGUGGAGCCUAACA

>ENSRNOG00000041670:8:116010845:116011245:-1

CCUCAGAGGACUGCUAAGAUAAGAGGAGGGGUCUUGGGGCAUAUCUCCCUGAGUGCACCACAUCUCCACUGAUCUUGGAAGCUAAGCAGGGUCAGGCCUGGCUAGACCUUGGAUGAGAGACUACAGAAAGACCAGAAAGCAAGACCAGAAAGCUCCCCAGCCAGUGCGUCACAUUCUCAGCAUUGGCUCAUUCUUUCCAG

>ENSRNOG00000041010:16:47553950:47554350:-1

UCAAAGAAAAGCCAACACCAGUCACAAAGGUAAUCCUAGUCUAAGGCCAUAUUACUUGAUGGUACCAGAACUCAUUUGAUCUCUGAAGCUAAGCAGGGUCAGGCCUGGUUAGAACUUGGAUGGGAGACCAAACUUCAAACAAAGGAGAAAGACUACCAUCAGGGCAGAGUGAAGAGGUUCCUUCAGAGACAAAACUGGGA

>ENSRNOG00000036044:11:71126663:71127063:-1

UCUUGAUAUUCAGAGGUGGCUAAGUCAGGUUUAAAAGAACAGGUUCCUCUUGACAAGAUUUCCAGUCUACUGCCAUACCUCCCUGAACAUACCAGAUCUCAUCUGAUCUCGGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGGGAGACAAGAUUUCCAUACACCUUAGUCUUUGAGCAGGAGAUUUCGGCCAU

>ENSRNOG00000034612:8:37969698:37970098:-1

GGCUUUGAUCUUUUCGAAUACGGUUUUGUGCUAAGUAUGAGAGAUGAUUUUUCUAUAGCAUAAAACCACCCUGAACGCGCCCGAUCUUGUCUGAUCUCGGAAGCUAAGCAGAGUCGGGCCUGGUUAGUACUUGGAUGGGAGAUGAAAGAUGGCUUAAUGCCAUCCUUUAGUUUAUCUGACUUUUCUAACACUGUGCUCAG

>ENSRNOG00000034695:19:35942166:35942566:-1

UUAAGGAACUAAAGUUCUUGAAAGAUAUAAAUAUAUUUUUAAAAAUAUAAGAUGUAGACCAUACCACACACACUGAAUGCGCCUGAUCUUGUCUGAUCUCGUAAGUUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGGAGACCACCUAGGAAUAUUGGGUGCUAUAGGCUUUAAACUCUCUCUCUCUCUCUCUCUCU

>ENSRNOG00000036542:9:103880756:103881156:-1

CUAUAAAACCAAAACUAAGUUAAGUACUUUCUUACUUUAAGAAGGGAGAACCAGGUCUACGGCCAUACCACCCGAAACACGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGAUCGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUAAAAAAAAAGAAAAAGAAAAAGAAA

>ENSRNOG00000041968:4:50016534:50016934:-1

GGGGUAGACAGACCUACCUAGUCCAUGGUGGGUGGCACCACUUUUGGGCUUGUGGUCCUAGAAUCUGUAAGAAUGCUAGUGGCUGAGUCUAUGCCCAGAGUACCCUGAACACACUCGAUCUCAUCUGAUCUUGGUGGCUAAGCAGUUUGGCCUGGCGAGUACUUGGAUGGGGUAAAGCUGGCUGAGCGUGAGCCAUGAGA

>ENSRNOG00000044047:9:101769957:101770357:-1

GGGGGGUUGAGUUUUGUUUUUGUUUUCGUUUUGUUUUGUGGAAAACAAUGAACGAGGUCUUUGAAGCCGUUCCACUCUGAGCACACUUGAUCUCCUCUGACCUCAGAAGCUAAGCAGGGUCUGUUCCGCUUACUGCUUCGAUGGGAGACAAUGUUAAGUAUUCAUCAUUUCCUACAAUAGCUAAGAUUCCUCAGGAGUGA

>ENSRNOG00000035413:2:848940:849340:-1

GUGCCAGUGUUAGCACCCAUACAAGGCCGCUCACACCCCACAUAGCCAUACAACUCUUAGCGGUGGAUCACUUGGCUUGUGCGUCGAUGAAGAAUGCAGUUAGCUGCGAGAAUUAAUGUGAAUUGCAGGACACAUUGAUCAUGGACACUUCAGAUGCACUUGCAGGCCCGGGUUCCUCCCUGGACUACACCUGUCUGAGA

>ENSRNOG00000041679:3:77798092:77798492:-1

GGGUGUCUGAUCAGGAGGGGUUAUGAGCAAGCUUGGUGCACUUUGAGAAUUGCAGACAGGGUCUAUGGCCAUACUGCCCUGAAGAAGCCUGAUCCUGUCUGAUUUCAGGAGCUAAGCAGGGGCGGGUCUGGUUAGUAGAAGCUAAGCAGAGUCAGGAUGGGUUAGUAUUUGGACUGGAGACUUGCAGUCAGGGACCCUGC

>ENSRNOG00000035046:1:213046942:213047342:-1

GACCACAAGAUGGAGAAAACUGACUCCUAAAAGUUGUCCUCUAGCUAUGUUAAGACAAGAGAGUGGUUUACAGCCACACCACUCUGAACACACCGAUCUCAUCUGAUCCUGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACAUGGAUGGGAGACCACCUGGGAUUAACUGGUGCUGUAGGCUUUAAAAAAAAAAAAAGA

>ENSRNOG00000036355:12:13771:14171:-1

AUUCUGGCUGUGUCAAUGAAUAGUUUUAUAUUCCUUUAAAAAAAUGUCAGAAGAGCCUACAGCCAUACCACCCGGAACGUGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCAUGCUUAGUACGUGGAUGGGAGACCACCUGGGAUACCGGGUGCUGUAGGCUUUUGGGGGUUGGGGAUUUAACUCAGUGG

>ENSRNOG00000036145:14:89448614:89449014:-1

CCUCUCUCUUCUGUAAUGUUCCACGAGCCUGAAGUGUAGGGCUUGUUUGAGAAUGUAACAAUUGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGCUGGGAGAAUGUAACAAUUGGGGCUGAGUAGUUACUGAUUCUCUGCAUUCUGACC

>ENSRNOG00000045439:2:67830733:67831133:-1

CCACCUCCCUCUUUUGAGUCCUGAGAGUCUCUCACUUCUAGAGAGGCCUCCAAACCUCCCUCCUCCUGGAAUCUGAGGACAUACAACCCUGAAUGCACCCGAUCUUGCAAGCUAAGUAUGGCCGGGCCUGGUUCAUACUUUAAUGGUAUGUCUUAGUAGUUUGAAGUCAUCUUCAGGCACUUAUGUUGAGAUUUCUUUAC

>ENSRNOG00000044940:1:78108988:78109388:-1

GAAUAAAACCCCCAGUUAAGUAGAAUAUAAAAUUAAUAUGAAACCAGCAAAGCCUGUGGCCAUACAACCAUGAAAGGGCCUGGUUUCUCCUGGGCUUGGAAGCUAAGCAUGAUUGGUUUUAGUUGUUACUUGAAUGGAAAAACCAACAAAUCUAAAAGUCUAAUCUUUGAAGAAAUUAAUUAAAAUCAAUCACAUUACAG

>ENSRNOG00000044438:12:46303845:46304245:-1

CUGCAUAGAGGCUUUGAGUUCAGCCUAGGUUUUAUAUAUAUAUGUGCACCCCCCUCUCCCCUAAGGCUAUAUACCGCCCUGAGCGUGCCUGGUCUUAUCUGAUCUCAGAACCAAGCAGGGUAGUACUUGGAUGGGAGAUUCUAUGGGAAUACUCAGUGUUGUAGGCUUAAAGCAAACAAAUGAACAAACAAACAAAACAA

>ENSRNOG00000044786:2:159832190:159832590:-1

AGUUCGCAAAUAGUGCAUUCUUCAUAUAUAUAAAGAAAGAGUCCAGUUAUACGCCCUGAUCAUGCCCCAUCUCAUCUGAUCUUGGAAGUUAAGCAGGGCUGCAUCUGAAUUGAAAAUUGAAGGUGGAUAGGAAUGGGGGGCGGGGGGUGGAAGAAACGAAAAGCUAUUGGGUUUCAGAAAAUGGAGCCUAACAGUACAGC

>ENSRNOG00000034515:10:106689990:106690190:1

UAGCCAUUCUUUAGGUUCUAAAGAAACUUAAUCUUGUGCUUGCUUUGGCAGCACAUAUACUAAAAACUGGAACGAUACAGAGAAGAUUAGCAUGGACCCUGCGCAGGGAUGACACACAAGUUCGUGAAUCGUUCCAUAAAAAAAAAAAAAAAGAAAAAUAUAAGAAGCUUAAUCUUGGCUGCUGGGCCUCAAAUCCCAUG

>ENSRNOG00000034567:5:86426387:86426587:1

AAAAAAAUUAUGCAAGGGAUCCUUAAGCUGUGUGAAAAUUUUAUGUCACACAAAGGAAUACCAGGUGUUUCCUUUAGCAGCAUGUAUAUUAAAAUUGGAACAAUACAGAGAAGAUUUGCAUGACCCCUGUACAAAAAUGACAUGGAAAUUCAUGAAGCAUUUCAUAUUUGAAAGUGACACAAAGCAAGCCUACUGGUAAC

>ENSRNOG00000035192:3:43744913:43745113:1

UGGUAUUUUCUCAAAGUUAUUAUGUCAUAUAUUGACUCAUGAAGCAUUUAAAAACUGUGGAUAUGUGCUCACUUCGACAGCACAUAUAGUAAAAUUGGAAGGAUACAGAGAAGAUUAGCAUGGCCCUGAGGAAGUAUGACAAACAAGUUCAUGAAGAGUUCCAUGUUUUAAAAACUCUAACACAAGGAGAGAAACUACAA

>ENSRNOG00000034904:9:71390345:71390545:1

AGCUUGGCUGCGUGCUGGGUGCCAGGCAUCGCUUCUCGGCCUUUUGGCUAAGAUCAAGUGUAGUAUCUGUUCUUAUCAGUUUAAUAUCUGAUACGUCCUCUAUCCGAGGACAAUAUAUUAAAUGGAUUUUUGGAACUAGGAGUUGGAAUAGGAGCUUGCUCCGUCCACUCCACGCAUCGACCUGGUAUUGCAGUACCUCC

>ENSRNOG00000035030:5:121107502:121107702:1

CUCUUUCAAGCAGAAUGAAAAUACAAAUAUCCAUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAAAGAUACAGAGAUUAGCAUGGCCCCUGCAAAAGGAUGACACACAAAGCGUGAAGCGUUCCAUAUUUUUUAAACCACUACUGAAAGACUAUACAUGGACUGACCCAGGGCUCCAACUGCAUAGGUAGCAGAGAA

>ENSRNOG00000035756:11:70013747:70013947:1

UAGCCAUAGUAGGUUUUUGGCGCCAAAUAUGAAAAGUGGACUGAUAAGAUACGAGUCUUAGAGAGACCUAUAGAUGAAAAUAAGAAAAUACGUGCUCGCUUCAGCAGCACAUAUACUAAAAUUGGAACAAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCCUAUUUUUUA

>ENSRNOG00000035411:2:63298488:63298688:1

UGAAUAGAAACACUCUUGAUACAUAAGAACUAGACAUUAAGGCUUGCUACAGCAGCACAUAUACUAAAAUUGGAAUAAUACAGAGAAGAUUAACAUGGCUCCUGCACAAAGAUGACACACCAAUCCGUGAAGCAUUCCAUAUCUUUAGUAGAUGGAAAACUUCACCACAAAGUGGGAAACUAUACCCUAGAAGAAGCAAG

>ENSRNOG00000036182:17:30998330:30998530:1

ACUAGUCUGGAAAACACAUCUAAAUUCACAACUUGAAAUAUAUACAUACAUGACAGAUGAGACUCCAUGAUGAUGAAGGUGGUUUUCCCAGGGUGAGGCUCAUCCCUUGCACUCCUGAUGUGUGAUCCCCAGGCUUUCCUCAAACAGAAGAAACUCAGCUGCCCCAAUUGUGGUGAGGACUAUGGCGGUUAUACUUUCUC

>ENSRNOG00000041776:5:141486196:141486396:1

AUAUAAGCCUCUCCUUACUUAACACUGCAGAAAAGUUAACCUAACUGUGCUCACCUCAGCAGCACAGAGACUAAAAUUGGAACAGAGACGAUUAGCAUGGCCCCUGCACAGGAUGACACACAGAUUUGUGAAGCAUUCGAUUUCAAGAAAGAAAGGUUAAUUCUAAGCAGAUCACAAACCUCAAUCAAGAAAGCCACUAA

>ENSRNOG00000044597:11:68327811:68328011:1

UAAAAACUGUACUUCAUCGCUUCUCGGCCUUUUGGCUAAGAUCAAGUGUAAAAACUGUACUUCUAGGCUGGAGCGCUGACUCGGCAGUUAAGAGUGCUUGUUGCUCUCUCAGAGACCCCGAGUUUGGCUCUCAGUAUCCAUGCUGGGUGGCUCUAGCUCUAAGAGACUCCACAACUUCUAGCCUCCAUGGUACCUACAUG

>ENSRNOG00000045092:X:89026551:89026751:1

UUUUUAAUUUUCCUACCAGGAUUUCUGAACUUGAUUAGAAAACCCAAAAUCUUUCCUACAGUGCUGUUACAGCUCUUUUAGAAUUUUUCCAGUAAGAUUUCUGACUUUUGUUGGAAAACCCAAGAGCUAUUCAGAGAGUUAUUACUAUUCUUUUAGAAAUUUUUCUAGCAGGAUUUCUGACUUUGGUUCCUCAGGAACCC

>ENSRNOG00000045310:8:71420426:71420626:1

AUCAAAUUACACUGCAUACUGCUGUCAAAAAAAUAAGUGAAAAAUAAGUGGGAGAUGCAUGUGAUCCCUCAGUCAAGAAGGGGAGUUUUUCCAGGGUGACACUUAGCCACUGCAAUCCAGAUCUUCUGACCCCUGAGAUUUCCCCAAACGUGGGGAACUCUUAUUGUGUAGUUUGGGGACUAUGUUACAACUUUCCCUUA

>ENSRNOG00000045316:5:29767520:29767720:1

CAGAUCUUUUGGAAUGUUUUCUAGCAGCUACCUGGAGAAGCUAUCUGAAGAGUGAACAUACACACAGCUCUUUCAAAUUUUUUUUCUGGCUUUCUGAUUUUGAUUAGAAAUCCCAAGAAUUGCUAUUAUAACUUUUCCAACAGGAAUUCUGACUUGGUUGGAAGAUCCAAGAAUUUUUUAAUAGCAGCUUUUCUGACUUU

>ENSRNOG00000045451:17:48433558:48433758:1

GCAAGGCCUAACAGGAGAGGGAUCUGAUAACCUCAGACUCUAUUUUAAAGAAUUGAGACAGGUGCUCACUUUUGCAAUAUGUACAUACUAAAAUUGUCAAUACAGAGAAGAUUAGUAUGGCCCCUGCACAAAGACACACAAAUUUGUUCAGCAAAUUUGUUGCUGUCUUCUGAGCAUGACAUGCCUAUGACAAUCAUGAA

>ENSRNOG00000044801:8:99709299:99709499:1

AUAUUAUUUCAAAUGAGAUAAAUUUAGGCUACAGUAAUAACUGUUUUCUACCAUAAAAGUAUAACUUGAGCUCCAGUGGAUACCCUAUCUACUGAAAUUGGAAAAAUACAGAGAUUAGCAUGGUCCCUGAGAAAGGAUGAAAUGCAAGUUUGCAACGUGUAGUGUGCCCUGAAUUUGAUGGUCCACGCCUAUAUUCCUAG

>ENSRNOG00000044142:14:90981535:90981735:1

UAGAGGUUUUCUUUUUUCUGCUUUAAACAGAAUUUGUGACAUUGGUUAGAAAUCCCAAGAAUUACAUAGAGAACUAACACAGCUCUUUUAGAAUGUUUCUAGCAGCUGUACAGAGAGAGUUGUCUAAUAAUAAACAGAGCUCUUUCAGAAUGUUUUCUGACUUUGUGAUUUUGAUCAGAAAAUUCAAGAAUUACUUUAGA

>ENSRNOG00000045344:7:17855254:17855454:1

UAUGGCUUUGUGAUAUUCUGCAAAAUCACACUUCUAAUAAUAAGCAGAAACCACUAUAAAGAUGACUCAUAGCUUUGUGCUCUGACAGAAUCACAGCCAAUGAGGCUUCUCCCAGGAGUGAUUACUGCUAAUUCAAAGUGUGACUCAAGAGGCCUUAGAAAGUUGUCUAGGGAGCCCAGCUUUCUCUCAGGCCUUGAAGG

>ENSRNOG00000043526:7:107968923:107969123:1

AUGAGGUAAAUUGACAUGUAAAUAAAAAUUGGGCUUUGGUCUUCCAGAGAGAGCUACAUAGAAAGAAGUGUUUAGAGAGUUAAGACAGUUCUUUUAGAAUUUUUCUGGUAAGCUUUCUGACUUUGUUUGGAAAACCAAACAGUUACCUAAAAGGCUAACACAGCUCCUUUAGAAAUGUUCUAGCAGGUUUUCUGACUUUU

>ENSRNOG00000045275:1:48688613:48688813:1

UCCAUCCAAGCUCUGAUCCUGAGGCCAGAAUCCAGGGGUGCUCACUUUGGGAGAAUAUAUUCUAAAUUUGGAACAGUGCAGAGAUUAGCCUGGCCCCUGUAGAAGGAAGACUUGCAAAUUCCUGGAGUGUUCCAUAAACACACACACGAACAACCAGAAUCCAGUGUUAGAAAGCAGAUUCAGAGAGGGGAUCCCCCAGA

>ENSRNOG00000044092:2:258154237:258154437:1

ACACUAAAGUAAUAAAUAAAUAAAUAAAUAAAUAAAUAAAUAAAUUGUUAUUUAAAUAUACCAAAUUGUGCUUACUUCAGCAACACAUAUACUAAAUUUGGAACAAUAGAGUAGAUUAGCCUGGCCCGUGAGCAAAGAUGAUAAAGUUGUGAAGCAUUCCCUAUUUUUAAGGACACUUUAUAUUCAUUAAAGAAAAGUAU

>ENSRNOG00000045313:10:94555291:94555491:1

UACUCACACUGAGCUAGCUUGCCUGGGACGGUCUCGGGGAAGCCAUCAAGACGAGGAUGGCAUCGAGUACCCGGCAGAUAAGCUCUGCUGUGAUCAGCUUGCCAGGUGAUUUUGCCAGAGUGAGCCUCACCCACUGUGCUCUGGAGUGCAGACCCCUGUGUUUUCCCUAAAUGUGGAAAACUCGGGGCGUGUAACUUGUG

>ENSRNOG00000045358:1:106884117:106884317:1

UUGCUUUGUGAAUAAAACACUGGUCUUUGGUCCGCAAGAGCUGAGCUGUCUAGUGAGCUAUCCUAGCUCUUUUAGAAUUUUUAUAAUAGGUUUUCCGACUUUGGUUGGAAAACCCAAGAGCUAUCUAGAAAGCUAACACAUCUCUUUCAGAAAUUUUGUCCAGCUGGUUUUCAGAUUUUGGUUAAAAACCCCCAAAACUA

>ENSRNOG00000034715:15:101211111:101211511:-1

UGACAUUCUUGUAGGCCCCUUAAGAUCUGGUGUUAGGUGCUCACUUCAGCAGCACAUAGACUAAAAUUGGAGCAGUACAGAGUAGAUUAGCACGGCCCCUGUGCAAGGAUGACACCCAAAUUCGUGAAGCAUUCCAUAUUUUUAGAAGGGGAGGGGGAUGGGGGCUCAUGGCCGGGAAACCAGGAAAGGGAAUAAUAUUU

>ENSRNOG00000034468:1:181900099:181900499:-1

UCAAAAGGGACCAAAUCCAACACAACAUCAGAGACAUGCUUGCUUCGGCAGCACAUACACUAACAUUGGAACGACACAGAGAAGAGUAGCAUGGCCCCUGUGCAAGGAUGGCGUGCAAAUUCAUGAAGCGUUCCAUAUUUUUUAAUACAUAAAAGAACACAUUAAAAAAAAGACUACGCUCUUCCCUCUUACCCUCUCUU

>ENSRNOG00000034632:14:27240863:27241263:-1

UUUUGACUCAGAUUAAUUGUGAGAUUAAAAGGUAUCUGAAAAUUCCAAACCUUGCACUCACUUCGGGAGCACAUAUAAUAAAUUUGGGACAAUAUAAAGAAGAUUAGCUUGAACCCUGCUCAAGAAUGGCAUGCAAACUCAUGAAAAAAUUCUCAUUUUUCCUCAAGCCCCAGAUAUACCGUUCUUGGGCAUAUUCCAAA

>ENSRNOG00000034585:18:27639679:27640079:-1

GCCAUGGCCCACAUAUACAUAAAAUAAAUUAAUGGGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGAUACGCAAAUUCGUGAAGCGUUCCAUAUUUAAAAAAAAUAAAAUAAAUAAAUAAAUUAAUUAAUGGAGGGGCUGAAGAGAACUCAGCAGC

>ENSRNOG00000034477:4:110618740:110619140:-1

UAAUAAAUUAUAUUUUCAAUGUUUUAAGAUACCAAAAUAAGUGCUUGCUUUGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGUGCAAGGAUGACACGCAAAUUCGUGAAGUGUUCCAUAUUUUUCGAAUGCCAGCAGCAAACCAUUGAACGGAGAAUAGGAUCCCGUUGAAGGAAUC

>ENSRNOG00000034813:2:216457821:216458221:-1

CACACAGGCUUAUAGGACAGUCUAGCCACUGUCAGAAAUAGCAGAACAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGGAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUAAGACUGAACCCCCAGGGUUGGCGAUUUAGCUCAGUGGUAGAGCG

>ENSRNOG00000035321:2:181172883:181173283:-1

ACCAGCACCAGUGCAUUUAAAAUAAGUAGUCCUCUGUUUGGCAGCACAUAUACUGAAAUUGGAACAAUACAGAGAAGAUUAGCUUGGCCCCUUUGUAAGGAUGACACAAAUUCAUGAGGCAGUCACUCUCUUUUUUUCCUUUCUGUCUUUUCAUUUCUAUCAAAUGUGUGAAAAAAUACAUAAAGAUUGGUUAUAACCAA

>ENSRNOG00000035252:9:47499368:47499768:-1

AGAGAUGCCUGUGAACAUACAAGAAACCUAAGGAAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUUUAUCCAAACUAUUCCACAAAAUUGAAACAGAUGGAGCCCUACCGAAUUCCUUCUAUG

>ENSRNOG00000034949:18:7764241:7764641:-1

AUACUAUUUUUUUGUGAGCAAUUAAGAAGUAAAUGUGCUUGCUUCAGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGAUGAUUAGCAUGGCCCUUCUGCAAGGAUGACAUACAAAUCGUGAAGCAUUCCAUAUUUUUUCAAAUGGGAUCUCAUAAAAUUGGGAAGGAUACUGUCAACAGAACGAAAUGACCAACAGA

>ENSRNOG00000035380:X:92656056:92656456:-1

UGGCCUAAGAAAACUAAUACAAGAGUGUCAUCAUACUUACCUGGCAGGGGAGAUACCAUGAUCAGGAAGGUGGUUUUCCCAGGGCGAGGCUUAUCCAUUGCACUCCGGAUGUGCUGACCCCUGCAAUUUCCCCAAAUGCGGGAAACUCGACUGCAUAAUUUGUGGUAGUGGGGGACUGCGUUCGCGCUCUCCCCUGGCAA

>ENSRNOG00000036178:5:111348332:111348732:-1

ACUAAAACAUUGAGCUUUUUGAGUAUUUACAGUCAUUCUAGACACUUUGUCCAAAUUGGUUAAUUUAAACUUUACAAGAAUUCCACCCAGAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUCGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUAAAA

>ENSRNOG00000036177:X:78306637:78307037:-1

AAAUUUUUAUAACAUUAGUUUGUAGAGCUGAAGAAGACGUGUAGUGAUCAUAAGACACUAAGAAUACCAUACAAGUGAUCAUUUCUGCAGCACAUAUACAAAAAUUAGAAUGAUACAGAGAAGAUUUGCAUGGCCCUUGCACAAAGAUGACAUGCAACUUUAUGAAGUGUUUCAUAUAUUUUUCUAAUGAGAGACAGAAA

>ENSRNOG00000036054:8:12022774:12023174:-1

UCUUUUUCUCUCUCAUUAGAACACAAACAGGCAUAUUUACCAGGAAGGGGAAAUACUGUGAUCAUGAAGGUAGUUUUCCCAGGGCAAGGUUUAUCUAUGACGCUCUGGAUGUGCUGGACCCUGUGAUUUCCCCAAAUUUGUGGUAGUUGGGGACUGCGUUCAUGCUUUCUCUUGAAGAAAAGCAAAAAACAAAGGAAAAC

>ENSRNOG00000035390:6:83982838:83983238:-1

UUUAUAAAAUAAUUCAGGACAAUCUCAAACUAGCUUGAAUUAAUUCACCCAUCAGAAUUAUGUAUCAGCUUUGCACAGUGGCAGUUCAUUGCCAAUGAGGUUUAUCCAAGGCAUGAUUAUUGCUAAUUGAAAACUUUUCCCAGAAUUACGUAUCAUAUUAGAAUACAUUUAAGACUUUCAAGAUUUGUUAUAAAUUUAAU

>ENSRNOG00000035830:14:81850309:81850709:-1

ACAUGUGGCCCUGCCCUGAAGUGCAAAAGUGCUUUUCUCUGCAACUGCUCCUGUUGAAAGACGGACUUUGAUACUUACCUGGCAGGGAGAUACCAUGUUUACGAAGGUGGUUUUCCCAGGGCAAGGUUUAUCCUUCGGAUGUACUGACACCUCAAAUGGGGGAAACUUGACUGCAUGAUUUUUGGUGGUGGGAACUGUGU

>ENSRNOG00000036027:4:106510545:106510945:-1

UAGGACAAGGAAGAGAUAAAGAAAGAAAUUAAGGACUUUUUAGAAUUUAAUGAAAAGGAAGGCAUAGCUUUGUGCAGUGGCAGUAUCGUAGCCAAUGAGGUUUAUCUAAGGCACGAUUCUUGCUAAUUGACAAGGAAGGCACAACAUCCCCUAACUUAUGGGACACAAUGAAAGCAGUACUAAGAGGAAACUCAUAGCUC

>ENSRNOG00000043995:15:36012465:36012865:-1

AAAAAGAACCAAAAAAAAAAAAAAAGAGUUUUGGUCUGUGCUCGCUUUGGCAGCACAUACGAUAGAGAGAAAAUUAACGUGGCCCCUGCCCAAGGAUGACAUGCAAAUCCGGAAAGCGGUCCAUAUUUUAGGUCCCUAAACCAUAUAAAACUCUAACAAAUGUUAAAAGUCUAUGAAAGUUCAACAUCUGUUUUGGUUUU

>ENSRNOG00000044318:10:86044925:86045325:-1

AUGAAUGAAUAAAUAAAUAAAUAAAUAAGAAAGUUAAGCUACUCCUUUAAAAAAAAAAAAAAAGACUUUGGAGGAACACAGAGACCAGCAUAGUCCCUGCACAAGGAGGACAGGCCAGUAUAUGAAGCAUUCCACGGUUUUAUCACCAGGAUGAGUUUUCUACAGAAAUAUUUCUUAUAUUUCUUCCUUUCUUUCUUUCU

>ENSRNOG00000044804:6:28322461:28322861:-1

UACAAACUCAGGGGAGUGUAUACCACAGAAAAACCCAGACACCUGUGUGAACAAACACAAAACCACCAGUGUGCACACACAUUAAACUGGGACAGCACAGACUAGCAUGGCCCCUGAACAAGGAUGACGCAACUUCAUGACAGGAGCCGUAUCCUUUGAAGGGAGGGCUGCUAUAAACCAGGUGGGUAGGGUAUAGGAAG

>ENSRNOG00000045234:16:61971648:61972048:-1

GUUACACAGAGAAACCCCCCAUCUCAUCCAAACAAACAAACAGACCAACAACCCAAAACAAGGUGGAUGCUCGAUUUGGCAGCAGAUAUCUAAAAUUGACAAUACAGAGAAGAUUAGCAUUGCUCCCAAAUGAGGAUGACCCCAAAUCCAUGAGUUGUUCCAUAUUAAAAAACAAACCGGGGCUGGAGACAUGGCUCAGU

>ENSRNOG00000043663:16:15288134:15288534:-1

AUGACUUAAUUGAUGUGUAAAUAAAAGACUGGGCUUUGGUCUGAAACAGAGAGCUACCCAGAGAGAACUUUCUACAGAACAAACACAGCUCGUUUAGAAUUUGUACUAGCAGCUUUUCUGACCCUGGACAGAAAAUCCUAGAUAUUUUUUUCAACAAGAGAGAGCUGUAUCCAACAGAGAGAGCUGUCUUGGGCAGAAAG

>ENSRNOG00000043761:X:58452688:58453088:-1

CUGAAUUAGUAUGUAAAUUAAAGACUGGGCUUUAAAAGUCUUCCAGAGAGCCACUUGGAGAGAAAUGUGGGGAGGGCACAUAGCUCUUUUAGAAUGCUUUUAGCAGUAUUUCUGAUUGUGGUUGGAAAAUCCAAGAAUUUUUUUCUAGCAGCUUUUCUGACUUUGUUUGGAAAACCCAAGUGUCAUCUAGAGAGUCUUAG

>ENSRNOG00000045047:7:49895979:49896379:-1

CAUCAUGGUCUAGUAUAACCAGAGGGAGGCUGAGGACAAAACAAGCUUCCUAUACCACAACUGGAAGGAUAGAGAGAUGGUUAGCAUGGGACCUGUGCAAGGAUAGCAUACAGAUCCCUGAAUCAUCCCCUAGUGUUCUUUUCUAUUGAAAUCAUAAUUUAGAAGGCAUUGGUCUGGAUGGUUUCUAAGGAGUUGAUUUC

>AY325176 1

UAAUAGCAGUAUUUCUUAGAGACUUUUUGAUGAAGUGUGGGAAGGGACCUUUCUAUUUCUUGAAGACUCCGAGUUGGAAGAAAAAGGCGGGAAAUAAACGGAAGAGUGGCUCCAGGCUGAUCGGCUCUGCGAGGCUGUCACGUGGCUCGCGCGCUGCCUGCUGGGAGCCGCGGCCUCGGCGCCUGCGCAAGGAGCGCGAA

>AY325177 1

CUCUUUACCCAAUGCCCAACAGAAGUGUUGGUGGUGAGGGCAGCAGAUGGAAAGGAAAAGUCUGGGCUUCUAGCAAUGAUCAGACGUCAUCCUACAGCUGGCAAAUCAGCAAGGGAUAUAGAUCAGCCUUUCUCUUCAUUAAAUCUGUAAUUAAGACCCCAUUCUGCUUUGUUGAAAUCCUGCUGUGUUGGAAGAGGGAU

>AY325179 1

ACACAAUGGAAUAUUACUCAGCUAUCAAAAAUGACUUUAUGAAAUUCGUAGGCAAAUGGUUGAAACUGGAAAGUAUCAUCUUGAGUGAGCUAACCCAAUCACAGAAAGACAUACAUGUAAAAGAUGACGAAUGCGACUCAGAUGCAGAAAACGAGCAAAACCAUGAUCCCAACGUGGAAGAGUUCCUGCAGCAACAGGAC

>AY325181 1

AACUGAAUAUAUAAAGGAAUGAUACCAUACCGUUUUCCCAAUGGCCAAGGCAAGUCUUAGAAGGCAUUUAACUGGGGACUUGCUUACAGUUUCAGAGGACCACACCUCUGAGAACCUCACUGCGUGCACAUCCUCUCCAGACCACACCUCUGAGAACCUCACUGAGAGGAAAGAGGCUCAGCAAAGCGCAGUGAAGACAG

>AY325184 1

GGUAUAAAGACACACACACACACACACACACACACAUGGUAACGUCAGUACUAACAAUGAACUGCUACAAGGUUUAUAGCGUCCACACCAUUAAGAGUGGUUCAUUCAAAGUGCCUAAAACAGAUAGUGUUGUAAAGUCAAAGCAGGACCACACACAUACACUCUGCAUGGAGAAGCUGCUCCUAGGCUUCCCUGGACUG

>AY325185 1

UUUAUAAUGUUUGAAAUGCAUGUCUUUGUCCUCUUUAAACUAGGUGCUCUGUGGAUGUGUAUCGUGUUAAACCCCCACUGUAAGUUGGAGCAAAAGGCCAGUUGGCUGAAACAGCUGAGAAAAUGGAACAGUGUUGAUGUCUGUCCGUGGGAAGAUGGAAAUCAUGGUGGUGAAUUGCCCAACCUAACCAAUGCUCUGCC

>AY325186 1

GAAGGCAUUUAAUUGCGGGCUUGCUCACAGAUGGAGGCUGUACCAGAGAAGGAAAAGAAGGUUGCCGCUGCGCCAGGAACCCUUAAGAAGAAAAAGGUUCCCGCUGAGUCAGACACCCUUGAGAAAAAGCGAAGAAAUUUCGCAGAGUUGAAGGUGAAGUGCCUGAGGAAGACACUGCGAAAGGCAACGAGGAAGCUCAU

>AY325187 1

CUCGGACCCCGUCGUCAUCAUCUCAGCGGCGCGGACCGCCAUAGGUUCCUUCAAUGGUGCCCUGUCCACCGUGCCUGUCCACAACCUGGGGACAACUGUUAUCAAAGAAGUCCUUCAGAGAGCCAAAGUGGCUCCAGAAGAGGUGUCCGAGGUCAUAUUUGGACACGUUUUGACUGCAGGCUGUGGGCAGAAUCCUACUC

>AY325189 1

AAUGGUGGCUGUAAAUUACGUUGGAGAAGAACUGUGGAGUUAUUUUAAUGCACCAUGGGAGAAAAGAGUUGACCUUGCUUGGCAGUUAAUGGAAAUAGCAGAGCAGCUUACAAACAAUGACUUUGAAUUUGCACUCUACCUCCUGGACGUCAGCUUUGACAAUUUUGCAGUUGGUCCAAGAGAUGGGAAGGUAAUCAUUG

>AY325190 1

CGGAGAGGGCCAAUGGAAUAAGGAGAACCGAUUCUGUAGUUGGGUGGACCAGAAACUUAACAGUGACGGACUGGAGGAGGCUCGGAACUGUGGGAGGCAGCUCAAAGCUCUCAACUUCGAGUUUGAUCUCGUCUUCACGUCCAUCCUUAACAGGUCCAUUCACACAGCCUGGCUGAUCCUGGAAGAGCUGGGGCAGGAGU

>AY325191 1

UCAAAGAGUUCACCUGCUGGAGAGAGCGACCUUCCUCAUCUACAACCUUUUUAAGAAAUUACUAAUAAAAUUGCCAGAACUGAACUAUCAGGUGAAAGUGAAGGCAUCCAUUGACAACAAUAGAAGAUUUGUGCUCUGUGGAACUCACAUCAAAGCUAUGUCCAGUGAGGAAUCUUCCAAUGGGAGCCUCUCAGUGGAGU

>AY325192 1

AAUCCUUGAAGAAGUACCUUCCUGAAUCCUUAAAGGUCUAUGGGACCAUCUAUCAUGUGAACCAUGGAAACCCAUUCAAUCUAAAAGCCCUAGUAGACAAGUGGCCUGAUUUUAACACAGUGGUUGUCCGCCCUCAAGAACAGGAAAUGAAAGAUGACCUUGAUUUCUACACUAACACUUACCAAAUCUACUCCAAAGAC

>AY325193 1

CGCUAGGCGCGCCAAUGGAGAGUGCCUUUGAUCCUAUUCCACAGCAGCCAGUUCCUGCCCCUGUGGUCAAAAUGCGUCCCAGAUCUAGAAAAACAGAAGUUUUUUAUCUCAGCAAAGUCAUUGCUCAUAUAGAAGACCCAGGAGACUCUAACCAAGAUAUGACGUGCUCACUAUUACCCUCUGAACAGUCUUCUGGUACC

>AY325194 1

AGCAAUAUUAUUCAAGCUGGUGCGACGCCCGAGCGCUGGGGCCACGACUGUCACCCGUGGCCCUUUCCCUGUUGGUUGGGAGGAACGAGCACCGGCUGUCCGCGGAGCCGGAGGUGCACCGCAGCCAGGGGCGGUGCGUGGGUGUCGAGGUGCCAAGAGAAGACAUCAACUACUUAUCAACAACUUGUAAACCUGAAAUU

>AY325195 1

GAAAGGGGACCAGUUUGUGGGUUACGGGAAUAAUCAUGACUGGAGGUACAAGGGAUCUGAUAAUAAUACAUUCCAGGAGUGCAGCCACUAUCUGUUCUCAAAAGAGAUUACUUCUGGCUGUCAGAUACAAAAAGAAGAUAUCCAGCUCUACCAGACAUUUGUUGUCCAGCUUCAGGACCCCCAGAAACCCCAGAGGCGAG

>AY325198 1

GCAAGUGCUCCUAACCACUGAGCCAAUGACAGACCAGGAGAAUAACAACAACAUCUCAAGUAACCCCUUUGCUGCUCUUUUUGGCUCCCUGGCUGAUGCCAAGCAGUUUGCAGCAAUCCACAAAGAGCAGCUGAAACAGCAGUCUGGUAGUGUGUUUGGUUCUGAGGAAGGAGCAUUGUGCAACAGCCUACAUGUUCCGG

>AY325199 1

AUGUAUAUAAAGUAAUUGGCCUGUACGUCUGUAUACCAAUGGUGACGGUGACCCUGUGCCACACUGAGCAAUCAGAGACGGAGACCGUGCACCUGUUCAUCCCCGCCCUGUCGGUCGGUGCCAUCAUUGGCAAGCAGGGUCAACACAUCAAACAGCUUUCUCGUUUUGCAGGAGCUUCGAUUAAGAUCGCGCCAGCCGAA

>AY325201 1

UGGCUGUGUCCCUUGCCAUUCCCCUGCUUGGAGCCAUGAUGCUGUUGGAGUCCCCCAUAGAUCCUCAGAGUUUCAGCUUCAAAGAACCCCCUUUCAUGUUUGGUGUUCUGCAACCAAAUACGAAGUUGCGACAAGCAGAAAGGCUAUUUGAAAACCAACUUAACGGACCAGAAUCCAUAGUAAAUAUUGGGGCUGUGUAC

>AY325203 1

AAUGGCGAGGGCAGAUGUCUGCAGCGUCUCAUGGCUUUGAGCGCCACAGAUGAGAUAGACUUCCCAGACUGGCAGGUCUUCUUCCGUGUCCCUGGCGGGUCUACCCUCCUCUUCUUCCGUGUCCUGGCGGGUCUACCCUCCUCGUCCUCACUCCUGCACUUCUUACUGAAAGGACAGAGCCAGGCAGAGCUGCGGCAGCC

>AY325205 1

UGCGGGGCCUGGGGCGCCCGACGGUCAGGGACCCAGUGGCGCGCAAGGAGGCAGCAUCCACUCUGGCUGCAUCGACACUGUGCACAACGUGCCAAUCGCCGUGCUCAUCCGGCCGCUGCCGUCGGUGCUGGACCCGGUCAAGGUGCAGAGCCUCGUGGACACGAUCCUGGAGGACCCUGACAGUGUGCCCCCCAUCGACG

>AY325206 1

ACAAUAAAUGGUGCUGGGACAACUUGAUAUCUAUGCAAUGGGGUUCUGUCGCCUGUUGUUCUUAGUCAAUGUCCUCCUAACCUCAUGGUUCUCUUCUGCCAAAGGGGAAGGGAUCUGCUUCUUUCCUUCUGUGGAAAACGGUCAUUCUACAUCUUCAGGUCAAACACACAAAGAAGGUGAUAUUGUACAAAUUGUUUGCA

>AY325207 1

CAAUGAUGUCAGCUGAACAAAGACACCAGGCUUUGGAAGUGAAAUAUGGACAGGAAAGAGAAAGGAAACCAAAAUGUUGUCCGGAGGAAAGGCAAGAAGAACACGAGAUGCAUUCCUUCAAUGCUAUCAGGGUACAGAUUCUUCCAGGUUCCAACAUGUACCAAACACCAACACCUCUAGGAUUCCUACAGGUCUCCAGU

>AY325209 1

UAUAAAUACACUGUAGCUGUUUUCAGACACACCAAUGGGAGCCUCUUGUACUGCCACACAAUCUCAGUUCCUGCUGUACACUCUAACAAGCAGUGAAGAGACUGUUGGGUCAGUAGGUGACAGCUGCAGAGGACCUGAAGAAGAAGCAGAAAAACCUGUGAAAACUAAGACUGUUUCUUCCAGUAAUGGAGGGGAAAGUU

>AY325211 1

UCAAGGUAGCGGCACAGCUCCGGCCUCCUCAUCCCUCCUUUCGAACCCCCAGCAGUCGGAUCUGCUCCCCACUCCCCAUGUCGUCUUUGUCUCCCUGGGGACACCAGGAACCAAUUCUAAAUAUCCAUGACCUAACUCAGAUCCACUCAGACAUGAAUCUCCCAGUCCCUGACCCCAUUCUCCUCACCAAUAGCCACGAU

>AY325212 1

UGGGACAACUUGAUAUCUAUGCAAUGGGGUUCUGUCGCCUGUUGUUCUUAGUCAAUGUCCUCCUAACCUCAUGGUUCUCUUCUGCCAAAGGGGAAGGGAUCUGCUUCUUUCCUUCUGUGGAAAACGGUCAUUCUACAUCUUCAGGUCAAACACACAAAGAAGGUGAUAUUGUACAAAUUGUUUGCAAUCAAGGCUACAGC

>AY325213 1

GCAGUUCUUCCUCCCAUGAUUUAUCUGGCUCAUGGGAGCACACCAGCCUACAGCGCACUUCUGACCACUUCAGCUCCAUGGGCAGCAUAGACAGCCUGGACCACAGCUCCCAGCUCUACCCAUCUGGUCACCUCUCAUCUGCCAAGUCCAACAGCAGCAUUGACCACCUGGGUGGCCAUAGCAAGCGAGACUCGGCUUAU

>AY325215 1

GCCAGAGCUGGAAGGAGGAGGUGAUUCCCAUAGAUAUCCGGAUGCAAGGCUUGCUCAAGCCCACUUGUCUUUAUGGCCAGCUCCCCAAGUUUGAAGAUGGAGACCUCACCCUUUACCAAUCUAAUGCCAUCUUGAGGCACCUGGGCCUCUCUUUGGGGCUUUAUGGAAAAGACCAAAGGGAGGCAACCUCGAUGGCUAUG

>AY325217 1

CGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGAGGCUGUUCACCUUGGAGACCUGCUGCGGAUAUGGGUACGGCCCGGCGCGAGAUUUACACCCUCUCCCCCGGAUUUUCAAGGGCCAGCGAGAGCUCACCGGACGCCGCCGGAACCGCGACGCUUUCCAAGGCACGGGCCCCUCU

>AY325221 1

CUCUGGUCACGACAGAAGGGAGAGCCACAAUUCAUACCACCAGAGGAGCUCCUCCCCAGAAGACAGAUAUACAGAACAAGACCGGUCACCCCGGGAUAGAGACUAUUCUGAUUACAGCCGGUCAGACUAUGAGCGAUCCAGAAGAGGAUACUCUUACGAUGACAGCAUGGAAUCACGAAGCAGGGACCGAGAGAAACGCA

>AY325223 1

AAGGAGAUGCGCAUCCUGAUGGUGGGCCUGGAUGCUGCAGGAAAGACCACCAUCCUCUAUAAGCUGAAGCUUGGCGAGAUUGUUACCACCAUUCCCACCAUCGGGUUUAAUGUGGAGACAGUGGAAUAUAAGAAUAUCAGCUUCACAGUAUGGGACGUAGGUGGCCAGGACAAGAUUCGGCCCCUCUGGAGACACUACUU

>AY325224 1

UUAGGCAAGUCUCUCAAUGCAGCAUGCACCAGCUGGUAGGAGGCCCCUAACACAGACACAUACAGCAGGAGACUGCUGGGACCGGGUUCAGUCAGGGAAGAUGCACCUAACCCUCAGAAGGACCGAAGGACCCAAGGAGUGUGGAGGUCUGUGGGGAGUGGAGUGGGAACUUGUAGAGCCUACCUCUAGUAGAGGACAGG

>AY325226 1

UUUAAAUGACCUUGCCAUUCUGUCGGUGGUGCAAUGGGGGACCCAAACUCCCGGAAGAAACAAGCUCUGAACAGACUACGUGCUCAGCUUAGAAAGAAAAAAGAAUCUCUAGCUGACCAGUUUGACUUCAAGAUGUAUAUUGCCUUUGUGUUCAAGGAGAAGAAGAAAAAGUCAGCACUUUUUGAAGUGUCUGAGGUUAU

>AY325230 1

AGGGAGGCGGUAUGAGGUUCGCUGUGGGUGCCCUGCUGGCUUGUGCCGCCCUGGGACUGUGUCUGGCUGUCCCUGACAAAACGGUCAAAUGGUGCGCAGUGUCUGAGCAUGAGAACACCAAGUGUAUCAGUUUCCGUGACCACAUGAAAACCGUCCUUCCAGCUGAUGGCCCCCGGCUUGCCUGUGUGAAGAAAACCUCC

>AY325231 1

GCAUAAAAAGGGUGAGCAGGAGUCGCACAGCGCAAUGAGAGCCCUGGGAGCUGUCGUCACUCUCCUGCUCUGGGGUCAGCUUUUUGCUGUGGAAUUGGGCAAUGAUGCCACAGACAUUGAAGAUGACAGCUGCCCAAAGCCCCCAGAGAUUGCAAACGGCUAUGUGGAACACUUGGUUCGUUAUCGCUGCCGACAGUUCU

>AY325233 1

UAUAGUAUACCAUGACUUUCUGACUACAUAUCAAUGGUAGGUAGCAGAGGGUUAAAUGACAUCGUUGAGUUAUGUCAGCUAAUUCAUUUACUGCCCAGAAAAACUGAUUGUCUUCUAGUUUCCGGAUCCAGUUAUCAGAUCAUAGAAGGUCCUCGGAAUGUAACAGCCCUAAAGGGCUCGGAGGCUCGCUUCAACUGCAC

>AY325238 1

UGAAUAUUUAGCUUCGAUAUUCGGGACUGAGAAGGACAAGGUUAACUGCUCUUUUUACUUUAAGAUUGGGGCCUGCCGGCACGGGGACCGGUGCUCCCGACUUCACAACAAACCGACUUUCAGCCAGACCAUAGUCCUGCUCAACUUGUACCGGAACCCACAGAACACAGCCCAAACUGCAGAUGGAUCACACUGUCACG

>AY325239 1

UCCAGGUUACCAGCUUGGCAAGCCGGUCCGAGCUCUGCAUACCGAUGGCAUGAAUGUCACCACGUUGCACCUCUGGCAGCCGGCUGGAAGGGGCCUGUGCACAUCAGCCGCCCUCAGACCUGUUUUGUUUGGAGAAGAUGCCUCCUCUGGCUGCCUUUUGGAAGUUGGGAUUAAGGAGAACUGUACACAACUCAGGGAGA

>AY325242 1

GCUUGCUCUGGUCUGUGGCUCUGUUCACACCACCCUGUCAAAGUCAGAUGCCAAAAAAGCUGCCUCAAAGACGCUGCUGGAAAAGACUCAGUUUUCGGAUAAACCUGUCCAAGACCGGGGUCUGGUGGUGACGGACAUCAAAGCUGAGGAUGUGGUUCUUGAACAUCGUAGCUACUGCUCAGCAAGGGCUCGGGAGAGAA

>AY325244 1

UCUCUGGUGAGCCAAGGACCUCUGAGAGGCAAGCAGCCAGCAGCAGCAAAGGUGUCCAGAGCAGUUCCAUAGAUCGCCUGCAGGGGGCAGCAGGGGAAAUAGAUUUCUCUCAAACCUACACUGAUGGGGAACGUGGAGCACGCAGGGCUCGCAGCACUCAGGCGCUGCACACAGCUUGGCAGCAGCCGUACAGCAAAAGA

>AY325245 1

AGGCAACUCUUAUAAGGACGACAUUUAAUUGGAGCCGGCUUACAGGAUCAAAAAGGUUCAGUCCAUUAUCAACAAGGCGGGAGCAUGGCAGCAUCCAGGCAGGCCUGGUGCAGGAGGAGCUGAGAGUUCUACAUCUUCAUCUGAAGGCUGCUAGUGGAAGGCUGACUUCGAGGAAGCUAGGUGACACACAGGCCUCCUUC

>AY325246 1

CAUUUCUACCAGCCAAUCUGGACACUAGUGGGUGCUGGUGCCAAAGAGCUGUCCUCAUCGGACCGUUCUACACUGAGUGUGAUUCCAUCCGGUGUGCAGUGGAUUCAAGAUAGAGUGGCGGAACUGAACCCAGAUCAGAACUGUAUCCGCACAGACAAUGGCAAGGAGACCCACAGGGUUUCAAUAACGGUGUCCUCCAU

>AY325247 1

AAGCCAACUCUCGUGCGUCUAGUCCCUGCCAGGAAUUUGAACAGUUUCAGAUCAUCCCAACUGUGGAGACACCCUAUUUGGCCCGAGCAGGAAAGAAUGAAUUUCUCAAUCUUGUUCCAGACAUUGAAGAAGUUAGAGCAGGCUCAGUGGUGUCUAAGAAAGGAUACCUGCAUUUCAAAGAGCCACUCUCCAGUAACUGG

>AY325248 1

GGUCUCCAGUCUCCAGUGGCAGCGCAGACUGUGGCGGUCUAAGAGGCCCAAUCCAGAAAAUGAACCAUUUUCCACCUCAGACAUCCUGUUACUGCCCAGAGCCAGGGCAGUCAUGUGCCUGAGCAGCACAUUGUCGUGCAGAGUGUGCACAUGCGCAAAGCUGCUACAUGUCACUCUGUCGGCCCUACUCAGCAGCAGCA

>AY325250 1

CAUAUAUAGAAAUAAACACAUACACACACACACAAUGGCGCUGCGUGGCGUCAGGGUUCUGGAGCUGGCAGGCCUGGCCCCAGGGCCGUUCUGCGGGAUGAUCCUGGCGGACUUCGGCGCCGAGGUGGUGCUCGUGGACAGACUGGGCUCCGUGAACCACCCCAGUCACCUGGCCCGAGGCAAGCGCUCGCUGGCGCUGG

>AY325251 1

GCUACACAAAGAAUUCAAUGAGGAGCUACCAGCUAUGUGAAGGAAUCGACUUUGAAGAAAUCAUAAAACAUGAUGGACAGCUUCUGAAGAAGAAAUGUAGAUCUAUAAGCCCUUCUAAGAAAUCGUUUGUUAUUAAUAUUGUCCCAGAAAAGGACAAUUUGGCUUCCCUGUCAGCGUAUUCAGAAGAUGGCUGGGACUUA

>AY325252 1

UCUGUUGUCUGUGCUGCCGCCCGAAGCCAUGUUGAUGUCUGUGGUCCAGGCAGCCUCCGAAGGCCUUGUCUGCAUGUGUGGUCCUACAGCAUCCGGAGCUAUGUUCCUAAUCCGUGCUAUCAUCAGAAACUGCUCUCUGCUCCAUUGACUGUGAAGAGCAAGGAGGUUACUUUUGCUGUGAUAUCAAAGACUGCAGAUGU

>AY325254 1

AACAAUGACAUCAUGAAAUUCUUGAGCAAAUGGAUGGGAGUAGAAGAAAUCAUACCAAAAGCUGGAAAGGAACCAGAUGUCCUUCAACAGACAAUGGAUACAGAAAAUGUGGUAUAUCUACACAAUGGAUUACUACUCAGCUACAACGACUUCAUGAAAUUCAUAGGCAAAUGGAUGGAACUAGAAUAUAUAAUCCUGAG

>AY325256 1

AUGGUACGCACCUGGAAUCCUAACAGUGAAGGGAAGUUCUGUUGUUUUUAUAUUUACCAAGGCCAAAGCUGUAACACAGGUCUUCCUGUUUCAGUAACCAUCAUCAUCUGGGCCCUGGCCGUCAUUCUCUUCCUACUGGCUUUGCACCAUAACUUCCUCAGCUUGAGCAGUUUGUUAAGGAAUGACGUUUCAGAUUCAGG

>AY325260 1

CUGCUCUUCCAAAGAUCCUGAGUUCAAUUCCCAGCAACCCUUGGUGGCUCACGACCAUUGUAGUGGGAUCUGUUACCCUCUUAUAUCAUGCGUGCCUAGAUGCAAAUAGAGCACUUGUUAAGUCCGGACUCCUCCGCCUCACUCAGUUCAGGAAGGAGCGGCGCCCAAGAACGACAAGAGCAAUGCAAAAGCAACAGGCU

>AY325262 1

UUAAAAACCCAAGAUCAAAAAAGCUGAAGUCCAAUGGAGAACGGAGCGGUGUACAGUCCCACCACGGAGGCGGCCCCGGGCGCUGGCAGGGGCGCUCGCAGCGGCCUGGCCGCCUACUUCUUCCUGGGCCGGCUCCCAUGGUAUCGGCGCAUCCUCAAGGGCUUGCAGCUGCUGCUGUCUCUCCUGGCCUUCAUCUGUGA

>AY325263 1

UUUAAAAGAAAAGAAUCGGGGCUGGGGAUUUAGCUCAUGCAAGUCAGAGCAGCCAGCGGCCAUCAAGGACUGUGCAGCUGUGUCCCCGAUGCUCAGCUCAUUGUAGCAGAGCAGGGACGGGGGGAGGUGGUGGGGUUAACUUUCAUGAGUGUUUUACCUUUUGAGGAGGAGGUAAAAUGUUUAGUUAAAAAAUACCAAGA

>AY327502 1

GGGUGGAAUCCGAGCUCCGGUCGCUUCCCAAGCGAGCGCUCGCCCAAUACUUGCUGUUUCUAAAGUUCUAUCCGGUGGUCACCAAAGCUGUCAGCAGUGGCAUUUUGUCAGCCCUUGGAAACCUUCUGGCCCAGAUGAUUGAGAAGAAGCAGAAAAAAGACUCUCGAAGUCUAGAAGUCAGUGGGCUUCUCAGAUAUUUA

>AY327504 1

AUGAGGUUCGCUGUGGGUGCCCUGCUGGCUUGUGCCGCCCUGGGACUGUGUCUGGCUGUCCCUGACAAAACGGUCAAAUGGUGCGCAGUGUCUGAGCAUGAGAACACCAAGUGUAUCAGUUUCCGUGACCACAUGAAAACCGUCCUUCCAGCUGAUGGCCCCCGGCUUGCCUGUGUGAAGAAAACCUCCUAUCAAGAUUG

>AY327509 1

ACGGCCGGGGGCGCUGAGACUGAGCCAUAGUGCAUGGCGGCUACCGCCGCCUUCCUGCGGGUCCUGCUGGCGGCGCAGCGGUGUGGAAAGGAUGCCCAAACUGCAGGGUUUUGAGUUUUGGAGCCGCGCCCUUGGGGGUGCCCGACAUGUGGUGGCACCCAUGGUGGACCAGAGUGAGCUAGCUUGGAGACUGCUAAGCC

>AY383659 1

GUGGAAAACAGCAGUGUUUUGGAGAUGAAAGUAUCAUGAGAAGACCACCAAGAAUUGCAGAGCAGCGGAGUACAGCCAGCUCGAGCCUAGAAGUCAAGGGAUUACAGCUAAAUAUGGCUGAUGAUAAUUCCUCCCAUCCAGGAGCAAUCACAACAUCUUCUAGCACUAUGAAAGCACGUAGAUCAAUGCAGAAGAGGGUU

>AY383661 1

AUGCCCUUCAACAGAGGAAUGGAUACAGAAAGUGUGGUACAUCUACACAAUGGAAUAUUACCCAGCUCUCAAAACAAUGACUUUAUGAAAUUCAUAGGCAAAUGGAUGGAACUGGAAAGUAUCAUCCUGAAUGAGAUUCUUAAAGAAGUACCUCUUUCAUCAUAUCGACAACAGAAUCAUUCACAGGAACUGAAUGUUGU

>AY383663 1

AUCUGGAACCCUGGUGCACGGAGGCUCCCGGAAAGAGCGGCGCAGAUCUCCUCGGUUGCUGCCCCCGUGGAGAGGACUUAGGCAGUACCCCACGAGCACACUUGAGCCUCGGAACCUCAGACACCGCCGGACCCUGAAGGAAACAGACCGGAUAAACAGUUCUCUGCACCCAAAUCCCGUGGGAGGGAGAGCUAAACCUU

>AY383664 1

CCCUACCACAAGAAGCGGAAGUAUGAGCUGGGACGGCCGGCCGCCAACACUAAGAUUGGCCCUCGCCGCAUACACACAGUCCGAGUUCGAGGAGGCAAUAAGAAGUAUCGUGCUCUGAGAUUGGAUGUGGGGAACUUUUCCUGGGGCUCUGAGUGUUGUACUCGAAAAACAAGGAUCGUUGAUGUUGUCUACAAUGCAUU

>AY383668 1

AGAAACCCUGACGGAAACACAGGGCAAAUGGUUGUUGCUCAGAUGAUGUGGCUGAUGGAUCAUAUUUUCAAGUAUACAAACUUUGGAAUUGUUUCCCUUAUUCAUGGAGACUUCUUUAUAAGACAGGGAAGAGCCUAUCGUGACCAACAGCUGCUGGUUCUCAAGAAGCACCUUGAACAUAAUUACAGGAGCAGAGAUCG

>AY383669 1

CUCGACUCCCCAAUAAAAAGACAUAGAUUAACAAACUGGAUACGCAACGAGGACCCUGCAUUCUGCUGCCUACAGGAAACACACCUCAGAGACAAAGACAGACACUACCUCAGAGUGAAAGGCUGGAAAACAACUUUCCAAGCAAAUGGUCAGAAGAAGCAAGCUGGAGUAGCCAUUCUAAUAUCAAAUAAAAUCAAUUU

>AY383673 1

UCCACAGCCAGUGCUCUCAUAGGUCUGCAGCUGAGCUCAACGCACUCAACCUUCUCUCUGAGGACCGAACCCAGGGCCCUAGCAAGCGCUCUACCACUGAACUAAAUCCCCAACCCCUACCUUAUACUCAUGAUAAUGUAAAUUCCGUGAAAGCAAUCGGUCCUGAGCUCAAUUUCCAGCAACCACAUGGUGGCUCACAA

>AY383674 1

AAAUAGAGGAGAAUGAAGAUUCCCAGCUCAAAGGGCCUGAAAACGUCUUCAACAAAAUCACAAAAGAAAAAUUCCCCAACCUAAAGAAAAAGAUUGCCAUAAUGGCACUAAAAGCCUACAGAACACCAAAUAAAUGGGACCAGAAAAGAAAACCUUCUCGCCACAUAAUAGUCAAAACAUUAAAUGCACAGAACAAAGAA

>AY383675 1

GGAAUCUUGAGCUCUAAAGUCAGUGGACCAUCUGUCUCCUUCACUUUAACAGUGCGCCAUUAUAAAUUCGGCACCAGCUGGAUGGUGAAGCCACUGUCAGAAAUAGCAGAACAAGGUAACACCAGAGACAACCUGAUGGUGAGAGGCAAGCGCAGGAACCCAAGCAACAGAAACCAAGACUACAAGGCAUCAUCGGAGCC

>AY383676 1

ACAGCAGAUGCUGGCGAGGGUGUGGAGAAAGAGGAACACACUCUCCAUUGUUGGUGGGAUUGCAAACUGGUACCACCACUCUGGAAAUCAGUCUGGAGGUUCCUCAGAAAAUUGGACAUUGAACUACCUGAGGACCCAGCAAUUCCACUCUUGGGCAUAUACCCAAAGGAUGCUCCAACAUACAACAAAGACACAUGCUC

>AY383681 1

UUGGUUGGAGAGGGGAGUUACGGAAUGGUGAUGAAGUGUAGGAACAAAGACAGUGGAAGAAUUGUGGCCAUUAAGAAGUUCUUAGAGAGCGAUGACGAUAAAAUGGUUAAGAAGAUCGCUAUGCGAGAAAUCAAGUUACUAAAGCAACUGCGGCAUGAAAAUUUGGUGAACCUGUUGGAAGUGUGUAAGAAAAAGAAGCG

>AY383682 1

GUAUUUUUUGCAGAGGAGGAGGAGGAGGAAGACAAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAAUCAAGACAAAACAAAAUAAAACAAAAACUUUAAAUUUAAAAAUCUUUCAAACUAUAGGGAAUAAAAACAAAAUGGUCAAUCUCAGUAGACUGCCUAG

>AY383683 1

GACUCCCGAGAUCCCCAGCCCUGGAGAGCAGGACGUGUUUGAUGAGGAAGCAGACGAAUCUCUGUUAGUGCAGCGGGAAUGGCAGGAUCACAUGAGGAAACGAGUCCAAGAAGGUUACAGAGAUGGGAUAGAUGCUGGCAAAGCAGUAACCCUUCAACAGGGCUUCAAUCAAGGCUAUAAAGAGGGUGCCGAUGUCAUUU

>AY383685 1

AGUGGAAGGUGCCAAUCCAUGAUGUCCCAGAUGAAAGAUGAAACCAAGUGCAUGGGAGCAGUCUUCUCUGGAUACCCUACAGCAUUAUGGCUGGAAUAUGAAGUCUCCCCACAGCCUAUGAGUGGGACACUUAAAGAAAGAUUAAAGAAAGCAAGAGCUUCAUCUCAACCUUUUUGUAGUGUGGUGAAGCGUAUUAAGGU

>AY383687 1

AGCUGACUGUGGAGGCAUGGGUGCAGAUAUUCCUGCUUCCAGUUGAGAAGUCCGAUCCUGUGUCGAGGCUGGACCCUGACAGGAUGGGACAUGUGAAAGGGCCAGUUCAGAUGAUCCAGAACUGCAGAAUCUCCACGACACAGGGCAACAACAGGAUAACCCAGAGGAGUCCUGGAUACACUCCAGAUAGUCCUACAAAG

>AY383689 1

AUGGCUUAUGCUCUAAGAUCAAGAAUCGACAAAUGGGAUCUCAUAAAACUGCAAAGCUUCUGUAAGGCAAAGGACACUGUGGUUAGGACAAAACGGCAACCAACAGAUUGGGAAAAGAUCUUUACCAAUCCUACAACAGAUAGAGGCCUUAUAUCCAAAAUAUACAAAGAACUCAAGAAGUUAGACCGCAGGGAGACAAA

>AY383690 1

UUUGUCAUCAGUCUUGCUGAGAAAAAUACUACCUUUGAUACUUUUAAGGCUUCUCUGGUCAAAAAUGGUGCAGAAUUCACAACCAUGUUGGAUGAAGAAGAUGUGAAAGUUGCUGUGGAUGUUUUGAAAGAGCUGGAAGCUUUAAUGCCCAGUGCAGCAGGCCAAGAGAAACAAAGAGACACUGAGCACAGGGACAGGAC

>AY383693 1

CUUAAAGAAAUACAGGACAACACCGGUAAACAAGUAGAAGCCCUUAAAGAGGAAACAAAAAAUCCCUUAAAGAACUAUAGGAAAAUGCACCCAAACAGUAGUUCAGCUUGGGAGCAAAUGCCAAAUAUGACUUACCAGCUGCAAACCAGUCCUCUAGGCAGGGAGACUACAGGCACCAGCCAGCAGCUACAUCCCAGUCC

>AY383695 1

AGCAAGUUGGGGAGGAAAGGGUUUAUCCAGCUUAUACUUCCACACUGCUGUUCAUCACCAAAGGAAGUCAGGACUGGAACUCAAGCAGAGGAUUCCCUGUGUGGGAUUCUUUAUUUCUUGAGUCUGAAUUUUCAUUGGCAGACCCCCUUCCCAAGUUGACCCACCCUUGGCUGCUACAGAAGUGCUUUCCACUCUUUGUC

>AY383696 1

UGCAAUCCCAGGCUCCCGCCUGCCCUCAGCUCUUCCAGAGUUGGCAGCUCCACUAUCCCCGGCAUGACGGCGGCAGCCGCGACCCUGACCAGGAUGGAGGGCAAUGCAGAGUACAUCCUCCCUACUGACACGAGAUACGUCGGGGAGAUGAAGGACGGCAUGUUCCACGGAGAUGGAACCCUGUUCUUCCCCAGUGGGAG

>AY383698 1

GCUGAGCACUACCGGGACCUACAGAGGAAGCCAUUCUACCCAGCCCUCAUCAGCUACAUGAGCUCUGGGCCAGUGGUGGCCAUGGUCUGGGAAGGCCACAAUGUGGUCCACAUCUCAAGGGCCAUGAUAGGACACACGGACUCAACAGAGGCAGCCCCUGGGACAAUCAGGGGCGACUUCAGUGUUCACAUCAGCAGGGA

>AY383699 1

UUACAGGUCUUUGCUUUGUGGGAACAGUGACAAACCCAUCAAGAAAAAGCAGUCUUUCCCUCCAUCAGCAGGAUGGGGAUCUUCUGGCAAACUGGUCUUCUACAAGACACACGUCCCAGAAAACAGACACCGUGGACAGGAACUCCUAUUUCUUUAGAGUUCUCUUCCAGCCGCACACAAAAGAACGGCACACAAACCAU

>AY383700 1

AACUCAUCAACUCACAGAGACUGAAGCAGCAGGCACAGGACCUGGACAGGCCAGUGCUGGUCCCCUGUUUAGGUUCCCAGCUCUUAAUAUAAAAUUAGCUUUCCUGAGGUUAUGUGAAGAUAGUGAAGACAGGGUUAUCUAUCCUGCUAUUAUGUGCCAUUUGAGAGGAAGAUGCCAGGACCAUGUUGGCACAUUUGCUA

>AY383702 1

CCAACCUUAUGCUGAGCUGAGAAACCAGAGGGGUGUUGCUGUGACUUUUAAUUUUGAAAUGUGCUUCUUUAACUCUGACAGCAAUUUUUAUGUACAGUCAUUUGAUGAGUACAGAAACAUUAGUCAGAAGGACAUUGAGGACAGCAUUAAAGGAGAAUUAUCUGGGCAUUUUGAAGACCUGCUGCUGGCCGUAGGUAAGC

>AY383703 1

AAGCUUUGACUGUCUUAAUGACAGUAAUGUCCCCGUGUAUUCUAGCGGGGACACUGUCUCAGGAAGGGUAAAUUUAGAAGUUACUGGGGAAAUCAGAGUAAAAUCUCUUAAAAUUCAUGCAAGAGGACAUGCGAAAGUACGCUGGACUGAAUCAAGAAACGCCGGCUCCAAUACUGCCUAUACACAGAAUUACACUGAAG

>AY383707 1

GAUGCUGUUGGGGACUGUUGGAGAUGCCCUCGGCUAUGGAAAUGUCUGCAGGGAGAACAGUGCUUCAGGCUCAAUCCAGGAGGAGCUGCAAAAGACCAGGGGACUGGACAGCCUAGUGCUCUCACCUGGAAAGUGGCCAGUGAGUGACAACACCAUCAUGCACAUGGCAACUGCUGAGGCCCUCACCACAGCUCGUUUUC

>AY383710 1

CAGGUAGCCUGUUCAUCGGGACACAACCCCGGUCAGAAUGAUGUGCUCAUGAGGCCACCAGGCCACUCUCAUAAUGACUUCAUCAGCUCUGCUACUCCUUGCUGGGCUCUGUUACCCAUCCUGUCCCCUGGAACGAGCGACUUGGAAUUCCUCAUGCUAGCACAGUCCACACUCCAGCGGGCGCAAGCCACCAUGGCUGG

>AY383711 1

CUGACAAAUUAUGCUUUGCUCAUCUAAACUCUAGUCCCAAAUGUUUUGAGUACGAACAAUCUAUUGGGAAUCUGCGUGUCCAAACACAAAAGGCCCUUGUCCGCAAUUGGCUUUUUGAUGGAUCAAUAAAGAUGCCAGCAGUCGGAACAAUGGAAAUGCAGAGUUGCCAUGACUCAGGGGGGAAGGAUAGGAUGCAGGAG

>AY383713 1

UUGAAUGGGCCUGGCAGCAUCCUCAAGCUUCGCGACGUCUGACUCACGUGGGGCCGCGCCUGCGCAGCGAGGCUUCCUUUACCUUCCACCUGCGCGUGCUGGCGCACAUGCUUCGAGUUCCUCCGUGGGUGCGCCUCCCUCUAACAGUGCGGUGGCUGCGACCUGAUUUCCGCCAUGAACUCUGUCCAGCUCCACCACCA

>AY383715 1

AGCCUUGGCCCUUCUCCUGGUGCUGUCUGUUCUGGAAAACUCCAGCGGUGCUCCGCAGAGACUCUCUGAGAAGAGGAACUGGACUCCCCAAGCCAUGCUCUAUCUGAAGGGCGCACAGGGCCACCGCUUCAUCUCAGACCAGAGUCGCAGGAAGGAGCUUGCAGACCGGCCGCCUCCAGAAAUGAAUGAAGUCGUGGAUC

Training sequences

>rno-let-7a-1:17:22119713:22119913:+

CUUCCUGUGGUGCUCAACUGUGAUUCCUUUCAGCAUUUGCCCUGGAUGUUGUCUUCACUGUGGGAUGAGGUAGUAGGUUGUAUAGUUUUAGGGUCACACCCACCACUGGGAGAUAACUAUACAAUCUACUGUCUUUCCUAAGGUGAUGGAAAAGUCUGCAUUCGUGGAUCUAGUAGGAAACCAAGAACUAACUGCACUGU

>rno-let-7b:7:123701144:123701344:+

UGGUGGCCUGUGGCCAGGGUGGGUGGGGAGCGGCUGGGCCUCCUCCAGAAUGUGGACACCGCGGGGUGAGGUAGUAGGUUGUGUGGUUUCAGGGCAGUGAUGUCGCCCCUCCGAAGAUAACUAUACAACCUACUGCCUUCCCUGAGGCGCCCAGGGACACGUCCACAUGGAGGCCCAGUAAGCCACACGGAGCCACAGAU

>rno-let-7c-2:7:123700735:123700935:+

UCUAGGAGGGACCUCGAGAAGCCACGGCAUCCAGCUCUCCGCCAAGACUGACUGACGGCCUUUGGGGUGAGGUAGUAGGUUGUAUGGUUUUGGGCUCUGCCCCGCUCUGCGGUAACUAUACAAUCUACUGUCUUUCCUGAAGUGGCCGCAAUAUCUGCAGUGGAUACAACGGCGGCCCUGGCUGAGGGAGACGGAGGGAG

>rno-let-7d:17:22121842:22122042:+

UAACAGGUAUGUGAAGUGCGUCCGCCAAGUAGAAGACCAGCAAGAAUACAGUGGGCUCCUAGGAAGAGGUAGUAGGUUGCAUAGUUUUAGGGCAGAGAUUUUGCCCACAAGGAGUUAACUAUACGACCUGCUGCCUUUCUUAGGGCCUUAUCAUACCAGCAUACAGUUCCAUGCGUGUAAGCAAGAGUUCUUCGUGCAGG

>rno-let-7f-1:17:22120074:22120274:+

UUUCGUGUUAACCUUUCUUGAAAGAGACUGAUGUUUAUUCCAGAAGAAAAAAAUUGCUCUAUCAGAGUGAGGUAGUAGAUUGUAUAGUUGUGGGGUAGUGAUUUUACCCUGUUUAGGAGAUAACUAUACAAUCUAUUGCCUUCCCUGAGGAGUAGACUUGCUGCAUUGUUUUAUCUAGAGGAUAUUAUAAACUUAGGUGA

>rno-mir-7a-1:17:12204029:12204229:+

CACUUGUAAUAAAUUAUACAGAGCCUGUAGAAAAUGUAGAAGAGUCAUUGGAUGUUGGCCUAGUUCUGUGUGGAAGACUAGUGAUUUUGUUGUUUUUAGAUAACUAAGACGACAACAAAUCACAGUCUGCCAUAUGGCACAGGCCACCUCUACAGGACAGACAAUGAUGGUGCUGUAAAACGCAGCAUUUCACACCUUCC

>rno-mir-9-1:2:180292952:180293152:+

GGAGGUCCAGGCGGCGGCCGGGAGGCUGCGUGGAAGAGGAGGCGGCGGCCAGGAGGCGGGGUUGGUUGUUAUCUUUGGUUAUCUAGCUGUAUGAGUGGUGUGGAGUCUUCAUAAAGCUAGAUAACCGAAAGUAAAAAUAACCCCAUACACUGCGCAGAGGGCCUGGAACGUUGGUGGCGGCAGCUGCAGGAGGGAGAGCC

>rno-mir-9-3:1:135254076:135254276:+

CGCCCGGUCGGCGGCAGCACGUGGGGCCCACAGCGCGGCAGCGGUGCCGGCGAAUGGGAGGCCCGUUUCUCUCUUUGGUUAUCUAGCUGUAUGAGUGCCACAGAGCCGUCAUAAAGCUAGAUAACCGAAAGUAGAAAUGACUCUAACAACUUCUGCGUGCGAUGGCCCGGCCGGCCGCCCUGGCCACAGGAGCCAGAGGA

>rno-mir-10a:10:85049264:85049464:+

AGAAGAACGCACGGACAGUAAGAGAACUGGAAAUUUCCUGGGCCAAGAAGACCUGUCUGUCUUCUGUAUAUACCCUGUAGAUCCGAAUUUGUGUAAGGAAUUUUGUGGUCACAAAUUCGUAUCUAGGGGAAUAUGUAGUUGACAUAAACACUCCGCUCAUUUUCUUUCCCAGAAGAAAAAUAGAUUGUUUUCUAAAUGAG

>rno-mir-16:2:158992329:158992529:+

AUUCAAGACUAUAUUGUUAUCAUCACACUUGUAUUAUUAUGUUUGGACAUUGACAUACUUGUUCCGCUCUAGCAGCACGUAAAUAUUGGCGUAGUGAAAUAAAUAUUAAACACCAAUAUUAUUGUGCUGCUUUAGUGUGACAGGGAUAUAGCAACUCCCUUUAAGAUAAAAGUGUUUCAUAGUCCCUUUUGUUUAUUGUC

>rno-mir-18a:15:99853816:99854016:+

ACAGCUGCCUCGAGAGGGGCUGGGCUGGGCGCCGUGGGGAGGGCCUGCUGGCGCUGCGUGCUUUUUGUUCUAAGGUGCAUCUAGUGCAGAUAGUGAAGUAGACUAGCAUCUACUGCCCUAAGUGCUCCUUCUGGCAUAAGAAGUUAUGUCCUCAUCCAACCCGAGGCAAGCAAGCGUGUAGGGGUCUCAAUAGUUCUGUU

>rno-mir-19b-1:15:99854263:99854463:+

ACUGCCAGCUGUAAGCUCCAGCCUCGGCCCGUCGCCGUCCGACUGUCCGUACUGAGCACUGGUCUAUGGUUAGUUUUGCAGGUUUGCAUCCAGCUGUAUAAUAUUCUGCUGUGCAAAUCCAUGCAAAACUGACUGUGGUGGUGAAAAGUCUGUAGAGACGUAAGGGAAAAUCAAACCCCUUUCUACACAGGUUGGGAUUU

>rno-mir-22:10:62782669:62782869:+

CUUUCCUGUUUUUCCUCCCCUUCCCUCUAGGAACCUGUGCCUCCCACACGCUCACCUGGCUGAGCCGCAGUAGUUCUUCAGUGGCAAGCUUUAUGUCCUGACCCAGCUAAAGCUGCCAGUUGAAGAACUGUUGCCCUCUGCCACUGGCUUCGAGGAGGAAGAGGAGGAGCAGCUUCUUUGCCUAUCAUCUGGAAGGUGAC

>rno-mir-26a:8:123981563:123981763:+

AUCAGAAACUCCAGAGAGAAGGAAGGCACAAAAGCUGGAGGGCCAAGGCCCUGGCGAAGGCCGUGGCCUUGUUCAAGUAAUCCAGGAUAGGCUGUGCAGGUCCCAAGGGGCCUAUUCUUGGUUACUUGCACGGGGACGCGGGCCUGGACGCCUGCAUCCGGGCCCAGGAUCCUCCUUUCUGUAAAGGCGGCAACAUCAGA

>rno-mir-26b:9:73734003:73734203:+

CAGACUGGGCUCAUUCUGGUCCUGUCUUGUGAAGCUCUCUUUCCCCUCUUACCCCCACUGCCCGGGACCCAGUUCAAGUAAUUCAGGAUAGGUUGUGGUGCUGGCCAGCCUGUUCUCCAUUACUUGGCUCGGGGGCCGGUGCCCUGCAGCCUUGGGGUGAGAGGGCUAACCUGGACUCCUGCAUUUGGAUAAAACCCAAU

>rno-mir-29b-2:13:110967459:110967659:+

UCAGGGCUGAGACUGGUUCUUCUGACUGCACUUCUCUGCUUUCUUCAGUGAGAUCCUCUUCUUCUGGAAGCUGGUUUCACAUGGUGGCUUAGAUUUUUCCAUCUUUGUAUCUAGCACCAUUUGAAAUCAGUGUUUUAGGAGUAAGAAUUGCAGCACAGCAGAGGGUAGACUGCAGAGGAACAGCUGUACCCAGGACUGGC

>rno-mir-30a:9:22142821:22143021:+

ACCUACAGGGGACUUCUCAGGUCAGUAAGACAGAAUGCUGAAGAAGACAUAUCAAUGUUGACAGUGAGCAACUGUAAACAUCCUCGACUGGAAGCUGUGAAGCCACAAAUGGGCUUUCAGUCGGAUGUUUGCAGCUGCCUACUGUCUCCAACUUCAAGGAGCAAUUAUCUUGUUGGCUGAAACCAAUACCUUGCUUUCUC

>rno-mir-99a:11:16397483:16397683:+

UACUUGCAUUAGAUGUUUAGAACAAAUGCUACAUUAGUAAAAAGUCCAUGUGGGAUGAUGCCCAUUGGCAUAAACCCGUAGAUCCGAUCUUGUGGUGAAGUGGACCGCACAAGCUCGUUUCUAUGGGUCUGUGGCAGUGUGGUAAUCUGACAGAGCACUAUGAUGUAAGUGCUACUCAAUCACAUCUCAGUACAGUCCUG

>rno-mir-100:8:44518608:44518808:+

UAAUGGUUUUAACGUUUUAUCCUCAGACAAGUCAACCCCCACACCAGAGAAGAUACUGAAGCCUGUUGCCACAAACCCGUAGAUCCGAACUUGUGCUGACCAUGCACACAAGCUUGUGUCUAUAGGUAUGUGUCUGUUAGGCGAUCCCACAGUCCAGGGGCUUUGCCUGUUUGCCUCUAGUAUCUGCUCCUCACCUCCUG

>rno-mir-101b:1:232779534:232779734:+

GCUAGCUGUAUGGUCAGCUAGGGGUAGUAAAUGGGGAGGGGACAGGUAGAUCUGAGACUGAACUGUCCUUUUUCGGUUAUCAUGGUACCGAUGCUGUAGAUCUGAAAGGUACAGUACUGUGAUAGCUGAAGAAUGGUGGUGCCAUCACGUUGAGAAGAGGAGGGCCUUGGGGAGCCAGAAGUUGAAGGAGAUUCUUUUAC

>rno-mir-103-2:3:118996541:118996741:+

GGAGAAGACUGAGCGGUCAGAGGAAGGCCCACCUUGGUUCUUCUCCACCUCAGCAGAGCUGUCUUCGUGCUUUCAGCUUCUUUACAGUGCUGCCUUGUAGCAUUCAGGUCAAGCAGCAUUGUACAGGGCUAUGAAAGAACCAAGAAUGGGCUGCCCUUAAGGAAAGAGGAUCUAGGAUCCAGUUGGUGCAGCUUUAUGGC

>rno-mir-122:18:61512687:61512887:+

AGUCUGUGACAAAGAAGGAGGGUGAAGGGGAGGUUAGCACCCUUGUGCCUACAGACUCUCCUUAGCAGAGCUCUGGAGUGUGACAAUGGUGUUUGUGUCCAAAACAUCAAACGCCAUCAUCACACUAAACAGCUACUGCUAGGCUAUCCGUCUACUCCGUGCGCGACUUGACGUCUGCCCUCUCAGAGCAAGAAGUUUUG

>rno-mir-124-3:3:170004512:170004712:+

CACGCAAGCCGCAGCCCGGCCCCGACCCGGUCCAGCCGCUCGCCGCCCGCCGCAGCCCUGAGGGCCCCUCUGCGUGUUCACAGCGGACCUUGAUUUAAUGUCUAUACAAUUAAGGCACGCGGUGAAUGCCAAGAGAGGCGCCUCCGCCGCUCCUUUCUCAUGGAAAUGGCCCGGGAGCCCGGCCGUCGCGGCGCCCCUCC

>rno-mir-125a:1:56487520:56487720:+

CACUCUUCCCUGCUCCCACCUCGGGGGAAGAGGUCUUUUCUGGUCCACCAUAGCUGCAUUGCCGGCCUCUGGGUCCCUGAGACCCUUUAACCUGUGAGGACGUCCAGGGUCACAGGUGAGGUUCUUGGGAGCCUGGCGCCUGGCUCAGCCACAACUUAGGGAUUUCAGGUGACCCCUGGCAACCUUCCUCUAAAUGAAGU

>rno-mir-125b-2:11:16443610:16443810:+

CAACUCUAAUUCCUAAGCUGUCCUUUGCACUGGAAGAAGAAUUCUCCUGCAUCAAACCAGACUUUUCCUAGUCCCUGAGACCCUAACUUGUGAGGUAUUUUAGUAACAUCACAAGUCAGGCUCUUGGGACCUAGGCGGAGAGGUACCAGCAGCUUUGGACCUUAUUGAUUCUCGGCAUAAACCACCAGAACAAAAGGACA

>rno-mir-126:3:4768052:4768252:+

GACCAACUGAAUGAAAAAAGAGCCCCACCCUGACUCUGGCAGCCUGGAGCCGUGUCUUUGCCGGUGACAGCACAUUAUUACUUUUGGUACGCGCUGUGACACUUCAAACUCGUACCGUGAGUAAUAAUGCGUGGUCAACAGCGCAGCACCGGGAGUGCAUCGGACCUGGGUAAGGACCAUUGUUGGCACUCAGGGUGGCC

>rno-mir-127:6:134184260:134184460:+

CACUCACAGGUUUCAAAGUCUCUUUGGCCCUACGCCUGUGAAAGACGCCGUUUUGAUCACUGUCUCCAGCCUGCUGAAGCUCAGAGGGCUCUGAUUCAGAAAGAUCAUCGGAUCCGUCUGAGCUUGGCUGGUCGGAAGUCUCAUCAUCUGCCUCCCUCGGGUUGAACACGUCGGCCAGGUCUGAGUAUGUGUGUGGCAGU

>rno-mir-128-1:13:40907515:40907715:+

UUGAAAAGUUUGCAGCUUCUCCUUAUGUGAUUAUAUCUUACAAUAAUGGGCCUUGUUCCUGAGCUGUUGGAUUCGGGGCCGUAGCACUGUCUGAGAGGUUUACAUUUCUCACAGUGAACCGGUCUCUUUUUCAGCUGCUUCCUGACUUCUUUUUACUCAGGGUAUUAAUAUUUAUUUAUAUUUUCCAUUACCUAUAAUUG

>rno-mir-132:10:62480675:62480875:+

GACACUAGCGCUACCCCCGCCGCCCGCGAUGCUGACGUCAGCCUGAAAGCCCCGCCCCCGCGUCUCCAGGGCAACCGUGGCUUUCGAUUGUUACUGUGGGAACCGGAGGUAACAGUCUACAGCCAUGGUCGCCCCGCAGCACGCCCACGCUCCCCACCACUCCCGAGUUCUGCCAGCCUGGGUUUGGGCAGAUACAGAGC

>rno-mir-133b:9:19405808:19406008:+

GCUCGAACACUCCAAGGACUUCACACACUAGAGGCUGCAGUCACUUCCCAAGGGAGCGGCCCCCUGCUCUGGCUGGUCAAACGGAACCAAGUCCGUCUUCCUGAGAGGUUUGGUCCCCUUCAACCAGCUACAGCAGGGCUGGCAAAGCCCAAUCUUUGGAGAAAGAGAAGAGAAGAGAAAUUAUCUGCUACCAUCUUGCU

>rno-mir-135b:13:45078735:45078935:+

GAGGUGUGAGAUUCCUCAGUUUCCUGCUCUUUGAGAUUCCUGCCACUGGACCCCUCCGCUCUGCUGUGGCCUAUGGCUUUUCAUUCCUAUGUGAUUGCUGUUCCGAACUCAUGUAGGGCUAAAAGCCAUGGGCUACAGUGAGGGGCAAGCUCCUGCACAACUACACUUCCCUAAGGACCAGCCACAGAGGGCGCCAGAGG

>rno-mir-136:6:134186917:134187117:+

CCCGCCUGGGCUUCCGCCUGCACCCCACUGUUGCCAGGUGCCUCUUCAACGGUGUUGGAUGAGCCCUCGGAGGACUCCAUUUGUUUUGAUGAUGGAUUCUUAAGCUCCAUCAUCGUCUCAAAUGAGUCUUCAGAGGGUUCUAUCAUGUCGUCGGUUGGAAGGGAGUGUGCUCUGAAGACUGGUAAGAUCGGGAUGUGUGU

>rno-mir-140:19:37422653:37422853:+

GACCUCUCCAGGCUGUGCUUGGUGGGCAUCUGGUGUGGCUCCCGCCCUGUGUGUCUCUCUCUGUGUCCUGCCAGUGGUUUUACCCUAUGGUAGGUUACAUCAUGCUGUUCUACCACAGGGUAGAACCACGGACAGGAUACUGGAGCACCCUCUGCAUCGAAGGACUCCAUCUACACAGCCACACACAGCCCAGCAGCCAG

>rno-mir-154:6:134419611:134419811:+

GUGCUUGGGGGACUUCCUGGAGGAAGCCAGCUUCAGAGAAGAGAUGCUGGUGCCCAUGUGCGGUGCUUGAAGAUAGGUUAUCCGUGUUGCCUUCGCUUUAUUCGUGACGAAUCAUACACGGUUGACCUAUUUUUCAGUACCAAAUCCCGCCUUGGAGGAAUUUCUGGGGUGGGACUGUGGUGUUAGCGCCUCUCCAGGGU

>rno-mir-181a-1:13:51132461:51132661:+

CCCGCCUGCUCCAGAUUCCCACAGAUACUGUAAAAUCAGCACACCUCUGGCUCACAGGUUGCUUCAGUGAACAUUCAACGCUGUCGGUGAGUUUGGAAUUCAAAUAAAAACCAUCGACCGUUGAUUGUACCCUAUAGCUAACCAUUAUCUACUCCGCGGCUCUCUGCGUUUGCUGAAGACAAAACCGCAAGGCAGGACCG

>rno-mir-181a-2:3:18650874:18651074:+

GUGGUCCUUAGACCAUGAUAGCAGGCCAAAGAUGGGCAACCAAGGCAGCCUUAAGAGGACUCCAUGGAACAUUCAACGCUGUCGGUGAGUUUGGGAUUCAAAAACAAAAAAAACCACCAACCGUUGACUGUACCUUGGGAUUCUUACAGACAACAAGCUUCCUGAAGCAACAGAUAUAUCAUAUGACAUCACAAGAGACA

>rno-mir-181b-2:3:18651948:18652148:+

GUGGGAAGAAGACCCAGGAGAUGGAAAAGACCAAGACAAUUUCACCAGACGGAAACAUUGAUGGCUGCACUCAACAUUCAUUGCUGUCGGUGGGUUUGAAUGUCAACCAACUCACUGGUCAAUGAAUGCAAACUGCGGGCCAAAAAAUGCAAGGAAACAAAGCACUCCCAAAAAGUCACCAGAGUGUGGAAGUACUCCUG

>rno-mir-181c:19:25667336:25667536:+

CCACAUACUCUCUGCCUCACUGCCGUACUUCCCACUCCAGUUAUCCAAGAACUUGCCAAGGGUUUGGGGGAACAUUCAACCUGUCGGUGAGUUUGGGCAGCUCAGACAAACCAUCGACCGUUGAGUGGACCCCGAGGCCUGGAACUGCCACCCGUCUACCCCAUCCCCAUCCCCACCUUGUAGACCUGGGGGAGCCCCAG

>rno-mir-181d:19:25667507:25667707:+

CCCACCUUGUAGACCUGGGGGAGCCCCAGGCAGCAUCCCCUGCCUCAGGCCACAGCAAAGGUCACAAUUAACAUUCAUUGUUGUCGGUGGGUUGUGAGGAGAAGACCAGACCCACCGGGGGAUGAAUGUCACUGUGGCUGGGCCAAACAACAGUCUGAGAGAUGGGAAAGAGGACAGAACCCUUUAGAUACCCCCUCUCC

>rno-mir-190b:2:182295027:182295227:+

UGUCUUCCCUGACCUUUCUUCACAGUGAGGGGAGGGGCAGAUUACACCAAAGUUUACCUGCCUGCUUCUGUGUGAUAUGUUUGAUAUUAGGUUGUUAAAUUAUGAACCAACUAAAUGUCAAACAUUCUCACAGCAGUGAGGAGACUUGGCACCACCUCCUCUGCUCCUUCAGCUCCUGGGGCUCUGAGACUAUUGUCUGU

>rno-mir-191:8:113614304:113614504:+

GGUUCCGGUUUGGCCUCAGGGCGAGUGACCUGGGGAGCAAGAGCCCUCCUCCAAUGGCUGGACAGCGGGCAACGGAAUCCCAAAAGCAGCUGUUGUCUCCAGAGCAUUCCAGCUGCACUUGGAUUUCGUUCCCUGCUCUCCUGCCUGAGCAGCGCCCUGGCCCAGAUAAGGUGGUCUCUAUCCUCAGAAACACUACUGGG

>rno-mir-196c:10:84995885:84996085:+

CACAGGCUGCCCCGGGAGACCAGCCCCAGUGAGCCCUCGACUUGGAGCUUGAACUGGGACUGCUGAGUGAAGUAGGUAGUUUCGUGUUGUUGGGCCUGGCUUUCUGAACACAACAACACCAAACCACCUGAUUCACUGCAGUUACUGCUUCUUGCUUAGCUGGGGGGACCCAGGGGGGUCCUUCAGGACUGGGGUGUUAC

>rno-mir-204:1:226012953:226013153:+

CAGGUGGAGGCAAGUGGAGGAGUUCCUGACCGUGUACCAUGGCUACAGCCCUUCUUCAUGUGACUCGUGGACUUCCCUUUGUCAUCCUAUGCCUGAGAAUAUAUGAAGGAGGCUGGGAAGGCAAAGGGACGUUCAAUUGUCAUCACUGGCAUCUUUUUUGAUCAUUGCACCAUCAUCAAAUGCAUUUGGAUAACCAUAAC

>rno-mir-207:5:58101123:58101323:+

CAGACUCUUCGGUGCGCACCGCCGCCCGGGCUGGGUGGGCAGCGCUGCGCACGCGCGGACCGAGGCAGGGGUGAGGGGCUGCGGGAGGAGCGGGGCGGAGGCUGCGGCUUGCGCUUCUCCUGGCUCUCCUCCCUUUCUUUGUUGAGUCCGGCCUUCCCCCUCCGCCUUUUCGAUCAGGGUGGGAGGGAGAAAGGAAGGAA

>rno-mir-212:10:62480394:62480594:+

GGGGACCUGAGAAGCAGCAUCACUCUCAACUGCGGGCGACGGGAUAUCCCCGCCCGGGCAGCGCGCCGGCACCUUGGCUCUAGACUGCUUACUGCCCGGGCCGCCCUCAGUAACAGUCUCCAGUCACGGCCACCGACGCCUGGCCCCGCCCCAGGACCGCCGACCCCCAGCCCCUCCGCGCCUCCCUGCGCCGCUGUCCG

>rno-mir-214:13:77916143:77916343:+

UUGUAUCUGUCCAAGAAAAAAGGAACCGCGAAGGAGCCAUGGUCCUGGAUGGACAGAGUUGUCAUGUGUCUGCCUGUCUACACUUGCUGUGCAGAACAUCCGCUCACCUGUACAGCAGGCACAGACAGGCAGUCACAUGACAACCCAGCCUGAAUGACAACCAGCCAUUGAAAGAAAGCUGCCCUCACACCAUAGCAUCU

>rno-mir-216b:14:109654989:109655189:+

GGACUAGAAAUACCAUUGUAGAGUGAAUAAUGGUUUUACAUCUUCCAUGUAAUUGCACGUUGGCAGACUGGGAAAUCUCUGCAGGCAAAUGUGAUGUCACUGAAGAAAUCACACACUUACUUGUAGAGAUUCUUCAGUCUGACAACAUCAAGCAUCAAAUCCCUUUAUUAAGCUGUGAUUUUUCUAUAUUCAGUGCUUUG

>rno-mir-217:14:109673438:109673638:+

AAAAGAAAGUGAGUUGCUGUGUUGGGAAAUAAGCAGUGUUCACCACAGUCAUUGUAGUUUUGAUGUCGCAGAUACUGCAUCAGGAACUGACUGGAUAAGACUCAGUCACCAUCAGUUCCUAAUGCAUUGCCUUCAGCAUCUAAACAGCCACCAGCAAACAUCUGAAGCUAGACUUGCUGUGAUGUGUUUAUGUUCAUCUG

>rno-mir-218a-2:10:20487385:20487585:+

GAGCGCUCCUGUCCUCUCUCUGACGCUGCUUCCUGACCUUGACUCUGACCAGUUGCCGCGGGGCUUUCCUUUGUGCUUGAUCUAACCAUGUGGUGGAACGAUGGAAACGGAACAUGGUUCUGUCAAGCACCGCGGAAAGCAUCGCUCUCUCCUGCAGCAUGGCCCACCGCCGCCGCCGCCACCACCACCACCGCUGGACU

>rno-mir-218b:14:67642310:67642510:+

AAAAAGACAAGUAAGUCCUGCCUUGAGCCUCAGCAGCUUGUCAUGCUGUAGAAAGCUGCGUGACGUUCCAUGGUGCUUGACGGAACCAUGUUUUACUCAUACCUCGCAAGCACAUGGUUAGAUCAAGCACAACAGAAAAUCUCGCUACGUUAUCACUACACCAACCACUAGGCCAGAGGGAAGACCGAGAGGAAAGACAA

>rno-mir-222:X:14935006:14935206:+

UUCAUUCCAGAGUCUCUCCACAGAAGGCCACAAAUUGUCUAGCUCUCAAAAGGAUUAGGGUGCCCUCAGUGGCUCAGUAGCCAGUGUAGAUCCUGUCUUUGGUAAUCAGCAGCUACAUCUGGCUACUGGGUCUCUGAUGGCAUCAUCUAGCUUCAGCUGUGGUACCCAUAACAACGUUAUUGAAAUGAUAGCUUUAUCUA

>rno-mir-223:X:83869011:83869211:+

UAUCUUCCAGCAUGUUCUUGCUGCUCAUCCAAGGCUCCUGAUCUGGCCUUCUGCAGUGUUACGCUCCGUGUAUUUGACAAGCUGAGUUGGACACUCUGUGUGGUAGAGUGUCAGUUUGUCAAAUACCCCAAGUGUGGCUCAUGCUUAUCAGCUCCAGGUCCAGGACUGAGCAGAUAGCCUGCUGUCUUCAUAUGAGUGCU

>rno-mir-299:6:134389752:134389952:+

GAGGUGUCCUGAGGCCACCUGGCAGACAUGAGCCUUCUUACAGCUGUCCCUGCUGUCACGCGGUACUUGAAGAAAUGGUUUACCGUCCCACAUACAUUUUGAGUAUGUAUGUGGGACGGUAAACCGCUUCUUGGUAUCCAGCCCAGCCAUCCAGUCCGUACCAUCCUGGACAAGCCUGAAGUGAGAGAAGAGAUGCUCUU

>rno-mir-301b:11:85885187:85885387:+

CCCACCCGCGGUGGUUGAACUUCCAGUCCUGCGUGCAGGAGGGCGAUGGAUUCCCUGCUGGCUGCGGGUGCUCUGACUAGGUUGCACUACUGUGCUGUGGAAAGCAGUGCAAUGGUAUUGUCAAAGCAUCUGGGACCAGUCUCACAGACUACCUCACCUAGAGUUCCUUCUUUCUUCCCGCUCCAGGCCUGGCCCCUCAG

>rno-mir-320:15:50842897:50843097:+

ACCCUAGGGCGGAAGUGACAUCAAGGGGGCGUGAUCGGACCAUAGUAUUUAUCAGACGGUGCCUCGCUGUCCUCCGCCUUCUCUUCCCGGUUCUUCCCGGAGUCGGGAAAAGCUGGGUUGAGAGGGCGAAAAAGGAUAUGGGAGUGGAUUCUGAACUGUGCGGGGGUGUGACUCGUGGGGGUGUGUCUCUGCUCCUGGAU

>rno-mir-323:6:134391637:134391837:+

CAGGAGGUGACAUCUGCUUUGAGGAAGAGCCAGUGUCCCGGUCUCCCUACUGCUGCUGCUUGGUACUUGGAGAGAGGUGGUCCGUGGCGCGUUCGCUUCAUUUAUGGCGCACAUUACACGGUCGACCUCUUUGCGGUAUCUAAUCCCGCCUUGCGAGCUUUCCUGGAGCUAACACCAGCUAUGGGGUGGGGACACUAAGU

>rno-mir-328b:14:46393583:46393783:+

GUUGAAUAGAAGGCUGAGCGGGAGUGAGAGGAGAAGAAAGGGGAGGAGGGGGAGGGAGGGAAGGGGCGAGGGAGGGGCUAGAAGGUAGUCGGCAGAUGCAACCAUUAGGCUGGCUGGCCCUCUCUGCCCUACCCCCCACCUCACUAACCCGUGGCCUCCAGUCUGACCCACAGACAGAAUACAAAUGAGCGCUUCUCCGG

>rno-mir-329:6:134392615:134392815:+

CUUCCAGGUCUGAAGGUCACGUUGGGGAAGUUCCGAGGUAGUCUUGUCAGUGUUCGCUUCUGGUACCGGAAGAGAGGUUUUCUGGGUCUCUGUUUCUUUGAUGAGAAUGAAACACACCCAGCUAACCUUUUUUUCAGUAUCAAAUCCCAUCUUGGAGGCUUCAUGGUCCAGACCCCAGUCUCAGGGAAGGAUGGUCCUGU

>rno-mir-330:1:78544266:78544466:+

CUAGUGACUCCGGUCUUCCAGGAUCGCGUGCCUACCACAUCGUGCUGUGUGACCCUUUGGCGAUCUCUGCCUCUCUGGGCCUGUGUCUUAGGCUCUUCAAGAUCUAACGAGCAAAGCACAGGGCCUGCAGAGAGGUAGCGCUCUGCUCCUUACUCGCCUGAUCAUUCCAGACCCGCAGAGUCCGGGGUUAGUGGGAGAAC

>rno-mir-341:6:134203464:134203664:+

ACCAGACACUGCAACACUCUUACCACCUAGGUCACUAGGAUGAGGAUAGGGUUAAAAUGAUGAUGUCAGUUGGCCGGUCGGCCGAUCGCUCGGUCUGUCAGUCAGUCGGUCGGUCGAUCGGUCGGUCGGUCAGUCGGCUUCCUGUCUUCGAGCUGCAAUCAUUCGUAUGAGAAAGCAAACAGGAAAUACUUUGCCACACA

>rno-mir-343:1:78904521:78904721:+

CUGGGUGGUCCUGUCCAUCUUUCCACCCAUUGCUGUGUCUGUCUUUGUGGCACCUUCAUGGACCUGGAGUAGAGUGGGUGUGGCGGGGGGAGCAGGGCCCAGGGCAACCUCUCCCUCCGUGUGCCCAGAUCCUGCAUGCCAACGUGGUGGUUUACAGCUACCACUACCUCCUGGACCCCAAGAUCGCAGACCUGGUAUCC

>rno-mir-345:6:133178748:133178948:+

GUUUUUUGAGAGGUGGUGUUUAUCCUUAGAACUGAAUGGACUCUUCGUGAAGCCGACACCCAAGUCCAGGCCUGCUGACCCCUAGUCCAGUGCUUGUGGUGGCUACUGGGCCCUGAACUAGGGGUCUGGAGACCUGGGUUUGAUCUCCACAGGCUUUGCGUCAGCUGGACGCCUUCUGAUGGCAAGUGGUAAGAGGGAGA

>rno-mir-346:16:10553428:10553628:+

UCUGUGGAGCCACAGAAGACAGGGCCAAGGUGCUGCAGCCAGGCGAUUAGGAGGUCUCUGUGUUGGGCAUCUGUCUGCCUGAGUGCCUGCCUCUCUGUUGCUCUGAAGGAGGCAGGGGCUGGGCCUGCAGCUGCCUGGGCAGAGCUGCUCCUUCGAGGGACACACGGCUGACUCCUCUCUCUGGUUACAGACUCACGACG

>rno-mir-376c:6:134403465:134403665:+

CGUCUUCUUCAUUUCUGACGGAUUAGGCCUCGGCUCUUUCUCUUCAGGACUAGAUCUUUUGGUAUUUAAAAGGUGGAUAUUCCUUCUAUGUUUAUGGUAUUUAUGAUUAAACAUAGAGGAAAUUUCACGUUUUCAGUGUCAAAUGCUGCUGGGAAAUGGGCCUGAACUGAAGCCACCAUCAGGGCAGUGACAGGACAGUU

>rno-mir-380:6:134390924:134391124:+

GGUUCCUGGAAGUGAUAAUCAUGAGGAAAGAAGCCAGCUCCUACGCCACCCUCUCUCCAUGGUACCUGAAAAGAUGGUUGACCAUAGAACAUGCGCUACUUCUGUGUCGUAUGUAGUAUGGUCCACAUCUUCUCAUUAUCAAAGUCAUUCGUGGAGGGUUUUCCAGAGGCCGAGCCAACUUCAUGGGAGAUAUCCUGUCC

>rno-mir-382:6:134415201:134415401:+

AAACCAUAGCCCUUGGAGAAAUGGAAGGGGCCCUUUGUCUGUCUUGUCUCUGCUUUUCUGUGGUACUUGAAGAGAAGUUGUUCGUGGUGGAUUCGCUUUACUUGUGACGAAUCAUUCACGGACAACACUUUUUUCAGUACCAAAUGCUACCUCUAAGGACUUCCUGGACAUGAUGGCAGCUUGCAGAAAGAUGGCGGUUC

>rno-mir-409:6:134424440:134424640:+

GGAUGGUUCUUCUGGAAACGCAGCCAUCCAUCGGCCUUGUUCUGAGCGUCCAAGCCUCUCCAUGGUACUCGGAGAGAGGUUACCCGAGCAACUUUGCAUCUGGAGGACGAAUGUUGCUCGGUGAACCCCUUUUCGGUAUCAAAUCCCUCCAGGGAGGCCAAUUGGAGGCCCAGCACCUCAGGGAAGAACGUGGACUCAUC

>rno-mir-410:6:134425017:134425217:+

UUCCCCCCAGGACAGCUUCAGGUGGUGAAUUCCAGCCCCAGGGGUGCUCCGGUCAACACUGGGUACUUGAGGAGAGGUUGUCUGUGAUGAGUUCGCUUUAUUAAUGACGAAUAUAACACAGAUGGCCUGUUUUCAAUACCACCUGCCACUCCUGUCACUUGGCAGUACAUGCCAGGUGUCACAGCACUGCCCGGUAGGUA

>rno-mir-411:6:134389282:134389482:+

AAUGGCCCAGAGAGGGCUUCCUGGACGCACCCUCAGCCUUUGUCCUCGGCGUCUCUGUGUGGUACUUGGAGAGAUAGUAGACCGUAUAGCGUACGCUUUAUCUGUGACGUAUGUAACACGGUCCACUAACCCUCAGUAUCAAAUCCAUCCCCGAGGCCCCUGGAGAGGACGCUGUCUUCGGGGAGACGCCAGUAGACUCA

>rno-mir-423:10:67078666:67078866:+

CCGUCCUGUAUAUUUUUCCAGGAUGCACGCCCGAAGUUUGAGAAACUUGUGAGGAAAUAAAGGAAGUUAGGCUGAGGGGCAGAGAGCGAGACUUUUCUAUUUUCCAAAAGCUCGGUCUGAGGCCCCUCAGUCUUGCUUCCUAACCCGCGCUUGAGUUUCUCCCGUUUGGAUGCGCCCUGGGGCACCGAGAAGAGAAACUC

>rno-mir-431:6:134182247:134182447:+

UUCGUGGGCGGAAGGUGACCGCCUCUUGGUCGCCAAGCGGGUCCUCUUGCACGUCGUUGUCCUGCGCGUCCUGCGAGGUGUCUUGCAGGCCGUCAUGCAGGCCACACUGACGGUAACGUUGCAGGUCGUCUUGCAGGGCUUCUCGCAAGACGACAUCUUCAUCGCCAACGACGUGCAGCUCCAAGUAUCGGUGCUGGUAU

>rno-mir-449c:2:44416688:44416888:+

ACUUAUACCUAGCUGGCGGGCGCUUCCUGGUUUGUCUCCAUAGGGGACGAAGCGUGGGUGUGUCAGACAGGCAGUGCAUUGCUAGCUGGCUGUUAGAACUUCGUCCCAACAGUGGCUAGCUGCACUACCCUCUGCUGCACUUAGAAGCAUGCAAAGACGUGGAAAUAGUGCCAUCUGGUGGAUAAGGGGGUGUUCUCACG

>rno-mir-451:10:64129452:64129652:+

AGCAGAGGUGCUGAAGUGCAUGGGGCUCACUGCUUGGCCUACCAAGCCUACCGACAGCUGUGGCAUUUGGGAAUGGCGAGGAAACCGUUACCAUUACUGAGUUUAGUAAUGGUAAUGGUUCUCUUGCUGCUCCCACAAACUAUGCCAAGAAGAGCUCGUGACCCUGGAGCAGACUCCCGGAAGAAAGAGAGACCCAGGCU

>rno-mir-488:13:73795040:73795240:+

CUCAGCUGGUGCUUUCUCCCAGGAAGAAUGGAGAGCCUAGGGUUCGUUCGGUAAGAGUGAGAAUCCUCUCUCCCAGAUAAUGGCACUCUCAAACAAGUUUCUACAUUGUUUGAAAGGCUGUUUCUUGGUCAGAAGACUCUCAAUUUCUUCUGGAACACUCAGCAGGCAUGAUUUACUGUUCAGAUGAAUAAAGUAGAUGG

>rno-mir-490:4:63815334:63815534:+

CGCUGGUGAAGAGGAACGCCCCACACACUUUCUGAAGGAAGGCUGGCUGAUUUGGAAAGUUCAUUGUUCGACACCAUGGAUCUCCAGGUGGGUCACGUUUAGAUAUACACCAACCUGGAGGACUCCAUGCUGUUGAGCUGUUCACGAGCAGCGGAACUUCUAAGCCCAUCUCCCAGGAAGUAAGCUGGAUUCUUUUGUAG

>rno-mir-493:6:134170281:134170481:+

CCUCUGGCCAGUCCCUCACCUUCCUCACCUCCAUCAUCUUCGCUUCUGGGCUCAUUCUGGCCUCCAGGGCCUUGUACAUGGUAGGCUUUCAUUCAUUGUUUGCACAUUCGGUGAAGGUCUACUGUGUGCCAGGCCCUGUGCCAGGCAUCGUGUAGAUGGACGUUGCCCUUGAGAGUCCACAACUCUGGGAGACACAUGCA

>rno-mir-496:6:134420306:134420506:+

CUCAGGGACUCCAUCUUCAGGUCUGUGGCCUGAGACGUAGCAAUGCAAGCUCUCGAAAUCAAGUGUUCGAAUGGAGGUUGUCCAUGGUGUGUUCAUUUUAUUUAUGAUGAGUAUUACAUGGCCAAUCUCCUUUCGGCACUAAAAUCUUCCUGGGAGAGCUUCUCCGACUGUGCAGGUUAGGGGAACAAAUUGUUUCCUGC

>rno-mir-497:10:57073775:57073975:+

CUUGGUGGGGGUCUUCAUGGCACUGUCUUGUGCUGUCUUCCUCUCGACACACCCCAGUCCUGCUCCCGCCCCAGCAGCACACUGUGGUUUGUACGGCACUGUGGCCACGUCCAAACCACACUGUGGUGUUAGAGCGAGGGUAUGGGAGGCACCGCUGAGGCCUGGCCCUGGGAGGCCACCAUGGAGAACACACACACACA

>rno-mir-499:3:146127890:146128090:+

AGGCUGCCACGCCCUCUGCAGGCUGCCACGCCCUCCUUGCUCCCUGCCGUCCCUGUCUUGGGUGGGCAGCUGUUAAGACUUGCAGUGAUGUUUAGCUCCUCUCCAUGUGAACAUCACAGCAAGUCUGUGCUGCUGCCUGCCCCCAUGCUGCCUGGGUAGGGCUCAGAGAAGGGGGAGCCAUGGGAGGGAGUCCUGGGGAG

>rno-mir-532:X:27323084:27323284:+

AAGACACACCCUUGUACAUGCAUGCUGAUGUGUACACAGGAGAGGAAGCCUACAGAUUUGCUUUUUCUCUUCCAUGCCUUGAGUGUAGGACUGUUGACAUCUUAAUUACCCUCCCACACCCAAGGCUUGCAGGAGAGCAAGCCUUCUCUUCUCUCUCCUGCGCAUAGGCAAGACUGCAUAUACAUCUACAGCGAAGACAU

>rno-mir-539:6:134408853:134409053:+

GGAGUGGUGGUCACUCCCAAGAGUGACCGACGGAUGCUGGCAUUCCUGCUGUGCUACUGUUUCAUACUUGAGGAGAAAUUAUCCUUGGUGUGUUUGCUCUUUUGGAUGAAUCAUACAAGGGUAAUUUCUUUUCGAGUAUCAAAUACUGCCCUGGCGGACUUCCUGGAUGACAAGAUGGUUGUGUAAAGGGCUGCAUGGUG

>rno-mir-540:6:134176974:134177174:+

CCAUAUCUCAGGUCUUUCCUUGGGGUGGGUGGGGACUAUCUACCCCUGGUGGGACAUUCCCUGGGGCUGGGCCAAGGGUCACCCUCUGACUCUGUGGCCAAGGGUAGACAGGUCAGAGGUCGAUCCUGGGCCUACUCUGGGGCUUUUCCCACUGGGAUUUCAGGAGCUGUUCUCUCCUGGAAGUCCUCUGAGGGGACCCA

>rno-mir-543:6:134397095:134397295:+

CUCACGCACAGGAAGUGACGACAGCGGUACACAAGCCACAGGGUUCUAUGCUGCUGACGUACGGUGCUUAAUGAGAAGUUGCCCGCGUGUUUUUCGCUUUAUAUGUGACGAAACAUUCGCGGUGCACUUCUUUUUCAGCAUCCUAUUCUACGUUGAAGACUUCGGGGGUUCAACUACUGACUUCAGGGAAAAUGUGUUAG

>rno-mir-544:6:134410190:134410390:+

CCUGUACAAAUUGUUGGUUAGGGUAGGGGCUUUCAAACUGCUCAAUGCGGCUAAGAUAUUCGUCACCUAGGGAUCUUGUUAAAAAGCAGAUUCUGAUUGAGGGACCAAGAUUCUGCAUUUUUAGCAAGCUCUCAAGUGAUGCUAAUGCUGCCGGUCUGUGGACAACACUCGUAGCCACUGGGGGCUGGAGGUGAUGUUGC

>rno-mir-582:2:40714052:40714252:+

CACAUUGAAGAGGACAGACUGAGCCCGGCUGAACACCACUGGCCAAUCUCCCUAGUAAUCUGUACUCUUUGGAUACAGUUGUUCAACCAGUUACUAAUCUAACUAAUUGUAACCUGUUGAACAACUGAACCCAAAGGGUGCAAAGUUGGAAACAUUUCAUUGAGAAGUCAGCUGAGGACAAAGGAAGCUCGGCCAAUCCA

>rno-mir-664-2:13:101253922:101254122:+

AUUUCCAAAGUGUUGAGUUCAGCCCAGGGUCUCCUCCCUGCUCUGUUAAUUAGACUUUGGAACAUUGAAGCUGGCUGGGGAAAAUGAUUGGAUAGAAAACAUUAUUCUAUUCAUUUACUCCCCAGCCUACAAAUAAAAGCAAUCACAGUACAAUCAACUUCAUUUUCUGCAUAUCUUUACGUAAAGGUCUUAACUCGUUC

>rno-mir-665:6:134177232:134177432:+

GGAGCAGGGCUGAGACAGGACAGGCAGGGCAGGGCUGAGCAUUACCAGUGCUCCCAGAACAGGGUCUCCUUGAGGGGCCUCUGCCUCUAUCCAGGAUUAUCUUUUUAUGACCAGGAGGCUGAGGUCCCUUACAGGCGGCCUCUUACUCUCUCCUUGAGCCCUUCUGGAGACGUCUCACCUCAUUCAGUUCAAACUCUGGA

>rno-mir-666:6:134396966:134397166:+

AGACUCCAAAGACCCCUGCAAAGGAUGGCCACUCCAAAGCCUGUCUACAAGAUCCUGAUUCUGCCUGCGUGGAGCGGGCACGGCUGUGAGAGCCCCCUAGGUACAGCGGGGCUGCAGCGUGAUCGCCUGCUCACGCACAGGAAGUGACGACAGCGGUACACAAGCCACAGGGUUCUAUGCUGCUGACGUACGGUGCUUAA

>rno-mir-674:3:103253393:103253593:+

UUUGCUCUUCUCUGCCUCGAUGGACCGCUGCACCACUGCCCAGCCAGUUGGCCUAGUCCUCACCCUGAGCCUUGCACUGAGAUGGGAGUGGUGUAAGGCUCAGGUAUGCACAGCUCCCAUCUCAGAACAAGGCUCGGGUGUGCACAGCUCCCAUCAGUACAGCCUCUGGUGUGCACCAUUCCCAUCGCUUUCCAGGCUCA

>rno-mir-702:12:20861507:20861707:+

CAGCGACACAGACCCAGAUAUGGCUUUCUGCAGGAGUGUCCGGGACAAGGUGAGUGGGGUGGUUGGCAUGGGUUGCCCAGUCUGGGGACUCGACGCUGUGUCACAGCCUCCUGAUGUCCUCCUCACGCAUGCCCACCCUUUACCCCACUCCAGGGCAUCUUCCUGCACCUCAGCAAUCAGCACGAGUUUGGCCGGCUGCU

>rno-mir-711:8:113988102:113988302:+

UGGUAGGAGGUUUUGGGUUCACAGAACUAUUGCCUGCCAAUGGGCAGGGACCCUCAUCCCCUGUGCCUAACUUUGAAUCUCUUCGUAGGGUGCUUCAGGGAAAGCUGGGGACCCUGGGAGAGAUGUAAGUCAAGGGGGAUGCCAAGGUGGAGGGUGGCUUGGGGAUCCAGGAGAGGCCUCAUGGGUGUCACCACUAUCAG

>rno-mir-770:6:134141297:134141497:+

CUGGAUAGAUGGCCCAGCCUCCGAUCGUGGAAGACACAGACUAACCUUGUCAGAAGCCACCUUCUGUGCCCCCAGCACCACGUGUCUGGGCCACGUGAGCAACGCCACGUGGGCCUGACGUGGAGCUGGGGCCGCAGGGGUCUGAUGGCCUCCUGUUUCAGAAUCUGGGGUUCCAGGCUCUGCCUCGGCGCCUAUCAUCC

>rno-mir-802:11:33538411:33538611:+

GUCAUGAGCACACGCCCCCCCACCUGACUCUGCGUAACCAGUUACGUGGCCACAGUCCUAUUAUUUGCAGUCAGUAACAAAGAUUCAUCCUUGUGUCGAUCAUACAGCACGGAGAGUCUUUGUCACUCAGUGUAAUUAAUAGCCUUCACCUCGCAAGGGACGAUGGGAGGUCACUGUUCUCAUGUGACCCGGGUGUCCUC

>rno-mir-874:17:12597297:12597497:+

AGCCUGCGUGGGCCAGUCUUCUACUCUACUGGACACACUUCCAUUGGAUGAAUUUUUCUGGUGUUAGCCCUGCGGCCCCACGCACCAGGGUAAGAGAGACUCGCUUCCUGCCCUGGCCCGAGGGACCGACUGGCUGGGCCUGCUUUCUGCCCAGCUUACCUGUCACGGAAGAGAGUCUGGACACACACGACUACUCUUGC

>rno-mir-877:20:2958113:2958313:+

AGAGGAGGAGAAACGGCUUCAGGGACAGCUGGAGCAGGGGGAUGAUACUGCCGCUGAGAAACUAGAAAAGGUAGAGGAGAUGGCGCAGGGGACACAAGGUAGGCCUUGCGGGUCUGUGGGCCCUUGGACAUGUGUCCUCUUCUCCCUCCUCCCAGGUAUAUGAGGAACUGCGAGCUACUGGGGCAGCAGCUGCAGAGGCC

>rno-mir-1188:6:134203793:134203993:+

UAUCUACAUUCGAAUGGCGAAGAAACCAUGGCACAAAAAGGCAAUGAUGUCCAAUACUCACCGUCUCUCAGCUGGUGUGAGGUUGGGCCAGGAUGAAACCCAAGGCUCUCCGAGGCUCCCCACCACACCCUGCUGCUGAAGACUGCCUAGCAAGGCUGUGCCAAGUGUUGGAGAGGUAGUGUGGGUGGGCAAGGGAUGAA

>rno-mir-1193:6:134395152:134395352:+

AGUAGCCAUAAGGACACGCCAGCAACGUGACUGAAGGGACAGUGGUGCUUACUGCUCUCAGGGUAGCUGUGAGGAUGGUAAACCGGUGACGUGCACUUCAUUUAUGCUGUAGGUCACCCGUUUUACUAUCCGCCAGCACCCAGACCGUCUGUGGGAUGAUACCUUGGUGCACACGGCAGCUAUGAAGAAGAUAUGGGUAG

>rno-mir-1949:18:28178166:28178366:+

UAGGCAGCUACCUAGGUUUCCUUGUACCUAGGCAAGUGUUACACGGCUGGGAGAAAAGCAGCCAAUAGCUGGUUGGCAUUCUGGGCCUGGUUCAUGCCAACUCUGUUGUUAACUAUACCAGGAUGUCAGCAUAGUUGCUUACCCAUGAAGAGUAAGUUCUGCAGGAAGAAACCUAAACUCCUACAUGGAGGUUAGUUGCU

>rno-mir-2964:3:8833843:8834043:+

CCAGGGGGUCUCCCAGAGUGGACCUCCUCUCUGCGGCCCCCGGCCCCCGUCUCUGUUGAGACCGGAGCUCAACCACAGAUGUCCAGCCACAAUUCUCGGUUGGCCGCAGACUCGUACAAGAAUUGCGUUUGGACAAUCAGUGGUGAAGCCCCUGAGUUCAGGGCUCCGGUCCCCCUCGGGGUUCUGCCUGGCUCCUUAAA

>rno-mir-3085:1:248574513:248574713:+

CACUUUCUCCAGUGCACCGUGGAGAGUCCCAUACCCGGUCACCUCCAUCACCAACAGUCCCUACUCUGGGAAGGUGCCAUUCUGAAGGCCAGGAGUCUGAAUAUGAGUCACUCUGGCUGCUAUGGCCCCCUCCCAGGGCUUGGGCAUCACAUCCCGACCAACAAGACUGGACCAAGCAAGAACUCCACCACAGCCUCUGU

>rno-mir-3541:2:181255508:181255708:+

UUGUCUCCACUCGCCAUUACCGAGCCCCAGAAGUCAUCCUGGGUAAGGGAGCUCAGGACUGCCCAGUGUGCAGUGGUGUGAGGAGGGGGCGUAUCCUAGGCAUCACACUACCUCUCCCUCCCCCUCACUGCACAGAGUUGGGCUGGUCACAGCCGUGCGACGUGUGGAGCAUAGGCUGUAUCAUCUUCGAGUACUACGUC

>rno-mir-3546:15:33051897:33052097:+

ACAUGGGUGUGGCAGCGCGGCCCCGCCCCUUCCCGUAAGCCCAGGCUGAGAGACGAUAGCUCCUCUGACCAACAAGCUUUUUGCUCGUCUUAUACGUGAGAGUCAGGUAUAACCCGGGCCAAAAGCUCACCCGUCAAAGGAAGUAAGCAAGGGUCAGCCAGGCGUUACAGGUUGCAAGACUCAGGGUUUUAUCAAGCACC

>rno-mir-3548:5:172898163:172898363:+

UCUGGAGUCCAGGAGCUAAGACAAGUGUGUAUCAUCAGCCUGUCUUCGGCGAGUGUUGGGUCACCUUUGAACAUCGUUACCAGACAGUGUUAGAGUCAAGCCAAGAAAUCCAGCACUGUCCGGUAAGAUGCCCACAGAGGCCCAGGUAUGCUUUGGUAGGAAGACACAGAGCAGGAUAUGUGGUUUCCACCCUCAGGGGG

>rno-mir-3553:4:57075046:57075246:+

UGGAAACAGCGAGGUCCAGGCAGAAGGAGUGAGGAGCUCCGAAGCACUCGCGGAUCUGUCUCUGCUCUGUUUAUGGCCCUUCGGUAAUUCACUGACCGAGACUGUUCACAGUGAAUUCUACCAGUGCCAUACACAGGACAGGAGUCACACUCUCUGGCCUGCAGACCCUACAGAGAGGUCAGCUGCCCUCUCCUGGAGGC

>rno-mir-3554:5:108497598:108497798:+

AUCACGUACUGCUUGUAGCAGGACACGGAGGAAUGGCAUGGAGGUGGCCAAGCUGCUGUCAGACAGGAAAGAUGGCAAUAUGUUGGCAUAGCAGGUUCUCAGUUCAACAGCUAUGCCAGCAUCUUGCCUCCUCUCCAGUUCCAAGUUUCAGGAGCAAUACCACGCCUCUUUGUUGUUUUACUUUUCCACAAUCUCUCCUU

>rno-mir-3557:18:57377736:57377936:+

CGGCUGGAGAGUUAAAAUGGCUUGCUCCAGGAUCACCCAGCCAGAGAGCGGGGAAGGUGACUCCACUCAGGCCUUCUGACUCCAAGUCCAGUGCUAUUUCGAGGUAACACACAGGACCUGGAGUCAGGAGCCCUGGGUGGCUCUGUCACCCCCUGGCUGAGUGGUCGUGGACAAGCAGCUCACCCCUCACAGCCUCUUCC

>rno-mir-3558:6:10867878:10868078:+

UCCUUUGAGGCCUCCUGGCAGUCAGGAUUCCUUUGCAGAGGGCAGCAGCUGGACCUUCACCCGGGCUGUCCAUAGAAGUCAUCCCACAGUGCCUUCAAGGAGGGCAUCGGCACUGUGGAGGGUUUCUAUGUCAGCCUGAGUGGUACAGAUCCAUGCUGGUCUGCCCUUCUGCUUGUCCCCGUCCUUCCCUGCUGUUCUAG

>rno-mir-3573:X:87164856:87165056:+

GUCCAGGCAGAUCCUAGCCGUUGCCCCCCCCCCCCCGGGACUAGAGAGCCAUGCUUUUUCUCCUAUGGUUUGAGGGGCAGUGAUAGAAAGGAGAUCCUUUUCUUUCUUCUCCUUCCUAACUCUGCCCCCUCCCAUCUCUAAACAACACACACCUUUCAGGGCGGUGGCUCAGUGGUUUCUGGGCUGUUGGUGGGGAGUAG

>rno-mir-3574:1:201415608:201415808:+

AGUGGCCUCCUGCCUGCCGCCCAGACUCGGGUCACUGAAGGGCCAGGGGUUCGCGCUGCCCAGGGACAGAUCAGCCGCUGUCACACGCACAGUGGGUCCGGAGCAACGCAGUGUGCUGUGGGCAGUGGCUGUCCUGAGCCUGGAGGGACUGCCCCGGUGGGUGGGCAAGUAGAGGGUCCCCUUCUUCGCCCCUCGCCUUC

>rno-mir-3575:4:160841277:160841477:+

UUUGCUACCAGAGAAAGGGCCUAAAGCAAGGGACCGCCAUGGACGCCGAUGACACAGGGGCAGGGGCCUCCAUCAUUACCCGGCAGUAUUAGAGACUCCCAACCAGCACCCAAACACUGCUGGGUAAGACGAGGGCCCCUACCCAACCAGUCCACCUUCAGGAUCAGCCCUGGUAAAGCCCAAGCCCUGAGGAGAAGCGG

>rno-mir-3577:10:105897724:105897924:+

GGACAAGUGAAUCUGUGUCUGCCCCUUCCCCAUAAGAGCAUGGUGGCCACGUGGUCCUUAGUGGAGGUUUGCUUGUUAUAGGGGCUAAGAGGGGCCAGGCGUGCCUGUCAUCAUCUGUCCCUCUUGGCCCUUAGGCUCGGCAUGCUACCUAUGGCAUCCGUAAGUGCUUCCUCUUCUUGUUGCAGUGCCAGCUGACCCUU

>rno-mir-3586:7:110979249:110979449:+

AGAUAGCCAUGGCUACAGUAGAAGCACAUGUGCACUGUGCUCCUGGCGGGAGGUGAGUAUGACGAUCCCUGUCCUCAAGGAGCCUCAGUCUAGUAGGGAGGAGACAUACUAGACUGUGAGCUCCUCGAGGGCAGGAAAGCGCUCCAUCAUCUGUGCUCCAUGCCCAGGACCUGAGUAGUCCAGGUGCAGCUGGCUGGAGC

>rno-mir-3590:3:67949537:67949737:+

UGGUCCUCGGAUGGGAGAAAACAGUGACGCUGAGGAGGCUGCCGGCACUGGGUAGUACUACAAGGCCGAUGCCCUUUUAACAUUGCACUGCUCGGUACACGUGUAGACAGUAGCACAAUGUGAAAAGAGCUCCGGCCAGCAGCAAAGGCAUGCCGGCCCGCCUCCUCACCCUUUCUCCCAGUCUCUGACCAAACUCAGCU

>rno-mir-1:18:2191565:2192065:-

UCUACUAACAAAUGGAGGAUGGGCUGCUUCAUGUUUCCACAACAAUCGGCACAAUAGUGCCUACUCAGAGCACAUACUUCUUUAUGUACCCAUAUGAACAUAGAAUGCUAUGGAAUGUAAAGAAGUGUGUAUUUUGGGUAGGUAAUGUCCGCCAAGAAGAAGCUAAGCAGAAGAUAAAGGAAACCCUUUCCAGGAGGGUG

>rno-mir-19b-2:X:139740832:139741332:-

UGGUACUCUUCGAAUCAACCAAACCCUCGUUGACGCAACUACUGUGCGAGGACAUUGCUACUUACGGUUAGUUUUGCAGAUUUGCAGUUCAGCGUAUAUGUGGAUAUAUGGCUGUGCAAAUCCAUGCAAAACUGAUUGUGAUGAUGUGUGCCUUUCUGCAUCUUUAUGGACACCUUUAGCACCCAUGCCCAUUCAUCCAC

>rno-mir-20b:X:139740957:139741457:-

ACUGUUUCACUGAAAAAACAAGAUGGUGGGGACUGUGCAGUGUACAAGGACAAGCUCCGAUCCUAGUAGUGCCAAAGUGCUCAUAGUGCAGGUAGGUUUUGCUGCACUCUACUGCAGUGUGAGCACUUCUGGUACUCUUCGAAUCAACCAAACCCUCGUUGACGCAACUACUGUGCGAGGACAUUGCUACUUACGGUUAG

>rno-mir-24-1:17:7350856:7351356:-

CAGUCGCUGGCAGGAUGAUGCCCAGGGCACGCCAGGAGGCACUGCCCAGCUGUGAUUGGACCCGCCCUCCGGUGCCUACUGAGCUGAUAUCAGUUCUCAUUUCACACACUGGCUCAGUUCAGCAGGAACAGGAGUCGAGCCCUUGAGCAAAAAGCCUACCCAUCUGUAAGUGCCUGAGGCAGGCCUCCCACGGACAAGAA

>rno-mir-24-2:19:25638332:25638832:-

CCUGGACCCCAUCUCCCCAGGCCGCUGCCGCCCACCCUGCUCUGCAUCUGCCUCUCCCUGGGCUCCGCCUCCUGUGCCUACUGAGCUGAAACAGUUGAUUCCAGUGCACUGGCUCAGUUCAGCAGGAACAGGAGUCCAGCCCCCAUAGGAGCUGGCAACCCUGCAGAAUGUCCGCCAUGACUGAGACCUGGAGUGGGGAC

>rno-mir-25:12:17607862:17608362:-

UAGUGGAGUUCAGAAGGGUCUGGUCUCCCUCACAGGACGGCAGGACACCCACCGGGACUGGCCAGUGUUGAGAGGCGGAGACACGGGCAAUUGCUGGACGCUGCCCUGGGCAUUGCACUUGUCUCGGUCUGACAGUGCCGGCCCAACACUGCAGAUGUGGGGGGCAGGGAAGAACCCACUUUUGUUCUAUGAGUAGGCGA

>rno-mir-28:11:78139562:78140062:-

GCCUGUUUUCAUGGCAGACAUCCCACUUAAGGGCAAGACGAGGAAGAAUAAUAGAGGUGGUCCCUACCCGCAAGGAGCUCACAGUCUAUUGAGUUCCUUUUCUGAUUCUCCCACUAGAUUGUGAGCUCCUGGAGGGCAGGCACUUGAACUCAUCUGAAAAGGUGUGUGCACGGUACAGAGGGAGCUGGCAUGAAAUGCUA

>rno-mir-29b-1:4:58108030:58108530:-

GAGCGCCACCUUUCCCCUCUGUAGGGGACCGUUGGAAGAGGACGAGAACAGACAAAGCUUCUUCAGGAAGCUGGUUUCAUAUGGUGGUUUAGAUUUAAAUAGUGAUUGUCUAGCACCAUUUGAAAUCAGUGUUCUUGGUGGAGAACAACUUCGCUGCCGACCACACAAAAGGAAGGAGUGGACAGCCCUGAGGUAUUCAG

>rno-mir-30c-1:5:141362017:141362517:-

GGGAUGAGAUGCUGAUCUCUAGGUGGUCAGAGGCCUACAAGCCCCUUGGCUAUAACCAUGUUGUAGUGUGUGUAAACAUCCUACACUCUCAGCUGUGAGCUCAAGGUGGCUGGGAGAGGGUUGUUUACUCCUUCUGCCAUGGAAAACGUCAGCUUGAAGAACAAUCUCUUCACCCAACAGAUCGGACAGAAUGCUGCCUC

>rno-mir-30e:5:141365013:141365513:-

GGUCACUUCCUUAUGGGAGCAGGGUGUGCCUCAUCGAAGCUCUUUAUUUUUCAGGGCAGUCUUUGCUACUGUAAACAUCCUUGACUGGAAGCUGUAAGGUGUUGAGAGGAGCUUUCAGUCGGAUGUUUACAGCGGCAGGCUGCCACAGUCGUCCCUGGCUGCGCACAUCGGCUUUGAGACAUUGCAGGUUUGUGCCCAUG

>rno-mir-34c:8:54421941:54422441:-

UGAGGAUUUGCUGGUCACAACCACUGAGAGCACCAACCAAAGACUGCAGGCUUUUUUCUAUGAGUCUAGUUACUAGGCAGUGUAGUUAGCUGAUUGCUAAUAGUACCAAUCACUAACCACACAGCCAGGUAAAAAGACUGAAAUUCCUCCGACAGAGCCUCCUGUGCAUCAUUUUGGUGAGGACAGCCACAGGGAAAUAG

>rno-mir-92b:2:181395318:181395818:-

CACUCCUGUCCCUGGGCUCCAGCGACCCAGGAGGUAGGGAGCGGGAUUCCAGAGCCCCGGGUGGGCAGGAGGGACGGGACGCGGUGCAGUGUUGUUCUUUCCCCUGCCAAUAUUGCACUCGUCCCGGCCUCCGGCCCCCUCGGCCCCCCCGGCGCCCCCUCACUCAGAGUGGGGCAGCCCCAGCCACCGGGCUUUCGAUC

>rno-mir-93:12:17608067:17608567:-

UCCUGAUGCCCUAGAUAUCUUAGAAGUCUUCCUUCUGUCCUCCCCUCUUGGACCUUUAGUCAUGGGGGCUCCAAAGUGCUGUUCGUGCAGGUAGUGCAUUGCCUGACCUACUGCUGAGCUAGCACUUCCCGAGCCCCCAGGACACAGCCUCUGACAGUGGCCCUAGCUGAGCACCCCAGGCUCCACUUGUCACGAUGGGG

>rno-mir-129-2:3:78648828:78649328:-

GACAUGCUGGGCUAAAGGCGGCGGCGGCGGUGGCGGCGGACCGAAGAAGCGGGUAGACUGCCCUUCGCGAAUCUUUUUGCGGUCUGGGCUUGCUGUACAUAACUCAAUAGCCGGAAGCCCUUACCCCAAAAAGCAUUCGCGGAGGGCGCGCUCGGCGACGUGACUGCAGCUACCAGCGACCGCCGAAGCCAGCACCUUCC

>rno-mir-130a:3:67949488:67949988:-

GAGCUGAGUUUGGUCAGAGACUGGGAGAAAGGGUGAGGAGGCGGGCCGGCAUGCCUUUGCUGCUGGCCGGAGCUCUUUUCACAUUGUGCUACUGUCUACACGUGUACCGAGCAGUGCAAUGUUAAAAGGGCAUCGGCCUUGUAGUACUACCCAGUGCCGGCAGCCUCCUCAGCGUCACUGUUUUCUCCCAUCCGAGGACC

>rno-mir-135a:7:29077561:29078061:-

GGAAAUGGUUUUGAAGUCGUGUGAAGAAAAUAAGUUUUACAUCCGGCCAAGAUAAAUUCACUCUAGUGCUUUAUGGCUUUUUAUUCCUAUGUGAUCGUAAUAAAGUCUCAUGUAGGGAUGGAAGCCAUGAAAUACAUUGUGAAAAUUCAUCAACUAAGAAGGGGCCAUCAGAAUAGAGAACUAGAGCCUCUGGAACGUGC

>rno-mir-138-2:19:11114552:11115052:-

CUAACCGACUGGAGCCGGAGGAGCCACGCCCCCAGGAAGAAGCCGCUAAUUCCGGUAUGGUUGCUGCAGCUGGUGUUGUGAAUCAGGCCGACGAGCAACGCAUCCUCUUACCCGGCUAUUUCACGACACCAGGGUUGCACCCUACCCAUCCUCUCCAGGCAAGCCUCGCGGGACCACAGGACACAGGAACUUGGGGACAG

>rno-mir-143:18:57625015:57625515:-

CACUGCGCAUGCUCAUUCUCCUGCCCAGGAAGAAAGCCGUGGCCUGAGCGCGGAGCGCCUGUCUCCCAGCCUGAGGUGCAGUGCUGCAUCUCUGGUCAGUUGGGAGUCUGAGAUGAAGCACUGUAGCUCAGGAAGGGAGAAGAUGUUCUGCAGCCGUCGCCGGGACAUGGUAAGUGUUGGUGAGGGGUAGCGGGCCCGAU

>rno-mir-146a:10:28476262:28476762:-

ACAGGGCUGGCAGGAUCUGACCUGUGAGGAAGGACCAGGCCUUACCUGGAGAGUCUGUGUGUAUCCUCAGCUCUGAGAACUGAAUUCCAUGGGUUAUAGCAAUGUCAGACCUGUGAAGUUCAGUUCUUUAGCUGGGAUAGCUCUAUCGUCAUGGACCUGAGGAACACCGUCUAGGACAACCUCUGAAGGCUUUCUUAUUC

>rno-mir-151:7:110979189:110979689:-

UGCUCCAGCCAGCUGCACCUGGACUACUCAGGUCCUGGGCAUGGAGCACAGAUGAUGGAGCGCUUUCCUGCCCUCGAGGAGCUCACAGUCUAGUAUGUCUCCUCCCUACUAGACUGAGGCUCCUUGAGGACAGGGAUCGUCAUACUCACCUCCCGCCAGGAGCACAGUGCACAUGUGCUUCUACUGUAGCCAUGGCUAUC

>rno-mir-190:8:71548916:71549416:-

GCCGUAGCCUUCGGUACUGUAACUAUUCUCAAGCUCACUCAAACCUGGAUGCCUUUUCUGCAGGCCUCUGUGUGAUAUGUUUGAUAUAUUAGGUUGUUAUUUAAUCCAACUAUAUAUCAAGCAUAUUCCUACAGUGUCUUGCCCUGUCUCCGGGGGUCCUAACAAAGUUUAGAAGGCAACAAGAAAGAAUAUGUGAAAAU

>rno-mir-196b:4:80530272:80530772:-

UUUUCCUUGGCGGCGACAGUGGCGGCAGCGGAGGCGGCGAGGGGCGAGGCAGCAUCUGAACUGGUCGGUGAUUUAGGUAGUUUCCUGUUGUUGGGAUCCACCUUUCUCUCGACAGCACGACACUGCCUUCAUUACUUCAGUUGAAAGCGUCUCCAGGUACCUGUACUGAGCAGCCCGGGGUGGCCAGGAUGGCCAUCAAG

>rno-mir-200a:5:172898114:172898614:-

GCCCCCCUGAGGGUGGAAACCACAUAUCCUGCUCUGUGUCUUCCUACCAAAGCAUACCUGGGCCUCUGUGGGCAUCUUACCGGACAGUGCUGGAUUUCUUGGCUUGACUCUAACACUGUCUGGUAACGAUGUUCAAAGGUGACCCAACACUCGCCGAAGACAGGCUGAUGAUACACACUUGUCUUAGCUCCUGGACUCCA

>rno-mir-200b:5:172898896:172899396:-

CCUUGCCCGUGGAAUCUAGUCAUCUUCAACUCCCUGCUAGGCGGCCUCCAUAUCCAACUUGGGCAGCCGUGGCCAUCUUACUGGGCAGCAUUGGAUAGUGUCUGAUCUCUAAUACUGCCUGGUAAUGAUGACGGCGGAGCCCUGCACGCAGCAAUGGAGCCGCCUCCUGAUCCCAGCCUCCAGGGGCUCCAGUUCCACAC

>rno-mir-202:1:199758018:199758518:-

GACCGACCCUUCUGCUGCUGCUGCCUGCAACUAUCAAAGGAUGGCCUGCACAUUCUCGCUGGCUGUUCCUUUUUCCUAUGCAUAUACUUCUUUGUGGAUCUGGUCUAAAGAGGUAUAGCGCAUGGGAAAAUGGAGCAGUGAGAUCUUCCCCACCCAAACAAAGCAUCUGCUUCCCGACCAGGCGACUUCUGCUUCCCUCC

>rno-mir-208:15:33051849:33052349:-

AGGUGCUUGAUAAAACCCUGAGUCUUGCAACCUGUAACGCCUGGCUGACCCUUGCUUACUUCCUUUGACGGGUGAGCUUUUGGCCCGGGUUAUACCUGACUCUCACGUAUAAGACGAGCAAAAAGCUUGUUGGUCAGAGGAGCUAUCGUCUCUCAGCCUGGGCUUACGGGAAGGGGCGGGGCCGCGCUGCCACACCCAUG

>rno-mir-210:1:201415562:201416062:-

AUGAAGGCGAGGGGCGAAGAAGGGGACCCUCUACUUGCCCACCCACCGGGGCAGUCCCUCCAGGCUCAGGACAGCCACUGCCCACAGCACACUGCGUUGCUCCGGACCCACUGUGCGUGUGACAGCGGCUGAUCUGUCCCUGGGCAGCGCGAACCCCUGGCCCUUCAGUGACCCGAGUCUGGGCGGCAGGCAGGAGGCCA

>rno-mir-292:1:64274232:64274732:-

AAAUAAUAAGGACUUUGGGUGUGCUGUAGAUGAAGUGUCCCGCAUUAACCCUUGACGUCCAACCUGUGAUACUCAAACUGGGGGCUCUUUUGGGUUUUCUUUGGAAGAAAAGUGCCGCCAGGUUUUGAGUGUUACCGAUUGAGAACUGCUGCAAAGCUAGGCUCUAAUGACUCAUGUGUUACCACUUGAUGGGAUUGCAC

>rno-mir-293:1:64273213:64273713:-

GCCUGGGCUACUCUACAACCUGCAUGCCUGGCUAUAAGCUAGAAACUUAUUUGCAAGUGUUUCCACCUGUGAUACUCAAACUGUGUGACACUUUGUUUCUUUUGGAAGAAGUGCCGCAAAGUUUGCAGUGUUACCGAUGGAGAAAACUGCAGUUAGGGGGCUGUGUGGCUACUCACCUGGUGGCACUCAAAUGUAGGAGC

>rno-mir-322:X:140000061:140000561:-

UCUACUCACAGAGACUUUCUUCAUUCGCAGGUACCCCAGAGCGGCCCCCACCCUCGCUGACUCCGAAGGGAUGCAGCAGCAAUUCAUGUUUUGGAGUAUUGCCAAGGUUCAAAACAUGAAGCGCUGCAACACCCCUUCGUGGGAAAUAGAGAGGUGGGGUCCUGCACAACAGACCUGUGUGGGUUCUACUAAAGCAGGUA

>rno-mir-325:X:93480313:93480813:-

UGAAUGAGGGUUUUGUGAUGGAUUAGGGGCCAAGUGUUGUGGAUUCUAACAGAGCCGAUAUAGUGCUUGGUUCCUAGUAGGUGCUCAGUAAGUGUUUGUGACAUAAUUCGUUUAUUGAGCACCUCCUAUCAAUCAAGCACUGUGCUAGGCUCUGGGGCCACAUAGCUAAGUUAGACAAGAUGUUCCCUUUUGAGGUCCUU

>rno-mir-338:10:109426874:109427374:-

GGGGGCACGGGCUGGAAGAAGUAGCGAUGGACGAGCGGCCCGCCAGCCCCGACGCUGCCCAGGCCGUCCUCCCCAACAAUAUCCUGGUGCUGAGUGGGUGCACAGUGACUCCAGCAUCAGUGAUUUUGUUGAAGAGGGCAGCUGCCAGCCUCCUGUCCUGCCUGAUGCCUAGCCCAGCUGCCCCACCCAUAGGUCACCCA

>rno-mir-344a-1:1:116020886:116021386:-

GAAUGCACGCACUCCUCCAAUCAGAGGCAAGCAGAGGUAAUAAAAAUCUCUGCAGCCAGAGUUUUUACCAGUCAGGCUCCUGGCUAGAUUCCAGGUACCAACUGGUACCUGAUCUAGCCAAAGCCUGACCGUAAGCUGCAAAAGAAAAGGAGGACUGCUCCUGAACAUUGCAGGAGACAGAGCCAAUGAAACAGCAUGGG

>rno-mir-349:7:127468057:127468557:-

UUGUGAUCCUGCCCUAAGCUUGUAGGUGGCCCAGGAGAGAGAUUCUCCAUCUCUUGUCCCUGAAGACUCUAGCAUGUAAGGUUGGGGGAGGGGGCUGUGUCUAGCAAGUCUUCUUCCCCCACAGCCCUGCUGUCUUAACCUCUAGGUGUUCCGGCUCCCGGUACAAGAAUGUCUGAGCUAUGCAACCUGUGCUCAGUGUC

>rno-mir-351:X:139999026:139999526:-

GAAGCCUCUGAGAAAAUGGCCGCCUUGUGACAUCCCAAACUCUGCCGUGACUAAUCAUGGCACCUCCAUUUCCCUGAGGAGCCCUUUGAGCCUGAGGUGAAAAAAAAACAGGUCAAGAGGCGCCUGGGAACUGGAGAAGAGUAUUAACUUCUGGAGCAAGACCUUAUUUUUCCUGUGAAAAUCACUUUACAUAAUCUGGA

>rno-mir-361:X:101800029:101800529:-

CUUUUCUCACACAACAUAGAGAUGCAGCAGUAGCAGAGGCUUCACUAUGAUUCUUUCUUGGGACUCGGAAGCUUAUCAGAAUCUCCAGGGGUACUUAUUAUUUGAAAAGUCCCCCAGGUGUGAUUCUGAUUCGUUUCCCUCUCCUGCUCCUCCUCCUCCUCCUCCCUUGGAAAUCAGUUUCAUCUGAAGCUUCUGCAUAA

>rno-mir-374:X:91563456:91563956:-

UGGUGAUCAGGAAAACUUCAUGGAUCCCGACAGCAGCGUGGAGUGGUGUUCCUCUGAAGAAAUCCUACUCGGAUGGAUAUAAUACAACCUGCUAAGUGUUCUAGCACUUAGCACGUUGUAUUAUUAUUGUCCGAGGCUAUGGCUCUCGUCUAUCAGAAUAAAUCCGUAAGGGCAAGGAUGGUGACUUUGUAUUCACAGUA

>rno-mir-375:9:74233386:74233886:-

ACUCGAAGAAGCUCAUCAACCGGACAUCUCCGACGACGACUGCGCCAGGCCCCGGGUCCUCCGCUCCGGCCCCGCGACGAGCCCCUCGCACAAACCGGACCUGAGCGUUUUGUUCGUUCGGCUCGCGUGAGGCAGGGGCGGCUUCUCAGCAUAAGCCCCGGGGCCCGCCAGAUCGCCACGCAAACACCUGCCCGCUGUCG

>rno-mir-421:X:91563306:91563806:-

AUCAGAAUAAAUCCGUAAGGGCAAGGAUGGUGACUUUGUAUUCACAGUACCUAAUCCGGUGCACACUGUAGGCCUCAUUAAAUGUUUGUUGAAUGAAAAAAUGAAUCAUCAACAGACAUUAAUUGGGCGCCUGCUCUGUGAUCUCCAUGAGCUCAGCUUCUUCCUGCCGAUGGCCUUCAACGUCCAAGCUCUCUACAGCG

>rno-mir-429:5:172897079:172897579:-

CUACAGGUAUCAAAUCAGGAUUAACUGCCCAGAUGGGGAGCCCCUUGUACAAUGCACUGCCUGCUGAUGGAUGUCUUACCAGACAUGGUUAGAUCUGGAUGUAUCUGUCUAAUACUGUCUGGUAAUGCCGUCCAUCCAUGGCCUUAUCGCCGCCGGAGACGACAUCCUCACCACCUCAUGGACAAUGGGUAGAGACAAGG

>rno-mir-448:X:31053417:31053917:-

CCUCCAACAGAGAACAGAAGUUCCAGGUGCAGCAGUUGACCUUCACAUGGACGGGGAGGUUGAACAUCCUGCAUAGUGCUGCCAGGAAAUCCCUACUUCAUACUAAGAGGGGGCUGGCUGGUUGCAUAUGUAGGAUGUCCCAUCUCCCGGCCCACUUCGUCAUGACAGAUACCAGAAACACCGUUCUGCUUGAUUGAAGA

>rno-mir-466b-2:17:79288425:79288925:-

GAUUCACUUCAUGAUGAGUUAGAGAUAACCUCGGAUUCAUGUGCUGCCCCUAUGUAUGUGCAUGUGUGUAUAUGUGUGUGUGUAUGUCCAUGUGUGUAUAUGAUUAUACAUAUACAUACACACAUACACAUAUACGCAAGCACACACACACAAGUGGCAAGCACUUGGGAGACAGAGUCAGGGAGUUCAAACUCAUUCUU

>rno-mir-466d:17:79266408:79266908:-

GGAGGAUUUUGGGUCCAGACAAAGGCUUCUGUGAUUCAUGGGAAGACUUAGUUAUGUGCAUAUGACUAUAUGUGUGUGUAUGUUCUUUUGUGUAUAUGAAUAUACAUAUACAUAAACACAUACACACACAAACAAGAACACUCACACACGAGUGCCCAACACUUUGGAGACAGAAACAGGAGGAUCAGGUGUUCUAACUC

>rno-mir-471:X:152840268:152840768:-

UCAUUAAUUUCACAGUAAUGAUAGAGGAUACAUUUGCAAUAUGUUUAUAUGAAGAAUAUUGUGAGCAGUGCUUUACGUAGUAUAGUGCUUUUCACAUUACACAAAAAGUGAAAGGUGCCAUACUAUGUACAGGAAGGCUUACCAUGUUCCUCAAUUCUUGUUGCUUUAUACCAUCAAUAUGUUUUAAGUGUAUUCCUUUG

>rno-mir-484:10:826283:826783:-

CCCCUCCCUGCGUCUCGGCCAAUUUUUUUUUUUUUUCCGUCCUGCCCUGGCUUCGGCGUCUUCUCCGCGCAGGGCAUGCAGGGAAGGGGGGGCGGGGCCUCGCGGCCCUGCUGCCUCGUCAGGCUCAGUCCCCUCCCGAUAAACCUCAAAAUAGGGGGUUAUCUGGGGGAUCGGUGGCACUUUUUUUAGCGCGAACCCCA

>rno-mir-489:4:28518161:28518661:-

GUGUUAAUAGUAUUUAUUGCACAAAGGACCUGGUGGCGCCUCAUCUGCUGACUGCUACAGUGGCAGCUUGGUUGUCGUAUGCGUGAUGACACGUUCUCGUGUAUUCCAGAAUGACAUCACAUAUAUGGCAGCUAAACUGUUACAGGAACAACAAGUAAUAUUAUAGAUAAGUGAGUUGGUUGGUUUUUUAAAGACAUGUG

>rno-mir-542:X:139996080:139996580:-

UCUCUAAAAGGUCUUUAAGGGUCCUGGGAGACACAGAAAUUUGAAGUUCCACAUGCAAGGAUCUCAGACGUCUCGGGGAUCAUCAUGUCACGAGAUACCACUGCGCACUUGUGACAGAUUGAUAACUGAAAGGUCUGGGAGCCACUCCUCUUCCUAAGAAUAGGUGGGGUGAGUACUACAGAGAGGAGAGGUCAGGAGGG

>rno-mir-547:X:154169328:154169828:-

UUGGAUUACUGGAUGGAAUGGCAGCGGGAGCUGAUUAGGGUUACUACCUUCAGUCACAUAGUGUGUGAUGUAUCACUUCAGGAUGUACCACCCAUUUAAUGGAAAAUAUGAUUGGUACUUCUUUAAGUGAGAUAAUGCACACUAACUGCCACGUCAAUACUAGCCUUAGAAAAAGAUAUAGGUGCUUACACAUUACUUGA

>rno-mir-568:11:58643835:58644335:-

AAGAUUAACAUGUGCUAGCGUCUGGACCCAGUUCAGCGUAUCUCCAGUUGAAACAGUAUACACUAUAUUAUGUAUAAAUGUAUACACACUUCUAUAUGUGCCCACAUAUAUACAGUGUAUCUAUUAUACUGGUAUAGGUGUUUGUGUGCGCACACACAGGUGCACAUAGCAUAGCCAAUGUCCAUCACAAACCCAGAUGC

>rno-mir-671:4:5960100:5960600:-

UGCUUCUACAACGCUGACUACCUGGCAGCCCGGGCCCGGCUGGCUGGUGAACUGGCAGGCCAGGAAGAGGAGGAAGCCCUGGAGGGGCUGGAGGUGAUGGAUGUUUUCCUCCGGUUCUCAGGGCUCCACCUCUUUCGAGCCGUAGAGCCAGGGCUGGUACAGAAGUUCUCCCUGAGGGACUGCAGCCCCCGGCUCAGUGA

>rno-mir-675:1:202824394:202824894:-

UUUACAGCAAGGAGGCUGCAGUGGGUCCAGCCUGCAGACACACCAUUCCCAUGAGGCACUGCGGCCCAGGGACUGGUGCGGAAAGGGCCCACAGUGGACUUGGUGCACUGUAUGCCCUAACCGCUCAGUCCCUGGGUCUGGCAUGACAGACAGAACAUUUCCAGGGGAGUCAAGGGCACAGGAUGAAGCCAGACAAGGCG

>rno-mir-741:X:152842532:152843032:-

AUUUAAGGUGAAAUUUUGACAGACCAGCUUUCUAUCAGAAGUACAUACAUUAAAUGUCUCAUGUGCAUUGGUCUACAUAGAUUGGUACCUAUCAUGUAAAAUAAGUGUGAAAGAUGCCACGCUAUGUAGAUCAACGCUCAUGACAUUCCUCCUUUUUUGUCGCCUCUGAAGGUCAUGGUAGUGUAAGUAAAAUUGUCUGA

>rno-mir-742:X:152829156:152829656:-

UCCAGUCCUGUUUAUUUCAAAUGUUGACAUGAAGACUGCAGAUGUUGUGGUUCUAGAGCGCCUGGGCAGUGCUUUACUCACAUGGUUGCUAAUCACGUGAAAUGUAAGUGAAAGCCACCAUGUUGGGUAAAGUAAAGCUCAUCAUGUUCCUCAUUUGUUGUGACCUUGGAUAGUAAAGUUGAAGAAACUACAUAGCUUUA

>rno-mir-743a:X:152821673:152822173:-

AGUGUGGCCAAAUGAUUUGUGUCACAUGUAGGUGAAGGAUCCACAUUAAAGUUGUGAUGUGCUGUGCAGUGCUGUAUUCAGAUUGGUGCCUGUCAUGUUUAUAAGAAUGAAAGACGCCAAACUGGGUAGAGUGGAGCUCAUUGUGUUCUUCAUUCAGAGUGGUCUUAUAUGUUCAUGGUGUUUGGGUAAUUAAUGACUCC

>rno-mir-764:X:31207139:31207639:-

UGCUAGGUACCUCUUGCCAUUUUUAGAAGGAUGUACAGUCAUAGCAUCAACACAAUCAAAAUCUCGGAGGCAGGUGCUCACAUGUCCUCCUCCAUGCCUACACAUACAUGGAGGAGGCCAUAGUGGCAACUGUCACCAUGAUUGAUUUCGUUGGGAUAGAAGAUUGACCAACUGGUUGGAAUCUUUCUUACAACAGGAAG

>rno-mir-871:X:152855953:152856453:-

UAGUUGAAAUUGAUAGUAUCAUCAAGGCUGGGGCUUCAGCAAAUAUAUGUUGCACGAGUUGUGUGCAGUGCCCUAUUCAGAUUGGUGCCGGUCACAUGAAGUACAUAUGACUGGCACCAUACUGGAUAAUGUAAUGCUCACUGUAUUCUUCAUGUGAUUUGGCCCUGAGUGUUCAUGGUAGUAUAAUUCAAAACAUGUCA

>rno-mir-879:4:21126127:21126627:-

AAGAAAGCAGCCACCUGGGUGCUGUUGAUGGCCGUCCUGAGUUCCAGAGACUCACAAGACAAGUUUCUAGAUCCAGAGGCUUAUAGCUCUAAGCCUUGGAUAAAAGAGGCUUAUGGCUUCAAGCUUUCGGAGCUGGCGACUCACUGAUCUUCGUGGUCAAGCUUCAGAGUACCAAUUCCUGCUGGCUAAGGUUGCAGUCC

>rno-mir-880:X:152850154:152850654:-

UUGCUAAAAGAUUGAAGAUUAUGGAAUCAAGGUGAUACAAAGGACUUCAUUGAACAAGCUGUGUGCACUGCAAUACUCAGAUUGGUAUGAGUCACUUCCUAAAACAUGUUACUCCAUUCAUUCUGAGUAGAGCAAGGCACACCAAACACCAGUUUGUUUUGCUAUCCGUAAAUGUCUCAUGUAUGUAUAUGGUGAUGUUG

>rno-mir-881:X:152852076:152852576:-

AUGAAAGUUGCUUGUGUUUGGGACUGUCUGAUGCCAAUCCUCAUACUCAUUGACCAAAUUGUGUGCAGUACAAUAUUCAGAGUGGUAGCAGUCACUUUAUUCUAAAGUAACUGUGGCAUUUCUGAAUAGAGUAAUGUUCACCAAAUUCAGCAUUUGUGGUAUACUCACUGAAGAUCCAAGGAGACACUGUAUUCACCGUC

>rno-mir-883:X:152829547:152830047:-

GGAAUAAUGAAAGUUAUAUUUUGAAAUCAGCUGAAACUGUGAUCUCACAUCUAAUAAUUUGUGUGCACUCAAUGCUGAGAGAAGUAGCAGUUACUUUUUACUCUUAAGUAACUGCAACAUCUCUCAGUAUUGUAAGGCUCUACAAAUGCAGGAGUGAUAACCAUAUGGAACCAUUGUGCUUCCAUAGAGAAGAUAAAUGC

>rno-mir-935:1:64068664:64069164:-

AUCGAGCGCAGCCGCGAGGCACACUGCCAAUCACGCUCGGACCUACUCAAGGCCGGCGGCGGCGCGGGCGGCAGUGGCGGGAGCGGCCCCUCGGCCAUCCUCCGUCUGCCCAGUUACCGCUUCCGCUACCGCCGCCGCUCCCGCUCCAGCUCCCGAGGCUCCAGCGAGGCCUCGCCAUCGCGGGAUGCGUCUCCCGGCGG

>rno-mir-1224:11:82536153:82536653:-

CAAUAAGGGCCAGACUCAUGAGAACAGCAACGAAGCCAGCAGCCAUGACUACCUGCCUUUGGUGAGGACUGGGGAGGUGGAGGGUAGUACCAUUAGAGCCAGAGCUCUGUCUCAGCUCCCUCUCCCCCCACCUCUUCUCUCCUCAGGUACGACUGCAAGAGGCUCCAGGCUCCUUCCGCCUGGAUGAACCCUUCUGUGCU

>rno-mir-1249:7:122973424:122973924:-

CGGGAAGGCCGAUGGGGCCCUGAAGUCUCGGUCCCAGCUCAUCUUGCUGCUCCGAUUCUUGUUUGCAUGGGGAGGAGGGAGGGGAUGGGCCAAGUUCCCUAUGCCUGGAACGCCCUUCCCCCCCUUCUUCACCUGGCGAACUCCUACUCGUCCUUCAAGACCCAGCUCAAGCAGCAACCUCCUCCAGGAAGCCUGCUCUG

>rno-mir-3543:6:134186132:134186632:-

AAGAGGGAACGAACGACCAACCCGAAGACAUGGAGGAGACAAGUGAUGAUUCAAACCAGGAGUCGAGUGAUGGUUCAAACCACGAGUUUGACAAUGGUUCAAACCAUGAGUCGAGCUGUGGUUCAAACCAAGAGUCAAUCGACGUUUCAAACCUGGAGUCAAGCGACGUUUCUAACCAGGAGUCUAGCUAUGGAUUACAC

>rno-mir-3545:6:136931984:136932484:-

CCCUUUCAAGCCGACCUUGGCCGUCGGGGCCGCCCCGUCGUUGCUGUCGCCGCUGCCGUGCGCGCCGGGUCUAGUGGUCCUAAACAUUUCACAAUUGCGCUACAGAACUGUUGAACUGUUAAGAACCACUGGACCAGGCGCGCCUGCACACAGAAGCUCUGCCCAGCCCGGAACCCCCGGGCCACGGCUCAGCGUCCUCC

>rno-mir-3549:10:65900942:65901442:-

AGGACCAAGAAAGGGUGGGCUUGGGGGGGGGGGCGAGGAGCGUGGAGAAAAUGCCGGUCCUGGGAGCCGAGGACUGGGACUUUGUAGGCCAGUUGAACUGACACCCUCAUCUUGCCCGCAAAGACCCAGCUCUCAGCUCCCGUCCGCCUUGGAGUUCGGGAUGCCGUGCGCCCCCCGACGGGCUGCCCGGGGCAUGAGUC

>rno-mir-3552:X:31209012:31209512:-

AGCAACUGAACAGCAAGAAACUCUUGUCAACUCAAUGAGGCUCAGAUGUCUUCUGUGAAUCCAGCUGGUUCAAGGCUGCAGGCCCACUUCCCUUGGCAGAUUUUUCCAUUUCAGGGAGUGGGGAAAGUGGCCCUAAACCAUCAAAAUGGAUUAUACAUCACUCUUGACAUACGUGGAUACUCCUCUCCAUUAACUGGAGA

>rno-mir-3555:8:113614253:113614753:-

GCCCAGUAGUGUUUCUGAGGAUAGAGACCACCUUAUCUGGGCCAGGGCGCUGCUCAGGCAGGAGAGCAGGGAACGAAAUCCAAGUGCAGCUGGAAUGCUCUGGAGACAACAGCUGCUUUUGGGAUUCCGUUGCCCGCUGUCCAGCCAUUGGAGGAGGGCUCUUGCUCCCCAGGUCACUCGCCCUGAGGCCAAACCGGAAC

>rno-mir-3559:X:92588128:92588628:-

GAACCCUGGGAAGACAACGAGGAUGAAAGUCAAGGUAAGUAGGCUCAGAAGAAAGCCUUUUUCUCUCUGCGUGACAGACUUAGUACUACAUGAUCCAUGUUAAUGAAACUAAUGUAGUACUGAGUCUGUCGUGCAGUGAGUAAAAAAAUCCAAAGAGAUUUGAUAAGCAUAACAACUACAUAAGUGCGCCCUGGGUGGGG

>rno-mir-3560:X:27331048:27331548:-

UGCAAGCAGCAAACGGAUGACACACAAUGCACAGACCUCCUGUCCUCACAUGCAGACCAGGCUUACCUUCCCCAAAUCCUUGCCCGGGUGCAUUGCAUACAAAUAGCAUUUUCACCCAGGGACAAAGGAUUAGAGAGGACGAGCAGAGCAGAAGGCCCAGGCCCUUGUACCAUGUUUGUGUGGUUCUGUAUAUAAUAUUU

>rno-mir-3567:3:4768001:4768501:-

UGGCCACCCUGAGUGCCAACAAUGGUCCUUACCCAGGUCCGAUGCACUCCCGGUGCUGCGCUGUUGACCACGCAUUAUUACUCACGGUACGAGUUUGAAGUGUCACAGCGCGUACCAAAAGUAAUAAUGUGCUGUCACCGGCAAAGACACGGCUCCAGGCUGCCAGAGUCAGGGUGGGGCUCUUUUUUCAUUCAGUUGGU

>rno-mir-3572:1:63873899:63874399:-

CAAUAGUAACAGUGGCACAGGCGGAGGGGCUGGCAAGCAGAACGGUGCCACCAGUAAGUGGAGGCCAGUUUGGGGGACAGGGCAAGGUGGGCAGUAGCUGACAGCCUGUUUACACUUGCCCUUUUUUCCCCAGGCUAUAGUUCGGUUGUGGCAGACAGCCCUGCAGAGGUGGCCCUGAGUAGCAGUGGGGGCAGCAGUGC

>rno-mir-3580:X:152867020:152867520:-

UUAUUUUGAAUAUUGAAAAUGAUGGAGGGAGUGUGAUGGGACUUCCUCAUUAAUGUAAUAGUGUGCUAUGCCCUGCUUGUACUUAUUCUGGUGACAUGAGGUAUCUGUGACUAGGGUAGUAUGAGUAGAGUAAAGUUCACCAAAUUCUUCAUUUGAUCAGUCUGGAUGAUGAGUAUGGUGGCUUCUCCUUAAUUUAGAUG

>rno-mir-3581:6:134424393:134424893:-

GAAGAUGAGUCCACGUUCUUCCCUGAGGUGCUGGGCCUCCAAUUGGCCUCCCUGGAGGGAUUUGAUACCGAAAAGGGGUUCACCGAGCAACAUUCGUCCUCCAGAUGCAAAGUUGCUCGGGUAACCUCUCUCCGAGUACCAUGGAGAGGCUUGGACGCUCAGAACAAGGCCGAUGGAUGGCUGCGUUUCCAGAAGAACCA

>rno-mir-3583:5:152608793:152609293:-

GUGUCUGAAGGAAUCAUCUGGGGAGGGUCUCUUAUAAAACGCUCAUGUUUUACGUAUUCACUAAUGGUGAGCAUGAAGAGUUCAGAUCACGUUCAUGAAGUGCUGAUGAACCUGACUUCUCUCUUCAUGCAGUUGUCUAUCUUGGUGCAUCCUGACAAAAACCAGGACGAUGCUGACAGAGCACAGAAGGCUUUUGAAGG

>rno-mir-3584:1:253307382:253307882:-

CUUAUAGGGAGCAAAAAGUUUCCGUGACAACGCGGAAAUGAGUAACACUGCAGCCUAGUAGAGCUGGGCGGGAGGAGUCCAGGAGGCGGGAGCUGCCGCGGUCUGGUAGCCCGCAUCUCUGGAUCCCCGCAGCCUGCAGACCCGGGACCCCGACCCGCGCGUGGAGCGAAGCCCACUCGGUACCCCUACGGCCGCCGCGG

>rno-mir-3588:11:16443559:16444059:-

CUGUCCUUUUGUUCUGGUGGUUUAUGCCGAGAAUCAAUAAGGUCCAAAGCUGCUGGUACCUCUCCGCCUAGGUCCCAAGAGCCUGACUUGUGAUGUUACUAAAAUACCUCACAAGUUAGGGUCUCAGGGACUAGGAAAAGUCUGGUUUGAUGCAGGAGAAUUCUUCUUCCAGUGCAAAGGACAGCUUAGGAAUUAGAGUU

>rno-mir-3593:6:76163436:76163936:-

AGAAGGCGGUUGCCACGGGGACCGUUCGCCACCGACGGCAGAGUCGUGAAACUCCAUCACCACACGACUGGAUUUUGGCCUCCGCAGGGUUGAAGCUGCUAGAGAAGCUUCAACCUUAAGGGGGCCUCAGGGAGAGAGGAGUGGCGCCGCGGCGGAGCGCUCCAUCUCCGCGGCUGUGGGGUCCCGGCCACGGCCUGGGC

>rno-mir-3595:6:134404583:134405083:-

CGGAGAGCAUGCUUUCUUCCAUGAUGACGUCUUGUCCUCGGUGGUUUCCCAAGCAGCAUUUGAUACUGAAAACGUGGAUUUUCCUCUACGAUUAGUCAUUAAUAUUGUACUCAUAGAAGGAGAAUCUACCUUUUAAAUAUCAAAGAACAACUCGAUCCAGGAGGCCUCGAACUUGUGCUUGCGUCGAUGGAAAUGGAAGC

>rno-mir-3596a:8:44525665:44526165:-

UCCUAGGAAAAAGGGCCCGGAGGAAUCAUAGUUCGUUCUCACCAUGUUGCUUUGUGCAAGUCCCAAGGAAAGCUAGGAGGCUGUACAGUUAUCUCCCUUGUUGUAACUCUAAACUAUACAACCUACUACCUCAGCCUGGGAGCAUGCCGUCACAGUGGCUGGAGCGCUACCCUUUCUUAAGCCCUUCCAUUUCAAGAUAG

>rno-mir-3596c:1:56487037:56487537:-

AACUCUGGAGCAGUGGUGUGGACCUGGGGUCCCCGCCGGCCCCUUCCAGUGCAGGGCGCAGCCUGGGGAAAGCUAGGAGGCCGUAUAGUGAUCUCCUCGGGUGUCUUCCUCAACUAUACAACCUCCUACCUCAGCCCGGGGGGCGCGGCAGGUGGGCAGAUUGACAGAUGGAUUGAUGGGAGACCAGAAGUAGGGAGGGU

>rno-mir-3596d:17:22120029:22120529:-

CAGAAUUCACCUAAGUUUAUAAUAUCCUCUAGAUAAAACAAUGCAGCAAGUCUACUCCUCAGGGAAGGCAAUAGAUUGUAUAGUUAUCUCCUAAACAGGGUAAAAUCACUACCCCACAACUAUACAAUCUACUACCUCACUCUGAUAGAGCAAUUUUUUUCUUCUGGAAUAAACAUCAGUCUCUUUCAAGAAAGGUUAAC

>ENSRNOG00000044087:3:51642274:51642474:1

AUCCAGUGCGUGGUACCAAACUAGAGAAAUGGGAGAGUAAGACCACAAGAAUUACUUUGUCUACAGCCAUAUCAUCCUGAACAUCCCUGAUCUCAUCAGACGCUAAGCAGGAUCAGGAGAACCUUGUUUGUUCAUUGAUAAUAGCAUGUAAAAUAGUUAUGUUCUGGAAAAGCUCUCUUUCUCAGAUUAUUGCAGUGGGC

>ENSRNOG00000035975:16:39608947:39609147:1

CCCCAAAAAUAUUUUUAACCUAAUUAUUGAUGAAAAAUUUUCCAGACUAAAGAAAUAGAUGCCUAUAUAUGGUCAUACCACCCUGAAUGUGCCUGAUCUCGUCUGAUCUCAGAAGCUAAACAGGAUCGGGCCUGUUUAGUACUUGGAUGGGAAACCACCUGCAAAUAGUGGGUGCUGUAGGCUUUUAAAAAGAAAAAGAA

>ENSRNOG00000034672:9:92902667:92902867:1

UGUUGGCUUUCAGCAAUGGUGUUCUCAAUCUGUUAAAAAAAGUCUACGGCCAUACCACCCUGAACGCGCCCUAUCUCAUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCUUGGUUAGUAUUUGGAUGGGAGACUGCCUGGGAAUACCGGGUGCUGUAGGCUUAUAAAAAAAAAAAAAAGAUCACUUUUGCUGACUUCAGAU

>ENSRNOG00000044150:12:23345942:23346142:1

CUGAGGUAGAAAGAACAGGAAUUCAGGGGCAGUCUAGGAGACUUUGGAAGACCUUAUCCCUGGCCAUACCAUACUGGACAUGCCUGAAGCUAAGCAGGGUUGGACCUGGUUAGUACUUGGAUGGGAGACCCUAUCUUAAAAUAGAUCUCUGAGUUGGCCGUGGUGGUACACGCCUUUAAUCCCAGCAUUUGGGAGGCAGA

>ENSRNOG00000035357:7:43564752:43564952:1

UUUGGAAUUAACCACUGUUUUAGAAUUUUAUUGUAACAAUUCAUCAGAGUUGUACAACCCUACCACCCUGAAUGUGCCCAAUCUUGUCUGAUCUUGGAAGCUAAGCAGGGUUAGGCCUGGUUAAUAUUUGGAUAGAAGUGUGCCUGGGAAUACCAGGUGCUGUAGGCUUAAAAAGACAGAAAGAAAGAAAGAAAAUAAUU

>ENSRNOG00000034920:3:61838545:61838745:1

CUCACUGCGCUCAUACACAGUUAGUCAUUUGGAAUGGAAGCUGUGUGGCUAUACAUUGGAUUUCAUGGUCUACCAUACCACCCUGAACGCACCUCAUCUCAUCUGAUCUCAGCUACGCAGGGUGGGCCCCGGUUACUACGUGGCUGGGAGACUGCCUGGGAACACCGGAUGCUGUAGAAUGUGCUUGCUUCCAGCAGCAC

>ENSRNOG00000035114:12:22630511:22630711:1

AUAAGGGGCUGCUUUAUUUUUCUUUCUGGAAACAUUUUCUUCUCCCACUUAGAAGAGCAUUUCCUAAUAUGGCCAUACCACCCUGAACGCGCCCAAUCUCGUCUGCAGGAAGCUAAGCAGGGUCGGAUCUGGUUAGUACUUGGAUGGGAGACCUCCUGGGAAUACCAGGUGCUUUAAAAAAAAAAAAAAAGAGCAUUUCC

>ENSRNOG00000035230:1:249474506:249474706:1

AAUUAUUAGACUCUUAAAGGGUUUGUAUAGAUUGACGAAAACUCAAAAUGAUUAAAAAUAAAGGUUUAUGGCCAUACCACCCUGAAUACACCUGAUCUCGGCUGAUCUCAGAAGCUAAGCAGGGUUGGACCUGGUAAGUACUUGGAUGGGAGACCGCCUGGGAAUACUGGGUGCUAUAGGCUAUCUAGUAUUUUGCUACA

>ENSRNOG00000042015:16:51073557:51073757:1

AGUGUGCAGGCUGAAACCUAUCUGCCAUCUUCAACUGAAAAUUCUUCUUCCUAGGAGUUAGCUUGUGUAUGGCCAUACAACCCUGAAUGCAACCAGUCUUCACUGAUCCUGGAAGCCAAGUAGUGUCGGGCCUGGCUAUUACUUGGAUGGGAUGUAUAGUAGUUGGCAUUUAUGAUAACGAGAGUCUCCUGCCUUUGCAU

>ENSRNOG00000036083:2:505923:506123:1

GUGCCAGUGUUAGCACCCAUACAAGUCCGCUCACACCCCACAUAGCCAUACAACUCUUAGCGGUGGAUCACUUGGCUCGUGUGUCGAUGAAGAAUGCAGCUAGCUGCGAGAAUUAAUGUGAAUUGCAGGACACAUUGAUCAUGGACACUUCGGACGCACUUGCGGCCCCGGGUUCCUCCCUGGACUACACCUGUCUGAGA

>ENSRNOG00000035171:10:43360876:43361076:1

UAACCACUGAGCCAUCUCUCCCACUUUGUCACAUUCUUUAGAGUAUUGUUUUGUUUUUGGUACCACCUAGAACUCACCCAGCCUCAUCUGAUCUUGGAAGUUAAGCAGGGUCAGGGGUGGUUAGUACUUGAUUGGGAAACUGCCAGGGAAUAUCAGGUGCUGUAGGCUUUUACAAAAUAAACUGUUUCAUGUGUGCGUGA

>ENSRNOG00000041834:6:43365983:43366183:1

UUUGAAUUAAGCAUUUUGCUUCUCUUUCAUUCCUGUAAUGGCCUAAAAUUUAUCAAAUCGUUUUGAGAAUCAAAGUCCAUCUGUAGCCAAACCACCCUGAAGUCAAAUGGUCUUGUCUGAUCUCAAAAGCUAGGUGGGGAUGGACAAGGCAGUGUUUGGGUAGGAAAAUAAAAUGUGCCAAGUUAAAAGAUAGUAUGUCA

>ENSRNOG00000036453:4:156954165:156954365:1

GGUAGUUCUAGGACCAGUACAAAAAACAAACAACCCCAACAACAAAAAGAAACCGUCUUCAGCCAUACCACCCUGAGGGCACCCAAUCUUGUCUGAGCUCAGAAGCUAAGCAGAGUUGGGCCUUGUUAGCUCUUGGAUGGGAGACUGCCUGGGAAUACUGGGUGCCGUAGGCUAAGAAACAAAACAAGCCACCAAAACAA

>ENSRNOG00000044954:X:41460692:41460892:1

GGUUAGCUUUCAAUCUAGAUGUCAUGCAAACAACUGGCUAUGGAAGUAUACAAGACUCACUGGCCAUCUAGGUAUGACCAUGCUAUCUUGAACCCACGUGAUCUCAUCUGUUCUUAGAACCUAAGCAGUGUUGGUUCUGGUUAGUACCUGCAUGGGGAGACUCAGUGGCCUUGAUAUUUGUGAGACCCUCCUGCUUAGAG

>ENSRNOG00000044769:1:247664079:247664279:1

UGUAGAUUGCUCAAGUGGGUUAGAAAUCAUUGACUUCCAUCUAUGGCCCUACCACCUGAACAUGCCAGAUCUCAGAAGCCAAGCAGGGUUUAUCCUGGUUAGAACUUGGAUAGGAGAUGACUUGGGAAUAAGCUUUAAAAAAUAAAUAAAAAGGAAAUCAUUGACCUUAUCACCCACCUUAAAAUAGAUCGCCUGCCACG

>ENSRNOG00000044282:6:110214619:110215019:-1

UGUAACUCAUCUGAGAGAAGAGCAAGCCUCUACCAUGGUUUCCAGAACAAGGAGAGAGAGAGACGUGAAUGAAAGCCAUUUAGGUCUAUGGCCUCGCCACCAUGAACGCUUCUGAUCUUAGAAGCUAAGCAGGCUUGGCCUGGUUGGUACUUGGAUGAGAAAAACUGUAAGAGGAAAACCUGGCCUAAAAAUUUCCAAAU

>ENSRNOG00000036194:8:26528520:26528920:-1

AGGAAGUUAUAGCCUCGUCUACCAUUGGCUCAAUAAGGUCUCAACUACAGUCUUAAAAAUUGGCCAGAGUUUAUGGCCAUACCACCCUGAACGUGCCUGAUCUUGGAAGCUAAGCAGGGUUGGGCCUGGUGAUGGGAGACCACCUGGGAAUACCAAGUGCUGUAGGCUUAAAAAAAAUUGGCCAGAUUAUUAAUCUGUUA

>ENSRNOG00000036348:12:42039:42439:-1

CUGCCGUAUUCUGGCUGUGUCAAUGAAUAGUUUAUAUUCCUUUAAAAAAAAAUGUCAGAAGAGCCUACAGCCAUACCACCCUGAACGUGCCCGAUAUCGUCUGGUCUCGUAAGCUAAGCAGGGUGGGGCCUGGUUAGUACGAGGAUGGGAGACCGCCUGGGAUACCGGGUGCUGUAGACUUUUGGGGGUUGGGGAUUAGG

>ENSRNOG00000041857:12:40580868:40581268:-1

AAAUUAAAAUUCUAGCCAGUCUUAAAGACGAGAGUCCAUUCUACAGCCAUACCACCCUGAGCAGGCCUCAUCUCCUCUGAUCUGAGAAGCUAAGCGGAGUCAGACCAGUUCAGUACUUAGAUGGGAGACCGCGGUCCUGCAACCAAGGGUUCCACUGUGCUCCUGUGGACCCUGCAGUCUGCGGCUUUACACGGAGAGAU

>ENSRNOG00000036437:2:332579:332979:-1

GCAGGGGCGGGCGGGGGAGCUGGUGCUGUUGUUAGCACCCAUAGGAGUCCGUUCACACCCCAGAUACCGAUAAGACUCUUAGCGGUGGAUCACUUGGCUCGUGCGUCAAUGAAGAAUGCUGCUAGCUUCGAGAAUUAAUGUGAACUGCAGGACACAUUGAUCCUGGAAACUAUGAAGGUGAAAGACCCCCUCCCAGAAAG

>ENSRNOG00000044168:16:12784002:12784402:-1

CAUUAUAUGUUCAGUGAGCUAUGUAGAUGUUGUUCUCAGCAAUAGGGCCUCAUCUACGGCCAUACCACCAUGAACGUGGCUGAUCUCGUCUGAUCUCAGAAGCAAUAGGGUCUUGCUGUCAGUUUUCAGAGCAACAUCUGUCUUAUCACCAGCCAGGGUUGUUCAGGGAUUUCCAUGGGACCCUCUUGGACAACAACCCA

>ENSRNOG00000034535:15:23761138:23761538:-1

AGACAGAACCUCUGUGUACAUUUAUUGUAAAUAUUAGUAUUUGUCAUGUUAGAAACAGAAUUGGGUCUACCACCAUACCACGCUGAACGCGCCAGAUCUCUUCUGAUCUCGGAAGCUAAGCAGGGUCAGACCUGGUUAGUACUUGGAUGGGAGACCUCCUGGGAAUACCAGUUGCUGCAGGCUUUUAAAAAAGAAAGAAA

>ENSRNOG00000034490:X:21593548:21593948:-1

GGAUUCCCAUCAAAUGGCCACAAGACACAUGUUGUAGUGGCUUCUUAAGGACAAAACCAUGUCUACAGCCAUACACCUUGAACGCGCCUGAUCUCAGAAGCUAAGCAGGAUCGGGCCUGUUAGUACUUGGAUGGGAGACCACCUGGGGAUAUCCAGUGCUAUAGGUUUGUAGGACAAAACCAGAUAGCCACCAUAUUUUC

>ENSRNOG00000036438:2:330093:330493:-1

GCGGGGGAGCUGGUGCUGUUGUUAGCACCCAUAGGAGUCCGUUCACACCCCAGAUACUGAUAAGACUCUUAGCGGUGGAUCACUUGGCUCAUGCGUCGAUGAAGAAUGCAGCUAGCUUCGAGAAUUAAUGUGAACUGCAGGACACAUUGAUCCUGGAAACUAUGAACGUGAAAGACCCCCUCCCAGAAAGGGAAUUGUAC

>ENSRNOG00000034516:12:29568:29968:-1

AUUCUGGCUGUGUCAAUGAAUAGUUUUAUAUUCCUUUAAAAAAAUGUCAGAAGACCCUACAGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCAUGCUUUGUACGUGGAUGGGAGACCACCUGGGAUACCGGGUGCUGUAGGCUUUUGGGGGUUGGGGAUUUAACUCAGUGG

>ENSRNOG00000041897:8:14006454:14006854:-1

ACCAACAUGAAAUAGCUAAAACCAUGAACUAUAUGGAAAUGUUUUUGAAAUGUCAUACUAGGUUGCUACUUCCAUAUCAUCUUGAAUGUUACCCAUCUCAUCUGAUAAUGGAAGCCAAGCAGGUUUGGAAGUAGUAAGAACUUGUUGAGAGAUAUCAGAUGAUAUUAUUGGGAGAAAACAAAGAAGCAUAGUAAAGGCAU

>ENSRNOG00000040886:19:1267891:1268291:-1

GAAGAAACCUAGGAGAAGACCCAAGCACCAGAGAGGUUUCUUGAAAAUGGAUGCACUUGUCUGUGUCCAUACCAUCCUGAAAAUACCCAAUACAUCCUGAUCUCAGAAGCCAAGCAGGGUUGGGCCUGGAUAGUACUUGGAUGGGAAAAUAGAUGAACUUACAUUAAGCAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUA

>ENSRNOG00000036163:12:8497745:8498145:-1

CUAAUGCACCUGGUACUGACUUUAGAGACCCUGGAUUGUUUAAACUGUUCAAAACGUAGUUCUGGCCCAUGGCCCUACUACCCUGGAUGUACCCGAGCUCAUUUGCUCUUGUGAAGCUAAGCAGGGUCAGACUUGGUUAGUACUUGGAUGGGAGAAUGCUAGGGGAUACUGGGUGUUGUAGGCUUUUAAAAGCAAAUGAA

>ENSRNOG00000035926:18:60364988:60365388:-1

GGGGGAAAGAUAUGAGGGAUGUGGUGUAAUGGCAUUUUGAAAAAAAAUUGGAUUAUAUAGAAAAUGACAAAGUUGUCUAUGGCCAUACCACCUUGAACACACCUGAUCUCGUUGUCUCAUCUCAGAAGCUAAGCAGGGUCAGGCCUAGAUAGUACUUGAAUGGGAGACAGCCUGUGACUACUCGGUGCUGUAGGCUUUGG

>ENSRNOG00000035103:12:37736528:37736928:-1

CUUUAUUAGUUUUGUAUGUCGGAUCACACAAAUGUAUAAUAGAAAUACUUUUGUCUCUACAGCCAUACCACCCUGAACACGCCCGAUCUUGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUAAAAAAAGAAAAAGAAAAAAAAAU

>ENSRNOG00000045182:X:97458264:97458664:-1

UCCGAAAAAAAAAAAAAAUUUGUAAACACUUUCAGGUCAUGAGAGCCACUACCAUUGAGAUGUUUCCUGUCUAUGGCCAUACAACCUUGAACACACACUAUCUCAUGUGAUCUCCAAAGCUAAGCAGAAUGGGAUCUGAUUAGUACUUGGAUAGGAAAUAUAUUUCCUAAGCCUUUAUAAGAAGGGCUAAAUUAUUUCAG

>ENSRNOG00000045032:9:19383502:19383902:-1

CGUCUUCUGAACUGCAGAUGUAGGCGCUGUGCUGCAAAUCUAUCUGUUAGGACUGGCUUCCCCACAAUCUGUUGUUCCCUGCGGUCAUGCUACCUGGAAUGUGCCCAAUCUUGUCUGAUCUUGGAAACUACAUGGAGUUGAGCCUGGUUAGAACAUGUAUGGAGACAUAACAAUUUUCAACAAAAACUGUACUUUCUUUG

>ENSRNOG00000044850:5:29483707:29484107:-1

AGAUAGAUAGAUAGAUAGAUAGGCAGGCAGGCAGGCAGAUAGGAGUGAUUAUAUUUUAGAAAAAAAAGUAGAAAUUAGUUAUGGCCAUGCUAUCCUGAAUGUAUCAAUCACUUUUAAUCUUAGAUGCUAAGUAGGAUGAGACCUGGUUAGCGCUUAGAUGGGAAGGCAUAGGUGAAGCUAUAGUUCCCAGGGACUUUGAU

>ENSRNOG00000044895:4:123306357:123306757:-1

AGGGAGAGGAGACAGGAAGUCACCUUUCAGACUCUAGUAAUGAUCUGUAAUGAGAACAGGGGACAGCCAUCUGUGGCCACAUAACCCUGAACACCAGAUCUCAUCUGAUCUCCAACGCUAAGCAGUGCCAAGCCCAUUAGCACUUGGCUCAGAGGAAGAAAGUCAAGGAAGGCUGCGGGGGAGAGGUGGCAAUUCACAGG

>ENSRNOG00000044576:1:122794209:122794609:-1

UGAGCUCUAGCAGGGGCUGACAGGUGCUUUUUUGGGGAACCACCCUGCAGUUUACCACAGUCAUACCACCCUAAACAUGCCCAGUCUCGUCCCACCUAGGGAGCUAAGUAGGGCCAGGCCUGGUUAGUAUGUGGAUGAGAGAAAAAACACCCUCCAUAAAAAGAAAUCUACUCAAGAGCUGUCUGUUCUCACAUCCUCCA

>ENSRNOG00000045148:14:8957491:8957891:-1

CAAUGCUGCUCUUAGGUUAACCAGCUUUAGUGUGGUAAGAUGCAGCUCGGGAAGCUCCAUCUAUACCACCCUGAUCAUGCCCAAUCUCGCCUGAUCUCGUAAGCUGAGCAGGGCUGGGACUGGAUGGUACUUGGACAGGAGGUCACCAUAUUACUGGGGCUGGAGAGAUGGCUCAGUGGUUAAGAGCCCUGCCUGCUCUU

>ENSRNOG00000044610:13:48111854:48112254:-1

AGGACAACUCUGGGAGUUUGUUCUCUUCUACAAUCUUUGAAAUUGUGGAAUUGAAUUCAGGCUGCGUUUCUGACUACCUUAGAGAUAACUAAGCCACAGCACCCUGAAAGCGCCCGAUCUUGUCUGAUCUCAGAAGCUAAGCAAGGUGGGGGCUGUUUGAUACUUGGAUGAAAGACAACUCCUGUACUCAAGCGAUACUC

>ENSRNOG00000044930:6:27125597:27125997:-1

GAUGGACCAUCUGGGUGAGCUCUGUUGUUACAUGCAAACCGCAAAGUCCACACAGCCUUGAACACCCAACCUCUUUUUAUCUUGACAGCUAAGCAGGGUCAAGGCCUGGCUUAGUACUUAGAUGGGAGACUGGAAAAUAAGAAGCUGAGGAGCCUAGCGAUUCUCAUGGAGAAUUUACCAAGCUCUGGAGAGAGAGUAUG

>ENSRNOG00000044631:13:81511616:81512016:-1

AAAUAACUGCCGGAGAGCCCACUCCGUGAAUGAGUGAACCAUGCAUACGGUCUCUACCCUGAACCGGCCCAGUCUCGUUCGAUCUCACAAGCUAAGCAGGGUCAGGCUUGGCGAGUACUUGGGUAGGAGACUGACAUAUGUGUUCAGUCGAGUUGCUUUAGAUAAGGGCAAAAGAAAAUCCACUGGGACAAAUGGUAGGC

>ENSRNOG00000044512:3:108347617:108348017:-1

GCACAGCCUUCUCCUGGUGCUUCACCAAGAGCAGUUUAGGCUAGGGCUUAAAUAGGACACUCCAGUCUCAGCCAAACCAUUUUGAAUGUUCCCUAUCUUAUCUCAUCUUGGAAGCGAAGCAUGAUGGGACCUGGCUGUUGCUUGGAUGGGAAAUGGUGAACUGCCCAAGGGUCUCCCUGACUUACACCCUAGGGCUUUGG

>ENSRNOG00000044968:X:22251184:22251584:-1

GACCGGCACAGCGGGUAAGUUCAAAACAACAAUGGAAUUAGUGUUGAGAAGUCGUGUACUGACAUACUAACCUGAAUAUCCCUGAUCUCUGCUCUGUGAAGCUAAGCAGGGUUGAGCCUAGUGAGUACUCAGAUGGGAGGCGUUUGUUUGAGAUGGGGCCUCAUGAUGUAGCCCAUGCUGGUCUGAAACUUGCUAUGUAA

>ENSRNOG00000045005:16:4274902:4275302:-1

CGAGCAGAGUCCAGAUGGAUGCCUUCAUCCUGCAGAUGCAUGAGAAGUACAGUCUGCAGUCUACAGCCACAUUACCCUGAACAUAUCCAAUCUCAUCUGAUCUCAAAAGCUAAGCUUGGUUAGGCCUGGCUAGCAUUUGGAUGGAGGUAGUGUUAGGUAAUAAUGCUAGGAAGAGGAAAUACAAGGCACUCUCUCUGAGG

>ENSRNOG00000045084:3:57592224:57592624:-1

CAAUUCCACUAUUCAUAAUAUCCAAAGAAAAUGAAAUCCUGCUUAUGACCAUACCAUCCAGAACACACCCCAUCUUGUCCAUCUCGGAAGCUAAGCAGGGUCUGGCCUGGUUAGUCUUGGAUGGAAAUGAAGUUCUAUGUCAGAGACACCUGCACUCCUACAACAGCAGGAUAUCCAAUCAACCUAGUGUCUGCCAAUGA

>ENSRNOG00000034658:14:50351679:50351879:1

GAUAUAAAUAAAAUGGCUUUUAAAACAUUAUUACCGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGAAUGACAUGCAAAUUCGUGAAGUGUUCCAUAUUUUUUUAUGAAAUUCAUAGACAAAUGGUUGGAACUGGAAAAUAUCAUCCUGAGUGAGGUAAU

>ENSRNOG00000034504:6:71287868:71288068:1

AAAAAUAUAUUUUAUCAGUAUAAGAACAGAUACAAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGGAGAAGAUUGGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGUGUUCCAUAUUUUUUCACAGAAAAACACACAUGGUAUGCACUCAUUGAUAAGUGGAUAGAUAUUAGCCCAA

>ENSRNOG00000034659:5:136934905:136935105:1

GCUCAAACUGUUCAGCAAUUCUCCCUAGGUUAAAGUCCAGACUCCUGUGCUGGCUUCGGCAGCACAUAUACUACAAUUGGAACGACACAGAGAAGGUUAGCAUGGCCCCUGCGCAAGGAUGACGCACAAAUUCCUGAAGCUUCCAUAUUUUAUAUAAAAAGAAAAAAUCCAGACUCCUUUAAAAUCUAGGUCCCACACCU

>ENSRNOG00000034707:14:61018788:61018988:1

AGGAUCCGAAUAAAAAGGGUUAGAAUUGUAAGCAACAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUAUUUAAAAAAAAAAAAGAAUUGUAACCAACAGAAAGUCCCAGAUGCCAGGAAAGCAAGAGAAU

>ENSRNOG00000035345:4:100131353:100131553:1

UCCAUAAUGUAUUAUCUAUAGAAAUGUGUGAAAUAAUGAGAUUUCUCAAAAGAAAAUCACACUGGUGCUCAUUUUGGUAGCACAUAUAGUAAAAUUGUAACAGUACAGAGAAUUAUCAUGGCCCCUACUCAAGGAUGACACACUGAUUCAUGAAGCUUCCAUAUUUUUAGACAACUUCCCUAAUCUAAAAAAGAGAUGCC

>ENSRNOG00000035098:9:9045635:9045835:1

CAGGAACGGGAAGUGGGGCUAGGCCAUUAAAACCUCAUCACCUGUGCUCGCUUCAGCAGCACAUAUACUAAAAAAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCUCUGCGCAAGGAUGACACGCAAAGUCGUGAAGCGUUCCAUAUUUAAAAAAAAAAAAAAAAAAAAAAACCUCAUCACCCACCCUGGCGACUC

>ENSRNOG00000035224:4:3975963:3976163:1

UAGGAGACAGUAAAAACUCAUUUUCUGUGCUCACUUUGGCAGCACAUAUACUAAAAUUGGAAGAAUAGAGAGAUUAGCAUGGCCCCUUCAUAAGGAUGACAUUCAAAUUUGUGAAGUGUUCCAUAUUUUUAAAAAGAGAGAAACUACCUCAGAGCAAAAGGCUAGAAAAGAAAUUCCAAGCAAUGGUCCUAAGAAAUAAG

>ENSRNOG00000034879:1:75525626:75525826:1

CCUGUAUAACGUAUGAUAAGAACUUCUAGUAUCUAGUGCUCACUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUGCAAACCACUGAACUGAGAAUAGGACCCCCGUUGAAGGAAUCAGAGAAAGAACUGGAA

>ENSRNOG00000041488:16:35231973:35232173:1

UUAUCAUGACUUUAAAAUAUUUUGAGCAACAUAGGAGAAAUUUAGAAAUAUAUCAUUUUCAAAGAACAUACUUUGUGUGUUGUAUGAAAGGAGAGAAGGUUUGCACUCCCCUUGACAAGGACGGAAGAGGCCCUUGGGCCUAACCACACAUCCGGUUGAGGCACUGCCACCUACUGCGCAGCAUCUCACCACUGUUUGGG

>ENSRNOG00000036469:5:156608804:156609004:1

UAAGAGGCCCUGUCUUGAAAGGAAGAGGGACAUCAGCUGGGAAGUGGUGGUGUAUAAGAUUUUCUGCCUAAGCUUUGUGCAGUGGCAGUAUCGUAGCCAAUGAGGUUUAUCUGAGACGCGAUUAUUGCUAAUUGAAAACUUUUCCCAAUACCCCGCCAUGACGACUUGAAAUAUAGUCGGCAUUGGCAAUUUUUGACAGU

>ENSRNOG00000036001:2:163029671:163029871:1

UUUCACUUUACAGAAACAAUCAAAAAACCAAAAAUAGUGCUCCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCGUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUAGAGGCAAGCGCAGGAACCCAAGCAACAGAAACCAAGACUCCAUGGCAUCAUUGGAGC

>ENSRNOG00000041031:5:123506296:123506496:1

AGUUGAGAGAGAAAAUUUAAAAGCCCUCUUUUUAUAUUUUCCUGACAGAGGAGAUGCCACGGUCAUGGUGGUGAUCUCAGGACGAACGAGGCUCGUUUAUUGUACUGUGAAUGUGCAAACCCUUGUGAUUCCCCAAAGUGCAGGAAACUAUAUAUAAUUUGUGGUAGUGGGGGAUUGUGUUUAUAUGCUCCUGUUACUCU

>ENSRNOG00000041436:7:99702156:99702356:1

GUGAGACAUGACUCGGGGAGACAGAGACAGUAGGGGCUCUGAAGCUUGUUGGAAAGGAGCCUAGUGUUGUAUGAAAGGAGAGAAGGUUAGCACGCCCCUUGACAAGGGUGGAAGAGGCUCCUGGGCCUAACAACACACACAUGGAAAGGAGCCUAACUCUAGGUUUGAAAGACUUUGUCUUGAGGGAAUAAGGAAUGUGA

>ENSRNOG00000036076:2:124284279:124284479:1

UUAGGAGUGAAACUCUUACUCACAAACAAAGAGGAGUCCUCGCUUUGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGACAGGCAAAUUCGUGAAGCGUUCCAUAUUUUUGCAAACCACUGAACUGAGAACGGGACCCCCAUUGAAGGAAUCAGAGAAAGGAUUGGAA

>ENSRNOG00000044862:8:21127857:21128057:1

AAAAGCAGCCAGUGCUAACCUCUGAAUCAUCUCUCCAGCCCAUGUUUUGGCUUUUUUGAAACUGGGUCUCAGCUUUGUGCAGUGGCAGUAUUGUAACCAAUGAGGUUUAUCUAAAGCGCGAUUAUUGCUAAUUUAAACUGGGUCUCACCAUGUAGCCCAGGCUAGCCUCUAAUUUGUAAUCUUCCUGAAUCUGCCUUUUG

>ENSRNOG00000044225:1:187990135:187990335:1

GUAAAUAUACCAGAUGUUAUUUGUUAUUAGUGAAAUUAAAAUAAGAUCCCAGCAGUACAUGCACUAAAACUGGAAUAGAGAGAUUAGCACGGUCCCUGUACAAGGAUAACAACGCAAAUUUGUUACGUGUUCCAUAUUUAAAGAAAAGAUCUGUCUUGGUUAGAGUUUCCAUUGCUGUGGUAAAACACUAUGACCAAAAG

>ENSRNOG00000044858:5:121918125:121918325:1

AGGUAGACACGACAUGAACUCAGACACACGCAUAGGAAUGAGUUUGCCUUGACUUAGCUGGCAUCAUGAUUUUGAAGGUAGUUCUCCCAGGAUGAGGUUUAGCCAUCGCAUCCUACAUGUGCUGAUGCCUUCGAGUUCCCCAAAUUCAGGAAACUCAACAUAAUUUUGUGGUAGUUGGGGAACCGUGUUUGCUCUCUCCU

>ENSRNOG00000043938:2:178329341:178329541:1

AGGUUAUGCAUUUAGAAAUUACUAAUUUUAUUUUUUGUGUAUACCAAUUAAUACUUAGAAUAAACCGCAGGGAGGAAGCAUGAUCUCAGAGGUGGCUCUCCCAGGGCCAGUGUUAUCCAUUGCACUUCAGAUGCGCGGACCUUCAUAUUUCCCCAAUGUGGGAAACUGGACUGCAUCCUUUCUGGUAGUGAAAGUCUCCU

>ENSRNOG00000043614:7:26228029:26228229:1

AUGGGAUAAUCAAAAGGAAACCUGGAGUAAAUGAUUGAAUUGAUAUGCAAAUAAAAGACUGGGCUUUGGUCUGCAAGAGCAGAGUUAUCCAGUGAGCUAUUGCAGCUCUUUUAGAAUUUGUCUAUCAGGUUUUCUGUCUUUAGUCAGGAAAUCCAAGAUCUAUCUAGAAAGCUAUCUCAAGCAGAAGACAAAGCUGUCAG

>ENSRNOG00000044402:13:104912957:104913157:1

CUAUGCAGUAAGACCUCGUCUCAACAAACAAACUAAAGAAUAGUAGUAAGUGCUUACUUUGGAUUUUGGCAACACAUAUAUUAAAAUCACAAUAAUACAGAGACUAUUAGCAUGACCCCUUCCCAAGGAUGACACUCCAUCAUCAUCACCAUCAUCACCAUCACCAUUAUCACCAUCAUCACCAUCAUCACCAUCAUCAU

>ENSRNOG00000044499:5:58450460:58450660:1

AAACUAAAUAAAUUUUAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAACGGUACUCACUCCCCUUGGCCCCACGUAUCCUGACACUGGAACAGCACAGAGAAGGUAGUAGUAGUAGUAUGGUCCCUGCGCAAGGAUGACACAUAAAUUUAAGAAGUGUUCCAUUUUUUUUAUUUUGUU

>ENSRNOG00000034568:7:46043831:46044231:-1

ACAUAAAUACCUGUGGCUUUGGCAGGAUAAGGGAAGGAAUUUAACAUAACAAAACUUAAAUAAAAAGUGUCAUAUAUACUCUGGUUUCUCUUCAGAUUGUAUAAAUCUUUCGCCUUUUACUCAAGAUUUCCAUGGAGAGGAGUAACUCUGAGUCUUAAACCAAAGGCCUUGUCUUGACAAGGCUCCACAUAUUGUUAUGG

>ENSRNOG00000034569:1:56583870:56584270:-1

CCUGGCUAAAGUCCUAUUUGAAAACAUCCUUUCUGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGGAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCAUGAAGCGUUCCAUAUUUUCUUCAUAGCAGCCUUAUUUAUAAUAGACAGAAGCUGGAAAGAACUCAGAUGUCCUUCAAC

>ENSRNOG00000035170:6:75048882:75049282:-1

GGCGGGAACCGUGCGUUUAAUAGGAGUGCGUGUGGGUGGAGGGCGUGCUGGCUGGGCGAGCAACUCAUACUUACCUGGCAGGGGAGAUACCAUGAUCACGAAGGUGGUUUUCCCAGGGCGAGGCUUAUCCAUUGCACUCCGGAUGUGCUGACCCCUGCGAUUUCCCCAAAUGCGGGAAACUCGACUGCAUAAUUUGUGGU

>ENSRNOG00000034975:7:11310576:11310976:-1

AGCCUAUAAAUAUGUCUUGGGUAAGCCCGUAGUUCGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUGCCCUCUCAGAGGAACUGGCAUACAGCAUAACUGGCAUACAGCAUAACGUCCUACGAAG

>ENSRNOG00000035334:2:244284281:244284681:-1

CUAGUUUUAGUUACAAUCGCUUGAGAUUUGUUUUAAUCUAUUAUUUUAUUUUUAUUAUCUUGGGGCAUGAAUACUUACCCAGGAGGGAAGAUACCAUAAUCAAGAAGGUAUUUUUUCCCAGGCUUAUCCACUGCAUUUCAGAUGUUUUGGCCCUUGUGACUUCCCCCAAAUGAGGGAAAAUGCAUAAUUUGUGGUAGUGG

>ENSRNOG00000035915:15:83580428:83580828:-1

UUUGGAAAAAUAACAUACAUACUUGACUUCUUGGCCUUUUGGCUGGGAUCAGGUGGAUUAUCUGUUCUUAUCAAUUUAGAAUGUGAUAUGAUAUGUCCUCUGUCCAAGGACAAAAAUAUUAAAUGGAUUUUUGGAGCAGAAAGAUAGGAUGAAGCAUGUGCAUUCCACUCAUCGGGUCUGCUGGUGCGAUUUCUCCUGAA

>ENSRNOG00000035749:2:108465791:108466191:-1

CUUCAUGUUCUAGGAUGAGCCACAGUCAUAUAAAAAAAUGAACUAGACAUCGCUUCUCAGACUUUGGGCUAAGAUCAAGUAUAGUAUCCUUCUAAUCAAUUUAAUAUCUACUGCAUACUGUAUCUGAGGAAGAUAUAUUAAAUGGAUUUUUGUAAGUAGGAGUUGGAAUAGGAGCUUGCUCUGUCCACUCCACACAUCGA

>ENSRNOG00000036308:1:60406976:60407376:-1

GGUGUUACAAAAAUCACAUUAUGAUAGACUGGGAGGUGCUCACUUCGGCAGCAUAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGACACCCAAAUUCGUGAAGCAUUCCAUAUUUUCUCAUAUAAUUAGAACACCAAGUGCACAACACACAGACAGAAUUUUAAAAACAGUACAA

>ENSRNOG00000035955:13:19655523:19655923:-1

ACUCAAGUUAAUAAAAAAAAAAAAAAAAGAGCUUACAAAUAUCAACAAAAAAAAAAAAAGAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAAUGAUACACAGAAGAUUAGCAUGGCCCCUGGCAAGGAUGACACGCAAAUUCGUGAAGGGAAAAAAGAGUGACGGGUACCAGUGCUUUGAAUAUAUUCACUGGUA

>ENSRNOG00000044446:1:90649835:90650235:-1

AAAAAGGUACUUACUGUCUUUCCCUUACUGUCUUUGCCCAGGGCGAACUGCUUGGAGAGAAGAUUGUUACAGCUCUCUUAGAAUUUUUCCAGCAGGGUUUCUGACCCUGCUCAGAAAACCCAAGAAUGUUUUCUUGCAGCUUUUCUGACUUUGGUUGGAAAACCCGUGAGCUAUUGGAGAGCUUUUAGAAUUUUUUUCUA

>ENSRNOG00000043986:12:4255004:4255404:-1

CUCUAUUUGGCAGCACUCUAAAUUGGAAGGAUACAGAGUAUCGCUUCUCGGCCUUUUGGCUAAGAUCAAGUGUGGAAGGAUACAGAGUAGAUUAGCAUGCCCCCAUGCAAAUUCAUAAAGUAGUCCAUAUUUUUAGGGGUCACGCCUUUCUUGUUAAGUAUAGACCUUAACCCUGGUCACCCACUGAUCCCCGUUUUUCU

>ENSRNOG00000045459:8:71291428:71291828:-1

AAACUUGAAAGUGUUCCAGAGUUGUCUUCCUGCUCUGUUGUGGGCUAUAACUGCUUUGGCAGCACAUAUACUGCCAAAUUGGAACAACACAGGGAAGAUUAGCAUGGCCCCUGUGCAAGGUAACACUCAGGGGUGAUAUUCGUGGUGUUACAUGUUUCUUUGAAAAGUGUGCUGAUUUAUAUGCAUAUAUACAUAUGAUU

>ENSRNOG00000045429:5:135529397:135529797:-1

CAUUUUUGUCCUUUCCUCUUUUUGGGGAGGGGGGCAUGGAGGAGGUCACAAAGUGGGAGAGGGGGUGCUCGCUUCCACAGCACAUAUACUAAAAUUGGAACAAUACAGAGAAGAUUAACAAAGUGGGAAAGGGAACUGGGGAGGACUUGAAAGUGAGUGUGAUUGGGGUAGAUGAUAUGAAAUCCACAAAUAAUUGCUAA

>ENSRNOG00000044856:8:20790336:20790736:-1

AAAGAGUGCAAGGACAGCCUGGGCUACACAAAACAUGAAAGUAUGCCAAUUGGUCAACUAAAAACAUCUAAGUAGUGCUCACUGGUGGCACACACACCAAAACUGGAAUAAAGAGGCUUAGUAUGGCCCCGGCCAAGGAUGACACACAAAUCUGCGAAUAUUCCGUAUUUAAAAACAAAACUUGCUAAGGGCACUAGUGG

>ENSRNOG00000044575:18:5718650:5719050:-1

UUUUUUUGUAGCUCUUUUAGAAUUUUUUUCUAAUAGCAUUUCUGACCAAGGUCAGAAAUCCCAAGAAUUACUUAGAGAGCUGAUAUAGCUCUUUUAGAAUAUUUUCUAGAGGCUCUCCAGAAAAGGCUGUCUGAAGAGCAAAUACAGCUCUUUUAGAAUUUUUUUUCUGGCUUUCUGAUUUUGAUUGGAAAUUCCAAGAA

>ENSRNOG00000043982:1:187333245:187333645:-1

GUCUACUCUAGGUUCUUGUUCUUAAAAACAAUGGGUUCUCAUACUUACCUGGCAGGGGAGACACUAUGAUCAGGAAGGUAGUUUUCCCAGGUGAGGCUCGCCCAUUACACUUGGGGUGUGCUAACCCCUGUGAUUUCCCCAAAUCCAGGAUUCUCAAUUGCAUAAUUUGUGUUAUGGGGGACUGUGUUCCCCUGGCCCCC

>ENSRNOG00000043951:2:62129109:62129509:-1

GGAAAACUUGGUAAGUUUCCUGAGAUCUGGCGGUUUGGGUUCUUUUCAAACUACCUAGAAGAGGAGAGACUAUGAUCACAGAGGUGGUUCUCCUAGGCAAGGCAUCAUAGUAGGCUGACCUCUGUAAUGUCCCCAAGCAAGGCACAUCCAUAGCAGUCUGACCUCUGCGAUAGCCAAAAAUGUGGGGAACUUGACUGCUU

>ENSRNOG00000044799:17:26637631:26638031:-1

CAAUGCCUGGUGAAAGAAAUAGCCCCUUUCCAGUCAGAUAGCCGACCUGAGGUAGCAUGCCAUUAAAACACACUUGUGGGUGCUCCUGCUUUGACAGUCCAUGGACUACCAUUAGAAGGGUACAGAGAAGAUCAGCCUGGCCCCAGGGCAAGGAUGACCUGCAAAUGUGGGAAGCCCAUGGUUUGGCUGCGAUGGGUGAA

>ENSRNOG00000044686:7:42937792:42938192:-1

UAUCAGACCCCACUCGGGAAAAUAAUCACCAUUUCAGCUGUCUAAAGUAUAGCAUACUUACCUAGUAAAGGAGAUACGAUGGUCAGGAAGGAUGUUUCCCCAGGGAGUGUUUUAUCCACUGGACUACAAAUUUCUUUCUCCUAUAUUUCUCUCAAGUGUAGAAAAUUUGUCCUAGUAGUUUGUGGUAAUGGAUAGCUGUG

>ENSRNOG00000044166:14:82279182:82279582:-1

AAAACUUAGAGGCAGCACUCCUCAAAGAAGGUUGGGGAAUUCCAUUAGAAAAAGCCAGGUACUGUGUCACUUCAUCAGCACAUAGACUAAGACCAGAAGGACACAGAGGUUAGCAUGACCCUAUAUAGGAUGACAUGCAGAUUCGUGAGGUGGUCCAUAUUUUUAGUUUGCUUCUUCCUCUGCAGCUAUAUUUUCUACUG

>ENSRNOG00000044041:13:107368676:107369076:-1

CUUUGAUUUAAGAUGGAGGGUUUUUCCCCCCCAUACUUUUCUGGCAAGAAUGGAUAUCAUGAACACAAAAGCAGUUUCCCAGGGUGAGCCUCAUGUGUUUCACUCCAGACGUGCUGACCCUGCAACUUAAUUGCAUAAUCUGUGAUGGGGAGGACUGUGCUCUCCUAAAGAAAGUUUUCGUUUUGUUUUAUUUUAGUCUG

>ENSRNOG00000043734:7:94861586:94861986:-1

ACAGCUUGUUUAGGAAUGUUUUCCAGCAGCUAUCCAGAGAAGGUUGUCUGAAGAGCAAACAUAGCUCUUUUAGAAUUUUUCCCCCGCUGGCUUUCUGAUCUUGAUCAGAAAACCCAAGAAUUACUUUUCAAUUUUUUCUAACAGGAUUUCUGACUUUGGUCAGAAAAUCCAUGAGCUAUUCAAAGAGCUUUUAGAAUUUU

>ENSRNOG00000043877:4:37494898:37495298:-1

GAGAGGAAACAUAGCUCUUUUAUAAUGUUUUCUGACUUUCUGAUUUUGAUAAUAAAACCCAAGAAUUACUUUUAGAAUUUUUCUAACAGUAUUUCUGACCUGGUCAGAAAACCCAAGAAUUUUUUAUUGGAUUUUUUAAAUUUACAUUUCAAAUGUUACUCCCUUUUCCGGUUUCCCAUCCCUAUCCCACACUGCCUUCC

>ENSRNOG00000034738:10:55765556:55765756:1

CUAACAGGAUAAAUGAAGUGGUUCUAACAGUGACAGGGAAAUGCUGAAAGCAAAAGGAAUGGUUAAUUUUGACCUCUUGGGAUCGAGUCUGGAGAACUGCUAGUAUUCUGCCAGCUUAGGAAGCAGGAGGGAGAACAAGUCUAGCAGAGGUACCCAUUCCAUUCCCAGUUUGCUCAGUAGCUGGUGAUUGGAAGACACUC

>ENSRNOG00000034993:12:11017283:11017483:1

AGUAAGGCAGGGACAAAGUUUGGUAAGGCGAGAGAAGAGGAAGGAAGAGAAGAAGCAAGAUGGAGACAGAGGCCUCCUUGUGCUUACCACAGGCUGUGUUCGUGCACUGACUGUAUAGAAAGAGAAGGCAGAAUAAACCUACCCUGUGUACACCUCAGCCUAGGCCACCGUGCCUGGUCUGUAUUGUGAAUGGGUAGACA

>ENSRNOG00000034320:6:134352929:134353129:1

CCGAGUAUGCCGCAGUAGCCAAGGAGUGAGCCAUUCCCGAAGGCUCAAGAGGAAGGAGCCCAACCCGGGACCAAUGAUGAGAUCUGGUGGCGUCUGAGUGUUUCUCGAUGACAGCCUUGUGAACAGAUAUCUGAGGUCAGACACAGAACAACAUGACUUGGUCCUUCCAUGAGAACUAGCUUCUUUACUUUGAGUCACGA

>ENSRNOG00000034525:6:134258055:134258255:1

AGUGAUCAGCGGCUCAAUAAAUGCAGCACAAUUUAGAGCCUUGGUGGAUGAUGUUGGAUCAUUGAUGACCAAAAAAAAAAAAAAAACAUCUGGGAGUCCUCUGAGAUAUCCAUGAUGACCACAACAUUGGGAGUCUGAGGUCCACACAUAAUCUAUGCACUGCAUGCUGGGAUACUGGAUAGAGAUGUUAGAAAUAGUCC

>ENSRNOG00000035093:1:200866882:200867082:1

UUCUAGAGGGGAAGCCAGGAAAGGGGACCACAUUUAAAAUGUAAAUAAAAGGUCCAAUAAAAGGAAAAAUAGGCCUCCUUGUGCUUACCACAGGCUGUGUUCCUACACUGUGUGGAAAGAGGAGAAAGAAUAAACCUACCCUGUGUACACCUCAGCCUUGGCCACUGUACCUGGUCUGUAUUGUGAAUGGGUAGACAUGG

>ENSRNOG00000034719:1:1418191:1418391:1

GAGAAGGGAUUGUUGCAAAUUCUAUAGUUUAGGAAAUGGUGUGAAAUCCUGCCUUAAAAGAAAACAAGAACAAAUGGUCAUUACCAAGGCUUUUAGAAUCCAGUUUCUCAUUUGCUGUGGACAUGACCAUAAAGAAAAAUUCCCAUUAGGUUUUCCACAUGCUACUUGUCUAGCAGUUAGCCUGUUGGGAACAUUUUUAA

>ENSRNOG00000036226:6:134312940:134313140:1

UACUAGUGUUCAGCUUCUCAAUAAAUGCAGCACAGUUUAGAGCCUGGGGGGGAUGAUGUUGGAUCAUUGAUGACCAUAAAAGAUGUGGGAGUCGUCUGAAACAUGCAUGAUGACCACAACAUUGCGAGUCUGAGGUCCACAUCAUAAUCUAUGCACUGCAUGCUGGGAUCCUGGUGAGAGAUGUUAGGAACAGUCUACUU

>ENSRNOG00000040647:X:26241515:26241715:1

GUCAGUCAGUGUAUACUGGGACACCAUGGCGAGACUUACCUGAGAAUAUGAAAAGUGGGGGAUGGCAUUUUCCUGUGCCCUUUAACAUUGCUGCAGUGCUUUAAGAUGCUAACACAGAAGGGUAAAGGAACGCUCCAUGAAACCCAGACAGGAAAACUAUACGUCCUCUUUGAAUCCUGUCUGGAGCCACAGAUGAAAAA

>ENSRNOG00000040610:5:72545061:72545261:1

CCUCAACUCCUCCCAAAUCUCCCUUACCUCCCAAGUCCAUAACCUCUAUGGCUUUCUCAUUAGAAAACAAACAGGCACUGCCCCUAGAGGCAUUGCAGGUGUGGCUGCUGUGUUACUUGGGUGUCCUCAGUAGGUGGCAUAGAGAGGAGAAAGACUAUGUCUGUGCUCAGUGUUCUAUGAACAUCUGAAUGAUUAGUAAC

>ENSRNOG00000040511:10:62215204:62215404:1

CUCACUGGGAUGUGAGAGCCUACCUUUUUGAUUGAGGAAUUAGAAUAGAGAAGUCAAUGAUGGUUAAGCCCAAGAUGUCUGAACCUGUCUGAAGCAUCUUUGUGAUGCAGUCUGUGUGGUUCUGAGACUUCUCUUAAGUGUGCUUUUUCAGAUGAAAAUGGGGGUUAGCAGUUGCAAACUUAGACGUGUAUGCCAAUGUA

>ENSRNOG00000040914:1:22265971:22266171:1

GUGUGGGUUGCUGUGUGGAUCGGGGCUGAGCGGUAGUUGCUUUUGUUAAGCUACAGUGUUUGAGUGAUGACUUGUAUUGUCGGAUACCCCUUCACCCCGUUCAUGGGUGAGAUUCAGCUAGUCUGACAAACCUGUAGCACUUGGGUACUUUUGCAAAAAGAAAAAGGGAACGUCGUUGACAUCUGUAGUUUACAGAUACA

>ENSRNOG00000040690:3:117890390:117890590:1

AAGGCCCUGUUCAGGUACCAGUGAGGGCGCCUGCCCAUGUCAGGUGCUGCUUCUGGUGUCCACUGCUUUGUUUGGGGAUUACAGUGAUGGCUGACCAGGACUACCUGACCUAUAGAGGCCUCUACUAUGGGAGUGAUGGCCAGUCCUAGUGUCUGAGUGAUUCCCAGGGCCCAGCAAAAAGGGACCAAGUUUCCAGGUCA

>ENSRNOG00000041113:19:9760196:9760396:1

UAAAAACAAAACACUUAUUUAGGUAAAUGAAGAGGGUUUUUUUUUUUUUAAUUAGAGUUACACUCUUGAGAAAAUGAGCGCUGCCUUUGAAUCUGAUGUCUUACUUGUAGCUCAAGGGCCAGGCAACAGUGCUAGAGGAAAGAACUGGGCUCUUCAGCGCUCAGCUGAGCUGCUCUUUUACAAACAAGGUCCAUUUAAGU

>ENSRNOG00000044278:4:179541845:179542045:1

UACGGAGUUGCUGAGGUAGAUUAGAUGACUGACAGGAGAACAGAAAGCAAGAGAUGGUCUUUAGUGUUACCUGCCCCUAGAAACCUUGCAAGUAUAGCUGCUAUGUCUGUACAUGUAGGUGACAGAGAGCUAAGAGGCCAUGUCUACACCCUGGGUUCUGCCCUAUGAACAUCUUAAUAAUUAGAUUACCAUUCCCUGAA

>ENSRNOG00000044878:4:148817117:148817317:1

AAUGCUCACUCUACACACAUGGUGCACAGACAUGCAGGCAAAACACUUAUGUGCAUAAAAGUGAUAAAAUAAUAAGCAAGACUAUACUUGAACGACAUUUCCAUUGUUACCACAGAAGUUACCCUGACCUUAUAGAAUACCUGAAAUCACGGGAAGGAGACCAAGAAUUCUUUCCUGAGUGUAAAGCCACUGUUGAUAUC

>ENSRNOG00000044815:12:27739303:27739503:1

UUAAGUGUCAGUGACUGGCAGGCAUGUUACAGCAACGCUGUGAAAUGGCUGGCACACCUUCUUGUAUAAGCACUGUGCUAAAAUUGCAGAAACUAGGAUUAUGUCUUGGUUUUUGUAAUAAUGCUAGUAGAGUAUUCUUAGCUCAGUUGGUCACUUUCCUCAUCCAGCCCCACACCUGGCCUUGGAGAAUCACUGGGAAA

>ENSRNOG00000044019:10:33942104:33942304:1

GAAGGACUGUAGCCAAGAUAUAUUGCAUGAAAGAAAAAGGGGGGAAGAAAAAAGGUCCUGCCCCUGGAGAUAUUAUAGAUGUGGUUGCUCUGCCACAGGUAGCAGAGAAGAGAGAGGUUAUGUCUAUGAUCAGUGUUCUGGCCUGUAACAUCUGAAUGAUUAGUAGUCUAACAUUCCCUGAAAGAAGCAAACCUGAGAUG

>ENSRNOG00000045272:6:134230061:134230261:1

CUUGUUUUGGGGACUGUGUUGUUAAUUGUGAAUCAAUCAGUCAAUGAAUGAUGCAAACACCCAGCAUAGGCCAAUGAUGAGGAGCAUGGGGUUUCUGACCGAGGACAGUGAUUAAACCCUUAUGAAAUCUGAGGACUAUUGCAAAAUGGUGUCUGCAUCCCAUAGAGACGAGUCCCCAAAGCCCGAUCUUUGUGGCUUCG

>ENSRNOG00000040970:18:28180312:28180512:1

UGUAUUCAUGUCAGCUACCUGGGGUGGUCCUGGGAUGCAUGAGAUGGGAAGGGAGAGGGAUUUCUGGAACAGUCCAGCAGUUGUCAGCUGCCCAGGCUGUGUGGUGCCUGUGAUUGUGUUACACUGUUGGAAGAGCAAAGGCUGCUUUAGAAGGGUUGGCUCCAAGCACUGUUUUGGUGUUUGGUGCUGAGUACCUUCAG

>ENSRNOG00000044674:5:148539911:148540111:1

GCAGCAGGCAAAUCUCUCUGUGCUCUUCUCCAGCAGGGCUAAGCUCAAAACAAAACAAAGAUUCCCACAGCCGAUUAAGUCAACCAGGAAGGUCCCUUUCCCUGUGGGGGCCUGGUGUGCAAUUGUUGCAGAUGGCAGAAGCCUUUUGCCUAUAUGGUUAUCCAAACGGAAGUUGGAAACAAUUCUGUAGCAGCUAUUCA

>ENSRNOG00000041416:X:81934486:81934686:1

ACAGGUGUUUAAGAGUGCUGGACUUUUCCUUUCUAGUCAUUGUUCGUACUAUUUGGCCAGGACCCUUGCACCAGGGUGUGUUCAGGGCAAAGGGAUUAAAAACUGACUCCUCUGUUUGCAACAUGCCCAACAGAAAUCUGGAGCCGCUGUGAUAAGAAGCACAAAAGUGGUUUUGCUUUGACCAAAUAUUCUACACAGAU

>ENSRNOG00000041599:18:50845876:50846076:1

UAUGUAACUUUUAUAGAUUGUGGCACAUGUCUAUUUUUGCCCUCGGUCUUGGCAUCAAUGAAAACACGAUCGCGCUACCUUUGAGCCCCCGGCGCACCUUCUUGUGGUGCUGGGGGUUAUUAAGAUGCCGUGCUAUAGCACUUUGCUGGCACAUAACUGGGGCCACCUGCCUAUCACAGGCAGCCCUUUUAAUUGCUAGC

>ENSRNOG00000044256:11:52909348:52909548:1

GCAGGGAGGGAAGAGGGCCUAGUGGAGGGGAAACUGAAGGGGAAUAACAUUUGAAAUUAAAAAAAAAAGACUUAGUUUCUGCUUUAGAGAAGCUUUUCUUUAAGAAUGUUUAAAAACUGCAUGCCAGAGUAACGGAGAGACUUUGACAGCCCAGGUUAUCACAGUGCCUGCUGUUGCCACUCAGCUCUCCUAUAUGUUUU

>ENSRNOG00000040976:2:117283175:117283375:1

CUGAUGGGCUAUCCAAGUAAAUGGCCCUCCCCUUAGAGGUAUUGUGGGUGUGGCUGCUGUGUUGCACGUGUGUUGUAGGUGGCAGAGAGGAGAGAGGCCAAGUCUUUGCUCAGUGUUCUGACCUGUGGACAUCUGAAUGGUUAGUAGCCUAACAUUCCCUGAAAAGGGCAAGCCGGAGACUACAACCAGUCUGGUAUCAG

>ENSRNOG00000045325:12:40355595:40355795:1

GUGAUUGAUUCUACAGCCCAGAGACAACAAACCAGUCAGUGGAAGAGAGAUAGUCUUUAGAAGAAGAGCACCUCAUAGCCAUGGGAUCUCCAACUGCAUGCCAGAGUAACGGAGAGACUUUGACAGCCCGGGUUAUCACAGUGCCUGCUGUUGCCACUCAGCUCUCCUAUAUGUUUUUCCACUGGAGUUAUGAGCUGUCU

>ENSRNOG00000045452:X:114873545:114873745:1

CAGGUCAGAGCCCCCCCUGGAGCUAAACUCUGAAAAGCAAAGACCUUGAAUAGAAAAUAAGAAAUUAAAACAAAUAAGUUUUCAUAGCCAUGGGAUCUCCAACUGCAUGCCAGAGUAACGGAGAGACUUUGACAGCCCAGGUUAUCACAGUGCCUGCUGUUGCCACUCAGCUCUCCUAUAUGUUUUUCCACUGGAGUUAU

>ENSRNOG00000045338:8:24010491:24010691:1

GGAAUCACUCCUCCCCGCCUCCCCCAAAAAAACCAUUCCAUAGCAAUGACAGCUUAAAAGGUAUCUUUGACCUGCCCCUAGAGGCAUUGCAGGUAUGGCUGCUGGAUAGCAUGCUUGUCGGUAGGUGGUAGAGAGGAGAGAGAAGUUCAGUAUAGUGACCUAUGAACUGCUGUAUGAUUAGUAGCAUAGCAUUCCCUGAA

>ENSRNOG00000045517:16:56940721:56940921:1

GUGUAUGUGCACAGGAAAAGACAAAUGAACAUGGAGUAACAUAUAUCAAAAUCUGCAAAAUUCCUACCCCUUGAGGUGUUGCCUGUGUGGAUGCUAUGUCACACGUGCAUCAUUAAGUGGCAGAGAGGAGAGGGGCUGUGUCUACAGGGUUACCUGCUUGGAUUCCUGAUUUUGAGGACUUUCAGCUGGGACCACUCAAG

>ENSRNOG00000045475:17:47890081:47890281:1

AAAUGAGACCCUGCCUUAACAUAAAAAAAAUAACCUGCCCCUAGAGGUGUUGCAGGUGUCGCUGCUAUGUAAUGUGUGUCAGUAGGUGGCAGAGAGGAGAGAGGUUGUCCUGUGAACAGCUGAAAGAUUAGUAGCCUAAGAUUCUCUGGGGGAAAAAAUGGAGCCUGAGAUGACAACCAGAGACUGACACCAAGGGACCU

>ENSRNOG00000045377:18:51984071:51984271:1

AAGGCACAGAGAAGAAAUGCGAACACUCAGCACCCCCUAGAAGCACUGCAGGUGUGGCUGCUGGGUCUCCUGUGUGUUAGUAGGUGACAAGAGACAUGUCUACCCUGAGGGUUCUGACCUGUGAACAUCAGAAUGAUUAGUAGCCUAACACUCCCUGAAAAGAGUGAGCCUGAGAUGACCUCCAGUCAGGCACCACCCAA

>ENSRNOG00000034379:1:187989004:187989404:-1

GAUAUAGAUAAUUUUCUUCCCCCUCAGCAAUGUGACCAUGAAUUUUUAACUUUGAUAAAGUCUCAUUUAUUCUCCAAAGUGUUGAGUUCAGUUCAGGGCAAUUUCCCUGUUCUGUUAAUUAAACUUUGGGACAUUGAAAUUGGCUGAGGGAAAUAACUGAAUAGAGAAUAUUACUCUAUUCAUAUACUUCUAGCCUACAC

>ENSRNOG00000034698:13:40424356:40424756:-1

GGGCAGUGCUUACCAGUUCUUAUCUACUGAGAGUAAUUUAAAAUAAAUUACUGUUUUAAAACUUAAUUUGACUCCAAAGUGUUGAGUUCAGUUCAGGGCAACUUCCCUGUUCUGUUAAUUAAACUUUGGGACAUUGAAAUUGGCUGAGGGAAAUUACUGAAUAGAGAAUAUUACUCUAUUCGUAUACUUCUAGCCUACAU

>ENSRNOG00000035037:X:8096758:8097158:-1

UGCCAUGAUCUUAAUUUACUCUGGUGUAACUCCAUUGCAGAAGUACCCUUUUGUAAGAGUUUAAGAUACGGCUCCGAAGUGUUGAGUUCAGUUCAGGGCAGCUUUCCUGUUCUGUUAAUUAAACUUUGGGACAUUGAAACUGGCUAGUGGAAAUGACUGAAUAGAGAGGAAUUCUCUGUUCAUAUUCUUCCUAGUCCACA

>ENSRNOG00000034892:8:93791948:93792348:-1

AAUGCAUGUGAGCGAUGCUCCUUUUCUUUCCUUUUUCUGCAGAACAUAAUGUCACCGGUCUGAUCUAUGAUGAUCCUAUCCCGAAUCUGAAUUCCUGUUGAAAAAAUAUAAUUACGGAUCUGGCUUCUGAGAUGGACCGUUAAAGUGGAUUGUUGUGUUCUGUUUUAAAGUUGGCAGCGAUGUGAUACCUGUUUUUCUUU

>ENSRNOG00000034526:1:110873553:110873953:-1

GGUAAGCCAUGGUGCAGGUGAAAUUACAUUAUUGGCAGUUGUGUACUGCCUCUGUCUGUGUCAAUGAUGACAACAGAAAGUCAAGAACAGAAUGAUGACAUAAAAAUCAUGCUCAAUAGGAUUACGCUGAGGCCCAACCAGGGAGCCAGGGUUACAAGCACUACUUUGUCUCUUUGAGGACCACUUGCGGGACUCAUCUG

>ENSRNOG00000034441:1:111349003:111349403:-1

AAUUCUGUUCGCUCACCAAACCUGAUCUAUUUUGAGUACACUAAUUCUCAUGUCAGGGGUUACACCAGCGUGCUUGGAUCAAUGAUGAUUUCCAAUAAAACAUUCCUUGGAAAGCUGAACAAAAUGAGUGAAAACUCAAUACCGCCACUAUCAUCGUGACUGAGGUCCAGAACCUGGGGUCACAAAUGUCACUGAGGGAC

>ENSRNOG00000035779:2:251857229:251857629:-1

CAAAGGGCCAGAAUACAGGGAUGCAGGUAGAAGGGGUUUACUCCUUUCUGUCUGGGGUAUAACCUUGAAGGUCAAUGAUGUGUUGGCAUGUAUUAUCUGAAUUUGCUGAUGUGUCCUAACAUUUGAGCUCUAGAAUUACGCUGAGACCUUGAAAAGGUUUUACCUAAACAGUAUAAUAGGGAGGUUACCACACCCCUGUG

>ENSRNOG00000040719:14:19810431:19810831:-1

GAAUUGCAACUUUCCCAACCUGAAUAAAGAUGUUAAUGUAAGAUUUACAACUAAACUGUCCCUAAAGGCUUUGCAGGAAUGGCUUCUGUGUCACGUGUGCAUCAGGAGGUGGCAGAGAGGAGGGAGGCUAUGUCUAAGCUUGGUGUUCUGACCUGUGGACAUCUGAAUGAUCAGUAGCCUAACAGUUCCUGAAAACAAAA

>ENSRNOG00000040898:11:2522798:2523198:-1

AUCAGAGUAUCAUUGCCUCUUUCUGAUCUCAGUGGCCUAUAGAGAACAGUAAAUCCUAUGAAGAUGUUUCUAAUGUCCCUAUAGGUGUUGUGGGUGUGCAAGCUCUGUCCCAUACGCAUCCAUAGGUGGCAGAAGGAGAGAAGCUAUGUUCAUGCUUAGAGUUCUGACCUAUGAACAUUUGAAUAAUUAGUAGCUUAGAA

>ENSRNOG00000040733:7:4872800:4873200:-1

AGACAACAGAGAAUAUGAGUUUAGCAUAUUAUACAUUUUUAAAAUUUGGUAUUUUUUGCCUGUUUCUAGAAGUGUUCCAGGUGUGGUUGCUGUGUCACAUGUAAGUGACAGAGAGGAGAAAGGCUAUUUCUACACUCAGUGUUCUGAUCUAUGAAUAUCUGAAUGAUUAAUAGCCUAACAAUCCCUGAAGAAGAGCAACC

>ENSRNOG00000036189:4:174102623:174103023:-1

UCUCAACAGCCACUAGUUGCCAGAGUUGCUACAAAUGUUUGUUUCCUGCACACUAUUAAAGCUCAGGGUGGAGGCCAGUCUUGGCCAGUGAACUUCUGCAUGUCAGAAGUGUGCUACAUUGAACCUAUGGCAGGAUUUUCGCUAACACUAGUAGAGCUUGCCUCUAUGACUGGAGUUUGGUAGUGGUCACUGACACACAC

>ENSRNOG00000044792:2:3310186:3310586:-1

CUUAUGAAAAUAUGAAGUUAAAAAGGGUAUUUGGAUGAGCUAAAAUUUAAAAUACUGCUAUGAAACCCUGUAAUCCCUGCCCUUAGAGGAUUGCAGGUGUCACAUGUGCAUCAGUAGGUGGCAGAGAGGACAGAGGCCCUGACUAUGUUCAGUGUUCUGACCUAUGAACUUCAUCUGAAUGAUUAGUAGCCUAUCAUUCC

>ENSRNOG00000044707:8:31026272:31026672:-1

AACUAAAGGACACUCUAUGUAAUAACUGACCUUCUCGCUUCUUAAAAAUGUUAAUGGAGCUUUCUGUGGCUCAUAAGGUUAAUGAUUAGGUUUUUAAUGUCACAUGUGAGACCUCCUUCGAGCCUUAUUAUGUGGAAACAUGACUCAUCUGACAUGGAAAUGUAUUAAGAUAAUAAAAGACAAAGCCCAAGAAACUGCUC

>ENSRNOG00000041534:1:86588439:86588839:-1

CUGGCCUGCUUAGUGGUCCCCAGUUCCAUCCAGCAUCCCUGGAUCCCUACAUAGCAUAGAAAGUACUGUUCUUGGGGUGUGCUCAGAGCAGAGGGCCUGAAGAAUGGCUUCUCUGUUUACAACACACCCAAGAAGAAUCUGGGACCAUUGAAAUGUGGGGCACAAGCAGUUUCCUCUCUGUGUGUGGAUCCCCUACAUGU

>ENSRNOG00000044137:14:41509609:41510009:-1

AAAACCAGAUACACUGAAUCUAAUAGAAGAGAAAGUGAGAAAGAGCCUUGAACUCAUUGGCACAGGGUAAAAUUUCCUAAAUAGAAAUCCAAGUGCUACUUGAGUAGCACUUUACCUGUUGGGAACAUUUUUUGAGCAAAUCUUUAUCCAGUUGUUACUUUAUAUGUAGAUGGUUCUAGAAUACUGACUACUCAUCCCAU

>AF508019 1

AAUCAUGUUCCUGAGGAGCAGCGCCUCCCGUCUCCUCCACGGGCAAAUUCCUUGCGUCCUGACGAGAUCCGUCCACUCUGUAGCUAUAGUCGGAGCCCCCUCUCGGGGACAGAAGAAGCUAGGAGUGGAAUAUGGUCCAGCUGCCAUUCGAGAAGCUGGCUUGCUGAAGAGGCUCUCCAGGUUGGGAUGCCACCUAAAAG

>AF508022 1

GCUGACAGCUCAUUCGCCGCCCUUAACAAUUGCUGUGAGGUUGAAACCUGCGUGAACCUGGUCGGUGCUCUUGGUCUGCGGCUCCCUCUCUCCGUAGGCUUCACCAAUAAUCCAGCACCAAGACCAUUUAGGAAACUGGUCGGUGCUCUUGGUCUGCGGCUCCCUCUCUCCGUAGGCUUCACCAAUAAUCCAGCACCAAG

>AY121839 1

CCUUUCUGUCCUGUGGGACCUAACAGCAACAAUGAAUGAGGUGAAAGAGUCCCUCCGCAGCAUCGAGCAGAAGUACAAACUCUUUCAGCAGCAACAGUUCACCUUCAUUGCUGCUCUGGAGCACUGCCGGGAGAAUGCCCACGACAAAAUCCGGCCCAUCUCCAGUAUCGAGCUGGUGCAGAGCUACAUGGAACAUUACU

>AY310136 1

AACAGGUUGUGAUCAAGGCAAUGUGUGACUCUGGAGAACUCUGGCCCAUGACACCAGUGCUCAGACCCCACGUAGCUCAGGUCAUUACAUGCAAGGCAGCCAUUGCCUGGAAAACUGACAGCCCCCUUUGCAUUGAAGAAAUUGAAGUUUCUCCUCCUAAGGCUCAUGAAGUUCGAAUUAAGGUAAUCGCCACAUGCGUG

>AY310142 1

UUUGGCUGACUCAAUGACUAAGGGAGGACACUGCCCAGCAACAACCAAAGAAUCAACACUGAAAGCAGUACUGUUUGCUUUUUUGUGUCCACUGUUUAAAUGUAAUGAUAUUGGACAAAAAAUAUACAGCAAAGUCAAGUCCAUUCUAUUAAAACUAGAUUUUGGAAUUGGAGAAUAUAUUAACCAGAAGAAACGUGAGA

>AY310144 1

GUUUUACCUCAAUGGAGGAAGAUCCUCAGGUCAUUGGCAUUAAUGUUGCUGAGUUGAGGCUCCGGAUGGUAGUGAAGCUGAGUUGCCGUUCAGGUGUACUGGACAAUGAAUACCAACAAGCUUUCCCAGCUGCCAAACAGCCGCUAGAAGAGCUGAGAGCAGAAAGGUCUUUGCCUCAUAGCAUCCUCUCAGAAUCCUCA

>AY310145 1

GCAAUGCAGGUUGAAGAAGGUGCUAAAAAUAUAAAGCUGGGUUCGCUCAUUGCUUUGAUGGUUGAAGAAGGAGAAGACUGGAAACACGUGGAAAUUCCCAAGGAUGUCAGCGCUCCACCUCCAGUUCCAAAGCCACCAGCGCCUCCUCAGCCCUCUCCACAGACGCAGACUCCUUGCCCUGCCAGGAAGGAGCGCACAGU

>AY310146 1

UAGCUUGUGGAGAAUCAGCCGCCUUCUUUUACCAUUUGGGUCCUGGUAAUAAACUUGGGCCAUCUGGCCUGAUGGUAGCUGCCUUUAUUUAUGGAGCCAUCUUCCUGGUGCCAGGUUUUGGUAAAACUAGCGUGAGCCGUAGAGGAAGAGUAUUGCCGGGAAAGAGACGUCCUUAUGGAGUCAUCACUGGCCUUGCAGCC

>AY310147 1

GACGGGAACUGCCCCCUGGCUUUCAAUGCUACAGCUAAAACUCUUUGCAGUGCUUCUGACUUGCCUGCUGCUGCUGGGCCAGGAGCUUGUCCACGUUCAUCUGAGAGCUUUCUCCAUAUUUAAGGAUGAUGAUUCUGCUGAGCUGAUCAAUGACAGCAAGGAGAGGCGCAUGCAGACAUUCCUGAAAAUCAACUUCUUAA

>AY310150 1

ACACCCAGAGCUCAAUGAAGGCAGCUCAAAGGCUGGGCCUUCUGGCAGCGGAGGAUUGCUGGAGCACUGCUGGUCUUCAGUGUAUGUUAGAAGGCCAACAAGCUUCCUCUGGUGGCCACAAGCAGCAGCAGCAGCCACGAGGUGCAGGAGAGCUGGUGACUGACCAACUCAGCUACCGCCCAGGCCCAGGUCCGGGCUUU

>AY310152 1

AGGAGGAGAAGGUGGUGGUGGUGGUGGUGGUGGUUUGUGUGUCCACACUCCCACAGUACCAGAACGACUCGACAUCUCUCAGGAUGUGCGACUGUGGUUCUGAGACAAGACUUGGAAGAGCUACCAAUGAGGCAAUUCUGAAUGGCUGUGAUUAUGAACUUGGAGAUGCUGGCACACGCCCCAGGCCAUGCAUGACCCCU

>AY310155 1

GGCACCAGGAAGUGAAAUGGAGCUCAAUGUUCCAGCUCCUGCAAGCAGCAGAAUUUGGCAGCUUUGGCAACAUGACCUUGGCUUUAGAGCCCAGAAUAAAAGGAACUACUGGGAAAAUUGAUGCUGGUUGGCUGGCGCUAAGAAAUUUAGUGGUGAUUAAGAGACCAGCAUCACUGAGAGAGGGUAGUUGGAAAAUACAU

>AY310156 1

GAAAUGGUGGCAAUGGCUAAUAGAUGCUCGACCAGCGAGUGCCCAGCGCAGCCGGCGCAGGCGCAGGCGCAGGCGCAGGACCAAGUCUUGGACGCUUGUACGCAUGCGGGCCGCCGAGCUUCCGCCACGCCUGUCAUGGCCUCUCUCCGGGCCGCUCUCGGCCCCACCCUCGCUGAUGCGCCAAAGCUUGGUACAGUGUU

>AY310157 1

CUGUGGGCAAGUCUGUGGGGUAUUCCCUUGACGAUUGAUAGACCCACUCAGUGCAGGUUUAACUAUAGAUCAACUCAUCAUCUUGCAUCUCAUGGGUUCUAUGAGUUCUUAAAUUGGUUUGAUGAAAGAGCAUGGUACCCACUAGGAAGAAUCGUGGGUGGCACCGUUUACCCAGGAUUGAUGAUAACAGCUGGCCUUAU

>AY310158 1

GCAUUAGGAAGGUUGGGAACCAAUGCCUGUGGGCCAGCACUUAGGAGGCAAACAUGGGAAAUCAAUGCAGAUUCAAGACUUAAGACUAAACCGAAACAACAAACGUUUUGAAAACUUCACUGUCAAAGACGUGGUGACUCAUUUCUCAGCUUUUGUGCUGUUCACAGGCCUGUACCCCAGCUUCUUAAACUAUUCGACAU

>AY310160 1

ACACGUGCUCCACUAUGUUCAUCGCAAUGAGGGGCAAUGACAAAAGUUAUGGAAAGAAGGGUUUACCGUUCCAGAAGGUUGAAAGUUCACCAUGGCAAGGAGACAAGGCAUCAGCAAGAUGUGACACAUUUUCCCCCCACUCCCAUAACCCCUUCCCCUGCUUCUAUGAGGAUGCUUCACUUCCUACUCCUCCCUCUCAC

>AY310161 1

AGUCUGGACUGCAGACACCGGCACCACAAGUGAAUUCAUAGAAGCAGGAGGAGAUAUUCGUGGCCCAAGAAUUGUGGAGAGACAGCCUAGUCAAUGCAAGGAGACAGAUUGGCCCUUCUGCUCUGAUGAAGACUGGAACCACAAAUGCCCUUCAGGCUGCAGGAUGAAAGGGUUGAUUGAUGAAGCCAAUCAGGACUUUA

>AY318963 1

ACUAGCCCUGCUGGCAUUGGUUUCUCUGGCUGACCAAGAGUCAUGCAAGGGCCGCUGCACUCAGGGUUUCAUGGCCAGCAAGAAGUGUCAAUGUGAUGAGCUUUGCACCUACUAUCAGAGCUGCUGUGUUGACUACAUGGAGCAGUGCAAGCCCCAAGUGACCCGGGGGGAUGUGUUUACCAUGCCAGAAGAUGAGUAUU

>AY318964 1

CCAGGGUAUAAAAGUCCAUCAUUGGUGGGGCAGCAUGACAAUGCAGCUUGUCGAGCCAAGUCGGCAGUUUGUAAAGGACUCGAUUCAGCUGGUUAAAAGAUGCACCGAACCUGCUAGAAAAGAAUUCCAGAAGAUCGCCAUGGCCACAGCGAUUGGAUUCGCUAUCAUGGGGUUCAUCGGCUUCUUUGUGAAACUGAUCC

>AY321318 1

GUCGCACCCGACGUAUGUACCGAAUUGCCACGAAGACUUGGCAUGUACAGGUUUUAUUUGUUUACAGCGUACCAGGUUCCAGUGCUCUCUUUGCAGGUGUGCCAGCUGCCUUGUUGCAUGCACUGGUCCUCUGGCUGCUUAGUUCAGUUGAGGCCAUCGCCACUCUGCUUUCUCUGGUGCUUUAUUCGUUCCACGAUGCU

>AY321322 1

CUUGUUCCAGGUUUUAGGUUUGGAGACACUGCUUCUCAGUUGCAUGAAUUAAAUGUGAUGGGUUUAGUUGGGCUACACAGUGUCUGGGGCCAGGGGCCAACAUUGACUAGUCAAAGACAGAUGAGUGUAGUUAUGGGAAUGAGCAGCACAGGCAAAGCAGUGUCUAUAAUGGCCUGUGUAACUUUAGUCUUUUCAAAACC

>AY321327 1

UAGUGUCCGAAGCAUCAUGUCUGUGGUUGUCAGUGAUUAUUUAUUCAAGUUACUCCUGAUUGGCGACUCUGGGGUUGGAAAGUCUUGCCUUCUCCUUAGGUUUGCGGAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAGGAAAAAGAAGAAGAAAAGAA

>AY321328 1

CUUUAAAGGUGAGCAUUUCCUAGCAGCACAAGGUCAAUGCUGAGGCGGAGACCGGAAACCCCUUGUCGGUUCCGGGUUUUGUGGGCUACUACGAUGGCGAUGAGUUUCGAGUGGCCGUGGCAGUACCGCUUCCCGCCCUUCUUUACGUUACAGCCGAACGUGGACACCCGGCAGAAGCAGCUGGCCGCCUGGUGCUCUCU

>AY321329 1

GUAUGUUUGGCUGAUGACUAAGGGAGGACACUGCCCAGCAACAACCAAAGAAUCAACACUGAAAGCAGUACUGUUUGCUUUUUUGUGUCCACUGUUUAAAUGUAAUGAUAUUGGACAAAAAAUAUACAGCAAAGUCAAGUCCAUUCUAUUAAAACUAGAUUUUGGAAUUGGAGAAUAUAUUAACCAGAAGAAACGUGAGA

>AY321331 1

GAUUUUGAUACUCAGGAGGAGUACAGCGAGUAUAUGAACAACAAGGAGGCUUUGCCCAAGGCUGCAUUCCAGUAUGGCAUCAAGAUGUCUGAAGGACGGGAAACCAGGCGCUUCAAAGAAACCAAUGAUAAGGCAGAGCUUGAUCGACAGUGGAAGAAAAUAAGGAUUAAUUCAUCCUCGGGCUUGAGAGACAGAAUGAA

>AY321332 1

UUCAAUGAUAAUGAAAAGAGAGAAGAUCCAGGAGAUAAUUGGGAAGAAGGUGGAGGUGGCAGUGGAGCAGAAAAAUCUUCAGGUCCCUGGAAUAAAACUGCUCUGGCCUCCUGGGGCAAGGCUAACCACGACAAGGAAAACGCCACAAGGACCACCAGAAAUAUACAGUGACACACAGUUCCCAUCCCUGCAGUCCACUG

>AY321333 1

GGAGUGACAAAAAUCAUGUCGGGGCCUUUCUAUAUGUUCCUCUAUAUGUCUUUCAUGAUCUUGAAUAUAAACAAUUUCAAACCUAUCCUUCCUUAGGACUUCUCGGACCAACUUUAUAUGCUGAAGUUGGCGACACCAUCAAGGUUCACUUUAGAAACAAAGCAGACAAACCUCUAAGCAUCCACCCUCAAGGAAUUAGA

>AY321336 1

CUUCCUUCAAUGGGCUUCAAAACAGCCAUGACAUUAGCAGUAAUGGCUGGUGGCAGCAGCAGCAGAGGAAACAAAAACAAUAAACAGAGAACUCAGAAAGGUCACAGGCCCAAGGGAGACCAGCAAGAAACAAAACCUGCAGUUGGCCACCAUCAUCCAAACAUUCGACUGAGCAUGACUCAUUUCUCCCUCAGCUCCCA

>AY321337 1

CUGGAAAAGAAAAGAGAAGGGAAAAGAGGAGGGUGGAGAUGGAGUAGAAGGAGAGGAGGAGGAAGAGGAGAAGACAACACCACCACUGACAGAGUUUAAACAUAUACAGAAGUCAGUAAAGGCUAGAGCUUGUGAUUGGGCAGUGGAAGGGAAAGGUGGGACUCUGAGAGUGGGAGUAGGUAGAGAGGAGAGAAGGGAAG

>AY321338 1

AUGCAUAUAAAAAGAAAAAGAAAAAGAAACAUUUGCUUCAAUGGUUCGCUACUCCCUUGACCCAGAAAACCCCACGAAAUCAUGCAAGUCAAGAGGCUCAAACCUUCGUGUUCACUUUAAGAACACCCGGGAAACUGCCCAGGCCAUCAAGGGUAUGCAUAUCCGCAAAGCCACCAAGUAUCUGAAGGAUGUCACUUUAA

>AY321339 1

UAAAUAAAUAAUUUUUUUUAAAUUCUUGUGGUCAAUGGCUAAACAUCAUCCAGAUUUGAUUUUCUGCCGCAAGCAGGCUGGUGUAGGUGAUGGCAAAUGUGUGAUCUGCGAUUCCUACGUGCGUCCCUGUACCCUGGUUCGCAUAUGUGAUGAGUGUAACUAUGGAUCCUACCAGGGCCGCUGCGUGAUCUGUGGAGGUC

>AY321340 1

UAUAAAAUCUUGUUGCAAGUGGAUUCUCUCAAUGGGCAUCCGCCUGUCCCCGCUGGGGGUGGCCGUAUUUUUCCUGCUGGGGCUCGGGGUGCUCUACCAUCUCUACUCGGGCUUCCUGGCCGGCCGCUUCAGCCUCUUCGGCCUGGGCGGCGAGCCGGCGGGAGGGGCGGCCGAGGUGGCGGUCGACGGGGGCACGGUGG

>AY321341 1

UCAGCCAGGACUUUGUGGAGGCUCUGAAGGCAGUUGUAGGGAGCCCCCAUGUGUCCACUGCUUCUGCGGUCAGACAGCAUCAUGGGCAUGAUGAAUCAAUGCACAGGUGUCGACCUCCUGAUGCUGUGGUGUGGCCUCAGAAUGUGGACCAGGUCAGCCGACUGGCAAGCCUGUGCUACAAUCAAGGUGUUCCCAUCAUC

>AY321345 1

AAGCUAUUAAAGAGACAGCUAUGUCUAGAAUCUUCCCACAAUGAGACUCCUCCCCCGCCUGCUGCUGCUUUUCCUGCUGGCCUUCCCCGCCGCCGUGCUGCUACGAGGCGGCCCCGGAGGGUCAUUAGCUGUGGCUCAAGAUCUUACAGAAGAUGAAGAAACCGUAGAAGAUCCAAUAAUCGAGGAUGAGGAUGAUGAGG

>AY321346 1

AGCUCAAUGGUGCACAUGCUUGUUAAUGCCAGCACCAGGGAGGUAGAGAUAGAAGACAGAUCCCUUGCCGGCCAGCCAUCUUACCCUAAUGAGCCAGCUCCAGAGCAACCUUCUAUAACCAGUAUUCCAGAGCCCUCAAGAGUGCUGACCCAAGCAAAUGCUGUGAGAAUGCUUGUUACAAGGAGAUGCACUAUCUUGGG

>AY321347 1

AUAUAUAUAUAUGGUAGUCCAUUACCGCAGCAUGCAAUGACUGUCUUACAGCAGAAAAACCAAGAAUCUGGCAGCUGUUUGGGUCACAAAUGUGGGUGUCUCAGUAGUCCCGAACUGGUGCUGCAAUCUUCGAGGAUUUCGGGAGAGCUGCAGGUCUUCAGUCUAUGCUGGAAUGCUGAAGAAGGAUUUAAUUCCAGUCA

>AY321348 1

GAUCCCGUUGCGGGUAUAGCAAUGCGGAAGGAAAGCCCACCUCCGCUCGUGCCCCCGGCGGCCCGCGAGUGGAACCUGCCCCCCAAUGCGCCCGCCUGCAUGGAACGGCAGUUGGAAGCUGCACGGUACCGCUCUGAUGGUUCCCUUCUGCUCGGGGCUUCCAGUCUGAGUGGUCGCUGCUGGGCAGGAUCUCUGUGGUU

>AY321350 1

ACUGUUUUUAUGAGGUUUCUGAAGGGUGCAUCUGAGAAAGACAUCGUGCACUCUGGCUUGGCCUACACAAUGGAGCGAUCUGCCAGGCAAAUUAUGCGCACAGCCAUGAAGUAUAACCUGGGAUUGGACCUGAGAACAGCUGCCUACGUCAAUGCCAUUGAGAAAGUCUUCAAGGUGUAUAAUGAGGCUGGCGUGACCUU

>AY321351 1

GUAGUGUGCCAACAAUGGCGAUUCAUGGCGAUUCAGGGAUGCCCGAUUGAGCGGCCAGGGCGAGUGCACAUAAAAGACGCCCCGCCCGGCUCGCGCUUCAUUCUGAACAGAGCCUGGUGCGGCGCAGCCACCUCAGCCCCCUGCGGCGGCUCCCUCCCGGCCUUUCCUCCUACGAGCAGCAUGAAAGCCUUCAGUCCGGU

>AY325131 1

CUCCUGGCAAGUGACUUGGCAACUAGACAGGGAAACCAAGUCUGGGAGAUGGGAAAGGUGAGUGAAGAUGCUGUGCUCAGUAAACACAAGCCUUUGUUACUUUGGGCUGCCCGUGGGCAGCCUUUGCCAGCAGGGGGCGCUCCUUCCCCUCAGGCGCAGGUGCUGGUGGGCGUGGCUCAUCUUGUUCCCUUUCAGGGAGG

>AY325133 1

AGAGGGCCAUCACAGGAGUCACAUGGCACACUGGGGAAGGGACACUCUAUCCCAUGAAGACCACGGCAAGGGGAGACAACUGCACAGUCUCACAUUGGCUUCCAGCAACACUGACUUCGCAUUGAGCCUCUACAAGAAGCUGGCUUUGAGGAAUCCAGAUAAAAAUGUUGUCUUCUCCCCUCUUAGCAUCUCAGCUGCCU

>AY325134 1

UGCUUCCUGCUAAGGUUGGAGCUGGCGAUGGCCGAAACACCAGGCGGGGGUCAAGGUGUCCCAUAGAGGUCCUGACUGUGGCUACCGACGGAAUGCCAGAAUGCUUGCACCGUAUUCUUUCUCAGAGCUCCAAGCUCCGUGAAGCUGUGAGCAUACAUGCGUGGGUCAGCCAGGGCUACACAGAGAAACUUCAUCUCAAA

>AY325135 1

UGGGGCCAGUGUGGCUGUGGCUGCUGAUAGCUGAGCUCCUGCUUCCUGUCCAUUAUCAGCCAUCUUCUGCCCAUGGAGAUAAGAGUCUAGGGGCACCUCAACCAGCCAGCCACCAGUCCCUGGAGCCAGCACCCGCCUAUCACAAAGUCACACCCACCAUUACUAAUUUUGCUUUGCGCCUAUACAAGCAACUAGCAGAG

>AY325137 1

UAAAACCCCGGCCCACCUAAGUCUGGAAGCUAUGGCCCCGAAGCGGCAAUCUGCGAUCCUGCCUCAGCCCAAGAAACCCAGACCCGUUGCUGCCCCGAAGCUGGAGGACAAGUCGGCCUCUCCCGGCCUGCCGAAGGGAGAAAAAGAACAGCAAGAAGCAAUUGAACAUAUUGAUGAAGUACAAAAUGAAAUAGACAGGC

>AY325139 1

CAAUGAAGUCCAAUCCAGCCAUCCAAGCUGCCAUCGACCUCACGGCAGGGGCCGCAGGGGGCACAGCAUGCGUCCUGACUGGGCAGCCCUUCGACACCAUGAAGGUGAAGAUGCAGACAUUUCCAGACCUCUACCGCGGCCUCACUGACUGCUGCCUGAGGACCUACUCCCAGGUGGGCUUCAGAGGCUUCUACAAGGGG

>AY325141 1

CCUUAUUUCUCUGUCAAUGGCCCUCUGCCAAUGUGCUGCUGGCACAGAGCGGUCGUCAUCCAGCCUGUGUUUUGGGGUGAGUGCAUGUGAGUAUGAUCCAGCUGUUUACCAGCUGGGAGAAGAACCCCAGAAUGGCAAAAGGGAGUCUCCCAAGACUGCCCUUCGACUGCCCAAUGUGAAAGACUUUGGCUGUAUAAAUG

>AY325142 1

UUUAAAGAACACCAGGUGGCUAGGUGGUGGUGGUGCAUACCUUUAACAUGGUUUCUACCCACCUUACCUCAACUACACUACCUGACUGCUAUAGGAGCCUGAUUGUUAACUCUGAGCUGGGUAGCAGUGCCCUCAUGGACCUGAAUAGUCCUUCCUUCCUCUAUCCCCUCCUCCACACACCAGCGGACAAAGGUACACUU

>AY325145 1

UCUACACAAUGGAAUAUUAUUCAGCUAUCAAAAACAAUGACUUUAUGAAAUUCAUAGGCAAAUGGAUGGAACUGGAAAAUAUCAUCCUGAGUGAGUUUCUGGCACAGCCUCUCAGGAAACAGCUAUACCAAGUUCCUGUCAUCAAGCGUUUCUUAGCAUCAGCAAUGGUUUCUGAGUUUAGUGUCCGUAGCCAUAAUGAG

>AY325150 1

GACAGAACGACCUGAUGGGCACGGCCGAGGAUUUCGCCGACCAGUUCCUUCGAGUCACCAAGCAGUACCUGCCUCAUGUGGCACGCCUCUGCCUGAUUAGCACCUUCCUGGAAGAUGGCAUCCGCAUGUGGUUCCAGUGGAGUGAGCAGCGCGACUAUAUUGAUACCACCUGGAGCUGUGGUUACCUGCUGGCCUCAUCC

>AY325151 1

UCACAAAGCAGUAUCUUGGUUGAUUUCAGACCUUUGGCAACAUCGUUUACUGGAAAGUAUGGCAGCAUUCAGUACUGUGUGAGGGCUGUUUUGGAACGACCCCAAGUUCCAGACCAGAGUGUAAGAAGAGAGCUCCAGGUUGUCAGUCACGUGGAUGUCAACACACCACCCUUAUUGACUCCUAUGCUGAAGACACAGGA

>AY325152 1

GUGCUGUACGUGGGUGGGCUGGCAGAAGAGGUGGACGACAAAGUUCUUCAUGCGGCUUUUAUCCCUUUUGGAGACAUCACAGAUAUUCAGAUUCCUCUGGAUUAUGAAACAGAAAAACACCGAGGAUUUGCUUUUGUGGAGUUUGAGUUGGCAGAGGAUGCUGCAGCAGCUAUCGACAACAUGAAUGAAUCUGAACUCUU

>AY325158 1

GAUACUACAGAUCCAAUGUCGGGCAAAGACGAGCGGCCGGACAGCGGGGAGCAAACUACCCCUGAGGACCUGGUCCUGACCCAGUAUAAGAUGGGGCUCGACAUCGCCAACCCGGUGCUUCGAUCUUUAGUGGAAGCUUCCAACUCAGGUGUGUCUGUACUGAGCUCGUGUGAGAAAGGUGACAUCAUGAUUAUGGAAGA

>AY325163 1

ACAGAGGAAGGAGCAGCCAGUGUCUCUUCCCUUGCUGUGACUCCAUCAACAGCCACUGACAGCUCAGACAAGGCCCCUGUGGUGAAGGCUAAAGCUACCCACAUCAUCAUGAAUUCCCUGAUCACAAAACAGACCCAGGAGAGCAUCCAGCGUUUUGAACAACAGGCAGGACUGAGAGAUGCUGGCUACACACCCCAUAA

>AY325164 1

CCCGGUUCACCUUCUGGUGACUGAAGGAAAUACUAAUGAAUCUUCCUUGAAGAUCUUAAAAGUGAUGCGCUUAGUACAACUCCUGCCACCAAGGUGUGGUCUUACACAUCUUACAACUGCCAGUGCAGGACAAGAGGGGAAGGAAAUCAGCUUGAAGCACCCAGUUACCCUUUACGAAGCAAGCUCUCCUGCCCUUAUUA

>AY325166 1

GCAUAGUAUUUAAGUUUGUUAUAUAUGUUAUAAUGAAAGACCCGAUCUCUGGGGUCAAGGUGAUGGCAUUGUCCGUCCAGGGCCUUGGUGAAGCUGGAAUGUUUCUAGGUUCUUCUGUGUUCUUCGCUAUUGCUGCUGCCGUGGCUGCCGCCCGCAAGGAGAGAGGCCUGCCCCUGAUUUUGGCCAUAAACAGCCCUGCC

>AY325167 1

UAAAUAAGGAGACGGGCCUGCCGUAAGCUAAGCAAUGCUGGAUGAAUUUGAGAGGGAACUGCCGGACUUCAUCGGUUAUGAAGAAGCAGGCGAGGGGACACGGUUACCUCUCAGGUCCCUGCUCUCUUUGGUGAUGGUGAAAGUCAGCUCAGCCGUGCUUAAAGCUGCCGCCCAUCACUAUGGGGCUCAGUGCGAUAAGA

>AY325168 1

UGGAGCACGCGGUAGUAAGCGGUCUUUGAGCACAAUGGCAGCAAAUGUAUUCCGAGUCAUUCUCCAUGACUGGAAGACUUGCGUGCGGUGGAGCUACGGGCGACGGCAGCUGAGCCAGACCCAGGGGCCUCCUGAUAACCCCAGCUUUGUGGAAUCUGUGGAUGAAUACCAGUUUGUGGAGCGCCUGCUCCCCCCUACCA

>AY325170 1

UCUUCAGGGAGGAAGGUGAGGUCUGCAUGGAGGAAGGUGAGAUCUUCAGGGAGGAGGGAGAAUAUCUUGAAGGAGAUCAAUCAACAACAUUAGAAGAGUCAGGCCUCUCUGGAGCAGCCAUGAAGUCCCUGGUCCUGCUCCUUUGUUUUGCUCAGCUCUGGAGCUGCCAAUCAGCUCCACAAGGUGCAGGGCUGGGUUUU

>AY325171 1

CCCGCCUCCAAUGACGAAAACAACUACUUGCUUGUAUCACUUCGUUGUUUUGAACUGGUACAUUUUCCUCAAUUAUUACAUCCCACAGAUUGGAAAGGAUGAGGAGAAACUAAAGGAAUUCCAUGACGGUGGACGGUCCAAGUACUUGACACUCCUGAAUCUGGCCCCGGAAUCAGAAUGUGUGAAUCCCUCAGAAUCUU

>AY325172 1

AACAUAUAACAAAGACACAUGCUCCACUAUGUUCAUCGCAAUGCUUCCUGCUAUGAUGAUAAUGGACCGAGCCCCUGAACCUAAAGGAAGUUUAGCAAAGAAGAAUUACUCCCACAUAUUUGGCGACCAGCUGCGGGUUUAUCACAGGGCAGAGGAGGAAGACGAGGAAAGUCGGAAGGAAAUGAUGAGAAGGGGAGAGA

Canis familiaris testing sequences

>cfa-let-7g

UCUCGAGUGCAUCCUGAAGAGUUCCUCCAACGCUCCGUUUCCUUUUGCCUGAUUCCAGGCUGAGGUAGUAGUUUGUACAGUUUGAGGGUCUAUGAUACCACCCGGUACAGGAGAUAACUGUACAGGCCACUGCCUUGCCAGGAACAGUGCACCAGCUACUGAGUGGGGCGGAGAGGAUGGCGACGCCCUGCUCAUCUCUG

>cfa-mir-1-2

UACUAACAAAUGGGAAAAAUAAAAUAUUUCAUGUUUCUACAGCUAACAACUUAGUAAAACCUACUCAGAGUACAUACUUCUUUAUGUACCCAUAUGAACAUACAAUGCUAUGGAAUGUAAAGAAGUAUGUAUUUUUGGUAGGCAAUAAACUGCCAGGAGGGAACUACACUGCAGCUAAAAUAAGCCUUUGCUUCUUCCUA

>cfa-mir-7-1

CACUUGUUAUAAAUUAUACAGAGCCUGUAGAAAAUAUAGAAGAUUCAGUGGAUGUUGGUCUAGUUCUGUGUGGAAGACUAGUGAUUUUGUUGUUUUUAGAUAACUAAAUCGACAACAAAUCACAGUCUGCCAUAUGGCACAGGCCAUGCCUCUACAGGACAAAUGAUUGGUGCUGUAAAAUGCAGCAUUUCACACCUUAC

>cfa-mir-7-2

UGGAACAUGCCUGCGCUGAAGUCACCUACAGGAGAGGCCAGGGUGUGGGCGUGGACUGGCUCGCCCCAUCUGGAAGACUAGUGAUUUUGUUGUUGUCUCACUGCAUCCAACAACAAGUCCCAGUCUGCCACAUGGUGCUGGCCACUGCAGCAGGGUGUGGAGAGGGGCCAUGCCCCCCUUUUUGGCUCUCCUUCCAAGGU

>cfa-mir-9-1

GCGGCGGCGGCGGCCGGGAGGCUGCGUGGAAGAGGCAGCGGCACCAGCCAGGAGGCGGGGUUGGUUGUUAUCUUUGGUUAUCUAGCUGUAUGAGUGGUGUGGAGUCUUCAUAAAGCUAGAUAACCGAAAGUAAAAAUAACCCCAUACACUGCGCAGAGGGCCCAGGGAGAGCUGGCCGCAUGGGCGGGCGGGCGGGGGAG

>cfa-mir-9-3

CGCUCCCAGAGGCAGCGGCACGUGGGGCCCACGGCGCGGCAGCGGCGGUGGCGAAGGGAGGCCCGUUUCUCUCUUUGGUUAUCUAGCUGUAUGAGUGCCACAGAGCCGUCAUAAAGCUAGAUAACCGAAAGUAGAAAUGACUCUCACAACUUCUGCGUGCGAGCGCCCGCCCCGCUGGCCGCCCCGGCCCGCACGAGCCG

>cfa-mir-10b

CGGUCGGUGCUGGCUGCGGUCUGGGUACCCACUCUGGGUGGAACCCGGAGGUAGUAACGUUGUCUAUAUAUACCCUGUAGAACCGAAUUUGUGUGGUAUCCACAUAGUCACAGAUUCGAUUCUAGGGGAAUAUAUGGUCGAUGCAAAAACUUCAUGUUUCUCCGAAAUAGCCAUAGUCGGAAGCAGAGGCCAGAGGCAGC

>cfa-mir-15b

UUUUUCAAUAAAGUUUAGAGGGUUUCCCCCUGUUGGAUGAAUCCUGUGUUUUAUGAGGCCUUAAAGUACUGUAGCAGCACAUCAUGGUUUACAUACUACAGUCAAGAUGCGAAUCAUUAUUUGCUGCUCUAGAAAUUUAAGGAAAUUCAUUCAAAACUGCUUUUACCAUGAGAUACUCAUUUUAUAUUUGGAUGACUGAC

>cfa-mir-16-1

AUCUGAUCUUCUGAAGAAAAUAUAUUUCUUUUUAUUCAUAGCUCUUAUGAUAGUGAUGUCAGCAGUGCCUUAGCAGCACGUAAAUAUUGGCGUUAAGAUUCUAAAAUUAUCUCCAGUAUUAACUGUGCUGCUGAAGUAAGGUUGGCCAUACUCUACAGUUUGAUAUUUUAUAGUAUAAUAUGUUUUACAGUUUAAUAUGU

>cfa-mir-17

AUUUCAGAUUUAGCAGGACCAAACAGAACAUCACCUUGUAAGACUGAAGACUGUGACCAGUCAGAAUAAUGUCAAAGUGCUUACAGUGCAGGUAGUGAUAUGUGCAUCUACUGCAGUGAAGGCACUUGUAGCAUUAUGGUGACAGCUGCCUCGGGAAGCCAGGGUGGGCUUUCAAGCGCAGGGCCUGCUGCUGCUGAGUG

>cfa-mir-18a

GACAGCUGCCUCGGGAAGCCAGGGUGGGCUUUCAAGCGCAGGGCCUGCUGCUGCUGAGUGCUUUUUGUUCUAAGGUGCAUCUAGUGCAGAUAGUGAAGUAGAUUAGCAUCUACUGCCCUAAGUGCUCCUUCUGGCAUAAGAAGUUAUGUUUUCAUCCAAUAAUCCAAGCCAAGCGAGUAUAUAGGUGUGUGAAUGCUUUU

>cfa-mir-20a

CUAAUUUUGUGUACUUUUGUUGUGUCGAUGUAGAAUCUGCCUGGUGUCUCUGACGUGACAGCUUCUGUAGCACUAAAGUGCUUAUAGUGCAGGUAGUGUUUCGUUAUCUACUGCAUUAUGAGCACUUAAAGUACUGCUAGCUGUAGAACUCCAGCUUCGGCCUGUCGCCCAGUCAAACUGUCCAGUUACUGAACACUGUU

>cfa-mir-21

AUCCUGCCUAAAUGUCUGCUUAUUUUUGCCUACCGUCGUGACAUCUCCAUGGCUGUACCACCUUGUCGGGUAGCUUAUCAGACUGAUGUUGACUGUUGAAUCUCAUGGCAACAGCAGUCGAUGGGCUGUCUGACAUUUUGGUAUCUUUCAUCUGACCAUCCAUAUCAAAUAUUCCCAUUUAAACAUUACCUAGCCUCAUA

>cfa-mir-23a

UCUCUCUCUCUCCCCCAGGUGCCAGCUGCUGGCCCCACCCGGUGCCCCCCCACCCCUGUGCCAUGGCCGGCUGGGGUUCCUGGGGAUGGGAUUUGCUGCCUGUCACAAAUCACAUUGCCAGGGAUUUCCAACCGACCCUGAGCCCUGCCUCUGGGGCUGCCACCACCACCACCACCACCACCACCACCACCACUGCUGCC

>cfa-mir-24-2

CGCCCCCCGGGACCCCGCCUCCUCUGGCUCUGCCGCUGCGCCUGUCUGGGCCUCCCUGGGCUCUGCCUCCCGUGCCUACUGAGCUGAAACACAGUUGAUUUGUGCAGACUGGCUCAGUUCAGCAGGAACAGGAGUCGAGCCCCCUCGGAGCCUGUGGCGCCGGCCUUCCUUGGGUGGGCUGCUGCCUGGGGGAACGAUGA

>cfa-mir-25

CCCCCGGGGGGAGCUCAGAAGGGUCUGGUCUCCCUCCCAGGACAGCUGAACCCCGGGACUGGCCAGCGUUGAGAGGCGGAGACUUGGGCAAUUGCUGGACGCUGCCCGCGCAUUGCACUUGUCUCGGUCUGACAGUGCCGGCCCCGCACUGCAGCUGCUGGGCGGGGGGUUCUCCUCUCAGGGUUGGGGGUGCCUGGCUU

>cfa-mir-26b

GCCCACCUCCAAGGCCUGCAGGGAGUGGGGUUCCUCCUCGGCGCCCCCUUGCCCCACGUUGCCCGGGACCCAGUUCAAGUAAUUCAGGAUAGGUUGUGUGCUGUCCAGCCUGUUCUCCAUUACUUGGCUCGGGGGCCGGCGCCCUGCAGCCUUGGGGCGAGGGGGCUGCCCCCAGGCCCCUACAUUUGGCUAAGGCGGUG

>cfa-mir-28

UUGAGUACCUUCUGCAUGGCAAACACCAUGCUUGGCUCUGAAGAUACAAGAAUUAAAAACGGUCCUUGCCCUCAAGGAGCUCACAGUCUAUUGAGUUGCCUUUCUGACUUUCCCACUAGAUUGUGAGCUCCUGGAGGGCAGGCACUUUUGUUCACCUGAAAAAAAGUGUAAGUCUCAGAGUUCAACCUGGAUUAUAUUAA

>cfa-mir-29a

CAUACAUGGCGGAUUUAUUGCUCCUUGGUCCCUCCCGCCUCUCACGUCCUCCUGUGACCCCUUAGAGGAUGACUGAUUUCUUUUGGUGUUCAGAGUCAAUAUAAUUUUCUAGCACCAUCUGAAAUCGGUUAUAAUGAUUGGGGAAGAGCACCCUGAAGCUGAUGAAAGGAGAGAAAAUAUAUUGGUGACCUUUGGGGCCA

>cfa-mir-29b-1

UAGGUUGUAUUGAGCCUAUGGUAAGAGAGCGUUCUGAAGAAAAAAUAGAUCAUAAAGCUUCUUCAGGAAGCUGGUUUCAUAUGGUGGUUUAGAUUUAAAUAGUGAUUGUCUAGCACCAUUUGAAAUCAGUGUUCUUGGGGGAGGCCAGCUGCACUACCAGUGACAAAAGGAAUGAAUGGGACGACCCCGAAGUAUUUCAG

>cfa-mir-92a-1

AUCCAUGCAAAACUGACUGUGGUAGUGAAAAGUCUGUAGAAAAGUAAGGGAAAAUCAAACCCCUUUCUACACAGGUUGGGAUCGGUUGCAAUGCUGUGUUUCUGUAUGGUAUUGCACUUGUCCCGGCCUGUUGAGUUUGGUGGGGAUUGUGACCAGAAGAUUGUGAAAAUUAAAUAUUACUGAAGAUUCGACUUCUACUU

>cfa-mir-99a-1

UAAUUUCAUCAGAUAUUUACAACGAAUUCUGCAUUAAUGGGGAGCCCAAGUGAGAUGUUGCCCAUUGGCAUAAACCCGUAGAUCCGAUCUUGUGGUGAAGUGGACGGCACAAGCUCGCUUCUAUGGGUCUGUGUCAGUGUGGUCAUCUAACAAAAUGCUAUAAACAAAUGCUGUUAAAUAAUAUUUCAGUCAAAUUCCUG

>cfa-mir-101-1

UCACAGGAAGUCGUGCAGCCCCCCCAGGAAGGACGGCGCUGGCACACACUGUGACUGACAGGCUGCCCUGGCUCAGUUAUCACAGUGCUGAUGCUGUCCAUUCUAAAGGUACAGUACUGUGAUAACUGAAGGAUGGCAGCCAUCUUGCCUUCUUCCAUCGAAGGAAGUCCCAUCGUGCCCAGGAAGGAAGACAAGAUGAA

>cfa-mir-106b

CCAUCCGCUGCUUACCGGGCCCCCGCCUGCUCCGCCCCAGGCCGCCUCCCUCCCACUCAGGCCCUGCCGGUGCUAAAGUGCUGACAGUGCAGAUAGCGGUCCUCCGUGCUACCGCACUGUGGGUACUUGCUGCUCCGGCAGGGCACGCACGGCGUUCCCGGAGGGAAAGGUCUGCGCCCACCGUUCCAGCCUCACCACGG

>cfa-mir-124-1

CCACCCCCCAUCCUUUCUUCCACCUGUCCUUCCUUCCUCCUUUCCUUCCUCAGGAGAAAGGCCUCUCUCUCCGUGUUCACAGCGGACCUUGAUUUAAAUGUCCAUACAAUUAAGGCACGCGGUGAAUGCCAAGAAUGGGGCUGGCUGAGCACCGUCGGUCCGAGAGGGCCCGCCGGGAAGGAGCCGCAGAGCCGAGGCGU

>cfa-mir-125b-1

AGAAAUUGCCUGUCAUUCUUGUUUUGCUUUGCUUUGUCUCAAGAAAGAACAAUUUGUUGCGCUCCUCUCAAUCCCUGAGACCCUAACUUGUGAUGUUUACCGUUUAAAUCCACGGGUUAGGCUCUUGGGAGCUGCGAGUCGUGCCUUUGCAUCCUGGAAAUUUGGUGGGACUUUUUCCUUUAAAGCAAAAACAAAAGAAA

>cfa-mir-125b-2

CAACUGUAAUUUCUGAGCUAGCCUUAUUACUGGAAGAAGAAUUCUACCGCACGAAACCAGACUUUUCCUAGUCCCUGAGACCCUAACUUGUGAGGUAUUUUAGUAACAUCACAAGUCAGGCUCUUGGGACCUAGGCGGAGGGGAACCAGCAGCUUUGGACUUUAUUGAUUGUCUGCAGUUACCACCAGAACAAAAGAACA

>cfa-mir-127

GCACCCACAGGUUCCCACGGCGCGAUGGAGGGACAUUCGUAAAAGGUCUCGCUGUGAUCACUGUCUCCAGCCUGCUGAAGCUCAGAGGGCUCUGAUUCAGAAAGAUCAUCGGAUCCGUCUGAGCUUGGCUGGUCGGAAGUCUCAUCAUCUGCUUCCUUCGGGUUAAACACGUCGGCCAGGUCGGAGUACAGGGGCGGCAG

>cfa-mir-128-1

UGAAAGGUUUGCAGCUUUACCAUAUAUGUUUAAUAUUUUGCAAUAAUUGGCCUUGUUCCUGAGCUGUUGGAUUCGGGGCCGUAGCACUGUCUGAGAGGUUUACAUUUCUCACAGUGAACCGGUCUCUUUUUCAGCUGCUUCCUGGCUUCUUUUUACUCAGGUUUCCACUGCUUUUUUUUUUAAUGCUGUAUUAAGGUAUU

>cfa-mir-133a

CAUAACUGUACAAAUAAAGAGCAUUUCAAUUCUUUUGUAUCCCAAACUAGCAGCACUGCAAUGCUUUGCUAGAGCUGGUAAAAUGGAACCAAAUCGCCUCUUCAAUGGAUUUGGUCCCCUUCAACCAGCUGUAGCUAUGCAUUGAUUACUACAGGACAGCCAACGUUUCCAUUUAUGAAUUUCAUCACAUGUUGACUAAU

>cfa-mir-134

CUUGGAAGAGAGGCUUCCUGGGCCUCAGGCCAACUUCUAGAAGAGAUGCUGGUGUGAGCAUUGUCCAGGGUGUGUGACUGGUUGACCAGAGGGGCAAGCACUCUGUUCACCCUGUGGGCCACCUAGUCACCAACCCUCAGCACCCACCCCGCCCGCCCAGGAAGACUUCUUGGAGGUCCAGCCAACUUGGGGCAAGCAGC

>cfa-mir-135a-1

CUGGGCCAGAGCCCCUCACACCCUCAGCGAAGAGGGGGCCAGCAGGAGCAGCCCCAGGCCUCGCUGUUCUCUAUGGCUUUUUAUUCCUAUGUGAUUUUACUGCUCACUCAUAUAGGGAUUGGAGCCGUGGCGUACGGCGGGGGCGGCCAACGGAGGGCUUGGAUGCUGAGCAAGUGGGCCCAGACACAGGACAGCAGCCC

>cfa-mir-136

CUGGCGGGCCCCGCCGCCUCCUGCGCGCCGCUGCCUGAUGUCUCCACGGUGGUGUUGGAUGAGCCCUCGGAGGACUCCAUUUGUUUUGAUGAUGGAUUCUUACGCUCCAUCAUCGUCUCAAAUGAGUCUUCAGAGGGUUCUAUCAUUUCGUCGGAUGGAAAGGAGUUGUUCUCUGAAGACCGGUAAGGUUGUGACGCGUC

>cfa-mir-137

GGCGGCGGCGGCGGCAGCAGCGGCAGCAGUAGCAGCGGCAGCAGCAGCUUGGUCCUCUGACUCUCUUCGGUGACGGGUAUUCUUGGGUGGAUAAUACGGAUUACGUUGUUAUUGCUUAAGAAUACGCGUAGUCGAGGAGAGUACCAGCGGCAGGCGGGCAGCGGCCGCCCCUCCCAGCCCACCAGCUGGCCUCUAAACGC

>cfa-mir-146b

UGGGGGGAAUUCACAGAAGAGAACACAGGAGGGGAAGUAUCAAGGCUGAGAGAACGCUGGCCACCUGGCUCUGAGAACUGAAUUCCAUAGGCUGUGAGCUUGAGCAAACAGCCUAGGGACUCAGUUCUGGUGCCCGGCUGUGCUCUACCGUCAAUAUGGAGGCCAUGGGGAAGCUGCUGGCUUGGGCUCACAGCAUUCCA

>cfa-mir-147

UGCAGAAGGUCCGAAGAGCCACUAAAUGACCAGUUCUUGCUUCUUUCUUUCAAAGAGUACUCUAUGAAUCUAGUGGAAACAUUGCUGCACAAACUAGAUUAUGGAUACCAGUGUGCGGAAAUGCUUCUGCUACAUUUUUAGGGCUUGACUACAUUUUCGGACUCGGGAUAGGAAUUAUGAAGGUAGUAUAGCAAUGACCA

>cfa-mir-181b-1

AAAACUGAAGCAGAACCCACCAGGAUGUUCUCUUCUCCACGCAGAGAUUAUUUUUUCAAAGGUCACAAUCAACAUUCAUUGCUGUCGGUGGGUUGAACUGUGUGGACAAGCUCACUGAACAAUGAAUGCAACUGUGGCCCGCUUUUUGCAGACACAAUCCAGAGAUCUCUCACCUUUGAAAGACGUAUUGAAUGUCGUAA

>cfa-mir-183

AGGGUGGCGGGGAGCGGGGCUGGGCGUCUCUCCGCAGGGCCGGCGGGCCGAGAGCGUGACUCCUGUUCUGUGUAUGGCACUGGUAGAAUUCACUGUGAACAGUCUCGGUCAGUGAAUUACCGAAGGGCCAUAAACAGAGCAGAGACAGAUCCGCGAGUGUCUCGGGAGCACUCUUCACCCCGUGGCCCCAUGCCAGCCUG

>cfa-mir-186

UAAUAGAAUUAAGAUUUACAGAACAGCCUUCAUGUUCUUCCCAAACAUUUUUUUCAUUGCUUAUAACUUUCCAAAGAAUUCUCCUUUUGGGCUUUCUGAUUUUAUUUUAAGCCCAAAGGUGAAUUUUUUGGGAAGUUUGAGCUAAAUUCCUUCAACCAAAAUAUGUAAACGAAGAAAAAACUUUGCAUUUAAAUAUUUGC

>cfa-mir-187

GCGGCCCACCUGGAAGAGGAAGCGGGGCAGGUGCCCAAAGGCCCGGCUCGCCACGACUCGGUGUGAGACCUCGGGCUACAACACGGGACCCGGGCGCUGCUCCGACCCCUCGUGUCUUGUGUUGCAGCCGGAGGGACGCAGGUCCACAGCAGAGCCUGCACGACCCCGCAGCCCCGGACUCGACGCCGCAGGUGGCCCGC

>cfa-mir-190a

UCUGUAGCCUGCAGUACGGUGCCUAUUCUCGAGCCCAGUCAAACCUGGAUGCCUUUUCUGCAGGCCUCUGUGUGAUAUGUUUGAUAUAUUAGGUUGUUAUUUAAUCCAACUAUAUAUCAAACAUAUUCCUACAGUGUCUUGCCCUGUCUCCGGGGGUUCCUAAUAUAGUCGAUAAGGCAACAGGAAAGAACAUGUUAAAA

>cfa-mir-199-1

GCGCGGCAGCCCUCCUUGCCCCCUGCCUCCCCUGGCCCGGGGGGCCUGCAGCAUGGACAGCCGGCCCCGCCAACCCAGUGUUCAGACUACCUGUUCAGGGGGCUCUGAAUGUGUACAGUAGUCUGCACAUUGGUUAGGCUGGGCUCGGGCAAGCGGCGCAUCAGGAUGGGCACCCCCCCCAAACUUGCUGCCACCUCCAC

>cfa-mir-199-3

GGGCCGAAGCUCUCACCCGACGGACAGACACAGCUGCCUGGAAGGACCAGAGGACACCUCCACUCCGUCUACCCAGUGUUUAGACUAUCUGUUCAGGACUCCCAAAUUGUACAGUAGUCUGCACAUUGGUUAGGCUGGGCUGGGUUAGACCCUCGGCGCCGCCGCUGGAGAGCUGGACUGACCCCCACCCGCCAUCCCAG

>cfa-mir-205

CAUGCAGAGGCCAGGGUGGCCAUGUGGCCCGCCCCUGAGAAAGAGCCCCAGACAAUCCAUGUGUUUCUCUUGUCCUUCAUUCCACCGGAGUCUGUCUCGUACCCAACCAGAUUUCAGUGGAGUGAAGUUCAGGAGGCGUGGACCUGACACCGCAGCGGCCGCAGCAGCAGCAAGAGUAGCUCUGACUUAGAAAAGGAAAG

>cfa-mir-207

CCCCCGCGUCCCCUCCGCCUCAGCUUGCUGGCGGUGGGCGACCCUGCGCGCACGCGCGGGAAGAGCCAGGGGCGAGGGGCUGCGGGGGGAGCGGGGCGGAGGCUGCGGCCGCUUCUCCGGUCUCUCCUCCUUCCCUUUGUUGAGGGCUGGCUGGGGUUCUCCCACCUCUUCGGUCAAGGUGGGAGGAAGAAAACCUUAAC

>cfa-mir-211

GUUCUCACAUUUUUGUCUUGGACUUUAAGUUUUCACACUACCCAACUUCAUCUGGCCAUGUGACUUGUGGGCUUCCCUUUGUCAUCCUUUGCCUAGGGUUCUGAGAGGGGCAGGGACAGCAAAGGGGUGCUCAGUUGUCACCUCUCACAGCUUGGAGCUUUGGGGAGUCCAGCCUAAACCAAGAAGAACCAAUUUUACCC

>cfa-mir-214

UUGUAUCUGCCCAUGAGCAAAGGAAACCCGAAGGAACCAAGGGCCUGGCUGGACGGAGUUGUCAUGUGUCUGCCUGUCUACACUUGCUGUGCAGAACAUCCGCUCACCUGUACAGCAGGCACAGACAGGCAGUCACAUGACAACCCAGCCUGAAUGACAACCAGCCAUUGAAAGAAAGCAGCCCUCACACCAUAGCAUCU

>cfa-mir-223

CAUCUCCCAGGAAGAUCUUGCAUUCCUACUGAAACCCCUGGCCUGGCCUCCUGCAGUGCCACACUCCGUGUAUUUGACAAGCUGAGUUAGACACUCCAUGUGGAAGAGUGUCAGUUUGUCAAAUACCCCAAGUGCGGCACAUGCCUAACAGCUCCAGGCCAGAAGAGUUGGGAUACAACAAAUAAACUGCCAGCUGGAUA

>cfa-mir-320

UGCCGCGGGCCGGAAGUGAGGUCAGGGGGCGGGGCCGGGCCACAGUAUUUAUCCGGCGGCGCCUCGCUCCCCUCCGCCUUCUCUUCCCGGUUCUUCCCGGAGUCGGGAAAAGCUGGGUUGAGAGGGCGAAAAAGGAAGAGGGGUCUGGUCUGGGUUACGCUGUGGUGCCGCGCUUUGGGGGCUUGGCCCGGGCGGAGGGG

>cfa-mir-326

GGCUUAGUAGCAGCAGGACGUGUGACAAGAAGAAGGAAAGUCCUCCGGAGCCUCCUCUGUCUGUUGGGCUGGAGGCAGGGCCUUUGUGAAGGCGGGUGGUGAUCGGAUCGCCUCUGGGCCCUUCCUCCAGCCCAGAGGCGGAUUCACCACGAGGCUGCUGUACCUUCAGCUUCAGGCCCCUUGUGCUCCAGGGCCCCUUC

>cfa-mir-330

CCUGGUGACUCCCGUCUUCCAGGAUCGCGUCCCUGCCACUUCGUGCUGUGUGAUCUUUGGCGAUCACUGCCUCUCUGGGCCUGUGUCUUAGGCUCUGCAAGAUCAACCGAGCAAAGCACACGGCCUGCAGAGAGGCAGCGCUCCGCUCCUUACGCGGCCCCCAUUAUUCAUCAGAGACCACCCGGGAGCGGUGGGGGGGG

>cfa-mir-342

UCUGGAGACCAAGACGGCAUUCCUGAACCAGCAUCGCUCGCAAGCCUGUGAAACUGGGCGCAAGGUGAGGGGUGCUAUCUGUGAUUGAGGGACAUGGCAAAUAGAAUUGUCUCACACAGAAAUCGCACCCGUCACCUUGGCCCGCCUACCACCACCCCUAAACAAAGGAGCGCACCUUCCUCGGCCAGCAGCCUUGUGUU

>cfa-mir-369

UGGAGCCUGCAGGGACCGCUGGGUCCGGGCACAUGACGAUCCUUCGCUCAGCAACUCUCCUGGUACUUGAAGGGAGUUCGACCGUGUUAUAUUCGCUUUAUUGACUUCGAAUAAUACAUGGUUGGUCUUUUCUCAAUAUCAUAUCUCACCCUGGAGGAUCUCUUGGACACAGGACCCCUCCUGAAACGGGCACAAGGUGG

>cfa-mir-370

CACGCUGGACCCACGAGGGUGCUGCUGUCCUCAGUCUACAAAUCGCACAAGUCGGGGCACAAGACAGAGAGGCCAGGUCACGUCUCUGCAGUUACACAGCUCAUGAGUGCCUGCUGGGGUGGAACCUGGUCUGUCUGUCUGUCUAGCACCACAGCUCCGGCGCUGCUACAGAGGGAAGAAAGAUUUGGGUGAGGGGCUCA

>cfa-mir-371

AAGAACCGAGAACAGGGCUCAGGGAGAAGAACCCACUCCCAGGAUUUCACGUAGACCUUCUCAGCCGGGGACACUCAAAAAAUGGCGGCACUUUCCUACCUAGAACAGAAAGUGCCCCCACAGUUUGAGUGGCACAGGCCGAGUAUCCAGGAUCCGCCAGCGGCCCUCUUACCAGGUGGAGGCCUUGCAGCCGCGAGGAC

>cfa-mir-376a-2

CGCGUCUUUCAUUUUUGAUGGAUUGUGCAGAGGUUCACGCUUUCCAGGAUUAAUCCUCUUUGGUAUUUAAAAGGUAGAUUUUCCUUCUAUGAUUACGUGUUUGAUGGUUAAUCAUAGAGGAAAAUCCACGUUUUCAGUAUCAAAUGCUGCUUUGGAAACAUGGCUGGCCUGAAGCCAACGGUCAGGGGAGCGAGAUAGGG

>cfa-mir-376a-3

GAUGCUUUUUUACUUGACGAAUUGCAUGCAGGUUUGUGCUUUCUGGGGCUGUUCAAUUUUUGAUAUUCAGACGGUGGAUGUUCCUUCUAUGUUUACGGGAUUUAUAGUUAAUCAUAGAGGAAAAUCCACGUUUUUGGUAUUUGAAGUUGGUUUUAAAACACUUCGGAACACGAAACCCCUCUCGGGGGAAAGAGAGGAAA

>cfa-mir-376b

CGCCUCCACUUUUGAUGAACUGUGCACGCAUUUGUCCUUUCCAGAACUGAGUCUUUCUUUGGUAUUUAAAAGGUGGAUAUUCCUUCUAUGUUUACGUGAUUCAUAGAUAAUCAUAGAGGAAAAUCCAUGUUUUCAGUAUCAAAUGCUGCUUUGGGAAUAUUUCUGGAGGAGACGGUAGGGCGAGGCCCUCCCCGGCAGCC

>cfa-mir-376c

UACCUUUGUUUUUGAUGGUUUGUGCUCAGGUUCAGGCUUUACAGGACUAAAUCCUUCUUUGGUAUUUAAAAGGUGGAUAUUCCUUCUAUGUUUAUGUUAUUUAUGGUUAAACAUAGAGGAAAUUCCACGUUUUCAGUAUCAAAUGCUGCUGGGAAGCAUGGCUGGACUCUCACUACCGUCAGGGAAGCCGGGGGGCGGGG

>cfa-mir-379

UUCUGGAAGUGACACCAACUUCAGGGGCAAGCCCUGGUCUGGGGUCAGCACCACUCCAUGGUUCCUGAAGAGAUGGUAGACUAUGGAACGUAGGCUUUGUGAUUUUUGACCUAUGUAACAUGGUCCACUAACUCUCAGUAUCCAAUCCAUCCUCGGAGGGCACCCCGGAGGUGUUGCCAACGUGAGGGACGAGGACACUG

>cfa-mir-409

GUCUUCCGGAAGCACAGCCACCUUGAAGCGUCCGCCUUAGUCCAAGCGCCCGAGCCUCUCCAUGGUACUCGGGGAGAGGUUACCCGAGCAACUUUGCAUCUGGACGACGAAUGUUGCUCGUUGAACCCCUUUUCGGUAUCAAAUGCCACCAGAGAGGCGGACUCGGAGGCCGUGGCUCCUCGGGGAAGACGUCGUGAGCA

>cfa-mir-423a

CCCCCCACAUUUUCCAGGAUGGAAGCCCGAAGUUUGAGGGAGAAACUUGUGAGGAAAUAAAGGAAGUUAGGCUGAGGGGCAGAGAGCGAGACUUUUCUAUUUUCCAAAAGCUCGGUCUGAGGCCCCUCAGUCUUGCUUCCUACCCCGCGCUUGAGUUUCUCCAUGGUUGGAUGCUUUCAUGGGCAAUGAGAAGAGACAAU

>cfa-mir-433

UUGCGCAGGCCGCUCCAUGACGUCAAAGUUGAAGUGGGAGAAGAAGAAGACCCAAUGCCCGGGGAGAAGUACGGUGAGCCUGUCAUUAUUCAGAGAGGCUAGAUCCUCUGUGUUGAGAAGGAUCAUGAUGGGCUCCUCGGUGUUCUCCAGGUAGCGGCACCACACCAUGAAGGAAGCCCUUAUUGGAAGAAUCUUCAUUU

>cfa-mir-455

CUGCAGGUCCGGGAGCCCCGGCGCGGGGCGGGCCUCCCCCCAAGAGCGCCCGCGCCCUUCCCUGGCGUGAGGGUAUGUGCCUUUGGACUACAUCGUGGAAGCCAGCACCAUGCAGUCCAUGGGCAUAUACACUUGCCUCAAGGCCUGUGUCGUCGAGGAGUCGCCGGAGCCGCCGCUGCCACCAGCAGGAAGAGGAGCCU

>cfa-mir-488

CAGGACCACAGCUGGCGUUUCCUCCUAAGGAAGAAAGAAGAGCCUAGAGUGAAUUUCCGAGAAUCAUCUCUCCCAGAUAAUGGCACUCUCAAACAAGUUUUCAAGUUGUUUGAAAGGCUAUUUCUUGGUCAGAAGACUCUCAAUUCCUUCUGGAAGCCUCAGGAGUCCUAUUUUGUUGUUUAGACACAGGAACUAAAGUU

>cfa-mir-491

GACUUACAGCGUCUUGGAUGCUUGCAGCUGUUUACUCCAGAGAUACCUGCUGUGGGAAUUGACUUAGCUGGGUAGUGGGGAACCCUUCCAUGAGGAGUAGAACACUCCUUAUGCAAGAUUCCCUUCUACCUGACUGGGUUGGAGUCCUAUCCUGUGCGACACAGGUCCUUACCAUAAAGAGGAAGAUGAAGACUUGGAAG

>cfa-mir-494

UUUCUUUUUGUGUUUUCCUUUUUUUUUCUUUUAAUUUUUUUUUUAUGAGUGCUAAUCGUCGAUACUCGAAGGAGAGGUUGUCCGUGUUGUCUUCUCUUUAUUUAUGAUGAAACAUACACGGGAAACCUCUUUUUUAGUAUCAAAUCCCACCCUGGAGGCACUUCCUGUUCCCGAUGCGGCCUUCAGGGAAGGGACCUGGC

>cfa-mir-495

CCGUGUCCCUUCUCACGCAGGUGGACGGCCAGAGGGAGCGAGCCCAGUGGCGCCCACCUCUGGUGCCUGGGAAGAAGUUGCCCGUGUUAUUUUCGCUUGAUACGUGCCGAAACAAACAUGGUGCACUUCUUUCUCGGUAUCAAAUCUCGCCUUGAAGAGCUCCCUGGGCCCAACUGGAGAAGGGACCUUGGUGUCACUGC

>cfa-mir-499

CCAAGCAGGCCCUCCCCCGCUGGGCUCCAUCCCUGACCCUGCUCUGUCCCUUGCACCCUGGGCGGGCGGCCGUUAAGACUUGCAGUGAUGUUUAACUCCUCUCCACGUGAACAUCACAGCAAGUCUGUGCUGCUUCCCGUCCCCACGCUGCCUGGGCAGGGAGCUGUGGGGCCACUGGGUGGGGGGACUGAUGGGAGAGA

>cfa-mir-502

UAUGUAACUAAAAACUUUCUCCGCCUUGAGUGCUGCAGGUGCUUCAGCUUUCCGCGCUGCUCCCCCUCUCUAAUCCUUGCUAUCUGGGUGCUAGUGCUGUCUCAAUGCAAUGCACCUGGGCAAGGAUUCAGAGAGGGUGGGCUCAACUGCAUCAAGAAGAACAGAGACUUUGCAUCUUCCUCCCUCCUCCCCUUCCUCCU

>cfa-mir-544

UGCGUGUGAGCUACUGGCUAGAACAGCGUUCCUCAAACUAUAAAAUGCCUCUAAGAUUUUCAUCACCUAGGGAUCUUGUUAAAAGGCAGAUUCUGAUUUAGGGACCAAGAUUCUGCAUUUUUAGCAAGUUCCCAAGUGAUGCUAGCGCUGCUGGUCGGUGGACAACACUUGGAACCGUUCGGGGCUGGAUAUGACGUGCC

>cfa-mir-578

AUUCCUAAUUUCAUGACCUCUUUCUUGACCCUCUGAUUCAGAGUGGGGCUAGUUUACCCAGCAGUCAGCCCAAGUAGCUUCUUGUGCUCUAGAUUGGUGUUUUUCAUAGUGUGGAGUCAAGAAGUUGCUUUAGGGAUCCCUGGGUGGCGCAGCGGUUUGGCGCCUGCCUUUGGCCCAGGGCGCGAUCCUGGAGACCCGGG

>cfa-mir-589

AUAAAUGGGUUUUGUAGGUCAGCUCAAGAACUUGACCACCGCUCAUAAUGGACUCUCUGUGCAUACCGGCUCUGAGAACCAUGUCUGAUCAGAGCUGGGUACUGCCUGUUCAGAACAGACACCGGUCUCUAAGACGCAGCCAAAUGGCCCCAUUCCUCUGGAGUCCUGCCUUCUGCGGCAAGCUGAGCCUGGGAAGGCUG

>cfa-mir-592

UUCUCUCGCCCUUCCUGGGGCUAGGCUGAGGGAGUGCUGUCGAAUUUAAUUUGAUGAUAUUAUGCCAUGACAUUGUGUCAAUAUGCGAUGAUGUGUGUGAUGGCACAGCGUCAUCACGUGGUGACGCAACAUCAUGACGUAAGACAUCACAACGCCAAUUAAAGACGUGACUCCCAGAGGGUUUUUAAAUUGAGCAAAAA

>cfa-mir-652

ACUGAGACAUCUGGGGACCCACCUACUGAUGUUUCUAAGCAGGGCUGCCACGAAUGGCUUUGCACUACACAACCCUAGGAGAGGGUGCCAUUCACAUAGACUAUAAUUGAAUGGCGCCACUAGGGUUGUGCAGUGCACAACCUACACAACUGUACUCGGCAGCCCUAGCAUAAUGUCAGUGCUUUUUUCAUCAAGGGCAG

>cfa-mir-676

AUGAAAAUGACCCUCUUUUCCAUUUAGCUUCAAUGCAAGAGACUUCAUAUCAGUUCUUCACCUGAAUGCAUGACUCUUCAAUCUCAGGACUCGCAGAAUUAAUGGAAUGCCGUCCUAAGGUUGGUGAGUUCUGCGUUUAUGGGCAUUUCAUCCCUAUGAAGAAGUCCUCAUUCCCUCACUGCAACGACUGAGACUGAAAG

>cfa-mir-761

UUUUUUUUUCUGUCUGUUUCUGCUUUUUCCCUUAGGUCUGCACCUGUUCAGCAUUUGGCAGGAUGGCAAGAGGAGGAGCAGCAGGGUGAAACUGACACAGUUCUGGUGAGUUUCACUUUGCUGCUCCUCCUGAUAUUCAGGGAAAGAAUUUUGUUACUUUCUGUUGGAAAAACAUCCAUCUCCAAGUGAAUCCUUAAUGU

>cfa-mir-764

UUGUAUUCUACCACAGGGUAAAGAAUCCUGGUUUGUUCAAGUGAUAUUUUCAAUCUAAAAUCUAGGAGGCAGGUGCUCACUUGUCCUCCUCCGUGCUUGGAAAAUACAGGGAGGAGGCCAUAGUGGCAACUGUCACCAUGAUUGAUUUCGUUGGGAUGGAAGAUUGACCGGCUGGUUGUACUCAAUGCACUGAGGACUCC

>cfa-mir-872

CAUUCAUUUUUCUUUUGCUAUAGUGUGAACAUCCUGAAUUAUGGAUAUAACAGCACAGGGGGUUUUGUUAGAAGGUUAUGUGUUAGCUCAAGGCUUCAUUAUUUCCUGCCUGACCUAUUGAAGUAGCCUUCUAACGGUUAUCCCACCUCCAGUCUUGCCCCCUCUCAGAUUCAUCCACCACAAUGUUGCUAGAGUGACUU

>cfa-mir-885

GCCGCCGCCUCCAGGGAGCCUAGGACGACACCGUGACUGCAGGAAGGCCCAGUCUGCCGCUCGGCCCGCGCUCUCUCCAUUACACUACCCUGCCUCUUCUCCAUGAGAGGCAGCGGGGUGUAGUGGAUAGAGCACGGGUUCAAGUCCCGGCUCUACCACUCACAGCUGUGUGACCCUGGGCCACCACUCGACCUCUCUGA

>cfa-mir-1835

GCCUGGGUGGAGGUGGGUGGAGGUGGGUGGAGGGCACAAGACUGAGGGUGGAGGUGCCUGGGGCCCUUCACUUGCACCCUGAGAGCUGGAGCAGGUCUCUUACGGGAACCAUCUUCAACUCUGUGGAUGCAGGUGGGGGGUGGCCUUUUUCAUCAGGCUGGCCUGGGCUCCAGUGGCUGGCUUGCAUGGCUGUGUGUCCU

>cfa-mir-1838

GCUGGAAGAUAAGGGAGAGGCUUCUGGUCCGCGUGAAGAUGGGAGUGCCACAAGAGGUGAUGCGCUGGCGCCCCCACCAGCUGGCGUUCCCUGGCGUGGGAACGAGAGGCAGGGGCUGCUGGCUGGAGGGAGCGCCUUCUCUCACUCGCCGCCUCCGCGUCCUCCGGGGAGCCCCCGCUCACUGUGCAGCAUCUCCCCGC

>cfa-mir-1839

UGGUUGUCUGGAGACUAAGAAAACAGAGUCCUUGAAGUCAAGCCAACUCUGCUAUUAGCCUCCUAAAGGAAAAGGUAGAUAGAACAGGUCUUGUUAGCAAAAUAAAUUCAAGACCUACUUAAUCUACCAACAGCAAUUACAUACUUUGCAUUGGAAAAUAGGAACAGUAAAUUAAGAGAUUGGAAAGGGUGGGAGAAGGU

>cfa-mir-1842

GUCUGGGGUUUGGACUCUGCCGUGGGGCAACGUGAGGGCAGCCAGCACCUGUGAGGUUGGUGGUGCUGACGUUGGCUCUGCGAGGUCAGCUCAAGGUGGGUCUGGAUAUUGAGCAGGCCUGUCAGGGCGUUGUCACCCACACCAGGAGCACGCAGCAGGUGCGGCAGGCGGCAACACUCCUGCUGGGCAGCGGCCCAGGA

>cfa-mir-1843

GAACCUGUAACCAACCAUGUGGACAAAUGGAAAAACUGCCUUUUGUCUACAAAUUGCAGUGAUCCUACAUAAACUGGAGGUCUCUGUCUGGCUUAGGACAGCUGGCUAAGUCUGAUCGUUCCCCUCCAUACAACCUUAAAACCAACAUUCCAAGUGCAGCUUUCUGUGCUGUUUUGUUUACUCUUUCAGCCAAUUAAGUG

>cfa-mir-1844

CACCACUUUUCAGCCUCGAACCCAGGACCAGGCCUGCCCUCUCUGUGCUUUGGUUCUCUCCUCGGUAAGGUGAGGACUACGGACGGGCUGAGCUUUCAGGCUCCCCACAGCUCUGCCCGACUCUGGUUCGCACCUCUCCGGGGUUCCAGGCACUCCCCCUCCGGUCUUGACCGGCCAGAAAGGGCUCUCUGCCGCCUCUA

>cfa-let-7e

CCCUGGCCCUCCUGGCCCCCAUCUGUCCCUCCAUCCGUCUGUCUGUCCACCUGCCGCGCCCCCCGGGCUGAGGUAGGAGGUUGUAUAGUUGAGGAGGACACCCACGGAGAUCACUAUACGGCCUCCUAGCUUUCCCCAGGCUGCGCCCUGCACGGGACGCCCGGCGGGGACCCCAGCCCCUGACCACUGCCCCAUGCCGG

>cfa-let-7f

UUGUUGUAUUUUUCUUUUGAAAAAGAUUACGUUCUCCAUUCCAGAAGAAAAGAUUGCUCUAUCAGAGUGAGGUAGUAGAUUGUAUAGUUGUGGGGUAGUGAUUUUACCCUGUUCAGGAGAUAACUAUACAAUCUAUUGCCUUCCCUGAGGAGUAGACUUGCUGCAUUUUAUCUUUAUCUAGAUAUUAAAACUCAGAAGUU

>cfa-mir-10

CGAAGAAGGCGUGGAAAGUAGGAGAACUGGAAAAUUUCUGGGCCAAGAAGAUCUAUCUGUCUUCUGUAUAUACCCUGUAGAUCCGAAUUUGUGUAAGGAAUUUUGUGGUCACAAAUUCGUAUCUAGGGGAAUAUGUAGUUGACAUAAACACUCCGCUCAUUUUUUUUCCCGAAGAAAAAAAUUUUUUUCCCAAAUGAGGA

>cfa-mir-18b

UCUGUGCGUCGCUGUGCUGCCGAUGGCUGUGGCGCUCCUUCCUACCCUCCUCAUCACGUGUGACCUGUGUUAAGGUGCAUCUAGUGCAGUUAGUGAAGCCGCUUAGAACCUACUGCCCUAAAUGCCCCUUCCGGCACAGGCUGCCUCGUGCUCAUCAUUAAACAGUUCUCCUCGAGGAAUCUCUGGAAUGGGACGAAGUC

>cfa-mir-19b-2

AACCCUCGGACAGCGAGUCUUAGCACGCCGGAGAGAAUGUUGGUGAAAUACCCUGCCGCUUCCGGUUAGUUUUGCAGGUUUGCAUUUCAGCGUACUUGUGCAUAUAGGGCUGUGCAAAUCCAUGCAAAACUGACCGUGAUCAUGUGUGUGCCGUCGGUGGCUCUGACUCAAGGCGUGCCUCUUCAGCCUUCAUGCCCAUU

>cfa-mir-20b

GGGGCAGGUUGCACGGCAGGGGGGCAUCGCGGGCCGCGUGUACGGAAGAGAAGAUGGGGUCUGAGGGGUACCAAAGUGCUCACAGUGCAGGUAGUCUGGGCUUUUCUCUACUGUAGUGUGGGCACUUCCGGUAACCCUCGGACAGCGAGUCUUAGCACGCCGGAGAGAAUGUUGGUGAAAUACCCUGCCGCUUCCGGUUA

>cfa-mir-26a-2

CCUGUUGGUGACCUGGACAGACUGCCCCUCCAGAGCCAAGGACAGGAAGCUCCCACAGAGGCUGUGGCUGGAUUCAAGUAAUCCAGGAUAGGCUGUUUCCGUCUGUGAGGCCUAUUCUUGAUUACUUGUUUCUGGAGGCAGCUGAUGGUCCGCCACCUGAAACAGAGAUGGCUUCUGGGACCCGGGCAUGUGCGUUUCUU

>cfa-mir-30b

UGUCAGGUAAAGGACCAAUAUCAACACAGUAAAGGGUUUUGUAAGUCCUGAUUGAAGCCAAGUUGCAGUUCAUGUAAACAUCCUACACUCAGCUGUAGUACAUGGAUUGGCUGGGAGGUGGAUGUUUACUUCAGCUGACUUGGAAUAUCAACCAUUAACAUCGGUGUAGGACUUGGCAAGAGUGGUACACAGAGGCUUGA

>cfa-mir-30c-1

CCGAUCUCUGUGUCAGUGGUCAGGGGCCUAUCAACCCCGGACCCUCAGGCUCUAACCAUGCCGUAGUGUGUGUAAACAUCCUACACUCUCAGCUGUGAGCUCAAGGUGGCUGGGAGAGGGUUGUUUACUCCUUCUGCCAUGGAAAACGUCAGCUGAAGAAGGAGCGGUCUCUUCACCCAGCAGAUCGGACAGAGUGCGAC

>cfa-mir-30c-2

UCUUGAAAUGAUGCUGGGUUUCCUGAGGCUUGUGCUGCUGACCGCCAACCCCACCCUGAGUGACAGAUACUGUAAACAUCCUACACUCUCAGCUGUGGAAAGUAAGAAAGCUGGGAGAAGGCUGUUUACUCUCUCUGCCUUGGAAAUCAACUACAGAGAAACGGAUUUGGAGUAUUUUUAUAUGUGUCUUGUAAUUAGUC

>cfa-mir-30d

CGAUAAAGAAGGUGACAGGCUGCACGCACGUCUGUGCCCUCUGCUCACAUGUGGUUGAGAAAGCCUGUGGUUGUAAACAUCCCCGACUGGAAGCUGGAAGACAGCAAAGCUUUCAGUCAGAUGUUUGCUGCUACCGGCUGUUCACAGACGGCACUUGGUCUGCACUUGGUCUGACAGCACCUAAGAGGUGGGCUUGGGGG

>cfa-mir-31

GAAGGGAAGAUUAUGGAAAAGUAAACCACCGAAGAGGCAUGGUAUUGCUCCUGUAACUUAGAACUGGAGAGGAGGCAAGAUGCUGGCAUAGCUGUUGAACUGAGAACCUGCUAUGCCAACAUAUUGCCAUCUUUCUUGUCUGACAGCAGCCAUGGCCACAGCCUGCCACCCCUCAUGUAUUACUACGGAUAUGUGCCCUU

>cfa-mir-34c

AACGUAUGGGGCACCGACUUGAGACUGCAGUGUGUGAUGGAAGCAAACCUUGUUUUUCUGUGAGUCUAGUUACUAGGCAGUGUAGUUAGCUGAUUGCUAAUAGUACCAAUCACUAACCACACGGCCAGGUAAAAAGAUUUGGGAAUCAUCCAAAUGAGCUGCCCAUGCACAUCAGCGUGUUAGGGGGAGGGAGGGGAUUG

>cfa-mir-92b

GACACCGUUCCUGGGGCUGGUCCGGCUGCAGGCGGUGCGGAGCGGGAUCCCGGGCCCCGGGUGGGCGGGAGGGACGGGACGCGGUGCAGUGUUGUUCUCUCCCCCGCCAAUAUUGCACUCGUCCCGGCCUCCGGCCCCCCCGGCCCCCCGGCCUCCCCCUCGCCCCGAGCGGCCCAGCUCCAGCCCUCCUGGCUCUCGAU

>cfa-mir-95

ACCCGCAUCGCUGGGACAUCCAUCUGUAGCGCGCCCAAGGAAGGUAGGAUUGUGACACUCAACACAGUGGACGCUCAAUAAAUGUUUGUUGAAUUGAGAUGCAUUAAAUUCAACGGGUAUUUAUUGAGCACCCACUCUGUGCCAGACGCUGUGUGGGGCGCCAAAGGGGACACCGAGAAGACAAGAGCAGCCCCUGCCCC

>cfa-mir-99b

GAGCCAAGGGGCUGAUUCUUGGGUUCCUUGGGAGGAGGGGGCCGGGGGCCCGGAUUCCUGGGUCCUGGCACCCACCCGUAGAACCGACCUUGCGGGGCCUUCGCCGCACACAAGCUCGAGUCUGUGGGUCUGUGUCGGGGGCUCACCAUCGCGGCUGGGGUCUUCCCGGCCCUCCCCACCCUCCCUGGCCCUCCUGGCCC

>cfa-mir-107

CUUUGCGCGUCCUUGCAAAUAAUUGCAGGUAAAAUGUUCUACUUGCAGUAUUCGAUAUUCUCUCUGCUUUCAGCUUCUUUACAGUGUUGCCUUGUGGCAUGGAGUUCAAGCAGCAUUGUACAGGGCUAUCAAAGCAUAGAGAGCUUGCUGCAGCUGAGGCCAACCAGAGCCCCAGGCACAAGAGUGGGGUGGAGCUGGUA

>cfa-mir-122

GAUCAGUGCCAAUGGUGGAGUGCAGAGGUGGAGUUAGCACCUUCUCGGCUACAGAUUUUCCUUAGCAGAGCUGUGGAGUGUGACAAUGGUGUUUGUGUCCAAACUAUCAAACGCCAUUAUCACACUAAAUAGCUACUGUUAGGCAAUCCUUCUGCUCAAUAAAUGCCUUGGCAUCCGCGUGGUAUGGGCAGGGAGGUUCC

>cfa-mir-126

CCCCUACCCAGGGUCUUCUCUGUGUCCCUGCCUCGGCAGCUGGGAGACACCACGCCUCUGCUGGCGACGGGACAUUAUUACUUUUGGUACGCGCUGUGACACUUCAAACUCGUACCGUGAGUAAUAAUGCGCUGUCGGCAGCCUGGCCUCAAGAGUGCGACAUGGACCUCAGCUUGGACAGCUCAGCAGGGACUCUGGCA

>cfa-mir-129-2

GCCACCCCGGGCUGGAGGCGGCGGCGGCGGCGGCGGACCGAAGACGCCGGCAGACUCUGCCCUUCGCGAAUCUUUUUGCGGUCUGGGCUUGCUGUACAUAACUCGAUAGCCGGAAGCCCUUACCCCAAAAAGCAUUCGCGGAGGGCGCGCUCGUCGAGAGGACGGCGGCCAGCAGCGAGGGCCGGAGCCCGCACCUUCCC

>cfa-mir-130a

GAGCUGAGUGGGCCGGGGCCUGGGAGAAGGGGCGAGGAGGCAGGGCCGGCAUGCCUCUGCUGCGGGCCGGAGCUCUUUUCACAUUGUGCUACUGUCUGCACCUACCACUAGCAGUGCAAUGUUAAAAGGGCAUUGGCCGCGUAGCACUACCCAGCGCCGGCUGCCUCCUCAGCAUCAAGACUUCCUCUCCCAUCUGGGCG

>cfa-mir-132

CCUGACGUCUGCCUGACUGGAGCUGCCGCGGUGCAGUCAGCAGCGCGCGCCCCGCCCCCGCGUCUCCAGGGCAACCGUGGCUUUCGAUUGUUACUGUGGGAACCGGAGGUAACAGUCUACAGCCAUGGUCGCCCCGCAGCACGCCCACGCGCCGCGCCGCGCUCAGCCAGCCGGGGAUGGGGGAGACCAGGAGCAGGAGG

>cfa-mir-141

CCUGCGGCCAGGGUCCCUGUAGCAACUGGUCAGCUCUGGCCUGGAGCUGCACGUCCGCCGGCUCUGGGUCCAUCUUCCAGUACAGUGUUGGAUGGUCUAGUCACGAAGCUCCUAACACUGUCUGGUAAAGAUGGCCCCCGGGCCGGUUCCCUCAGCAGUGACCUUCAGGGCGCCCUGAAGACCAUGGAGGCCUCCUGAUG

>cfa-mir-143

CCCCUCCCCUGCCUAGGGUGGAGCCCCCGACAGCAGCUCCUGGCACCGAGCAGUGCGCCCUGUCUCCCAGCCUGAGGUGCAGUGCUGCAUCUCUGGUCAGUUGGGAGUCUGAGAUGAAGCACUGUAGCUCGGGAAGGGAGAAGUUUUUCUGCAGCCGUCAGCCUGGACUUGGUAAGUGGUGGCAGUGCUUGGGGACACCG

>cfa-mir-148a

UUGGGGGUGGGGGAAAGCACACCUGCAGGAAGAAACUUCUGGAGGAAGACAGCCUGUCUGGUCUUUUGAGGCAAAGUUCUGAGACACUCCGACUCUGAAUAUGAUAGAAGUCAGUGCACUACAGAACUUUGUCUCUGGAGACUGUGGUCACCGCCACCAUCGCCGCCAGGGCUUGGGACGCUGGGCCGGGUACCCCUGGU

>cfa-mir-148b

CUGAGCCACCCAACCUCCCACAAACCAGUCUGCCUGCAUGUCAUUCCCAGGCACAAUUAGCAUUUGAGGUGAAGUUCUGUUAUACACUCAGGCUGUGGCUCUCUGAAAGUCAGUGCAUCACAGAACUUUGUCUCGAAAGCUUUCUAGCAGCUACACAUUGGGGAAUGGGAGGGAAGAAUAGACCUUUAAGAUCCUUUGAA

>cfa-mir-151

CACUGUGAGCACCACUAGAGCUGAGCCUGGGGCCGGUCUCUGGGGCAAGAGGACUACAGCACCUUUCCUGCCCUCGAGGAGCUCACAGUCUAGUAUGUCUCAGCCCUACUAGACUGAGGCUCCUUGAGGGCAGGGAUCGUCAUACUCGCCUCAGUGCUGCGUGCACCCACAGGCCAGGGGCCUGUGCGCAGUGGGGUCAC

>cfa-mir-152

GAGCGCGGGUCCAGCCUCGGCCCGGGGUCCGCUGGAAGGAGGAGGCUGGGCGCCGCUGUCCCCCCGGCCCAGGUUCUGUGAUACACUCCGACUCGGGCUCUGGAGCAGUCAGUGCAUGACAGAACUUGGGCCCGGACGGACCUUCUGCACCCAAUGGGCACAGCGCCCACCCGGGGCCUGCAGUGGAACAUCCGCCCGGG

>cfa-mir-153

GGCACUCACAACGCUGAUCCCUGUAGACAUGGACAGACCCUUACUUUGCCAGCUAAUGAGCGGUGGCCAGUGUCAUUUUUGUGAUGUUGCAGCUAGUAAUAUGAGCCCAGUUGCAUAGUCACAAAAGUGAUCAUUGGAGGCUGUGACUCUGCUGCAGGGCAGUGUGGGAAGCCCCCUGUCUGAGCCUCUAACGACCUCUG

>cfa-mir-181d

GGAGGCCAGGGUAUCUCCCAGAUCCGACCUGAGCUUCCUCUCCAUUAGGCCACAGCGAAGGUCACAAUCAACAUUCAUUGUUGUCGGUGGGUUGUGAGGACGGAGGCCAGACCCACCGAGGGAUGAAUGUCACUGUGGCUGGGCCAGACAUAGCCUGAGGGGAAUCGGCUAGGGGACAAGACCCACUCACACAAUGCCUG

>cfa-mir-184

GGGAAACCAGACGUCAGCUUUCAUCGGGACCUGCAAACUGCAGCAAAGCCUCUUGGUCGGCCAGUCACAUCCCCUUAUCACUUUUCCAGCCAGCUUUGUGACUCUAAGUGUUGGACGGAGAACUGAUAAGGGUAGGUGACUGACACUGCGUCUGGAACCCCGAGGGCCGCCCGCCCCGGAGGCCCCCCAACCCCGUGGGC

>cfa-mir-185

GUGGUGGGAAGUGGAGCUGAGAAGGGGUGGGGCCAGUGGGCAGCGGGCCUGGCUUGAGUGGGGGGUGAGGGAUUGGAGAGAAAGGCAGUUCCUGAUGGUCCCCUCCCCAGGGGCUGGCUUUCCUCUGGUCCUUCCCUCCCAAUGACCACGUCUUCAUCGAGGCCGCAGCCCUGGGCUUUGUGCCCACACCUCCGGCGCCA

>cfa-mir-193b

GCCCCAGUGCUGUGAGCUGUGCAGGGGAGCACACUUCUUUCGAAAAGGUUUUGGAGGCUGUGGUCCCAGAAUCGGGGUUUUGAGGGCGAGAUGAGUUUAUGUUUGAUCCAACUGGCCCACAAAGUCCCGCUUUUGGGGUCAUUCUAAACAUCGAGGGAUUCAGGCCCAGCAGCCCGUGGAGAGAGAGCCAAGAGCUAACA

>cfa-mir-194

AGGCUUUAACUUACAGACUUUCAUCCAGAAAACCAAAAGGAAUCCUCUGGUUUGCUUAAUGGGAGUCAUCAAGUGUAACAGCAACUCCAUGUGGAUUGUGUGCCAAUUUCCAGUGGAGAUGCUGUUACUUUUGAUGGUUACCAACUCACUACAAUAGAAAGAUCUAAGACAGAAAAUCAUAGUCACUUGAUUCUAACUUG

>cfa-mir-195

AUCUUGGGAGUUAGGUUCUGCUUUUGGAGAGCAAAGUAGAGUCUUUGUUGCCCACACCCAGCUCCCCUGGCUCUAGCAGCACAGAAAUAUUGGCACUGGGAAGAGAGUCUGCCAAUAUUGGCUGUGCUGCUCUAGGCAGGGUGGUGAGCACUGCGAGGAGGGGCCGAGCCCCUGGGGCUCAGGAGGGAGGCCGUCACCCA

>cfa-mir-196a-2

CCCCCUUCCCUUCUCCUCCCGAUAGAUGCAAAGCCGAAUCUCCCGCCCUGCUCGCUCAGCUGAUCUGUGGCUUAGGUAGUUUCAUGUUGUUGGGAUUGAGUUUUGAACUCGGCAACAAGAAACUGCCUGAGUUACAUCAGUCGGUUUUCGUCGAGGGCCCCAACCCACCUACCCCGCUCCUUCCCUCCCCAGGGGCACUG

>cfa-mir-196b

GGCGGCGGCGGUGGCGGCGGCGGCGGCGGGCGAGGCAGCCCCGCGCGGGCAGCACCAGAACUGGUCGGUGAUUUAGGUAGUUUCCUGUUGUUGGGAUCCACCUUUCUCUCGACAGCACGACACUGCCUUCAUUACUUCAGUUGAAAUCGUCUCCAGGUACCUGUGCGCGCGGGGGCCGGGCCGGGCGGGGCAUCCGGGCC

>cfa-mir-200c

CAGCCUCUCCACAAGGAGCCCGGGCGGAGGACUGCCUGACCUGGACGUGGGCAGGCUGGGUGGGGGCCCCCGUCUUACCCAGCAGUGUUUGGGUGCUGGUUGGGAGUCUCUAAUACUGCCGGGUAAUGAUGGAGGCCCCUGCCCCUGUGUCAGCGACAUCUAUCGCCUUGGGGCCCCGGGCCCCACUGCUGGCUGUGAUC

>cfa-mir-202

GACCUGCCGCCCGGACCCGCGCCCGCGCCCGCUCACGGGCCCUCCCGACGGCGAAGCUGCUCGCUGUUCCUUUUUCCUAUGCAUAUACUUCUUUGAGGGUCUGGCCUGAAGAGGUGUAAGGCAUGGGAAAAGGGGGUAACGAGGUCCUCCUCGCGCCACGGAGCCGCCCGGGCCGCCGGGCGAGGUGGGUCCUGAUCCAU

>cfa-mir-208b

UAUGGAUGCUUGGCCAGGUUUGGACAACACAGGAGAACCCUGUCCAGGGCCCCAGCUCCUUCUCCUCUCAGGGAAGCUUUUUGCUCGCGUUAUGUUUCUCAUCCGAAUAUAAGACGAACAAAAGGUUUGUCUGAGGGUAGAGUGCUCCCACCAGGGGCAGGAUGCUCUGGCAGAGGAAGUGGGGUGGGCUGCCAAAGCCC

>cfa-mir-216b

CUGGAAAGAUCACUGUAGAAAGAAGACAGCUUUUUUCCAUCUUAAGUACAACUUCAAAAGUGACAGACUGGAAAAUCUCUGCAGGCAAAUGUGAUGUCACUAAAGAAAUCACACACUUACCCGUAGAGAUUCUGCAGUCUGACAUCUUCAAGCAUCGAACCAUUCAUCAACUAUGCUUUUCUGGAUGCAGUCCUUUGACU

>cfa-mir-217

CAAAAAGAACACAGCUGUUGCAUUUGGAAAUAAAUAUUUCAUAUAAUUACUACGAGUUUUUGAUGUCGCAGAUACUGCAUCAGGAACUGAUUGGAUAAGAAUGGGUCACCAUCAGUUCCUAAUGCAUUGCCUUCAGCAUCUAAACAAGCCUCAGUGAACACCUCAUGUUAGAUGUGCUGUGAUGUGUUUAUGGUUAUACA

>cfa-mir-221

AGCAGGCAGUUGUGUUGAAGUCCUGUGUGUGGAGGACAUGCAAGCCUAACAUCCAGGUCUGGGGCAUGAACCUGGCAUACAAUGUAGAUUUCUGUGUUUGUUGGGCAACAGCUACAUUGUCUGCUGGGUUUCAGGCUACCUGGAAACACAUUCUUCAUGGUCGUGUCCUCAGGGCUUCUACCUGUAUGGGUUUAGAAUAA

>cfa-mir-324

GGGGGCAAGUGGAAUAAAGUUUGAGUGGGUCUGGGAGAUCGGCACAGCUUCCCGAGCCGACUGCGCCCCCCCGCAUCCCCUAGGGCAUUGGUGUGGAGCUGGAGACCCACUGCCCCAGGUGCUGCUGGGGGUUGUAGUCCAACCGCCGGGGGAGAGGGCAGGGAGGGGGUGGGCAGGGGAGAAGGAGAGCCUUACCUCAG

>cfa-mir-346

CUCUGUGGGGCCGGGAGGAGGGGGCAGAUAGUGACACAGCAAUCGAGUGGGAGGUCUCUGUGGUGGGCGUCUGUCUGCCCGCAUGCCUGCCUCUUUGUUGCUCGGAAGGAGGCAGGGGCUGGGCCUGCAGCUGCCUGGGCAGAGCGGCUCCUGCGUGGGACAGAGCUUCUCCCUGGUUACAGACUCACCGCUUCACUCUC

>cfa-mir-350

AGUUUUUUUGAAUCAAUCUCAAAGACUUGAAAGUAAGUAAAAUAAAAGCAAAACCUUUGCUCCUACAAGAGUAAAGUGCACGCGCUUUGGGACAGUGAAGAAAAUAAUGUUCACAAAGCCCAUACACUUUUACCCUUUAGGAGAGUUGCAACUUCUUUGACCACAGCUCCUGACUUGGUAUAGCCAACCUACCCUAGAAA

>cfa-mir-365-1

UUUUAGUUUUGGCUCUUGGUACUCCGAGAGCCACCACUUCCUGCCCAGCUGGUUCGUUACCGCAGGGAAAAUGAGGGACUUUUGGGGGCAGAUGUGUUUCCAUUCCACUAUCAUAAUGCCCCUAAAAAUCCUUAUUGCUCUUGCAGUAUUCCUCGGGGUCCCUGGGCCAGCUGGGACGAUGGCAGCUCUGAGUUCCUCCA

>cfa-mir-365-2

CACCUCAGCCCCCCUGGGCCAGCUGGUUGACUGCUUACUUACCUGGAGAGUGUUCAAGGACAGCAAGAAAAAUGAGGGACUUUCAGGGGCAGCUGUGUUUUCUGACUCAGUCAUAAUGCCCCUAAAAAUCCUUAUUGUUCUUGCAGUGUGCAUCGGGCAGCAGCUGCCAACCCACCCCUUGCCUACCUGGCCACCCUGGG

>cfa-mir-374a

UUCCUCCCUUCUCUUGAUGUUACAGCCAGCAGCAGCCUGGAGCAGCGCCCUCUGGGAAGAAAUUUUACAUCGGCCAUUAUAAUACAACCUGAUAAGUGUUGUAGCACUUACCAGGUUGUAUUGUAAUUGUCUGUGUAUAUGCCUGUCUCCCUUCCUGUGUUCUCAACUAGACUGUAAGCUCCUUGAGGGCAGGGACAAUG

>cfa-mir-375

GCGCUCGCAGAAGACCAGGACCAGGAGCUCGCCGAGGGCGCCAGCCAGGCCCCGGGCCCUCCGCUCCCGCCCCGCGACGAGCCCCUCGCACAAACCGGACCUGAGCGUUUUGUUCGUUCGGCUCGCGUGAGGCAGGGGUGGCCUCUCAGCACCCGCCCGGGGGCCGGGCCCGACCGCCACGCAGGCACCUGCCGCCGCCG

>cfa-mir-378

GGAGAGAGGCUGCGAGGGGUGAGCGGCUUGUCCAGGACCACGCAGCCAGCGGGUGACAGAGCCACCCAGGGCUCCUGACUCCAGGUCCUGUGUGUUACCUCGAAAUAGCACUGGACUUGGAGUCAGAAGGCCUGAGUGGAGUCGCCUUCCCCACUCUCUGGCUGGGUGACCCCAGAGCAAGCCAUUUUAACUCUCCGAGC

>cfa-mir-383

AUGUGUAUUGUUUGAUAUGCCUGCAUAAUUUAUCAAGACACUUCAGAAUCUCCACGUCACCUGCUCCUCAGAUCAGAAGGUGAUUGUGGCUUUGGGUGGAUAUUAAUCAGCCACAGCACUGCCUGGUCAGAAAGAGCAAGUGUCCUAGCCUUUUACCUCAUGAGACCUUGAGUGUCCAUCCAGCGUAGGUCCCAAGGGAA

>cfa-mir-384

CUAAUGUGUGAUCAAAUUCCUUGUAAUUUAACUGGUAUUUAUGUUACAGGCAGAAUGUUAAAUCAGGAAUUGUAAACAAUUCCUAGGCAAUGUGUAUAAUGUUUGUAAGUCAUUCCUAGAAAUUGUUCACAAUGCCUGUAACAUAUAUGCAACUAGCAACAUGCCUGAAAAAUAUAAGAAAACUUCAAGAUGCAAACUGG

>cfa-mir-424

CCAGUCAUCGUGUCUUUUUCCACCUGCAGGUACCGCAGAGCGAUCCCCCCUUCGUUGACUCCGAGGGGAUGCAGCAGCAAUUCAUGUUUUGAAGUGCUUUAAAUGGUUCAAAACGUGAGGCGCUGCUAUACCCCUUCGUGGGGAAGUUGGAAGGUUGGGGUCUGCUGGACGAGAGCUCCUGCGGGGCGCCCGCUCCCAAA

>cfa-mir-454

GACUAAUAAUAUUUGGUCAGCAAAUUUCCUACCAUGUGACUAAAAAAUUUUCUGUUUAUGACCAGAUCCUAGAACCCUAUCGAUAUUGUCUCUGCUGUGUAAAUAGCUCUGAGUAGUGCAAUAUUGCUUAUAGGGUUUUGGUGUUUGGGAAGAACGAUGGGCAGGUUGCAGAAAUUAUAUAGUUGAAACUGAAAUGACAG

>cfa-mir-497

GGUGUUGGGGGUCUUCCCAGCACCAUCUUGUGCUCCCUUCCUCUCAGCCCACCCCAGUCCUGCUCCCGCCCCAGCAGCACACUGUGGUUUGUACGGUACUGUGGCCACGUCCAGACCACACUGUGGUGUUAGGGUGAGGGUGGGGGAGGCACCGCUGAGGCUUGGCCCUGAGAGGCUGCCCUGGAGAAGCAACACACAAA

>cfa-mir-503

GGCGGUGGGGGGCCGUGCGCAGGUGGUGCGCGCCGAGGAGGGACGUGGUGGCCCGCACUCAGCCGUGCCCUAGCAGCGGGAACAGUACUGCAGUGGGCAAUCGGUGUUCUGGAGUAUUGUUUCUGCUGCCCGGGCAAGGCUGGGACUCCCGCACGGGCCCACCCGCCAGGUAAGUCCUAGUGCAGCGCCUGCAAGUGUCC

>cfa-mir-505

UUGAAUGCAUUCACUUUUUGUCACUUGCAGCAGAAGAGCAGCCUGCCGCUGGUAAAUUGAUGCGCUCAGUGGGGGAGCCAGGAAGUAUUGAUGUUUCUGCCAGUUUAGCGUCAACACUUGCUGGUUUCCUCUCUGGAGCAUCACCAAGUUCGUGGAUUUUCAUUCUUUCCUGACUUUUGGAUUUUUGUUACUACCCCCUC

>cfa-mir-514

GAUUUAUUUUCAGAAAUGCGUGGGUGGAUAUUUAGGCAGGACAGUCAACCUGGACAUUCUUUAUGUAGUACCCUACUCCAGAGAGUGGCAAUCAUUUGUAAUUAUAUGUGAUUGACACCUCUGUGAGUGGAGUAAUGCAUGACAUGUACGACACAGAUGAUGGCAUUGGGGGUACACUGGGAGUGUUUAGUUAUGUGCAG

>cfa-mir-551a

AAGAGAGAGGACCCACCACCCCACUCUUGACCGGUCCCUGGGCUGGUCAGAGGGGACUGCCAGGUGACCCUGGAAAUCCAGAGUGGGUAAGGCCUGUCUGAUUGUGUCUAGGCGACCCACUCUUGGUUUCCAUGGUUGCCCUGGAGACCACAGAUGGGCAGGAGGCUGAUGGGUCCUAGGAAGGACUCCCUUGAACUGGG

>cfa-mir-568

AUAAACAUGUGCUAGUGUCUGAACCCAGUUCAGUUUAUCUCCAGUUGAAACAAUAUACACUAUAUUAUGUAUAAAUGUAUACACACUUCCUAUAUAUAUCCAUAUAUAUAUAGUGUAUAUAUUAUACAUGUAUAGGUGUGUAUAUGUGCAUAUACACACACAUGCACAUAACAAAAUCAGAUGCUCAUUAUAAAUCCAGA

>cfa-mir-574

GAGCGGGCUCAGGGCUGGAGGUCCGGGGGGCGCGGGCGGCGCGGCCCAGGGCCCUGCGUGGGUGCGGGCGUGUGAGUGUGUGUGUGUGAGUGUGUGUCGCUCCGGGUCCACGCUCAUGCACACACCCACACGCCCGCGCUCGGGGUCUGCGCCCUCGGCCGCCGUCAGCCCCCGCGGAGCCUGCCCCGAGCUCUCCAGGU

>cfa-mir-599

UUCAUGACUUCUAUUCAGAACCUAAAUGACUGGGAAUGUGUUUAAUGCCAAAGACCUGCUGUCCACAGUGUGUUUGAUAAGCUGACAUGGGACAGGGAUUCUUUUCACUGUUGUGUCAGUUUAUCAAACCCAUACCUGGAUGACACUCAAUUCAGCUAGAGGACAAUGGAGUCCUGGAAUACAAAGUGACAUUUCCUUUU

>cfa-mir-631

GCCCCCUGUGGGACAGAGGGACCCGGCCAAAGUCGGAGGGUGGACCCCGGCUGCGACGAGGGGGAGCCUGGCCGACCUGGCCCAGACCUCAGCCCCAUAGCUGAUGGGCUGAGUCAGGGGCCAAGGCUCCCCUCGUCCAGGCGCCCUCGGGCUGUGGCUCCCGGCUCCGGCCGGCGCAGGCAGGGCAGCAGCUGCCGGCC

>cfa-mir-632

CCACCCACUCAGGGAGGAGGCCUGCGUCAUGUGACCCUUCCCGAGCCUGGCACCGCCUCCGGCCGCAGUGCCUGACGGGAGCAGAGCGGCGAACGAGGGCGUCGGCCAUUUUGUGUCUGUUUCCUGUGGGACGCGGUCGUGGCCGUUGGCUCGGACGAGUGAGCGAUUUUUGCCUCGUUUUUCCUGCUUGUCCCCCCCCU

>cfa-mir-718

GGGGCGCGGCCGCCCCGCGCACGGCCUGCCCGCGGCGCCCCCGUGUGGCCGAGGCCCGAGGCGGCGGCGGCGGCGGCGGCGGGCAAGAUGGCGGCGGGCCCGGGCCCCGCCCCUUCCGCCCCGCCGGGCGCCGCACGAGGCCGGCUUAAAGGGGAAGUGAGUCAGUGUCCGCGGACCCGCCGGCCAAGGCCCGCGCCCGC

>cfa-mir-875

GCAUUGAAAUUCUUUAAUUCUAUGCAUAUUAUUGUUUCCUAGUUAUUGCAUAAUUCUUCAAGUUUUGUGGUACUAUACCUCAGUUUUAUCAGGUGUUCUUUAAAAUCACCUGGAAAUACUGAGGUUGUGUUUCACUGAACAUGAGCUUCAUGACUUCUAUUCAGAACCUAAAUGACUGGGAAUGUGUUUAAUGCCAAAGA

>cfa-mir-876

GUUGGCGGUAUAAGGGUACUGUUUUUAUUGGUUCAUAGGUACCAAGCUUUACCCAAACUGUGAAGUGCUGUGGAUUUCUUUGUGAAUCACCAUAUCUAAGCUAAUGUGGUGGUGGUUUACAAAGUAAUUCAUAGUGCUUCACAGGUGCUUCUGCAGUUGAUCUACACCUGGAAGCCUAGGAUCCCUUUACUGUGCCAUUG

>cfa-mir-1271

ACAGAGUGAGUUCCUUGAGAGCAGGGCCCUGUCUGCCUUGCUCACCUCUGUAUCCCCAGCACCCAGAUCAGUGCUUGGCACCUAGUAAGCACUCAGUAAAUACUUGUUGAGUGCCUGCUAUGUGCCAGGCAUUGUGCUGAGGGCUUUGGGGGGAUCCAGAUGUAAAUAGCUGUCUCAAAGGGCUUAGAGUCCAGUGUCAG

>cfa-mir-1307

ACUUCCUCACAGAUCUUUCCCUCUUCCAUUUCAUCAAGAGCCAGCUGAGUCACAGCCACUGCCUACCAAUCUCGACCGGACCUCGACCGGCUCGUCUAUGUUGCCAAUCGACUCGGCGUGGCGUCGGUCGUGGUAGAUAGGCGGUCAUACAUACGAAUUUUCAAGUGUUCUGGUGACCUUUGAAUGUGCUUUUGUUAUUU

>cfa-mir-1836

UCACCUUCCCAUUGAUUUGCUGCUCUAGUCUUUCAGUGAUAGGAGCAGUUAUACGCAUGGGAGAGAACAAUGUUAGGCCAUGGUAGAUAGAGAUGGAGUAACCAUUUCAUCUCAUCUGCACUGCCCAGACACUGCUGCUCUGUCUGAGUGAACCAUGUGAGCAGGACUCAAGGUGCUUGCAGUGAAUUUCUACGUAGACU

>cfa-mir-1837-2

CUUUGAUGGCUCCUCUCAGAGAGACUGUGAUGGCUUUUUUCAGACAGACUGUGAUGGCUCCUCUCAGAGGGAAUGUGAUGGCUCUUCUGAGAAGUACUUCGAUGGCUCCUCUCAGAGGGACUGCGACAUCUCCUCUCAGAGGGACUGCGAUGGCUCCUUACAGAGGAAUUAUAUGGGGUUCUCUCCCUUAAGAAGCCGUG

>cfa-mir-1841

AGCUGGUUGCCGCCGCCAAGGACCAGGCAACUGCAGAAUAGCCGUGAGCAUCUUGGAAGAGCCCACAGGGAGAGGAAAGCUGGACGGCAAGCCUGAAGGGAAGAAGGUGGCUCCGUCCUCUUUCCAAGCCUCUGAGGCCAAGAAGUGCUUCCACAUGUCUCCAGCAACAUGCCAAUGCGGCUUCUCUCCGCACACCUGGG

>ENSCAFG00000022200

CGGACUCUUGAUUUCUGCUCAGGUCAUGAUCUCAGGGUUAUGAGAUCGAGCCCCGUCUACGGUCAUGCCACCCUGGACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGAUCGGGCCCGGUUAGUACUUGGAUGAUGGGAGAUCGAGCCCCAAGCCCUGUGUGUCGAGCUCUGAGCUUAGCAGGGAGUCUGCUUG

>ENSCAFG00000021274

AUUUUACAUUGAUAAGACUAAAGGAUGCUUUAAAUGACCAAUAUUAAAAUCAGAAGUCUCCGCAGUCUACAGCCAUACCACCCUGAACAUACCCAAUCUUGUCUGAUCUGGGAAGCUAAGCAGGGUUGGACCUGGUUUGUAUUUGGAUGAGAGAAGUCUCUACACCAAGUUUUCAUUUAUCUUUUCAAGAGCUCUACAAU

>ENSCAFG00000020892

AGUUUCUUAUGUGUCUGGAGUUUGGCUACUGUCAGCUGAUAUAGAGUGGGCUUGGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGUAGAGUGGGCUUGUUUGUUGUCAUUCAGGUGUGUUACAAAUGUUUCUUAUCUUCAUUUUG

>ENSCAFG00000026043

CUGAGUGUCUCACUGCACUGGGCAACUUUUUGGUCCUUAGAUUUCCCAAGUCUAGUCUACAGCCAUACCAUCCUGAAUGCGCCCGAUCUUGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAUUUCCCAAGUCUAUUCUCUCAGGCUUUGCGUUUGCUGAGUUCCUUCUACUGGCAAU

>ENSCAFG00000021949

AACACACACACACACACACACACACACACACACACACAUCUUUUUUUUUUUAGAUUGAGAGAGUCUACGGCCAUACCACCCUGAAUGCACCAGAUCUUGUCUGAUCUCCUAAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACCACCUGGGAAUCCCAGGUGCUGUAGGCUUUAGAUUGAGAGAGAGAG

>ENSCAFG00000027490

UAGUACAUUUCAUUCUUCUUCAUACUGCAAUAGAAAUUGACCCAAAAGUCCACAGCCAUACACCAUCCUGAACACACUCAAUUUUGUCUGAUCUCAAAAGCUAAGCAAGGUCGGGCCAGAUUAGUACUUAGAUGGGCGAAAUCAACCCAAAAUACAUGCACAUUAGCACUAAUACCAUGAAGCGAUAGUAUUUUAUAAUU

>ENSCAFG00000022153

CAGGAGUUUGGGCACCACUUGGGGCAGAAAACGUACUUUAAAAAAAAAAAAAAAGUGUCUACAGCCAUACCACCCUGAAUGAGCCCAAUCUCUGAUCUCAGAAGCUAAGAAGGGUAGGGCUUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACUGGGUGCUGUAGGCUUGGAAUGCCUGGGUGGCUCAGCAGUUUA

>ENSCAFG00000022467

AGAAAGAAAAGGAACACAGCUCUCUAGAUCUUUAGAUUCAGGAAUAAACAUGUAGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGGAAUAAACAUGUAUAGAAAUUCAGUCACAAGUUCCUGAGAAACAAAUUCAAGUAACA

>ENSCAFG00000027005

UCCAAAAAGCCCUGGUUCCUUUUAUUGGAGAAUGGUGUUAGAAACCAAGAUGUACGUCUACCACCAUACCACUCUGAACAAGCCUUGUCUUAUCUGCUCUUGGAAGCUAAGCAGGGUCAGGCCUAGUUAGUACUUGGAUGGGAGAAACCAAGGUGUAGGUGUUAUUGAAGAGUGUUAUUGAAAAACAAGAAUGUUUUUCA

>ENSCAFG00000026098

AUGAUCCCUGUCUAAUGGCUUCAAAUUUUAAUAGAAAAAGGCAAGCUCUAUCUAUGGCCAUACCACCCUGAACAUGCCCAAUCUCGUCUGAUCUUGAAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGGGAAAAAGGCAAGUUUUUGAAUGCCUUAUUUUAUUUUAUAAACCUUAUAGUCUUCAAAUGUUCA

>ENSCAFG00000027610

GACUGUCAAAUUUAUGCCAAGAUAUUGUUCAGAAGGCAAGACUUUCAUCUACAGCCAUACCACUUUGACCAUACCUGAUCUAGUCUGAUCUCAGAAGCUAAGCAGCAUCAGGCCUAGUUAGUAUUUGGAUGGGAGAUGGCAAGACUUUCCUUCCACUGGGAACGUCAGAAUGAGGCUCAUUGAAGAGGAAAGGAGAAAUA

>ENSCAFG00000022236

UCUUAUCCUGUUCAAGAAAUUACAGACUAUCACAGAAACUUUGUUUUAGAAGUUCUACCUCUGUCUAUGGCUAUACCACCCUGAACGUGCCCCAUCUCAUCUAAUCUCGGAAGCUAAGCAGGGUCGGGCCUAGUUAGUACUUGGAUGGGAGAAGUUCUUCUGAUUACAGGAAAUUUCAAAUAUAUACUAUUUUAAAUUAA

>ENSCAFG00000027556

CCUUUCAAUAUGAUAAAGAUAGAAAGCAUUGGUAUUUAGUCUACGGUCAUGCCACCUUGAACGUGCCUGAUUUCCUCUGAUCCUGGAAGCUUAGCAGGGUCAGUCCUGCUUAGUACUUGGAUGGGAGAAAACAUUGAUAUUUUGGUCUGAAUUUAACAAAAAGACACAUAAGUUUUAGAAAUCAGAUCUUAUCCUUAAGA

>ENSCAFG00000027936

UACAUUAUCCUUUUCAAUCACUGCAUUAUAUUCUACGGUCUAGGGCCACACCACCCUGAAUGCACUCAAUCUUAUCUAGUCUCUGAAGUUAAGCAAUGAUGGAUCUUGUUAGUACUUGGAUGGGAAACCUUAUGAUUUUUAAUAACUUUGUGUAUUAGAGAUAGUAACAUUACCCUAUAGAGACUGUAAACUCUGUGAGG

>ENSCAFG00000028013

UGUUGGUCACAUCACAUGUCCAGUAAGGUAAGGCAAUUAGAAUUCAUCCUUAGCAUCUAUAACCAUACCACACUGAGUGUGCCCAAUCUUGUCUGCCCUCAGAAGCUAAGUAGGGUUGGGCCUGGCUAGUACAGGAUAGGAGGAACUGUCCUUGGCAUAAGCUCUUCAAAAAUUGUAAUAUUGUGACAGAAUCAUUCUAA

>ENSCAFG00000028035

CCUGGGAUGAGUCCUGCAUCAGGCUCCCCACAGGGAGCCUACUUCUCCCUUUGCCUAUGUCUCUGCCUCUCUCUGUGGGUCUCUCAUGCAUAAAUAAAUAAAAUUUAAAAAAAAAGGCUAAGCAGGGUGAGCCUUGGUUAGUACUUGGAUGGGAGACGACCUAGUAAUACUAGGUGCUAUAGGCUUUAAAAAACAAACAA

>ENSCAFG00000028412

CUAACUUGCAGGAUCAGACCCAAGAAGGACUGGCAAACCAGACAGGAGAGAGGCACCCUGAAUAUGCUCAAUCUCAUCUAAUCUUGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAGAGGCAGUGAGUCUAUUACAAGAUGGAGAAUUGUUGAUUCCCUAGACCCGGGGGCAGCCAGGCAUGGUUUG

>ENSCAFG00000028073

AAAAAUGGCCAUGUCACUCUAGCCAGAUUUCAGCUGCUACAGUGGUAGGAAGCUGGUGGUCACUGUACAGCCAUACAGGCCUAAAUGCUCUCCAUCUCGUCUGAUCUUGGAAACUAAGUACAGUUGGGCCUGGUUAGUACUUGAAUGGGAGACGAAACUUGCGUUCUUUGGACUCCUGAGAAAAUCUGGUUUCACUUUGU

>ENSCAFG00000028086

UGAAAAAAGUCAACAUCCUUUCAUAAUAAAGAGUUUGAGUAAACUAGGAAGAGAGUCUACAGCCAUUCCACCCUGAACGUGCCCGAUCUCGUCUGACCUCGGAAACUAGGAAGAGAAAAAACUUAGUUCACCUAGAAAAAGUACAAAAAAUAAGUUUCCUACUUUGUAGUCAAUGAUAGAAGCCUCUGCUAUAAAAUAGG

>ENSCAFG00000028348

UUUAAUGUUCUGUGCCCACUCCUUAUAAAUCUAUAUGACUCAAUAUCCCCAAUGAGUAAUAUGGCUGGUGGCCAUACCACCUUCAGCUAAGCUCUCAUAAGCUGAAUGAGGCUGGGCUGGGUCGAUGUUCAUAUGGGAGACCUCCAAAGAAACCCUGGAGGUGUCAGCGAUGAUUCAGUGGGUAGUUCCCUGCCUUGAGU

>ENSCAFG00000027889

UACCCCGUCCCGCCCACCUCCCCUACAGAGACCUUCAGUUUGUUUCCUAGGGUUAACAGUCUAUGGCCAAACCACCCUGAACUCUCCCUAUCUUGUCUGAUCUCAGAAUCUAAGCAGGGUCAGACCUGGUUAGUACUUGGAUGGGAGGCAUAAUGUUUUUUUCCACCAGCAGUGGCCAAGGGAGUCCCGGGUAAAACACA

>ENSCAFG00000027059

CAGUCAAAGAAUAUACCAAGAAUUCUCAACUGAUAAUAAGAAAACAAAUAACCCAGUCUGUGGCCAUACCAGCCUGAAUGUGCCUGAUCUCAUCCAAUCUCCGGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGGAAAAAAAAAAAACAAUAAAAACAAGCAAAUGAUGUAAACAUUUCCCAAAGAAGAUAC

>ENSCAFG00000025997

UGACCUGACAACAUAUAGAUUUAUUGAUAAACACGUAACAGAUGAUAAAAAUCCAUCUAGGGCCAUACCACCCUGAAUGGGCCCGAUCUCGUCUGACCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACAGAGGAUAAAAAUCCCUAUAAAUUAUAAAGUACUAUACAAAUAUAAAGCAGUAUU

>ENSCAFG00000021334

CAACCAGCAGCAGCAAUAUUGCCUGAAAAUUCAUUAGAAAUGCAAAUUCUCUCGUCUUACAGCCAUACCACCCUAAGCGCGCCCAAUCUCUUCUGAUCUCGGAAGCUAAGCAGAGUUGGGCCUGGUUAGUACUUGAAUGGGAGAAAUACAGAUUCUUAGCAGCAUUCCAGACCCCCCGAAUCAGAAGUUCUGGGGAUUAG

>ENSCAFG00000021230

UAUCAGGAAUCUUUGCAUAGGAAAUUUUGUAUUACUUCGCUUGCUAUGAUUUUGUUGAGUUUUGUCUACGGCCAUACCACCCUGAAUGUGCCUGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAUUUUGUUGAGUUUCCAAAUGAACUGUUAAAACCCUCAGUUCAGCUAG

>ENSCAFG00000022054

GGCAAAGUAAAUUGAAAAUCUGGGAAGGGAUUCAUUAUUCUAGAUGCCUUUAAGAACAUUUGUGUCUACGGCCAUACCACCCUGAAUGUGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUUGUGCCUGGUUAGUACUUGGAUGGAAGAACAUUUGUGAUUGACAACAAGGGGUCAAAAUAUCAAUAUGAAUACGG

>ENSCAFG00000021952

UCAUGGUUCAGAAGAGAUGACAUGAAGUCAUUUUUUUUUUUUUUUUAAGAUUUUAUUUAUUUUGUCUACGGCCAUACCACCCUGAAUACGCCCAAUCUCAUCUGAUCUUGGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGGAGAUUUUAUUUAUUUUAGAGAGAAAAGAGGACAGAGAGAGACUUUUAAGC

>ENSCAFG00000026224

CUUGCCUUCAUGGAGCUAAGACUAUGGGAGAGACAGACAUCAGAUUACGGCCGUACCACCUGAACACACCCGAUCUCAUCCAAUCUCGAAAGCUAAGCAUGGGUAGGCCUGGUUAGUACUUGGAUGGGAUUAGUCAGACAUCAGCCAAGUAACUGUGAUGCUUUGUGUGUUAAAUUACAACUCUUACACAAAAUGUUAGA

>ENSCAFG00000020762

CAGACCAUACAGUCUAUCUAAUCCUUACUUGUCAAUGAAAAACACUCUUCAAAACCAAAGGAAGUCUAUGGCCAUACCACCCUGAACGUACCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCUGGCCUGGUUAGUACUUGGAUGGGAGAUCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUGGACAGCCCGGGUGG

>ENSCAFG00000026898

UGCUAAGAGAAUAGAUCUUAAAUGUGCUCACCACAAAAGAGAAAUGGUCUACAGCCAUACCACCCUGAAUGCCACCCAAUCUUGUCUGAUCUCGGAAGCUAAGCAGGGUCAGGCUAGCUAGGUCAGGUCAGGUAGAGAAAUGGUAACUGUGUGACAGGAUUGAGGUAUUAACUAAUGCUAUGGUGGCAACCAUAAUGCAA

>ENSCAFG00000021729

AAAUCUGCUAUGCAUUUGUGGUUUUGAGUUUAUAGUGUGACAAAUGGUCUAUGGCCAUACCACCUUGAAUGUGCCCAAUCUUGUCUGACCUUGGAACCUAAGCAGGAUCUGGCCUGGUUAGUACUAGGAUGGGAAACUGCCCUGGGAAGACCAGGUGCCUGUAGGCCUUAAACCAAAUAGGGUGACAAUAAACAUGAACU

>ENSCAFG00000027503

GGGAUUUAUUUAAUAAUUUCCUCUCAUUUUUUCUCUUUUGACUUUGUUUAUGAUCUAUGAUCCUACUAUCCUAAAUACUUUGCUCUCGAUCUCGUCUGAUCUUCAGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGGAGACUUUGUUUAUGAUGUCUGGCAUAUAUUUUGAUUAUAGUUUUUGUUGUUAUGA

>ENSCAFG00000028351

UAUCUAUAUCUAUAUCUAUAUUUAUAUCUAUAUCUACACCACCUUGCCAUAUCACCCUGAAUGUGCCCGAUCUUGUCUGAUUCCAGAAGCUAAGCAGAGUCAGACCUGGUUAGUUCUUGGAUGGGAGAAGAUCAUUCUCAAUGGGGAAAAACUGAGAGCUUUUCCCUUAAGGUCAGGAACAUGGCAGGGAUGUCCACUAU

>ENSCAFG00000022411

UUAAUAUUUUAAUCAACCAAUAAACAGAAAUGAAUGAAGAAAAAGAAGGACAAUAUUGGAUCGAUGAUGACCACUGGUGGCGUAUGAGUCCUAUGCGAUGAAUACGUGUCUGGAACUCUGAGGUCCAACACAAAACAGAUGUGGUCUUUCUCUUCAUACAUUUAUAUUCUUUGUUAAAAUUGGAUCAUUGAAAUAUCACU

>ENSCAFG00000021680

CAUGAAUGAAUGAAUCCAUUCAAGAAGGCCUAAGUGAAUGAAGAACUAGCAAGCUGUGCCUGGAUCAAUGAUGAGUAUUGGUGGAGGUAUCUGAAUCAACACCUUUGAUGAAGCCCUCUGUGUAACUCUGAGGUCCAUUACAGAGCAGGAAUUGGUCGAUAUUCUCUGUAGAAAUUAGCUAAUAGUAGAAGUUAGGAAAA

>ENSCAFG00000021390

CCCAAAGUAAUUGCCUCCACGUCAUUGACUAGUUCAGUAUUUAAAAAUCUGUAUACGUAGUUUUUCAUAAAACUUCCACAGCUACUGGUCUGCAGCUGUUCUUACAGUAGCAGUUGUGGCAUUCCUCUGUGGGAAAGAAACUGUUAUGCAAUUAAACACCUCUUUCUUAGCACAACGGAAAGUGGGCAUAUGAGUAACAA

>ENSCAFG00000026035

AUUUGAUACAAAUUUAGAAAUGAAUGAAGAAAAAUGGGACUUCACAUGGCCCGUUGAUGAUGACUAGUGGCUUAUGAGUCAGGGACAGUGAAUAAAAUGUAUCUAGAAUUCUGAAGUCCAACACAAAACAUAAUUAAUCGACUUAUCUCUUAUUUUGGAAAUGAUCCUAUUAACAGAAGUCAGAAAUGCACAAAUGUCAU

>ENSCAFG00000025953

CUAGCAGAGUACUGAUUACCACUGACUUGCUGGUGAGUAGGGAAUGGAGAACCCUGGGAAGGAGGGAGGACCCAAGCUGAUUCCCUCUCCAGGGGGCUUGCUUGUGCCCCCCUCAGGAAAGUAGCAACUUGGAAUAAAAUGUGACAUGCCUCAGGGUGCUGGGAAGAGGGGCUGCUGUUUCCUUUGCCUUCCCUUUGGCU

>ENSCAFG00000026261

AGUCCAUGCUAUGCUCCAUAAAGUUCUGUAGGUCUAGAAGGUACUCUUGUAUUCUAUGAUGAUUUUAUCAAAAUGACUUUUGUUUUUCUGAGUAUGCUGAAGCCACAUAUUAAGUAUUGAGAAGGAGUAGAAAAAAAAUAAAGUUCCUUUGUACACUAUGUUUGUAUGACCAGAAUUCUUUCAUUUUGUUGUUUAAAUAU

>ENSCAFG00000025937

UCUCUCAUAAAUGAAUAAAUCAAAUAAAUAAAAUCAAAUAAAUAAAUAAAUAAAUUUCUUUAAAACUGCAAAUAUAGCACUUUCACAGGUCCUCCCCUGACAGUGGGGCCAGGAUUUGGUAGCUGGUGCUGAAAGAAAACCUUUGAUUGCAUCCUUGCCCUGAGAUGGUGCCAGUGGCAGCUGUCACUCAAUGGGACAGA

>ENSCAFG00000025965

ACUGAAUAUAACUGCCUUGUGAAUACAUGACAGUUGGCUAUAUUGUACAUUUUUUUAAAGCAUAGAAUGUACUCGGUGAAUAUUCUUGCUGUUCUGAUUUUGUAAUAAUUGUGGCAGGCUAAACAUUCUGUAUAUCAAGACCAUGCAUGUGUUCCUAGAUCUAGUUCUUCCCCUAGUCUGGUUUUAUCAAUGCUGGUGAU

>ENSCAFG00000028447

CUGGGGACCGGGGCGGGGAGACCGGGCGGUCGGGGAGGCCCCUGCCCUGCAGCGGCGAGCCCGGGUCGAUGAUGACGUGACCACUGCGCAAUCUGAGUUCUAGGAACCAGGUGAUGGAGUGGAUGCUGAGAGCGGACUGAGACCUCCAAAAAAAAAAAAAAAUAAAAAUAAAAAAGAAAAAAAGAGAAAAAAACUUACAU

>ENSCAFG00000027944

UGUUGAGGGAGGAUGGGAAUUUCAAGUCCACUCAAAUGUCAAGAAUUUUAGAUUUCACAUCUAAAUCCAGUUUGGGGGAAUUAUGAUUCAUUGCUUUAUGGGAGUCUGGCAAGAUACACAGAAAUCUCCCUCUCAGUUUAGGGGGAUUGUCCUAUGAAUAGGGCUUACUCUCAGAGAGGACAAUUUACAACUUAAAAAAA

>ENSCAFG00000027518

GGAGGUCAGUGAUGAUUGGUAAAAGGUCUGAUUGCACUUAAUGUCACAGCCCCCUUCUGCCCUCAGCUCCCAGCAGCCCAUUGUUUUCUCCCGGCACAUUUAAGUCCUGUGCAUGGGGUAAUGGAGCAGCUGAUAACCUGGAUCCUGUGUCAGCCUGUGUUCCUGUGAGUGUGCGGUUCAUGGCUGACAAAUAUCCGACA

>ENSCAFG00000026809

UCCCCUUAGGACUGGAGACAGGUGGCUUUGGGACCUGAGUGAGGAGGAGAACAAGAGCAUCGGGGCCCCUGUGAUGUCCAGCACUGGGCUCUGACCUCCCCUGAGGACACAGUGCCCCCCAGGGACCUUUGACACCCAGGGGUUCUGAGGGGCCCCACUCUGGGGAGGGAGGAGUGGAGGUCCAUGGUUGCCACUCCCCA

>ENSCAFG00000028326

ACAUGGAUUAAUAUUUUUAUAUACACAUACAUUUAUAUAAAGAACCUAUCAAUCAAUUAGAAACAACCCAAUAGAUAGCUGAGGUCUAUCUGCACGGGGCUUUUCCUGCGGAAAAGGUGCCAUAUCAUUGAAAAUGUCUCAUAGAGUAACUAUGUGGUUUUGCUUUACUCACAGAAUUAUUCAUUGGAUCUGUGGUCCUA

>ENSCAFG00000028101

UUCUUUCCUCUGCUAACAUAUUAUGUUAUUUAAAACAAAGAACUGUUUUAGGAAUGACACACUUGUCCUCCCUGAGAUCAUAGUUUGAAGAUAAGAGUCUUGCUCUUUAUAUCCAUCUGCUGAGCCAAACUGAAAAAGACUUCAGUGCUUUCACAUAGAACCAGAAAUGUUAACCACCCAAACUGUGAAACUGCAUAUGC

>ENSCAFG00000027840

AAAGUAAUGGGAUUCAUUUUAUCUGUGGCUCCCUCUGAAUUUAAAAUGAAGUAAGACGUCCUCUUCCCCUGAGUCAGGGCUGGAGGCCAAGAUCAGUCUUUGAGGAUCAGUGUUGGCACAAGCCGGCCAGCAGGCUUGUUUUCCAGCCUCAGGCAUCUAGAGCUGCUGGGAGCCCCACCUGCUCUACUCCAGGCCUGCUG

>ENSCAFG00000027454

CUUUAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGAAUUCACAAGUGUGAUGAUUGAGUAUUCACACUGUUUGGUGACAUGUGCCUCCUUCAAACUUUGUUACAACUACAACAUAUUACCCACCUGACCCUCCUCCCAAAAAAAACAAGAAGAAAAGAUAAAAAUAGAUUACUAUGAGUAAUAAUAACUUUAUGCCA

>ENSCAFG00000027821

CUAUCAAAGAUGUGACUAUUUCCCAACUGGAACAGAAGUGUUUUAUAUUUUAAUAAUUUGUGCUCUUUCCUCAUGGGGGUCCAGUGUAUAAUGGCUGCAAAUAGUAGCCUCCUCAAUAGUAUAUGCAGCUGUUGAUUGAAUUUUCUUAAGGGACCUCAGAGAUAGCCCUUUCUAGUGGACAUUGAUGUCUGACCUCAUGC

>ENSCAFG00000021287

CUCUGCCACUGGCCCUGCUCUUGCAUUCUCUCACUCUCUCUCGUAAAUAAAUAAAAUAUUUUAAAAAAUAUCUAUGGUCAUUACCAAGGCUUUGAGAAUGCAGUUUCUCAUUUGCUGUGGGCAUGACCAUAAAAAAAUUUUCUCAUUAGGUUUUCUUCUUUUUUUGCUAGUUUGCUAGCAUUCAGCCUAUUGGGAACAUU

>ENSCAFG00000022282

CUUUUAACAUGCCUUUGGCUAAUGGUUAAUUUCACUGUUCUAUAAUGAAUUCUGGUCUAAUCAAUGAUGAAACCUAUCCCGAAGCUGACCACCUGAAGAAAAGCAUAUACGGAUUCGGCUUCUGAGAUGAGACCAGAAUAAAAUCUGUUCUGUUGUCCGGAUUUUAUAACAGUUCUGUUAAGUUACAAAUCUUGUAGGGG

>ENSCAFG00000020799

CUGAGCCACCCAGGUGUCCCUUGAAGAUUGGUUUUUAAACUUAGUUAUAAAACACAUUUUAAAAGCCAGCCAAUGAAUCUGCUUACCUGAAUGUGUUCCUGUAGGAACUUAGGAAAAGCUGGUGAUAGUAAAGCCAUGUUACGAGCCUUAAAGACAUUGAAGUCAUUAAGGUCCCUGAAAAUGGCUAUAAGAAAUUAAAA

>ENSCAFG00000022435

CAUGGGGAGAUGCUAUGAGCUGUUCAGCCUGCAUAGUUCAACUUACCAGGAAGCCAAGAAAGUGCUUGGAUCGAUGAUGACUCCCUCAAUCUGCAUUCCUUGGAAAAGCUGAACAAAAUGAGUGAGAACUUCCUACCAUCGUUCUCAUUGUAACUGAGGUCCAGCACGUUUCCCCCAGGGAAGGUAGGAGUGAGAGACUG

>ENSCAFG00000021389

UUGUUGUAAACAAACAAGUUAAGUAAGUAAUACCAGGAUUCUUUCUCGCUGAUCAGUAUCCCCUCAUACCUACCCCCUUUUCACUUUGCCAAUUGGACUUAUGUCUUUAUUGGUCAUUCAAGUGGGGCAAAUGAAAUAUCCUUUUAAAACUCAAGCAAACUGGGUGUUUGCCUUGUAUCCUGUCAGAGGAAACAAAUUGA

>ENSCAFG00000026188

UGCACCAGCCCCACCGAGCCUGACAAAUGAGACGGAUGAUUUAAACCUGCAUCCAGGUAGCACCGUGUCUGCAGCCAAUUAAGCCGACUGUGCUCUUUCUCCCUGGGGGCCCAGUGUGCCAUGGCUGCAAACAGUAGCCUCCUUGGUAGCGUAUGCAGCCUGUUGAUUGUAUGGGUUGCCCUAAGGGGCCUUGGAGACAG

>ENSCAFG00000026368

UUUGUUGCUUUUAAUUUUAAUGUCAGAUUCAAAAAAAUCAUCACCAAGACUCAUAUCAAGUUGCUUACAACUAACCCUCCUUUUCUUGGCGGGGGUUGGGUGCGCAAUUCCUGUAAUGUAUGGGGAGGCAGAAAGGGCUCUGGCCCCCUCGGUGUCAUGUCUUUAGAGCCCACGGCUUCCAGCCCGCUGGUUCUAUCCUC

>ENSCAFG00000025963

UCUAAAAUUUUAUGUGACAUUUUGUUCACUGGGAUGUGAAGAAUCUGCCUUAGGAUUAGGAAAUCAGAGAAUAUGAUAGAAAAGUCCAUGAUGGUGUUACCCAACUUGUCAUCCUGUCUGAAGCAUCUCAGUGAUGCAAUCUCUGUGUUCUGAGACUUCUCUAAGUAUGCCUGUCAGAUCAGAUUUUAACCAAAGGUUGG

>ENSCAFG00000026024

UAAGCCUUUUCAGGGGCAGAGGCCCACACACAUGACCAGUACUGUGCUUGUGUCAGUGAUGAGAACUCAUAUUGUCUCAAAGAGAGAUGAUGACAUGAAGAUCAUGCUCAAUAGGAUUAAGCUUUGGACCAAUGGAAGAUAUUGUUCCAUGCUUAGUAUUCUGGACCUACAGUUGGUACUGGGUAUGCUUCCCCUCCGCC

>ENSCAFG00000025998

AAGUCUUAAGACCUUGUAUAUUUAAUUUUAAGGAUUAAAAACAAAUUUAAAAACCGAGUAACCUUCUGCACAGUGUUGGAUCUUGGAGCUGAGGCCGCUGGCUGGCCGUUGAGCUCACAAGUGUAGGUAGUGUGCACACGAGGGCCACGUUUUCUGCUAACACCACAAGUGUCUCUGGGCCAACGAGUGGAGUGUAAUAG

>ENSCAFG00000028368

CAUGGCAAAUAUCCACCAAUUCCAGAGUGGUAACCUCUGGGAGGGGAGAAGAGGAAUAAUAGAGGAUUUGUCCAUGAUGAUACAUAGCUAUCCCUGUCUGAAGGCAAAGAAAGGUCUAUGUGGGAUCUGAUACUCAACUUUAAUGUGUAUGUAUAAUACUUUAGUAUUUUUUAAAAAGUGUCUGAAGCUAAUAUGGCCAA

>ENSCAFG00000028147

ACCUAUGCGUUGCCUGCCCAAGACUGCUCUUUGGUUAAUAGGGCCUCGUAAGGAUUAAAAAACCACUGCUACACUAAUGACGACAGAGCGUCACAGACCAAAGAGUUUAACCAAUCCAGUUCUGUGUCCCUAGAGUCCAUUUAAGAAAACAACAAAAACAAAAAAACAAGCAAAAAACUCUUUAAAAUAUUUUUCUUCUC

>ENSCAFG00000028249

GAGGCAGGGAGGCAGGGAGGCGGGGGCGGUUGGGGAGGCCCCUGCCCGGUAGCUGCGAGCCCCGGUCGAUGAUGACGUGACCACUGCGCAAUCUGAGUUCUAGGAACCAGAUGAUGGAGUGGAUGCUAAGAGCCGACUGAGACCUCCGGGGGGGAAAAAAAUGAAAACCUGGCUGUGGAACCUUGCACAUUUAUAGAAAC

>ENSCAFG00000027714

UCAUCAAGUCAUUCAACUUUGUAAAAAAAGUUGUCUUAAAAUAUAUAGUGGUCAAGAAAAUAUUUACUGUUCGGGAGGCUGAUACACAAAUGGAGCUGAAGUACUGCUCUGAUUGUCACCAUACCUCCCUAGAAUAAACUGCCUUUUGAUGACCGGGACGAAUUGAGGGAAAUCGUAACGGACAGAUACGGGGCAGACAG

>ENSCAFG00000026470

CGUCAACAAAUGUUUUUCAAGCUCCUUUAUUGUUCAGGAUAUGGCAUGGGUUAUGAAGAAACAUUCAAAGCCUUAUUCUAGAUGGAAAUGGGCACUGUCAUUCAUGGUGUCCAGAAAUUGUUAAUGUAGGUACAUUGAGACAUGGGUUAUGCUUCCAUUACAGCAAGUUCAUUGCAAUGGUGAGUUACAAUGAGACCUGU

>ENSCAFG00000028099

UGAUCAAAAAGUAAGCUGCUUUCUAAAUUACAAAGCUGUACAGAUUUUAUUAAUGAGUAGAAAUAGAUCACCUUCCCAUUGAUUUGCUGCUCUAGUCUUUCAGUGAUAGGAGCAGUUAUACGCAUGGGAGAGAACAAUGUUAGGCCAUGGUAGAUAGAGAUGGAGUAACCAUUUCAUCUCAUCUGCACUGCCCAGACACU

>ENSCAFG00000028293

UUAUCUUGGUUGAGAUGAGGAGCCAGUGGUGGUUUGCCCUUCAUCGGUCACUCGCAGUUUGCCAUGAUGAAAUGCAUGGUGAGUCCGUGUUUCAGCCGAUCACCCUGGUCAAACACAUGCUCUGAGCAGACUAAGGCUAGGGCAAACACCGGAGUUGAAUUCUGCUUCUUGGGAUUCUUACUGGGAUUUAGCCCUCAGGC

>ENSCAFG00000027038

UAGCUGGCCUUUUUGCUAUUUCAGAUUGUAUUUAUAUUGAGAGAGAAGAAUUUCCCUAUAUGUUUUAAUUCAGUGCACAUUUCAUUGUCUUUUUUCUUUAUGUCAAGAGAAAAGAUAUUUCUGAUGUGCUAAAUAAAAUCUUUGGAGGUAAAUUAGCAGCAUGACUAAUGUAGCCAUUGCUGUCAGUCACCUUCAGACAA

>ENSCAFG00000020745

CCUGUGACUAUGAGCCAGUUCAAGAAAUAUAACUUGGUCAGCCAACUCAGAGACAAGGCUAAUGUGUGCUCACUUCAGCAGCACAUGUAUUAAGAUUGGAACGACAUAGAGAAGACUAGCAUGGCCCCUGCGCAAGGAUGACACACAAUUCGUGAAGCAUUCCAUAAAAAAAAGAAAAAGGAAAAAACAAAAAAGAAACA

>ENSCAFG00000021226

AGGCCCAACAAAAUAAUGCAUAGGAGAGUUAGAAAUCCAUUAUAAGAAUCACAUGAGGAGUGUUUACUUCAGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGAAGACUAACAUGGCCCCUGUGCAAGGAUGACACACAAAUUCAUGAAGGAAUUACACAAAGAAUGACUAGUUACAGAUACAGGACUUGUAUUCAUU

>ENSCAFG00000021451

GUUAAACCUCUGUGUUUGAAAAGAUUGAUACAGAAUGACUAAGAGUAAAAUUGCACUAAUAUUAUUGGUCACUUUGGCAGCACAUAUACUAAAACUGGAACGAUACAGAGAAGACUAGCAUAGCCACUGCAUAAGGAUGACAUGCAAAUUCAUGAAGCAUUCUCUAUGUUUUUUUAAAAAGGAGGAAAACUGCACUGAUU

>ENSCAFG00000021968

UAGCAUUAGAUAUAUCACUUAGGCAUACAUUAUAGAGCUCACUUCAGCAGCAUAUAUACUAAAAUUGAAAUGAUACAGAGAAGAUUAGCAUGUCCUCUGUGCAAAGAUGACAUGCAAAUUCAUGAAAUGUUCCAUAUUAAAAAAUGUAUACCAUUAAAAAUCAACAAGUUAGCAAAAGAUUAAGAAAAUAGAGACAUAAC

>ENSCAFG00000022507

AGAGUUGGGUGAAGAUCUAAUGAGCUACUCCAAGAAAAGCUAACUAAGUGUUUACUUUGGCAGCACAUAUGCUGAAAUUGGAACCACACAGAGAAGUUAGCAUGGCUUCUCUGCAAGGAUGACAUGCACAUUUGUGAAGCAUUCUAUAUUUUUUCACAAAUACUGAAUCAUUAUGUUGUGCAGUGGAAAGUAAUAUAACG

>ENSCAFG00000022118

CUUUUCCAACUUAAGAUAAAUUAAAAAUGUAACCUGACAGUGCUCGCUUUGGCAGCACAUAUACUAAAAUUGGAAUGAUAUGGAGAGAUUAGCUUUGCCCCUGUGCAAAGAUGACACGCAAAUUCGUGAAGUGAAGCAUUUCAUAUAUAUAUAUACACACAUACUCAUAUCCUGACAUUUUUUUAUUGAAGUUCAUAUUG

>ENSCAFG00000022512

UGAGGCAUGUUUAGAUAAUAUUAAGAAGGCCCAAUGGUGCUCACUUUGGCAGCAAAUACACUAAAAUUGGAAGGAUACAGAGAAGAUUAGCAUGGCUCCUGCACAAGGAUGACAUACAAAUUUGUGAAGUGUUCCAUAUUUUUAAGGGGUGCCUGGCUGGCUCAGUUGGUAGAGGAUGUGACUUUUGAUCUUGUGGUCAU

>ENSCAFG00000025788

UAUUUUUGUCAACAAUUAUGAGAAAAAAGGGAUUUUGAUGCCUUAAACUUAUGAUUAAGAAAAAUAAUGAUUCAGGGUGACACUUGAAUGCUCACUGCUAAUGUGAGAUGAAUUUUUGAGCUGAUAAAGGUGGCCCCUAAGUGACCUGCAUACUUUGCUGGAUCCUGGGAGUCGCCAGCUGCCCCAGUUCCCCUUUAACA

>ENSCAFG00000022898

UACUAUUUCUAAUAUCUCUAGCAUUAGGAUGGAUUACAGUGCUCGCUUCGGCAGCACAUAUACAAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGGCCCUGCCCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUGAUAUAUGUUGGCAAAUCGAACUCCAAUAAAAAAAUAUAUACAAAAGAAGGAUGG

>ENSCAFG00000027094

AAAUAUUUCUGCUGUCCUCUUACAUAUUAAUAAUUAACAUGGAAAUACGUUCUUCAGCUUUGCGCAGUGGCAGUAUCGUAGCCAAUGAGGUUUAUCCGAGGCGUGAUUAUUGCUCAUUGGAAAUACAUUCUUCAUUUAUUUGGAUUUCAUCUUUAAGAGCCAUUGGGUGAGCUUCUAAGUCCAGUUUAAUAUUAUGCUAC

>ENSCAFG00000027379

AAAUGUAAUGUCAACCACGAGAAAAAAAAUGGAAAGACUACAAAAAACGGAGGUUAAAGAACAUCCUGCUAUGUGCUCACUUCAGCAGCACAUAAACUAAAAUUGGAAUGAAGCAAAGAAGAUUAGCAUGGCACCUGCAUAAGGAUGGCAUGCAAAGAACAUCCUGCUAAUAAAUGAGUGGGCUAACCAGGAAAUUAAAA

>ENSCAFG00000027786

AUGGAAAUACUUGGUCUAUCUUUUCAACUUUUCUGUAAAUCUAAAGUUAUUCCAAAAUAAAAGUGAAUUUGUGCUUACUCGAGCAUCACAUAUAAUAACAUUGGAACUAUAUAUACCGAGAUGAGCAUGGACCCAGCAGCACAAAGAUGACAUAAAUUUGUGAAGCAUUCCAUAUUUUCUUUUAAAAAGUUAAUCUAAAA

>ENSCAFG00000027671

AUUUGUGUAAAUUACACCUGGGAGGAUCAAAUAUUAACAUCUAAAAAAAUAUAUAUGUAGUGCUCACUUUGGCAGCAGAUUUACUAAAUGGAAUGAUACACAAAAGAUUAGCAUGGUACCUUUGCAAAGAUGGCACAUAAAUUCAAUCCUUAUUACUACUUUUUUAAAGAUUUUAUUUAUUUAUUUGAGAGAGAGAUCAA

>ENSCAFG00000027695

UACCAUGAUUAAGUAGGAUUUAUUCCAGGGAUGCAAGCAUGGUUUAAUACACUAAAAGUGGAAUGACCUAGAGAAGUUUAACAUGGCCCCAGUGCAAGGAUGAUGGUUAAAUGGGAGAAUUUGCCUGUGAAGCCGUCUGGUCCCGAACUACUGUUUGUUGGAAGUUUUUUGAUUACUGAUUCUGUUUCAUUGCUAAUAAU

>ENSCAFG00000027756

AAAAAUUACUUUUUUUAAUAUCUGAGCUGAAAUAUAAUUAUCGCUAAAACUACACAAAUAUUAAAAUUGAAGAUUAGCAUGGCCCCUGCAUAAGAAUGACAUGCAAAUUCAUGAAGCAGUCCAUAUUUUGUGCGGUUCCCCAGUGAACCCUUUGCAGAUUAACUUGGGAAAAAAAUGAUAUGAUUGAAAGUACGAUGCGA

>ENSCAFG00000027173

ACAGCUUGGAUAAGAUUGAUGACUAUUUCCAAGUACCUAGUCCGUGCCUGGUUCAGCAGCACAUAUACUAAAACCGAAAUGAUACAGAGAUUAGCAUGGCCCCCAUGCAAGGAUGACAUGCAAAUCCAAGUACAUAUUUCACUUGUAUCUUAUUAUUACUAACAUUGGUACUGUAGUGAAUAAUAAUAAUACCUCCUUAG

>ENSCAFG00000028349

GUAAUCUUUUACAGAUUCAGGGAGGUAUAAGAACGUUCCUCUUAAUCUUUGUUCUCUAUGUGGAAGCAUGCAAUUGUGCUUAUUUCAGCACACAUACUAAAAUUGGAGUGGUGCUGGGAAGGUUUGCAUGGUCCCUGUGUAGGAUGACAUUCACAUUCGUGAAGCAUUUGAUAUUUAAAAGAAAAAUGUGUUAACUGCUG

>ENSCAFG00000028232

UUUGUGAGUACGCGCAAAAGUGCAUGUGUAUACAUGCUGUUAAGAACUUACAACCUAAAUGUCCCCACAAGCUCUGUGCAGUGGCAGUAUUAUAGCCGAUGAGGUUUAUCUGAAGCAUGAUUAUCGCUAACUAAAUGUCCCCACAGACCUCUCUGUCUCCCAAUGGAGGACAGCAGUGAAGUGGUAUAGCCAAAUUAACA

>ENSCAFG00000027873

AGAGAUGUGGGACAAGAUCCUCUGCAUAAAGCUGAUUGGUGCUGCUGCCAGAAAAUAUCAAGGGGGGUGGCCCAUAUACGAAUAUAGGAAAGAGAAAGAAAAAAUCUGCAUGGCCUUUGGGCAGGUAUGACCUGAACAUUAAUGAAGUGUUCUAAAUUUUACUCCCUCCCUAAUGUGCCCAGGGCAUUUCAUGUGUACCC

>ENSCAFG00000026960

GAAUGUAGUGAGAGGCUAAUCCAGAUAACCAGCGAGGAAGAAACUCUUCAAAUAGUCCCAUCUGGUACUGGCUUUGGCAGCACAUAUACUAAAACUGGCACCAUACAGAGAAGGUUAAGCAUGGCUCCUGCACAAGGAUGACACACAAAACAGUCCCAUCUAGAAAGCAUGGUGGCCUAUGGUACCAGUGGAAAUUGUGC

>ENSCAFG00000021248

GUACGAAAAAUGGAUUCCCCACACUGAGCAAGAGUAUUGGAACCCUUUAAAGUUCCCUAAUCCAGUGGUCGCUUCGGCAGCACACAUAAUAAGAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGUGUUAAAAUAAAUGAAUGAAUGAAUGAAUGAAUGAAUGAAAAG

>ENSCAFG00000021880

UAAAAGGAAUUCCAUGAUAUUUACCGGGCAGGGGAGAUACCAUGAUGAAGAAAGUGGUUUUCCCAGGGCGAUGCUUACCCACUACACUCUGAAUAUGCUGAAAUUAUGAUUUCCCCAAAUGUGGGAUAGUAGACUAUAUAAUUUGUGGUAAUGGAGGACUGCUAUCUUGUUUUCCCCUAAAAAUAAAAAAAUAAAAAUAA

>ENSCAFG00000021260

AUAAAUUUAAAAUGCCUAUAUUAGAAAAUGGACUGCUCUUCCAUUUUAAGAAACUAAGAAGAGUGGGUUCGCUUCAGCAGCACAUAUGCUAAAACUGGAACAGUACAGAGAAGAUUAGUAUGGCUCCUGUGCAAGAAUGACAGGCAAAUUCAUGAAGUGUUCCAUAUUAAAAAAAGAGAGAGAGAGAGAGAAAAGAAAGA

>ENSCAFG00000022541

AAUAAAUAAAAUCUUAAAAAUCACAAAUCUGUGUUGAUUUCAACAGCACAUACACUAAAAUAAAAUUGGAACGAUACAGAGAAAAUUACCAUGGCCUCUGCUUGAGGAUGACACGCAGAUUCGUGAAGCGUUCCAUAUUUUAACUAUGACCAAUUUCCCAUGUGUACCUCUAAGAUUUUUCCAUCAUAUCUCAAAGUAAA

>ENSCAFG00000022949

UAAAGUGGCUGGGUUUCAUCAAAAAUCAAAAUGCCGUGCCUGCUUCAGCAGCACAUAUACUAAAACUGGAACGAUACAGAGAAGAUUAGCAUGGUCCCUGCGCAAGGAUGACAUGCAAAUUCAUGAAGCAUUCCAUACUUUUGAGUCAAAUUGUGCUUUGGUCCAUUGUUAAUUGAGAAACUGUUUCAAUAAAAUAUUCU

>ENSCAFG00000026158

AGUGUGGCUACAUCAUAUUUCCAAUCAUUUUAUUAUUUAAGUCUUCUUUGGGGGAAAAAAUUUAAAAUUUCAGGUAACAGGAGAGGCUCCCAUGCUUGCUUCAGCAGCACAUGUACCAAUAUUGGAAUGAUACAGAGAAGAUUAGCAUAGCCCUUGUGCAAGGAUGACACAUAAAUUCGUGAAGUGUUUCUUAUUUGGGA

>ENSCAFG00000022465

UUGUGUUUAUUUUUUUCUUCUUGUGUUUAGAAAAUUUUCUCAGAAUACUUACCUGGCAGGGGAGAUACCAUGAUCACGAAGGUUGUUUUCCGAGGAUGAGGCUUAUCCAUUGCACUGAGGAUGUGCUGACCCCUGCGAUUUCCCCAAAUGUGGGAUACUCGACUGCAUUAAAAAAGAAUAUUCUCAGAUAUGACACCAAA

>ENSCAFG00000026111

GAGCAAAUCUCACCACCUAGAGGGUGUAAGAAAGAAAAAAGUGAAAAAAAGAAAAAAAAAUACCAAAAAACCCCCAUGCUCUGUUCGAUAGCACCUAUACUAAAAUUGGAACAAUACAGAGAAGAUUAGCAUGGCCUCUCACAAGGAUGACGUGCAAAAUUGUGAAGAAUUCUAUAAUUUAAAAACAACAAAAGGGGGCA

>ENSCAFG00000022940

GUGACUGCUUUGACCAAUACUAUGGCAGAAAUGAUGCUGUGACAGCUUCCCGGCCCAGAUCUUAAAAGACUAGCAGUUUCUGUGCUCACUUCAGCAGCACAUAUGCUAAAAUAGGAAUGAUCCAGAGAAGAUUAGCAUGGCCCUUUGCGCAGGAUGACAUGCAAAUUUGUGAAGUGUUCCCAUAUUAAAAAAAAAAAAAG

>ENSCAFG00000027352

UAACUGUGAUAUGUUCAUUCACUGCAUUUGAGAUAAAAGUCGCUGGGUGGCACCUAUGAACAUAUGAUGGACAGGCCUCACUUUGGGAGCUCAUACACUAAAAUUAGAAUGAUACAGAGGAUAUUAGCAUGGCCCAUGUGUAAGAAGGACAUGAAAAUUCCUGAAGCAGUACAUAAUCAUUUAAUACUACCUGUAAUGAA

>ENSCAFG00000026473

UCACCUUUAUCGAAAGAGGGUUUCGCCAGCACUGCCACCCUGUUUAUGGGCCCGGCAAGGCAAAAAGGGCUUCUGUCGUGAGUGGCACACGUAGGGCAGCUCCAUUGCUCUUCGUGCGGAAUCGACAUCAAGAGAUUUCGGAAGCAUAAUUUUUUGGUACCUGGGCAGCUGGUGAUCGUUGGUCCCGGCGCCCCUGUCAG

>ENSCAFG00000028054

AGCAUUUUCUCCUCUUUGCACCUCCUCUGUGGUAUACCCUAUUCUCCUACAACAUGAGAUUUCACAGUCCUGAACACUGUGUACAAUCGCUUCUCGGCCUUUUGGCUAAGAUCAAGUGUAGUAUCUGAACACUGUGUACACAUUCAAGACUUGGUGGUGGUGGGUCUCCUUCGCCAUAAAGCAAAGCACUCUUUUCAUCC

>ENSCAFG00000028405

AACCUGGGGCCUGCAAGUGGAAGAGGAAGGAAUAGCCCUGGAAGCUGGGCCUCAAAAAGUAAAUGGAAUUGGGUGCUCGCUUCAGCAGCACAUAUCCUAAAAUUGGAAUGAUACAGAAAAAGAUUAAACAAGGCCCCUACACAAAGAUGACAUGCAAAUUGGUAAAUGGUAUUGGAUUUGGGCAAGACUGCCAAAAAGCA

>ENSCAFG00000028061

CAAAUAUUGGCUAUGUUUAUUAAUUGUAUAUUAGUAAGAAUUCUAUAAAACUGAAAGCAAAUAGUGCUUGCUUUGGUAGCAUGUAUACUAAAAUUUGAACGAUACAGAGAAAAUUAGCAUGGACUCAGCCAGGAAGGCAUGCAAAUUUAUGAAGCAUUUCAUAAAAAAUAAACAAAUAAAAAGAAUUGUAAAUAAAUAAU

>ENSCAFG00000027190

AACCAUGGCAUCCCCCAUCUUGAGAACUCCACUUGUGUUCGCUUCGGCAGCACAUAUACUAAAAUCGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAGAACUCCACUAUAAGGAUCCUAAUAUUAAGAAGACCCAGGACAGCUGCAUUUCAACCAUGUCACUUUGCUGCUUAGGAAAGUCUUUAACGAAA

>AB159771 1

AUCUCAAGCUCCUGCCUCUACAGUUGAUACAGAUGGCAUUGUCCCAGAUGGCCACAGAGCUUCUCCUGGCCUCCACCAUCUUCUGCUUGGUACUCUGGGUGGUCAAGGCCUGGCAGCCUCGGCUUCCCAAAGGCCUGAAGAGUCCACCGGGGCCCUGGGGCUGGCCCCUGCUCGGGAACGUGCUGACCUUGGGCAAGAGC

>AB162851 1

UUGUGUGCCCACUGCAUCGAUCCUGCAGGCUCUGUGUCCAUCCCCUCCUCCUGCUGCAUGUUCUUCAUUUCCAAGAAAGUUCCGGAGAACCGAGUGGUUACCUACCAGCUGCUCAAUGGGAGCGUCUGUCCUAAGGCAGGAGUGGUCUUCACCACCAAGAAGAACCAGAAGUUCUGUGGCGAUCCCCAGCUGCACUGGGU

>AB163435 1

UGCUAGUGGCUGCCUUCUGCUCCCCGGCGCUCUCAGCACCAAUGGGUUCAGAUCCUCCUACUGCCUGCUGCUUCUCUUACACCCUGCGGAAGAUUCCUCGCAACUUUGUGGCAGAUUACUUUGAGACCAGCAGCCUCUGCUCCCAGCCAGCUGUGGUAUUCCAAACCAGAAGGGGCAGACAAGUCUGUGCUAAUCCCAGC

>AB163919 1

GACCUCCCCUGCUCUGGGUGGUGCCAAUGAUGCUGAAGACUGCUGCCUUUCUGUAACCCAGCGUCCCAUCCCUGGGAAUAUCGUGCGAGCCUUUCACUACCUCCUCAUCAAGGAUGGCUGUAGACUGCCUGCCGUUGUGUUCACCACACUGAAGGGUCGCCAGCUCUGUGCACCCCCAGACCAGCCCUGGGUGGACCGCA

>AB164617 1

UGGUUUGCCUGGUGGCCAGCCUCAUGGGUGCCUGGUCUACUGUCCACACUCAAGGUGUCUCUGAGGACUGCUGCUUAGCCUACCACCACCGUGCUAGGCCCCGCCUGCUCAUGCGUGCCCAGGGCUACCAGCGCCAGGAAGUGAGCGGGAGCUGCAACCUGCCUGCUGUGAUAUUCUUCUUCCCGAAAAACAAGAUGCUG

>AB178767 1

CCCGCCUGGCUGGGGCUGAGCACGCCCUCGGGGUGACAGUGGGAGCGGAGCGGAGAGCGCGCCCGACCACCAUGCCGCGUUCGUUCCUUGUCAAGAGUAAGAAGGCUCACAGUUACCACCAGCCGCGCUCCCCGGGACCCGACUAUUCCCUCCGCCUGGAGAAUGUGCUGGCACCGGGCGGAGCAGACGGCACCUCGAGU

>AB178864 1

UGGAGUUCUACAGCAGGGUGUCCCUGUCCCCGAGGAUAAGGUGGAGUCUGGCCAAAUCUCCAGUGGGUACUCAGCAGUUCCAAGCCCUGGUGCAGGAGAUGACCCUCAGCACUCCAUUCCAGCUGCCACCACAGCCCUAGUGGCCGAAGUUCAUCAAGGGGAACGAGAGGCCUGGGGCAAGAAGAUGGAUUUCCUCCUGU

>AB183140 1

NAGUGAAGAGGCACAGAAAUCUGAGGCUCCAGUCUGCCCAUGAGUAAAAGCAAAUGCCCGGUGGCACUGAUGUCUUCGGCUGUGGCGCCGGCUAAGGAGCCCAACGCCAUGGGCCCAAAGGCAGUGGAACUCGUCCUGGUCAAGGAGCAAAAUGGGGUGCAGCUCACAAAUUCUACCCUCAUCAACCCCACGCAGACCCC

>AB183191 1

AAAGUGCUGUUCUUAUUUUUUGUCUUAUCUUUCUGACUCUGAAUGGUACUCAAGGAAUACCUCUCUCUAGAACUAUACGCUGUACCUGUAUCAAGAUUAGUGAUCAACCUGUAAAUCUAAGGUCCUUAGAAAAAAUUGAGAUGAUUCCUGCAAGUCCAUCGUGUCCACAUGUUGAGAUCAUUGCCACAAUGAAAAAGAGU

>AB183194 1

UGCUAGUGGCUGCCUUCUGCUCCCCGGCGCUCUCAGCACCAAUGGGUUCAGAUCCUCCUACUGCCUGCUGCUUCUCUUACACCCUGCGGAAGAUUCCUCGCAACUUUGUGGCAGAUUACUUUGAGACCAGCAGCCUCUGCUCCCAGCCAGCUGUGGUAUUCCAAACCAGAAGGGGCAGACAAGUCUGUGCUAAUCCCAGC

>AB183284 2

AUGGAAACCUUUUGCCUCAAGGUGACCUUCUGGGUAGCGCUGGUUGGAUAUGUAAUCGGUGAUCAUCCUGAGAGCUACAGCACAAACCUAAGCACUCCAGUGGAUUUCACCACUUUUCAUGGAACAGAACUCAGCUUCCUGGUCACCACUCAUCGACCCACUAAUUUGGCCCUACCUAGCAAUGGCUCAAUGCACAGCUA

>AB183285 1

CCUGUCGCGGAUCUGGGGAGAGGAGAGAGGCUUCCCGCCUGACAGGGCCACUCCGCUUUUGCAAACCGCAGAGAUAAUGACGCCACCCACUAAGACCUUAUGGCCCAAGGGUUCCAACGCCAGUCUGGCGCGGUCGUUGGCACCUGCGGAGGUGCCUAAAGGAGACAGGACGGCAGGAUCUCCGCCACGCACCAUCUCCC

>AB185149 1

GCCGAGAAUGAGAGCGACUCCUGUUGUGCCUCCCCGCCUUGCCCGCAGGACAUCAGCCUGAACUUUGACCGUGCCUUCCUGCCCGCCCUGUAUGGCCUCCUCUUCCUGCUGGGGCUUCUGGGCAACGGCGCUGUGGCAGCAGUGCUGUGCAGUCAGCGGGCGGCGCGGACGAGCACCGACACCUUCCUGCUCCACCUGGC

>AB186392 1

AUGAGCGGGGAGUGGGGGCAUCUGGGCCAGACUCUGAUCUGGGCUGUUUGGGUCCUUGCAGCUGCCACCGAGGGUCCAGCUGCUGAUGCACCGGUGAGGAGCACCAGGCUGGGAUGGGUCCGGGGCAAGCAAGCCACUGUGCUGGGAAGCACCAUGCCUGUGAACGUGUUCCUCGGGAUCCCCUUUGCUGCGCCCCCUCU

>AB189639 1

ACCCCACUGGUGUCUGCGAUGGCCGCUCCAGAUCUUUGAACUCCAUGCCCUCAGGGCUCACAGCAGCUGUGAGAAGCCUUGACCUCUCCAACAAUGAGAUCACCUACAUUGGCAACAGUGAUCUUCGGGAUUGUGUGAACCUCAAGGCUCUGAGGCUGGAGUCUAAUGGAAUUAACACAAUAGAGGAAGAAUCUUUUCUU

>AB191461 1

CUUGGACGUUGGGGUUUUGCCAGCACCAGAGCGACGUCUCAGACCUUCUCCUCCCGGAUCUUGGCAGAUCACCCCCUCAGCAGGGUCUGCGCAUCGCCGCCAGCAUGAAGCUGGUUCCCGUCGCCCUCUUAUACCUGGGCUCCCUCGCCUUCUUGGGCGCGGACACCGCACGGCUAGACGUGGCGUCAGAGUUCCGAAAG

>AB193089 1

UGUGCUGGAGGCCAUUGAUACCUACUGCUCGCAGAAGGAGUGGGCCAUGAACGUGGGUGACAAGAAAGGCCAGAUCUUGGAUGCAGUGGUGCGGGAGCAGCGGCCGUCGGUGCUGCUGGAGCUGGGAGCCUACUGCGGCUACUCAGCCGUGCGCAUGGCCCGCCUGCUGGAGCCCGGGGCCCGCCUGAUCACCAUCGAGC

>AB193092 1

UUAAUGCCGUCAAACGGGGACCCAAGGCUCUACGGCAACGACCUGAACGCUGGAGACGCGAACACUUCGGAUGCAUUUAACUGGACAGUGGAUGCAGAAAACCGAACCAACCUUUCCUGCGAGGGCUGUCUCUCGCCACCAUGCUUCUCCCUACUUCAUCUCCAGGAAAAAAACUGGUCGGCUCUGUUGACAGCGGUCGU

>AB194047 1

UUACCUGCAGUUCACUGACCUGCAGAACUGGCCUCGGGCCAGCAUCACUCUUCAGGUCUCCACAGCAGAGGACAAUGGGAUCCUCCUCUACAAUGGGGAUAAUGACCACAUUGCAGUUGAGCUGUACCAGGGCCAUGUCCGUGUUAGCUACGACCCAGGCAGCUACCCCAGCUCUGCUAUCUACAGUGCUGAAACAAUCA

>AB194048 1

GCCUGAGUACACAGGCGAGUUGUGUGAGGAGAAGCUGGACUUCUGCGCUCAGGACCUGAACCCCUGCCAGCACGACUCCAAGUGCAUCCUGAUGCCCAAAGGAUUCAAAUGCGACUGCACGCCGGGGUACGUGGGCGAGCACUGCGACAUCGACUUCGACGACUGCCAGGAUCACAAGUGUAAAAACGGAGCGCACUGCA

>AB194049 1

CCGUCAACUUCGUGGGCAAAGACUCCUACGUGGAACUAGCCUCCGCCAAGGUCCGGCCCCAGGCCAACAUCUCCCUGCAGGUGGCCACUGACAAGGACAACGGCAUCCUACUCUACAAAGGAGACAAUGACCCCUUGGCACUGGAGCUGUACCAGGGCCACGUGAGGCUCAUCUAUGACAGUCUGAGCUCCCCACCAACC

>AB195992 1

CUGGCUGUGUCAGGCAGCAGAGCUCGUUCUCAGAAGAGCCCCCCCAGCAUUGGCAUUGCUGUCAUCCUCGUGGGCACUUCAGACGAGGUGGCCAUCAAGGAUGCCCACGAGAAAGAUGAUUUCCACCAUCUCUCUGUGGUUCCCCGUGUGGAGCUGGUAGCCAUGAAUGAGACUGACCCAAAGAGCAUCAUCACCCGCAU

>AB195993 1

UCGCCCUGCUUUUCUCCUGCUCUUUUGCCCGCGCCGCCUGCGACCCCAAGAUUGUCAACAUCGGAGCUGUGCUGAGCACGCGGAAGCACGAGCAGAUGUUCCGUGAGGCCGUGAACCAGGCCAACAAGCGGCACGGCUCCUGGAAGAUCCAACUCAACGCCACGUCGGUCACCCACAAGCCCAACGCCAUCCAGAUGGCC

>AB195994 1

UCGCCCUGCUUUUCUCCUGCUCUUUUGCCCGCGCCGCCUGCGACCCCAAGAUUGUCAACAUCGGAGCUGUGCUGAGCACGCGGAAGCACGAGCAGAUGUUCCGUGAGGCCGUGAACCAGGCCAACAAGCGGCACGGCUCCUGGAAGAUCCAACUCAACGCCACGUCGGUCACCCACAAGCCCAACGCCAUCCAGAUGGCC

>AB195995 1

UCGCCCUGCUUUUCUCCUGCUCUUUUGCCCGCGCCGCCUGCGACCCCAAGAUUGUCAACAUCGGAGCUGUGCUGAGCACGCGGAAGCACGAGCAGAUGUUCCGUGAGGCCGUGAACCAGGCCAACAAGCGGCACGGCUCCUGGAAGAUCCAACUCAACGCCACGUCGGUCACCCACAAGCCCAACGCCAUCCAGAUGGCC

>AB196439 1

GCUCGCGCUCCCCCACCCGCCGGCCGGGCCCUUCCCGGAGGGAGCCGAGCCAGCAGCCCUGGAGGAGCCCAGCCGCGUCCAGCUGCCUUUCCCGUGGAUGAAGUCUACCAAGGCUCACGCCUGGAAAGGCCAGUGGGCAGGCGGCGCCUACGUUGCAGAGCCAGAAGAAAACAAACGGACUCGCACUGCCUACACUCGCG

>AB196669 1

UGACCAAGGCUACCUGCUUGUGGGAGUGGCACUCCUCCUUUGCACACAUGACGGAACCUGGAGCCAACCUGCCCCUUAUUGUAAAGAGGUAAACUGUAGCUCCCCAGAGUAUAUUAAUGGAAUCCAGAAGGGGCUGGAGCCUGGGAAAAUGUAUCAAUAUGGUGCAGUUGUCACUUUGGAGUGUGAAGAGGGGUAUACCC

>AB201291 1

CCGCCGCCGUCCUGGCCCUUCUGCUGUGCGCCGGGCAAGCCAUUGCCCUUCCUGUGAGCAGCCCGGUGAAUAAAGGGGACACUGAGGUGAUGAAGUGCAUCGUUGAGGUCAUCUCUGACACACUCUCCAAGCCCAGUCCCAUGCCCGUCAGCCAGGAGUGUUUUGAGACACUCCGAGGAGAUGAACGGAUCCUCUCAAUC

>AB210085 1

CAGACACUCAGGAGUUCAGAGGGUGAGAUGACAACACCCAGAAAUUCAAUGAGUGGAACCCUCCCGGUAGAUCCUAUGAAAAGCCCUACUGCCAUGUAUCCUGUUCAAAAAAUAAUUCCCAAAAGGAUGCCUUCAGUGGUGGGCCCUACACAAAACUUCUUCAUGAGGGAAUCUAAGACACUGGGGGCUGUCCAGAUUAU

>AB211528 1

UUCAGCGAGGCCGGGGUGGGCCGCUGGAGGUGGAGCCCCCAGACUCCGUGGUGGCCGUGUCCAUGGGCGGCUCGCGGCAGCUCACCUGCCGGUUGUCGUGCGCUGACCACAGGGCCCCGUCGGUGCAGUGGCGGGGCCUGGACACCAGCCUGGGCGCCGUGCGGUCGGAUGCAGGGAGCAGCGUCCUCUCCGUGCACAAC

>AB242566 1

AGCACCAUGGAAAAAUGGCAGGACGACCAUGAAGAGGGGCUGGAGGACACUCUGGAACAGGAGGAAUAUGAGGACCCAUAUGUCCCCAUGGUUCAGGUGGAGGAGCCAGUAGCUUACCCCACUGAGCCGACAGCCACAGACGAAGACACCGUAACACACCCAGACACCACACCACGCGCAGGCACCCACGAGAUCUAUGU

>AB250936 1

AGAAAGGCAAGUCCAUCCGCCAGGUGAUGGAAGAGCGGGGUGUCCUAGAGACAUUCCUGAGGAACCACCCAAAGGUUGACCCAGCUGCCAAGUAUCUUUUCAAUAAUGAUGCUGUUGCUUAUGAGCCCUUCACCAACUACCUGAAUUCCUAUUACUUUGGAGAGAUCAGCAUUGGGACACCACCACAAAACUUCCUGGUC

>AB256019 1

GAGCUGUGAUCUUGUCCGAGCCGCAGCCUACAACAAUUUUCGGAGAAGCAUGGACAGCAUCGGGAGAAGGCAGUAUCAGGUUCAGCACGGGUCCUGCAGCUACACGUUCCUCCUGCCAGAAACAGACAACUGCCGCUCCCCCGGCUCCUACGUGCCCAACGCCGUGCAGAGGGACGCGCCUCUAGAUUACGACGACUCGG

>AB261624 1

AUCUGCGGCUUCUUGCAAAGGACCAACAGCCUGGAAGAGAAGAGCCGGCUUGUGAGCGCCUUCAAGGAGAGGCAGUCCUCCAAGAACCUGCUUUCCUGUGAAAACAGUGACAGGGAUGGCCGUUUCCGGCGCACAGAGACUGAUUUCUCCAACCUCUUUGCUCGAGAUCUGCUUCCAGCUAAGAAUGGGGAGGAGCAAAC

>AB266058 1

CUGAUCGGUGCCUUUCUGGAUUUGAGAAAUUUGAGUGCCGGAGUGACUGGCAGUGUCCGGGGAGGCAGAUAUGUUGCUCUCAUGCUUGUGGAAUCAAAUGCUUGGAUCCCGUUCGAGCCACACGACGUCUCAUCAUGCAGUCCAGCAGCCUCUUCCCCCUCAUGCUUCUUGUCCUGGGAACCCUGGUGCCUUGGACUGUG

>AB274721 1

AGCUCCGGGAUGGCGCGCCAGGACCCGCUCGCCAAUAAGGUGGCUCUAGUAACGGCCUCCACCGACGGGAUCGGCUUCGCUAUCGCCCGGCGCCUGGCCCGGGACGGGGCGCACGUGGUGGUCAGCAGCCGGAAGCAGCACAACGUGGACCGGGCGGUGGCAGCGCUGCAGGGCGAGGGGCUGAGCGUGACCGGCACCGU

>AB275854 1

UGCUUGUCAGGCUGUGGCUUGAUUGCAGCUUCUUUCUGUAAUACUGUUCAAGAACUUUAUUUAUGUAUUGGAGUCAUUGGAGGUCUCGGGCUUGCCUUCAACUUGAAUCCAGCUCUGACCAUGAUUGGCAAGUAUUUCUACAAGAGGCGACCGCUGGCAAAUGGACUGGCCAUGGCAGGCAGCCCUGUGUUCCUCUCUAC

>AB294187 1

GGUGCCAUCGCCUGACAUUGGACGCCAACACUGCCACAGCUGCCGCCGCCUGUGCUCCGAGCCACCGGCUGCCUAAAGACAGAGGCGUCAUGGGAUUCUGGAAGUUGUCCCCGUUUCUGGCCAUUGGUCUCCUGGUCAUGUAUCAAGCAGGCAUCCUACAGGCUGCACCAUUCAGGUCUGCCUUGGAGAACCCACUGGAA

>AB294188 1

GCCUGCAGGCAGAGGCGUCAUGGGAUUCUGGAAGUUGUCCCCGUUUCUGGCUAUUGGUCUCCUGGUCAUGUAUCAAGCAGGCAUCCUACAGGCUGCACCAUUCAGGUCUGCCUUGGAGAACCCACUGGAAUCUGCUACACUCACUGAGGACGAAAUAUGGGUCCUACUGACUGCAGUGGUGAAGGACUAUGUGCAGAUGA

>AB294189 1

CCACAUCCACGGUGCCAUCGGACACCAACACUGCCACAGCUGCCACCGCCUGUGCUCCAAGCCACCGGCUGCCCGCAGACAGAGGCGUCAUGGGAUUCUGGAAGUUGUCCCCGUUUCUGGCCAUUGGUCUCCUGGUCAUGUAUCAAGCAGGCAUCCUACAGGCUGCACCAUUCAGGUCUGCCUUGGAGAACCCACUGGAA

>AB299408 1

GAAAUAUCAAGUAAGUUACCGACACAAGCAGGUUUCAUUUCCACAGAAGACCCAUCAUUCAACACUCCUAGUACAAGACAAGACCCUUCAGGCACUAUGUACCAACAUCUCCCAGAUGGGGGACAAAAAGCAAGACAACAACUUGUCCACAUUUUCUCUGAACCAGUGAUAAUAGGGAUUAUUUAUGCAGUAAUGCUUGG

>AB299409 1

UCGACACUGGCACAUUUUUCAUGUCAUUGGGGGCAAACAUUGCCAUCAUUGCAGGUGUGAUCGCCGCUAUAGCCUUUGUCCUGAUCUGCCUCCUGAUCUUCAUGCUACGCUACAUGUACCGGCACAAGGGCACAUACUACACGAACGAGGCCAAGGGCACAGAAUUUGCCGAAAGUGCAGACACAGCCCUGCAGGACGAU

>AB379812 1

UGAUGAUGUUUUCCAGUAAAUACUGGGCAAAGAGAGGGUUUUCUCUGGAUUCAGCGGUGCCCGAAGACCACCAGCUCCUGGGCAGCUUAACAUUAAAUAGAGCUAACUCUGGCAAAAAUGAUGAUAAAAAAGGCGGCAAUGGGGACAGCAAAAGUGAAGCCAGUCCUGAAAGCGGCAAGACGGCUGUCGUCUUCUCACUG

>AB436619 1

GGUCGAGCCUCUUGCGCCUGAGCAGCUUCCACAAUUCCAUCCUGCGCUCCAGUGAGGCCCUGAAGCCCCUGGGCCUACAGCUGCCUGAGCUGCUGCUGAGCACAGACGAGACCACUUUUGACGACAUCGUCCAUGCCUUCGUGAGCCUCACCGCCAUCCAGAUUGCCCUCAUAGACCUGCUGACCUCCAUGGGCCUGCGA

>AB455159 1

ACAGGACCAUCCAGGUUUGCCCUGUUCCUGCUCUGCUCUAUGGAAACCUUGCUGUCCUCCCAUAUGGCACCCACCCAUCAGCUACCACCAAGUGAUGUACGAAAAAUCAUCUUGGAAUUACAGCCCUUGUCGAGGGGACUUUUGGAAGACUAUCAGAAGAAAGAGACAGGGGUGCCAGAAUCCAACCGUACCUUGCUGCU

>AB459660 1

CCCCCCGAUCGUGAAGCGCCUGCUGGGCUGGAAGAAGGGCGAGCAGAACGGGCAGGAGGAGAAGUGGUGCGAGAAGGCGGUCAAGAGUUUGGUCAAGAAGCUCAAGAAGACCGGGCAGUUGGACGAGCUGGAGAAGGCCAUCACCACGCAGAACGUCAACACCAAGUGCAUCACCAUCCCCAGGUCCCUGGAUGGCCGGC

>AB467286 1

GCUCUUGCUUCGGGCCCGGGCGGGAGAGCGGCGCCUGCGGCUCGGACAUGGCUGAGAAGCGGCACCCGGGGGACGUCGAGGCCCGGCGGCUCCCCGACUCCUUCAAGGAUAGCCCCAGUACGGGCCUUGGACCUUGUGGCUGGAUUUUGGUGGCUGUGUCGUUCCUGUUCACGGUCAUAACCUUCCCAGUGUCAGUAUGG

>AB467287 1

CCGACUCCUUCAAGGAUAGCCCCAGUACGGGCCUUGGACCUUGUGGCUGGAUUUUGGUGGCUGUGUCGUUCCUGUUCACGGUCAUAACCUUCCCAGUGUCAGUAUGGAUGUGCAUAAAGAUCAUAAAGGAAUACGAAAGAGCCAUCAUCUUUAGACUGGGUCGCAUUUUACAAGGAGGAGCCAAAGGACCUGGCUUGUUU

>AB469369 1

UUGAAGCUCAGCAAAGAAGGAAAAUCCAUUGAGAACAGUCUGUAAAGUGUUGAGAAAUAUCCAGAUAUUAUUACCGACACUCUGCCUGUCUCCUGCUUGAACCUGAGAUUCUUCCAUUGGGCUUCAACCGUGAGGAAAUGUCGUUCAGAUUUGGCCAACACCUCAUCAAGCCCUCUGUGGUUUUUCUCAAAACAGAACUG

>AB501356 1

CUUCACUGCCCUCAAGAAGGCAGCUUAUCCCACGUGCCAGGAAGAUGGAGCCAUGUUUGCUGAUGUGGGGAAUCCUUACAUUCAUCACAGUAUCUGGCUACACGACAGACCUCUGUGAUGAUGACCCACCAAACCUCAAACACGCCACAUUCAAAGCUCUCACAUACAAGACAGGCACGGUGUUAAAUUGUGAUUGUGAG

>AB501357 1

AUGUCCCCACAGCCUGCCCUCGGACAAGGACCCGAUGCCCAACCCCAGGCCAGCCAAGCCCUCAGCCCCUUCCUUGGCACCUGGCCCAUCCCCAGGAGCCUUGCCCAGCUGGAGGGCUGCACCCAAGGCUUCAGACCUGCUUGGGGCCAAGGGCCCGGGGGUGACCUUCCAGGGCCGGGACCUCCGAGGCGGGACCCAUG

>AB512464 1

UCACGUGCAUGGAAUGGUGCUGUGCCCUGUGCCAGCAGGCUGGGCUCACCAUGGUGCCAGGUGCCAUCCUGGCACGAGGGAGGGACGUGUGCAAGCGAAAUGGCCUGCUCAUCCUGUCUGUGCUAUCCGUCACCGUGGGCUGCCUUCUUGGCUUCUUCCUGAGGACCCGUCGCCUCUCACCGCAGGAAAUUAGUUAUUUC

>AB514445 1

AAACUACAAUGACUCUGGUGACAACUUCAUCCAUGUUCCAGUCACUGCUACUGCUUCUGAGCCUGGUGGCUAUCAUAAAGGCAGGAAUAGCAUUCCCACAAAAUCCAGGAUGCCGAAAUACUGAGGACAAGAACUUUCCUCAGCAUGUGAAGGUCAAUCUAAAUAUCCUUAACCGGAAUACGAACUCCAGAAGGCCCUCA

Training sequences

>cfa-let-7a-2

ACUAACUUGUAAUUUCAUUGCUUAAGAAAUGGUAGCUUUCCAGCCAUUGUGACUGCAUGUUCCCAGGUUGAGGUAGUAGGUUGUAUAGUUUAGAAUUACAUCAAGGGAGAUAACUGUACAGCCUCCUAGCUUUCCUUGGGUCUUGCACAAAGCAACAUGCCGAGAACGAUCAUGAUUCCUCCUGGCCUUUUUUUCUAGGG

>cfa-let-7c

UUGGAGGAGCUGAAUGAAGAUAUGAUAAGGAGUUUGAAGCAACAUUGGAAGCUGUGUGCAUCCGGGUUGAGGUAGUAGGUUGUAUGGUUUAGAGUUACACCCUGGGAGUUAACUGUACAACCUUCUAGCUUUCCUUGGAGCACACUUGAGCCAUCGAGGAAUUCUUCACCACUUUUAUCUGAUCAAGCCAAUUUCUGUGC

>cfa-let-7j

UCACAUUCCAGUCAAAGGAGAGAGACAAUAAGUGGAACAGAUGAUUACAUAGUACAAAGCCAACUAGUGAGGUAGUAGAGUGCAGUAGUUAUAAAAGGAAUCUCUGGAGCUAGAUUGCUGUACUUCAUACCUGCUAGUUUACUGGCUCUUUGGCCUUAUAUAAAUUGCUGCUCUUAUUGUGCCUCAGUUUUCACACUUGC

>cfa-mir-1-1

GGCUCCGGGUGUGGAUCCUCCCUGGGGCCCCUUCCCUGAGCCCACGUCUAUACCGAACUACCCGCUUGGGGAACAUACUUCUUUAUAUGCCCAUAUGGACCUGCUAAGCUAUGGAAUGUAAAGAAGUAUGUAUUUCAGGUGGGGAACGCUCGCCCGCAGGGUCGCCCGGGGGACAGACAGACGGCCAGCCAGCCGGGCGG

>cfa-mir-9-2

UACUGCCAGAGAGAUCGGGAUCUGGAAUCUGGCCAGAGGAAGACAGAGGCGUGUGAGGGAAGUGAGUUGUUAUCUUUGGUUAUCUAGCUGUAUGAGUGUAUUGGUCUUCAUAAAGCUAGAUAACCGAAAGUAAAAACUCCUUCAAGAUCGCCGGGGAGCAUGUGAGAAUGAAAGACUACAACCAAGAGACAGUAAAAACC

>cfa-mir-15a

UUCUAAAAGAAAAAGACUUUCUAUCUUCAGGUGCUAAUGUAUGUUUUAAAAAACAAAAACCUUGGAGUAAAGUAGCAGCACAUAAUGGUUUGUGGAUUUUGAAAAGGUGCAGGCCAUAUUGUGCUGCCUCAAAAAUACAAGGAUCUGAUCUUCUGAAGAAAAUAUAUUUCUUUUUAUUCAUAGCUCUUAUGAUAGUGAUG

>cfa-mir-16-2

UCAUUCAAAACUGCUUUUACCAUGAGAUACUCAUUUUAUAUUUGGAUGACUGACGUACUUGUUCCGCUCUAGCAGCACGUAAAUAUUGGCGUAGUGAAAUAAAAAUUAAACACCAAUAUUAUUGUGCUGCUUUAGCGUGACAGGAAUAUAACAGCUAUUUAUUGUGCUAUUCUCCUUUAAGAUAACAUUUUAAAUGAGAU

>cfa-mir-19a

GUUAUGUUUUCAUCCAAUAAUCCAAGCCAAGCGAGUAUAUAGGUGUGUGAAUGCUUUUUGUUGCAGUCCUCUGUUAGUUUUGCAUAGUUGCACUACAAGAAGAAUGUAGUUGUGCAAAUCUAUGCAAAACUGAUGGUGGCCUGCUAUUACCUUCAAGUGAUUUUUACUAAUUUUGUGUACUUUUGUUGUGUCGAUGUAGA

>cfa-mir-19b-1

UAGCUGUAGAACUCCAGCUUCGGCCUGUCGCCCAGUCAAACUGUCCAGUUACUGAACACUGUUCUAUGGUUAGUUUUGCAGGUUUGCAUCCAGCUGUGUGAUAUUCUGCUGUGCAAAUCCAUGCAAAACUGACUGUGGUAGUGAAAAGUCUGUAGAAAAGUAAGGGAAAAUCAAACCCCUUUCUACACAGGUUGGGAUCG

>cfa-mir-26a-1

CUCUCUCCUGAGGGAAUGAAGCCACAGGCGCCAAGAGGAGGACCAAGGCCCUGGCGAAGGCCGUGGCCUCGUUCAAGUAAUCCAGGAUAGGCUGUGCAGGUCCCAAUGGGCCUAUUCUUGGUUACUUGCACGCGGACGCGGGCCUGGACGCUGGCAUCUGGGCCCAGGACCUUCCUGUCUGCCAGAGGCAUCAACAUCAG

>cfa-mir-27a

GGAUGGGGUUGAGGCUGGGGUGGGGGUGGAUGGCAGAGAGGCCCCUGCUGUCUUCGUCUGGCCUGGGGAGCAGGGCUUAGCUGCUUGUGAGCAGAGUCCACACCAAGUCGUGUUCACAGUGGCUAAGUUCCGCCCCCCGGGACCCCGCCUCCUCUGGCUCUGCCGCUGCGCCUGUCUGGGCCUCCCUGGGCUCUGCCUCC

>cfa-mir-33b

GCAGAGGCCUCUUCCGAGGCCACUUCUGAGCGGGCGCAGGCGUGGGGGCCUGAAGAGGCGGGCGGCCCCGCGGUGCAUUGCUGUUGCAUUGCACGUGAGUGACGCGGGUGCAGUGCCUCGGCAGUGCAGCCCGGAGCCGGCCCCUGGCACCGCGGGCCCCCACUCGUCCCCUCCUACAGCCGGAGCCCACCCCCGUGACC

>cfa-mir-93

UGGGACGUAGGCCCCUCACUAGAAAGCGGCCUUUGUGGCCGCACGCCUCGGACCUUAGUCCCGGGGGCUCCAAAGUGCUGUUCGUGCAGGUAGUGUGAUUACCUGACCUACUGCUGAGCUAGCACUUCCCGAGCCCCAGGGAUGCGACCUCUCUGCCAGUCGCCUUCUUGGCCGAGCUCCCCCUGCCCUGUCUGUCCCGC

>cfa-mir-96

GGGCGGCGCAAGGGAUACCCCUCCAGUAUGUCCCCAGAGGGCCUGCCACACUUCCCACCUGCUUGGCCGAUUUUGGCACUAGCACAUUUUUGCUUGUGUCUCUCCGCUCUGAGCAAUCAUGUGCAGUGCCAAUAUGGGAAAAGCGGGACCGCAGCCGCGCGCACCUCCCCAGCGUCCUGUGUCCGGGCCCCAGCGGCUCC

>cfa-mir-99a-2

AAUGGCUUUAACGUUUUAUUUUCAGACAUCUCAUACCCCCAAACGAGAGAAGAUACUGAGGCCUGUUGCCACAAACCCGUAGAUCCGAUCUUGUGGUGAUAGUCCACACAAGCUUGUGUCUAUAGGUAUGUGUCUGUUAGGCAAUCUCACAGACUGCGGGCUUUGCCUGUAUGCCACUCAAUCCCCCUUCCCAUCCUUUU

>cfa-mir-101-2

CACUGCCUGAUUCUCUGGGCGGCCGUGCUGGGAAGAGAUGCUCAGGUAGACUUGAGACUGAACUGUCCUUUUUCGGUUAUCAUGGUACCGAUGCUGUAUAUCUGAAAGGUACAGUACUGUGAUAACUGAAGAAUGGUGGUGCCAUCACGUGGGGAAGAGGCCAGCGCUGCCACGGGCUGCCACGCCUCCCGCCACGGCUC

>cfa-mir-103-1

UUGAAAGGGGUAUUUUUUGCUAUUAAUGUUACAUUUGAUUAGCAAGUGCUUAGAAGUUUUCUUAUUGCCUUCGGCUUCUUUACAGUGCUGCCUUGUUGCAUAUGGAUCAAGCAGCAUUGUACAGGGCUAUGAAGGCAUUGAGACUUGUUCUUCACAAGAAAUUUGAAUGAUGUAUACUUAGGAAAAGCAAGUACUCCUGU

>cfa-mir-124-2

AAGAGCAUGAGGAGAAGUGGUGUAUCCGCAGUGGGUCAGUUACUUUCCGGAUCAAGAUCAGACUCUGCCCUCCGUGUUCACAGCGGACCUUGAUUUAAUGUCAUACAAUUAAGGCACGCGGUGAAUGCCAAGAGCGGAGCCUAUGGCUGCACUUGAAGGACACCAGAGCGUCUCAGGACGAGAAAAAAGGAAAAGGCAAU

>cfa-mir-124-3

CGGUGGUCUCGGGGCCGGACCCCACGCGCGCCCGCGCCCGCGCCCGCGCCCCGCUGCCUGAGGGCCCCUCUGCGUGUUCACAGCGGACCUUGAUUUAAUGUCCAUACAAUUAAGGCACGCGGUGAAUGCCAAGAGAGGCGCCUCCGCCGCUCCUUUCUCAUGGAAAUGGCCCGCGCGCCCCGCCCGGGAGGAAGGCGAGC

>cfa-mir-128-2

ACUCCAUGGCUCACUUUCUCGAGGGCCACACGCCUCCCGCCCAGAGCUUGGCAGCCACUGUGCAGUGGGAAGGGGGGCCGAUACACUGUACGAGAGUGAGUAGCAGGUCUCACAGUGAACCGGUCUCUUUCCCUACUGUGUCACACUCCUAAUGGCAUGCCAGUGCCCAGAGAGCAGCAGGAACCCAGCAGGGCUGAGUG

>cfa-mir-130b

CCAGUGGGCCUGCAUUCCAGGCCUCAGAUCCUCGGACCACCACUGAGAGAGGCGCCGGCAGGCCUGCCUGACACUCUUUCCCUGUUGCACUACUGUGGGCCGCUGGGAAGCAGUGCAAUGAUGAAAGGGCAUCGGUCAGGCCCACCCCACCACCCUUAGUCCCCGCAUGGAGGGGAGGGAGUUUUGCUGCCUCACUCCAC

>cfa-mir-133c

CGUCUCCCUGGGGACGACUGUGUCAUCCACGUCGCUGCUUCCCAUGGACCCUGGAGCCAAAUGCUUUGCUAAAGCUGGUAAAAUGGAACCAAAUCAACUGUUCAAUGGAUUUGGUCCCCUUCAACCAGCUGUAGCUGUGCAUUGAUCGCGCCGUCAGCCAGGCCGGAGGACACGGCGGCCACGCGGAGGCCACACGGAGG

>cfa-mir-135a-2

UGAAAUGGUUGUGAAGUCAUGUGAAGAAAAUAAGUUUUGCAUCCGACCAAGAUAAAUUCACUCUAGUGCUUUAUGGCUUUUUAUUCCUAUGUGAUAGUAAUAAAGUCUCAUGUAGGGAUGGAAGCCAUGAAAUACAUUGUGAAAAAUCAUCAACUAAGAAGGGGCCAUCAGGAUAGAAAACGUUAGCCUGUGCAGCUGUG

>cfa-mir-139

GGGGGGCCGAGCUCACCCGGGAGGCGGCGCCCCCUGCGUGCCGGCGGGCGCCAGGACUGGGCUCAGGUGUAUUCUACAGUGCACGUGUCUCCAGUGUGGCUCCGAGGCUGGAGACGCGGCCCUGUUGGAAUAACAACUGAAGCCGGAGUCUGCGGAGGGCGCGAGGAGGGGGGCGCCUGGGGGAGGCGGAGGGGACUUGA

>cfa-mir-149

CGCGUCUGCCCGCAGCCGCCUUGGGGGCCGCUCGGCCCAGCCCGCCCGGGGCCUCAGGCCGGCGCCCGGGCUCUGGCUCCGUGUCUUCACUCCCGUGUGUCCGAGGAGGGAGGGAGGGACGGGGGCUGUGCUGGGGCAGCCGGAACAGCGCAGGCCUCCGGGCGGCUGGACGAGGGGGCCGGGCGGGGCGGGGGGCCCCG

>cfa-mir-150

AAAGGAGUCGCUGAGUCCGUCCUGAGUCGGCACGUCCCCUGGAGGCAGCAGCUCCUCUCUCCUCUCGGCCCUGUCUCCCAACCCUUGUACCAGUGCUGUGCCUCAGUCCCUGGUACAGGCAUGGGGGGCAGGGACCUGGGGACCCCCAGCAGCACCGGCCCCGAAGGGUGAGGUGAAGCCAGCAAGUACCUCCGUCUCUG

>cfa-mir-155

GAAAUCUGUGGUUUAAAUUCUUUAUGCCUCAUCCUCUGAAUGCUGGAGGCUUGCUGUAGGCUGUAUGCUGUUAAUGCUAAUCGUGAUAGGGGUUUUUACCUCCGACUGACUCCUACAUGUUAGCAUUAACAGGGUAUGAUGCCUGUUACUAGCAUUCACUGGAACAUAUUGCUGCCGUGGGAGGAUGACAAAGAAGCAUG

>cfa-mir-181a-1

CCGCCCCCUUCCGAUGCUUACAGAUCCUAUACAGUCAGCAGAGUUCUGAGUUUAGAGGUUGCUUCAGUGAACAUUCAACGCUGUCGGUGAGUUUGGAAUUAAAAUCAAAACCAUCGACCGUUGAUUGUACCCUAUAGCUAACCAUCAUCUACUACUCCAUGGCUUUCAGAACUUGCAGAAGACGGAAAACUGAAGCAGAA

>cfa-mir-182

CACAGAGGCAGUGGCCUCUGAGCCCCCUCGGCUGGCUGUCCCACCACUGCCGCUUGCCUCCCGCCGUUUUUGGCAAUGGUAGAACUCACACUGGUGAGGUAAUGGGAUCCGGUGGUUCUAGACUUGCCAACUAUGGUGCGAGGCCUCCUCAGGCAGCUCUGCAGCCAGCCGCGGGGACCACACUGCCCGCACUGGGCCUG

>cfa-mir-188

AUGCACCUUGCUUUCUAGAGCAUACCCAAACGAUGUGCCAAGAGAGUGAGCCUUUCCCUGCUCCCUCUCUCACAUCCCUUGCAUGGUGGAGGGUGAGCUUUUUGAAAACCCCUCCCACAUGCAGGGUUUGCAGGAUGGUGAGCCUCAGCUUUCCUUGCUCUCUUGUGCAUGUGCACGUACACAUACACACACCUUCACAA

>cfa-mir-190b

CAUCUAGCCAUGCUUGGUGGCUGGAGGGGAGGGAGGCAAAUGACCACUAAAGCUUUCCUGCCUGCUUCUGUGUGAUAUGUUUGAUAUUGGGUUGUUUAAUUAGGAAUCAACUAAAUAUCGAACAUAUUCUUACAGCAGUGGGCAAUUUGGCAUCAACCUCUGGGGCUCUGGGGCUCUGACUGAACCGUUUAUUUCCAGGA

>cfa-mir-191

ACCACCACCACCCCCGCUGGGGCAUACCUAUCGCCCCCUCCCUCCCCCCGCCCACGGCUGGACAGCGGGCAACGGAAUCCCAAAAGCAGCUGUUGUCUCCAGAGCAUUCCAGCUGCGCUUGGAUUUCGUUCCCUGCUCUCCUGCCAGAGCAGCGUCCUGGCCUAGAUGGGGUGGGCCAGCUCCUGACUCCCAGACCUAUU

>cfa-mir-192

CGCUCCCGGGCCCAGGAUGGCAAAGGGUGGCGGGCUGUCAGCAGGCUGCUGAGAUCGAGUGCACAGGGCUCUGACCUAUGAAUUGACAGCCAGUGCUCUCAUCUCUCCUCUGGCUGCCAAUUCCAUAGGUCACAGGUAUGUUCGCCUCAAUGCCAGCCACCAGGAUCUGCGGGGGAAGGGACGGGGCUGGGGUGUCCAGA

>cfa-mir-199-2

GGCUUUUCCCAAAGACCGGGAGAGGAUUUUAAGUACAUAGAUGGAAGCUUCUGGAGAUCCUGCUCCGUCGCCCCAGUGUUCAGACUACCUGUUCAGGACAAUGCCGUUGUACAGUAGUCUGCACAUUGGUUAGACUGGGCAAGGGACAGCAUCGCCAUGGACGGAUGGGGACGAGAGUGGCUGUUUCCAAGGAGAAGACU

>cfa-mir-200a

CUGCCUACCCAGGGGUGGACCCCAGAAGUCUGUCCCUGUCCUCGGGCCGAGGCGCACCUGGGCCUCUGUGGGCAUCUUACCGGACAGUGCUGGAUUUCUUGGCUUGACUCUAACACUGUCUGGUAACGAUGUUCAAAGGUGACCCACUGCCUGCCCACCAGGAAGCAGCCCGAGGACACCCCGUCCUGAGCUCUUGGCCU

>cfa-mir-200b

UCAGGCUGCUGAUCACCUCCCAUUGAGUCCCCAGCUGGGCGGCCCCCAGACCCAAUAGGGGGCGGCCAUCGCCAUCUUACUGGGCAGCAUUGGAUGGUGUCAGGUCUCUAAUACUGCCUGGUAAUGAUGACGGCGGGGCCCUGCGCGCAACGACGGGGCCGCCCUCCCCCACUCAGCCCCCACGCCCCUCCCUCUCCCCA

>cfa-mir-203

CGGGGCUCGGCGGGCGGGCGGCGGGGCCGGCGGCUCUGGGGGCGCCCGCGGACUUCCCGGCGCGCUGGGUCCAGUGGUUCUUAACAGUUCAACAGUUCUGUAGCGCAAUUGUGAAAUGUUUAGGACCACUAGCCCCGGCGGGCCCGGCGGCGGCGGCCGGACGCCCACGCGCCCCUGCGAGGAGCCAGCCGGCCCGGGCG

>cfa-mir-204

GGUGAAGAUAAACAGAGAAGCUCCUGAUCAUGUACCCAUGGCUACAGUCUUUUUUCAUGUGACUUGUGGACUUCCCUUUGUCAUCCUAUGCCUGAGAAUAUAUGAAGGAGGCUGGGAAGGCAAAGGGACGUUCAAUUGUCAUCACUGGCAUCUUUUUUGAUCAUUGAAUCAUCUUCAAAUGCAUUGGGGUAACCAUGACA

>cfa-mir-206

ACCAUUAGAUGUGCAGGGCUGCAUCUGGAUGACAGGAGAAGCCAGGCCAGGGCCAAGACUGCUUCCCGAGGCCACAUGCUUCUUUAUAUCCCCAUACGGAUUACGUUGCUAUGGAAUGUAAGGAAGUGUGUGGUUUCGGCAAGUGCCUCUUCACAGGCCCACACCAGCCCCUGGCACAGGUCUGGCCCUUUCCUCUUGGG

>cfa-mir-218-2

GAGCGCUCCUGUCCUCUCUCUGACGCUGCUUCCUGACCUUGACUCUGACCAGUCGCCGCGGGGCUUUCCUUUGUGCUUGAUCUAACCAUGUGGUGGAACGAUGGAAACGGAACAUGGUUCUGUCAAGCACCGCGGAAAGCACCGCGCUCUCCUGCAGCAUGGCCCGCCACCACCGCCGCCACCGCUGGACACCUCUUCUC

>cfa-mir-219-1

UUCCGCGUGGUGUCUCCAUUCCCCCGUUCCUCCCGUGCGCCUCCCUCCCCCGCCCCGGGCCGCGGCUCUUGAUUGUCCAAACGCAAUUCUCGAGUCUCUGGCUCUGGCCGAGAGUUGAGUCUGGACGUCCCGAGCCGCCGCCCCCAAACCUCGAGGGGAGAGCGGGUCGGAGGGUCUAGGGAGAGCCCAAGCGGAGGGUG

>cfa-mir-219-2

CGCUUUUAAGGAGCCAAGCGGAACCCCGCACGCAGGAGACUGGGGCCCCGAACUCGGGGGCUUUGCCACUGAUUGUCCAAACGCAAUUCUUGUACGAGUCUGCGGCCAACCGAGAAUUGUGGCUGGACAUCUGUGGCUGAGCUCCGGGCGCAACAGGGGCGGAAGCCGCAGGGACAGAGCUCGGCGCAAGCGAGACCCCU

>cfa-mir-299

GAGGUCCCCAGAGGCAACCUUGUGAACGUGAGCCUUCUUCCGGUCAUCACUGCCCUCGUGCGGUACUUGAAGAAAUGGUUUACCGUCCCACAUACAUUUUGAGUAUGUAUGUGGGACGGUAAACCGCUUCUUGGUAUCUAGCCCAGCCGUCCAAACCAUCCCGGAGCGAGCCCGAAGUCAGAGAAGCGACACUGGUCUCC

>cfa-mir-300

UUCUGGAGCUGAUGCCAACUGUGUCACAGCGCCAGUGGCCUUGCUGCUAGUGCUGCCGUUUGCUACUUGAAGAGAGGUUAUCCUUCGUGUGUUUGUAUGAUUGUAAUGAAUAUGCAAGGACAAGCUCUCUCCGAGGAGCAAACCCCGCCUGGGAAGGCUGCUUGGAGACCAGGCUGACUUCGGGGACCCAGCAGAGGGCC

>cfa-mir-301b

CCACCCACCCACGGUUGAGCUUCCCGCCCUGAGCUUAUUGGGGGCCGCGGAGUCCCCCCUGCUGGCCCCAGGUGCUCUGACGAGGUUGCACUACUGUGCUCUGAGAAGCAGUGCAAUGAUAUUGUCAAAGCAUCGGGGACCAGCCUUGGGGACGCCCCCCAUCCCCACACCACCAACUCCCUCUCCAGGCCGGGCCCCUU

>cfa-mir-323

CAGGAGGUGAUAUCAGCUUUGAGGAAGAGCCACUGUCCUGGUGUCAGUACUGCUGCUGCUUGGUACUUGGAGAGAGGUGGUCCGUGGCGCGUUCGCUUUAUUUAUGGCGCACAUUACACGGUCGACCUCUUUGCAGUAUCUAAUCCCGCCUUGCAAGCUUUCCUGGAGCUAACAUCAACCGUGGGGUGGGGACACUAGUU

>cfa-mir-328

CUCAUGGAAACUCUGGUCUUGGCCAAAGAACAUGGGUGAAAAGUCCUGGGCUGUUUCGGAGCCUGGAGCAGGGGGGCAGGAAGGGCUCAGGGAGAAAGUGUGUGCAGCCCCUGGCCCUCUCUGCCCUUCCGUCCCCCGUUCCCAGACACGCUGUGCCCAGUCCCACUCACAGGGCUCCCCAACGCGGAGCAGCUCACACA

>cfa-mir-329a

CAGAACGGAGUGUCCAGUCUGGGGAAGGAUCAGUGGUCUUCUGGGUCAGUGUUAAUCAGUGGUACCUGAAGAGAGGUUUUCUGGGUUUCUGUUUCUUUCAUGAGGAUGAAACACACCCAGUUAACCUCUUUUCCAGCAUUUGCCUCUCCUUGGAGGCCUUCUGGUCCAGAUCCCAGCAUCAGGGAAUGGGCACUGUGGAC

>cfa-mir-329b

CCAGAACUGAAUGGCAAGUCUGGGGAAGGAUCAGUGGUAUUCUUGUCAGUGUUAAUCAGUGGUACCUGAAGAGAGGUUUUCUGGGUUUCUGUUUCUUUAAUGAGGAUGAAACACACCUGGUUAACCUCUUUUCCAGUAUCAAAUCCCAUCUUGGAGGCCUUCUGGUCCAGAUCCCAGCUUCAGGGAAGGGUGUUACUGUC

>cfa-mir-331

AUAUGGGUGAAAAGCCCAGAAGUCACCUGAGCUGAAAGCACUCCCAAGGAGUUUGGUUUUGUUUGGGUUUGUUCUAGGUAUGGUCCCAGGGAUCCCAGAUCAAACCAGGCCCCUGGGCCUAUCCUAGAACCAACCUAAACUCGCGCAUCAUUCCUGGAACAUCAAGAGUGUGAAGACUGAAGAGAACCUGAGGCUGACUA

>cfa-mir-338

GGGGACGUGCCAGAAGAAGUGGCGAUGGACAAACGGCCCACCGGCCCCGGACGCCGCACGGGCCGUCCUCCCCAACAAUAUCCUGGUGCUGAGUGAUGACACAUGCAACUCCAGCAUCAGUGAUUUUGUUGAAGAGGGCAGCUGCCAGCCUCCCGACCUGCCCGCCGGGCCCACCCAGGGGGCCCAAGCACCCGCACGCC

>cfa-mir-340

CCUCUUCCAGCUCGAGUCUUCAAGAGGAAGCCUCAGAACUGGUUUCUAAAACUCUUUGUACCUGAUGCGAUUAUAAAGCAAUGAGACUGAUUGUCAUGUGUCGGUUGUGGGAUCCGUCUCAGUUACUUUAUAGCCGUGCCUGGUACCUAACACCGCACACCACUGCCUGUUGAACAGCAUUUUAAAAGCACAGACCUAAG

>cfa-mir-345

AUGUAUGGUUUCCUUUUAUUCUUCUUAGACUCUAGAUAGAACAUUCAUUAAGCAGAGACCCAAACCCAGGUCUGCUGACUCUUAGUCCAGUGCUCGUGAUGGCUGGUGGGCCCUGAACUAGGGGUCUGGAGGCCUGGGUUUGAAUAUCGUCAGCCUCUGACCUCAAGGAACCAGAAAAGCAAUAGCAUGUAGGCCCCAGG

>cfa-mir-362

ACACAUGCAUACACAGCAUGUACACACACAUAGGGCAGGUGCCUUAGCCUUCUUAUCUGCUCCCCCUCUCGAAUCCUUGGAACCUAGGUGUGAGUGCUAUUUCGGUGCAACACACCUAUUCAAGGAUUCAAAGAGGCUGAGCCUUGUCUGCAUGUAGAAGGACUGAGUACCUGUACAUCACCUCUUCCACUUUCUUUCAA

>cfa-mir-376a-1

UGACUUUCAUUUUUGAUGACUCAAACGCAGGUUCACGCUCUCCUGGACAGAAUCCUUCUUUGGUAUUUAAAAGGUAGAUUCUCCUUCUAUGAGUACAUUAUUUAUGAUUAAUCAUAGAGGAAAAUCCACGUUUUCAGUAUCAAAUGCUGCUGGGAAAUCUCCGCCGAUAUGAAGUUCGCCGUCAAAGAAGAGAUGGUGUG

>cfa-mir-377

GCAGGCAGCGCUGCCCCGGUGAAGAGGCGUCUUGCUGGUGCUCUUGCCCCUGCUGACCUUUGACCCUUGAGCAGAGGUUGCCCUUGGUGAAUUCGCUUUAUUUAUGUUGAAUCACACAAAGGCAACUUUUGUUUGAGUAUCAAAUCCUGCCUGUGAUGGCUUCCGGGGCCCAGUGGCAAGGUCGAGGGCUGCACCUGUCC

>cfa-mir-380

UCCUGGAGGUGGUGCUAACGAGAGGAAAGAGACGCCGGUUUUGACAUCAGCCCUUUCCACGGUACCUGAAAAGAUGGUUGACCAUAGAACAUGCGCUAGCUCUAUGUCGUAUGUAAUAUGGUCCACGUCUUCUCAAUAUCAAAUUCAGUCGCAGAGGGCUUCCCAGAGGCAAAGCCAACUUCGUGGGAGACACAUUGGUC

>cfa-mir-381

UCCCAGGAGACGAGGCCAGGCCUGUGAACCGUAGCGAUGGACCUGCCCAAUGCUAUUGUUUGGUACUUAAAGCGAGGUUGCCCUUUGUAUAUUCGGUUUAUUGACAUAGAAUAUACAAGGGCAAGCUCUCUGUGAGUAUCAAACCUUGUCUGGGAGUCUUCUUGGACCCAAUCACACUCACCGAGGGAUGCGGUAUGUGU

>cfa-mir-382

GGCCACGCCCCUCAAAGAAGAGGAAGGGGACCUCUUGUCUGUCUUGUCUCUGCCUUUCUGUGGUACUUGAAGAGAAGUUGUUCGUGGUGGAUUCGCUUUACUUAUGACGAAUCAUUCACGGACAACACUUUUUUCAGUACCAAAUGCUACCUCUAAGGACCUCCUGGACACAAUGGCAACAUCAGGGAAGAUGCGUUCGU

>cfa-mir-410

ACGGCUUCGGCGAGGCGGUCACCACGGCGCGGCGGCUGCGGCCCUCGACGGCGUCUCUUUGGGUACUUGAGGAGAGGUUGUCUGUGAUGAGUUCGCUUUAUUAAUGCCGAAUAUAACACAGAUGGCCUGUUUUCGGUACCCCCUGCGACUCUGAGGCCGGCCCCGUCCCGGGUACGUGAGUGCAUGGGCUCUGCAUCCGA

>cfa-mir-411

CCCCAGCUCUGGAAGGCUUUCUGGACGCGUCCUCAACCUCUGUCCUCGGCGUCCCUGUGUGGUACUUGGAGAGAUAGUAGACCGUAUAGCGUACGCUUUAUCUGUGACGUAUGUAACACGGUCCACUAACCCUCAGUAUCAAAUCCAUCCUCGAGGCUCCUGGAAACGACGCUGUCUUCGGGGAGGCGCCAUUGGAUCCC

>cfa-mir-425

GGCCUCCAGCCCUCAGCCCUGUUAGCAGCUCUCCCAGGGUCAUGGGCCUGCGGAAAGGAAAGAGCUUUGGAAUGACACGAUCACUCCCGUUGAGUGGGCACCCAAGAAGCCAUCGGGAAUGUCGUGUCCGCCCAGUGCUCUUUCGGCGAUCCCAGCAGGGCCUUGCAGCCCUGGCCCAGAAAGGGGUCUUGCCAAACUUC

>cfa-mir-429

GGAUGGGCAGCGCACUCCUGUCCUGGAAGUGCCACCGCCUGGAGGCCGCCCGCACCACAGCCUGCUGAUGGGCGUCUUACCAGACACGGUUAGAUCUGGGUUCUGGUGUCUAAUACUGUCUGGUAAUGCCGUUCAUCCAUGGCCUGACCACCGCCGAGGAGGAGCCCCUGCGGGGACACCAGGGGGAGGACGAGGCCUGU

>cfa-mir-432

GUGCCAGGUGCCUCACCGGAUGGAUCCCCCACUUCCUGAUGUGAACCAUUGCGUGACUCCUCCAGGUCUUGGAGUAGGUCAUUGGGUGGAUCCUUAAUUUCCCUAUGUGGGCCACUGGAUGGCUCCUCCAUGUCUUGGCGGAGAUCAAUGGGCAGCUCUUUCAUUCCCUGGGCUGGGCCACUGGCGGGCCCCGCCGCCUC

>cfa-mir-448

CCCUCCAAAAGAAACCAGAACUUCGUGAUACAGCAGUUAACCUUCACAUGGGCAGGGAGGUUGAACAUCCUGCAUAGUGCUGCCAGGAAAUCCCUAUUUUAUACUAAGGGGGCUGGCUGGUUGCAUAUGUAGGAUGUCCCAUCUCCCCGCCCACUUCAUCGAGACGCAUACCAUAAACAUCAUCGCCUCACUGAAGAACC

>cfa-mir-485

CCCCGGAGACGGCAGCCGCCUUCACGGGAGAGGCGAUGGAUUCGCGCCAGCCUUCACUUAUGGUACUUGAAGAGAGGCUGGCCGUGAUGAAUUCGAUUCAUCAAAGCGAGUCAUACACGGCUCUCCUCUCUUUUAGUGUCAAAUUCUGCCUCGGAAGGCGUCCCGAGCCAGUGCUGUCCCCAAGGUAGGUGCCUGGAUGG

>cfa-mir-487a

GAGGACUAGCUGGAGGCCAGGCCGACUCUGGUGAAGACACGGUUCAGCUGCGUUAGCCUUCGGUACUUGAAGAGUGGUUAUCCCUGCUGUGUUCGCUGUAUUUAUGACGAAUCAUACAGGGACAUCCAGUUUUUCAGUAUCAAAUACUGCUCUGGAGGGCCUCCCAGACAGCAUUCCACCGGCAGGGAGGAGGUCUUGGC

>cfa-mir-487b

GCGCCUUGAAGACGUACCAAGUCCUCCCAAGGCAGUGGCUUUCUUUUCCGUGCUAACCUUUGGUACUUGGAGAGUGGUUAUCCCUGUCCUGUUCGUUUUACUCAUGUCGAAUCGUACAGGGUCAUCCACUUUUUCAGUAUCAAGAGCGCAGACCAUAGAGUCCGAUUUCCUGUGUUUGGAUCCCGCCUCUGACACUUACU

>cfa-mir-493

CCAUCACCCAUCCAUCAUCCGCCUCACCUCCAUCAUCCUCGCUUCGGGGCCCCCUCUGGCCGCCAGGGCCUUGUACAUGGUAGGCUUUCAUUCAUUCGUUUGCACAUUCGGUGAAGGUCUACUGUGUGCCAGGCCCUGUGCCAGGCAUCGAGUAAAUGGACAUUGCCCUUGGGAGUGCACGCCUCGGGGAGACACGCGAG

>cfa-mir-496

UGGACCCCUUCCGUCCUUAGGCCUGCUGUCUGGGACGUGCCGGAAGCCAGGACCCGAGUCAGGUACUUGAAUGGAGGUUGUCCAUGGUGUGUUCAUUUUAUUUAUGAUGAGUAUUACAUGGCCAAUCUCCUUUCAGUACUAAAUUCUUCUUGGGAAAACUGCACAAGGGCAUGUUUCAUCCGGUGUCUGUCCACGGUAAG

>cfa-mir-500

ACCUUCUGUGAAGAAGAGUGGAUGCUCUUGUUAAACCCCUGUGGGGCCUCCUGAUCUGUUCCCCCUCUCUAAUCCUUGCUACCUGGGUGAGAGUGCUUUCUGAAUGCAAUGCACCUGGGCAAGGAUUCUGAGAGUGAGAGCUUCAUCUUCACGUAAGGACAGAGCAUUUUUCCACCCUCUUUCCAUUCCACGAGUAUUUA

>cfa-mir-532

GCUGAGACACAUGUACUCACAUACACAGAGUGUACAAGAGAGUGAACCUUCUGACUUGCUUUCUCUCUUACAUGCCUUGAGUGUAGGACCGUUGGUAUCUUAAUUACCCUCCCACACCCAAGGCUUGCAGGAGGGCAAGCCACCUCCUUCCUCUCCUAUGCAUAGGCAUGAGCACCAACACACACACACACACACACACA

>cfa-mir-539

AGUCACUUGCCCAACCCUGAGCCAGAGACCUGGAGGUGCCGGUGUUCCUGUCCGUGCUGUUUCAUACUUGAGGAGAAAUUAUCCUUGGUGUGUUCGCUGUGUUUGUGAGGAAUCAUACAAGGACAAUUUCUUUUUGAGUAUCAAAUCCUGCCUCAGCAGACUUCCUGGACGCCAUGGCAAGUUCCAGAAGGGGGCUGCGU

>cfa-mir-543

UGCUUGCCCACCUGCUCUCAGGACGUCCGCCCGGGCCGCCCCGCCGCUCUGACUCAACCUGCGGUACUUAAUGAGAAGUUGCCCGUGUUUUUUUCGCUUUAUUUGUGACGAAACAUUCGCGGUGCACUUCUUUUUCAGUAUCCAAAAUCUGCCUCGAGGACUGCUGGCUUCGGGCGCCGACUUCGGGGAAGCCGCGUCUG

>cfa-mir-551b

UACCUUCUUCUGCUGAUUUUCCUGACUUCAGAGAGCUCUGUAAGAAGUUCCAGAUGUGCUCUCCUGGCCCAUGAAAUCAAGUGUGGGUGAGACCUGGUGCACAGCGGGAAGGCGACCCAUACUUGGUUUCAGAGGCUGCGAGAAUAUCUACAGUUUUGAGAUGAGAGGAUGCCACACAUGUUUAUACAGGCCUUUCAGAG

>cfa-mir-660

UAACACUGUAGACACACACAACCACAUGUGCAUGCUCAUGGUGUGGAGAAGAAUGAACUGCUCCUUCUCCUAUACCCAUUGCAUAUCGGAGUUGUGAAUUCUCAAAGCACCUCCUGUGUGCAUGGAUUACAGGAGGCUGAGCCUUGUCGUCACAAACCUUCUGCCAAGCAAUUUUUUUUUCUGCCAAGCAAUUCAAUCAG

>cfa-mir-665

GUUAGUCCUCCCGCCCCCGCCCCGCCUCCCACCGCGCACCCCCCAAUCCCACCGCCCGGGUGGAGGGUCUCCUCCCGCGGCCUCAGCCUCCACCCGGGGCUCUGUCCGGACCAGGAGGCUAAGGCCCCUCACGGCGGCUGCUUACUCUCUCCUUAAACCCUCUGGAGAUUUCCCAGCUUCGCAAGGAUCCCUCAGCCAGG

>cfa-mir-671

UGCUUCUACAAUGCCGACUACCUGGCGGCCCGGGCCCGGCUGGCUGGUGAACUGGCAGGCCAGGAAGAGGAGGAAGCCCUGGAGGGGCUGGAGGUGAUGGAUGUUUUCCUCCGGUUCUCAGGGCUCCACCUCUUCCGGGCCGUGGAGCCAGGGCUGGUGCAGAAGUUCGCCCUGCGUGACUGUAGCCCACGGCUCAGCGA

>cfa-mir-708

GGGAUUUCAGAAACCUGACCCCCAUGGUUGGCGAGGGACUGCUGUGUGUGAAAUGGUAACUGCCCUCAAGGAGCUUACAAUCUAGCUGGGGGUGAACGGCUUGCACAUGAACGCAACUAGACUGUGAGCUUCUAGAGGGCAGGGACCUUACCCUAGUCAUCUCUCUUCUCACCCUGCACACCCUCCCUGAGGGAACUCAU

>cfa-mir-758

CUUGGCGGCUUCAAGGGCAGGGGUAACUUUGCGGACAAGGCGAGUGGCAUCGACACGUGUCUGGGUACAUGAGAUGGUUGACCAGAGAGCACACGCUUUAUUUGUGCCGUUUGUGACCUGGUCCACUAACCCUCAGUAUCUGAUCUCCUCUUGGAGAACUUCCGGAAGAAGUGGCGACUCUGGGAAAGAGACCAUAAACC

>cfa-mir-759

AUUUUUCGGUGCAAAAAAAAAUGACUUUCAAGUCAUGUAUUAUGGAAAGGAUUAUAAUAAAUUAAAUGCCUAAACUGGCAGAGUGCAAACAAUUUUGCCUCAGAUCUAAAUGUUUGCACUGGCUGUUUAAACAUUUAAUUUGUUAGAAUGGAAGUAGCACCACAGAAUAAGCAUGUUAAUUAUACUCAGGCUUCAGGAAC

>cfa-mir-802

CCCCCUGCGUGUCUCUGAGCAUGUUUUCCUGGCCUGACUCUUGAUCCGCACCAGACUUCUAUUAUUUGUACUCAGUAACAAAGAUUCAUCCUUGUGUCCGUCAAGCAACAAGGAGAAUCUUUGUCACUUAGUGUAAUUAAUAGCUGUACCUCGCAUGGGAAGACCAGAGAAGGGUGCCCUUCACAUAGAGACUUUGGUGG

>cfa-mir-1840

GCACCACGAACCUGCGCAGGAGCAGGGGGGCCGGCAGCCGCCUGCGCGCAGGCGCGGGCCGCGCUCUCCCGGCGGUUAGGGCGCGUCACGUGACGGGCUCGUCGCUCCGCCGUCACGUGACGGGCCUCGGCGGCCGGGGCUGCGCUCUCCGCGGCGUGCGCCCCCUUCCGCCUGACGCGCCCCCGGCGGCGGCCGCGCAG

>cfa-let-7a-1

CCCACUCCAGGAGGCGCCUCUGGAAGCCACGACGUCCGUCCGUGUGCCAUGACCAACGGCCCUUUGGGGUGAGGUAGUAGGUUGUAUAGUUUGGGGCUCUGCCCUGCUCUGGGUAACUAUACAAUCUACUGUCUUUCCUGAAGUGGCUGUAAUAUCGCCGAUGGACAGCACCUAGGACCCUGGCUGGGGAGGGAUGUAGG

>cfa-let-7b

CAGCCUUCCGGCUCAGCUCUGGUGGCCACCAACCGCCAGGCAGGGACCGGGGCUGGGCAUGGGGCAGGGGCGGGACAGCGGACCCUCCCGCACCCCGGGCACCGGCGGGGUGAGGUAGUAGGUUGUGUGGUUUCAGGGCAGUGAUGUUGCCCCCUCGGAAGAUAACUAUACAACCUACUGCCUUCCCCGAGGAGCCCAGC

>cfa-mir-7-3

GGGUGGGGGGAUCUCGGAUGUCGGGUAGAGGGUGGCGAAGAAGACUGGAGUGGUUGUGGUCUAGUGCUGUGUGGAAGACUAGUGAUUUUGUUGUUCUGAUGUACUAUGACAACAAGUCACAGCUUCCUCAUAGCGUGGACUCCCGUCGGCCUCUGCCUGAGAUGGACAAGCAAGUGUGGGGGACAAGGGAUCAGAGAAGA

>cfa-mir-22

CCUUCCCAUUUUUCUUCCCUUUCCUUUUAGGAGCCUGUCCCUCCCACACCCUCAUCUGGCUGAGCCGCAGUAGUUCUUCAGUGGCAAGCUUUAUGUCCUGACCCAGCUAAAGCUGCCAGUUGAAGAACUGUUGCCCUCUGCCCCUGGCUUCAAGGAGGAGGAGGAAGAGGAGAAGGAGCUGCUUUCCCCUUCAUCUGGAA

>cfa-mir-27b

GCAACAGCCGUGGAAGAUGCUCGGCGGCCCAUUCCUUAUGCCCAACCGACGACCUCUCUGCCGAGGUGCAGAGCUUAGCUGAUUGGUGAACAGUGACUGGUUUCCGCUUUGUUCACAGUGGCUAAGUUCUGCACCUGAAGAGAAGGUGAGAUGGGGACAGUUAAGUUGGAGCUGCUGGGGCACAGGCCGCCGCUGAGUGG

>cfa-mir-29b-2

CUGUCGAAGAGCCUGGCUCUUCCAGCUACACCUUCAUUCUCUCUUCAGUGAGAUCCUCUUCUUCUGGAAGCUGGUUUCACAUGGUGGCUUAGAUUUUUCCAUCUUUGUAUCUAGCACCAUUUGAAAUCAGUGUUUUAGGAGUAAGAAUUGCAGCGCAGCAGAGGGCCGCCUGCAGAGGAGCUUCCGCUGGUGGGACAGGC

>cfa-mir-29c-1

AGUCAGACUUGCCACCGCACGGCCAAGUGCAGGACCCCCAGGAGCACCACCGGACCCAUCUCUUACACAGGCUGACCGAUUUCUCCUGGUGUUCAGAGUCUGUUUUUGUCUAGCACCAUUUGAAAUCGGUUAUGAUGUAGGGGGAAAAGCAGCAGCCUCGAAGCCUCAUGCCAACUCUGGUGAGCGGCCGCCUGUGGUUU

>cfa-mir-30a

AACACCUGCUAGGGACCAGUCUGCAGGUUAACCAGACAGAAAGAAGGUAUAUCCCUCUUGACAGUGAGCGACUGUAAACAUCCUCGACUGGAAGCUGUGAAGCCACAGAUGGGCUUUCAGUCGGAUGUUUGCAGCUGCCUACUGCCUCAGACUUCAAGGAGCUACUUUAGGUGCAAUUAUCUUGUUAACUAAAACUGAAU

>cfa-mir-30e

CCUCUGUGCCCCAUCACUAGAGCAGGGCGCCUCACUGCGGCUCCGUCCUUUCUGGGCAGUCUUUGCUACUGUAAACAUCCUUGACUGGAAGCUGUAAGGUGCUCAGAGGGGCUUUCAGUCGGAUGUUUACAGCGGCAGGCUGCCACGGUCACGGUCGUCCCCAGCUGCGCACCGCCUUUUAGACCAUUGCAGGUUUUUGC

>cfa-mir-32

AUGUUGUGUCCUGAAUGUUUGCAUCACGCCCUUCUCCCCCGAUGCUCCCAUUCUGCUUGCUCUGGUGGAGAUAUUGCACAUUACUAAGUUGCAUGUUGUCACGGCCUCAAUGCAAUUUAGUGUGUGUGAUAUUUCCACAUGAGUGCAUGCACACGGGUAUGGCUCUUGCUUGUGGGAUGACAGCUUUUCAGUAUUGGUGG

>cfa-mir-33

GCAGCCUGAGCUGACUGACCACCCCGGACACUCCGUGGCCAGACGGGCACCUCCUAGCGGGCAGCUGUGGUGCAUUGUAGUUGCAUUGCAUGUUCUGGCGGUACCCGUGCAAUGUUUCCACAGUGCAUCAUGGAGGCCUGCCUGGCCCUCGAGAGACUUCUCCCUAUGCCUUGUUAGAGGGCACUGCUGUCAGUGUUGGA

>cfa-mir-34a

AGGUCCGAAGGAGAGGCAGAGCAGGCCUGCCCCCUGAGUCAUCGUCAGGGCCAGCUGUGAGUGUUUCUUUGGCAGUGUCUUAGCUGGUUGUUGUGAGUAAUAGUGAAGGAAGCAAUCAGCAAGUAUACUGCCCUAGAAGUGCUGCACGUUGUUGGGCCCAAGAGGGAAGAAAUAAGCGAGAGGCGCUCGGAGCCAGCGUG

>cfa-mir-34b

GGCUCGGGGCCUGGAGCGGCGCCGCCGACCGUCCGGGAGCUGCAGCCCGCGGGCGCCCGGUGCUCGGUUUGUAGGCAGUGUAAUUAGCUGAUUGUCCUCUGCUGCUUACAAUCACUAACUCCACUGCCAUCAAAACAAGGCACAGCAUCACCCGCCGGCCCGCGGGCAGGAGGACGCCACCCCGGGCGGCAAACGGCCAA

>cfa-mir-92a-2

UGAUCAUGUGUGUGCCGUCGGUGGCUCUGACUCAAGGCGUGCCUCUUCAGCCUUCAUGCCCAUUCAUCCGCGGGUGGGGAUUUGUGGCAUUACUUGUGUUCCAUAUAAAGUAUUGCACUUGUCCCGGCCUGUGGAAGAAAGGAGGAUUUUAUCGUCUUCUUUUUCUUCUUUGAAACUGCAGAGGUUGCAAGUUUUGAUAC

>cfa-mir-98

GUCUAUUAUCAGGUAAAAUGGCCUUUUGUCUACUGUCCUUGCUAGAGGAUUCUGCUCAUGCCGGGGUGAGGUAGUAAGUUGUAUUGUUGUGGGGUAGGGAUUUUAGGCCCCAAUUAGAAGAUAACUAUACAACUUACUACUUUCCCUGGUGUUGGCAUAUUCAUACUUAGUCUUGGCACUGUUACCUCCAUCAGAGUUGU

>cfa-mir-103-2

AGUCGCUGAAGCUGGAGAAGACUGGGCAGCCGAGGAGUGCCCAUCCACCGCCGCAGAGCUGUCUUUGUGCUUUCAGCUUCUUUACAGUGCUGCCUUGUAGCAUUCAGGUCAAGCAGCAUUGUACAGGGCUAUGAAAGAACCGAGAAUGGCCUUCCCUGGGGGGUCCAGAGGUGCAGCUUUACAGCUUGUCCUUAUUUACA

>cfa-mir-105a

CGUCUUCAGUAUCUACUCCUAUACACUGGAUGUCAGCUCAUGUUGCAGGAUCUUCUGAGUGUGCAUCGUAGUCAAAUGCUCAGACUCCUGUGGUGGCUGCUCAUGCACCACGGAUGUUUGAGCAUGUGCUACGGUGUCUACUUUUGCUACAUUGCCGCCUACUUCUGGACCAAAGCCAUUUGUUCCUGUACUUUGUAUUU

>cfa-mir-105b

UUUUCAUCACUGUUUACUCCUAUAACCUGGAUGUCACUCAUGUUGCAGGUUCUUCUGUGUGUGCAUCAUGGUCAAAUGCUCAGACUCCUUGGUGGCUGCUUAUGCACCAUGAAUGUUUGAGCAUGUGCUAUGGUGUCUACUUGUGCAACAUCACCAUCUGCUUUUGGAACAAUGCCAUUCAUUAUUCUGUUUUUAAUCUU

>cfa-mir-106a

GAAUGGAUCUGGGAGGAUGGAGAAGAGGGGCUCAUGGAAGAGCCUCAUGCUCCAAGAGUGGGCCUUGGCCGUGUAAAAGUGCUUACAGUGCAGGUAGCAUUCUGCGAUCUACUGCAAUGCAAGCACUUCUUACAUUACUGGGGCGAUGGGAUCGGACGCCAAGAACCAGAUUCUGUGCGUCGCUGUGCUGCCGAUGGCUG

>cfa-mir-125a

ACUCUGACACCCCCACCCCCACCCCACACCAGGGCCUGUCAGGCCACCACACACCACACUGCCGGCCUCUGGGUCCCUGAGACCCUUUAACCUGUGAGGACAUCCAGGGUCACAGGUGAGGUUCUUGGGAGCCUGGCGUCUGGCGUAACCACAAGCCUGGGGAUUGCCCGCCCGACCCCUGACUCCUCACACCCUUUCUC

>cfa-mir-129-1

GAGGGGGGCACCCACCCUCCCCUCCUACCCUCCUGCUCUCCUGCCUGAGGGCUGCAGUCUCCUUUGGAUCUUUUUGCGGUCUGGGCUUGCUGUUCCUCUCAACAGUAGUCAGGAAGCCCUUACCCCAAAAAGUAUCUGCGGGAGGCCUUGUCUACAAGGGGGAAUGCCCUCCAAGGGCAUCAGGUUGGUCACACACCAAA

>cfa-mir-135b

CCCAGGCACCCCCAGCUCCCCACAUCCUUUUGAGAUUCCCACCGCUGGACCCCCUCAGCUCUGCUGUGGCCUAUGGCUUUUCAUUCCUAUGUGAUUGCUGUUUCUAAUUCAUGUAGGGCUAAAAGCCAUGGGCUACAGUGAGGGGCGUGCUCCUUCUCCUGAGAUCUGCACCUCCCUCCCCACAGGACCAUGCUGGAAGC

>cfa-mir-138a

CCAGCAGCAGCAAGGUGGUGACCGCAUGCCUGCCAGCCACCCGAGACCUCCAGGCAUGGUGUGGUGGGGCAGCUGGUGUUGUGAAUCAGGCCGUUGCCAAUCAGAGAACGGCUACUUCACAACACCAGGGUCACACCCCAUCACAGGCACCGGCUGCCGUCAAGGCUGCGCAGCGGCUCAUCUCAGGGACACAGCCAUGC

>cfa-mir-138b

GGGCCGUACUGCCAGCCGCGGAGCCGCAUCCAGAGGAGGAAGCCGCCGACCCCUGGUGUGUUGCUGCAGCUGGUGUUGUGAAUCAUGCCGACGAGCAGCGCAUCCUCUUACCCGGCUAUUUCACGACACCAGGGUUGCAUCAUACCCAUCCCUCUCAGGCGAGCCUCGUGGGAUCGGGGCCACGGACGCGGGGAUGGGGU

>cfa-mir-140

GACCUUCUCUCCAGGCUCUGCUUGGUGGUGUGGCUCCCACCCCGUGUGUGUCUGUCUCUCUGUGUCCUGCCAGUGGUUUUACCCUAUGGUAGGUUACGUCAUGCUGUUCUACCACAGGGUAGAACCACGGACAGGAUACCGAGGCACCCUCUGCAUCGAAGGACUCCUCGUCUGCCCGGCCACAAGCAGCCAGGGACUGG

>cfa-mir-142

AGCAGGAGUCAGGAAGAGGAGCAGGCGGCCUCAAGAAUACUCACAGACGGACAGACAGACAGUGCAGUCACCCAUAAAGUAGAAAGCACUACUAACAGCACUGGAGGGUGUAGUGUUUCCUACUUUAUGGAUGAGUGUACUGUGGGCUUCGGAGACCACACCGCCGCGCCGCCGCCGCCAUCUUCCUCCACGCUCAGGAC

>cfa-mir-144

UGGGCCCCUGGCUCCCCCUGCCACAGUGCUCUCCAAGCCAUGCUCCCUGUGCCUGCUGCGGGGCCCUGGCUAGGAUAUCAUCAUAUACUGUAAGUUUGCGACAAGAUACUACAGUAUAGAUGAUGUACUAGUCCGGGUCCCCACAGCUCUGGAGCCAGAUGAGGAGGGCAGAGCAUGCUGCAAACCCACCGGGCUUACCG

>cfa-mir-145

UCUGCGGAGGGCGCUGGAGGCCGAAGAGGACGCUCGCGUUCCCGGGGACGUGGCAGCGCCGUGUCCUCACGGUCCAGUUUUCCCAGGAAUCCCUUAGAUGCUAAGAUGGGGAUUCCUGGAAAUACUGUUCUUGAGGUCAUGGUUUAGCAGCCGGACUCACCUCCCCGCCCCACCCAGACCUGGCCCCCCGGGACCUCAGC

>cfa-mir-146a

CUGGGGCUGGCCAGGACCACACGGAGGGGGGCUUUGUGCUGACUCCAGAAGGCUGGUGUGUAUCCUCAGCUUUGAGAACUGAAUUCCAUGGGUUGUGUCAGUGUCAGACCUGUGAAGUUCAGUUCUUCAGCUGGGAUAUCUCUGUCGUCGUGGAUUCAGGGACACUGCAGAGAGCAGACCCAAGGGUGGCCGAAGAACUU

>cfa-mir-181a-2

UCCUGGAACAUGGGUACAGGCUGAAGAAGGGCUGCCACGGCCAGAACCCAGCCUUCAGAGGACUCCAAGGAACAUUCAACGCUGUCGGUGAGUUUGGGAUUUGAAAAAACCACCGACCGUUGACUGUACCUUGGGGUCCUUACAAACAACACUACAUUUCCUGAAGCAAAGGAGCAGGCUGUACCUUCAUAUGUCACACA

>cfa-mir-181b-2

AAAGAACCCGUGUGGAAAGAAGAGCCAGGAAUUCAGGAGGGCCAAGAUGGAAACACUGAUGGCUGCACUCAACAUUCAUUGCUGUCGGUGGGUUUGAGUCUGAAUCAACUCACUGAUCAAUGAAUGCAAACUGCGGACCAAACAACCUAAGGGAAGCAAAAGCUGAGUCACCUGAGUGCAUCAGUUACUGUGCUGGGUGG

>cfa-mir-181c

UGUUUUCUGCCCCCUAUCCCCACCCCACCCCCAGUCCUGGCCCCUGGAGAAGUUGCCAAGGGUUUGGGGGAACAUUCAACCUGUCGGUGAGUUUGGGCAGCUCAGGCAAACCAUCGACCGUUGAGUGGACCCCGAGGCCUGGAACUGCCAUCCACCCAUCAGGACCCCUACGUUCCAGAUCUGGGAGGCCAGGGUAUCUC

>cfa-mir-193a

GCGGGAUCCGGCCGGAGGGAGCCCGUCGGGCCGGGCCCGCACCGCCAACUCGGAGACGCGCGGGAGCCGAGGGCUGGGUCUUUGCGGGCGAGAUGAGGGUGUCGGUUCAACUGGCCUACAAAGUCCCAGUCCUCGGCCCCCAGGACCGGCGGCUUCUCCAAGCUCCAGGCCGGCAGGGCGGGAGCUCGGCGCCCAGCGGG

>cfa-mir-196a-1

ACAAAAUGGCUGCAGGGGCCUGCCCUCAGUGAGCCCUUGACCUGGAGCGUGAACUGGAACUGCUGAGUGAAUUAGGUAGUUUCAUGUUGUUGGGCCUGGAUUUCUGAACACAACAACAUUAAACCACCCGACUCACGGCAGUUACUGCUCCUCGCUUAGCUGGAGGAGUGGGGAGCUGGGUAGGGAAGCAGAGGCAGGUC

>cfa-mir-197

UGGCUGUGGCACACUUGCAGUCUCUGGGCCAACACUGAAGUCCUACUGGAAUCUGUGCUCCGGGGGCUGUGCCGGGUAGAGAGGGCAGUGGGAGGUAAGAGCUCUUCACCCUUCACCACCUUCUCCACCCAGCAUGGCCGGCACACUAUGGUCUACGGCACAUCUCCAAUUAUAGAGUGGGUUUUGAAUGCUGUUAUUUU

>cfa-mir-208a

GUGCUUGAAAAGGAGCCUGGACCCUGGCCUCUGAGUGAACCUGGCUGGCCCCGACUCACUUCCUGUGACGCAUGAGCUUUUGGCUCGGGUUAUACCUGAUGCUCACGUAUAAGACGAGCAAAAAGCUUGUUGGUCAGAGGAGCUUCCAUCGAUCAGCCUGAUGUGGGGAGCGGUGGGGGCUGCCACCCAGAUGCUGCUAC

>cfa-mir-210

UAGUAGUUGAAGGAGGGGCCGGGGGUGGGGGCCGGCUCCUCCGUCCACCCGGGGUCCCUCCAGGCGCAGGGCAGCCACUGCCCAUCGCACACUGCGCUGCUCCGGACCCACUGUGCGUGUGACAGCGGCUGAUCUGUCCCUGGGCAGCGCGACCGCCUCGGCCCCCCUGGGACCCUGCUCUGUCGGGCCGGGACAGCCAG

>cfa-mir-212

GGGGGAGGAAGAACAGCAGCGCCCCCAGCUGCGGGCGAUGGAGGCACCCCCGCCCGGGCAGCGCGCCGGCACCUUGGCUCUAGACUGCUUACUGCCCGGGCCGCCCUCAGUAACAGUCUCCAGUCACGGCCACCGACGCCUGGCUCCGCCCCAGGACCGCGCCCCCGACCCCUCUGUCCCCCAGGAUCCCUGAGCCCCGC

>cfa-mir-215

GUGUCAUGUCACAUGAAGGACCCAAUAAUGGAAGAAGAUUAAAGUCAUCACUAAAAAAUGGUGUACAGGAAAAUGACCUACGAAUUGAUAGACAAUUUGGCUAAGUUUGUCUGUCAUUUUUGUAGGCCAAUAUUCUGUAUAUCUCUUCUGCUUCAAAAUCAGGAUUCAACUACUAUUGUGCAAGCAAGACAAUAGGAGAU

>cfa-mir-216a

CACCCAUGUGCCUCUGCUGAUAUGAUUCUCUUCUUCUUGCAGGUCUAACCUGGAUGGCUGUGAGUUGGCUUAAUCUCAGCUGGCAACUGUGAGAUGUUCAUACAAUCCCCCACAGUGGUCUCUGGGAUUAUGCUAAACAGAGCAAUAUCCUUGCCCUCAUGGAUCAAAAGACUUAUAGGCAACCAAAAUUACAGUACCAA

>cfa-mir-218-1

CUUCAUCUUUCCUCUCGGUCUUCCCCUUGGCCUAGUGGAUGGUGUAGUGAUUAUGUAGCGAGAUUUUCUGUUGUGCUUGAUCUAACCAUGUGGUUGCCAGGUAUGAGUAAAACAUGGUUCCGUCAAGCACCAUGGAACGUCACGCAGCUUUCUACAGCAUGGCAAGCUGCUGAGGCUUAAAUCAGGAUUUACUGGUCUCU

>cfa-mir-222

CUUCCAUAGAGCCCUUCCCCAGAAGGCUGCGGAUCAUCUAGCUGCUGGAAUGUGUAUAGGUACCCUCAAUGGCUCAGUAGCCAGUGUAGAUCCUGUCUUUUGUAAUCAGUAGCUACAUCUGGCUACUGGGUCUCUGAUGGCAUCUUCUAGCUUCUGUUACAGUUUCCUGAGCGAGGUUACUGGGACGUCCUUAAUAAUUA

>cfa-mir-224

CAGUUUUCCCAGACAGGUGGGGACCCAUCAUCAAAAGCGGCAGAAGAGACAAGGCCCAGGGGCUUUCAAGUCACUAGUGGUUCCGUUUAGUAGAUGAUUAUGCAUUGUUUCAAAAUGGUGCCCUAGUGACUGCAAAGCCCCAGAGCCAGCAUCAUCAGCAAAGUAAUGGCAAUAGGUAAGCACUGGCCCUCCUUGGGAAA

>cfa-mir-301a

CUUUUCACAUUGAAGCUUCAACUGAUGCAAGAUGCUUUUGUGUUCCUUUCCUACCAAUUUCUGCUAACGAAUGCUCUGACUUUAUUGCACUACUGUACUUUACAGCUAGCAGUGCAAUAGUAUUGUCAAAGCAUCUGAAAGCAGAAUGCACACCAGAAUUUUGAUUCUUGCUUUACAUCUUUCUUCAGUAUCUGUGAGUA

>cfa-mir-302a

AAUUUCUAAGCUUACUUUACAGGUUAAAGAAUCUUCACAAUUUACGUUUUUCCAAGACUGGGCUCCCCACCACUUAAACGUGGAUGUACUUGCUUUGAAACUCAAAAAGUAAGUGCUUCCAUGUUUUAGUGAUGGUAAGUCUUACUUUUACAUUUUAGAAGUUUAUAAAUAUUUAAGACUGCCUCACCGAACUACCUGUC

>cfa-mir-302b

UUCCCAAAGGUAUGGAAUUUUUUUUUCUUUUAACUUGCCUUCCACCCCUCAAGUGGAUUGGACUCCCUUUAACUUUAACAUGGAAGUACUUUCUUUGACUUUCAAAAUAGUAAGUGCUUCCAUGUUUUAGUAGAAGUGAACCCAAAUUAUUCCUCCGAAUGUAAUAAGGCAAGUUUGUUAAUUUUAGAGCCCCGAGGGAU

>cfa-mir-302c

UGAACCCAAAUUAUUCCUCCGAAUGUAAUAAGGCAAGUUUGUUAAUUUUAGAGCCCCGAGGGAUUCCCCUUUGCUUUAACAUGGGGGUACCUGCUGUGUAAAACAAAAGUAAGUGCUUCCAUGUUUCAGUGGAGGUGUCUCCAAGUGGACACGACUUAAUUUCUAAGCUUACUUUACAGGUUAAAGAAUCUUCACAAUUU

>cfa-mir-302d

GACUGCCUCACCGAACUACCUGUCUGGUAUACUUCCGCUGUAUUUUUUUGAGUCUAUAAGGAACGCCCUCUACUUUAACAUGGAGGCACUUGCUGUGACAUGAUAAAAAUAAGUGCUUCCAUGUUUUAGUGUGGUGGUUCCUUUUUAAUCCUCAGUCAUCCUAAUCCCAUAAUUUAUGCAGAUCUUGGCUACAUGCCAUG

>cfa-mir-325

UAAGAAUAGGGAUGUUUGAAUAUAAUUCAUGUGGUGGUGUGGAUUCUAACAGAACCGCUACAGUGCUUGGUUCCUAGUAGGUGUUCAGUAAGUGUUUGUGACAUAAUUCGUUUAUUGAGCACCUCCUAUCAAUCAAGCACUGUGCUAGGCUCUGGGACCACAUAGAUAAGUUAGGCAAAGUCUUGCUUUUUGAGGUGCUU

>cfa-mir-335

CGGGUGCCAUAAACCCGAUUUUACAGGCAAAGAAACUGAAACGAGAUUGGGAAAGAUGUCUUUUGGGCGGGGGUCAAGAGCAAUAACGAAAAAUGUUUGUCAUAAACCGUUUUUCAUUAUUGCUCCUGACCUCCUCUCAUUUGCUAUACUCAACUAAGUAAGUAUAUACUUUUCUUUAUAUUGGUCAUUUAGUUUCCAGU

>cfa-mir-361

CUAGCACAGACUAAAACUACAACAAUAGCAGUGGCAUGCUCGACAGUGAUUCUUCCCUGGGACUUGGGAGUUUAUCAGAAUCUCCAGGGGUACUUAAAAUUUGAAAAAGUCCCCCAGGUGUGAUUCUGAUUUGCUCCCUCUUCCUCUUUCUCUGAGAAUCACUGUUUCAUCACUGUUUCAUUUCUAGAUGAAAAAGAAAU

>cfa-mir-363

UCUUUGAAACUGCAGAGGUUGCAAGUUUUGAUACUUUGGUAAUUGCAACAUGACCUGUUUUGCUGUUGUCGGGUGGAUCACGAUGCAAUUUUGAUGAGUAUAAUAGGAGAAAAAUUGCACGGUAUCCAUCUGUAAACCGCAGGACCUUCAUUGACGACUGUCUGUCAGGGUGAAAGUAAGAUGGUAAAAUCCUUUCUCUA

>cfa-mir-367

GUGUGGUGGUUCCUUUUUAAUCCUCAGUCAUCCUAAUCCCAUAAUUUAUGCAGAUCUUGGCUACAUGCCAUGACUGUUGCUAAUAUGCAACUCUGUUCAAUACAAAUUGGAAUUGCACUUUAGCAAUGGUGAUGGAGGGUGUCCAUCUACACCAGAACUCUAUUGUCUACCUACUUUGAAAGGACUCUUAAUGGUAUAAC

>cfa-mir-374b

CUGGUGGCUGGGAGGACUGCAUGGAUCCAACCUCAACCUGGAGUUGUGCUCUUCUGAAGAAAUCCUACUCGGAUGGAUAUAAUACAACCUGCUAAGUGUCCUAGCACUUAUCAGGUUGUAUUAUCAUUGUCCGUGGCUAUGGCUCUCGUCUACCAGACUCUAAAUUCCUUACAGGCAAGGACAGUGCCUUAUUCAUCUUU

>cfa-mir-421

AAAUUCCUUACAGGCAAGGACAGUGCCUUAUUCAUCUUUGUAUUCGGUGCCUAAUCCCGUGCACAUUGUAGGCCUCAUUAAAUGUUUGUUGAAUGAAAAAAUGAAUCAUCAACAGACAUUAAUUGGGCGCCUGCUCUGUGAUCUCCAUGGGCUCAGCUUUUCCCCGCCAGUUGCCUACAACGUCCAAGCUGUCUUCAGUA

>cfa-mir-449

UACCCUGCCACUUGCUUCUGGACAAAUUCUUCUCAUUAACAGGCUGCACUACUUACCCGUGUGUGAUGGGUUGGCAGUGUAUUGUUAGCUGGUUGAAUAUAUGAAUGGCAUCAGCUAACAUGCAACUGCUAUCUUAUUGCAUAUACAAUGAACAUCAGUGUAUAAUUCUGUAUUUCGUGUGUGUAUGCAUGCAUGUAUGU

>cfa-mir-450b

ACACCAAAAAUCUUGUAACGGUUAUCUGUGGCUUGCGAUAUGAUAAGUAAUAAGGGUAAGGUACAAAAUUAUUUUUGCAAUAUGUUCCUGAAUAUGUAAUAUAAGUGUAUUGGGAACAUUUUGCAUCCAUAGUUUUGUAUCAAUAUUUAGAGAAAAGGCUAGGAAGAAAUAUGUUAAAAUUUAAUAGUGGUUAUUUCUGG

>cfa-mir-451

CAGAGCAUGCUGCAAACCCACCGGGCUUACCGCUCAGCCUAUCCAGCCUGCUGACCGCCAAGACACUUGGGGAUGGCGAGGAAACCGUUACCAUUACUGAGUUUAGUAAUGGUAAUGGUUCUCUUGCUGUACCCACAAUACGUGCCAAGAAGACAGCUCGGGACCCUGGAGCAGACCACUGGAAGGGACACUCCAGCUCA

>cfa-mir-452

AAAUGUAUGUAAUCAUCCCAUGGAAAUAUUGUAGAACAUGACUCCUGUCUUGGAAAUGCUAAGCACUUACAACUGUUUGCAGAGGAAACUGAGACUUUGUAACUACAUCUCAGUCUCAUCUGCAAAGAAGUAAGUGCUUUGCCAAGUCCCUCAGAGGACAGGUAAGUAGCUAAAGUUUUAUUGCUGUCAGGAUUUGCACC

>cfa-mir-483

CCCCCCAAGGUGAGGGCCGAGACCUUUCCUCGCAGCUGACCUUGGAGCCUGAGCAGCGGAGGGACGGGGAGGACGGGAGGAAAGGAGGACGUGGUUUCAUGCAGGUCCUCACUCCUCCCCUCCCGUCUUCCUCUUCCUCUCCCAAGCCUGCCUCAGCGUGGCGUCUCGAGGGCUGGGAGCCACCCGGGCUCCUGCUCUGC

>cfa-mir-489

GCAAAGUAUUUAUUAACCAAGAGAACCACUGGUGUUUCAGCUGAGUACUUCAGGUAUUGGUGGCAGCUUGGUGGCCGUAUGUGUGGCGCCAUUUACUUGAACCUUUAGGAGUGACAUCACAUAUACGGCGGCUAAACUGCUACAUAGGACAACAAUUAAGAGCUUGUUUUUUGUUUUGCUUUGGAAAAAUCAUGUAAGGU

>cfa-mir-490

AACCAACGAUGGUGAAGAGGAGCUCCCUCACUUUAUGGAGACCUUGCUGGUGUGCAAAGUUCAUUGUUCGACACCAUGGAUCUCCAGGUGGGUCACGUUUAGAGAUACACCAACCUGGAGGACUCCAUGCUGUUGAGCUGUUCACGAGCAGCGGACACUUCUAACCCAAUCUUCCCAGGGAUUCAAUUGGUGUCUUCCAU

>cfa-mir-504

UCCAUUUCUCACGCACAAUCACAACUGAAGAGAGAAAAUCUGAAGUGGAAUGUUGAAUCGGCUGCUGUUGGGAGACCCUGGUCUGCACUCUAUCUGUAUGCUUACUGAAGGGAGCGCAGGGCAGGGUUUCCCAUACAGAGGGCACAGGCUACCACCGCCAUUUCAACUGGAAUCCACCCCACCAGUCCAGUGCUUCAUGA

>cfa-mir-542

UUCUCUAAAAAGCCUUUAGGGUCAUGGGCAACCCAGAAAUUUGGGGUCACAGAUGCGCAGACCUCAGACAUCUCGGGGAUCAUCAUGUCACGAGAUACCACUGUGCACUUGUGACAGAUUGAUAACUGAAAGGUCUGGGAGCCACUCAUCUUCAUAGCAAUACAGCUGGUAAGUAUUACAAAACCCUUGGAUGAAAAGAU

>cfa-mir-545

CUAGACUGUAAGCUCCUUGAGGGCAGGGACAAUGUCUUCUUCUCCAGAGCCCAGCCUGGCACAUUAGUAGGCCUCAGUAAAUGUUUAUUGGAUGAAUAAAUGAAUGACUCAUCAACAAACAUUUAUCGUGUGCCUGCUAAGGUGAUCUCCACAGGCUCUGGACUGUCAACUGUUUAAUCAAAAUGCAUGUGGUCAGAAGC

>cfa-mir-582

AGACAGCUCUGCUGAGCACCACUAGCAAACCCUUCUCUAGUAGACCUCAACACUUCAGUCUGUACUCUUUGGUUACAGUUGUUCAACCAGUUACUAAUCUAGCUAAUUGUAACCAGUUGAACAACUGAACCCAAAGGGUGCAAAGUGGAAACAUUUCAUUGAGAAGUCGGCUGGGGACAAAGAAAACACUGCCAGAUUCC

>cfa-mir-590

UCUAGCUAAACAGAUGACUGCUUAUAUCUGUUGAAUAACUUAAAUCCUAAAAGUCCUCUAGCCAAUCAGAAAUGAGCUUAUUCAUAAAAGUACAGUAUGAUCCAGUAAACCUGUAAUUUUAUGUAUAAGCUAGUCUCUGAUUGAAACAUGCAACAAAUGUCUUCUCAGUCAGUCCAGGUGCAGCCCUUAGUGGCCUGAUG

>cfa-mir-615

CCUCCCCCGUGCAGCCGGCGCCCGGCCUGGGCCGCUCCGGAGGCUUCCAGCGACUCGGGAGGGGCGGGAGGGGGGUCCCCGGAGCUCGGUCUCGAGGGUGCUUAUUGUUCGGUCCGAGCCCGGGUCUCCCUCUCCCCCCAGCCCUCAGCCCCUACGGCUGCAGAGUGAAGGCUGCGGUGCAAAGUUCCUGCCGGGCCGAG

>cfa-mir-628

UACUAUUCUUUUCAUAAAGGAGCAGCACCAGACUAGUCCUUAAUAUCGGAAUAGCUGUUGUGUCACUUCCUCAUGCUGACAUAUUUACUAGAGGGUAAAAUUAAUAACCUUCUAGUAAGAGUGGCAGUCGAAGGGAAGGGCUCAUCUGACUUCUGGAAACCUGUGUUAAACUGUAUAGUUUUUGAACAUUGAUUGUGGAC

>cfa-mir-653

AUGAGGAGCGGACUCAGAUUACUAUGGCUCAUCUACGACAGACAGAAGUUCUAAUUUCUCAUUCCUUCAGUGUUGAAACAAUCUCUAUUGAACCAGGCUCCAAACCAAGUUCACUGGAGUUUGUUUCAAUAUUGCAAGAAUGAUAAGAUUGAUCCUACUAUCGUCUACAUGAACUACACCUGCUCUUUCAGAUGGUCAUA

>cfa-mir-664

CAAAAUUCCAAAGUGUUGAGUUCAGUUCAAGGUAGCUUCCCUGUUCUGUUAAUUGAACUUUGGAACAUUGAAAUGGGCUAGGAAAAAUGAUUGGAUAAAAAAUAUUAUUCUAUUCAUUUAUCUCCCAGCCUACAAAAUGAUUUUUUUUAAAAAAGAUACAAUGGACUUUAUUAUGCAUGUACAUCUUUAUGUAAAGUUUU

>cfa-mir-874

CAGGAACCUGCUGGGACAAGUCUUCUGCCUCGACCUCGACACACUCCUUUGGAUGAAUUGGUGUUAGCCCUGCGGCCCCACGCACCAGGGUAAGAGAGACUCUCGCUUCCUGCCCUGGCCCGAGGGACCGACUGGCUGGGCCUGCCUUCUGCCCAGCUCACUGGUCAUGGAAGAGUUCGGACACGCACUCCACUCUUGCC

>cfa-mir-1306

AGCCCGCAGGAGAAGCGGUGAUGGAGAACCGAGCUUGCCCCCUCCAAGCGCUGCCCCGUGAACAGUCUCCACCACCUCCCCUGCAAACGUCCAGUGAUGCAGAGGUAAUGGACGUUGGCUCUGGUGGUGAUGGACAGGCCGAACCCCCUGCUGAGGACCCGCUCAACUUCUACGGAGCUUCUCUUCUCUCCAAAGGAUCC

>cfa-mir-1837-1

CUUUGAUGGCUCCUCUCAGAGAGACUGUGAUGGCUUUUUUCAGACAGACUGUGAUGGCUCCUCUCAGAGGGAAUGUGAUGGCUCUUCUGAGAAGUACUUCGAUGGCUCCUCUCAGAGGGACUGCGACAUCUCCUCUCAGAGGGACUGCGAUGGCUCCUUACAGAGGAAUUAUAUGGGGUUCUCUCCCUUAAGAAGCUGUG

>cfa-mir-1837-3

GGACUGUGAUGACUCUUUUGAGGACUUCGAAGGCUCCUCUCAGAGGGACUGUGAUGGCUCCUCUCAGAGGGAAUGUGAUGGCUCUUCUGAGAAGUACUUCGAUGGCUCCUCUCAGAGGGACUGCGACAUCUCCUCUCAGAGGGACUGCGAUGGCUCCUUACAGAGGAAUUAUAUGGGGUUCUCUCCCUUAAGAAGCCGUG

>ENSCAFG00000021610

UAGAAAACCCUGGCAUCUAAGAUCACAGUGAAGAUGAACUGCAGCUGUAAGAAAUAUAGAAGAGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAAUAUAGAAGAAAGAGCCAUUGAACCCUAGGGGAGGGGUGAAAAUCC

>ENSCAFG00000027406

AACAUCUAAUUAUUCUAGCACAAUUUGUUGCAAAUACUAUACUUUCUUCAUUGAAUGCCUUUGUCUACAGCCAUACCACCCUGAACAUGCCCAAUCUCAUCUGUUCUCAGAAGCUAAGCAGGGUCGGUCCUGGUUAGUACUUGGAUGGGAGAUUGAAUGCCUUCGUGCUUUCAUCAAACAUCCAUUGACUAUAUAUGCUU

>ENSCAFG00000027247

ACUUUUCUGCUUUCGUUCUAGUGUGUUGGCACAGUAGGAGAAGACAGAUGACAGACAUAAUAAGUAAAUUAUAUGUCUGAUCUCAGAAGCUAAGUAGGGUCAGGCCUGGUUAGUACUUGGAUAGGAGACUGCCUGGGAAUAGUGGCUGCUGUAGGCUUAAAAAAAAAAAAAAGGAAAAAAAAAGGAAAUUAUAUAGCAUG

>ENSCAFG00000027309

UUACAUUACAUGACUUUGCUUUUACGAAAGACCUACAUUAGUAUGUACCCAUUUUUCUACAGCCAUACCACCCUCAACAUGCCUGAUCUUCUCUGAUCUCAGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGGGAGUAUAUACCUGUUUUCGCCAACCAAAAGAAAUCCAAAAAGGAUUUUUCACUUUUAAGA

>ENSCAFG00000026928

GGGUGACUCCCCCCAUCACCAGUGUGCCAGGGCCUUCUCUCCCACAUGAAAACCUGUUUCCGUUUCCAAUGCCGUGGUUAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAAGGGAGUCCAAAGCCGUGGUUGCCUCAAACCGUUCACACUGCCUAUCCGGGCAUCUUAA

>ENSCAFG00000021212

ACCUCUGAGGGUCAGGUGAGCUGUGGCUGGUGAAUGGGCACAGAAAUUGUCAGGGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAAUUGUCAGGACACCACUGUGGGUGUGAGAGAUCCAUGUUAGGGGGGCCAUGGGAA

>ENSCAFG00000022967

GGGCGCCUGGCCUGGAGAGAGGCGCAGAGCAGGCUCUUGGGGCGCCCAGCGGCAGCCGCGGACGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUUUUUCUUCUUGUUUU

>ENSCAFG00000021351

UUACAAGAUGGAAUUCUGAACAAUCAACUUUGCAAAUGGAAGGAGAUAGAAAUGUCUCCUACUGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAAUGUCUCCUACUAAAAUGAAUUGAGGUAUUUUCCCUAGUUAUUUUG

>ENSCAFG00000021400

UGAAGAACCAAAGUUACUGUAAAUUUUAGAAGAACUGUUGCUACAUAUGAAAUAACAAAAUGAGUCUAAGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAAAUAACAAAAUGUGCAGCUAAAGAAAAUAUAUCCAAAAAUAAUGCCAAU

>ENSCAFG00000027470

AUUUGUGAGUAAUCCAUGUAUAAUUAGUAGUAUCUCAGUUUCAACACAAAGAUAGAUUUUUACAUUUCUUGUCUACAGCCAUUCUACCCUGAAUGUGCUGAUUGCAUCUGAUCUCAGAAGUUAAUAAGCAGGGUUGGGUCUGGUUAGUACUUGGAUGGGAAAUUUUUACAUGUCUUUUAGCCUGCCCACCAAAGAAAUUA

>ENSCAFG00000025783

GAAAACCCUCCAAGUAAAAAUUGAGUAAAUUGCAUUAGGUACAUGAUUUCUGAGACAAAGAAGCCUAUGACUAUGGCCAUAUCACCCUGAAUGCUUCUGAUCUUGGAAGCUGAGCAGGGUUGGUCUUGGUUAAUGCGUGGAUGGAAGACCGCCUGGGAAUACUGUGUGCUGUGCUUUACUUGGGGCCCUUGGGUGGCUCA

>ENSCAFG00000027107

AGCAGGAGCAAACUAGAGUCUCUGAGACAAAGCCCCAGAGCAGAUCUCCUGAAAAGCCCAUACAGUCUGCAGCCAUACACCCUGAAUGUUUCUGAUACUUGUCUGAUCUUGGAAGCUAAGCAGGGCCUGACCUGGUUAGUAUUUGGAUGGGAGAAACCCAUACAAAGAACAGGUACCCUUUUGUGGCAUUCCUUAGCCAC

>ENSCAFG00000026992

GAUUCCUGGGCUUUGUCCCAGCCUGGGACCCCAUGAGGGCAUGUAGGGGUCUACGGCCAUACCACCCCGAUCUCAUCUGAUCUCAGAAGCUAAGCAGGGUUGGGCCUGCUUAGUACCUAGUACUUGGAUGGGAGGACAUGUAGGGUAGUGCACAAAAGAACAGCAGACUUGUCCCUGAGAUGUGGGACAUUGGAUAUUCC

>ENSCAFG00000020961

AGUGUGUGGUUGUGUGGGCUUCUUGUCUCCCUGGGAUAAACCCACAUGACAUUUUACAGAAAUUGUCUAUGGCCAUACCACCCUGAACGCGCUGGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGGUGGGAGACAUUUUACAGAAAUGAAGAAUCAAAAGAGAAUAAGCCAACAAAGAU

>ENSCAFG00000028357

GGUUAUCAUAUUGCUGAUGUUGGCAGAAUCUUGAUAUUUCAGAUGCAAGACACUAAGCUGUCUUUGCUUUCAGCCAUCCUACCAUAUGCUCUGAUCCCAUCACAUCUCACAAGCUAUGUAGGUUUGGGCCAGGACCAUUCUUGGAUGGGAAAUCUCUAAGAAUCACCCAGCUGCCACAAGAAGUAAUGUAGAUAACUGAG

>ENSCAFG00000028133

UGGGGUCUGGAAGAUGAAGAGGGAGAAAAGAAAGUAGAUAAUAUUUAAUUUCAAGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAUAAUAUUUAAUUUCAAAGUACAAUUCCUUCUAAUUGUUCCAUUCAGUUAAGAAAGG

>ENSCAFG00000027806

AUACAUUGUAAAGUAUGCUAAUGCAUGAGCAAAAUAGAAAUAUCGAAUAGGCAUUUAGUCUACAGCCAUACCACCCUGAAAUGCGCCCAAUCUUAUCUGAUCUCAGAAGCUAAGCAGAGUUGGGCCUAGUUAGUAUUUUUAAUUUAAUUCCUUUUUUUUUUAAAGAUUUUUUACUUAUUCAUUUAUGACAGACAUAGAGA

>ENSCAFG00000021789

GAGGUUAUACCAUUUUAUAUGCUCACCACUUCCUCACCGAUACUUGGCAUUGUGUUUUAACUAGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACUAUUCUAAAGCUAAAAUAGUAUCUCAUCGAUGCCACACUGAACCAU

>ENSCAFG00000027229

AACCUUGUGUGCACUGAGUGGACAUGGACAUGGACUGGGGGAGCCAUAUGUUAGUGAGAAAGCUUGAGUUAUGGCCAUAGCACUCUGAACACACCAGAUCUCGUCUGAUAUAGGAAGCUAAGCAGAGUCAGGCCUGAUGAGUACCUGGAUGGGAGAAAGCCUGAAGUGAUGAAGCCACGGGCUGAAGAAUUCAGGAUUCU

>ENSCAFG00000022609

UCUAUACCAGUGCUAUCCAAGAGAAACAGAAUGUGAGUCUACGGCCAUACCACCUUGAACACACCGGAUCUCGUCUGAUCUCAGAAGCUAACCAGGGUCGUACCUGGUUAGUACUUGGAUGGGAGAAACAGAAUAUGAGGCACGUGUGUGGUCUAAAGUGCUUUAGUAGCCACAGGUGAAAUUAAUUUUAGUACGUUUUA

>ENSCAFG00000022458

UCUGGAUCAGUGACCCCAUGUGCCUCUCGGGUCUCCUGGAUUUGAAUGAGAAUGUGCACAGCUGUCUACGGCCAUACCACCCUGAAUGCUCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAUGUGCACAGCUGCUGUCCUGCCGUUCACGCAGGACAUGAUGGGCAA

>ENSCAFG00000021920

CCCACAGCUACCACCAAUGAAUCCCAGAUGUGCCAUUUGUACAGUUGACAAUAGGACUUGGCCGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAAGGGAGACAAUAGGACUUGGCCACUGCUGCUGGCCCUACUAGACCUGGAAAUUC

>ENSCAFG00000021332

AUAAAGAAGCUGUGGUCUAUGUAUACAAUGGAAUAUUGCUCAGCCAUUAGAAACGACACAUACGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAACGACACAUACUCACCAUUUACUUCAACAUGGAUGGAACUGGAGGG

>ENSCAFG00000026976

AGUCACUUAGGGAUUUAGUGGAUGAAAAGGCCAAGAUAGGUCUAAGGCCAUACCACUCUGAACACACCAGAUCUCACCCAAUCCCGGAAGCUAAGCAGGGUUAACCUGGUUGGUACUUGGAUGGGAGAAAGCUGACACAGAAAGAGAGUGGCUCCUGCCAACCGGUGCAUUUAAAUAUUCCAAUAUUCUUGAGUCUAAUA

>ENSCAFG00000021359

CCAUGAAGGCUUACACCCCAUAAAGACAUGAGGGCAGUGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACAUGAGGGCAGUGUCUGGUGCAAAGGCACUGCUCACCAAGUGUCACCUCUCAUCACUAUCACUCUGCCCCUC

>ENSCAFG00000021237

UCCGUGGGCAACUGUGAAAUUAGAAUAUUGACAUUUCCGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCCCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAAUAUUGGCAUUUCCAGGAGGAAACACAACAUUGACUUGCCAACUCAGAGUGAAGCCUACAGGCAACAGGAAC

>ENSCAFG00000026316

UCUACAGAAACCAGCACAAAGAGACCAACCAAUAUUCAGAAAGAAGGCGAUUUAGUUUAUGGCCGUACUACCCUCAACACACCUAAUCACAUCUGAUCUCAGAAGGUAAGCAGGGUUGGGCCUCAUUAAUACCUGGAAGGGAGAGAGAAGAUGGUUUAUAAAAGGAAAUUCACAUCACAGGUAGGAUUUAGAUAAGAAAC

>ENSCAFG00000027677

UGAGAUCAUAUAAUGUUUGUCCUUCUUGGAUUGACUUAACUUCACUUGGCAUAAUACUCUCUAUGGCCAAACCACCCUGAACGCCUGCAAUCUUGUCUGAUAUCAGAAGCUAAGCAUGGUCAGGCCUGGUUAGUAUUUGAAUGGCAGACCCUGGGUUUUUGAAAGCUUUGUCUCAGAGAUUAGGUAGUUGGAAAUCACCA

>ENSCAFG00000021760

AAGAAACUCUCAUUAAUCAGAAAGAACAUCAAAACAAUCCAGACAACUUGGAGAGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGGGGCAGACAACUUGGAGAGAUCGCUGAAACUGAGUAUGUUGAAAACAUGAAAUAAAUGG

>ENSCAFG00000027301

CCCGAUGGCCACAGACGUGUCUGACCAGAGAAGCCUGAGUGAUUGACUCAAGGAACUUGUUCAUACCACCCUGAACACACCCGAUCUCCUCUGUUCUCAGAAGCUAAGCAGAGUCAGUCCUGGUCAGUACUUGGAUAAGACACUCAAGAAUUUUUUCCCUUGCUUCCUCAUUAUCUGCCAUCCUGAGGAAUGUCAGGCCC

>ENSCAFG00000027579

GCACUCACCAUGUGAUGGGCAGGGUAUCUGGUAGUUAGGAAAUAACCACUCCAUCUACAGCCAUACCACCCUGAACACACUCAAUCUCAUCUGAUCCUGUGAGCAAAGCAGAGUUGGGCCUGAUUAGGACUUCGAUGGGAGGAAAAAACCACUCCCACCCGGAAAGCAUUUGAAUCAAAACUUGAAUAAAGAAGAUUUAA

>ENSCAFG00000021691

CCACUACAACAGGAGGAGAUACUUGAACUCCGGACCCAACUCCCCUUAGAACUAAGGCAGGAAGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGAACUAAGGCAGGAAAACAUCCUUAGGAAAUUGUCUCCUAUCACCGAGG

>ENSCAFG00000027651

UGCGCAGGGUGCCCUCUGCUCUGAUGUUACCACCUCUUCUCAGUGGCACUUCCACCCGCCUGCAGCCAUCCUUCCCUGGGCAGGGAUCCCAUCAGAUUUUACAAGCCAGGCAGGGUCAGGCCCGGGAGAAACGUGAACGGCAAUGCCCACAACAACAAAGGCAGCAGGUGGUUUACCUGAGGAGCCCGGGAGCCGAGCCA

>ENSCAFG00000028039

ACCAGAGAAUGGGGCUGAGGCCUGGAAGUGAUCUUCCUUUGGUUUAGGGCCAGAAACCUAUGGCUCGAGUCUAUGGCCCUAUAACCCUGAACACACCUGAUCUCAGAAGCCAAGCAGGGUGGGGACCUGGUUGGUACUUGCCUGGGAGAAACCUAUUGCUUGUAAGCAUUGGCGAUUCAAAAUGCUUUUAAAUUUCAAAG

>ENSCAFG00000025775

CAGUGACAGCUGUGGAUUGAACAAAAGUUUGUUUUAAAAGGUAUGUGCACAUUUGAAAAAAUACCUUGCAGUAGGUCAUUUCAAAGAGGGCUUGUGGGACUAAAACCAAGAGCUCUUAACGCUGUGACCAAAUAUUGGAGUUCUCCAUAGGAUGUAAUAGUUACUCAAUAGUGCUAUGUUUUUUCCUGAGGAGAUACAGG

>ENSCAFG00000020971

CUCUCAGAAAUAAAUAAAUAAAAUAUUUUUUAAAAUAAAUAAAUAAAACUAUACCAUUACCAUUACUGCAGUCAAGUCAAAUUCAGCUCCCAUUCCCAUCAUAGUGGGAACUGGCCAAAUAGCCACAGCAAGCCCUGCAGCUUGUGGGCUCUGAAUCCCCUGCCCUGGGACCUGGGGAUAAAAGUUUGGCUGCAGACAGG

>ENSCAFG00000021751

CAGAUCAGUUUGGAAAAAUAUUGCCCUCUUAACAAUAUUAAAAUCUUCUGAUCCAUUAACAUGGAAGUCCAAAGCAGGAUACAGACUACAGUAAAGCUGUUAAGUGCUGUACUGUACCUCCUCCUGCUCAAAACAAAGUUGUUUCCUAACUAUACCAGUCUGCUAUACUACUGUAGCAGAUAGGGAUACUUGAUCUCAUG

>ENSCAFG00000021144

AAUGAAUGAAUGAAUGAACAAAUGUGUAAAUGAAUAAAUUAAAAAGUCCCAAGCCUGGACCAAUGAUGAGUACCCUGGGGUGUCUGAACCAAGGAUUUUGAUUAAACCUUAUAACUCUGAGGUCUAUCAUAAAAAACAAACCUAAUUUCUUGCCUUGGUGGAACAUGAAUUGUGGCAGAAGUUAGGAAUACAAAUGCCUU

>ENSCAFG00000026053

CAAUGACAAGGCUGUCUAGCCACCAGAACAUCCAAACUCCUUUUGAGAGAGUUUAUUUUCAUAGUGGGGGUUUGCUCUCUGGCAUACUUGUUAGGUUUUCAAGGGAGCCUGACUCUGCCACAUAUACUAGAUAGAAGCUGGCAAGACUUGAUGGGAGAUUGGCUCCCACAUGUAGAAAGAAUAAGGGGAAAAAAUGUGUA

>ENSCAFG00000026366

UUUAAACACCUGCUUUCUCCUCUAAACUAUGGAGCCUGCCAGCACUUUCACAGGCCCUCCCUUGGGCUGUGGGGCCAGGAUUUGGUAGCUGGUGUAGAGAAAGCUCUGGGUUGCAUCCUUGCCCUGGGACUGUGCCAGGGGCAGCUGUCACUCACUGGGACAGAGAGACUGUUCUGGGAUGUUUCAUUCAACACUGUGCU

>ENSCAFG00000025976

UGAUUCUUCAAUCACUUGAAAGUCCUUCAAGUGGAAGAGAGUGCACAGGUCUCCCAAGUUUCAGGGUGCAGAUGAUGACACUGUUUAGCGACCAAAGUCUGACAAAAAUGAUUGCUACUUCAUUGUCUGAUGCACCUGGGCUCUUCUGGCUUCAGGCUCUGAAAGAGGGCCUAUCUUCUCUUUUAUCAGACCCAGGCCAG

>ENSCAFG00000025971

UCUGCACUUAAGUCUUAAAAUGUACUGUGGUGGUCCCCACAAGGGGACUUGGCUUCAUAUGUGGUUUGGUGGCAUCCCUAGCCUCUUAUGCAAAUGAUGGAAAAGUCACUAUUUAGGAAAGAAUGACAUGAACAAAGGAACUGCUGAUGUGCCAGAAAGACUAGGGGGAAAGGGAAGGGGUUAGGGGCAGUAAGGGCAAG

>ENSCAFG00000026115

ACGACGCGGGUUGUUGGGGCUGAAUGCGAAAAACCCGUGGGCUCGCGCUUCCUGCCUGUGAUGAAGCCUGUGUUGGUAGGGACAUCUGAGACUGUUGAUGAAUGCCAACGGCUCUGAUGGCGGCGCUUGCCGGGUCCCCGAGUGGGCCUUCGUUAGUGGCCUCGGCCCGGGCCUCCUGCGGCCUCGCCGGGGAAGGCGGG

>ENSCAFG00000027533

CAGACUGCUGGUCACCAGUCAGAUACUCAGUCUGAACAGAAGAUUGUACUGAGCCAGAAUGUAGCUGUGUGCGGAGGACUGAGAAGGUGAGGCAGCCCAGUGCUGUGCUGUCUUCCACCGGUUAAGACCUCCGAGAGUGAAGGCCUGCCAAGGCGGAGGAUGUCCCUCUGCCACCCUUGGAGGGGCAGUGCUGUGCUGGC

>ENSCAFG00000026616

CCCACUGGAGGGCAAAGUUUGUGUUUAAAAUAUGAUGGGGAAAAAAAAUAAAAUAAAAUAUGAUGGGAGCAUGGGGUGUGCUCAGAGCAGGGAGCCUGAAGAAAUGGCUCCUCUGUUUAUAACACACCCAAGAGGAAUCUGGGUUUGUUGUGACAAGAGGCACAAAAUGUGUGGCCUUCCUAUGAACAGACACCCUACAC

>ENSCAFG00000027576

UCAGGUAAACUAUACACAUGGAGAAAUUACUUUUGGUGGGACUGGCUAUGUAAUAAUUUUCUGAUGGCAAUGAUGAUUUUUAAGCUUACUCACCUGAUAAAUAUGAGGGUGUUCAGUCACUACCUCAUCUGAUGCCAUCUUGAUUUAUAUAUUUCAAGGGGGAAAUACAUACUGAAGUAGGUUGAAAAAUACCAUCUAAU

>ENSCAFG00000027485

GAGUGCCUGAAAAUUCUUAUGGGCAAUGAAUUGCUUCCCUUUUUAAUAUUGUAUUUUAUUUUUAACCGGCACAAAAGUAAAUUUUAAAAUAGCCUCGGGACCCCUGAUGUGCCAUGGCUGCAAACAGUAGCCUCCUUGGCAGUGUAUGCAGCUUAUUGUCUAUACAGGUUGCCCUAAGGGUCCUUGGAGACAGCCCUUUC

>ENSCAFG00000026738

CACCUUUACCCCGAAGCCUCGCAAUAAAAUGGUUUGAUCCAGCGCUGGUGUUAAGCGUCUUCGUCGUCCCGACGCGCUGCCUUUGAGCCCCCGCCGCGCCUGCGCGUGGCGCCGGGGGUCAGGCUGCAGCGCCAGAGCACGCGCUUGCGCAUAACUGGGGCCGCCCGGUUCCCCCGCCGGCGGCCCUUUUAACCGCGAGC

>ENSCAFG00000028078

UAGGUAAGUUUUCAUUGGGGACAGUGUAAUCUUUGGGGUACCAUUACAGUUCACAUGAUGAAUUUAACUGUUCAACUGCUGAAUGAUACAGACAUGAACUAAAACUUAAUUCUGACAGAGCUGAUCAUAGCUAAAAAAAUAAUUUGGAUACUAACAUAUUUUUAGAUUUUAAUCAAACUUAAAUUGUCUUUAAUCUUUUA

>ENSCAFG00000027854

ACACAUAAAUUAAUAAUACAUAAAUUAAUAAAAGAGGAUUAGUUAUGGGGCCAGAGAUGAGAAUGCCUCAUGAAACAAAAAUUUUAAUUAAUCCAGUUCUGUGCAACUGAGAUUCACAGGCAUAAAAGUCUUAAGUCAUGGAAAAAAGACAUAGGCUUAUUCAUUUAUUUUUAUAAACUGUUUAUAUUACCUGGUGUGUG

>ENSCAFG00000027566

UUUAGUAUAGUGCUCAACACAGAGUAUGCUAUCAACAUCUGUUUGCAGCUGUUUUUAUUUUCUUAAUAGUGGACAUUUAUUUUUGUUCAGUUUCUUCUUAAGGUGAAGAUACUCUUUGUAAAUGUCCUAGAGAAACAUAGUAGCUUUCUGUUCACUCUUUGCAAGUAAAAAGGGUGGAUCGUUCCACUGCUGACACACAU

>ENSCAFG00000027476

UAACCAUCUGUUUCUCUGCCUCAGUUUUUGAGGAAGAAGCAAGGAGAAUCAUACUGCCCACUUUAAGGAUACUCACACUUUGUUUGUAACCAAUGGAGCUCUUUCUCCAUGGGGGCCCAGCGAGUAAUGCCUACAGACAGUGGCCUCCUUGGUGGUGUCUGCAGUCAGUUGAUUGUAUGGGUUGCCCUAAGGGACCUUGG

>ENSCAFG00000027613

CUUGAGGGCUUGGAGUUGUGAUUAUUGAUUAAUCAGUGUGUAGAUUGGGAUCUGCAUACAACUGGACAGGCUUUCCUUUUAGAACACUUGCUGGGUCUGCCCUGUGGCCUGGGAAGCUGUCAGAGAAGGGCAGAGCAGUCCAUUGUCACUGAUGAGAUGGCAGCGGGAUGUGUUGUUGGUCUCAAUCAGAUUGUUGUGGG

>ENSCAFG00000025827

UGGGAGCCACCUUCCCUGUGGGGGUGGGGGAAGGAAGGUCAGCCUCAUUCCAGCCUUCUUAUGAUGAAAACUGUCCAGUUCUGCUACUGAAAGGAAAGAGAUGAAAGCCUUUAGUGCUGAGGAAGGCAGCAGGGAUUGGGAUGUAUAGGGUAUUGAGGAUACUUUCCCUGAGCCAGGGCCUUGGGAGCCCCAACUAACCU

>ENSCAFG00000025751

CUUGAUGAAUGAGAUUGGGGGGUGGGGAGGGAAUCUGUGUGUAGAUUUCUGAGCAAUGAUGAAAAGGUUUUACUACUGAUCUUUACAACUAUGAAGGUUUCUACACUUGAUCUGAGCUCAGAGUUCAUCAUUACUAAUGUCACUGAUUUGGGUUUUUUCUAGCUAUUACUUCUUACAUUGUAGUGUAACGUUCCUCUUCA

>ENSCAFG00000021838

UCUGUGGAAUAAAAAGAAUGAGUGCUCUCUGAGAUCUGCUCUUACUGAAGUGGAUCGAUGAUGAAAAUAGCCCAAAUUUGAUUAUCAGAAGCCCUUCUGGUCUACCUGAUGCAUGAUCUCCAUAGUUCUGAGAAGGAAAGGUAACUUAGAACAGUAAAGACUUACGUCAGUAGCUGUGUAUGCCAAGAUGACAGUGUAUA

>ENSCAFG00000022954

UGGGGAGAUCCUAUGAGCUGUUCAGCCUGCAUAGUUCAAUUUACCAGGAGGCCAAGGAAGUGCUUGGAUCGAUGAUGACUCCUUCAAUUUGCAUUCCUUGGAAAAGCUGAACAAAAUGAGUGAGAACUCCCUACUGUCGUUCUCGUCAAAACUGAGGUCCAGCACGUUGUCUCCACAGGGAAGGAGACAGUGGGAGGGAG

>ENSCAFG00000025843

CUUUUCUGGACCUAAGCUCUCUAUCAUAUGUCUGAGUGCAUAGGGAUGGUGUUGGGGGCCUGUGUUUCUUAUCUAGCACUUUCACAGAUCCUCCCCCAGGCAGUGGGGCCAGGAUUUGGUAGCUGGUGCUGAAAGAAAACCUUUGAUUGCAUCCUUGCCCUGGGACCGUACCAGUGGCAGCUGUCACUCAGUGGAACAGA

>ENSCAFG00000026131

CAGAGGGCAGUGUUCACAGGAGGCUGAGAGCCUCUCUCCAGCCUGUUUCCCUGCUCCCUCAGCCUUACUCCCGGGCCUUUUGCUGUGAAGUGCCCCGGCAUUGCCUGAGGGUACAGGACCGAGCACACGUCCCUCCCCAGGAAGACUCUGUGUUCUCGUGGGGCCUACGAGUUGAGCUGACAGUCCAUGUCAGGUGGAGU

>ENSCAFG00000026032

UCCUCCCAAGUCACAUCCUCGGGUAUAUCUAUUGGGAUGCUUUAGGCUGCAAGUAUCAAAAAACCUCACUCCCCUGGAAGUACAUCCCAAUGGGUUUUUUUCUAUAGACCCACAUUAUUGGGAAUGCCUCAUAGAGUAAAUAUGUAGUUUGCUUUGCUCAAAUAAUUAUGUUUAAAUCUGUGGGAAAGAACUAUAAGGCA

>ENSCAFG00000026138

UCCAGUUCUGAAAUGGGCCAGCUAGGAUUUUAGUUUUCCAUCCAGUAAAAUGACAACUGAAAAAGACACUUAUAUGCCUUUUUAAAAAAUCAUUUCAAUUUUGGUUGGCUGAUGAAUUUACAAGUAUAGGUAGUAUGCUAUGACAGGGGCAAGUCUUACACUAACACCUCAAGGGUGUCUGGUUCAAUGACCAGAGUUUG

>ENSCAFG00000026437

UUUUAUUUUUUAUUUUUUUUUUUAUAUUUAAAUUUUAAAAUGCUUUAGAAAAAACUACCCAAAGUCUCUGACCUGGGUAGAGUGGCAUCUGGUUGGUAGUGCCUGCCUCAUAUUAGCCAGGGACAAAGCAACGCCUUGUUUAUCCCAGCUUGGCUUUUGGUCUGUGCCUGUGCCUAGUUCAUGCCCUGGACAUGUGGAUU

>ENSCAFG00000027395

UUUGUAAUUCAUCUAUAUUUUGAAAUAAAUGAUAAGAACGGCUUUGCAAUUUUAAAUUUGAAAGAAGUACUUCAGCAUUGUGCAAUGGCCUUUGGUUUUUCUCAUAGCCAAUUAGGUCUGAAAGCAAUGCAAGAGAAACUUCCUUUUUCCACGAGAAACUUCCCUGUGGUGGGUUGUUCCUAUCGACAGAAGGGUACACA

>ENSCAFG00000028228

UAAGUUAAUACCAAUUUUCUAGUUCUUGUGUUCACAGUUAUUAUAAAUAAACACAGAAGCAGGCAACGUGUGGACCAAUGAUGAGAGUAUAUCAUGAGCCGAGGAUUAUGAUUAAUCUAAUUCAUGUACCUGAGAUGAAUUAAAUUUAAAAAGACAAAGCUUGUAAGAAUUGAACCAUUUAUAUUGGCAUGUGACUUGGA

>ENSCAFG00000026801

CUGACUCGCUCAGGACUCUGAAGGUACUUGACCAUCUGGGAUGACACACUGUAGGGGAGACCCUGUGCCCAGUGAUGAUACCCAUCCUUGCUCCCCGUGCCCCCCGGGCUGUGGGCGACAUCAUGGCUGCCCCCAGGUUGUGCCAGUUGGGCUGAUGCCUGGGGGCUGAGGGCACGGGGUCCUCGGGGCGAGGGGCUUGC

>ENSCAFG00000028347

UAUUUCUUGCCUUUCCCAAUUUUGAAGUUUUUCUGAAAAGCUGUUAAUAUCUAACGGAUAUUGCUAUUUGUUCAGUGAUAUAUUGCCAACACAUCAUUCUGAAGAAAACUGUGGUGACUUCUGUGACUGAGUAUAAAAUAAAUGACAUGGUCUCUGAUCUAUCUCUUCAGAUGAGCAUGUUUCAACAUUUCAUCUUUUUA

>ENSCAFG00000027561

CCAGGUAAAAGAACCUUGUAAAGAAAAGUAAUAGUGUAUUACAGAGGCCUUGGCUAGGUUCAUGAUGACAUAGGACCUUGUCUGAACAUAAUGAUUCAAAAUUUGAGCUUAAAUGACACUCUGAAAUCCAGUCAAUGUGCCUCAGUAGAAUUUUCAGAGAACAUUAUUUUCAGAAGAAAAUUUGGCUUACCAUGAAAACU

>ENSCAFG00000027698

CGCCACCCAGGGAUCCCGAUAUUUGUUAUUUUAAAUGAAAGACUGAGUAAAUGCUUGAGGUCCUUGAACAUACCAUUGAUGAGAAUAUGUCAUGAACCAAGAAUAAUGAUGAAUCUAAUUCUCUGCAUCUGAGCUCAAAAAAAAUUAUUUUUGUCUUCAAUUCUAUAUCUGUUUGUUAUAAGUAAGAAGAAUAAAGUGCA

>ENSCAFG00000020689

UACUAAUGCUGCUACCAGCAGAAUGAUAACUGAGAAGAGUUUAAAAGUUCUUGUGCUUGCUCUGGCAGCACAUAGACUAAAAUUGGAAUGGUAUGGAGAAGAUUAGCAAGGCCCCACACAAGGAUGACAUGCAAAUUUGUGAAGUGUUCCACAUUAAAAAAAAGUUUGCACCCCAAUGUUCAUAGCUUUUCUGUAUCCAC

>ENSCAFG00000021582

UUUCCUCUCACCUAUAUCAAGACCUAAAGUGAGUGUGCUAGCUUCGGCAGCACAUAUACUAAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGCCUCUGUGCAAGGAUGACAUGCAAAUACGUGAAGCAUUCCAUAUUUUUUUAAAUUUUAUUUAUUUAUUCAUGAGAGACACACAGAGAGAGGCACAGACACAGGCAG

>ENSCAFG00000025894

CACUCUAAGCAGAUUCUCUGGAAAGUGAAAGCAAAUGAAAGAGGGCUCUAAAAAUAAUUAAAAGGUACUCACUUUGCAGGACCUAUAGUAAAAUCAGAACAAUACAGAGAAUAUUAGCAUGACGCCUGCAUGAGAAUGACCUACAAAUUAGUGAAGCAUUCCUUAUAAGAUGAUGAUGACAAGAAGAAGCAUUAAGAAUA

>ENSCAFG00000025771

AUAAGUAAAGAGGAGGCUAAAGAAUAUAGGCUUCAAUGCUUACUUUAGCAGCACAUGUACUAAAAUUAGAACCAUACAGAGAAGAUUGGCGUGGCCCCUGAACAAGGAUGACCCGCAAAUUCACGAAGCAUUCCAUAUUAAAAAAAAAAAAUUAAAAGAGACUUGAGUACCCAGAGAAGGGCCCUUCCACCAGUAGGAUG

>ENSCAFG00000025853

ACCUUUGUAAUUAUUAAUAAUGCCAUUCUUUAAAAGUAGUAAUUUGUGCUGGCUUGGGCAGUACCUAUACUAAAAUGGGAAUGAUACACAGAAGAUUGGCAAAGCCUUCAUGCAAGGAAGACAUGUAAAUUCAUGAAACAUUCCAUAUUUUUUCAAAAAAUUAGAAGUAGAACCACUGUAUGAUCCAGCAAUUCUACUUC

>ENSCAFG00000025974

UAUGUACAUGUGAAAAGGACCUAUCUAUAAUACCUAUAGGAUACACUGCAUAUUAAUAUAUAUCAAAACAAUACUUACCUGGCAGGGGAGAUACCUGGUUUUCCCAGGGCGAGGCUUAUCCAUUGCACUACGGAUGUGCUGACCCCUGCGAUUUCCCCAAAUGUGGGAAACUCGACUGCAUAAUUUGUGGUAGUGGGGGA

>ENSCAFG00000022906

ACAGAAAAUAUUUUGAAGAACAAAAAUAAGAUUGUAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUUGUUUUUAUUUAAAAAAAAAAAUAAGAUUGUAAAAUGAUGACUUGUUACUAAAUUAAA

>ENSCAFG00000022295

AGGACCCACACAGACAAAAGUAAAAUUUAUCCAGUGUACUUUCCUUUCCUAAAGGGUAUAAUGCCAUGCUUGCUUCAGCAGCACAUAUACAAAAUUGGAAUGAUACAAAAAAAAUUAGCAUGGUCCCUGUGCAAAACAACACGCAAAUUUGUGAAGGGUUCCAUGUUUUUAAUAGAUAUGCAAAAAAUAAGGAGAAAGAA

>ENSCAFG00000022123

UAAGUGUCCAUUGAUAGAUGAAUGAAUAAAUAAUAUGUGACAUACAUCACUUCUCGGCCUUUUGGCUAAGAUUAUGUGUAGUAUCUGUUCUUAUCAGUUUAAUAUCUGGUACAUCCUUUAUCCAAGGACAAUAUAUUAAAUGGAUUUUUGGAAUUAGGAGACAGAAUAGGAGCUUGCUCUGUUUACUCCACACAUCGAUC

>ENSCAFG00000026117

AUUUUUUUUAAGAAUUCAAUGCUCGCUUUGGUAGCACAUAUACUAAAAUUGAAACGAUACAGAGAAGAUUAGCAUGCCCCUGCACAAGAAUGACACGCAAAUCCGUGAAGUAUUCCAUAUUUAAAAAGAAAAUAAAAAGUAAAAAGAAUUCAUUUUCUAAGGAAUAUCUUACUCAGGACUAUUUAACUGUUCUAAUUUCU

>ENSCAFG00000026337

AACUAAUAAAUUCAGUAAAGUUACAAGAUACAAAAUCAAUAUAUAAAAUGUUUUGGUGCUUGUUCUAGCAGCACAUAUUCUAAAAUUGGAACAAUACAGAGAUCAGUAUGGUUCCUGCACAAGGAUAACACACAAAUUCGUGAAAGUAUUCCAUAUAAAAAAAAAAUCUUAUGUAUUUCUAUAUGUUAAUAACAAACUAC

>ENSCAFG00000027740

CAUUGCAAGUGUCAAAAAUGUAUUAGAAAUUAUUGUAGUGCUCACUUCGGCAGCACAUAUACUAAAAUUGGAACAAUACAGAGAUUAGCAUAGCCCCUCUGCAAGGAUGGCAUGCAAAUUCAUGAAGGAUACCAUAGUUUUUAAGACAUAGUGAAAGGAAUUAUAGGGGAAAGGAGGGAAAAUGAGUGGAAAAAUUAGAG

>ENSCAFG00000027272

UGAGUGCAGAGAUUACUUAAAAAUAAAUAAACAUCUUGUGCUCACUUCGGCAGCACAUGUACUAAAAUUGGAAUGACACAGAGAUUAGCAUGGCCCCUGUACAAGGAUGACAUGCAAAUAAAUAAACAUCAUAAAAAAAAUCAUAAACUAAACUCCAUUCUAAACGUAUGGGAAGAAAUACUUCUUAUAUGCAAUAUCUA

>ENSCAFG00000027484

UUGAAUGUGGAAUCAGUCUUUUCUUUAAAAAGGCAGAUAGCUCAUGCCAUGAGAAGCAGUAAGAGCUCCUCUGUGCUCACUUCAGCAGCAGGUGUACUAAAAUAGAUACAACCAAGAGCAGAUUGGUGCAGCUCCUGCCCAACGAUGACAUGCGAAUGUGUGAAGCAGGCCAUAUUUUUUCCAGGGACCAUCUAUAUCUA

>ENSCAFG00000026655

GUGUAACUGGCAUCCCAGAAGGAAAGGAGGGAGGAUAUGACAGCUUUUAGAUCACAUGAGAUCAUGUGUACAGGAGGAGAGAAGGUCAGUGUUCCCCUUGACAAGGAUGGAAGAGGCCCUUGGACCUGACAGCAUGCACACCAGUAAGGGAUUAAGGAAUUGCCACCUCCUUCGUAGCAUCUAACCUUUUUCUUUUUUUU

>ENSCAFG00000027835

CCUAGAUUGGACUCUGUCACUUUAAUCAAAAACACAGUGAACUUCUGUGCUUGCUUUGGCAGCACAUAUAGUAAAUUGAAAUGAUUAGUAUGGCCCCUGCACAAGGAUGAUGGAAACAAUUUGUUUACAGGACUUUUAAGGUAUAACAACUAAAUUCUUAGGGUAAACCAAUGAGAUUUGAUGAGGAGACAUCUAAGGUU

>ENSCAFG00000021160

CUCAACUGACUGAGCCACUCACGUACCCAUAUAUUUCUAUAUUUUAUUAAAAUUGCAGCAGAUAGUGCUCACUUCUGCAGCACUUCUACUAAAAUUGGAAUGAUACAGAGAAGAUUGGCAUGGCCCCUGCCCAAGGAUGACAUGCAAAUUCAUAAAAUAGUAGCAGAUAAUUUAUACUGUCAUUUUUUACUCACCAUUGA

>ENSCAFG00000020747

CUUCAAACUCUGUUGUACAUUAAAAAAAAAUUUACUAGUGCUCGCUUUGGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGAUUAGCAUGGCCCUCGCACAAGGAUGAUGUGCAAAUUCGUGAAGCAUUCCAUAUUAAAAAAAAAAAAAAGUUUACUCUUCACCUAUCAUUUCUAUGUGUUUGUAGUGGGAUGUCCCA

>ENSCAFG00000021082

UCUUACACUAUACACAAAAAGAAAUUCUGUAUGGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAAAGAAAUUCUGUAUGAAUAAAUGAUCGAAACAUGAAAGAGCAAACUUUAAAUUCAAGAAAUUAUAAGAUGAGGGGAUCCCUGG

>ENSCAFG00000021699

UAAAAAAAUAAACAAACCUUAAAAAAAAAUUAAGUGCUUGCUUUGGCAGCACAUAUAUGAAAACUGGAAUGAUACAGAGAAAAUUAGCAUGGCUCCUAGCACAAGGAUGACAUGUAAAUUCGUGAAGUAUUCCAUAUUUUUUUAAAAAAAGAUUUAAAGAGACCUCUUGGAAAAUAAAUGAAGCCUACAGAUGUGUUUGC

>ENSCAFG00000021803

GGUAAUCACAAUUGUCUGAAAACGUUAUUAAAACAAUCUUCCAUUGCUUGCUUUGGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGUGCAAGGAUGAUAUAAAAUAAUCUUCCAUUUGCCAACUAUAUACCCAUAUGAAAUCAGCUUUUCCUUUAUAUAUUUCAACCAAAACAACGUAAAU

>ENSCAFG00000021922

CCUUUGUGACUUUGUCUUUGGCCCAUGAAUCACUUAGAAAUACGCUAUUUCAUGUGCUUGCUUUGGCAGCACAUAUACUAAAAUUGGAACAACACAGAGAUUAACCUGGUCCCUGUACAAAGAUGACAGGCAAAUUCAUGAAGCAAUUCAUAUUUUAAAAAAAGAUCUGCUAUUUCAUUUUGGAGUAUUCAUGGUUUUAC

>ENSCAFG00000025944

GUGUGAGGGUGUGUUGGGCCGCGGGGCAACGCGAGUUUUACUUCCUUGGUUGGGGAGAUACAGUCGGGGAGGUGGUUUUCCCAGAGCGAGUUCUGUCUGUUACCCUCAGGAUGUGCCGACCCCUGCGAUUUCCUCAAAUGUGGGGAGACUCGGCUGUAUAAUUUGUGGGGGGCUGGUAAUGUGUUGGCCCUUUCCCUUGG

>ENSCAFG00000022165

AUACUUUAGAAAGAAGACAGGGUGGAUCGUUUCUUGGCCUUUUGGCUAGGAUCAAGGGUAGUACCUGUUCUUAUCAGUGUAAUAUCUGAUACGUUCUCUAUCUGAGGACAAUAUAUUAAAUGGAGUUUUGGAAUUAGAAAAUGGAAUAGGAGCUCGCUCCAUCCACUCCACACAUUGACCUGGUAUUGCAGUACUUCCAG

>ENSCAFG00000022325

UACCCAAGAAAAUCUCAAUGGCUGAAGCCAUUGGUUGCCAUCUCUGCUUUGAAGUCCUGGGACCUAGCUUUGCGCAGUGGCAGUAUCGUAGCCAAUGAGGUUUAUCCGAGGCGCGAUUAUUGCUAAUUGAAGUCCUGGGACCUUUAUUCCAAAGUCUUUUGGCUCUGAGACCUUUAAAUUACACUGGUCUUAUAUUAAUU

>ENSCAFG00000021994

ACUUGGAUGAAUAGAAAAGCCAUCAGUUCUGUCAAAAAAACUAAUAUGGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUGCAGAAAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUAUAAUAAUGUGUCAUCUGGAAAAAAAAAACUAAUAUGUAUUAGAG

>ENSCAFG00000025822

AAACACUUUAUAUACAAAAAAGAAACAACUGUUGGAUGCUAAGCUUAGACUUAUGAGUAAGGAAAAUGACAAUACAGAGUGAUGCCCAAAUCCUCAUUGCUAAUGUGAGAUGAAUUUUUGAGUGGGUAAAGGUUGCAUCUAAGGUGACCUGCCUACUUUGUGGGAUGCCUGGGAGUUGCGAUCUUCCCAUCCCCCUUUGA

>ENSCAFG00000025744

CUAUAGACCACCCUCAUCAGAAUUCUCUAGGAUACUAGUUAAAAAUGUUAAGUUUCUCACUUACCCUGGCAGGGGAGAUACCAUGGUCAUGAAAGUGGGUUUUCCCAGAGCAAGGCUUAUCCAUUGCACUCCAUACAUGCUGAUCCCUGCGAUUCCCCCAAAUGUGGGAAAUCUAGCUGCAUAAUUUAUGGUAGUGAGGG

>ENSCAFG00000027499

CAUAUGGUAUUUCUGUUUUUAAUAUGUUGAGGAACCUCCAUACUGUUUUCCACAGUAGCUGUACCAAUUUACAUUCCUACCACAUAUUCUAAAAUUGUAAUUAUAUAGAGAAGAUUAGCAUGGCCCCUGCAAACUUCACAACCAUUUUUAAGUUUGUACAAUAAGUCAGGCAGAGCUAUAGGUAAGAUAAGAUAUAGUCA

>ENSCAFG00000028227

CCUGUGUCUCUGCCUCUGUGUGUGUCUCUCAUGAAUAAGUAACUAAAAAUCUUAAAAAAAAAAAAAAACUAAAAUUGAAAUGUUAGAAGAUUAGUAUAGCUCCUGUGCAAGGAUGACACUCAAAUUAAUGAAGCAUUCCAUAAUUUGCAACUAAUGUAACAUUGGUUGUCAACUAUACUUCAGUAUAUACUUUUUUAUAU

>ENSCAFG00000028265

GUAGACCCUUGAGUACAGAUGAAGAUCAAAAGAUUGCAUGAGUGUUGGUAUUGGGAAAGGCAUUACAACCCUCUGAUCCUUGCCUGGCAGGAGAAAGAUAACAUUCACAAAAGUGAGCUCUCCUGGUGAGGCUAUUCACUUGCUCUCCAGGUGUGCUGACCCCUGUUACUUUCCUAGGUGUGGAAAACUUGAUGGCACAU

>ENSCAFG00000027927

UGAAGUUGGAGACCAACAAAUGCUCUUAUUUUCAUCUUCACAUAAAACAUGGGCCUGGUAAUAUUCUGGUUUCUCUUCAAAUCCUAUAAAUCUUUUGUCUUUUGCUAAAGGUUUCCAUAAAGAGGAACAGUUUAUAAGGUUUUUUAGGGUUUUUAAAAAUAUGUAUGAUGUAUAUAUACAGCUUACUCUCGAAUGGCACA

>ENSCAFG00000027592

CAUAGUACUAGAAGUCUUAACCUCAGCAUCAGAUAAGAAAAAAAGGUAUAAAAAUUGGUAAGGAGUGCUUGCUUUGGCAGUACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGACCCCAAGCUGCAUGUCAUGCAGUUUGCAUGACAUGCAAAUUCAUGAGGCAUUCCAUAUUUUUAAAAAAUGGUAAGGA

>ENSCAFG00000026783

UAAACAACAUCCUCUAAUACUCUGUUGUUUAAAUAUUUCAUAAGGAAAGUUGUAUGAAAGGGGAGGUUAGCACUCCCUUUGACAAGGAUGGAGGAGGCCCUUGGGCCUGACAACACACAAUACAGUUAAGAGGCAUUGCCAUCUACUUCAUGGCAUCUAACCAUUGUGGUGUUGUUGUUGAAUCAUUGUAUUGUGUAUGU

>AB004268 1

ACGAGCCCAGCGGGCACUGAGACAGCUAUGGGGCUGCUGACCGGGGACACGCUGGGGCCCCUGGCCGUAGCCGUGGCCAUCUUCCUGCUCCUGGUAGACCUGAUGCACCGGCGCAGGCGCUGGGCCACACGCUACCCGCCAGGCCCCACGCCAGUGCCCAUGGUGGGCAACCUGCUGCAGAUGGACUUCCAGGAACCAAU

>AB006421 3

GGCAGCCCCUGGUCCUGGUGUUCCUGGUGCUGGGCUGCUGCUCUGCAGCUCCCAGACCACACAAGCCCACCGUUGUGGUCUUUCCAGGAGACCUGAGAACUAAUCUCACUGACAAGCAGCUGGCAGAGGAAUAUCUGUUUCGCUAUGGCUACACUCAAGUGGCCGAGCUGAGCAACGACAAGCAGUCCCUGAGUCGCGGG

>AB008451 1

GUGCACCGGCACAGACAUGAAGCUCCGGCUCCCGGCCAGUCCCGAGACCCACCUGGAUAUGCUCCGCCACCUGUACCAGGGCUGUCAAGUGGUACAGGGGAACCUGGAGCUCACUUACCUGCCUGCCAAUGCCAGCCUGUCCUUCCUGCAGGAUAUCCAGGAGGUGCAGGGCUAUGUGCUCAUUGCUCACAGCCAAGUGA

>AB012223 1

CUCUCAUUCAAAAUGGAAGGAGAGAUAAAGAGCUUCCAAGACAGGCAGGAACUGAAAGAAUAUGUGACCUCCAAACCAGCUCUGCAAGAAAUUUUAAGGGGGACUCUUAAAAUUCCCCUUUAAGAAGAAGUUCAGUGGAACAGUCCACAAAAACAAGGACUGAAUAGAUAUCAUGAUGACACUAAACUCAUAUCUCUCAA

>AB012918 1

GGCGGACAGCCGGGACCCAGCCAGCGACCAGAUGAAGCUCUGGAAGGAGCAGCGCGCCGCGCAGAAACCUGAUGUCCUGACCACCGGGGGCGGUAAUCCAAUAGGAGACAAACUUAAUGUGAUGACAGCAGGGCCUCGGGGGCCCCUUCUUGUUCAGGAUGUGGUUUUCACUGAUGAAAUGGCUCACUUUGACCGGGAGA

>AB017553 1

UUGAACAAGCAGCCGCCCUGGGAGAGCCUCAGCUCUGCUACAUCCUGGAUGCCAUCCUGUUUCUGUACGGUAUCGUCCUCACCCUGCUCUACUGUCGACUCAAGAUCCAGGUGCGAAAGGCAGCUGUAACCAGCUAUGAGAAACCAGAUGGCAUUUACACGGGCCUGAGCACCCGGAACCAGGAGACUUACGAGACCCUG

>AB020887 1

AGGCUACGGAUGUACCCCCUACUGCCACUGUGAAGUUCCUGGGGGCUGGCACAGCUGCCUGCAUUGCAGAUCUCAUCACCUUUCCUCUGGACACCGCUAAAGUCCGGCUGCAGAUCCAAGGAGAAAGGCAGGGGCCAGUGCGGGCUGCGGCCAGCGCCCAGUACCGAGGCGUGCUAUGCACCAUCCUGACCAUGGUGCGC

>AB021708 1

UUGGGCUCUGCUCAGCUGGCGUCGUCGUGGGCUCUGAACAUGAGACCCGCCUGGUGGCAAAGCUAUUUGAAGAUUACAACAGUGUGGUUCGGCCAGUGGAAGACCACCGCCAGGCCGUGGAGGUCACCGUGGGCCUGCAGCUGAUACAGCUCAUCAACGUGGAUGAAGUCAAUCAGAUUGUGACAACCAAUGUGCGGCUG

>AB021930 1

GGGGUAUUGUGUCAGCCGGCCUUAUCUCCAGCGACUUCACGACCGUGCUGGGAACGCUGCCUCGCUCCGAGCACCAGGUAGUGGCUGUAGCGGCCCGCGACCUGAGCCGGGCGAAGGAGUUUGCGAGGAAACAUGACAUCCCCAAAGCCUACGGGUCCUAUGAGGAGUUGGCCAAAGACCCGAAUGUGGAGGUGGCCUAC

>AB022020 1

CUCACCUUUCCACUGGACACAGCCAAGGUUCGCCUGCAGAUCCAGGGGGAGAACCAGGCGACACAGGCAGCCCGGAGAAUCCAAUACCGCGGUGUGCUGGGCACCAUCCUGACCAUGGUGCGCACCGAGGGCCCCCGCAGCCCCUACAACGGGCUGGUCGCCGGCCUGCAGCGCCAGAUGAGCUUUGCCUCCAUCCGCAU

>AB023629 1

CGAUCUGGUCCUGACCUCCCUCGCCACUUCCAUGGCUUGGGGGUACCCGUCCUUGCCACCUGUGGUGGACACUGUGCAAGGCAAAGUCCUGGGCAAGUAUGUCAGCUUAGAAGGAUUUGCACAGCCUGUGGCCGUCUUCCUGGGAGUCCCUUUUGCCAAGCCUCCUCUUGGACCACUGAGGUUUGCUCCACCACAGGCUG

>AB024517 1

GAAGCUUCAACAACAAAGGCUAAAAUGAAGUAUUCAACCACGAAAAUCCCCCCAGCAAAGAUGAACAGUUCAGCAGACAAGGCUUUGGUAAAAUCUCCUAAGCUGAGAAAAUCCCAACAGAAGCCUGAAGGAGUUUGCCAGAUGUACUUUAUGCAACUGCGUUCUGGCCUUAUCAUAGAAAAGACAUCCUGUUACUUUAG

>AB026988 1

CUCUCUGCACGCUGUGGCUGGGGCUGGUCCUGCUGGGGGUGCUUGGAGCCCUGCAGACGUCGGCCCAGGCCCAGGUGUCCCUGCAGCCCAACUUCCAACAGGAUAAGUUCCUGGGGCGCUGGUUCACCUCGGGCCUCGCCUCCAACUCGAGCUGGUUCCGGGAGAAGAAGAACGUGCUGUCCAUGUGUAUGUCAGUGGUG

>AB028041 1

UGUGACAGCAUUGGAGCUUCUUGGACACCUGGACAUGGACCCCGGGGAAUGCACCUGCAUGUCUGGAGGAAUCUGUAUCUGUGGAGACAAUUGCAAAUGUACAACCUGCAACUGUAAAACAUGUCGAAAAAGCUGCUGUCCUUGCUGCCCCCCCGGCUGUGCCAAGUGUGCCCAGGGCUGCAUCUGCAAAGGAGGCUCGG

>AB028042 1

UCUCCGCCCGCUGUCCCGGACUCCAGCCGCCCCUUCUCGCCAUGGAUCCCAACUGCUCCUGCGCCGCGGGGGGCUCCUGCACGUGCGCCGGCUCCUGCAAAUGCAAAGAGUGCAGAUGCACCUCCUGCAAGAAGAGCUGCUGCUCCUGCUGCCCCGUGGGCUGUGCCAAGUGUGCCCAGGGCUGCAUCUGCAAGGGCGCA

>AB028142 1

UCCCCACCCCCAAUGUAUCAGUUGUGGAUCUGACCUGCCGCCUGGAGAAAGCUGCCAAAUAUGACGACAUCAAGAAGGUAGUGAAGCAGGCAUCGGAGGGACCCCUCAAAGGCAUCCUGGGCUACACUGAGGACCAGGUGGUCUCCUGUGACUUCAACAGUGACACCCACUCUUCCACCUUCGACGCCGGGGCUGGCAUU

>AB031064 1

CCUCAUCUCUUCUCCUUCUUGGUGGUCUGGUCCUGACAGCCACCAUGACGUUCCCCCUGGAGAAGGCUCUGGAUGUGAUGGUGUCUACUUUCCACAAGUACUCUGGCAAGGAGGGUGACAAGUUCAAGCUCAACAGAUCAGAGUUAAAGGAGCUGCUGAUGCGGGAGCUGCCCAGCUUCUUGGGGAAAAGGACGGAUGAA

>AB035079 1

GGCAGCCAAAAUGAUGUCCUUUGUCUCUCUGCUCCUGGUUAGCAUCUUGUUCCCUGCCAUCCAGGCAAAGCAAUUUACAAAAUGUGAGCUGCCCCAGGUGCUGAAAGACAUGGAUGGCUUUGGAGGCAUUGCUUUGCCUGAAUGGAUCUGUACCAUAUUUCAUACCAGUGGUUAUGAUACACAAACCAUAGUCAAUAACA

>AB035080 1

CAUCCACUUAGCUUCCCCUUCACUUUCUGUACUCCACCUUGGAAAAAAGGACUUGAUAACCAUGAAGGUCUUCAUCCUGGCCUGCCUUGUGGCUCUUGCUCUUGCAAGAGAGAAGGAAGAACUCACUCUAUCCAAUGAGACUGUGGAAAGCCUUUCAAGCAGUGAGGAAUCUAUUACACACAUCAACAAGCAGAAACUUG

>AB038231 1

GGCGGACAGCCGGGACCCAGCCAGCGACCAGAUGAAGCUCUGGAAGGAGCAGCGCGCCGCGCAGAAACCUGAUGUCCUGACCACCGGGGGCGGUAAUCCAAUAGGAGACAAACUUAAUGUGAUGACAGCAGGGCCUCGGGGGCCCCUUCUUGUUCAGGAUGUGGUUUUCACUGAUGAAAUGGCUCACUUUGACCGGGAGA

>AB038240 1

AAGGUCGGAGUCAACGGAUUUGGCCGUAUUGGGCGCCUGGUCACCAGGGCUGCUUUUAACUCUGGCAAAGUGGAUAUUGUCGCCAUCAAUGACCCCUUCAUUGAUCUCAACUACAUGGUGUACAUGUUCCAGUAUGAUUCUACCCACGGCAAAUUCCACGGCACAGUCAAGGCUGAGAACGGGAAACUUGUCAUCAACGG

>AB054642 1

CCUGGUCACGCUCCUCCUGGGGGCUUCUCUGCAGGUCACCCAUGCAGCUCGAGGCACCAACGUGGGCCGGGAGUGCUGCCUAGAGUACUUCAAAGGAGCCAUUCCUAUCAGCAGGCUGACAAGGUGGUACAAGACUUCAGGGGAGUGUCCCAAGGAUGCCAUCGUGUUUGUAACUGUCCAAGGCAAGUCCAUCUGUUCCG

>AB060700 1

CCAUGCCCUCCCUGGGGACCAUGUGCAGCCUGCUGCUCUUCAGUGUGCUCUGGGUGGACCUGGCCAUGGCGGGCUCCAGCUUCCUAAGUCCCGAACACCAGAAACUACAGCAGAGAAAGGAGUCCAAGAAGCCGCCGGCCAAACUGCAGCCCCGAGCCCUAGAAGGCUCCCUUGGCCCAGAAGACACAAGUCAAGUGGAA

>AB066299 1

GCUGGAGCAGUAGCUGAAGAAGUCUUAGCAGCAAUCAGAACUGUGAUUGCCUUUGGAGGACAAAAGAAAGAACUUGAAAGGUACAACAAAAAUUUAGAAGAAGCUAAAAGAAUUGGGAUAAAGAAAGCUAUCACGGCCAACAUUUCUAUUGGUGCCGCUUUCUUAUUGAUCUAUGCAUCAUAUGCUCUGGCUUUCUGGUA

>AB070958 1

GGCGGGCACCGGGGCUGCCCGCAGCCAGGCGAGCGCCAUGAGCGGCAAGUGCGACGUGGUCGUGGUGGGGGGCGGCAUCUCAGGCAUGGCAGCAGCCAAACUUCUGCAUGAUUUUGGCCUGAACGUGGUUGUUCUGGAGGCCCGGGACCGAGUGGGAGGCAGGACUUACACCAUCAGGAACCAAAAGGUUAAAUAUUUGG

>AB073983 1

CAGCACUGUCCGUGGGGGUGACUUUCUGAGGAAGGCGUUUCAGAGAAAAGGGGGUGGUGAGGUACAAAAAAAAAAAAAAAAAAAGCCGGUGUGGUGAUUCAAAAAGAGCCCACGGGUGCUUUCAAUUUGACUUCAUUGAAGUCUUUUGGACGCUAGACCCAGACCUUCCUAAGAACCACAAAGAAACCAGUUCUGGUACC

>AB075027 1

AAGAGACCGAGCUCCUCCUCGUCGCGGAGCCCGACCGCCUUUCGGAAACCUGAACGUGAGCCUGAGCGCGGGCAGGGAAGCGGGACGCCGUCAUGGCUAAGAGCGCGGCCAUCGGCAUCGACCUGGGCACCACCUACUCCUGCGUGGGGGUGUUCCAGCACGGCAAGGUGGAGAUCAUUGCCAAUGACCAGGGCAACCGC

>AB080230 1

GGCCGCCCGGGCGGACCCGGCGAGAGGCGGCGGCGGGAGCGGCGGUGAUGGACGGGUCCGGGGAGCAACCCAGAGGCGGGGGGCCCACCAGCUCUGAGCAGAUCAUGAAGACAGGGGCCCUUUUGCUUCAGGGUUUCAUCCAAGAUCGAGCAGGGCGAAUGGGGGGAGAGACACCUGAGCUGCCCUUGGAGCAGGUGCCC

>AB080363 1

UCUAGAGGAUUUCCCCAUUGGACAUCUCAAAACCUUGAAGGAGCUUAAUGUGGCUCACAAUCACCAUUCCUUCAAGCCACCUGCGUAUUUCUCUAACAUGCCCAACCUGGAGAACGUGGUAUCUUUCCAAUAACAAGAUCCAAAAUAUUUAUCGUGAAGACUUGCAGGAUAUCUGCAUCACAUGCCACUACUCAACCUUU

>AB082936 1

AGAAAUCAGCACCAUGAAGAUCCAGGUCUUGGUUUUGGUUUGCCUACACCUCUCAGAGGGUGUGGAAAGAAUUAUCCUGAAGAAAGGCAAGUCCAUCCGCCAGGUGAUGGAAGAGCGGGGUGUCCUAGAGACAUUCCUGAGGAACCACCCAAAGGUUGACCCAGCUGCCAAGUAUCUUUUCAAUAAUGAUGCUGUUGCUU

>AB090353 1

CAAGCUCCUGCCCCUGCUGGUGCUGCAGCAGCUCCUCCUGCACCUCCUCCUGCUGCCCGUCGCCGUCCCCCGUGCAGAAGGACAGAAGAAAAGAAGAAACACACUUCAUGAAUUCAAAAAGUCAGCAAAGACUACUCUAAUUAAAGAAGACCCAUUACUGAAGAUAAAAACAAAAAAAAUGAACACUGCAGACCAAUGUG

>AB090854 1

UUCCCUCUUCUUUCUCUUUAGCUCUGCUUAUUCCAGGGGCUUGGUUCGACGAGAAGCAUAUAAGAGUGAGAUUGCUCAUCGGUACAAUGAUUUGGGAGAAGAACAUUUCAGAGGCCUGGUGCUGGUUGCCUUUUCUCAGUAUCUCCAGCAGUGUCCAUUUGAGGAUCAUGUGAAACUAGCCAAGGAAGUGACUGAGUUUG

>AB093582 2

GGCCAUCCCUCAUUUUUCUCACUCAGGAGCGGCUGGCUGGCGGCGGCUGGCUGGCGGCAGGAGCUGGCAAUGUUUGGCCUCAAGAGAAACGCAGUAAUCCGGACUCAACUCUACUGUGGGGGGGCCGGGCUGGGGGCCGGCAGCGGCGGCGCCUCCUCUUCGGGAGGGCGGCUUUUGGCUUCGGGGAGGGAGGCCACGAC

>AB094347 1

GCCUCCACAAUCCUACUGAUCUCAAGCUCCUGCCUCUACAGUUGAUACAGAUGGCAUUGUCCCAGAUGGCCACAGAGCUUCUCCUGGCCUCCACCAUCUUCUGCUUGGUACUCUGGGUGGUCAAGGCCUGGCAGCCUCGGCUUCCCAAAGGCCUGAAGAGUCCACCGGGGCCCUGGGGCUGGCCCCUGCUCGGGAACGUG

>AB094348 1

GCCUCCACAAUCCUACUGAUCUCAAGCUCCUGCCUCUACAGUUGAUACAGAUGGCAUUGUCCCAGAUGGCCACAGAGCUUCUCCUGGCCUCCACCAUCUUCUGCUUGGUACUCUGGGUGGUCAAGGCCUGGCAGCCUCGGCUUCCCAAAGGCCUGAAGAGUCCACCGGGGCCCUGGGGCUGGCCCCUGCUCGGGAACGUG

>AB094349 1

ACAAUCCUACUGAUCUCAAGCUCCUGCCUCUACAGUUGAUACAGAUGGCAUUGUCCCAGAUGGCCACAGAGCUUCUCCUGGCCUCCACCAUCUUCUGCUUGAUACUCUGGGUGGUCAAGGCCUGGCAGCCUCGGCUUCCCAAAGGCCUGAAGAGUCCACCGGGGCCCUGGGGCUGGCCCCUGCUCGGGAACGUGCUGACC

>AB094677 1

CUAGUGGGCUGCGGCCGAUUGUGAAUAUGGACUACAUCAUGGGAGCCAGAACAUUCCACAGAGACAAGAAGGCCCAGCAUCUCACCUCACAACUGAAGACACUGUUCAGUGUCCUGAACUAUGAGCGGGCCCGGCGCCCCAGCCUCCUAGGGGCCUCCAUGCUGGGCAUGGACGACAUCCACAGGGCCUGGCGCACCUUU

>AB096697 1

UCUGAGAUGAAUGUGAACAUGAAGUAUCAGCUUCCCAACUUCACUGCCGAAACACCCAUCCAGAAUGUUGUUUUACACAAGCAUCAUAUUUACCUUGGUGCAGUUAACUAUAUUUACGUUUUAAAUGACAAAGACCUUCAGAAGGUUGCUGAGUACAAGACUGGGCCCGUGCUGGAACACCCAGAUUGUUCCCCAUGUCA

>AB098562 1

CACUGCUACCUUCCGUGCUCCUGCCUCUGCCUCCCCAUAUGCCUCAGACACCACACCCUGCUGCUUUGCCUACAUUUCCGGCCGACUACCCUUCACCCACGUCCAGGAGUAUUUCUACACCAGCAGCAAGUGCUCCAUGCCAGCAGUCGUCUUUGUCACCCGAAAGCACCGCCAGGUGUGUGCCAACCCACAGAAGAAAU

>AB101212 1

GCGGAGUCCUGAGAAGCCAGACAUCUGCUCCUCACAUGAAUGCACUCACCUCCUAGAGACCAGGCUGCCAUCAUGCUCUGGAAGCUCGUGGAGAAUGUCAAGUACGAAGAUAUCUAUGAGGACCGGCACGAUGGCGUCCCGAGCCACAGCUCCAGGCUCUCGCAGCUGGGCUCGGUAUCCCAAGGACCUUACUCCAGCGC

>AB101519 1

GGCUCUUGACAGUUCUACUCCUUUGGGUCCCAGCUGGUGCACAAACAGACCCCGUAAAGGCAGUGAUCACCUUGCAGCCUCCAUGGGUCAGUGUAUUCCAAGAGGAAAGUGUAACCUUAUGGUGCGAGGGACCCCAUUUGCCUGGGGACAGCUCUACACAGUGGUUUCUCAAUGGCACAGCCACUCAGACCUUGACCCCC

>AB104899 3

GGGGCUGUGAGCUCCAAGCAUCCUUUCCUGCAGCUGCUGCCCAGCCUGCCAGCCAGACCCUCUGGAGAAGCCCCCGCUCCCUGUCAUGGGCCCCUGCCGUGGCGCCCUGCACCCCCUGUCUCUCCUGGUGCAGGCUGCCGCGCUAGCCCUGGCCCUGGCCCAGGGCACCCUGCCUGCCUUCCUGCCCUGUGAGCUCCAGC

>AB105074 1

UAUGGUUAUUUCAUACUUCGGUUGCAUGAAGGCUGCCCCCAUGAAAGAAGCGAGCGUCCGAGGACAAGGCAGCUUGGCCUACCCAGGUGUGCGGACCCAUGGGACUCUGGAGAGCGUGAGUGGGCCCAAGGCGGGUUCCAGAGGCCUGACGUCGUUGGCCGACACUUUUGAACACGUGAUAGAAGAGCUGUUGGACGAGG

>AB110099 1

CUGUUCUACUGCUACUAGUCCUGCCCGCUCACGGCCAGGACUCCGUGGCAGAAGGGCCUGGAGUCCUGCUUCCCCUGCCGAAAGGGGCCUGCCCAGGUUGGAUGGCAGGCAUCCCAGGGCAUCCUGGCCACAAUGGGACCCCAGGCCGUGAUGGCAGAGAUGGCACCCCUGGAGAAAAGGGAGAGAAAGGAGAUGCAGGU

>AB110699 1

CGCGAGGCGCGCUGCUGCUUCUCCUGGCCGUGGCGGGGGUCGCGGAGGUGGCAGGGGGCCUGGCCCCGGGCAGCGCGGGUGCACUGUGUUGUAAUCAUUCAAAGGAUAAUCAAAUGUGCCAUGAUGUAUGUGAACAGAUAUUCUCCUCAAAAAGUGAAUCCCGACUAAAGCAUCUGUUACAGAGAGCCCCAGAUUAUUGC

>AB112349 1

UCAGCAACAAGCAGGGCGAGCUGGAGAACUACGUGUCGGACGGCUACAAGACGGCCCUGACCGAGGAGAGGAGGAGGUUCUGCUUCCUGGUGGAGAAGCAGUGCGCCGUGGCCAAGAACUCGGCCGCCUACCACUCCAAGGGCAAGGAGCUGCUGGCACAGAAACUGCCACUAUGGCAGCAGGCCUGCGCCGACCCCAAC

>AB113380 1

GCUGACCUUCAGGAUGAGGGGCGCCAGGCUGAUGGGGGCACUGCUCGCCCUGGCCGGCCUCCUGCAGGGGGCCCUGGCCCUGAGAAUGGCGGCCUUCAACAUCCGGACCUUUGGGGAGACCAAGAUGUCCAAUGCCACUCUCUCCAAGUACAUCGUGCAGAUCCUGAGUCGCUACGACGUUGCUGUAGUCCAGGAGGUCA

>AB115087 1

UUUUUCUCCAAAAUGGAUUAUUUCCCCAUGAUUUUUUCUCUGCUGUUUGUGGCUUUCCAAGGAGCUCCAGAAGCAGCGGUCCUGGGUGCGGAGCUCAGCACAGGCCCGGACAGCAGGGGGGAGAAGCCUGCUCCCAGUGCACCCUGGCGGCCCCGCCGAUCCAAGCGCUGCUCCUGCUCUUCCCUGAUGGAUAAAGAGUG

>AB116145 1

CUGCGCCAGGCCGGCGACGACUUCUCCCGCCGCUACCGCCGCGACUUCGCCGAGAUGUCCAGCCAGCUGCACCUGACGCCCUUCACCGCGAGGGGACGCUUUGCCACGGUGGUGGAGGAGCUCUUCAGGGAUGGGGUGAACUGGGGGAGGAUUGUGGCCUUCUUUGAGUUCGGUGGGGUCAUGUGUGUGGAGAGCGUCAA

>AB125102 1

GGCUUCUGGAAGUUCUCCCCUUUCCUGGUUCUCGGCAUCCUGGCGCUGUACCAGGUGGGCUUCCUCCAGGCAGCACCAUUCAGGUCUGCUUUGGAAAAUCCUCCAGACUCUGGUGUGCGCAAUGAGGAGGAAUUGCGCCUCCUCCUGGCUGCAGUGAUGAAGGACUAUAUGCAGAUGAAGACUCAUGAGCUGGAGCAGGA

>AB125103 1

CCACAUCCACGGUGCCAUCGGACACCAACACUGCCACAGCUGCCACCGCCUGUGCUCCAAGCCACCGGCUGCCCGCAGACAGAGGCGUCAUGGGAUUCUGGAAGUUGUCCCCGUUUCUGGCCAUUGGUCUCCUGGUCAUGUAUCAAGCAGGCAUCCUACAGGCUGCACCAUUCAGGUCUGCCUUGGAGAACCCACUGGAA

>AB125934 1

CUGCUCCUUCUCGGUGGCCCUGGUGCUGCUCAGCUGCCACUCCCUGUGCUGUCUGGCUUGCGACCUGCCCGACACCCACAGCCUGCGCAACUGGAGGGUCCUGACGCUCCUGGGACAGAUGAGGAGACUCUCCGCCAGCUCUUGUGACCACUACACCACUGACUUUGCCUUCCCCAAGGAACUGUUUGAUGGCCAGCGGC

>AB125935 1

CUGCUCCUUCUCGGUGGCCCUGGUGCUGCUCAGCUGCCACUCCCUGUGCUGUCUGGCUUGCGACCUGCCCGACACCCACAGCCUGCGCAACUGGAGGGUCCUGACGCUCCUGGGACAGAUGAGGAGACUCUCCGCCAGCUCUUGUGACCACUACACCACUGACUUUGCCUUCCCCAAGGAACUGUUUGAUGGCCAGCGGC

>AB125936 1

UGUGCUGUCUGGCUUGCCACCUGCCCGACACCCACGGCCUGCGCAACUGGAGGGUCCUGACGCUCCUGGGACAGAUGAGGAGACUCUCCGCCGGCUCUUGUGACCACUACACCAAUGACUUUGCCUUCCCCAAGGAGCUGUUUGAUGGCCAGCGGCUCCAGGAGGCGCAGGCCCUCUCUGUGGUCCACGUGAUGACCCAG

>AB125937 1

CUGCUCCUUCUCGGUGGCCCUGGUGCUGCUCAGCUGCCACUCCCUGUGCUGUCUGGCUUGCGACCUGCCCGACACCCACAGCCUGCGCAACUGGAGGGUCCUGACGCUCCUGGGACAGAUGAGGAGACUCUCCGCCAGCUCUUGUGACCACUACACCACUGACUUUGCCUUCCCCAAGGAACUGUUUGAUGGCCAGCGGC
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>rno-let-7a-2:8:44525716:44525916:+

ACUAUCUUGAAAUGGAAGGGCUUAAGAAAGGGUAGCGCUCCAGCCACUGUGACGGCAUGCUCCCAGGCUGAGGUAGUAGGUUGUAUAGUUUAGAGUUACAACAAGGGAGAUAACUGUACAGCCUCCUAGCUUUCCUUGGGACUUGCACAAAGCAACAUGGUGAGAACGAACUAUGAUUCCUCCGGGCCCUUUUUCCUAGG

>rno-let-7c-1:11:16398211:16398411:+

UAUUUGGAGGAGCGGACUGAAGAUAUAAUGAGUUUGAAGAAACACUGGAAGCUGUGUGCAUCCGGGUUGAGGUAGUAGGUUGUAUGGUUUAGAGUUACACCCUGGGAGUUAACUGUACAACCUUCUAGCUUUCCUUGGAGCACACUUGAGCCAUCGAGGAAUUCUUCAUCUCUUUAAUCUGACCAAGCCAACCUCUGUGC

>rno-let-7e:1:56487079:56487279:+

CACCCUCCCUACUUCUGGUCUCCCAUCAAUCCAUCUGUCAAUCUGCCCACCUGCCGCGCCCCCCGGGCUGAGGUAGGAGGUUGUAUAGUUGAGGAAGACACCCGAGGAGAUCACUAUACGGCCUCCUAGCUUUCCCCAGGCUGCGCCCUGCACUGGAAGGGGCCGGCGGGGACCCCAGGUCCACACCACUGCUCCAGAGU

>rno-let-7f-2:X:41376879:41377079:+

AAUUAAUCAGUGGAUUCUUUCCAAAUAGCUGGCCGCAUGGGCUGAAGACGGACACUGGUGCUCUGUGGGAUGAGGUAGUAGAUUGUAUAGUUUUAGGGUCAUACCCCAUCUUGGAGAUAACUAUACAGUCUACUGUCUUUCCCACGGUGGUACACUUCCCAUCCAGCUAGCCCUAUUCAGGUUCCUGUUAUGGUUGUGCC

>rno-mir-7a-2:1:134607211:134607411:+

GCUGAUGGCAGGUGGUGUGCCAAGGCCCGGAGGAGGUGGCUAGCAAGUCCAUGGACAGACCAGCCCUGUCUGGAAGACUAGUGAUUUUGUUGUUGUGUCUGUGUCCAACAACAAGUCCCAGUCUGCCACAUGGUGUUGGUCACAUCAGCAACUGCAGGGAGUUGGGCUGGGAGGGGAGCCCCACUUCUGGAUAUAUUUUU

>rno-mir-10b:3:57340807:57341007:+

GAGAUCAGGUCUGGCAGCUGCCUGAAUGUCUGCUCUGGGUAGGACCCAAAGUUGUAACGUUGUCUAUAUAUACCCUGUAGAACCGAAUUUGUGUGGUACCCACAUAGUCACAGAUUCGAUUCUAGGGGAAUAUAUGGUCGAUGCAAAAACUUCAUAUAUAUCCGACAUGGCCAGAGCCUCAGGCGCGGAGAGAAGUGGCG

>rno-mir-15b:2:158992180:158992380:+

UGGUUUGUAAUAAAGCUUCAAAGGGCGUUGUUCUGUUUGGUGAAUCCUGUCUUUUGGAACCUUAAAGUACUGUAGCAGCACAUCAUGGUUUACAUACUACAGUCAAGAUGCGAAUCAUUAUUUGCUGCUCUAGAAAUUUAAGGAAAUUCAUUCAAGACUAUAUUGUUAUCAUCACACUUGUAUUAUUAUGUUUGGACAUU

>rno-mir-17-1:15:99853675:99853875:+

AGCAGGACAGAAGAGGCCAUCGUCUUGGGAGGGACUGAAGCCGGCCGGCUGACCGACCGGUCAGGAUAAUGUCAAAGUGCUUACAGUGCAGGUAGUGGUGUGUGCAUCUACUGCAGUGAAGGCACUUGUGGCAUUGUGCUGACAGCUGCCUCGAGAGGGGCUGGGCUGGGCGCCGUGGGGAGGGCCUGCUGGCGCUGCGU

>rno-mir-19a:15:99853955:99854155:+

GAAGUUAUGUCCUCAUCCAACCCGAGGCAAGCAAGCGUGUAGGGGUCUCAAUAGUUCUGUUUGCAGCCCUCUGUUCGUUUUGCAUAGUUGCACUACAAGAAGAAUGUAGUUGUGCAAAUCUAUGCAAAACUGAUGGUGGCCUGCUAUUUACUUCAAGUGUUGUUGUGGUUUGUUUUUAAACUAAUUGUGUAUUUUUAUUG

>rno-mir-20a:15:99854132:99854332:+

AAACUAAUUGUGUAUUUUUAUUGUGUCGAUGUAGACUCUUGGCGGUGUGUGAUGUGACAGCUUCUGUAGCACUAAAGUGCUUAUAGUGCAGGUAGUGUGUCGUCAUCUACUGCAUUACGAGCACUUACAGUACUGCCAGCUGUAAGCUCCAGCCUCGGCCCGUCGCCGUCCGACUGUCCGUACUGAGCACUGGUCUAUGG

>rno-mir-29c:13:110967990:110968190:+

GCUGAAAUCAGACCGGCACCUGCCUUGAGAUUCAGACCUGAAGAACACCACUGGUCCAUCUCUUACACAGGCUGACCGAUUUCUCCUGGUGUUCAGAGUCUGUUUUUGUCUAGCACCAUUUGAAAUCGGUUAUGAUGUAGGGGGAAAAGCACCAGCCUCAGAGCCUUGUGGUGUCUGGUCAGCAUCAGCCUGUCAUUUCC

>rno-mir-30c-2:9:22162572:22162772:+

GCUCCAUGUUGUCCUGAGGCUUGUGCUGCUCACCGCCAACCUGCUGUAGAGAGCACUGAGUGACAGAUACUGUAAACAUCCUACACUCUCAGCUGUGAAAAGUAAGAAAGCUGGGAGAAGGCUGUUUACUCUCUCUGCCUUGGAAAUCAACUAAGAGAAAUGAUUUUUAAAUGGCCUGUGUCUUGUAGUUGGUCCUAUCA

>rno-mir-33:7:120573152:120573352:+

UCCCUCGGGCCUGGGCCAGCUGACAGCCCUGGUGCCUCUGCGGGCCUCGUGCCUCCUGGCGGGCUGCCGUGGUGCAUUGUAGUUGCAUUGCAUGUUCUGGCAGUACCUGUGCAAUGUUUCCACAGUGCAUCACGGAGGCCUGCCCUGGCUGCCCGCUGUGCUGUGGCCAAAGAGAGAGGACCCGGAUAUAAGGGCACUGC

>rno-mir-34a:5:167187846:167188046:+

CCACAGCCUCUCCAUCCUCUUGCAGCUGCAGGCACCUCAGCCUGGGCCGGCCGGCUGUGAGUAAUUCUUUGGCAGUGUCUUAGCUGGUUGUUGUGAGUAUUAGCUAAGGAAGCAAUCAGCAAGUAUACUGCCCUAGAAGUGCUGCACGUUGUUAGGCCAAGAAGGAAAAGUCAGCGAUGCCCAGACCUCCGAGAGGCGCC

>rno-mir-92a-1:15:99854379:99854579:+

AUCCAUGCAAAACUGACUGUGGUGGUGAAAAGUCUGUAGAGACGUAAGGGAAAAUCAAACCCCUUUCUACACAGGUUGGGAUUUGUCGCAAUGCUGUGUUUCUGUAUAGUAUUGCACUUGUCCCGGCCUGUUGAGUUUGGUGGGGAUUGUGACCAGAAGAUGUGAAAAUUACAAUAUUGCUGAAGAUGCCGAUUUCUACU

>rno-mir-98:X:41377494:41377694:+

AUAUGCUACCAGGUAAACUGGCAUUUUGCCUGCUAUCCUUACUAGAGACAUCUGCACAUGCUGGGGUGAGGUAGUAAGUUGUAUUGUUGUGGGGUAGGGAUUUUAGGCCCCAAUAAGAAGAUAACUAUACAACUUACUACUUUCCCUGGUGUGUGGCAUACUCACAUUAAGUCUUGGCAAUGUUGACUCCAUUAGAGAAA

>rno-mir-99b:1:56486902:56487102:+

GGGCUGGGACUGAAUUCCUGGGUUCCUUGGGGAGGAGGGGGCCGGGGGCCCGGACUCCUGGGUCCUGGCACCCACCCGUAGAACCGACCUUGCGGGGCCUUCGCCGCACACAAGCUCGUGUCUGUGGGUCCGUGUCGGGGGCUCACCAUCGCGGCUGGGACCUCCCCGGCCCUCCCCCACCCUCCCUACUUCUGGUCUCC

>rno-mir-103-1:10:20694968:20695168:+

GUGGACUCUGUUUAUAAUUAAAUAAUGGAGUAUUCACUUAGUGAGAUGCGUGGAAGUUUUCUUACUGCCCUCGGCUUCUUUACAGUGCUGCCUUGUUGCAUAUGGAUCAAGCAGCAUUGUACAGGGCUAUGAAGGCAUUGAGACUUGUUCUUCAUGCUGUUUGAGUGAUGUGUGCUUAAGAAAAGUAUGGAGGGCUGGGG

>rno-mir-124-1:15:43944477:43944677:+

CCAUCCUUCCUUCUUCCGAUCUUUCUUUCCUUCCUUCCUUCUUCCUUCCUCAGGAGAAAGGCCUCUCUCUCCGUGUUCACAGCGGACCUUGAUUUAAAUGUCCAUACAAUUAAGGCACGCGGUGAAUGCCAAGAAUGGGGCUGUCUGAGCACCUUGGGUCCACGAGGGCCCGCCACGGAAGGAUCGACUCAGCACAACGC

>rno-mir-124-2:2:102699417:102699617:+

AGGGCAGAGAGAAAAGUAUAGUAGUUGCAGUGAGUCAGUUGCUUCUAGAUCAAGAUCAGAGACUCUGCUCUCCGUGUUCACAGCGGACCUUGAUUUAAUGUCAUACAAUUAAGGCACGCGGUGAAUGCCAAGAGCGGAGCCUACGGCUGCACUUGAAGGACAUCAGAGAGAUGUCAGAAAGGGUGGGGAGAAACAAUUGC

>rno-mir-125b-1:8:44570097:44570297:+

UUAUUUAUUUAUUUAUUUUGCUUUGUUUUGUUUCAAGAAAGAAAGGAAGAAUUGUGUUGCGCUCCCCUCAGUCCCUGAGACCCUAACUUGUGAUGUUUACCGUUUAAAUCCACGGGUUAGGCUCUUGGGAGCUGCGAGUCGUGCCUUUGCAUCGCUGAAGGAACUUUUUGUCUUUUAAGGAAGGAAGGAAGGAAGGAAGG

>rno-mir-129-1:4:55892096:55892296:+

GAUGCAAACAAGCCCCAGUCCGGCAGGGGCUGCACCCGCCGCGACCUUUCCACAGCUGUCUCCUUUGGGUCUUUUUGCGGUCUGGGCUUGCUGUUCUCUCCACAGUAGUCAGGAAGCCCUUACCCCAAAAAGUAUCUGCGGGAGGCUUGGUCUACAGGAGAGACCCCCAAGGGCUCCGGGUGAGCACACCAAAGCCAAGG

>rno-mir-130b:11:85885534:85885734:+

GAUUCCCACCCACCCCAGCCACCCCCUCCCCAUGCCCCGCCCUACCCCUUGAGACUGACUGGCUUGCUGGACACUCUUUCCCUGUUGCACUACUGUGGGCCUCUGGGAAGCAGUGCAAUGAUGAAAGGGCAUCCGUCAGGCCAGCUAAGGAACCUGAAGUACAAAAGGGUCAGUGCUGGCAUCCGGUUCAUGAGUGCAGA

>rno-mir-134:6:134415566:134415766:+

GUAUCACCUUAGAAGACUUUGAAAAGAGGUCAUCUUCCAGAAGAGAUGUUGGUGCCAGCACCAUUCAGGGUGUGUGACUGGUUGACCAGAGGGGCGUGCACUUUGUUCACCCUGUGGGCCACCUAGUCACCAACCCUCGGCAUCAAUUCCACUAAAGAAGACUUUCCAGAGAUCCUGCCAAGUUUGGGGAUGUUUCAAUG

>rno-mir-137:2:214802245:214802445:+

GGCAGCGGCAGCAGUGACAGCGGUAGCAGAGGCAGAGGCAGCGGCAGCUUGGCCCUCUGACUCUCUUCGGUGACGGGUAUUCUUGGGUGGAUAAUACGGAUUACGUUGUUAUUGCUUAAGAAUACGCGUAGUCGAGGAGAGUACCAGCGGCAGGCGGGCAGCAGCCGCCCCUCCCAGCCCACCAGCUGGCCACUAAAAGC

>rno-mir-138-1:8:127390228:127390428:+

ACCACCCAGCAGCAACGCACGCACGUUCUACACUGGCCACUUCAGAGACCUCUGGCAUGGUGUUGUGGGACAGCUGGUGUUGUGAAUCAGGCCGUUGCCAAUCAGAGAACGGCUACUUCACAACACCAGGGUCUCACUGCACUGCAGGCAUCUGGCAGCAGCAAGCAGCAAGCAUCCAGACACCUGAGUACCAGGACACC

>rno-mir-139:1:158976509:158976709:+

ACAGUGGGCCUAAGGGCCCCCCUCAGGGAGUGGCGGUUCCCCUGGGGGGCGCCAGGACAGGCGCAGGUGUAUUCUACAGUGCACGUGUCUCCAGUGUGGCUCGGAGGCUGGAGACGCGGCCCUGUUGGAGUAACAACUGAAGCCAGAGUCUUCGAAGGGUGGUGGGCUAAGGGGGAAGAGGGCACGGUGGGCAAAUGAAG

>rno-mir-142:10:76049222:76049422:+

AGCAGGAGUCCGAAAGAAGAGCAGGUGGCCUGAAGAAUCCCCGUGGACAGACAGACAGACAGUGCAGUCACCCAUAAAGUAGAAAGCACUACUAACAGCACUGGAGGGUGUAGUGUUUCCUACUUUAUGGAUGAGUGUACUGUGGGCUUCGGAGAUCACGCCACACCGCGGCCCCCUGCCACCGCCUUCCUCUACCCCAA

>rno-mir-144:10:64129285:64129485:+

CCGACCGACCCUGACCCAAUCCCCCUGGCUCUCUCCCGGCCUGCUGCUCCUCCUCCUCCAGGGCCUUGGCUGGGAUAUCAUCAUAUACUGUAAGUUUGUGAUGAGACACUACAGUAUAGAUGAUGUACUAGUCUGGGUACCCCAAGACUAGAGCCUGCCUGGUUUGAAGCAGAGGUGCUGAAGUGCAUGGGGCUCACUGC

>rno-mir-146b:1:251557987:251558187:+

GUUUGACAUCCACAGAAGAGAGCUCUGAAGGGCGGGCAGCAUCCAGGCUGAGAGAACUUUGGCCACCUGGCCCUGAGAACUGAAUUCCAUAGGCUGUGAACUCUAGCAGAUGCCCUAGGGACUCAGUUCUGGUGCCUGGCUGUGCUACACCAUCGAUACCAACGGUUUAGGAAACCAGAUAGCUCUUUCUCACAGCUGUC

>rno-mir-147:3:109612576:109612776:+

UGCAGAGAGUCCGGAGAGCGACCAGAUGAUUACUCGCUGCUCCUUUCUUCCAAAGAACACUCUAUGAAUCUAGUGGAAACACUUCUGCACAAACUCGAUUUUGAUGCCAGUGUGCGGAAAUGCUUCUGCUACAUUUUUAGGGUUUGCCUGCAUUCUUUGGAUCCUGCAUAAGCAAGCGAAGGUAGCACAUAGUCUAAAAU

>rno-mir-148b:7:142195644:142195844:+

AUCCCUGCCACUCCUCCUCCUACAAGCCAGUCUGCCUAUCCAUCAUUUACAGGCACUCUUAGCAUUUGAGGUGAAGUUCUGUUAUACACUCAGGCUGUGGCUCUGAAAGUCAGUGCAUCACAGAACUUUGUCUCGAAAGCUUUCUAGCAGCUGCCCAUUUGGGGAGUGAGAGGAAGAGUAGAUCUUUUCAAUCCCUUGAA

>rno-mir-150:1:95596018:95596218:+

GUAAAAGGCAGAAGGCCGUGGUGAAGCGGUGCAUUCCGCAGCAUCUCUGCAGAGGACUCUUCUCAAGGCCCUGUCUCCCAACCCUUGUACCAGUGCUGUGCCUCAGACCCUGGUACAGGCCUGGGGGACAGGGACUUGGGGACCCCAGCAGCAGCAACUCCAGCUUCUCCUGCAGCCAAGGGACUUUUCCCCAGGUCUGU

>rno-mir-152:10:85608188:85608388:+

UGGCCGCGCGCAUCUGGAAGUGGGGGUCAGCUGGACACAAGGAGGCUCGGCGCCGCUGUUCCCCGGGCCCAGGUUCUGUGAUACACUCCGACUCGGGCUCUGGAGCAGUCAGUGCAUGACAGAACUUGGGCCCGGUAGGACUUUCUGCACCCAGCGGACUCAGCGCCCACUCCUCGGACCUGCAGUGGAACAUCUGUCUG

>rno-mir-153:6:144520978:144521178:+

UGCAUCCACUAACGCUGCUCACUCUCAAACCGACAAACCCUUACUUUGCCAGCUACUUAGCGGUGGCCAGUGUCAUUUUUGUGAUGUUGCAGCUAGUAAUAUGAGCCCAGUUGCAUAGUCACAAAAGUGAUCAUUGGAAACUGUGACUGCAGCAGGGACAUGGGGGCCCCUCUCUGAGCCUCUAACGACCUCACCUGACU

>rno-mir-181b-1:13:51132641:51132841:+

AAAACCGCAAGGCAGGACCGGACAGGAUUCUCUCCGCCUGUGCAGAGAUGAUGUUUACAAAGGUCACAAUCAACAUUCAUUGCUGUCGGUGGGUUGAACUGUGUAGAAAAGCUCACUGAACAAUGAAUGCAACUGUGGCCCCGCUUUUUGCUGUCACAAUCAACAGACGUUCCCUCCCUAAGAGAGGUCCUGGAGGUAUU

>rno-mir-185:11:84658724:84658924:+

GAGUAAUUUGCUGGCCAGAGACAGCAGAGGGGCUGUGGGGCAUCGGGCCUGGCUUGAGUGGGGGGUGAGGGAUUGGAGAGAAAGGCAGUUCCUGAUGGUCCCCUCCCAGGGGCUGGCUUUCCUCUGGUCCUUCUCUCCCAAUAACUGCGUCUUCAUCGAGGCUGCAGCCCUGAGCUCUAACAGCACCUCCAACUCCAGGC

>rno-mir-186:2:255654957:255655157:+

GGAACUGUAGGACUGAGGGUUACAGAACAGCCUUCAUAGCCUUCCCAAACAUUUAAUUGCUUACAACUUUCCAAAGAAUUCUCCUUUUGGGCUUUCUCAUUUUAUUUUAAGCCCAAAGGUGAAUUUUUUGGGAAGUUUGAGCUAAAUUCCUUCAACUAAAUUAUGUAAAUGAAGAUAAAUUUGCUUUUUAAAUUGCACAU

>rno-mir-188:X:27323484:27323684:+

CUAUUGCUUGCUCCAUAGAAAGCACCUACCUGUUGUGCCAAGAGAGUGAACCCUUCCCUGCUCCCUCUCUCACAUCCCUUGCAUGGUGGAGGGCGAGCUCUCUGAAAACUCCUCCCACAUGCAGGGUUUGCAGGAUGGUGAGCUUCAGCUUUCCUUGCUCUCUUGUGCAUGGUGGACAUAUGCAUAGAUACAACUUCGCA

>rno-mir-192:1:209040208:209040408:+

CAGUCCUCAGGCUGGGAAGACAAAGAGUGGUGGGCUGUCAGCAGGCUGUCAAGAUGGAGUGCACAGGGCUCUGACCUAUGAAUUGACAGCCAGUACUCUGAUCUCGCCUCUGGCUGCCAGUUCCAUAGGUCACAGGUAUGUUCGCCUCAAUGCCAGCCAUAAUGACACGAAGGAGCGGGGCAGGAGUGAGGGGACAUCAA

>rno-mir-193:10:65900992:65901192:+

UGGACUCAUGCCCCGGGCAGCCCGUCGGGGGGCGCACGGCAUCCCGAACUCCAAGGCGGACGGGAGCUGAGAGCUGGGUCUUUGCGGGCAAGAUGAGGGUGUCAGUUCAACUGGCCUACAAAGUCCCAGUCCUCGGCUCCCAGGACCGGCAUUUUCUCCACGCUCCUCGCCCCCCCCCCCAAGCCCACCCUUUCUUGGUC

>rno-mir-194-2:1:209040000:209040200:+

UGGGCAGCUGUGGGGCUCUUCCCAGGAUCCUGCCGGAGAGGAGGUGCCUGCAACUGUGCUCUGACCCCCAUGGCUCCCACCCCCUGUAACAGCAACUCCAUGUGGAAGUGCCCACUGAUUCCAGUGGGGCUGCUGUUAUCUGGGGUGGAGGCUGGUGCCUGCAGAGGAGGAGUCACAGCCACCCAGCACUCCAGGAGAAA

>rno-mir-195:10:57074112:57074312:+

CUCUGAUAAUGAGUUCUGGUCCCACAGAGCAAAGUAGAGUCUUUGUUGCCCACACCCAACUCUCCUGGCUCUAGCAGCACAGAAAUAUUGGCACGGGUAAGUGAGUCUGCCAAUAUUGGCUGUGCUGCUCCAGGCAGGGUGGUGAGAGCUACUGAAGGGGCUGAACUCCCGAGGGCGAAGGAGAAGAGGAAACAGCAGCU

>rno-mir-196a:7:141736710:141736910:+

GCCCCUUCCCUUCUCCUUUGGAGAGAUGCAAAGCCUAAGCUCCGGCCCUGUUUGCUCAGCUGAUCUGUGGCUUAGGUAGUUUCAUGUUGUUGGGAUUGAGUUUUGAACUCGGCAACAAGAAACUGCCUGAGUUACAUCAGUCGGUUUUCGUCGAGGGCCCCAAUCCACCUCCCCUAACCCUUCCCUCCCCUGUGGGGCUG

>rno-mir-199a:13:77910725:77910925:+

AGGCUCUCCCCAGUCCCGGGACAGGAUUUUCCACACACGGAUGGAAGCUUCUGGAGAUCCUGCUCCGUCGCCCCAGUGUUCAGACUACCUGUUCAGGACAAUGCCGUUGUACAGUAGUCUGCACAUUGGUUAGACUGGGCAAGGGCCAGCAACGCCAUGGACGGCUGGGGACAAAAUGUGCUGUUUCCAAGGAGAGGACA

>rno-mir-203:6:136932029:136932229:+

CAGGAGGACGCUGAGCCGUGGCCCGGGGGUUCCGGGCUGGGCAGAGCUUCUGUGUGCAGGCGCGCCUGGUCCAGUGGUUCUUAACAGUUCAACAGUUCUGUAGCGCAAUUGUGAAAUGUUUAGGACCACUAGACCCGGCGCGCACGGCAGCGGCGACAGCAACGACGGGGCGGCCCCGACGGCCAAGGUCGGCUUGAAAG

>rno-mir-206:9:19401924:19402124:+

ACCUGUGCAGGGAAGAAAGUGGCUUUGCCUUCUGCGCGACGAGGACCUCGGAGGACACCUCUUCCCCAGGCCACAUGCUUCUUUAUAUCCUCAUAGAUAUCACUGCGCUAUGGAAUGUAAGGAAGUGUGUGGUUUUGGCAAGUGCUUCUUCACGGCCGACGACUCCACCCAGAGAACACACCGGUGACUUCUUCGUUCCU

>rno-mir-211:1:118642350:118642550:+

AAUCGGUUGGGUUGGUUUUACACUUUCGUAAUUUUGGACUUGUCAGUUCAGCUUGGACCUGUGACCUCUGGGCUUCCCUUUGUCAUCCUUUGCCUAGGCCUCUGAGUGGGGCAAGGACAGCAAAGGGGGGCUCAGUGGUCACCUCUACUGCAGAGAGUUUUGGGAGCCUAGCCUGAGCCAAGAGCAAGUUCUACUCUGCU

>rno-mir-215:13:101312628:101312828:+

CAAGUGCUCUGUCACCAGAAGGACCCAACCGUGAAGCCUACGGGGCUCUCACCAUGACCGGUGUACAGGACAAUGACCUAUGAUUUGACAGACAGUGUGGCUGCGUGUGUCUGUCAUUCUGUAGGCCAAUAUUCUGUAUGUCUCUCCUCCUUACAAACCAGACAUCGACUAACACCCUUUGAGCACUGUGCAGCAGACCA

>rno-mir-216a:14:109666028:109666228:+

UAGAGCCUUCAACAACCUCUGCUCAAAAGAUUUUUCUUGCAGGUCCAACCUGGUUAGCUAUGAGUUAGUUUAAUCUCAGCUGGCAACUGUGAGAUGUCCCUAUCAUUCCUCACAGUGGUCUCUGGGAUUAUGCUAAACAGAGCAAUUUCCUUGACCUCCUGGACCCAAAGAUGGCCACGACAACCUGACUCAGAACAUCA

>rno-mir-219-1:20:4967751:4967951:+

GCUUCCGCGUGGCGUCUCCAGCCCCGGUGCCUCCUGUGCGCUUCUCUCCCUGUCCCGGGCCGCGGCUCCUGAUUGUCCAAACGCAAUUCUCGAGUCUCUGGCUCCGGCCGAGAGUUGCGUCUGGACGUCCCGAGCCGCCGCCCCCAAACCUCGAGGGGGAGAGGCCGGGCGAAGCGCGGGACAGUCCCCGGACACUCUCG

>rno-mir-221:X:14935571:14935771:+

ACAAACCAACUUUGACUUGUUCAUCUGUGUGGAUAGUUUGCAGGCUGAAUAUCCAGGUCUGGGGCAUGAACCUGGCAUACAAUGUAGAUUUCUGUGUUUGUUAGGCAACAGCUACAUUGUCUGCUGGGUUUCAGGCUACCUGGAAGCAUUUCUCCAUUGGCCCUCUUAUCAAUGUUUUAACUCUAAUAUUUGUGAGUCAG

>rno-mir-224:X:158348447:158348647:+

CAGUUUGUCCAGAUAGGUGGAGCCUCAUCAUCAGAAGUGACAGAAGAGACAAGGUUCAGGGGCUUUCAAGUCACUAGUGGUUCCGUUUAGUAGAUGGUUUUUGCAUUGUUUCAAAAUGGUGCCCUAGUGACUACAAAGCCCCAGAGCCAGCAUCAUCAGUGAAGCAAUGUCAGUAGGUAAGCAACAUCUCUUACUGUGGA

>rno-mir-295-2:1:73183742:73183942:+

AAGAAAGUAGAUGAUGCUGUGUGGAAGAAGGCAUCCGGGACUUCAAUCAACCUGACUUGUUCAUUUUGGUGAGACUCAAAUGUGGGGCACACUUCUGGAUUAUGCGUAGAAAGUGCUACUACUUUUGGGUGUCUCCUGUGGGCACUACUCACAGAUCCCUGAACCUUUAAAAUUACUGUAAUAGGCCUGAGCCUUACUGU

>rno-mir-300:6:134405175:134405375:+

UGGACUGUCAUCGCACCCAUCAUCACACCGGACCAGCUCUCCCCAGCGCUCCUUAUCGUUUGCUACUUGAAGAGAGGUUAUCCUUUGUGUGUUUGCUUUACGCGAAAUGAAUAUGCAAGGGCAAGCUCUCUUCGAGGAGCAAAUGCUGCCUGGAAGCAAGGCUGGCGGCCUGGGCCUACCAGAAGGGCACGGUCACUCCA

>rno-mir-301a:10:75386788:75386988:+

AUGGCAACCCAACUUUAAGGUCUUUGCACACUGAACCCUCCCUUUCUUUCCUGCUGGCUACUGCUGACGACUGCUCUGACUUUAUUGCACUACUGUACUGUACAGCUAGCAGUGCAAUAGUAUUGUCAAAGCAUCCGGGAGCAGGCUACGCACCUGUCUUGGUUCUUGUCUUACAUCUUCAGGAUUUGUGAAAAGUUUUC

>rno-mir-324:10:56857979:56858179:+

AGUGUUUGGUACAUCUGGGAAGCACUAGGCAGAGCAGCACAACUCUCCAGAAGCCGAACUGACUAUGCCUCCUCGCAUCCCCUAGGGCAUUGGUGUAAAGCUGGAGACCCACUGCCCCAGGUGCUGCUGGGGGUUGUAGUCUGACCCAACUGUGAAGAAAGCCUUAGGUCUCCAGAGAAGGAGCACAGGAGGCCCUUACC

>rno-mir-326:1:156887459:156887659:+

GACACGCAGACCUGGACCAGGGAGGGCUCUGCUCCAGAAGAGUUCUUCCGAGUCUCAUCUGUCUGUGGGGCUGGGGGCAGGGCCUUUGUGAAGGCGGGUUAUGCUCAGAUCGCCUCUGGGCCCUUCCUCCAGUCCCGAGGCAGAUUUACCUCGAGGCAAAGCAGCACACCAGCUCCAGGCUCCCUCAGGGCCUCAUCUUU

>rno-mir-336:10:35360476:35360676:+

AGCCCUCAGAAGACCUCUGCCUGACGACACUGUGUACUGCUAGCUGAAAACCCUAAAACAUGUGACCGUGCCUCUCACCCUUCCAUAUCUAGUCUCUGAGAAAAAUGAAGACUGGAUUCCAUGAAGGGAUGUGAGGCCUGGAAACUGGAGCUUUAGAUCUUAGCCUUACUAUAAAAGGAUGCAUGACUUCCUGCAGGAUU

>rno-mir-337:6:134176703:134176903:+

CCGUUGUCUGCGCUUCUUGCAUUGCUUCUUCAAGAGAGGAGGGUCCCAGUGUAGUGAGAAGUUGGGGGGUGGGAACGGCGUCAUGCAGGAGUUGAUUGCACAGCCAUUCAGCUCCUAUAUGAUGCCUUUCUUCACCCCCUUCAACCGCGUGUGGCGUCCGGACCCUCCUCUGCACCUUGGACUGCUUAGGGACGCAUCUC

>rno-mir-339:12:15778264:15778464:+

GUGUGACCCUUGCCUUGGCACCAAGGUGGCAAGAGAGAGCACAGCUGUGCAGAGCUGGACGGGGUGGACACCGUCCCUGUCCUCCAGGAGCUCACGUAUGCCUGCCUGUGAGCGCCUCGACGACAGAGCCAGAGUCCACCCCUGCACUGCCCAAAGACCCUUGCCUGCAGCGCACUGAUGCUCACAGCCACCGGCUGUCG

>rno-mir-342:6:132990745:132990945:+

UCUGAAGACCACGAUGAAGCUCCUGAACUGCCAGCACCAUUUGUCACCUGUGAAAAUGGGCUCAAGGUGAGGGGUGCUAUCUGUGAUUGAGGGACAUGGUCAAUGGAAUUGUCUCACACAGAAAUCGCACCCGUCACCUUGGCCUGCUGAGCACCACCCCGAACCAAGCAGCAGCCCUGGUGAAGUACCUGUGAGUGGCC

>rno-mir-362:X:27330379:27330579:+

CGUGCAUGUGUGUGUGCGUGCACACACCAGCAGGGCAGGUUCCUGAGUCUUCUUGCUUGCUCCGCCUCUCGAAUCCUUGGAACCUAGGUGUGAAUGCUGCUUCAGUGCAACACACCUGUUCAAGGAUUCAAAGAGGCUGAGCCUCGUCUGCGUGUUUGGCCCAUACCUGUACAUUUCACCUGCCACCGUUCCUCCUCCCG

>rno-mir-365:10:65914888:65915088:+

GUUCUACUUCACCUCACAAGGCUGGAUGACCGACCACCUUACUUGGAGAGCAUUCGAGGACAGCAAGAAAAAUGAGGGACUUUCAGGGGCAGCUGUGUUUCCUGACUCAGUCAUAAUGCCCCUAAAAAUCCUUAUUGUUCUUGCAGUGUGCAUCGGGGCAGCCAUGCCGCCAACCCUGCCCUUGCCUGUCUGGCCUUUCU

>rno-mir-369:6:134424716:134424916:+

GCCGUCGGUGCCCGCCGCAGCCUGCGCCAGGAUGUCACUACCUCAGCUCGGCACCUCUGCUGGUACUUGAAGGGAGAUCGACCGUGUUAUAUUCGCUUAGCUGACUUCGAAUAAUACAUGGUUGAUCUUUUCUCAGUAUCAAUGCUCAGCUUGGAGAAAGCUCUCGGAGUUGCAGCCCCCGUGGGGGUGGGGGCAGCUUU

>rno-mir-370:6:134210132:134210332:+

CUGUUGGGCCCAGGAAGGUACUGCUGUUCUCACUCUGCAAAUCCUACAAGUCCGGGGCCUAAGACAGAGAGACCAGGUCACGUCUCUGCAGUUACACAGCUCAUGAGUGCCUGCUGGGGUGGAACCUGGUUUGUCUGUCUGUCUAUCACCAUCACUCAGGUGCCGCCGCCGCCGCCACCGCUGCUGCUGCUACUGUUGCG

>rno-mir-376a:6:134404630:134404830:+

GGCUUCCAUUUCCAUCGACGCAAGCACAAGUUCGAGGCCUCCUGGAUCGAGUUGUUCUUUGAUAUUUAAAAGGUAGAUUCUCCUUCUAUGAGUACAAUAUUAAUGACUAAUCGUAGAGGAAAAUCCACGUUUUCAGUAUCAAAUGCUGCUUGGGAAACCACCGAGGACAAGACGUCAUCAUGGAAGAAAGCAUGCUCUCC

>rno-mir-376b:6:134404122:134404322:+

AGUCUGUUUCAGAUGAGCCAAGCAGCAAGACUGGUCCUUCCCGGAAGUCAGUCCUUCUUUGGUAUUUAAAAGGUGGAUAUUCCUUCUAUGGUUACGUGCUUCCUGGAUAAUCAUAGAGGAACAUCCACUUUUUCAGUAUCAAAUGUCGCUCUGGAACUAUUUCUGGAAGAUUCUGUAGGGUCUGGGUGGGGGAUGGGGGU

>rno-mir-377:6:134421709:134421909:+

GGGAGGCAGAGGUGCCUGGAGAAGAGGCACCCUGCGGUACUCUCGGCCUGUGCUGACGUUUGAUUCUUGAGCAGAGGUUGCCCUUGGUGAAUUCGCUUUAUUGAUGUUGAAUCACACAAAGGCAACUUUUGGUUGAGUAUCAAAGCCUGCUUGGGGUGGCAUUGGGGACAGGAUACAAAGUUCUGGGUCUCUGUUUGUGC

>rno-mir-379:6:134388139:134388339:+

GGAAGUGACGCCAGCUUCAGGGACAAGGCCCAGGUCUCUAGGGGUCAACGCCGUUCCAUGGUUCCUGCAGAGGUGGUAGACUAUGGAACGUAGGCGUUAUGUUUCUGACCUAUGUAACAUGGUCCACUAACUCUCAGUAUCCAAUCCGUCCUCGGAGGGCACCCCGGAGGUGUUACCAACAGCGAGGAAGAGAAUCGGUU

>rno-mir-381:6:134407629:134407829:+

UCCCAGGCGACGAGGCUGACCCCGUGAAUGCUAGAGCGGAACCUGCCCCAUGCUAUUGUUUGGUACUUAAAGCGAGGUUGCCCUUUGUAUAUUCGGUUUAUUGACAUGGGAUAUACAAGGGCAAGCUCUCUGUGAGCAUCAAACCUUAUCUUGGAUCCUGUCCACACUCAGCGAGGGAUGUGGUAUGUGUGUGCAUGGCC

>rno-mir-383:16:57663776:57663976:+

ACCUGUGUUGCUUGUUAUGCUUACGUAAUUUAUCAAGAGCCUCCAGAAACUCCACGUCACCUGCUCCUCAGAUCAGAAGGUGACUGUGGCUUUGGGUGGAUAUUAAUCAGCCACAGCACUGCCUGGUCAGAAAGAGCAAGUGUCCUAGCCUUUUACCUCAUGACACCUUGUGGGUCCAUCCAGCAUAGGUCCAAAGGGAA

>rno-mir-412:6:134424589:134424789:+

CAGGGAGGCCAAUUGGAGGCCCAGCACCUCAGGGAAGAACGUGGACUCAUCUUCGCUCUGGGGUAUGGGACGGAUGGUCGACCAGCUGGAAAGUAAUUGUUUCUAAUGUACUUCACCUGGUCCACUAGCCGUCGGUGCCCGCCGCAGCCUGCGCCAGGAUGUCACUACCUCAGCUCGGCACCUCUGCUGGUACUUGAAGG

>rno-mir-425:8:113614756:113614956:+

AAAUCACCAACUUUGCCAGUGGGUCCCAGCCCUGGUAGCAACUGAACCCACAGCAUGGAAAGUGCUUUGGAAUGACACGAUCACUCCCGUUGAGUGGGCACCCAAGAAGCCAUCGGGAAUAUCGUGUCCGCCCAGUGCUCUUUCGGCACCUCCCAAACAGGGCCUCAUAGCCCUGGCCUGGCCGAACUUUUCCUCUCUCU

>rno-mir-433:6:134183157:134183357:+

CUGAUCGGGCAUCUCCAUGACGCUGAAAUUGAAAUGUGAGAAGAAGAAGACCCAAUGCCCGGGGAGAAGUACGGUGAGCCUGUCAUUAUUCAGAGAGGCUAGAUCCUCUGUGUUGAGAAGGAUCAUGAUGGGCUCCUCGGUGUUCUCCAGGUAGCGGAACCACACCAUGAAGGCAGCCCGGAUUGGAAGGAUCCUCAUCU

>rno-mir-434:6:134186198:134186398:+

AGCUAGACUCCUGGUUAGAAACGUCGCUUGACUCCAGGUUUGAAACGUCGAUUGACUCUUGGUUUGAACCACAGCUCGACUCAUGGUUUGAACCAUUGUCAAACUCGUGGUUUGAACCAUCACUCGACUCCUGGUUUGAAUCAUCACUUGUCUCCUCCAUGUCUUCGGGUUGGUCGUUCGUUCCCUCUUCAUAUGGUCGA

>rno-mir-449a:2:44418216:44418416:+

CCACAGCUACCCUGCCACUUGCUUCUGGACGGGUCUUCUUGUUAAUGAAGUUUUAGCUGUGUGCGAUGGGUUGGCAGUGUAUUGUUAGCUGGUUGAGUAUGUAAAAGGCACCAGCUAACAUGCAACUGCUCUCCUAUUGCACAUACAAUCAACAGCAGGAUGCAAGUACAUUUAUAACGCAUGCAUGUGCUUUGUCAUGA

>rno-mir-455:5:80239783:80239983:+

UAGCUUUCUUCCACAGGUCGCAAGCUGGGUGCUGGGCCUCUGCUGUCCUGUGCUGCCCUCCCUGGUGUGAGCGUAUGUGCCUUUGGACUACAUCGUGGACGCAGCACCAUGCAGUCCACGGGCAUAUACACUUGCCUCAAGGUCUAUGUCAUCGAGGACCCCCUGGAGCCACCACCACAGAGGACUGGGCCGUGGGAUGG

>rno-mir-485:6:134416322:134416522:+

AGUGGAAGUGGUCACCUUUCCGAGAGAGUCGAUGUCGUCUUCUCCACCAGUGAUCAUGUGUGAUACUUGGAGAGAGGCUGGCCGUGAUGAAUUCGAUUCAUCUAAACGAGUCAUACACGGCUCUCCUCUCUUCUAGUGUCAAACUCUACCUCAGAGGUCUUCUUGAGCCAGUACUGUAACCAAGGUGGGUUUCUGAACAU

>rno-mir-487b:6:134408148:134408348:+

CCACCUGGAAGACGUAGCACGUCUACCUGAGGCGGUGGCUUCCCUUUCCAGGCCGAGCUUUGGUACUUGGAGAGUGGUUAUCCCUGUCCUCUUCGCUUCACUUAUGCCGAAUCGUACAGGGUCAUCCACUUUUUCAGUAUCAAGUGCACAGACUCUGCAGCCUGGCUUCCCGCGCCCGGAUCCUGCCUCUGACACUUCCC

>rno-mir-494:6:134394808:134395008:+

CCUGACCAGCCAUCUGGCACUUUGCAGCUGCCUUUGUUUGCUUUCUGACCAGUGCUAAUUGAUACUUGAAGGAGAGGUUGUCCGUGUUGUCUUCUCUUUAUUUAUGAUGAAACAUACACGGGAAACCUCUUUUUUAGUAUCAAAUCCCACCUGGUAGGCACUCCCUGUCCCUGAUGAAGCCUUCAGGGAAGGGGACCUGG

>rno-mir-495:6:134399154:134399354:+

CUGCCCUUCAGCAUCCCUUAACACUCAGACACACUGCUGGAACAAGCAAGAGCUCACCCGUGGUACCUGAAAAGAAGUUGCCCAUGUUAUUUUUCGCUUUUAUUUGUGACGAAACAAACAUGGUGCACUUCUUUUUCGAUAUCAAAACUCACCUUGGAGAGCUCCCCGUGGAAGAGAGGGAGGGAAGAGUUCGAGGGGUU

>rno-mir-500:X:27334548:27334748:+

AGUGCUUCCAACCUUCCCCCCCCCCAUUGAGCACUCAGGCCCUGAUCCUUCUCCUCUGCUCCCCCUCUCUAAUCCUUGCUAUCUGGGUGCUUAGUGCUAUCUCAAUGCAAUGCACCUGGGCAAGGGUUCAGAGAAGGUGAGCUCAUCUGCAGCAAGAAGGACCAGAGACCCUGUGUGUCCCUCCCCCUCGUUCCCUCUCU

>rno-mir-501:X:27331092:27331292:+

UUAAAUAUUAUAUACAGAACCACACAAACAUGGUACAAGGGCCUGGGCCUUCUGCUCUGCUCGUCCUCUCUAAUCCUUUGUCCCUGGGUGAAAAUGCUAUUUGUAUGCAAUGCACCCGGGCAAGGAUUUGGGGAAGGUAAGCCUGGUCUGCAUGUGAGGACAGGAGGUCUGUGCAUUGUGUGUCAUCCGUUUGCUGCUUG

>rno-mir-511:17:88441431:88441631:+

CGCUCUACUCUGCGCUCAACAUUUUAAGCCUUGGAAUAAGCCAGCAACAAGAAACCAAAUAGAUACCCACCAUGCCUUUUGCUCUGCACUCAGUACAUAAUCAUUUGUGAAUGUGUAGCAAAAGACAGGAUGGGGAUCCAUUAAAUCCCAAGGAUGACGACGUAAGGUGUGGUGGUUGGUGAAUGUAAGCCAUCUAUUUA

>rno-mir-541:6:134423684:134423884:+

GUGUGACCAGUCUCUUGCCGAGCUACAGCAAGGCUAGAAGCCUGUGUGAACUCUUGCCAAAAUCAGAGAAGGGAUUCUGAUGUUGGUCACACUCCAAGAAUUUUAAAAUGAGUGGCGAACACAGAAUCCAUACUCUGCUUAUGGCCUAAGUCAAUGGAUCCUGACCCUUACUGGAUAGCCCUCUCUAUGACGUGCUUGUG

>rno-mir-551b:2:114095822:114096022:+

GUCCUUUCAUGCUUUUUUCUUCUCUCUUCGGCUGAUUCUGUUUAGCCUCCCAGAUGUGCUCUUGUGGCCCAUGAAAUCAAGCUUGGGUGAGACCUGGUACAGAACAGGAAGGCGACCCAUACUUGGUUUCAGUGGCUGCAAGAAUGGCUCUAUUGUCAACGGGAUGCCUUUGAUGUUUGAACAGGUCCUCCAGGAAAGAA

>rno-mir-598:15:42988292:42988492:+

GCUCUGCAUGGCUGCUGAGGGUGCCGAGCUGAUGCACUGCAAGAGGAAAGCUUCAGGAUGCUGCUGAUGCUGGCGGUGAUGCCGAUGGUGCGAGCUGAAAAUGGGCUGCUACGUCAUCGUCGUCAUCGUUAUCAUCAUCAUCAGCACAGCCAUCAGAUCGCUGGCACCCAUGCUGGGUUGGCUGUUUGUCAUAACUAGUC

>rno-mir-615:7:141778177:141778377:+

CCCUGCGGAGCCGGCUCGGCCAGUGUUCGCGGCUCCGGAGGAUUCCAGCGACUCGGGAGGGGCGGGAGGGGGGUCCCCGGUGCUCGGAUCUCGAGGGUGCUUAUUGUUCGGUCCGAGCCUGGGUCUCCCUCUUCCCCCCAUCCCCCCUCAGCCCCUCCGGCCGCAGAGUGAAGGCGGCGGUGGAAAGUUUCCUGCCCAGG

>rno-mir-628:8:77755426:77755626:+

UUUUGUUUCUUCCUGUGAAGGAGCAGGGAGACUGUACCUUAGCAUAGGGGAGAGCUGUUGUGUCGCUUCCUCAUGCUGACAUAUUUACGAGAGGGUGCAAUUCAUAACCUUCUGGUAAGAGUGGCAGUUGAGGGGUUGGGGAUUUAGCUCAGCGGAAGAGCGCUUGCCUAGCGAGCGCAAGGGCCUGGGUUCGGUCCCCA

>rno-mir-632:10:68613303:68613503:+

CAGCGCCUCUUCACCCACUCAGGGCUGAAGCACGCAUCACGUGAUGCGCUCCAGCUCUCGCCGCGGUGGCUGACGGGAGGUGGAGAUAGAACGAGGGUGUCGGCCAUUUUGUGUCUGUUUCCUGCCGGACGUGGUGGUGGCGGUUGGUUCCGAGAACUGUGCGAGUCUCUUCUCUCUUUUUUUUUUUUGUUUUUCGUUUU

>rno-mir-664-1:18:47881283:47881483:+

UGGCCCCACCCCUCAGCCAGGAGCCAUGCCUAUCCACUGAAUAUGUUAAGAUUAAGAAUUAUAGCAUCUGCUGGCUGGGGAAAAAGAUUGGAUAGAAAACAUUAUUCUAUUCAUUUACUCCCCAGCCUACAAAUGAAAAAAAUUCUAUCAUGUAAAAUAAUAAUAUUACAAAACCAUUUCUAAUUUAAAAAAUUCUUUCC

>rno-mir-667:6:134400444:134400644:+

ACGGAACAGGCGUGGGCAACCCAUUUUCAUAGGUUGAAAAAUCCCUUUCCACCUGGUGGGUACUGGCCUCGGUGCUGGUGGAGCAGUGAGCACGCCAUACAUUAUAUCUGUGACACCUGCCACCCAGCCCAAGGCCCCUAGGCCCACAUACUUCUGGAGGGGAGUUUAUCGUGGAUUCACCAAAGGAAUGCAGAGGACAC

>rno-mir-668:6:134416157:134416357:+

GUGAACUGGUGCGCCCUCUGGUCUAGGAAGACUAAGCAGGUUCAAGGCCAUAUACACAUCCCCCUUCAGGUAAGUGUGCCUCGGGUGAGCAUGCACUUAACGUAGGUGUAUGUCACUCGGCUCGGCCCACUACCCAACGCGGCCCCAACUCCUUCUUCACAGGACAGUGGAAGUGGUCACCUUUCCGAGAGAGUCGAUGU

>rno-mir-673:6:134149716:134149916:+

GAUGUCAGUUUCCUUCUGGAAAUGAAGCCAUGCAAGAACUGUGGGAGGUCUGGCUUUGGAGCCUGAGGGGCUCACAGCUCCGGUCCUUGGAGCUCCAGAGAAAAUGUUGCUCCGGGACUGAGUUCUGUGCACCCCCCUUGCCCUCCACAUUCCCCGGGGCUAUGCCAGGGCCCUAGCUGAGGAGUCAUCAUGACCCAGAU

>rno-mir-678:20:12816778:12816978:+

GUCCACACCUUGUGUCAGUGGUGUCCUUGAUGCCCUCGACCAGCUGCUGCACCUGUGGACUGUGGCUUGCCGAGCCGUGCUCCGGUAUGAGAGAUGGCCGAGCACCCGUGUCUCGGGGCAAGGACUGGAGGUGGCAGCGUGCGCAGUGGGCUCUGCAUGGGUAGCCGCGUGUAACGUCUUAUGGGUAAAUUAUAUGUGGG

>rno-mir-708:1:153476611:153476811:+

GGGUUUACAGAAACCUAUCCCCUUUGGUUGACGAGGGACAGCUGUGUUUGAAAUGGUGACUGCCCUCAAGGAGCUUACAAUCUAGCUGGGGGUAGAUGACUUGCACUUGAACACAACUAGACUGUGAGCUUCUAGAGGGCAGGGGCCUUACCCUAGUCAUCUCUCUGCUCACCCUGCACACCCUCCCUGUGGGACAUCCU

>rno-mir-758:6:134391932:134392132:+

AGCUUCGUGGGCAGGGGUGACUUGCAGACCAGGAAAGUAGCAUCAACAUGUGACACACGUGUGGGUGCGUGAGGUGGUUGACCAGAGAGCACACGCUAUAUUUGUGCCGUUUGUGACCUGGUCCACUAACCCUCAGUAUCUAGCCUUCCCUUGGAGAACUUCCUGGAAGAGAUCUCAACUUUUGGGGACAGAGACCAUAA

>rno-mir-759:15:60997621:60997821:+

GUAUUUUUCAGUGCAAAAAAAUGACUUUCAAGGCAUGUAUUAUGGGAAGGAUUAUAAUAAAUUAAAUGCCUAAACUGGCAGAGUGCAAACAAUUUUGACUCAGAUCUAAAUGUUUGCACUGGCUGUUUAAACAUUUAAUUUGUUCGAAUGGAGGUAGAGGAGCAGGAUAAGCUAAUUAAACUCGGGCUUUGGCAACGUGA

>rno-mir-761:5:130366354:130366554:+

CCGUUGUCUCUGUCUGUUUCUGCUUUCUCCCUUAGGUCUGCACCUGUUGAGCAUUUGGCAGGAUGGCAAGUGGAGGAGCAGCAGGGUGAAACUGACACAGUUCUGGUGAGUUUCACUUUGCUGCUCCUCCUGAUUCCCAGGGAGAAUUCUGUUCCUUUCUGUUGGAAAACUUCUCCACGUGAAUCCUCGAGGUGCUAGUA

>rno-mir-872:5:114979142:114979342:+

UAUCACUGCUCUGCUGUGAUCAUCCUAAUUACUGCAACAACACAGGGGGUUGUGUAGACGGUAACUUGUUAGAAGGUUACUUGUUAGUUCAGGACCUCAUUACUUUCUGCCUGAACUAUUGCAGUAGCCUCCUAACUGGUUAUCCCACCUCCAUUCUUGCCCCUUCUAAGUCUUUUUCCAGUAUAAUGCUGUAAGAAUGA

>rno-mir-3065:10:109426924:109427124:+

GUUGGGUGACCUAUGGGUGGGGCAGCUGGGCUAGGCAUCAGGCAGGACAGGAGGCUGGCAGCUGCCCUCUUCAACAAAAUCACUGAUGCUGGAGUCACUGUGCACCCACUCAGCACCAGGAUAUUGUUGGGGAGGACGGCCUGGGCAGCGUCGGGGCUGGCGGGCCGCUCGUCCAUCGCUACUUCUUCCAGCCCGUGCCC

>rno-mir-3074:17:7350903:7351103:+

CUUCUUGUCCGUGGGAGGCCUGCCUCAGGCACUUACAGAUGGGUAGGCUUUUUGCUCAAGGGCUCGACUCCUGUUCCUGCUGAACUGAGCCAGUGUGUGAAAUGAGAACUGAUAUCAGCUCAGUAGGCACCGGAGGGCGGGUCCAAUCACAGCUGGGCAGUGCCUCCUGGCGUGCCCUGGGCAUCAUCCUGCCAGCGACU

>rno-mir-3542:17:15151512:15151712:+

GACUUUCCUGCCAUCCAGCACGUCAUCAACUAUGACAUGCCUGAAGAAAUCGAGAACUAUGGUAGGGAGAGUGGGGCAUUGGAGCUGCACAGAGGAGGGUCAGGCCUCUGGGUGGUAGAACCAAGGCUCUUCUUUCCUUGCAGUGCACCGAAUCGGCCGCACUGGGCGCUCAGGAAACACAGGCAUUGCCACCACCUUUA

>rno-mir-3550:19:24884887:24885087:+

CUGGUGAAGAAACUGCUCAUCAUCAUCUCUCGCCCUGCAAGGCUUCUGGAGUGCCUGGUGAGGGGUGGUUUGAGCAGUGUGGGGCAUGGGGUGGCCCUCACUGGGCACACCAACCAAGCCGAGCCCAUCCCUGCCCUAGGAAUUCAACCCAGAAGAAUUCUACCACCUGCUGGAGGCAGCGGAAGGCCACGCCAAGGAGG

>rno-mir-3556a:4:58107702:58107902:+

UACCUGUGGCUCCAAAGUCAACAAUAGAUUAGUCUCGAGUCAGCUGCAUGGUGCUUUUCCCCAAUCAUUAUAACCGAUUUCAGAUGGUGCUAGAAAAUUCUAUUGACUCUGAACACCAAAAGAAAUCAGUCAUCCUCUAAGGGGUCACAAGAGGUCAUGUGCAUUGGGAAGGCCCGGGCCUUCUGUCUGUUGUACAUGUA

>rno-mir-3564:19:52056118:52056318:+

GGCAGGUUAUAAAACACAUUAUAUAAGACUCCAAUCUGGGGUUCCAAACAGCUUCACUAUUAUCUGUCUUCUGUAUCCCUCAAGCUUUCCCCAGUGAACACAGCACCCUGGGAAAUGCAAAGAGGGAAGACAGAGAGGAGCAUGGGGUGGGAGGGAGGAGCACCUGUCCCUGCAAAGCGCCAGAGGAGGCCUCAAGGUUC

>rno-mir-3566:17:29445653:29445853:+

CUCCCCCCGCAGCAGCUCAUCACCAAGCACCCACUCCGCAGCGACUCAGCCGCUGCGCGGGGCCUGCUGGGAAAUGUAGUUCAAAGUUCGGCACGAGCUGCAGGUCUCUGCCUAACAAUGAACUACCACUCCCAGUAGUCAACGCUGCUCAGGGCUUCUCCUAGCUCUCCUUUCCCGUCCCUUGUGCCUUUGGUGUUCUU

>rno-mir-3569:1:85634905:85635105:+

CCAGGCGCAACCCGGUAGCCGCAUUAUCCGGCGCGGAGGGGAGAUGCUGGAGAGGUUGGUCUCCAGUCCCUUCCUCGGAGGACAGCAGACUCAGGUCGAAAUCGGGACCUGAGUCUGCGCUCCUCUCCAGCCCUAGACUACGCGCGCGGUGGAUUGCUGAGGAAGGAAUCAGAGUCUUGGGGGCGCCUCAAAGCCACCUU

>rno-mir-3571:18:2191613:2191813:+

UCACCCUCCUGGAAAGGGUUUCCUUUAUCUUCUGCUUAGCUUCUUCUUGGCGGACAUUACCUACCCAAAAUACACACUUCUUUACAUUCCAUAGCAUUCUAUGUUCAUAUGGGUACAUAAAGAAGUAUGUGCUCUGAGUAGGCACUAUUGUGCCGAUUGUUGUGGAAACAUGAAGCAGCCCAUCCUCCAUUUGUUAGUAG

>rno-mir-3582:18:2189158:2189358:+

GUUGUAGUCAGUUGAGAUGUAACUCACAUUCACAGAGCGCUGGCUGUCCUGUGGCAAUCAAUGCAUAGCUACAGCUGGUUGAAGGGGACCAAAUCCAUUGAAGAGGCGAUUUGGUUCCAUUUUACCAGCUUUAGCAAAGCAUUGCCGCUGCUGGUUUAGGAUCCAAACAAGUUCUAUGCUCAUUUGUAGAAAUAUGACAU

>rno-mir-3587:4:58108040:58108240:+

CUACUUGAGCAGGUUCUGGUGGCCUGACUGUCUUAGAUACUGAAUACCUCAGGGCUGUCCACUCCUUCCUUUUGUGUGGUCGGCAGCGAAGUUGUUCUCCACCAAGAACACUGAUUUCAAAUGGUGCUAGACAAUCACUAUUUAAAUCUAAACCACCAUAUGAAACCAGCUUCCUGAAGAAGCUUUGUCUGUUCUCGUCC

>rno-mir-3589:X:145928927:145929127:+

AAUAUAUGGAACAUGGAGAUCUGAGCAGUUAUAGAAAUCCAAAUAGAAUCCACGAACUUGGUGAUACUCCAGAGAGGAAACCAGCAAGUGUUGACGCUAACCUGGCAGAAACAUCAAUACUUCCUGGCUCCCCCACUGGGUGCAUCAAUUUACUACUGGAGGCAGGUUGAUCUUCUGCAAGUGACAAACAGAAUGCUGUC

>rno-mir-3597-2:2:12259447:12259647:+

CUGGUUUUUACUGUCUCUUGACUGUAGUCUUUCUUUCCGGAGCACUCCUCGGUGAUCUUGAAGGAGUUUUUACUUUCGGUUAUCUAGCUUUAUGAAGACCAAUACACUCAUACAGCUAGAUAACCAAAGAUAACAACUCGCUUCCCUCACAAGGCUGUCUUCCUCUGGCUGGACUCCAGAUCCGGAUCCUCGUUGGUUUG

>rno-let-7i:7:62755250:62755750:-

CAGCCGGCGGCGGAGAGGAGGACGAGGCUCCGCGUGUCCCGCCGGCUCCCACACCAUGGCCCUGGCUGAGGUAGUAGUUUGUGCUGUUGGUCGGGUUGUGACAUUGCCCGCUGUGGAGAUAACUGCGCAAGCUACUGCCUUGCUAGUGCUGGUGAUGCUCAGCGCCGCGGAGGACAAUGGCCGGGGAUCCCCUUUGUUUU

>rno-mir-9-2:2:12259400:12259900:-

CCCAAACCAACGAGGAUCCGGAUCUGGAGUCCAGCCAGAGGAAGACAGCCUUGUGAGGGAAGCGAGUUGUUAUCUUUGGUUAUCUAGCUGUAUGAGUGUAUUGGUCUUCAUAAAGCUAGAUAACCGAAAGUAAAAACUCCUUCAAGAUCACCGAGGAGUGCUCCGGAAAGAAAGACUACAGUCAAGAGACAGUAAAAACC

>rno-mir-21:10:74864397:74864897:-

CCCGCCUGAGCAUCUCGUGCUUGCCCCCUGUCCUGGUCGUGACAUCUGCAUGGCUGUACCACCUUGUCGGGUAGCUUAUCAGACUGAUGUUGACUGUUGAAUCUCAUGGCAACAGCAGUCGAUGGGCUGUCUGACAUUUUGGUAUCUUUCAUCUGACCAUCCAUAUCAAAUGUUUUCAUUCAAACAUUACCCAGCAUCAU

>rno-mir-23a:19:25638631:25639131:-

CUUUCCUCUUUCUCUCCCAUAGGUGCUACACUCCGAUCCCACCUGCUGUCCCCUCACUGUGCCUCGGCCGGCUGGGGUUCCUGGGGAUGGGAUUUGAUGCCAGUCACAAAUCACAUUGCCAGGGAUUUCCAACUGACCCUGUGCCCUGCCUUGGGGCCUCGUGUUGCCAAGGACGUUUAUCUUGGGUGCUGGGUGACAGA

>rno-mir-23b:17:7351586:7352086:-

GUGUGGAGGACACUCAGCGCAUGUGGAUGGGAGUGGUUGGGCAUGGCGCUGCCCUCACCUGCUCUGGCUGCUUGGGUUCCUGGCAUGCUGAUUUGUGACUUGAGAUUAAAAUCACAUUGCCAGGGAUUACCACGCAACCAUGACCUUGGCUGCUCCUGCAGAACCGUGGCUACUUUCUCUCUGCAGUUUGGAGAACAGAG

>rno-mir-27a:19:25638472:25638972:-

UGUUGCCAAGGACGUUUAUCUUGGGUGCUGGGUGACAGAGAAGCCCAGCAUGACCACUGGCCUGUGGAGCAGGGCUUAGCUGCUUGUGAGCAAGGUCUACAGCAAAGUCGUGUUCACAGUGGCUAAGUUCCGCCCCCUGGACCCCAUCUCCCCAGGCCGCUGCCGCCCACCCUGCUCUGCAUCUGCCUCUCCCUGGGCUC

>rno-mir-27b:17:7351349:7351849:-

GCCACCAGCCUUCGAAGAUGCUCACCAGCCCUUUAAUUAUGGCCGGCGAUGACCUCUCUAACAAGGUGCAGAGCUUAGCUGAUUGGUGAACAGUGAUUGGUUUCCGCUUUGUUCACAGUGGCUAAGUUCUGCACCUGAAGAGAAGGUGAGAUGGGGACAGUUAACUUGCAGCUGCCAGGCAGAGGCCACUGCCUGGUGGU

>rno-mir-29a:4:58107655:58108155:-

CUACAUGUACAACAGACAGAAGGCCCGGGCCUUCCCAAUGCACAUGACCUCUUGUGACCCCUUAGAGGAUGACUGAUUUCUUUUGGUGUUCAGAGUCAAUAGAAUUUUCUAGCACCAUCUGAAAUCGGUUAUAAUGAUUGGGGAAAAGCACCAUGCAGCUGACUCGAGACUAAUCUAUUGUUGACUUUGGAGCCACAGGU

>rno-mir-30d:7:105819612:105820112:-

GUUAGUAGCACAAACAGUGACUGACCAUUUGCUCUGUUCCUUUGUAGCUUGCUGUCAGAAAGUCUGUGUCUGUAAACAUCCCCGACUGGAAGCUGUAAGCCACAGCCAAGCUUUCAGUCAGAUGUUUGCUGCUACUGGCUCUUCGCAUGCAUCUUUUGGACAGUCUGGCCAAGGAUUGGAGCUGAGGAGGGUGAGAAGUA

>rno-mir-31:5:108497555:108498055:-

GAAGGAGAGAUUGUGGAAAAGUAAAACAACAAAGAGGCGUGGUAUUGCUCCUGAAACUUGGAACUGGAGAGGAGGCAAGAUGCUGGCAUAGCUGUUGAACUGAGAACCUGCUAUGCCAACAUAUUGCCAUCUUUCCUGUCUGACAGCAGCUUGGCCACCUCCAUGCCAUUCCUCCGUGUCCUGCUACAAGCAGUACGUGA

>rno-mir-32:5:74797711:74798211:-

GCAUGCUGCCUCCUGAAUGCACACAUCACACCCUCUCCCCGAGGCUCCCAUCCCGCUUGCUCUGGUGGGGAUAUUGCACAUUACUAAGUUGCAUGUUGUCACGGCCUCAAUGCAAUUUAGUGUGUGUGAUAUUCUCACAUGAGUGCAUGCACACAGUCUGGCUCUUGCUUGCUGGGAUACAGCUUUUCCGUGCUGGAGGG

>rno-mir-34b:8:54422462:54422962:-

CGACCGUGGCGAAAGGGGGCGAGGGACCCGACCCUCGGAGCUGCCGCGGCGGGCGCCCGGUGCUCGGUUUGUAGGCAGUGUAAUUAGCUGAUUGUAGUGCGGUGCUGACAAUCACUAACUCCACUGCCAUCAAAACAAGGCACAGCAUCACCCGCCGCCCGCGGGAGGAGAAGCCGGCGGCUGCAGCCCCACUGACUCCG

>rno-mir-92a-2:X:139740697:139741197:-

AACUGAUUGUGAUGAUGUGUGCCUUUCUGCAUCUUUAUGGACACCUUUAGCACCCAUGCCCAUUCAUCCACAGGUGGGGAUUAGUGCCAUUACUUGUGUUAGAUAAAAAGUAUUGCACUUGUCCCGGCCUGAGGAAGAAAAGAGGGUUUUUAAUCAUCUUUUAGUUUCUGAGAGUUGUAAGAUAUGUUAGACUAUAAUUA

>rno-mir-96:4:57074796:57075296:-

UGCGGGGUACAAAGACCCCCUCGACUCUGUCCCCAGAGGGCCUGUUCCAGUACCAUCUGCUUGGCCGAUUUUGGCACUAGCACAUUUUUGCUUGUGUCUCUCCGCUCUGAGCAAUCAUGUGCAGUGCCAAUAUGGGAAAAGCGGGCUGCUGCGGCCACGUUCACCUCCCCCUGCGUCCCAGGGUCCAUGUGUCUCACCGG

>rno-mir-101a:5:121990473:121990973:-

CUUCACUCCCAGGGGCACCUUCAAAGGGGGUGACGUCACUGACAGACGUGGUGACUGACAGGCUGCCCUGGCUCAGUUAUCACAGUGCUGAUGCUGUCCAUUCUAAAGGUACAGUACUGUGAUAACUGAAGGAUGGCAGCCAUCUUGCCUUCCUCCCAAGACGUCUUAUCACAGAAGGAGAAAGAAGAAUGGCAGUCAGG

>rno-mir-105:X:158569961:158570461:-

CUCACUUGUCAUUGCUGUCUACUACUGUAACAUGGCAUUAACACCUGUUGUUCUCUCUGUGUGUAUUGUAGUCAAGUGCUCAGAUGUCUGUGGUGGCUGCUUAUGUAUCACGGAUGUUUGAGCAUGUGCUAUGGUAUCUACUUUUACAACAUUGCCAUCUGCUUCUGGAACAAAGCCAUUCAUUACUCUGUUUUAAAACC

>rno-mir-106b:12:17608273:17608773:-

UGACCCUUGCCUGCCACCUCACCUAAUGUCCUUCAAGCUGCCUUCUUCCCUCCCACCAGCCCUGCUGGGACUAAAGUGCUGACAGUGCAGAUAGUGGUCCUCUCUGUGCUACCGCACUGUGGGUACUUGCUGCUCCAGCAGGGCACAUGCAACACCCACGGAGGGAAAGGCUGCUUGAAUCCACGAGGGGGUUGGAAGGA

>rno-mir-107:1:238806729:238807229:-

CAUAAACCACCCAAACAAACAAACAAAAAUUUCUGCCUCACCCACAAUACUGUGAUAUUCUCUCUGCUUUAAGCUUCUUUACAGUGUUGCCUUGUGGCAUGGAGUUCAAGCAGCAUUGUACAGGGCUAUCAAAGCACAGAGAGCUUGCUACAGCCAAAGCCAGCCAGAGCCCCAGGUGGCAGCCCCUGAGGACAGAUGUA

>rno-mir-128-2:8:116727130:116727630:-

AUGGUUCACUGUCACGAUGGCCACAUGCCUGCCACCCACCCAGAGCCCCGGCAGCCACUGUGCAGUGGGAAGGGGGGCCGAUGCACUGUAAGAGAGUGAGUAGCAGGUCUCACAGUGAACCGGUCUCUUUCCCUACUGUGUCAAACUCCUAAGGAAUGCCGCUAUCCAGAGAGCAGCAGGCACCCAGCAGGGCUGAGGGA

>rno-mir-133a:18:2189109:2189609:-

UCAUGUCAUAUUUCUACAAAUGAGCAUAGAACUUGUUUGGAUCCUAAACCAGCAGCGGCAAUGCUUUGCUAAAGCUGGUAAAAUGGAACCAAAUCGCCUCUUCAAUGGAUUUGGUCCCCUUCAACCAGCUGUAGCUAUGCAUUGAUUGCCACAGGACAGCCAGCGCUCUGUGAAUGUGAGUUACAUCUCAACUGACUACA

>rno-mir-141:4:160840800:160841300:-

UCAGCCGGCAGCGGCAUCCCUCUAGCGCUUGAUCGGCGGUAGAUCAAUUUAUGUUGGCUGACUCUGAGUCCAUCUUCCAGUGCAGUGUUGGAUGGUUGAAGUACGAAGCUCCUAACACUGUCUGGUAAAGAUGGCCCCCGGGUCAGUUCCCUCAGCAGUGACCUUGGAGCCUUGAAGACCACCGACGCCUCCAGACCAAC

>rno-mir-145:18:57623642:57624142:-

GGGAAAACUGCUCGUCCCUAGGGGUGGGCGUGGCACUGCUGAAGGCAUCUCUCUCCCACCUUGUCCUCACGGUCCAGUUUUCCCAGGAAUCCCUUGGAUGCUAAGAUGGGGAUUCCUGGAAAUACUGUUCUUGAGGUCAUGGCUUAACAGCUGGAUCUGCCUCCUUCCCACCCUGACAUUUCCUCCCAGGGAGAAGGGAG

>rno-mir-183:4:57074999:57075499:-

GAGGCCUCCAGGAGAGGGCAGCUGACCUCUCUGUAGGGUCUGCAGGCCAGAGAGUGUGACUCCUGUCCUGUGUAUGGCACUGGUAGAAUUCACUGUGAACAGUCUCGGUCAGUGAAUUACCGAAGGGCCAUAAACAGAGCAGAGACAGAUCCGCGAGUGCUUCGGAGCUCCUCACUCCUUCUGCCUGGACCUCGCUGUUU

>rno-mir-184:8:94692459:94692959:-

GGGAAACCAGGUGUCAGCUUUCAUCUGUCCGGGAAAGCAUCCUCACAAGUUUUCUGUCUGCCGACCACUUUCCCUUAUCAGUUUUCCAGCCAGCUUUGUGACUGUAAAUGUUGGACGGAGAACUGAUAAGGGUAAGUGACUGGCGCUCACUGCCUUCAGAAGCCCUCGGCUCACCUGCACCUUCUUGUUGGAAAAAGCCU

>rno-mir-187:18:16219483:16219983:-

GCCAGCAGCCCACCUAAGGAGGAGCCAUGCAAGACAGGCUGCCUGGGCUCACAGGACACAAUGCGGAUCCUCAGGCUACAACACAGGACCCGGGCGCUGCUCUGACCCCUCGUGUCUUGUGUUGCAGCCGGAGGGACGCAGGUCUGCAGCAGAGCCUGCCUGGUGGCCCCUGAGAGAUUUGACAUAGGGCAAAGCACUUU

>rno-mir-200c:4:160841228:160841728:-

UGCCGCUUCUCCUCAGGGCUUGGGCUUUACCAGGGCUGAUCCUGAAGGUGGACUGGUUGGGUAGGGGCCCUCGUCUUACCCAGCAGUGUUUGGGUGCUGGUUGGGAGUCUCUAAUACUGCCGGGUAAUGAUGGAGGCCCCUGCCCCUGUGUCAUCGGCGUCCAUGGCGGUCCCUUGCUUUAGGCCCUUUCUCUGGUAGCA

>rno-mir-201:X:154169030:154169530:-

UCUAUUUCUCAUUGUUUUGCAUUCAUGUUAAGAAGAUGAGUUGCUACCUUCAAUGAUGUUAUGUACAGUACCUCACUCAGUAAGGCAUUGUUCUUCUAUACUAAUAAAUGAACAGCGCCUUUCUGUGUAGCGUAAUGUGCAACCUGGACAGCAUUUGUAGUAGCAUUGAUGGUAAGCUUUAGUCACAGAUCAGUAAUGAA

>rno-mir-205:13:109352281:109352781:-

CUCCAGGUUACACAGCACUACAAGAGGAGGCUUAAUAGACAAAACAGCCCCAGACAAUCCAUGGGUCCUCCUGUCCUUCAUUCCACCGGAGUCUGUCUUAUGCCAACCAGAUUUCAGUGGAGUGAAGCUCAGGAGGCAUGGAGCUGCCAGCGGUGGACUGAAGCACAGCAUCUGAACAGAGGCAUUCUGCAAAAAUACAA

>rno-mir-208b:15:33077920:33078420:-

CAGCCCGAUCUGAUGCUCAGUAGUCCACACGUAGGGGACUCUUAGGCACCCCCACCUCCUGCUCCUCUCAGGGAAGCUUUUUGCUCGCGUUAUGUUUCUCAUCCGAAUAUAAGACGAACAAAAGGUUUGUCUGAGGGCUGAGUGCACCCACCUGGGGUACGGUGCUAUAGGGAACGGGGCUGAUCCAGCCAAGAAGGAUC

>rno-mir-218a-1:14:67642262:67642762:-

CUUUGUCUUUCCUCUCGGUCUUCCCUCUGGCCUAGUGGUUGGUGUAGUGAUAACGUAGCGAGAUUUUCUGUUGUGCUUGAUCUAACCAUGUGCUUGCGAGGUAUGAGUAAAACAUGGUUCCGUCAAGCACCAUGGAACGUCACGCAGCUUUCUACAGCAUGACAAGCUGCUGAGGCUCAAGGCAGGACUUACUUGUCUUU

>rno-mir-290:1:64274816:64275316:-

CAUCCAGGUUUUCUCAGGCUGGAGUGACUGACGAUGUUUUUUCUUGCUGCCACCGUGUCUGUCAUCUUGCGGUUCUCAAACUAUGGGGGCACUUUUUUUUUCUUUAAAAAGUGCCGCCAGGUUUUAGGGCCUGCCGGUUGAGAAAACGGCGAUCGGAAACAAGUUUUAGACACGAGCAGCCCUGCUACCACGUGUUCCGG

>rno-mir-291a:1:64274519:64275019:-

AGGUGGUUGUAGGGGACCUGUGGAGUCCGGCGCCCAGUCGGGGCCUGGAGCUGUUGAAUGCCGGUGUAGUAGCCAUCAAAGUGGAGGCCCUCUCUUGGGCCCGAGCUAGAAAGUGCUUCCACUUUGUGUGCCACUGCAUGGGGAAAGCAUCUGCGUCUGGCCCUCCAUCUGUCACGUGAGGGGGCUACCUGGGCUCCCAA

>rno-mir-291b:1:64273958:64274458:-

AAAAAGGAGCUGGGAAGCCGGCCUAGGCCUGGGAGGUGCUGACCUCGGAUCUUGGAAGUUGGAACACAGGGUCCAUCAAAGUGGAGGCCCUCUCCGUGGCUUGGCGGGAAAGUGCAUCCAUUUUGUUAGUCUCUGUGUCCCGCUGGACUCACCUGCCUGCCAGAGGUGGAUUCCUUUACUACAGGAGGCUAGUUUAAGUC

>rno-mir-294:1:64272853:64273353:-

GCAAGUGUUCAUGAGAUUGAGAGAUUGAAUUGCAGGCAUGAAUGGAGGAUCUUGGAAAAACCACCAUAGCCAUGCUCAAAAUGGAGGCCCUAUCUAAGCUUUUAAGUAGAAAGUGCUUCCAUUUUGUGUGUUGCUGUGUGGAAGAAGGCAUCCGGGACUUCAAUCAACCCGACUUGCUCAUUUUGGUGAGACUCAAAUGU

>rno-mir-295-1:1:64272734:64273234:-

UCCAUUUUGUGUGUUGCUGUGUGGAAGAAGGCAUCCGGGACUUCAAUCAACCCGACUUGCUCAUUUUGGUGAGACUCAAAUGUGGGGCACACUUCUGGAUUAUGCGUAGAAAGUGCUACUACUUUUGGGUGUCUCCUGUGGGCACUACUCACAGAUCCCUGUACCUUUAAAAUUACUGUAAUAGGCCUGGGCCUUUACUG

>rno-mir-297:10:102801168:102801668:-

CUGAAGCUGUAUGUGUAAGUGCACAUAGGCAUAUGUAUGUAUGUAUGUAUGUAUGUAUGUAUGUAUGUAUGCAUGUAUGUGUGCAUGUAUGCAUGCAUGCAUGUAUGUAUGUAUGGUGCACUUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUUGGACAGUGCUGCAGAGGCAGGAGGCCCCUGAGUGCUGAUCUGUA

>rno-mir-298:3:165194165:165194665:-

GCUAUUUGAGGUAGGCUGGGAAGUUCCUGCUGUGCUUGAAAGAAGAGAUACCUAAAGGCCCAGGCCUUCGGCAGAGGAGGGCUGUUCUUCCCUUGGGUUUUAUGACUGGGAGGAACUAGCCUUCUCUCUGCUUAGGAGUGGGCCAACAGUUUCCUUCAUUCAGACUCCGGCGGAAGGCUGCUGGCUGACACAUGGGGCUC

>rno-mir-328a:19:35122444:35122944:-

CAUGGAAACUGUGGUCUUGGCUGAAGAACAUGGGUGAGAAGUCCUGGGCGGUCUCGGAGCCUGGGGCAGGGGGGCAGGAGGGGCUCAGGGAGAAAGCAUCUACAGCCCCUGGCCCUCUCUGCCCUUCCGUCCCCUGUCCCCAAAUACACCAGAUCCAGCCCAACUCACAAGGCUCCCCAACAUGGAGCAGCUCACACAGC

>rno-mir-331:7:31089667:31090167:-

CGUGGCUGAGAAGCCCAGAAGCCCACUCAAGCUGAAAGCGCUCCCCAGGAGUCUGGUCUUGUUUGGGUUUGUUCUAGGUAUGGUCCCAGGGAUCCCAGAUCAAACCAGGCCCCUGGGCCUAUCCUAGAACCAACCUAAACCCAUGCAUCAUUCCCGGGACAUCCAGAGUGCGAAGACGGAAGAUAACUGAGGCUGACUGC

>rno-mir-344a-2:1:115954463:115954963:-

GAAUGUACGCACUCCUCCAAUUAGAGGCAAGCAGAGGUAAUAAAAAUCUCUGCAGCCAGGGUUUUUACCAGUCAGGCUCCUGGCUAGAUUCCAGGUACCAACUGGUACCUGAUCUAGCCAAAGCCUGACUGUAAGCUGUAAAAACAAAGGAAGACUGCUCCUAAACCCUGUAAGUGUCAGAGCCAGUGAAAACCCAGCAU

>rno-mir-350:13:92544977:92545477:-

UAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUGCCUUGCUCCUACAAGAGUAAAGUGCACGUGCUUUGGGACAGUGAGGAAAAUAAUGUUCACAAAGCCCAUACACUUUCACCCUUUAGGAGAGUUGCAGCUUCCUUUACACCUGCUUCUUACAAAGUACAGCCAGGCUAAUCAGAGGG

>rno-mir-363:X:139740545:139741045:-

AUCUUUUAGUUUCUGAGAGUUGUAAGAUAUGUUAGACUAUAAUUAUGAAAUGAACUGUUUUGCUGUUAUCGGGUGGAUCACGAUGCAAUUUUGAUUAGAGUAAUGGGAGAGAAAUUGCACGGUAUCCAUCUGUAAACCGCAGGACUUUUGGUGACUGCAGUCGAUCAGUGCUAAAGUAAGGUUGUAAAAUCCGUUAGUCA

>rno-mir-378:18:57377688:57378188:-

GGGAAGAGGCUGUGAGGGGUGAGCUGCUUGUCCACGACCACUCAGCCAGGGGGUGACAGAGCCACCCAGGGCUCCUGACUCCAGGUCCUGUGUGUUACCUCGAAAUAGCACUGGACUUGGAGUCAGAAGGCCUGAGUGGAGUCACCUUCCCCGCUCUCUGGCUGGGUGAUCCUGGAGCAAGCCAUUUUAACUCUCCAGCC

>rno-mir-384:X:93446783:93447283:-

UUGAAGCCAGUGUAUGAUCAAAUUCAAGCUAACUGGUAUUUUUGUUGCAGCGAAAUGUUAAAUCAGGAAUUGUAAACAAUUCCUAGGCAAUGUGUAUAAUGUUGGUAAGUCAUUCCUAGAAAUUGUUCACAAUGCCUGUAACAUAUAUGCAGCUAGCAAGAUUCCUGAAAUACAUAGGAAGCCUUCAAGAAGCUAACUGU

>rno-mir-450a:X:139994842:139995342:-

UCUGCAUCAGUCAUAUGGAGUGAAGACAGUUACCUCCGAGCUGUAGCCCCACUAAAGAGAGAUGCGGAGCUGUUUUUGCGAUGUGUUCCUAAUGUGUGCUACAAUUAUAUUGGGAACAUUUUGCAUAAAUAGUUUUACAUCGACACACAGGCAAAGGUUGGAAGAAAGAAGCUGCAAAUCUAAGCCUAGUUACUUAGAGU

>rno-mir-463:X:152844193:152844693:-

CAUUGAUAGUUAAAGUGGAUCAUGCAAGUUACAUUUGCAACAUUUUCAUAUUAAACUAUGGUGUACCCUGUUUUACCUAAUUUGUUGUCCAUCAUGUAAAAUUUAAGUGAUGAUAGACGCCAAUUUGGGUAGAGGAAGGCUCACUAUGUUCAUCAUUUGGAACAUCAUUGUGGUAUAGAAGAGUUUACCCUUGCUGGAGC

>rno-mir-465:X:152868769:152869269:-

AGUUAAGAAAGUUAAGAAGACUAUUAGAAUCUAAUGUAUGAACAUUUCAUCAAAGGGCUUGGAUGCAGUGCCCUAUUUAGAACGGUGCUGGUGUGAUGAAUGAAGUUUGAUCAGUGCCUUUCUGAGUAGAGUAAGGCUUACCACAUUCUACAUUUAAUAUGAUUUCUAGUGAAGUGCCUUCUGUAUAAUCAUAGAUGAGC

>rno-mir-466b-1:17:79291456:79291956:-

UGAGGAUAAUGAUUUCAAACUCAGGCUUCUGGGAUUCAUGUGAUGUCUCUAUAUAUUUGCAUGUGUAUAUAUGUGUGUGUGUAUGUCCAUGUGUGUAUAUGAAUAUACAUACACACACACAUACACACACGUGCAAGCACACACACAGGAAUGGCAAACAUUUGGGGGGCAGAUUCAGGAUGAGGAGUUAAAGUCAUGCU

>rno-mir-466c:17:79270664:79271164:-

UACUUCAUUUCAUGUUGAGUUUGAAAUCAACCUGGGGUUCAUGUGAUGCCCUUAUAUAUGUGCCUGUGUGUAUGUGAUGUGUGCAUGUACAUGUGUGUAUAUGGAGAAACAUAUACAUGCACACAUACACACACACAGGCAAACACACACACAUACACAACACACACACACAAGAAAGGCAGACAUUUGAAAAUGAGUGU

>rno-mir-483:1:202910496:202910996:-

CAAUCCUGCACGGAGGGGCUUCACAGAUAGGAGGGCCCCAAGCCCAGCCUCGGACCGUGGGGGAGAGGGGGAAGACGGGAGAAGAGAAGGGAGUGGUUUUUGGGUGCCUCACUCCUCCCCUCCCGUCUUGUUCUCUCCUGCCCUAUCUUCCCUUCCUGUCACAGUUCAGCGAUGGGGGUUGAGGGUGGGCCCCUCAGGCU

>rno-mir-503:X:139999756:140000256:-

GACUGCAUAGCAAGCACUUGAAGAAGGGACAAGGUAUCCUGAACUCAGCCCACCACACCCAGUCGUGCCCUAGCAGCGGGAACAGUACUGCAGUGAGUGUUUGGUGCCCUGGAGUAUUGUUUCCGCUGCCUGGGUAAGUCUGGGACUUCCACAUGGGCACACCCACCAGGUAAGUUUCAGUGCAUCACCUACAGCCUAGG

>rno-mir-504:X:144243718:144244218:-

UCAAUUUCUCACACAAAAUCACGACUGAAGAGAGAAAAUCUGGAAUGGAAUGUUGGAACUGCUGCUGUUGGGAGACCCUGGUCUGCACUCUGUCUGGAAACUUACAGAAGGGAGAGCAGGGCAGGGUUUCCCAUACAGAGGCACAGGCAACCACCGCAUGGCAAAAAAGGUUGAUGAGAACUGAAUUUCAAAGUCGGAAU

>rno-mir-505:X:145928882:145929382:-

UGUUGACAGCAUUCUGUUUGUCACUUGCAGAAGAUCAACCUGCCUCCAGUAGUAAAUUGAUGCACCCAGUGGGGGAGCCAGGAAGUAUUGAUGUUUCUGCCAGGUUAGCGUCAACACUUGCUGGUUUCCUCUCUGGAGUAUCACCAAGUUCGUGGAUUCUAUUUGGAUUUCUAUAACUGCUCAGAUCUCCAUGUUCCAUA

>rno-mir-592:4:54685480:54685980:-

GUUCCUGCCCUUCCCUGGGGCCAGGGUGUGGGAGUGCUGAUGUAAUUAAUUUCAUGAUAUUAUGCCAUGGCAUUGUGUCAAUAUGCGAUGAUGUGUUGUGAUGGCACAGCGUCAUCACGUGGUGACGCAACAUCAUGACGUAAGACAUCACAUCGCCAAUUAAAGAGGUGGUUCCGCGAGGUUUUAAGACUGAGCAGCUA

>rno-mir-652:X:35821216:35821716:-

UUUUUUGGCUUUAUUCCAAAUUCCAGGUGUGUUUCCACGAAGGGCCUCCAGGAAUGGCUAUGCACUGCACAACCCUAGGAGGGGGUGCCAUUCACAUAGACUAUAAUUGAAUGGCGCCACUAGGGUUGUGCAGUGUACAACCUACACAACUAUACGCGGCGAUCCCGGCAUAAAGAAUUAAUGUAUUAAUGCUGACUUCA

>rno-mir-653:4:28517517:28518017:-

CCAGGCUGGGAGCAGCCCAGAACACUGUGGCUCAUCUGACUUCUGAGGUUCUGAUUUUUCAUUCUUUCAGUGUUGAAACAUUCUCUACUGAACCAAGCUCCAAAACAAGUUCACUGGGGUUUGUUUCACUAUUGCAAGAAUUGCUAAGUAUGAAGCUGCUCCCGUCAGAGUUAUCAGGUUAUCCUUACUCCAACUGAUGU

>rno-mir-672:X:92107798:92108298:-

AGGCAGCUAGAGUGGACUAGAAAACUUUUGGUGCUUUAAAUGUUCAAGAUGGUGAUCUAGCCCUUUAGUUUUGAGGUUGGUGUACUGUGUGUGAGUAUACAUAUUUAUCACACACAGUCGCCAUCUUCGAAAGUGAGGGUGCACAUCUUUCUCAGCCAUCUCUUAUUAAGCCGUUAAAGUAAUGCCAACAUCUGAAGCCA

>rno-mir-743b:X:152822164:152822664:-

AAGUUAAGAUUUAAAGUAUUACAGAGUUUCUGAAUUCAUUAGAAUUAUCUAAAGUAUUUAGUGUGCAGUGCUGUGUUCAGACUGGUGUCCAUCAUGUGAAAUAUUUGUGAAAGACACCAUACUGAAUAGAGUAAGGCUCAUGAUAUUCUUCAUUUAUUGUCCCUUAAAUGGUCAGGGUGGUGCUGUGCAGUUAUACCUGA

>rno-mir-760:2:218940460:218940960:-

CGCGGCGGCCGCUCCUCGGCGGCGUAGCGGAUAAGCUCCCGGGAGGAUGCCUCGGUACGGGGCGCGUCGCCCCCCUCAGGCCACCAGAGCCCGGAUACCUCAGAAAUUCGGCUCUGGGUCUGUGGGGAGCGAAAUGCAACCCAAACCCCGUUUCCCCGAAGCACCGCGCAGAUAAACACGCACAAGCACGCACACAGACG

>rno-mir-873:5:53454803:53455303:-

AUUGAAUUCGUGGAAAUGCCAGCAUCUUCUUAUGAACAACGAACACCUGCUUAAAAUCAGUUUGUGUGCAUUUGCAGGAACUUGUGAGUCUCCUAUUGAAAAUGGACAGGAGACUGACAAGUUCCCGGGAACACCCACAAAUCUUCCUACUCAUUUCUACCACCUUGCCAUGGACAGCACUCUGUGACUGGUGUUUACCA

>rno-mir-875:7:71189130:71189630:-

GCUAGCAGCAUUCGACAGCCCGUGCGUUUGCUUAUGAUCUCCAGGCUGGGGAGCAUUCCAAGUUCUGUGGUACUAUACCUCAGUUUUAUCAGGUGUUCAUUCAAAUCACCUGAAAACACUGAGGCUGCGUCCCACUGAACAUCAGCUUCCUGGACUCUGUCCAUAAGUCAGUGCCUGCUGCGGUACUGCACGCAGACGUG

>rno-mir-876:5:53434766:53435266:-

AAUUGGACAUGGUAGCAUAUGAUUUUUAUUAGUUCAUGGAUACAAGCAUUACAUAAACUGUCAAGUGCUGUGGAUUUCUCUGUGAAUCACCAUAUCAAAUCUAAUGUGGUGGUGGUUUGCAAAGUAAUUCAUAGUGCUUCAUAGAUGCUCCUACAGUUGCUCUAUAUGUUGAAACCUGGGAUCCUUUAGUGGGCCAUUGA

>rno-mir-878:X:152851627:152852127:-

UCAAUUAAAGCUGGAGUAUGUUAUAGAAGCUGCAUGCAUGGCAAAUUAAUAUAGAGUGUUGUGUGCAGUGCUUUAUCUAGUUGGCUGUCAGUCACGUGAAACUCAAGUGCAUGACACCAUACUGGGUAGAGGAGGGCUCACGGUGUUCUUCAUUUCUUGUGGGCUUUUGUGUUGAUAACAUGAAUGCUACCAUUUGACUG

>rno-mir-1912:X:31199258:31199758:-

AACUUAACAAGCUGGUGACGUGAUAACAGCUAUUGAACCACACAUACCACAAGCAUACUAGUCUCUAGGAUGUGCUCAUUGCAUGGGCUAUGUAGAUUUCUAUUUAAUACACAGAACAUGCAGUGAGAACUUGAUAGAGAUUGGAAGACAUCCAGAAGAAUAAACCAUGAAUUCUGCAAGGAUAAUUUUGUACUUGGUAC

>rno-mir-2985:2:172272071:172272571:-

GACACCAUGAAAGUGGGAGGAAACUUGGAUUCCAAAGGCUACGGCAUCGCCACACCUAAAGGAUCCUCAUUAAGGUGGGUGGAAUAGUAUAACAAUGUGCUCAAUGUUGUUAUAGUAUCCCACCUACCCUGAUGUGUCUUUAAGACUCUAACGGUUUGUAUACGGAUACGAGGUAACUCACAAUCACAAAAAUGACCAGA

>rno-mir-3120:13:77916101:77916601:-

UAGAUGCUAUGGUGUGAGGGCAGCUUUCUUUCAAUGGCUGGUUGUCAUUCAGGCUGGGUUGUCAUGUGACUGCCUGUCUGUGCCUGCUGUACAGGUGAGCGGAUGUUCUGCACAGCAAGUGUAGACAGGCAGACACAUGACAACUCUGUCCAUCCAGGACCAUGGCUCCUUCGCGGUUCCUUUUUUCUUGGACAGAUACA

>rno-mir-3544:6:134176659:134177159:-

UGGAGAUGCGUCCCUAAGCAGUCCAAGGUGCAGAGGAGGGUCCGGACGCCACACGCGGUUGAAGGGGGUGAAGAAAGGCAUCAUAUAGGAGCUGAAUGGCUGUGCAAUCAACUCCUGCAUGACGCCGUUCCCACCCCCCAACUUCUCACUACACUGGGACCCUCCUCUCUUGAAGAAGCAAUGCAAGAAGCGCAGACAAC

>rno-mir-3547:10:14492973:14493473:-

UGGAUGAAGACCUUCUGCGGGAGGCCCACACUGUGACAGCACACCUGACUUCCAAGGUGGGAAGAGGGGUGGGGCCCGGGACUGUACCCAUGUGAGGACUAUUCUUGAGUCCCGCUCUUGUUCUGAGCACCACCCCUCUCUCAGAUGGUGGCAGACAUCCGGAAGUACGUACAGCACAUCAGUCUGUCUCCGGACUCCAU

>rno-mir-3551:X:152840992:152841492:-

UGAAAUGAAAGCUCAGGAUGAAGUGAAUUCUGGAUUGCCAUAAAAGAAUUUUAAGUAUCCUAUGGGCAGUACUGUCUUCACCAUGGUGUUUUUGACAUAAGUAGCUAUGAAAUUCACCAUGGUGGGUAAAGUAAGGCUCAUAAUGUCUCUCGUUUGUUGUGACUUCUGUGGACAGAAUAUAUACCUGCAGUUAUACUUCA

>rno-mir-3556b:13:110967944:110968444:-

GUAGGAAAUGACAGGCUGAUGCUGACCAGACACCACAAGGCUCUGAGGCUGGUGCUUUUCCCCCUACAUCAUAACCGAUUUCAAAUGGUGCUAGACAAAAACAGACUCUGAACACCAGGAGAAAUCGGUCAGCCUGUGUAAGAGAUGGACCAGUGGUGUUCUUCAGGUCUGAAUCUCAAGGCAGGUGCCGGUCUGAUUUC

>rno-mir-3561:7:22452168:22452668:-

CAACCCAGGGCAGACACUCAGAACCUGUGACAGUGUGUGUCAACCCAGGGCAGACACUCAGAACCUGAGACUGUGUCAAUCCAGGGUAGACACUCAGAACCUGAGACUGUGUCUAUCCAGGGUAGACACUCAGAACCUGAGGCAGCAUAUGUCCUAAGUACACAGUGGUGUCUCACAAGCCAGUGAAAACAGAUAGAAGC

>rno-mir-3562:10:109478496:109478996:-

GAGUGCAGCCUCAUCUCCCUCUUAUCCACUGACUCUAGUCUUCCUCUGGUAUAUCAGGCUUGCUGUGAUUUGGGGCAGUGGCUGGAUGGGAGGGGACUCACAGCCCUAUCUCUAGUGCAACCCCUGUCCCCACAGGUCUAGAGCCUGAGAUCCAGAAACUAAUUGCCAAGCACAAGCAGGAGGUGAGGAGGCUCAGGGGC

>rno-mir-3563:6:134389701:134390201:-

CAAGAGCAUCUCUUCUCUCACUUCAGGCUUGUCCAGGAUGGUACGGACUGGAUGGCUGGGCUGGAUACCAAGAAGCGGUUUACCGUCCCACAUACAUACUCAAAAUGUAUGUGGGACGGUAAACCAUUUCUUCAAGUACCGCGUGACAGCAGGGACAGCUGUAAGAAGGCUCAUGUCUGCCAGGUGGCCUCAGGACACCU

>rno-mir-3568:10:10778220:10778720:-

GCAAGAAUUGGCACAGGGAGUACUGCACCAUGAUUAUUCAGAAAAAGCAAAUGCACCAAACACCAGUGGGCUUGUUCUUCCCGUGCAGAAGCAGCAGAGAUAUCAGGCUGGUUGGGCCCUGGAAGAACUAGCCACUUGGUGUGACUGGGCAGCCUCGUGGUGAGCAGAGCUGGCAGUGGCAGGCUCUUGGAAAAGCAAGG

>rno-mir-3570:13:51132401:51132901:-

CCGGUCCUGCCUUGCGGUUUUGUCUUCAGCAAACGCAGAGAGCCGCGGAGUAGAUAAUGGUUAGCUAUAGGGUACAAUCAACGGUCGAUGGUUUUUAUUUGAAUUCCAAACUCACCGACAGCGUUGAAUGUUCACUGAAGCAACCUGUGAGCCAGAGGUGUGCUGAUUUUACAGUAUCUGUGGGAAUCUGGAGCAGGCGG

>rno-mir-3576:6:134408804:134409304:-

UGCACCAUGCAGCCCUUUACACAACCAUCUUGUCAUCCAGGAAGUCCGCCAGGGCAGUAUUUGAUACUCGAAAAGAAAUUACCCUUGUAUGAUUCAUCCAAAAGAGCAAACACACCAAGGAUAAUUUCUCCUCAAGUAUGAAACAGUAGCACAGCAGGAAUGCCAGCAUCCGUCGGUCACUCUUGGGAGUGACCACCACU

>rno-mir-3578:6:134424663:134425163:-

ACAAAGCUGCCCCCACCCCCACGGGGGCUGCAACUCCGAGAGCUUUCUCCAAGCUGAGCAUUGAUACUGAGAAAAGAUCAACCAUGUAUUAUUCGAAGUCAGCUAAGCGAAUAUAACACGGUCGAUCUCCCUUCAAGUACCAGCAGAGGUGCCGAGCUGAGGUAGUGACAUCCUGGCGCAGGCUGCGGCGGGCACCGACG

>rno-mir-3579:6:134390879:134391379:-

CAGGACAGGAUAUCUCCCAUGAAGUUGGCUCGGCCUCUGGAAAACCCUCCACGAAUGACUUUGAUAAUGAGAAGAUGUGGACCAUACUACAUACGACACAGAAGUAGCGCAUGUUCUAUGGUCAACCAUCUUUUCAGGUACCAUGGAGAGAGGGUGGCGUAGGAGCUGGCUUCUUUCCUCAUGAUUAUCACUUCCAGGAA

>rno-mir-3585:X:154163976:154164476:-

GAAGAAAAGCCCUAAGGAUGGAGGAGUAUUUUUGGUAGGUCUGCCACAUGGAGCAAAUCUGUGUGCAGUGCUUUUCACAAGAAGGUGUCUUUCAUGGGGAUUAAAACAUGAACGGCCCUUGUUGUGAGGAGUAAUGUACAACAUGUAAUGCCUGUGUGGUGUCCCUAAGGAUGGGGUUUUAGACAGCGUAAUAAUAGUCU

>rno-mir-3591:18:61512638:61513138:-

GACAAAACUUCUUGCUCUGAGAGGGCAGACGUCAAGUCGCGCACGGAGUAGACGGAUAGCCUAGCAGUAGCUGUUUAGUGUGAUGAUGGCGUUUGAUGUUUUGGACACAAACACCAUUGUCACACUCCAGAGCUCUGCUAAGGAGAGUCUGUAGGCACAAGGGUGCUAACCUCCCCUUCACCCUCCUUCUUUGUCACAGA

>rno-mir-3592:6:134415155:134415655:-

CUGAACCGCCAUCUUUCUGCAAGCUGCCAUCAUGUCCAGGAAGUCCUUAGAGGUAGCAUUUGGUACUGAAAAAAGUGUUGUCCGUGAAUGAUUCGUCACAAGUAAAGCGAAUCCACCACGAACAACUUCUCUUCAAGUACCACAGAAAAGCAGAGACAAGACAGACAAAGGGCCCCUUCCAUUUCUCCAAGGGCUAUGGU

>rno-mir-3596b:17:22121791:22122291:-

CACCUGCACGAAGAACUCUUGCUUACACGCAUGGAACUGUAUGCUGGUAUGAUAAGGCCCUAAGAAAGGCAGCAGGUCGUAUAGUUAACUCCUUGUGGGCAAAAUCUCUGCCCUAAAACUAUGCAACCUACUACCUCUUCCUAGGAGCCCACUGUAUUCUUGCUGGUCUUCUACUUGGCGGACGCACUUCACAUACCUGU

>ENSRNOG00000041865:8:118716546:118716746:1

ACAGAUGAAAUAGAAACAAACCGAGAAGCCAAGAGUAACAUAGGUCCUGGACUUUUCUAUUGAGAUGAAGGGCUCUGUCUACAGCCAUACCACCUUGAAUGCACCCAAUCUCAUCUGAUUUCAGGACCUAAGUGGGGUUGGGCCUCGCUAGUACUUGAACAGGAAAUAAGGCACUCUGACCAAAAGCAAUUUGUGGGGGG

>ENSRNOG00000036341:12:3189314:3189514:1

AUUCUGGCUGUGUCAAUGAAUAGUUUUAUAUUCCUUUAAAAAAAUGUGAGAAGAGCCUACAGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGUUAAGCAGGGUCGGGCAUGCUUAGUACGUGGAUGGGAGACCACCUGGGAUACCGGGUGCUGUAGGCUUUUGGGGGUUGGGGAUUUAACUCAGUGG

>ENSRNOG00000041877:X:21472861:21473061:1

CACAUGACAACAUUCAGGAAAACAUCACGUGACAUAACUGAGUUUCCAAAGAAAGCAGAAAUUUCCACUUCAGAGCAUUUACAGCCAUAUCACACUGAACAUGCCCAAUCUUGUUUGAUCUUAGAAGCUAAGUAGGGGUGGGCCUAGCUAAGUACUGAGAUGAGAGAAGGAGUGAGGGACAUAUAAACAAUAAAGACCUC

>ENSRNOG00000036074:12:3105337:3105537:1

UAUCUGCCGUAUUCUGGCUGUGUCAAUGAAUAGUUUUAUAUUCCUUUAAAAAAAUGUCAGACAGCCUACAGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUUGGACCUGGUUAGUACGUGGAUGGGAGACUGCCUGGGAUACCGGGUGCUGUAGGCUUUUGGGGGUUGGGGAUUUA

>ENSRNOG00000034350:7:125441865:125442065:1

AAUUAGAGUCCCACAGGUAGACAUCUUUGUAGAAGGCUCCAACUAGAAGAUGUAUCUAGUCUACGGCCAUACUGCCCUGAACCUCCCGAUCUUGUCUGAUCUCAGAAGCUAAGCAGGGUCAGGCCUGGUCAUUACUUAGAAGAUGCACUGGGAACCGUGGUGCCGAGUCCGUGGUUUAUGCUGCUGUUUUCUAUGGCUUU

>ENSRNOG00000041942:X:136386647:136386847:1

GCAUUUAAAGGAGACCAAAGCCAGACCAGAUGAAAAUGAUCAUUAGAAACAUUCAUUUUGUCUAUGGCUACCCUGAAUGUGCCUGAUACUGUCUUAGCUCAGAAGCUAAGCAGGGCCAGGCAUUGCAAGUAUGUCGUAUUUGAAAGGUAGAAUGUUCACUUAAUCACCAAAAAUGUAUUCACUGAGCCCUCAAAGUGAGA

>ENSRNOG00000041864:18:11714762:11714962:1

CAUAGAACUAGUAGUGCUCAGAAGUUCUCACUAUACCUUUUAGAAAUGCAUAAAAUUUCUCUUGCCCAUGGCCAUACCACCCUGAAUGCACCUAGUCUCAUCCUAACUCAGAAGCUAAGCAGAGUGGGUCCCAGUUAUAAAAUUCUUGCUGGGGAUAUAUGUCAGUUGUUAGUGUACCUGUCCAGCAUUCCAGAAUCCCA

>ENSRNOG00000034503:8:48053196:48053396:1

AACGGUUCCCAUUUCCCACCAGAAGAGCUGCUCUUGUGUAUUUAGUUCCUCCUAAGAAUCUCCCCAUAAGUCUACGGCCAUACCACCCUGAACGCUUCCGAGAUCAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGAAAAAAAAAAAGAAUCUCCCCAUAAAG

>ENSRNOG00000036342:12:3186937:3187137:1

AUUCUGGCUGUGUCAAUGAAUAGUUUUAUAUUCCUUUAAAAAAAUGUGAGAAGAGCCUACAGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCAUGCUUAGUACAUGGAUGAGAGACCACCUGGGAUACCGGGUGCUGUAGGCUUUUGGGGGUUGGGGAUUUAACUCAGUGG

>ENSRNOG00000041036:6:105986814:105987014:1

UAAAUACAAAGGAUCAGCACACAUAAACGUGUACAUAUAUGUAUGUAGGAAAGAAGAGAGUCUACAGCCAUACCAUUCUAACAGCUCCUGAUCUUGGAAGCUAAGCAGGGUCAGACCUUGUCAGUACUUGGAUGGGAGACCACCUGGCAAUGAUGGAUACGGUAGUCUUAAAAAAAGAUAUGAAAGGGGGGGUAUUUAGA

>ENSRNOG00000044385:6:29169647:29169847:1

UUGUUCAUCCUCAUUAGUUAGAAAAAAUGCAAAUACAAACCACAAAGAGAUCCACAUCAAGUCUAUGGUCAUACCGGCCUGAACAUGCCUUAGCUCUGAACUUAACAACUAAGCAGGGUCAGGCCUACCUAGUUCUUGGAUAGGAGAUCCACAUCAAACAGAUGGGCCACAAUGAUGCCAGACAAGUACCAAUGGCUGUG

>ENSRNOG00000041708:7:74314428:74314628:1

UGUGGAUUAUUUCACUUGUUUGUUUGAGACAGGGUCUCAUCCGUUGCCAUACCACCCUGAAUGCACCCAAUCUCAUCUCAUCUCGGACACUAAGCAGGGUCAGUCCUGGUUAGUACUUGGAUGGGAGACAGAGUCCCACUAUGUAGUGUUGACCUAGAACUCAUUAUGUAGACCAGACUAACUCUGGUCUCACAGACAUC

>ENSRNOG00000036340:12:3191700:3191900:1

GGUUGUGUCAAUGAAUAGUUUUAUAUUCCUUUAAAAAAAUGUCUGAAGAGCCUACAGCCAUACCACCCUGAACGCGACCAAUCUUGUCUGAUCUAGGAAGCUAAGCAUUGUUGGGCCUGGUUAGUACGUGGAUGGGAGACCACCUGGGAUCCCGGGUGCUGUAGGCUUUUUGGGGUUGGGGUUUUAUCUCAGUGUUAGAG

>ENSRNOG00000041764:5:76985168:76985368:1

GCCAGGCCCUGCCAUCCACUCUGAUUUCUGCCUCUUCAUCUGUCUUUUUAGAAAUAGAAUGGUGUCUAUAGCCAUACCACCCUAAGUGUGCUUGAUCUCGUCUGAUCUCAGAAGCUUAGCGGGGUUGGGCCUGGUUAAUGCUUAGAUAGUAAUGGAACCAUUUGGCCUACCUCUUGUGUCUGGCUCUGUGACCUUACAUG

>ENSRNOG00000041822:X:69806498:69806698:1

AAAAACAAGAAAAAAGCCUUAAUAGAUUUAUUCUCAAUGUUUCAACCAUAGUUUCCAUCAAUAGCCAUACCAAAUUAACACCCCUAAUCUGAUCUGAUCCCAGAAGUUAAGCAUGGUUAGGCCUGGUUAAUAUUUGGAUGGGAAACUAACUGGGAUUAUUGGAUAUUCGGGUUGGAGACCAUUUGAGAUUACCAGGUGCA

>ENSRNOG00000044504:2:62492752:62492952:1

CAAUUGGUAAAUGUUCUUCUUGAAGACAAAGGAGGAAUAAAUCAUAUUAAGACUGAUGUCUGAGAACAGGAAUGUCUGUGGCCGCACCCCUCUGAACUCACCUGAUCUUAGAAGCUAAGCAGUGUCUGGCCUGGUGAAUACAUGGAUGGGAGAAUAGAAAGGAGGAAUUGUCCCAAGAAACAAUGCCAGUGCAGUUGAAG

>ENSRNOG00000044448:11:59642768:59642968:1

GCAACCACACAGUGACAUCAGAGUUGUGACAGUAUUAUCUAAGGCCAUACCACUCUGACCUGACCGAUGUCAAUCUCAGUUGAUCUUAGAAGCUAAGCAGGCUCAGGCCUGGUUAGCAAUCGAGUGGGAGAGCUAUCCUAGGGUGACAGAGUGCAAGCUAGGUAUUUUGGAUCUUUAGAUGUGACCCUAGAUUGAAAAUU

>ENSRNOG00000045070:10:79597225:79597425:1

UCCCCAAGUGCCAUCUUAUCUACUGUGCUGAUUUUAAUUCUUUAAGAAUCAGAUUGCUGUCUACGGCCAUACCAUCCUGAACGUGCCCGAUCUCAUCUGAUCUCGGAAGAAUCAAAUUGCUUUCAAAUUUUGGAGAGUAAACUUUAACAAAUGUUAGCUUGUUUUUAGUAUCUCAGAAGAAGUUAGUGCCAAUCAGGAUU

>ENSRNOG00000045463:10:74639663:74639863:1

CAUCCACUGGUUAUGCUGGCCCGAGUGAUUCUCAGCUCACCUUGUGGCUCUCUCAUGACGUCACGGCAUCAGUUCUUUGGCUAAUCCACAACCCAGAACACGUUUCAAUCCUAUCUGAUCUCAGAAGCUAAGCAGGGUUGGGACUGGCUGCUACUUAGAUGGGGAAUUCGCCAGCUAGGCCAGACAUGGUGGCGCACACC

>ENSRNOG00000044409:X:58680665:58680865:1

GUUGUUUUGCUGAGGAUCAAACCUAGGGCUUUUAUGUUCACUGAAGGGGUAUUAGAAAUAAUUCUCAUCUGUGCUCAUACCAUCUUGAACUUGACAGAUCUAAUCUGAUCUUGGAAGCUAAGCAUGCCUGGAUCAAGUCAGUACUAGGUUGGUAGAAAUCAUUUUUCAGGCCAGUGAGAAGACUCAGUGGGUAAAUAAAC

>ENSRNOG00000044997:4:147393119:147393319:1

GUGAUUUGCAUCUCUUAAUCACAAACCAAGAUUGGAAAAUUUACCAUACCGUGUUUGAAAGGACAGUGACCGUACCACCUGGCACAUGCCCAUCUCAUCUGAUUUUGGAGGCAAAGCAAGGUCAGGUCUAGGUAACACUUUGAUGGGAAAGACACACAGAGUGGUUGCCCAAUGUCAUGCUGCAGGGAGAAAAAGUAUCA

>ENSRNOG00000044889:9:73085806:73086006:1

AACAUGCACUGCUUAGAACCUAAGGGACUUGUCCAAAUGUCAUAAAGGAAGUUGGUAAGGUUGUUCUUGGCUUAUAGUGAUAGCAUCCUGAACAUGACCACUCUCAUCUGAUCUUGGAAGCAAAGCAGAGUCGAGCCUGCUUACUACUUGGCUGUAAUCUCCUAUUCCCUAACUGAAUAUGAGAUUACACAGAGAGACUC

>ENSRNOG00000045363:16:59975935:59976135:1

AAAUCUAAAUAAAAGCAAGAACAACAGUGUCUCUGCUAAGACCUCUGCUGCAUUAAGAAGUAUAGUCCACGGCCAUACCUGUUUGAAUGCUCCUGAUCUCGUCUGAUCUCACAGAAGUAUAGAAUGUCAAAUUAUGCUGGGCAUCCUUCCCUUUUUUAAAGGGUUCAGACAGCCGUGAACCUAAAAACUCACUUGUUCAG

>ENSRNOG00000045263:12:24763815:24764015:1

CCUUCCCUUGUGAAGUCUCCCCCGAUUCCAAGGAGUUAGUGUAAGAACUGAAUUAAACUAGCACAUUUGAUCCCAUCUGAUUUCAGAAGCUAAGCAGGAUGCAAACCUGGUUAGCACUGGAUGGGGGAAAUGUCUAGUUCAUUUCUAAAGACUUGGGUGCUGUUGCGACAUAUAUGGGGGCUGGAAAUAGAGUUCAGCGA

>ENSRNOG00000045043:10:90555210:90555410:1

UUAACAGAAGUAACUGUGGGGGGAGAUGCAUGGUACUCCCAAGUGCAGCUCCACCUGGGAGAAUGCUGACUCUGCUAUCUAUGGCCACACCAGCUGAGGGCACCUGAGCGCAUUUGGUGUUGGAAGUUACGCAGGAUGGGGGCUGACUAGCAUGUGAGUGGGAGACCAAGGCACCAAUGUCAUAAGAGUUAUUGACAGCA

>ENSRNOG00000044479:15:70414445:70414645:1

UUUUGUUUUUGAUUAAAUAUCUUUAUGUCAUCUAUAGCCAUACCAUCUUGGUUGUGCCAAAUCUUGUCUGAUCUCAGAAGCUAAGCAGAGUCAGUACUCAGAUUGGAAACAUCCUUAGUAGCUUUUAGGAUAAAUCACAGACACUUGCAUGUAGUACCCAUCAUGGUUCUGAACUGAUUUCUUAAUAUUUCUAUAAUUCA

>ENSRNOG00000041847:16:39868563:39868963:-1

AAGGCAACCCAGCUAGGGGGAAGGGACUCAAAAGCAAGAGACAACAGCCCCUACUUCUGUGACUAUACCACUCUAAAUGCAAUUUAUCUUGUCUAAUCUGGGAAGUUAGGCAGGGUUGGUCCUGGUUAGUACUUAGAUGGCUUUCCUAUUUGUGGAGUGGGAGCUUUCUGGAUUGGACUUACAUUGGAGUCUUUUUGGUC

>ENSRNOG00000041986:11:7120873:7121273:-1

GUAAAAUAAAUAAAACAUUUAAAAGACAUAUGUUUAAAUCUUACUGUGUUACGCCCUGAUCAUGCCCCAUCUCAUCUGAUCUUGGAAGUUAAGCAGGGCUGCGUCUGAAUUGAAAAUUGAAGGAGGAUAGGAAUGGGGGGCGGGAGGGUGUGUGUGGAAGAAACUAAAAGCUAUUGGGUUUCAGAAAGUGGAGCCUAACA

>ENSRNOG00000041670:8:116010845:116011245:-1

CCUCAGAGGACUGCUAAGAUAAGAGGAGGGGUCUUGGGGCAUAUCUCCCUGAGUGCACCACAUCUCCACUGAUCUUGGAAGCUAAGCAGGGUCAGGCCUGGCUAGACCUUGGAUGAGAGACUACAGAAAGACCAGAAAGCAAGACCAGAAAGCUCCCCAGCCAGUGCGUCACAUUCUCAGCAUUGGCUCAUUCUUUCCAG

>ENSRNOG00000041010:16:47553950:47554350:-1

UCAAAGAAAAGCCAACACCAGUCACAAAGGUAAUCCUAGUCUAAGGCCAUAUUACUUGAUGGUACCAGAACUCAUUUGAUCUCUGAAGCUAAGCAGGGUCAGGCCUGGUUAGAACUUGGAUGGGAGACCAAACUUCAAACAAAGGAGAAAGACUACCAUCAGGGCAGAGUGAAGAGGUUCCUUCAGAGACAAAACUGGGA

>ENSRNOG00000036044:11:71126663:71127063:-1

UCUUGAUAUUCAGAGGUGGCUAAGUCAGGUUUAAAAGAACAGGUUCCUCUUGACAAGAUUUCCAGUCUACUGCCAUACCUCCCUGAACAUACCAGAUCUCAUCUGAUCUCGGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGGGAGACAAGAUUUCCAUACACCUUAGUCUUUGAGCAGGAGAUUUCGGCCAU

>ENSRNOG00000034612:8:37969698:37970098:-1

GGCUUUGAUCUUUUCGAAUACGGUUUUGUGCUAAGUAUGAGAGAUGAUUUUUCUAUAGCAUAAAACCACCCUGAACGCGCCCGAUCUUGUCUGAUCUCGGAAGCUAAGCAGAGUCGGGCCUGGUUAGUACUUGGAUGGGAGAUGAAAGAUGGCUUAAUGCCAUCCUUUAGUUUAUCUGACUUUUCUAACACUGUGCUCAG

>ENSRNOG00000034695:19:35942166:35942566:-1

UUAAGGAACUAAAGUUCUUGAAAGAUAUAAAUAUAUUUUUAAAAAUAUAAGAUGUAGACCAUACCACACACACUGAAUGCGCCUGAUCUUGUCUGAUCUCGUAAGUUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGGAGACCACCUAGGAAUAUUGGGUGCUAUAGGCUUUAAACUCUCUCUCUCUCUCUCUCUCU

>ENSRNOG00000036542:9:103880756:103881156:-1

CUAUAAAACCAAAACUAAGUUAAGUACUUUCUUACUUUAAGAAGGGAGAACCAGGUCUACGGCCAUACCACCCGAAACACGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGAUCGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUAAAAAAAAAGAAAAAGAAAAAGAAA

>ENSRNOG00000041968:4:50016534:50016934:-1

GGGGUAGACAGACCUACCUAGUCCAUGGUGGGUGGCACCACUUUUGGGCUUGUGGUCCUAGAAUCUGUAAGAAUGCUAGUGGCUGAGUCUAUGCCCAGAGUACCCUGAACACACUCGAUCUCAUCUGAUCUUGGUGGCUAAGCAGUUUGGCCUGGCGAGUACUUGGAUGGGGUAAAGCUGGCUGAGCGUGAGCCAUGAGA

>ENSRNOG00000044047:9:101769957:101770357:-1

GGGGGGUUGAGUUUUGUUUUUGUUUUCGUUUUGUUUUGUGGAAAACAAUGAACGAGGUCUUUGAAGCCGUUCCACUCUGAGCACACUUGAUCUCCUCUGACCUCAGAAGCUAAGCAGGGUCUGUUCCGCUUACUGCUUCGAUGGGAGACAAUGUUAAGUAUUCAUCAUUUCCUACAAUAGCUAAGAUUCCUCAGGAGUGA

>ENSRNOG00000035413:2:848940:849340:-1

GUGCCAGUGUUAGCACCCAUACAAGGCCGCUCACACCCCACAUAGCCAUACAACUCUUAGCGGUGGAUCACUUGGCUUGUGCGUCGAUGAAGAAUGCAGUUAGCUGCGAGAAUUAAUGUGAAUUGCAGGACACAUUGAUCAUGGACACUUCAGAUGCACUUGCAGGCCCGGGUUCCUCCCUGGACUACACCUGUCUGAGA

>ENSRNOG00000041679:3:77798092:77798492:-1

GGGUGUCUGAUCAGGAGGGGUUAUGAGCAAGCUUGGUGCACUUUGAGAAUUGCAGACAGGGUCUAUGGCCAUACUGCCCUGAAGAAGCCUGAUCCUGUCUGAUUUCAGGAGCUAAGCAGGGGCGGGUCUGGUUAGUAGAAGCUAAGCAGAGUCAGGAUGGGUUAGUAUUUGGACUGGAGACUUGCAGUCAGGGACCCUGC

>ENSRNOG00000035046:1:213046942:213047342:-1

GACCACAAGAUGGAGAAAACUGACUCCUAAAAGUUGUCCUCUAGCUAUGUUAAGACAAGAGAGUGGUUUACAGCCACACCACUCUGAACACACCGAUCUCAUCUGAUCCUGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACAUGGAUGGGAGACCACCUGGGAUUAACUGGUGCUGUAGGCUUUAAAAAAAAAAAAAGA

>ENSRNOG00000036355:12:13771:14171:-1

AUUCUGGCUGUGUCAAUGAAUAGUUUUAUAUUCCUUUAAAAAAAUGUCAGAAGAGCCUACAGCCAUACCACCCGGAACGUGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCAUGCUUAGUACGUGGAUGGGAGACCACCUGGGAUACCGGGUGCUGUAGGCUUUUGGGGGUUGGGGAUUUAACUCAGUGG

>ENSRNOG00000036145:14:89448614:89449014:-1

CCUCUCUCUUCUGUAAUGUUCCACGAGCCUGAAGUGUAGGGCUUGUUUGAGAAUGUAACAAUUGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGCUGGGAGAAUGUAACAAUUGGGGCUGAGUAGUUACUGAUUCUCUGCAUUCUGACC

>ENSRNOG00000045439:2:67830733:67831133:-1

CCACCUCCCUCUUUUGAGUCCUGAGAGUCUCUCACUUCUAGAGAGGCCUCCAAACCUCCCUCCUCCUGGAAUCUGAGGACAUACAACCCUGAAUGCACCCGAUCUUGCAAGCUAAGUAUGGCCGGGCCUGGUUCAUACUUUAAUGGUAUGUCUUAGUAGUUUGAAGUCAUCUUCAGGCACUUAUGUUGAGAUUUCUUUAC

>ENSRNOG00000044940:1:78108988:78109388:-1

GAAUAAAACCCCCAGUUAAGUAGAAUAUAAAAUUAAUAUGAAACCAGCAAAGCCUGUGGCCAUACAACCAUGAAAGGGCCUGGUUUCUCCUGGGCUUGGAAGCUAAGCAUGAUUGGUUUUAGUUGUUACUUGAAUGGAAAAACCAACAAAUCUAAAAGUCUAAUCUUUGAAGAAAUUAAUUAAAAUCAAUCACAUUACAG

>ENSRNOG00000044438:12:46303845:46304245:-1

CUGCAUAGAGGCUUUGAGUUCAGCCUAGGUUUUAUAUAUAUAUGUGCACCCCCCUCUCCCCUAAGGCUAUAUACCGCCCUGAGCGUGCCUGGUCUUAUCUGAUCUCAGAACCAAGCAGGGUAGUACUUGGAUGGGAGAUUCUAUGGGAAUACUCAGUGUUGUAGGCUUAAAGCAAACAAAUGAACAAACAAACAAAACAA

>ENSRNOG00000044786:2:159832190:159832590:-1

AGUUCGCAAAUAGUGCAUUCUUCAUAUAUAUAAAGAAAGAGUCCAGUUAUACGCCCUGAUCAUGCCCCAUCUCAUCUGAUCUUGGAAGUUAAGCAGGGCUGCAUCUGAAUUGAAAAUUGAAGGUGGAUAGGAAUGGGGGGCGGGGGGUGGAAGAAACGAAAAGCUAUUGGGUUUCAGAAAAUGGAGCCUAACAGUACAGC

>ENSRNOG00000034515:10:106689990:106690190:1

UAGCCAUUCUUUAGGUUCUAAAGAAACUUAAUCUUGUGCUUGCUUUGGCAGCACAUAUACUAAAAACUGGAACGAUACAGAGAAGAUUAGCAUGGACCCUGCGCAGGGAUGACACACAAGUUCGUGAAUCGUUCCAUAAAAAAAAAAAAAAAGAAAAAUAUAAGAAGCUUAAUCUUGGCUGCUGGGCCUCAAAUCCCAUG

>ENSRNOG00000034567:5:86426387:86426587:1

AAAAAAAUUAUGCAAGGGAUCCUUAAGCUGUGUGAAAAUUUUAUGUCACACAAAGGAAUACCAGGUGUUUCCUUUAGCAGCAUGUAUAUUAAAAUUGGAACAAUACAGAGAAGAUUUGCAUGACCCCUGUACAAAAAUGACAUGGAAAUUCAUGAAGCAUUUCAUAUUUGAAAGUGACACAAAGCAAGCCUACUGGUAAC

>ENSRNOG00000035192:3:43744913:43745113:1

UGGUAUUUUCUCAAAGUUAUUAUGUCAUAUAUUGACUCAUGAAGCAUUUAAAAACUGUGGAUAUGUGCUCACUUCGACAGCACAUAUAGUAAAAUUGGAAGGAUACAGAGAAGAUUAGCAUGGCCCUGAGGAAGUAUGACAAACAAGUUCAUGAAGAGUUCCAUGUUUUAAAAACUCUAACACAAGGAGAGAAACUACAA

>ENSRNOG00000034904:9:71390345:71390545:1

AGCUUGGCUGCGUGCUGGGUGCCAGGCAUCGCUUCUCGGCCUUUUGGCUAAGAUCAAGUGUAGUAUCUGUUCUUAUCAGUUUAAUAUCUGAUACGUCCUCUAUCCGAGGACAAUAUAUUAAAUGGAUUUUUGGAACUAGGAGUUGGAAUAGGAGCUUGCUCCGUCCACUCCACGCAUCGACCUGGUAUUGCAGUACCUCC

>ENSRNOG00000035030:5:121107502:121107702:1

CUCUUUCAAGCAGAAUGAAAAUACAAAUAUCCAUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAAAGAUACAGAGAUUAGCAUGGCCCCUGCAAAAGGAUGACACACAAAGCGUGAAGCGUUCCAUAUUUUUUAAACCACUACUGAAAGACUAUACAUGGACUGACCCAGGGCUCCAACUGCAUAGGUAGCAGAGAA

>ENSRNOG00000035756:11:70013747:70013947:1

UAGCCAUAGUAGGUUUUUGGCGCCAAAUAUGAAAAGUGGACUGAUAAGAUACGAGUCUUAGAGAGACCUAUAGAUGAAAAUAAGAAAAUACGUGCUCGCUUCAGCAGCACAUAUACUAAAAUUGGAACAAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCCUAUUUUUUA

>ENSRNOG00000035411:2:63298488:63298688:1

UGAAUAGAAACACUCUUGAUACAUAAGAACUAGACAUUAAGGCUUGCUACAGCAGCACAUAUACUAAAAUUGGAAUAAUACAGAGAAGAUUAACAUGGCUCCUGCACAAAGAUGACACACCAAUCCGUGAAGCAUUCCAUAUCUUUAGUAGAUGGAAAACUUCACCACAAAGUGGGAAACUAUACCCUAGAAGAAGCAAG

>ENSRNOG00000036182:17:30998330:30998530:1

ACUAGUCUGGAAAACACAUCUAAAUUCACAACUUGAAAUAUAUACAUACAUGACAGAUGAGACUCCAUGAUGAUGAAGGUGGUUUUCCCAGGGUGAGGCUCAUCCCUUGCACUCCUGAUGUGUGAUCCCCAGGCUUUCCUCAAACAGAAGAAACUCAGCUGCCCCAAUUGUGGUGAGGACUAUGGCGGUUAUACUUUCUC

>ENSRNOG00000041776:5:141486196:141486396:1

AUAUAAGCCUCUCCUUACUUAACACUGCAGAAAAGUUAACCUAACUGUGCUCACCUCAGCAGCACAGAGACUAAAAUUGGAACAGAGACGAUUAGCAUGGCCCCUGCACAGGAUGACACACAGAUUUGUGAAGCAUUCGAUUUCAAGAAAGAAAGGUUAAUUCUAAGCAGAUCACAAACCUCAAUCAAGAAAGCCACUAA

>ENSRNOG00000044597:11:68327811:68328011:1

UAAAAACUGUACUUCAUCGCUUCUCGGCCUUUUGGCUAAGAUCAAGUGUAAAAACUGUACUUCUAGGCUGGAGCGCUGACUCGGCAGUUAAGAGUGCUUGUUGCUCUCUCAGAGACCCCGAGUUUGGCUCUCAGUAUCCAUGCUGGGUGGCUCUAGCUCUAAGAGACUCCACAACUUCUAGCCUCCAUGGUACCUACAUG

>ENSRNOG00000045092:X:89026551:89026751:1

UUUUUAAUUUUCCUACCAGGAUUUCUGAACUUGAUUAGAAAACCCAAAAUCUUUCCUACAGUGCUGUUACAGCUCUUUUAGAAUUUUUCCAGUAAGAUUUCUGACUUUUGUUGGAAAACCCAAGAGCUAUUCAGAGAGUUAUUACUAUUCUUUUAGAAAUUUUUCUAGCAGGAUUUCUGACUUUGGUUCCUCAGGAACCC

>ENSRNOG00000045310:8:71420426:71420626:1

AUCAAAUUACACUGCAUACUGCUGUCAAAAAAAUAAGUGAAAAAUAAGUGGGAGAUGCAUGUGAUCCCUCAGUCAAGAAGGGGAGUUUUUCCAGGGUGACACUUAGCCACUGCAAUCCAGAUCUUCUGACCCCUGAGAUUUCCCCAAACGUGGGGAACUCUUAUUGUGUAGUUUGGGGACUAUGUUACAACUUUCCCUUA

>ENSRNOG00000045316:5:29767520:29767720:1

CAGAUCUUUUGGAAUGUUUUCUAGCAGCUACCUGGAGAAGCUAUCUGAAGAGUGAACAUACACACAGCUCUUUCAAAUUUUUUUUCUGGCUUUCUGAUUUUGAUUAGAAAUCCCAAGAAUUGCUAUUAUAACUUUUCCAACAGGAAUUCUGACUUGGUUGGAAGAUCCAAGAAUUUUUUAAUAGCAGCUUUUCUGACUUU

>ENSRNOG00000045451:17:48433558:48433758:1

GCAAGGCCUAACAGGAGAGGGAUCUGAUAACCUCAGACUCUAUUUUAAAGAAUUGAGACAGGUGCUCACUUUUGCAAUAUGUACAUACUAAAAUUGUCAAUACAGAGAAGAUUAGUAUGGCCCCUGCACAAAGACACACAAAUUUGUUCAGCAAAUUUGUUGCUGUCUUCUGAGCAUGACAUGCCUAUGACAAUCAUGAA

>ENSRNOG00000044801:8:99709299:99709499:1

AUAUUAUUUCAAAUGAGAUAAAUUUAGGCUACAGUAAUAACUGUUUUCUACCAUAAAAGUAUAACUUGAGCUCCAGUGGAUACCCUAUCUACUGAAAUUGGAAAAAUACAGAGAUUAGCAUGGUCCCUGAGAAAGGAUGAAAUGCAAGUUUGCAACGUGUAGUGUGCCCUGAAUUUGAUGGUCCACGCCUAUAUUCCUAG

>ENSRNOG00000044142:14:90981535:90981735:1

UAGAGGUUUUCUUUUUUCUGCUUUAAACAGAAUUUGUGACAUUGGUUAGAAAUCCCAAGAAUUACAUAGAGAACUAACACAGCUCUUUUAGAAUGUUUCUAGCAGCUGUACAGAGAGAGUUGUCUAAUAAUAAACAGAGCUCUUUCAGAAUGUUUUCUGACUUUGUGAUUUUGAUCAGAAAAUUCAAGAAUUACUUUAGA

>ENSRNOG00000045344:7:17855254:17855454:1

UAUGGCUUUGUGAUAUUCUGCAAAAUCACACUUCUAAUAAUAAGCAGAAACCACUAUAAAGAUGACUCAUAGCUUUGUGCUCUGACAGAAUCACAGCCAAUGAGGCUUCUCCCAGGAGUGAUUACUGCUAAUUCAAAGUGUGACUCAAGAGGCCUUAGAAAGUUGUCUAGGGAGCCCAGCUUUCUCUCAGGCCUUGAAGG

>ENSRNOG00000043526:7:107968923:107969123:1

AUGAGGUAAAUUGACAUGUAAAUAAAAAUUGGGCUUUGGUCUUCCAGAGAGAGCUACAUAGAAAGAAGUGUUUAGAGAGUUAAGACAGUUCUUUUAGAAUUUUUCUGGUAAGCUUUCUGACUUUGUUUGGAAAACCAAACAGUUACCUAAAAGGCUAACACAGCUCCUUUAGAAAUGUUCUAGCAGGUUUUCUGACUUUU

>ENSRNOG00000045275:1:48688613:48688813:1

UCCAUCCAAGCUCUGAUCCUGAGGCCAGAAUCCAGGGGUGCUCACUUUGGGAGAAUAUAUUCUAAAUUUGGAACAGUGCAGAGAUUAGCCUGGCCCCUGUAGAAGGAAGACUUGCAAAUUCCUGGAGUGUUCCAUAAACACACACACGAACAACCAGAAUCCAGUGUUAGAAAGCAGAUUCAGAGAGGGGAUCCCCCAGA

>ENSRNOG00000044092:2:258154237:258154437:1

ACACUAAAGUAAUAAAUAAAUAAAUAAAUAAAUAAAUAAAUAAAUUGUUAUUUAAAUAUACCAAAUUGUGCUUACUUCAGCAACACAUAUACUAAAUUUGGAACAAUAGAGUAGAUUAGCCUGGCCCGUGAGCAAAGAUGAUAAAGUUGUGAAGCAUUCCCUAUUUUUAAGGACACUUUAUAUUCAUUAAAGAAAAGUAU

>ENSRNOG00000045313:10:94555291:94555491:1

UACUCACACUGAGCUAGCUUGCCUGGGACGGUCUCGGGGAAGCCAUCAAGACGAGGAUGGCAUCGAGUACCCGGCAGAUAAGCUCUGCUGUGAUCAGCUUGCCAGGUGAUUUUGCCAGAGUGAGCCUCACCCACUGUGCUCUGGAGUGCAGACCCCUGUGUUUUCCCUAAAUGUGGAAAACUCGGGGCGUGUAACUUGUG

>ENSRNOG00000045358:1:106884117:106884317:1

UUGCUUUGUGAAUAAAACACUGGUCUUUGGUCCGCAAGAGCUGAGCUGUCUAGUGAGCUAUCCUAGCUCUUUUAGAAUUUUUAUAAUAGGUUUUCCGACUUUGGUUGGAAAACCCAAGAGCUAUCUAGAAAGCUAACACAUCUCUUUCAGAAAUUUUGUCCAGCUGGUUUUCAGAUUUUGGUUAAAAACCCCCAAAACUA

>ENSRNOG00000034715:15:101211111:101211511:-1

UGACAUUCUUGUAGGCCCCUUAAGAUCUGGUGUUAGGUGCUCACUUCAGCAGCACAUAGACUAAAAUUGGAGCAGUACAGAGUAGAUUAGCACGGCCCCUGUGCAAGGAUGACACCCAAAUUCGUGAAGCAUUCCAUAUUUUUAGAAGGGGAGGGGGAUGGGGGCUCAUGGCCGGGAAACCAGGAAAGGGAAUAAUAUUU

>ENSRNOG00000034468:1:181900099:181900499:-1

UCAAAAGGGACCAAAUCCAACACAACAUCAGAGACAUGCUUGCUUCGGCAGCACAUACACUAACAUUGGAACGACACAGAGAAGAGUAGCAUGGCCCCUGUGCAAGGAUGGCGUGCAAAUUCAUGAAGCGUUCCAUAUUUUUUAAUACAUAAAAGAACACAUUAAAAAAAAGACUACGCUCUUCCCUCUUACCCUCUCUU

>ENSRNOG00000034632:14:27240863:27241263:-1

UUUUGACUCAGAUUAAUUGUGAGAUUAAAAGGUAUCUGAAAAUUCCAAACCUUGCACUCACUUCGGGAGCACAUAUAAUAAAUUUGGGACAAUAUAAAGAAGAUUAGCUUGAACCCUGCUCAAGAAUGGCAUGCAAACUCAUGAAAAAAUUCUCAUUUUUCCUCAAGCCCCAGAUAUACCGUUCUUGGGCAUAUUCCAAA

>ENSRNOG00000034585:18:27639679:27640079:-1

GCCAUGGCCCACAUAUACAUAAAAUAAAUUAAUGGGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGAUACGCAAAUUCGUGAAGCGUUCCAUAUUUAAAAAAAAUAAAAUAAAUAAAUAAAUUAAUUAAUGGAGGGGCUGAAGAGAACUCAGCAGC

>ENSRNOG00000034477:4:110618740:110619140:-1

UAAUAAAUUAUAUUUUCAAUGUUUUAAGAUACCAAAAUAAGUGCUUGCUUUGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGUGCAAGGAUGACACGCAAAUUCGUGAAGUGUUCCAUAUUUUUCGAAUGCCAGCAGCAAACCAUUGAACGGAGAAUAGGAUCCCGUUGAAGGAAUC

>ENSRNOG00000034813:2:216457821:216458221:-1

CACACAGGCUUAUAGGACAGUCUAGCCACUGUCAGAAAUAGCAGAACAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGGAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUAAGACUGAACCCCCAGGGUUGGCGAUUUAGCUCAGUGGUAGAGCG

>ENSRNOG00000035321:2:181172883:181173283:-1

ACCAGCACCAGUGCAUUUAAAAUAAGUAGUCCUCUGUUUGGCAGCACAUAUACUGAAAUUGGAACAAUACAGAGAAGAUUAGCUUGGCCCCUUUGUAAGGAUGACACAAAUUCAUGAGGCAGUCACUCUCUUUUUUUCCUUUCUGUCUUUUCAUUUCUAUCAAAUGUGUGAAAAAAUACAUAAAGAUUGGUUAUAACCAA

>ENSRNOG00000035252:9:47499368:47499768:-1

AGAGAUGCCUGUGAACAUACAAGAAACCUAAGGAAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUUUAUCCAAACUAUUCCACAAAAUUGAAACAGAUGGAGCCCUACCGAAUUCCUUCUAUG

>ENSRNOG00000034949:18:7764241:7764641:-1

AUACUAUUUUUUUGUGAGCAAUUAAGAAGUAAAUGUGCUUGCUUCAGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGAUGAUUAGCAUGGCCCUUCUGCAAGGAUGACAUACAAAUCGUGAAGCAUUCCAUAUUUUUUCAAAUGGGAUCUCAUAAAAUUGGGAAGGAUACUGUCAACAGAACGAAAUGACCAACAGA

>ENSRNOG00000035380:X:92656056:92656456:-1

UGGCCUAAGAAAACUAAUACAAGAGUGUCAUCAUACUUACCUGGCAGGGGAGAUACCAUGAUCAGGAAGGUGGUUUUCCCAGGGCGAGGCUUAUCCAUUGCACUCCGGAUGUGCUGACCCCUGCAAUUUCCCCAAAUGCGGGAAACUCGACUGCAUAAUUUGUGGUAGUGGGGGACUGCGUUCGCGCUCUCCCCUGGCAA

>ENSRNOG00000036178:5:111348332:111348732:-1

ACUAAAACAUUGAGCUUUUUGAGUAUUUACAGUCAUUCUAGACACUUUGUCCAAAUUGGUUAAUUUAAACUUUACAAGAAUUCCACCCAGAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUCGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUAAAA

>ENSRNOG00000036177:X:78306637:78307037:-1

AAAUUUUUAUAACAUUAGUUUGUAGAGCUGAAGAAGACGUGUAGUGAUCAUAAGACACUAAGAAUACCAUACAAGUGAUCAUUUCUGCAGCACAUAUACAAAAAUUAGAAUGAUACAGAGAAGAUUUGCAUGGCCCUUGCACAAAGAUGACAUGCAACUUUAUGAAGUGUUUCAUAUAUUUUUCUAAUGAGAGACAGAAA

>ENSRNOG00000036054:8:12022774:12023174:-1

UCUUUUUCUCUCUCAUUAGAACACAAACAGGCAUAUUUACCAGGAAGGGGAAAUACUGUGAUCAUGAAGGUAGUUUUCCCAGGGCAAGGUUUAUCUAUGACGCUCUGGAUGUGCUGGACCCUGUGAUUUCCCCAAAUUUGUGGUAGUUGGGGACUGCGUUCAUGCUUUCUCUUGAAGAAAAGCAAAAAACAAAGGAAAAC

>ENSRNOG00000035390:6:83982838:83983238:-1

UUUAUAAAAUAAUUCAGGACAAUCUCAAACUAGCUUGAAUUAAUUCACCCAUCAGAAUUAUGUAUCAGCUUUGCACAGUGGCAGUUCAUUGCCAAUGAGGUUUAUCCAAGGCAUGAUUAUUGCUAAUUGAAAACUUUUCCCAGAAUUACGUAUCAUAUUAGAAUACAUUUAAGACUUUCAAGAUUUGUUAUAAAUUUAAU

>ENSRNOG00000035830:14:81850309:81850709:-1

ACAUGUGGCCCUGCCCUGAAGUGCAAAAGUGCUUUUCUCUGCAACUGCUCCUGUUGAAAGACGGACUUUGAUACUUACCUGGCAGGGAGAUACCAUGUUUACGAAGGUGGUUUUCCCAGGGCAAGGUUUAUCCUUCGGAUGUACUGACACCUCAAAUGGGGGAAACUUGACUGCAUGAUUUUUGGUGGUGGGAACUGUGU

>ENSRNOG00000036027:4:106510545:106510945:-1

UAGGACAAGGAAGAGAUAAAGAAAGAAAUUAAGGACUUUUUAGAAUUUAAUGAAAAGGAAGGCAUAGCUUUGUGCAGUGGCAGUAUCGUAGCCAAUGAGGUUUAUCUAAGGCACGAUUCUUGCUAAUUGACAAGGAAGGCACAACAUCCCCUAACUUAUGGGACACAAUGAAAGCAGUACUAAGAGGAAACUCAUAGCUC

>ENSRNOG00000043995:15:36012465:36012865:-1

AAAAAGAACCAAAAAAAAAAAAAAAGAGUUUUGGUCUGUGCUCGCUUUGGCAGCACAUACGAUAGAGAGAAAAUUAACGUGGCCCCUGCCCAAGGAUGACAUGCAAAUCCGGAAAGCGGUCCAUAUUUUAGGUCCCUAAACCAUAUAAAACUCUAACAAAUGUUAAAAGUCUAUGAAAGUUCAACAUCUGUUUUGGUUUU

>ENSRNOG00000044318:10:86044925:86045325:-1

AUGAAUGAAUAAAUAAAUAAAUAAAUAAGAAAGUUAAGCUACUCCUUUAAAAAAAAAAAAAAAGACUUUGGAGGAACACAGAGACCAGCAUAGUCCCUGCACAAGGAGGACAGGCCAGUAUAUGAAGCAUUCCACGGUUUUAUCACCAGGAUGAGUUUUCUACAGAAAUAUUUCUUAUAUUUCUUCCUUUCUUUCUUUCU

>ENSRNOG00000044804:6:28322461:28322861:-1

UACAAACUCAGGGGAGUGUAUACCACAGAAAAACCCAGACACCUGUGUGAACAAACACAAAACCACCAGUGUGCACACACAUUAAACUGGGACAGCACAGACUAGCAUGGCCCCUGAACAAGGAUGACGCAACUUCAUGACAGGAGCCGUAUCCUUUGAAGGGAGGGCUGCUAUAAACCAGGUGGGUAGGGUAUAGGAAG

>ENSRNOG00000045234:16:61971648:61972048:-1

GUUACACAGAGAAACCCCCCAUCUCAUCCAAACAAACAAACAGACCAACAACCCAAAACAAGGUGGAUGCUCGAUUUGGCAGCAGAUAUCUAAAAUUGACAAUACAGAGAAGAUUAGCAUUGCUCCCAAAUGAGGAUGACCCCAAAUCCAUGAGUUGUUCCAUAUUAAAAAACAAACCGGGGCUGGAGACAUGGCUCAGU

>ENSRNOG00000043663:16:15288134:15288534:-1

AUGACUUAAUUGAUGUGUAAAUAAAAGACUGGGCUUUGGUCUGAAACAGAGAGCUACCCAGAGAGAACUUUCUACAGAACAAACACAGCUCGUUUAGAAUUUGUACUAGCAGCUUUUCUGACCCUGGACAGAAAAUCCUAGAUAUUUUUUUCAACAAGAGAGAGCUGUAUCCAACAGAGAGAGCUGUCUUGGGCAGAAAG

>ENSRNOG00000043761:X:58452688:58453088:-1

CUGAAUUAGUAUGUAAAUUAAAGACUGGGCUUUAAAAGUCUUCCAGAGAGCCACUUGGAGAGAAAUGUGGGGAGGGCACAUAGCUCUUUUAGAAUGCUUUUAGCAGUAUUUCUGAUUGUGGUUGGAAAAUCCAAGAAUUUUUUUCUAGCAGCUUUUCUGACUUUGUUUGGAAAACCCAAGUGUCAUCUAGAGAGUCUUAG

>ENSRNOG00000045047:7:49895979:49896379:-1

CAUCAUGGUCUAGUAUAACCAGAGGGAGGCUGAGGACAAAACAAGCUUCCUAUACCACAACUGGAAGGAUAGAGAGAUGGUUAGCAUGGGACCUGUGCAAGGAUAGCAUACAGAUCCCUGAAUCAUCCCCUAGUGUUCUUUUCUAUUGAAAUCAUAAUUUAGAAGGCAUUGGUCUGGAUGGUUUCUAAGGAGUUGAUUUC

>AY325176 1

UAAUAGCAGUAUUUCUUAGAGACUUUUUGAUGAAGUGUGGGAAGGGACCUUUCUAUUUCUUGAAGACUCCGAGUUGGAAGAAAAAGGCGGGAAAUAAACGGAAGAGUGGCUCCAGGCUGAUCGGCUCUGCGAGGCUGUCACGUGGCUCGCGCGCUGCCUGCUGGGAGCCGCGGCCUCGGCGCCUGCGCAAGGAGCGCGAA

>AY325177 1

CUCUUUACCCAAUGCCCAACAGAAGUGUUGGUGGUGAGGGCAGCAGAUGGAAAGGAAAAGUCUGGGCUUCUAGCAAUGAUCAGACGUCAUCCUACAGCUGGCAAAUCAGCAAGGGAUAUAGAUCAGCCUUUCUCUUCAUUAAAUCUGUAAUUAAGACCCCAUUCUGCUUUGUUGAAAUCCUGCUGUGUUGGAAGAGGGAU

>AY325179 1

ACACAAUGGAAUAUUACUCAGCUAUCAAAAAUGACUUUAUGAAAUUCGUAGGCAAAUGGUUGAAACUGGAAAGUAUCAUCUUGAGUGAGCUAACCCAAUCACAGAAAGACAUACAUGUAAAAGAUGACGAAUGCGACUCAGAUGCAGAAAACGAGCAAAACCAUGAUCCCAACGUGGAAGAGUUCCUGCAGCAACAGGAC

>AY325181 1

AACUGAAUAUAUAAAGGAAUGAUACCAUACCGUUUUCCCAAUGGCCAAGGCAAGUCUUAGAAGGCAUUUAACUGGGGACUUGCUUACAGUUUCAGAGGACCACACCUCUGAGAACCUCACUGCGUGCACAUCCUCUCCAGACCACACCUCUGAGAACCUCACUGAGAGGAAAGAGGCUCAGCAAAGCGCAGUGAAGACAG

>AY325184 1

GGUAUAAAGACACACACACACACACACACACACACAUGGUAACGUCAGUACUAACAAUGAACUGCUACAAGGUUUAUAGCGUCCACACCAUUAAGAGUGGUUCAUUCAAAGUGCCUAAAACAGAUAGUGUUGUAAAGUCAAAGCAGGACCACACACAUACACUCUGCAUGGAGAAGCUGCUCCUAGGCUUCCCUGGACUG

>AY325185 1

UUUAUAAUGUUUGAAAUGCAUGUCUUUGUCCUCUUUAAACUAGGUGCUCUGUGGAUGUGUAUCGUGUUAAACCCCCACUGUAAGUUGGAGCAAAAGGCCAGUUGGCUGAAACAGCUGAGAAAAUGGAACAGUGUUGAUGUCUGUCCGUGGGAAGAUGGAAAUCAUGGUGGUGAAUUGCCCAACCUAACCAAUGCUCUGCC

>AY325186 1

GAAGGCAUUUAAUUGCGGGCUUGCUCACAGAUGGAGGCUGUACCAGAGAAGGAAAAGAAGGUUGCCGCUGCGCCAGGAACCCUUAAGAAGAAAAAGGUUCCCGCUGAGUCAGACACCCUUGAGAAAAAGCGAAGAAAUUUCGCAGAGUUGAAGGUGAAGUGCCUGAGGAAGACACUGCGAAAGGCAACGAGGAAGCUCAU

>AY325187 1

CUCGGACCCCGUCGUCAUCAUCUCAGCGGCGCGGACCGCCAUAGGUUCCUUCAAUGGUGCCCUGUCCACCGUGCCUGUCCACAACCUGGGGACAACUGUUAUCAAAGAAGUCCUUCAGAGAGCCAAAGUGGCUCCAGAAGAGGUGUCCGAGGUCAUAUUUGGACACGUUUUGACUGCAGGCUGUGGGCAGAAUCCUACUC

>AY325189 1

AAUGGUGGCUGUAAAUUACGUUGGAGAAGAACUGUGGAGUUAUUUUAAUGCACCAUGGGAGAAAAGAGUUGACCUUGCUUGGCAGUUAAUGGAAAUAGCAGAGCAGCUUACAAACAAUGACUUUGAAUUUGCACUCUACCUCCUGGACGUCAGCUUUGACAAUUUUGCAGUUGGUCCAAGAGAUGGGAAGGUAAUCAUUG

>AY325190 1

CGGAGAGGGCCAAUGGAAUAAGGAGAACCGAUUCUGUAGUUGGGUGGACCAGAAACUUAACAGUGACGGACUGGAGGAGGCUCGGAACUGUGGGAGGCAGCUCAAAGCUCUCAACUUCGAGUUUGAUCUCGUCUUCACGUCCAUCCUUAACAGGUCCAUUCACACAGCCUGGCUGAUCCUGGAAGAGCUGGGGCAGGAGU

>AY325191 1

UCAAAGAGUUCACCUGCUGGAGAGAGCGACCUUCCUCAUCUACAACCUUUUUAAGAAAUUACUAAUAAAAUUGCCAGAACUGAACUAUCAGGUGAAAGUGAAGGCAUCCAUUGACAACAAUAGAAGAUUUGUGCUCUGUGGAACUCACAUCAAAGCUAUGUCCAGUGAGGAAUCUUCCAAUGGGAGCCUCUCAGUGGAGU

>AY325192 1

AAUCCUUGAAGAAGUACCUUCCUGAAUCCUUAAAGGUCUAUGGGACCAUCUAUCAUGUGAACCAUGGAAACCCAUUCAAUCUAAAAGCCCUAGUAGACAAGUGGCCUGAUUUUAACACAGUGGUUGUCCGCCCUCAAGAACAGGAAAUGAAAGAUGACCUUGAUUUCUACACUAACACUUACCAAAUCUACUCCAAAGAC

>AY325193 1

CGCUAGGCGCGCCAAUGGAGAGUGCCUUUGAUCCUAUUCCACAGCAGCCAGUUCCUGCCCCUGUGGUCAAAAUGCGUCCCAGAUCUAGAAAAACAGAAGUUUUUUAUCUCAGCAAAGUCAUUGCUCAUAUAGAAGACCCAGGAGACUCUAACCAAGAUAUGACGUGCUCACUAUUACCCUCUGAACAGUCUUCUGGUACC

>AY325194 1

AGCAAUAUUAUUCAAGCUGGUGCGACGCCCGAGCGCUGGGGCCACGACUGUCACCCGUGGCCCUUUCCCUGUUGGUUGGGAGGAACGAGCACCGGCUGUCCGCGGAGCCGGAGGUGCACCGCAGCCAGGGGCGGUGCGUGGGUGUCGAGGUGCCAAGAGAAGACAUCAACUACUUAUCAACAACUUGUAAACCUGAAAUU

>AY325195 1

GAAAGGGGACCAGUUUGUGGGUUACGGGAAUAAUCAUGACUGGAGGUACAAGGGAUCUGAUAAUAAUACAUUCCAGGAGUGCAGCCACUAUCUGUUCUCAAAAGAGAUUACUUCUGGCUGUCAGAUACAAAAAGAAGAUAUCCAGCUCUACCAGACAUUUGUUGUCCAGCUUCAGGACCCCCAGAAACCCCAGAGGCGAG

>AY325198 1

GCAAGUGCUCCUAACCACUGAGCCAAUGACAGACCAGGAGAAUAACAACAACAUCUCAAGUAACCCCUUUGCUGCUCUUUUUGGCUCCCUGGCUGAUGCCAAGCAGUUUGCAGCAAUCCACAAAGAGCAGCUGAAACAGCAGUCUGGUAGUGUGUUUGGUUCUGAGGAAGGAGCAUUGUGCAACAGCCUACAUGUUCCGG

>AY325199 1

AUGUAUAUAAAGUAAUUGGCCUGUACGUCUGUAUACCAAUGGUGACGGUGACCCUGUGCCACACUGAGCAAUCAGAGACGGAGACCGUGCACCUGUUCAUCCCCGCCCUGUCGGUCGGUGCCAUCAUUGGCAAGCAGGGUCAACACAUCAAACAGCUUUCUCGUUUUGCAGGAGCUUCGAUUAAGAUCGCGCCAGCCGAA

>AY325201 1

UGGCUGUGUCCCUUGCCAUUCCCCUGCUUGGAGCCAUGAUGCUGUUGGAGUCCCCCAUAGAUCCUCAGAGUUUCAGCUUCAAAGAACCCCCUUUCAUGUUUGGUGUUCUGCAACCAAAUACGAAGUUGCGACAAGCAGAAAGGCUAUUUGAAAACCAACUUAACGGACCAGAAUCCAUAGUAAAUAUUGGGGCUGUGUAC

>AY325203 1

AAUGGCGAGGGCAGAUGUCUGCAGCGUCUCAUGGCUUUGAGCGCCACAGAUGAGAUAGACUUCCCAGACUGGCAGGUCUUCUUCCGUGUCCCUGGCGGGUCUACCCUCCUCUUCUUCCGUGUCCUGGCGGGUCUACCCUCCUCGUCCUCACUCCUGCACUUCUUACUGAAAGGACAGAGCCAGGCAGAGCUGCGGCAGCC

>AY325205 1

UGCGGGGCCUGGGGCGCCCGACGGUCAGGGACCCAGUGGCGCGCAAGGAGGCAGCAUCCACUCUGGCUGCAUCGACACUGUGCACAACGUGCCAAUCGCCGUGCUCAUCCGGCCGCUGCCGUCGGUGCUGGACCCGGUCAAGGUGCAGAGCCUCGUGGACACGAUCCUGGAGGACCCUGACAGUGUGCCCCCCAUCGACG

>AY325206 1

ACAAUAAAUGGUGCUGGGACAACUUGAUAUCUAUGCAAUGGGGUUCUGUCGCCUGUUGUUCUUAGUCAAUGUCCUCCUAACCUCAUGGUUCUCUUCUGCCAAAGGGGAAGGGAUCUGCUUCUUUCCUUCUGUGGAAAACGGUCAUUCUACAUCUUCAGGUCAAACACACAAAGAAGGUGAUAUUGUACAAAUUGUUUGCA

>AY325207 1

CAAUGAUGUCAGCUGAACAAAGACACCAGGCUUUGGAAGUGAAAUAUGGACAGGAAAGAGAAAGGAAACCAAAAUGUUGUCCGGAGGAAAGGCAAGAAGAACACGAGAUGCAUUCCUUCAAUGCUAUCAGGGUACAGAUUCUUCCAGGUUCCAACAUGUACCAAACACCAACACCUCUAGGAUUCCUACAGGUCUCCAGU

>AY325209 1

UAUAAAUACACUGUAGCUGUUUUCAGACACACCAAUGGGAGCCUCUUGUACUGCCACACAAUCUCAGUUCCUGCUGUACACUCUAACAAGCAGUGAAGAGACUGUUGGGUCAGUAGGUGACAGCUGCAGAGGACCUGAAGAAGAAGCAGAAAAACCUGUGAAAACUAAGACUGUUUCUUCCAGUAAUGGAGGGGAAAGUU

>AY325211 1

UCAAGGUAGCGGCACAGCUCCGGCCUCCUCAUCCCUCCUUUCGAACCCCCAGCAGUCGGAUCUGCUCCCCACUCCCCAUGUCGUCUUUGUCUCCCUGGGGACACCAGGAACCAAUUCUAAAUAUCCAUGACCUAACUCAGAUCCACUCAGACAUGAAUCUCCCAGUCCCUGACCCCAUUCUCCUCACCAAUAGCCACGAU

>AY325212 1

UGGGACAACUUGAUAUCUAUGCAAUGGGGUUCUGUCGCCUGUUGUUCUUAGUCAAUGUCCUCCUAACCUCAUGGUUCUCUUCUGCCAAAGGGGAAGGGAUCUGCUUCUUUCCUUCUGUGGAAAACGGUCAUUCUACAUCUUCAGGUCAAACACACAAAGAAGGUGAUAUUGUACAAAUUGUUUGCAAUCAAGGCUACAGC

>AY325213 1

GCAGUUCUUCCUCCCAUGAUUUAUCUGGCUCAUGGGAGCACACCAGCCUACAGCGCACUUCUGACCACUUCAGCUCCAUGGGCAGCAUAGACAGCCUGGACCACAGCUCCCAGCUCUACCCAUCUGGUCACCUCUCAUCUGCCAAGUCCAACAGCAGCAUUGACCACCUGGGUGGCCAUAGCAAGCGAGACUCGGCUUAU

>AY325215 1

GCCAGAGCUGGAAGGAGGAGGUGAUUCCCAUAGAUAUCCGGAUGCAAGGCUUGCUCAAGCCCACUUGUCUUUAUGGCCAGCUCCCCAAGUUUGAAGAUGGAGACCUCACCCUUUACCAAUCUAAUGCCAUCUUGAGGCACCUGGGCCUCUCUUUGGGGCUUUAUGGAAAAGACCAAAGGGAGGCAACCUCGAUGGCUAUG

>AY325217 1

CGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGGUGAGGCUGUUCACCUUGGAGACCUGCUGCGGAUAUGGGUACGGCCCGGCGCGAGAUUUACACCCUCUCCCCCGGAUUUUCAAGGGCCAGCGAGAGCUCACCGGACGCCGCCGGAACCGCGACGCUUUCCAAGGCACGGGCCCCUCU

>AY325221 1

CUCUGGUCACGACAGAAGGGAGAGCCACAAUUCAUACCACCAGAGGAGCUCCUCCCCAGAAGACAGAUAUACAGAACAAGACCGGUCACCCCGGGAUAGAGACUAUUCUGAUUACAGCCGGUCAGACUAUGAGCGAUCCAGAAGAGGAUACUCUUACGAUGACAGCAUGGAAUCACGAAGCAGGGACCGAGAGAAACGCA

>AY325223 1

AAGGAGAUGCGCAUCCUGAUGGUGGGCCUGGAUGCUGCAGGAAAGACCACCAUCCUCUAUAAGCUGAAGCUUGGCGAGAUUGUUACCACCAUUCCCACCAUCGGGUUUAAUGUGGAGACAGUGGAAUAUAAGAAUAUCAGCUUCACAGUAUGGGACGUAGGUGGCCAGGACAAGAUUCGGCCCCUCUGGAGACACUACUU

>AY325224 1

UUAGGCAAGUCUCUCAAUGCAGCAUGCACCAGCUGGUAGGAGGCCCCUAACACAGACACAUACAGCAGGAGACUGCUGGGACCGGGUUCAGUCAGGGAAGAUGCACCUAACCCUCAGAAGGACCGAAGGACCCAAGGAGUGUGGAGGUCUGUGGGGAGUGGAGUGGGAACUUGUAGAGCCUACCUCUAGUAGAGGACAGG

>AY325226 1

UUUAAAUGACCUUGCCAUUCUGUCGGUGGUGCAAUGGGGGACCCAAACUCCCGGAAGAAACAAGCUCUGAACAGACUACGUGCUCAGCUUAGAAAGAAAAAAGAAUCUCUAGCUGACCAGUUUGACUUCAAGAUGUAUAUUGCCUUUGUGUUCAAGGAGAAGAAGAAAAAGUCAGCACUUUUUGAAGUGUCUGAGGUUAU

>AY325230 1

AGGGAGGCGGUAUGAGGUUCGCUGUGGGUGCCCUGCUGGCUUGUGCCGCCCUGGGACUGUGUCUGGCUGUCCCUGACAAAACGGUCAAAUGGUGCGCAGUGUCUGAGCAUGAGAACACCAAGUGUAUCAGUUUCCGUGACCACAUGAAAACCGUCCUUCCAGCUGAUGGCCCCCGGCUUGCCUGUGUGAAGAAAACCUCC

>AY325231 1

GCAUAAAAAGGGUGAGCAGGAGUCGCACAGCGCAAUGAGAGCCCUGGGAGCUGUCGUCACUCUCCUGCUCUGGGGUCAGCUUUUUGCUGUGGAAUUGGGCAAUGAUGCCACAGACAUUGAAGAUGACAGCUGCCCAAAGCCCCCAGAGAUUGCAAACGGCUAUGUGGAACACUUGGUUCGUUAUCGCUGCCGACAGUUCU

>AY325233 1

UAUAGUAUACCAUGACUUUCUGACUACAUAUCAAUGGUAGGUAGCAGAGGGUUAAAUGACAUCGUUGAGUUAUGUCAGCUAAUUCAUUUACUGCCCAGAAAAACUGAUUGUCUUCUAGUUUCCGGAUCCAGUUAUCAGAUCAUAGAAGGUCCUCGGAAUGUAACAGCCCUAAAGGGCUCGGAGGCUCGCUUCAACUGCAC

>AY325238 1

UGAAUAUUUAGCUUCGAUAUUCGGGACUGAGAAGGACAAGGUUAACUGCUCUUUUUACUUUAAGAUUGGGGCCUGCCGGCACGGGGACCGGUGCUCCCGACUUCACAACAAACCGACUUUCAGCCAGACCAUAGUCCUGCUCAACUUGUACCGGAACCCACAGAACACAGCCCAAACUGCAGAUGGAUCACACUGUCACG

>AY325239 1

UCCAGGUUACCAGCUUGGCAAGCCGGUCCGAGCUCUGCAUACCGAUGGCAUGAAUGUCACCACGUUGCACCUCUGGCAGCCGGCUGGAAGGGGCCUGUGCACAUCAGCCGCCCUCAGACCUGUUUUGUUUGGAGAAGAUGCCUCCUCUGGCUGCCUUUUGGAAGUUGGGAUUAAGGAGAACUGUACACAACUCAGGGAGA

>AY325242 1

GCUUGCUCUGGUCUGUGGCUCUGUUCACACCACCCUGUCAAAGUCAGAUGCCAAAAAAGCUGCCUCAAAGACGCUGCUGGAAAAGACUCAGUUUUCGGAUAAACCUGUCCAAGACCGGGGUCUGGUGGUGACGGACAUCAAAGCUGAGGAUGUGGUUCUUGAACAUCGUAGCUACUGCUCAGCAAGGGCUCGGGAGAGAA

>AY325244 1

UCUCUGGUGAGCCAAGGACCUCUGAGAGGCAAGCAGCCAGCAGCAGCAAAGGUGUCCAGAGCAGUUCCAUAGAUCGCCUGCAGGGGGCAGCAGGGGAAAUAGAUUUCUCUCAAACCUACACUGAUGGGGAACGUGGAGCACGCAGGGCUCGCAGCACUCAGGCGCUGCACACAGCUUGGCAGCAGCCGUACAGCAAAAGA

>AY325245 1

AGGCAACUCUUAUAAGGACGACAUUUAAUUGGAGCCGGCUUACAGGAUCAAAAAGGUUCAGUCCAUUAUCAACAAGGCGGGAGCAUGGCAGCAUCCAGGCAGGCCUGGUGCAGGAGGAGCUGAGAGUUCUACAUCUUCAUCUGAAGGCUGCUAGUGGAAGGCUGACUUCGAGGAAGCUAGGUGACACACAGGCCUCCUUC

>AY325246 1

CAUUUCUACCAGCCAAUCUGGACACUAGUGGGUGCUGGUGCCAAAGAGCUGUCCUCAUCGGACCGUUCUACACUGAGUGUGAUUCCAUCCGGUGUGCAGUGGAUUCAAGAUAGAGUGGCGGAACUGAACCCAGAUCAGAACUGUAUCCGCACAGACAAUGGCAAGGAGACCCACAGGGUUUCAAUAACGGUGUCCUCCAU

>AY325247 1

AAGCCAACUCUCGUGCGUCUAGUCCCUGCCAGGAAUUUGAACAGUUUCAGAUCAUCCCAACUGUGGAGACACCCUAUUUGGCCCGAGCAGGAAAGAAUGAAUUUCUCAAUCUUGUUCCAGACAUUGAAGAAGUUAGAGCAGGCUCAGUGGUGUCUAAGAAAGGAUACCUGCAUUUCAAAGAGCCACUCUCCAGUAACUGG

>AY325248 1

GGUCUCCAGUCUCCAGUGGCAGCGCAGACUGUGGCGGUCUAAGAGGCCCAAUCCAGAAAAUGAACCAUUUUCCACCUCAGACAUCCUGUUACUGCCCAGAGCCAGGGCAGUCAUGUGCCUGAGCAGCACAUUGUCGUGCAGAGUGUGCACAUGCGCAAAGCUGCUACAUGUCACUCUGUCGGCCCUACUCAGCAGCAGCA

>AY325250 1

CAUAUAUAGAAAUAAACACAUACACACACACACAAUGGCGCUGCGUGGCGUCAGGGUUCUGGAGCUGGCAGGCCUGGCCCCAGGGCCGUUCUGCGGGAUGAUCCUGGCGGACUUCGGCGCCGAGGUGGUGCUCGUGGACAGACUGGGCUCCGUGAACCACCCCAGUCACCUGGCCCGAGGCAAGCGCUCGCUGGCGCUGG

>AY325251 1

GCUACACAAAGAAUUCAAUGAGGAGCUACCAGCUAUGUGAAGGAAUCGACUUUGAAGAAAUCAUAAAACAUGAUGGACAGCUUCUGAAGAAGAAAUGUAGAUCUAUAAGCCCUUCUAAGAAAUCGUUUGUUAUUAAUAUUGUCCCAGAAAAGGACAAUUUGGCUUCCCUGUCAGCGUAUUCAGAAGAUGGCUGGGACUUA

>AY325252 1

UCUGUUGUCUGUGCUGCCGCCCGAAGCCAUGUUGAUGUCUGUGGUCCAGGCAGCCUCCGAAGGCCUUGUCUGCAUGUGUGGUCCUACAGCAUCCGGAGCUAUGUUCCUAAUCCGUGCUAUCAUCAGAAACUGCUCUCUGCUCCAUUGACUGUGAAGAGCAAGGAGGUUACUUUUGCUGUGAUAUCAAAGACUGCAGAUGU

>AY325254 1

AACAAUGACAUCAUGAAAUUCUUGAGCAAAUGGAUGGGAGUAGAAGAAAUCAUACCAAAAGCUGGAAAGGAACCAGAUGUCCUUCAACAGACAAUGGAUACAGAAAAUGUGGUAUAUCUACACAAUGGAUUACUACUCAGCUACAACGACUUCAUGAAAUUCAUAGGCAAAUGGAUGGAACUAGAAUAUAUAAUCCUGAG

>AY325256 1

AUGGUACGCACCUGGAAUCCUAACAGUGAAGGGAAGUUCUGUUGUUUUUAUAUUUACCAAGGCCAAAGCUGUAACACAGGUCUUCCUGUUUCAGUAACCAUCAUCAUCUGGGCCCUGGCCGUCAUUCUCUUCCUACUGGCUUUGCACCAUAACUUCCUCAGCUUGAGCAGUUUGUUAAGGAAUGACGUUUCAGAUUCAGG

>AY325260 1

CUGCUCUUCCAAAGAUCCUGAGUUCAAUUCCCAGCAACCCUUGGUGGCUCACGACCAUUGUAGUGGGAUCUGUUACCCUCUUAUAUCAUGCGUGCCUAGAUGCAAAUAGAGCACUUGUUAAGUCCGGACUCCUCCGCCUCACUCAGUUCAGGAAGGAGCGGCGCCCAAGAACGACAAGAGCAAUGCAAAAGCAACAGGCU

>AY325262 1

UUAAAAACCCAAGAUCAAAAAAGCUGAAGUCCAAUGGAGAACGGAGCGGUGUACAGUCCCACCACGGAGGCGGCCCCGGGCGCUGGCAGGGGCGCUCGCAGCGGCCUGGCCGCCUACUUCUUCCUGGGCCGGCUCCCAUGGUAUCGGCGCAUCCUCAAGGGCUUGCAGCUGCUGCUGUCUCUCCUGGCCUUCAUCUGUGA

>AY325263 1

UUUAAAAGAAAAGAAUCGGGGCUGGGGAUUUAGCUCAUGCAAGUCAGAGCAGCCAGCGGCCAUCAAGGACUGUGCAGCUGUGUCCCCGAUGCUCAGCUCAUUGUAGCAGAGCAGGGACGGGGGGAGGUGGUGGGGUUAACUUUCAUGAGUGUUUUACCUUUUGAGGAGGAGGUAAAAUGUUUAGUUAAAAAAUACCAAGA

>AY327502 1

GGGUGGAAUCCGAGCUCCGGUCGCUUCCCAAGCGAGCGCUCGCCCAAUACUUGCUGUUUCUAAAGUUCUAUCCGGUGGUCACCAAAGCUGUCAGCAGUGGCAUUUUGUCAGCCCUUGGAAACCUUCUGGCCCAGAUGAUUGAGAAGAAGCAGAAAAAAGACUCUCGAAGUCUAGAAGUCAGUGGGCUUCUCAGAUAUUUA

>AY327504 1

AUGAGGUUCGCUGUGGGUGCCCUGCUGGCUUGUGCCGCCCUGGGACUGUGUCUGGCUGUCCCUGACAAAACGGUCAAAUGGUGCGCAGUGUCUGAGCAUGAGAACACCAAGUGUAUCAGUUUCCGUGACCACAUGAAAACCGUCCUUCCAGCUGAUGGCCCCCGGCUUGCCUGUGUGAAGAAAACCUCCUAUCAAGAUUG

>AY327509 1

ACGGCCGGGGGCGCUGAGACUGAGCCAUAGUGCAUGGCGGCUACCGCCGCCUUCCUGCGGGUCCUGCUGGCGGCGCAGCGGUGUGGAAAGGAUGCCCAAACUGCAGGGUUUUGAGUUUUGGAGCCGCGCCCUUGGGGGUGCCCGACAUGUGGUGGCACCCAUGGUGGACCAGAGUGAGCUAGCUUGGAGACUGCUAAGCC

>AY383659 1

GUGGAAAACAGCAGUGUUUUGGAGAUGAAAGUAUCAUGAGAAGACCACCAAGAAUUGCAGAGCAGCGGAGUACAGCCAGCUCGAGCCUAGAAGUCAAGGGAUUACAGCUAAAUAUGGCUGAUGAUAAUUCCUCCCAUCCAGGAGCAAUCACAACAUCUUCUAGCACUAUGAAAGCACGUAGAUCAAUGCAGAAGAGGGUU

>AY383661 1

AUGCCCUUCAACAGAGGAAUGGAUACAGAAAGUGUGGUACAUCUACACAAUGGAAUAUUACCCAGCUCUCAAAACAAUGACUUUAUGAAAUUCAUAGGCAAAUGGAUGGAACUGGAAAGUAUCAUCCUGAAUGAGAUUCUUAAAGAAGUACCUCUUUCAUCAUAUCGACAACAGAAUCAUUCACAGGAACUGAAUGUUGU

>AY383663 1

AUCUGGAACCCUGGUGCACGGAGGCUCCCGGAAAGAGCGGCGCAGAUCUCCUCGGUUGCUGCCCCCGUGGAGAGGACUUAGGCAGUACCCCACGAGCACACUUGAGCCUCGGAACCUCAGACACCGCCGGACCCUGAAGGAAACAGACCGGAUAAACAGUUCUCUGCACCCAAAUCCCGUGGGAGGGAGAGCUAAACCUU

>AY383664 1

CCCUACCACAAGAAGCGGAAGUAUGAGCUGGGACGGCCGGCCGCCAACACUAAGAUUGGCCCUCGCCGCAUACACACAGUCCGAGUUCGAGGAGGCAAUAAGAAGUAUCGUGCUCUGAGAUUGGAUGUGGGGAACUUUUCCUGGGGCUCUGAGUGUUGUACUCGAAAAACAAGGAUCGUUGAUGUUGUCUACAAUGCAUU

>AY383668 1

AGAAACCCUGACGGAAACACAGGGCAAAUGGUUGUUGCUCAGAUGAUGUGGCUGAUGGAUCAUAUUUUCAAGUAUACAAACUUUGGAAUUGUUUCCCUUAUUCAUGGAGACUUCUUUAUAAGACAGGGAAGAGCCUAUCGUGACCAACAGCUGCUGGUUCUCAAGAAGCACCUUGAACAUAAUUACAGGAGCAGAGAUCG

>AY383669 1

CUCGACUCCCCAAUAAAAAGACAUAGAUUAACAAACUGGAUACGCAACGAGGACCCUGCAUUCUGCUGCCUACAGGAAACACACCUCAGAGACAAAGACAGACACUACCUCAGAGUGAAAGGCUGGAAAACAACUUUCCAAGCAAAUGGUCAGAAGAAGCAAGCUGGAGUAGCCAUUCUAAUAUCAAAUAAAAUCAAUUU

>AY383673 1

UCCACAGCCAGUGCUCUCAUAGGUCUGCAGCUGAGCUCAACGCACUCAACCUUCUCUCUGAGGACCGAACCCAGGGCCCUAGCAAGCGCUCUACCACUGAACUAAAUCCCCAACCCCUACCUUAUACUCAUGAUAAUGUAAAUUCCGUGAAAGCAAUCGGUCCUGAGCUCAAUUUCCAGCAACCACAUGGUGGCUCACAA

>AY383674 1

AAAUAGAGGAGAAUGAAGAUUCCCAGCUCAAAGGGCCUGAAAACGUCUUCAACAAAAUCACAAAAGAAAAAUUCCCCAACCUAAAGAAAAAGAUUGCCAUAAUGGCACUAAAAGCCUACAGAACACCAAAUAAAUGGGACCAGAAAAGAAAACCUUCUCGCCACAUAAUAGUCAAAACAUUAAAUGCACAGAACAAAGAA

>AY383675 1

GGAAUCUUGAGCUCUAAAGUCAGUGGACCAUCUGUCUCCUUCACUUUAACAGUGCGCCAUUAUAAAUUCGGCACCAGCUGGAUGGUGAAGCCACUGUCAGAAAUAGCAGAACAAGGUAACACCAGAGACAACCUGAUGGUGAGAGGCAAGCGCAGGAACCCAAGCAACAGAAACCAAGACUACAAGGCAUCAUCGGAGCC

>AY383676 1

ACAGCAGAUGCUGGCGAGGGUGUGGAGAAAGAGGAACACACUCUCCAUUGUUGGUGGGAUUGCAAACUGGUACCACCACUCUGGAAAUCAGUCUGGAGGUUCCUCAGAAAAUUGGACAUUGAACUACCUGAGGACCCAGCAAUUCCACUCUUGGGCAUAUACCCAAAGGAUGCUCCAACAUACAACAAAGACACAUGCUC

>AY383681 1

UUGGUUGGAGAGGGGAGUUACGGAAUGGUGAUGAAGUGUAGGAACAAAGACAGUGGAAGAAUUGUGGCCAUUAAGAAGUUCUUAGAGAGCGAUGACGAUAAAAUGGUUAAGAAGAUCGCUAUGCGAGAAAUCAAGUUACUAAAGCAACUGCGGCAUGAAAAUUUGGUGAACCUGUUGGAAGUGUGUAAGAAAAAGAAGCG

>AY383682 1

GUAUUUUUUGCAGAGGAGGAGGAGGAGGAAGACAAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAAUCAAGACAAAACAAAAUAAAACAAAAACUUUAAAUUUAAAAAUCUUUCAAACUAUAGGGAAUAAAAACAAAAUGGUCAAUCUCAGUAGACUGCCUAG

>AY383683 1

GACUCCCGAGAUCCCCAGCCCUGGAGAGCAGGACGUGUUUGAUGAGGAAGCAGACGAAUCUCUGUUAGUGCAGCGGGAAUGGCAGGAUCACAUGAGGAAACGAGUCCAAGAAGGUUACAGAGAUGGGAUAGAUGCUGGCAAAGCAGUAACCCUUCAACAGGGCUUCAAUCAAGGCUAUAAAGAGGGUGCCGAUGUCAUUU

>AY383685 1

AGUGGAAGGUGCCAAUCCAUGAUGUCCCAGAUGAAAGAUGAAACCAAGUGCAUGGGAGCAGUCUUCUCUGGAUACCCUACAGCAUUAUGGCUGGAAUAUGAAGUCUCCCCACAGCCUAUGAGUGGGACACUUAAAGAAAGAUUAAAGAAAGCAAGAGCUUCAUCUCAACCUUUUUGUAGUGUGGUGAAGCGUAUUAAGGU

>AY383687 1

AGCUGACUGUGGAGGCAUGGGUGCAGAUAUUCCUGCUUCCAGUUGAGAAGUCCGAUCCUGUGUCGAGGCUGGACCCUGACAGGAUGGGACAUGUGAAAGGGCCAGUUCAGAUGAUCCAGAACUGCAGAAUCUCCACGACACAGGGCAACAACAGGAUAACCCAGAGGAGUCCUGGAUACACUCCAGAUAGUCCUACAAAG

>AY383689 1

AUGGCUUAUGCUCUAAGAUCAAGAAUCGACAAAUGGGAUCUCAUAAAACUGCAAAGCUUCUGUAAGGCAAAGGACACUGUGGUUAGGACAAAACGGCAACCAACAGAUUGGGAAAAGAUCUUUACCAAUCCUACAACAGAUAGAGGCCUUAUAUCCAAAAUAUACAAAGAACUCAAGAAGUUAGACCGCAGGGAGACAAA

>AY383690 1

UUUGUCAUCAGUCUUGCUGAGAAAAAUACUACCUUUGAUACUUUUAAGGCUUCUCUGGUCAAAAAUGGUGCAGAAUUCACAACCAUGUUGGAUGAAGAAGAUGUGAAAGUUGCUGUGGAUGUUUUGAAAGAGCUGGAAGCUUUAAUGCCCAGUGCAGCAGGCCAAGAGAAACAAAGAGACACUGAGCACAGGGACAGGAC

>AY383693 1

CUUAAAGAAAUACAGGACAACACCGGUAAACAAGUAGAAGCCCUUAAAGAGGAAACAAAAAAUCCCUUAAAGAACUAUAGGAAAAUGCACCCAAACAGUAGUUCAGCUUGGGAGCAAAUGCCAAAUAUGACUUACCAGCUGCAAACCAGUCCUCUAGGCAGGGAGACUACAGGCACCAGCCAGCAGCUACAUCCCAGUCC

>AY383695 1

AGCAAGUUGGGGAGGAAAGGGUUUAUCCAGCUUAUACUUCCACACUGCUGUUCAUCACCAAAGGAAGUCAGGACUGGAACUCAAGCAGAGGAUUCCCUGUGUGGGAUUCUUUAUUUCUUGAGUCUGAAUUUUCAUUGGCAGACCCCCUUCCCAAGUUGACCCACCCUUGGCUGCUACAGAAGUGCUUUCCACUCUUUGUC

>AY383696 1

UGCAAUCCCAGGCUCCCGCCUGCCCUCAGCUCUUCCAGAGUUGGCAGCUCCACUAUCCCCGGCAUGACGGCGGCAGCCGCGACCCUGACCAGGAUGGAGGGCAAUGCAGAGUACAUCCUCCCUACUGACACGAGAUACGUCGGGGAGAUGAAGGACGGCAUGUUCCACGGAGAUGGAACCCUGUUCUUCCCCAGUGGGAG

>AY383698 1

GCUGAGCACUACCGGGACCUACAGAGGAAGCCAUUCUACCCAGCCCUCAUCAGCUACAUGAGCUCUGGGCCAGUGGUGGCCAUGGUCUGGGAAGGCCACAAUGUGGUCCACAUCUCAAGGGCCAUGAUAGGACACACGGACUCAACAGAGGCAGCCCCUGGGACAAUCAGGGGCGACUUCAGUGUUCACAUCAGCAGGGA

>AY383699 1

UUACAGGUCUUUGCUUUGUGGGAACAGUGACAAACCCAUCAAGAAAAAGCAGUCUUUCCCUCCAUCAGCAGGAUGGGGAUCUUCUGGCAAACUGGUCUUCUACAAGACACACGUCCCAGAAAACAGACACCGUGGACAGGAACUCCUAUUUCUUUAGAGUUCUCUUCCAGCCGCACACAAAAGAACGGCACACAAACCAU

>AY383700 1

AACUCAUCAACUCACAGAGACUGAAGCAGCAGGCACAGGACCUGGACAGGCCAGUGCUGGUCCCCUGUUUAGGUUCCCAGCUCUUAAUAUAAAAUUAGCUUUCCUGAGGUUAUGUGAAGAUAGUGAAGACAGGGUUAUCUAUCCUGCUAUUAUGUGCCAUUUGAGAGGAAGAUGCCAGGACCAUGUUGGCACAUUUGCUA

>AY383702 1

CCAACCUUAUGCUGAGCUGAGAAACCAGAGGGGUGUUGCUGUGACUUUUAAUUUUGAAAUGUGCUUCUUUAACUCUGACAGCAAUUUUUAUGUACAGUCAUUUGAUGAGUACAGAAACAUUAGUCAGAAGGACAUUGAGGACAGCAUUAAAGGAGAAUUAUCUGGGCAUUUUGAAGACCUGCUGCUGGCCGUAGGUAAGC

>AY383703 1

AAGCUUUGACUGUCUUAAUGACAGUAAUGUCCCCGUGUAUUCUAGCGGGGACACUGUCUCAGGAAGGGUAAAUUUAGAAGUUACUGGGGAAAUCAGAGUAAAAUCUCUUAAAAUUCAUGCAAGAGGACAUGCGAAAGUACGCUGGACUGAAUCAAGAAACGCCGGCUCCAAUACUGCCUAUACACAGAAUUACACUGAAG

>AY383707 1

GAUGCUGUUGGGGACUGUUGGAGAUGCCCUCGGCUAUGGAAAUGUCUGCAGGGAGAACAGUGCUUCAGGCUCAAUCCAGGAGGAGCUGCAAAAGACCAGGGGACUGGACAGCCUAGUGCUCUCACCUGGAAAGUGGCCAGUGAGUGACAACACCAUCAUGCACAUGGCAACUGCUGAGGCCCUCACCACAGCUCGUUUUC

>AY383710 1

CAGGUAGCCUGUUCAUCGGGACACAACCCCGGUCAGAAUGAUGUGCUCAUGAGGCCACCAGGCCACUCUCAUAAUGACUUCAUCAGCUCUGCUACUCCUUGCUGGGCUCUGUUACCCAUCCUGUCCCCUGGAACGAGCGACUUGGAAUUCCUCAUGCUAGCACAGUCCACACUCCAGCGGGCGCAAGCCACCAUGGCUGG

>AY383711 1

CUGACAAAUUAUGCUUUGCUCAUCUAAACUCUAGUCCCAAAUGUUUUGAGUACGAACAAUCUAUUGGGAAUCUGCGUGUCCAAACACAAAAGGCCCUUGUCCGCAAUUGGCUUUUUGAUGGAUCAAUAAAGAUGCCAGCAGUCGGAACAAUGGAAAUGCAGAGUUGCCAUGACUCAGGGGGGAAGGAUAGGAUGCAGGAG

>AY383713 1

UUGAAUGGGCCUGGCAGCAUCCUCAAGCUUCGCGACGUCUGACUCACGUGGGGCCGCGCCUGCGCAGCGAGGCUUCCUUUACCUUCCACCUGCGCGUGCUGGCGCACAUGCUUCGAGUUCCUCCGUGGGUGCGCCUCCCUCUAACAGUGCGGUGGCUGCGACCUGAUUUCCGCCAUGAACUCUGUCCAGCUCCACCACCA

>AY383715 1

AGCCUUGGCCCUUCUCCUGGUGCUGUCUGUUCUGGAAAACUCCAGCGGUGCUCCGCAGAGACUCUCUGAGAAGAGGAACUGGACUCCCCAAGCCAUGCUCUAUCUGAAGGGCGCACAGGGCCACCGCUUCAUCUCAGACCAGAGUCGCAGGAAGGAGCUUGCAGACCGGCCGCCUCCAGAAAUGAAUGAAGUCGUGGAUC

Mus musculus testing sequences

>mmu-mir-133b

ACAAGUGGUGCUCAAACUCCAAGGACUUCACAAGCUUCAGGCUGCAGUCACCUCCAAAGGGAGUGGCCCCCUGCUCUGGCUGGUCAAACGGAACCAAGUCCGUCUUCCUGAGAGGUUUGGUCCCCUUCAACCAGCUACAGCAGGGCUGGCAAAGCUCAAUAUUUGGAGAAAGAGAAGAGAAGAGAAAAUAGCUGCUACAG

>mmu-mir-488

AAUGCCUGGAUCCCAGCUGGAGCUUCCUCCAGGGAGGAAUGGAGAGCCUAGAGUUCGGGUGAGAGUGAGAAUCCUCUCUCCCAGAUAAUAGCACUCUCAAACAAGUUUCCAUGUUGUUUGAAAGGCUGUUUCUUGGUCAGAAGACUCUCAAUUUCUUCUGGAAGACUCAGCAGUCAUGUUUUACUAUUCAGACAAACAAA

>mmu-mir-5117

UUCAGGUACAAAUAAUGGUUUGAAUAAAGAAAGGUAAGCAUUGUAAGUUUGGUAUUUACUAUAUGAAUUAAGGUACUGUUAGUGAUGAUCAAUAAAGUUAAACAGAUGGGAAUCUCUCUGAAUAAGAUUGAAGAUUGAUUGUUAAGCUGAAACAGUAUUUAAGGACAUCAGUAAAUAUACUUUACAAAUACAUAUUUCUA

>mmu-mir-10b

UGCUGAAGAGAUCAGGUCUGGCAGCUGCCUGAAUGUCUGCUCUGGGUAGGACCCGAGGUUGUAACGUUGUCUAUAUAUACCCUGUAGAACCGAAUUUGUGUGGUACCCACAUAGUCACAGAUUCGAUUCUAGGGGAAUAUAUGGUCGAUGCAAAAACUUCAUAUAUCUCCGACAUGGCCAGAGACUGAGGCGCGGAGAGU

>mmu-mir-124-3

GCUGGAGCAUUCGCGCCCCUCAGGCUAGGACCCCACGCAAGCCGCAGCCCGGCCCCGACCCGGUCCAGCCGCUCGCCGCCCGCCGCAGCCCUGAGGGCCCCUCUGCGUGUUCACAGCGGACCUUGAUUUAAUGUCUAUACAAUUAAGGCACGCGGUGAAUGCCAAGAGAGGCGCCUCCGCCGCUCCUUUCUCAUGGAAAU

>mmu-mir-133a-2

CCCUUGGGUUUGCAUGGGUUCUCAGAGCAGGGAGAGCCUGGGACAGGACAGCAGCCUGACAGAACCAUCUUCUUCCUGGAGUCUCUCCUCCCAGUGGAUCAGAAGCCAAAUGCUUUGCUGAAGCUGGUAAAAUGGAACCAAAUCAGCUGUUGGAUGGAUUUGGUCCCCUUCAACCAGCUGUAGCUGCGCAUUGAUCACGC

>mmu-mir-297a-4

UCAGGAGGAUCAGGAGUGGAAAUUCAUUCUCAAAUUCAUGAUUAGGUAGGGAUCAGCUUCAGAUUCAUGUGAUGGCGCCCCCCCCCCCCAGUGUAUGUGCCUGUGUGUAUAUGUAUGUGUGCAUGUGCAUGUGUGUAUAUGAGUAUACAUAUACAUACACACAUACCCAUACAAGCAUGCACACAAAUACACGCAAAAUC

>mmu-mir-466a

AGUUCAUGGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUAUGUAUGUGUAUAUGUGUUUAUGUGUGUGUACAUGUACAUAUGUGAAUAUGAUAUCCAUAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGGCACACAGGAAUGGCACUCACUCAUUGAUCUAUGUGACUGUGA

>mmu-mir-466g

CAUUCAUGUGAUGCCACCCAUUUAUGUCGAUGUGUGUUUUCGUGUGUGUGCAUGUGGAUGUAUGUAUAUGAUUUUGCAUAUACAGACACAUGCACACACAUGCGGCACACACACACACACACAAAUGACACUCAUCGAUCCAUUUGAAUGAUAUGUCACUUAGAGUUUUAGAGAUUAUGCAGUUCUGGGACAGUGCGUGA

>mmu-mir-466o

AAGGUCAUGGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUAUGUAUGUGUGUAUGUGUUGAUGUGUGUGUACAUGUACAUGUGUGAAUAUGAUAUACAUACAUGCACACAUAAGACACAUAUGAGCACAUAGACACACAGGAAUGGCACUCACUCAUCAAUCUAUGUGACUGAGAGCUUU

>mmu-mir-467c

AAUUCAUGCUUAACUUCAUGAGCAGUUAGAGAUCAUCCUGGAAUAAUGUGAUGGCCCCUAUGCAUGUGCCUUUGUGCAUAAGUGCGUGCAUGUAUAUGUGUGUAUAUUUUAUGCAUAUACAUACACACACCUAUACACACAUGCACACAGACAUGCGAGAAUGGCCCUCACGGAUCCAUUUGAAUGAUAUGUGACCUACU

>mmu-mir-467e

GAUCAGGUGUUUAAUUUCAUGCUUAACUUCAUGAAAGAGUGGUGCAAUGUGAUGGUCCCUAUGUAUGUGCCUGUGUGCAUAAGUGUGAGCAUGUAUAUGUGUGUAUAUUUUAUGCAUAUACAUACACACACCUAUAUACACAUGCACACAGACAUGCGGGAAUGGCCCUCACGGAUCCAUUUGAAUGAUAUGUGACCUAC

>mmu-mir-669a-11

UAAGUGACUUAGAGUGAAAAUGCUUGCUAGAGUUAAGAGUAUCAGGAGUUCAAAUUCAUACUUAUCCUCAUGAGAGAUCAGCCUGUGAUUCCACCAUGUAUGUGCAUGUGUGUAUAGUUGUGUGUGCAUGUUCAUGUCUAUAUUUGAAUAUACAUAACAUACACACACACGUAUAAACGCAAGCACACAUACACAGACAC

>mmu-mir-669a-2

GAGUGCUCUUAUUCUCUAGGUGAAAAUGCUUGCUAGAGUUAAGAGUAUCAGGAGUUUAAAUUCAUGCUUAUCCUCAUGAGAGAUCAGCCUGAGAUUCCUCCAUGUAUGUGCAUGUGUGUAUAGUUGUGUGUGCAUGUUCAUGUCUAUAUUUGAAUAUACAUAACAUACACACACACGUAUAAACGCAAGCACACACACAG

>mmu-mir-669a-6

UAAGUGACUUAGAGUGAAAAUGCUUGCUAGAGUUAAGAGUAUCAGGAGUUCAAAUUUACACUUAUCCUCAUGAGAGAUCAGCCUGUGAUUCCUCCAUGUAUGUGCAUGUGUGUAUAGUUGUGUGUGCAUGUUCAUGUCUAUAUUUGAAUAUACAUAACAUACACACACACGUAUAAACGCAAGCACACAUACACAGACAC

>mmu-mir-669o

AGUAUCCCGAGUUCAAAUUCAUACUUAUCCUCAUGAGAGAUCAGCCUGUGAUUCCUCCAUGCAUGUGCAUGUGUGUAUAGUUGUGUGUGCAUGUUUAUGUGUGUAUUUGAAUAUACAUAACAUACACACACACGUAUAAACACAAGCACACACACACAGACACAAGAAUGACACUCAUCAAUCCAUUUGAAUGAUAACUG

>mmu-mir-674

GUCCUUGCUCUUCUCUGCCUCGAUGGACCGCUGCACCACUCUACCCAUCCAGUUGGCCUAGUCAUCACCCUGAGCCUUGCACUGAGAUGGGAGUGGUGUAAGGCUCAGGUAUGCACAGCUCCCAUCUCAGAACAAGGCUCGGGUGUGCUCAGCUCCCAUCUCAUCAGCACAGCCUCUGGUGUGCACCAUUCCCAUCGCUU

>mmu-mir-1951

GUCCCUUUUCUAUGUAUAGAGUGCUGUGGGUGGGGGUUUAGAAACCACCUCUCUUCACUUACUUCUGAAAGUUAAAAGGUAGUGGAGACUGGUGUGGCUAAACCUCUUGCCUCCCCAUCAGUGGCUGGCUUGAGGUAAGCUGCAUGCUGGCCUUGCCCUUCACUGCUUCCCUGUGAUCAUAGCAAACUUUAACAGGUCUU

>mmu-mir-3091

UGUGCGAGCGGGGCCGGGCUGGGCCGGGCUGGGCGCAGUUGGGGAGGUCGCGGUCACAUGGCCGAGAGUGCUUGCGGGCCAUGGGUCUGGUUGGGCCCGCAGACUCGGAGUGCGGGCCUGACCAGUCUCAAGACCUGCGUGGUAACUCUGCAGGGACGGCCUCAGGAUGCAGAACGACGCCGGCGAGUUUGUGGACCUGU

>mmu-mir-3474

UCUGGGCCUUUCUGUGUGCUUCUGAGGAUGUACAAAUGGUUGGCUGAGGCAGCAGAACCUUCCUGACUGGGCCGGGAGCCCUGGGAGGAGACGUGGAUUCUUUAGAGUGCAUCUGCGUCUUGUUCCAGGUUCAGCUCGCCUCGAACCCUGUGCUGGAUGCGUGGUACGGUGCCCGUGACUGGGCCUUGGAUCACCUAGAA

>mmu-mir-190b

UCUGGUUCGUCUCCCUGACCUUUCUUCACAGAGAGGGGAGGGGCCGAUGACGACCAGAGUUUGCCUGCCUGCUUCUGUGUGAUAUGUUUGAUAUUGGGUUGUUAAAUUAUGAACCAACUGAAUGUCAAGCAUACUCUCACAGCAGUAAGGAGACUUGGCACCACCUCCUUGGCUCCGUCAGCCCCUGGGGCUCUGAGACU

>mmu-mir-551b

ACUGGGUCUUUUCUUGCUUUAGUCUUCUAUCUUCUGCUGAUUCUAUCUAUAUUCCCAGAUGUGCUCUUGUGGCCCAUGAAAUCAAGCUUGGGUGAGACCUGGUGCAGAACAGGAAGGCGACCCAUACUUGGUUUCAGUGGCUGCAAGAAUGACUGCAUGGUCGACAGGAUGCCUUUGAUGUUGCACAGGCCUUCCAGGAA

>mmu-mir-574

CGUCCCGAGAAAGCAACUUGCUUGGGCACGAAGGUCGGGGGAGACGCGGCCGAGGGCCCUGCGUGGGUGCGGGCGUGUGAGUGUGUGUGUGUGAGUGUGUGUCGCUCCAAGUCCACGCUCAUGCACACACCCACACGCCCGCACGCCCGGUCUGCACCCUCGUCCGGCCUGGAGCUCCGUGGAGUCCGCUGCCAGAGGCU

>mmu-mir-671

AGAGGGCUGCUUCUACAAUGCUGACUACCUGGCAGCCCGCGCCCGGCUGGCUGGCGAACUGGCAGGCCAGGAAGAGGAGGAAGCCCUGGAGGGGCUGGAGGUGAUGGAUGUUUUCCUCCGGUUCUCAGGGCUCCACCUCUUUCGAGCCGUAGAGCCAGGGCUGGUGCAGAAGUUCUCUCUGCGGGACUGUAGCCCCCGGC

>mmu-mir-879

GAGGCAAGAAGAAAGCAGUAACUUGGGUAUUGAUGGCCACCCUGAGUUCCAGAGAUUCACAAGACAAGUUUCUAGGUCCAGAGGCUUAUAGCUCUAAGCCUUGGAUGAAAGAGGCUUAUGGCUUCAAGCUUUCGGAGCUGGAGACUUACUGCUCUUCGUGGUCAAGCUGAAACUUUCUGUUCUAAGUUCAGAGUACUAGC

>mmu-mir-3965

UUUUGUUUGGCUUGCACAUUCUGGCCACAGUUCAUCGUGGAGGGAAGUCAGAGAGCUGCAGCUGAGUGCACAGAAGGCUGCUGCUUAUCAGCCUGAUGUUCAAGGCUUGCUCAGGCGGCUUUGGUUUCUGAUCUUUUCCUUUCCUUUCCUUUCUCUUUCUCUUCUUGUUGCUGAGACAGGGUUUCUCUGUGUAGCUCUGG

>mmu-mir-5098

UAAUUUGGUAUAGUGGCCCCCCACUUUUAUCCUAGCAUUUCAGAGGCCUCUGCAGGCCUGAUCUAUAGGAUUAGCCAGAGUUACAUGGUGAAGCCCAGUUUUGUUUUGUUUUGUUUUUGAGACAGGGUUUCUCUGUGUAGCCCUGGCUGUCCUGGAACUCACGCUGUAGACCAGGCUCAGAAAUCCGCCUGCCUCUGCCU

>mmu-mir-490

UUCUUCGAGCAUCGCUGGUGAAGAGGAACGCUCCACACUUUAUGGAAGCCUGGCUGAUUUGGAAAGUUCAUUGUUCGACACCAUGGAUCUCCAGGUGGGUCACGUUUAGAUAUACACCAACCUGGAGGACUCCAUGCUGUUGAGCUGUUCACAAGCAGCGGAACUUCUAACUCCAUCUCCCAGGAAGUAAACUGGAGGAG

>mmu-mir-211

UCAGAUCUUGGUGGAUAAAUCAGUUUGAUUUAGUGUUUUUGGACUUGUAAAUUCUGCUUGGACCUGUGACCUGUGGGCUUCCCUUUGUCAUCCUUUGCCUAGGCCUCUGAGUGAGGCAAGGACAGCAAAGGGGGGCUCAGUGGUCACCUCUACUGCAGAGAGUUCAGAAGCCUAGCCUGAGCCAAGAGCAAGUUCUUCUC

>mmu-mir-292

AGACGCGGAUGGAUGUAAGGCAGUCGUGAGUCCAGGUGCAUUGUAGAUUGUUCUUAAGCUUGACCUCCAGCCUGUGAUACUCAAACUGGGGGCUCUUUUGGAUUUUCAUCGGAAGAAAAGUGCCGCCAGGUUUUGAGUGUCACCGGUUGAGAACUCAAAACGGCUAAGAACUAAGAAUUAAGUUUUAGUGGGUCAUGUUU

>mmu-mir-293

GGUCUGGCUAAGAACUGACUAUAAAGUUUCAGGUUUAUUACCACAGCAGGUCCCUGUGGAAAUGCUUCAAUCUGUGGUACUCAAACUGUGUGACAUUUUGUUCUUUGUAAGAAGUGCCGCAGAGUUUGUAGUGUUGCCGAUUGAGAAACUGCAGUUGGCCUAAGUGUUGCAUCAUUUGGGUGUCAUCUGUGGGUAUGAUU

>mmu-mir-295

CCUUUUGUGUGUUGCCAUGUGGAGAAAGCAUCGGAACUUCAAUCAACCAGAGACUCCUUGCUUGCUCAUCUUGGUGAGACUCAAAUGUGGGGCACACUUCUGGACUGUACAUAGAAAGUGCUACUACUUUUGAGUCUCUCCUGUGGGCACCAUUCACAGGUCGGCUGCUUUCAUGCAUGUGUAGUGUGUAUCUGAAUCCA

>mmu-mir-330

AGGGUCCCUAGUGACUCCGGUCUUCCAGGAUCGCGUGCCUGCCACAUCGUGCUGUGUGACCCUUUGGCGAUCUCUGCCUCUCUGGGCCUGUGUCUUAGGCUCUUCAAGAUCCAACGAGCAAAGCACAGGGCCUGCAGAGAGGUAGCGCUCUGCUCCUUACUCGCCUGAUUAUUCGUUCCAGACCUGCAGAGCCCCGGGGU

>mmu-mir-343

UCGUUGUGUCUGUCUUUGUGGCACCUCUGUGUACCUGGGAUAGAGUGGGUGUGGCGGGGGUAGCAGAGCCCAGGGCAACCUCUCCCUUCAUGUGCCCAGAUCCUGCAUGCCAACGUGGUGGUUUACAGCUACCACUACCUCCUGGACCCCAAGAUCGCAGACCUGGUAUCCAAAGAGCUGGCUCGCAAGGCUGUUGUGGU

>mmu-mir-1839

UUAGUCAUAUUCUUCUGGAGACUAAGACAAUAGAGUCCUUGAAGUCAAGCUGACUCUGCCUUUAGCCUCCUACAUGAAAAGGUAGAUAGAACAGGUCUUGUUUGCAAAAUAAAUUCAAGACCUACUUAUCUACCAACAGCCAUUGCCUACGUCCCACAGUCUUCCUACAAGAAGUGGGUGCAGUGAACUCCUAGAUGAGG

>mmu-mir-1962

UACCCCUGUGGCAUUUGCAAACUAUGUAGUCAGUCAGUGGUCCCAUCUGUCUGCCUCUCUCUCGUUCAGUUUCCAUGGAGAGGCUGGCACUGGGACACAUGACUGAUGGUAUGCUCCCCGCUGCAGUCCCCUCUGAGUGCCUGGGCCUUGGGAUAUCCUUGUUCUUUCCUUAGCCGUCCGUCUAUACAUACUGCCUGGGC

>mmu-mir-3100

CCUUCCUUGAGACAGGAGUGAUAUCUGGUUUGGCCUUUGGAUGGGGCGCUCUCUCACUGUGCGGGGGUCCUCUGUGCUUGGGAACGGGGUGUCUUUGGGAGUCUUGGGGGCUACCAAACCCCUGUGACACACCCGCUCCCAGUACCUGGUCAUGGAAUACUACGUGGGCGGGGACCUGCUAACGCUGCUGAGCAAGUUUG

>mmu-mir-3104

ACAUCUGUGCCUCUAGAGACCUUCCUCGGCCUUGGAGCUCCGGGUCAGGACCCCACGCUUCCCGGAAAGGCCAACUAGGGGGCAGGAGCCGGAGCCCUCUGCUGAACUGACAGACGCUCUGCUUUGCUCCCCCAGAUCUCGAUCCAUCAGUGGUGCGUCCUCAGGCCUUUCUACAAGUCCACUCAGCAGUCCUCGGGUGA

>mmu-mir-3572

CAAGCAGAACGGUGCCACAAGUAAGUGGAGACCAGUUUGGGGAACAGGGCAAGGUGGACAGUAGCUGACAGCCUGUUUACACUUGUCCUUCUUUCCCCAGGCUAUAGUUCGGUUGUGGCAGACAGCCCUGCAGAGGUGACCCUGAGUAGCAGUGGGGGCAGCAGUGCCAGCAGCCAAGCCCUUGGGCCCACUUCGGGCCC

>mmu-mir-5102

GUUUUUUCACUGACCCAGUGAUGCGGGGGUGCGGGGGGGGGGGGGAGGCGGGGGCGGCGAGCCCCGAGGGGCUCUCGCUUCUGGCGCCAAGCUUCCGUCCUGCGCAUGCGGGCGGGACAGUGCUAGGUGGGGAGUUUGACUGGGGCGGUACACCUGUCAAACGGUAACACAGGUGUCCUAAGGCGAGCUCAGGGAGGACA

>mmu-mir-5620

GGCAGGCGGGGCGGGGCAAGUGUCUGAAGAAGAGAACAGGCAGGCGAUGGUGCUGCCACGACACUGGGAAAGCUGUCACGAGGCAGGGGCUUUGACUGUGACAAAAUCACUCACAGUCAUCCCCCUGCCUCACACAGUCACUCGCGGUCAACCCCCUGCCUCAGGAAAUCACUCAGUGUCAUCCCCCUGCCUCAGACAGU

>mmu-mir-140

UCGGUGUGACCUCUCCAGGCUGUGCUUGGUGGGCAUCUGGUGUGGCUCCCGCCCUGUGUGUCUCUCUCUGUGUCCUGCCAGUGGUUUUACCCUAUGGUAGGUUACGUCAUGCUGUUCUACCACAGGGUAGAACCACGGACAGGGUACUGGAGCACCCUCUGCAUCGAAGGACUCCAUCUACACAGCCACAAAGCCCAGCA

>mmu-mir-1903

UUCCCUCUAGAAAUUGGCUUUGGUGUGUCGCCCGCCCUCUCCCCUCCUCCUCGCAACUCCUCCCCUCUUUUUUUUCCUCCUUCUUCUUCUUCCUGAGACAUGGCCCGGGCAGUGGCUCCUGGAAGAGGAACAAGUGUGGGAAAAGGGAGAGGAAAUCGGAGCUAAAUGACAGGAUGCAGGCGACUUGAGACACAAAAAGA

>mmu-mir-135a-1

GAGCCCAGUGGAGAUGGGAGGCCCUUCCCAGGACACAUCAGCUCUGACCUAGAGCCCCUCACACCCUCACGAUGGAAGAAGGGCCCACAGGGGCCGCCCCAGGCCUCACUGUUCUCUAUGGCUUUUUAUUCCUAUGUGAUUCUAUUGCUCGCUCAUAUAGGGAUUGGAGCCGUGGCGUACGGUGAGGAUAAGCCAACAGA

>mmu-mir-711

UUGCCUGCCGAUGGGCAAGGACCCUCGUCCCAUGUUCCUAACUUUGAAUCUCUUCUUAGGGUGCUUCAGGCAAAGCUGGGGACCCGGGGAGAGAUGUAAGUCUGGGGAGAUGUCAAGGUGGCGGGUGACUUGGGGGUCCAGGAGAGGCCUCAUGGGUGUCAUCACAAUCAAUGAGAACAGGGCAGAUGGUUCUGCUGAGU

>mmu-mir-2136

AGUGUAGACCUUGGUUGGCUCAGGCAUAUCCGCGUAUCCAGUCAGGAGUCAGUUAGGAAGUUUUAAGUCUGAAUUAAUUCUGGGUGUUGACUGAGAUGUGGUGGGGACCAGACCAUUUUGUCACAGAAUAGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGAAGAUCAAGAUUAUCAU

>mmu-mir-3057

GCCGUGAGCUACGCCCCCUCCAGAGCAUCUAAGAACCCUUGACUUAGAAACCUUGAGGUGUCCUGAAGGUGUGUGCAUUGGAGCUGAGAUUCUGCGGGAUGGAUUAGGAGUAUAUUGUCCUCCCACAGGCCCAGCUCAUAGCACAAGCCAUCGGCCAGGCCUUCAGCAUCGCCUACAGCCAGUUCCUACAGGAGAACAGG

>mmu-mir-3059

AAAUGUAUUUCUAUUGAUAACAGGAGCUUUUAAUUUUCUGUUUUAAUUUUACACAGGUGUAUCACAGGUGGUACGCCCUUUCCUCUCUGCCCCAUAGGGUGUAGCUCUAACUACCCUCUAGGGAAGAGAAGGUUGGGUGAACAGCCUUACUAUUUCUACAACUCAGUAAUUAUCUGCAAACACAUUCUUUUCACUGUCUG

>mmu-mir-3473b

AUUUGAACUCAGGACCUCUGGAAGAGCAAUCAGUGCUCUUAACCACUGAGCCAUCUCUCCAGCCCAAGAUUAGGUUUUAAGGGCUGGAGAGAUGGCUCAGCAGUUAAGAGCACUGACUGCUCUCCCAGAGGUCCUGAGUUCAAUUCUCAGCAACCACAUGGUGGCUCAAAACCAUCUGUAAUGGGUAUCUGAAGCUGUCC

>mmu-mir-5104

GGGAACAGAACUCAGAGCUCUUAAAUGUUGAGGCAUCUCUCUAGCUCCAGAGAGCACGGUUUUAUAACCAAUUGUUCUGUGCUAGUGAGGUGGCUCAGCAAGGAAGGGCACGUGCUGCUAAGCCCAACAACCUCGUUUUCAUACCCAGGUACCACACUGGCCAAACGAGAGAAGAGGGUCUUACAAGAUGUCCUCUGACU

>mmu-mir-5108

AAUAAAUAUUGGCUCCCUUAUAACAGUGAAGCUUCCACUGUUCUUACCAUUCCCUCUGUGGCCUCGGGGGACCCAAUGGUGGUAGAGCACUGGAUGGUUUCUCAAUGACCACCUGUGUGUGGCCCUCAGGCCAAUCAGCAGAGUCUUUAAAACUCCUCUUUGGCUUGAACAAAAGCUUACCGGAACUUUCAUUAUAGAAC

>mmu-mir-5615-2

AAACAGUAACUGAGCGGGGCAGGCUCCACUGGGCAGAACACUCACCUGGGUUCCACUACCAGCCGCAGAAAGUGGUCCCUUGUUGGGCUACACCCCAGUCCUUGGUUGUUUUCUGAGACAGAAAAUGAGACUCUUUUCUGUCUCAGAAAACAACCAAGGACUGCUCUUCCAGAGGUGUUGAGUUUAAUUCCCAGCAACCA

>mmu-mir-103-1

AGGACACUGUGGACUCUUGUUUAUAAUUAAUGGAGUACUCAAUUAGUAAGAUGCUUGGAAGUUUUCUUACUGCCCUCGGCUUCUUUACAGUGCUGCCUUGUUGCAUAUGGAUCAAGCAGCAUUGUACAGGGCUAUGAAGGCAUUGAGACUUGUUCUUCAUGCGGUUUGAGUGAUAUGUGCUGCUUGCCUUAAGAACAAUA

>mmu-mir-142

GCCUUUAUUAAAGCAGGAGUCGGCAAGAAAAGCAGGUGGCCUGAAGAAUCCCCGUGGACAGACAGACAGUGCAGUCACCCAUAAAGUAGAAAGCACUACUAACAGCACUGGAGGGUGUAGUGUUUCCUACUUUAUGGAUGAGUGCACUGUGGGCUUCGGAGACCACGCCACGCCGCGGCCCCCUGCCACCGUCCUCCACU

>mmu-mir-216b

UUAGCAAGACUAGAAAGACCAUUGUAGAGUGAAAAAUGGUUUUACAUCUUAGAUGUAAUUGCACAUUGGCAGACUGGGAAAUCUCUGCAGGCAAAUGUGAUGUCACUGAAGAAACCACACACUUACCUGUAGAGAUUCUUCAGUCUGACAACAUCAAGCAUCAAACCCCUUUAUCAAGCAAUGAUUUUUCUAUAUUCUCU

>mmu-mir-217

AAGUAAAAGAGAAUGCGUUGCUGUGUUGGGAAAUAUGAAUUGUUAAACAUAGUCAUUACAGUUUUUGAUGUUGCAGAUACUGCAUCAGGAACUGACUGGAUAAGACUUAAUCCCCAUCAGUUCCUAAUGCAUUGCCUUCAGCAUCUAAACAACCACCAGCAAACACCUCAAGUUAGACUUGCUGUGAUGUGUUUUUGGUC

>mmu-mir-340

AGCUCUCCCCACUUCCAGCUUGAGUCUUCAAGAGGGAGCCUCAGAACUGAUUUCUAAAACCAAUUGUACUUGGUGUGAUUAUAAAGCAAUGAGACUGAUUGUCAUAUGUCGUUUGUGGGAUCCGUCUCAGUUACUUUAUAGCCAUACCUGGUAUCUUAACACCACAGAUCAUGCCUGUUGAUCAACAUUGUAAAAGCACA

>mmu-mir-1932

UUCAUGUUCCAAGUUUCGGUUUCACUGCAGGCAGCCGGUCCAGCCUGGCCCUGAGUCUCCGACCCCAUUAACUCUCGGGUUGCGGACAGCGCUAGGUCGGCCCUGCUCCCCAGCAACACCCAGGAAGGUCGGGGACCCCCAACCUACACAACCCCGUGUCCUCGCGUAAAGCGGUCCCAGGCUCCGCCCCGGAAUCUGCU

>mmu-mir-1935

GUCAUGAAUAGAUCACUUACUUAAAAGUUUUUUACUAGCCGGGCAUGGUGGCGCACACCUUUUAUCCCAGCACUCUGGAGGCAGAGGCUGGCGGAUCUCUGAGUUCGAGGCCAGCCUGGUCUACAGAGUGAGUUCCAAGACAGCCAGGGCUACACAGAGAAACCCUGUUCUCGUAAAACCGAAAUAAAUAAGUAAAUAAA

>mmu-mir-3060

GGGAAGUGUGGCAAGGCAAGGGACAAAGGAGACCAAGGCAUGGCUGUCAGAUUGCUGGUGAUGUCCUGGGCGUGGGGGUGGGGAGUGCUUCGUGCUUCUGGUUGAAGAGAAAAUGACCAUAGCACAGAAGCACUCCCACCAGCUUUGUCUGUGGCUUCAGGUGACCAUCAGCUUAGAUGACGGUGAGUGGAGGAUGUAGG

>mmu-mir-3065

GGUGACCUGGGUCCAUGCCUAUGGGUGGGGCAGCUGGGCUAGGCAGCAGGCAGGGCAGGAGGCUGGCAGCUGCCCUCUUCAACAAAAUCACUGAUGCUGGAGUCACUGUGCACCCACUCAGCACCAGGAUAUUGUUGGGGAGGACGGCCUGUGCAGCGUUGGAGCUGGUGGGCCGCUUGUCCGUUGCCACUUCUUCCAGC

>mmu-mir-3971

CAGGAGGCAGUGGGGGUGUCGCCAGGGAUCUGGGCUUGGCAGGUGGAAUGGGAGGUGGCAGGGAGAAGGCAGUUUUCCCUCCCCACCCCUGUACCAGUGAAGCGGAAAGGUGACCGCAUGGGCCCAUGAUAUGUGCUGAGGGCUGCCUGCUUGUUUCAGUUAGGGAAUGGCUCAGCUUUACUGAGUCCACUUGUCCAGAC

>mmu-mir-5100

CGCGCAUCCCGGGGCAGGUGGGGGCGUGGCCUGCGGUCACUGCGGUGGGAGGGAGGACUUGGGAACUGAAGAGCAGAGUUCGAAUCCCAGCGGUGCCUCUUCCCGACUUGGGUAUUGCACACGAUUUCCAGGGCCACAGUGACUUCGCUCUUGAAUAGAGUCUAAGAGCCUAUUUGGUUACACGUUUCUGCUCAGUCAUG

>mmu-mir-127

CCUGGCGCUCACAGGUUCCAAAGUCUCUCGGGCCCCAGACUCGUAAAAGACGCCGCUUUGAUCACUGUCUCCAGCCUGCUGAAGCUCAGAGGGCUCUGAUUCAGAAAGAUCAUCGGAUCCGUCUGAGCUUGGCUGGUCGGAAGUCUCAUCAUCUGCCUCCCUCGGGUUAAACACGUCGGCCAGGUCUGAGUAUGUGUGUG

>mmu-mir-134

CCCCAAGUAUCAGCUUACAAGACUUUGAAAAGAGGUCAUCUUCCGGAAGAGAUGUUGGUGCCAGCACCAUUCAGGGUGUGUGACUGGUUGACCAGAGGGGCGUGCACUCUGUUCACCCUGUGGGCCACCUAGUCACCAACCCUCAGCAUCAAUUCCACUCAAAGAAGACUUUCCAGAGAUCCUACCAAGUUUGGGGAUAU

>mmu-mir-300

CAGGCUCACAUCCGGACCGUCAUCGCAUCUGUCAUCGCACCGGACCAGCUCUCCCCAGCGCUCCUUAUCGUUUGCUACUUGAAGAGAGGUUAUCCUUUGUGUGUUUGCUUUACGCGAAAUGAAUAUGCAAGGGCAAGCUCUCUUCGAGGAGCAAAUGCUGCCUGGAAGCAUGGCUGGCGGCGGCCUGGGCCUAGCAGAAG

>mmu-mir-323

CUUCCAGGAGGUGACAUCUGCUUUGAGGAAGAGCCAGUGUCCCGGUCUUCCUACUGCUGCUGCUUGGUACUUGGAGAGAGGUGGUCCGUGGCGCGUUCGCUUCAUUUAUGGCGCACAUUACACGGUCGACCUCUUUGCGGUAUCUAAUCCCGCCUUGCGAGCUUUCCUGGAGCUAACACCAGCUGUGGGGUGGGGACACU

>mmu-mir-329

ACAGGCCUGCCAGGUCUGAAGGUCACGUUGGGGAAUUACCGAGGUAGUCUUGUCAGUGUUCGCUUCUGGUACCGGAAGAGAGGUUUUCUGGGUCUCUGUUUCUUUGAUGAGAAUGAAACACACCCAGCUAACCUUUUUUUCAGUAUCAAAUCCCAUCUUGGAGGCUUCGUGGUCCAGAUCCCAGUCUCAGGGAAGGAUGG

>mmu-mir-337

GUCCUACCUGUUGUCUGUGCUUCUUGCCUUGCUUUUUCAGGAGAGGAGGGUCCCAGUGUAGUGAGAAGUUGGGGGGUGGGAACGGCGUCAUGCAGGAGUUGAUUGCACAGCCAUUCAGCUCCUAUAUGAUGCCUUUCUUCACCCCCUUCAACCGCGUGAGGCCUCCGGACCCUCCUCCGCGCACCUUGGGCCGCUUAGGG

>mmu-mir-376c

GUCUGCUGCCUUCUUCAUUUCUGACGGAUUAGGCCUCGGCUCUUUCUCUUCAGGACUAAAUCUUUUGGUAUUUAAAAGGUGGAUAUUCCUUCUAUGUUUAUGCUUUUUGUGAUUAAACAUAGAGGAAAUUUCACGUUUUCAGUGUCAAAUGCUGCUGGGUAAUGGGCCUGAGCUGAAGCCACCACCAGGGCAGUGACAGG

>mmu-mir-379

CUUUCUGGAAGUGACGCCAGCUUCAGGGACAAGGCCCAAGUUUCUAGGGGUCAACACCGUUCCAUGGUUCCUGAAGAGAUGGUAGACUAUGGAACGUAGGCGUUAUGUUUUUGACCUAUGUAACAUGGUCCACUAACUCUCAGUAUCCAAUCCAUCCUCGGAGGGCACCCCGGAGGUGUUACCAACAGCGAGGAAGAGAA

>mmu-mir-382

GUUGGAAACCAUAGCCCUUGGAGAAAUGGAAGGGGCCCUUUGUCUGUCUUGUCUCUGCUUUUCUGUGGUACUUGAAGAGAAGUUGUUCGUGGUGGAUUCGCUUUACUUGUGACGAAUCAUUCACGGACAACACUUUUUUCAGUACCAAAUGCUACCUCUAAGGAUUUCCUGGACAUGAUGGCAACUUGCAGAAAGAUGGC

>mmu-mir-487b

GGACCCUACCUGGAAGACGUAGCACGUCUACCUGAGGCGGUGGCUUUGCUUUCCAGGCCGAGCUUUGGUACUUGGAGAGUGGUUAUCCCUGUCCUCUUCGCUUCACUCAUGCCGAAUCGUACAGGGUCAUCCACUUUUUCAGUAUCAAGUGCGCAGACUCUGCAGCCUGGCUUCCUGCGCCUGGAUCCUGCCACUGCCAC

>mmu-mir-495

CCGCCUGUCCCUCAGCAUCCCUUCACACUCAGGCACACUGCUGGAACAAGCAAGAGCUCAGCCGUGGUACCUGAAAAGAAGUUGCCCAUGUUAUUUUUCGCUUUUAUUUGUGACGAAACAAACAUGGUGCACUUCUUUUUCGAUAUCAAAUCUCACCUUGGAGAGCUCCCCAUGGACCAGAGGGAGGACGGGAGGCCAGG

>mmu-mir-496

CUGCCCAACUCUCAGGGACUCCAUCCUCAGAUGCCUGAGAUGUAUCAACACAAGCUCUCGAAAUCAAGUGUUCGAAUGGAGGUUGCCCAUGGUGUGUUCAUUUUAUUUAUGAUGAGUAUUACAUGGCCAAUCUCCUUUCGGCACUAAAAUCUUCCUGGGAGAGCUUCUUCGACUGUGCGGGUUAAGGAAAUAAAUUGUUC

>mmu-mir-539

CACGUGUGAGGAGUGGUGAUCACUCCCAAGAGGCCUAUGGAUGCUGGUAUUCCUGCUGUGCUACUGUUUCAUACUUGAGGAGAAAUUAUCCUUGGUGUGUUGGCUCUUUUGGAUGAAUCAUACAAGGAUAAUUUCUUUUUGAGUAUCAAAUACUGCCCUGGUGGACUUCCGGGAUGACGAGACGGUUGUUUAAAGAGGUG

>mmu-mir-540

CCGGGGCUGGGCCAUACCUGAGAUCAUUCCUUGGCGGGGGAGCUAUACCCCUGGUGGGACAUUCCCUGGGGCUGGGCCAAGGGUCACCCUCUGACUCUGUGGCCAAGGGUAGACAGGUCAGAGGUCGAUCCUGGGCCUACUCUGGGGCUCCUCCCACUGGGAUUCCAGGAGCCGUUCUCUCCUGGAGGUCCUCUGAGGGG

>mmu-mir-541

ACACUGCAUGUGACCAGUCUCUUGCUGCCCUGCAGCAAGGCUAGAAGCCUGUGUGAACUCUUGCCAAAAUCAGAGAAGGGAUUCUGAUGUUGGUCACACUCCAAGAGUUUUAAAAUGAGUGGCGAACACAGAAUCCAUACUCUGCUUAUGGCCUAAGUCAAUGGAUCCUGACCCUUACUGGAGAGCCCUCCCUGGCGUGC

>mmu-mir-543

UCAAGCCACAGGAAGUGACGACAGCGGUACACAAGUGGUACACAGGGUUCCAUGCUGCUGACGUACGGUGCUUAAUGAGAAGUUGCCCGCGUGUUUUUCGCUUUAUAUGUGACGAAACAUUCGCGGUGCACUUCUUUUUCAGCAUCCUAUUCUACGUUGAAGACUUCGGGGGUUCAACUACUUACUGACUUCAGGGAAGC

>mmu-mir-654

UCUCAUGUGCUUCCUGGGUGACAUGAUCCACCAGGGAGAUGAGGCUGGGCGCAGUGCCCUCCUCGGUAAGUGGGAAGAUGGUAAGCUGCAGAACAUGUGUGUUUCUCAUGUCAUAUGUCUGCUGACCAUCACCUUUGGGUCUCUGCCUGUGGAGCCAGCUUGGCACAGAGGCCGAGGCGCCUUUCAACAUUCUGUUUCCU

>mmu-mir-673

GUGCUCGGGAUGCCAGUUUCCUUCUGGAAAUGAAGCCAUGCAAGAGCUGUGGGAGGUCUGGCUUUGGAGCCUGAGGGGCUCACAGCUCUGGUCCUUGGAGCUCCAGAGAAAAUGUUGCUCCGGGGCUGAGUUCUGUGCACCCCCCUUGCCCUCCACACUCCCCGGGGCUAUGCCAGGGCCCUAGCUGAGGCGUCAUCUUG

>mmu-mir-1197

GAAGGCAUUUUGGAGGUAACACCAAAUUAAGUAAAGUGAGCUGGAAUCAGCCAGCGUUACCUCAAGGUAUUUGAAGAUGCGGUUGACCAUGGUGUGUACGCUUUAUUUAUGACGUAGGACACAUGGUCUACUUCUUCUCAAUAUCACAUCUCGCCUUGGAAGACUUCCAGGAGGUGACAUCUGCUUUGAGGAAGAGCCAG

>mmu-mir-1906-1

CUUCUCGGAGAUGUCCCUUUUGGGGUAGUGGGGACAUUAGGAGCAACCUCCUAGGGUUGUUGUGAGAAUUAAAUGAACUGCAGCAGCCUGAGGCAGGGCUGGGCAGAGACCUCAGCACAUGUUUGUUGAAAGGUUUGCAGGUGGAUCUAGUCCUCCCGUUCAUGGCUCAUGUGUCUCAACCAUUCUCUCGCAGACUCCUG

>mmu-mir-3066

ACCCUGAGUUCAUAAAUAGCUUUUCAUAAUUGUCUAUUGUACUGCUCUUUAAAAUGGGAGUGAGUAGUGUGGUAUGUUUUGGUUGCUGUAGAUUAAGUAGUUUAAUAUGAUGCUGCACUUAAUAGACCGCAACCUGCACUGGCCAUGCUCUGGGCUGCGCACAGGGCUUCUCUCAGGGGAUCUGCCAGGUGGGCUCUUAC

>mmu-mir-3067

UUUCCAGAAAUCCAUCCACAGGGCUCAAGCCCCCCGGUCGGCGUCUCUUUCAGCCCAACUCCUGCCCCAGCUUCCCCAGUUCUCAGGCCCGCUGUGGUGUGAAGUUAGGUUCACCAAGCGGCUGCCCUGGGAGAGGGGGAGGUGUGCCUCCUCUUCCCCCUGCAUCUGCAGAAGUCUGAUUUAUGGCUGGAGGGGUUGGC

>mmu-mir-3070b

GGCCAACUGUGGGAAUGGUUCCAGUGGGGGGCCACUGGAGCCUCCUUAGCAACAGGAGGAAGUGCUGAGUGAGGCUGAGCCCCUGACCUUGAACCUGGGAUCCUCCCCAUGAUCUUCUGGUGCUAUGGUCAGGGGUAGAUUCCUUGUCAUGAGGCCCCUUAGGACCCAUAAGGGCACAGUGACCCCAGUGCAGGCUGGAG

>mmu-mir-3072

AUCCCUGCAACGUGGAGGGCAGCUAGCAGAUCACAGAACAACAGCCUCCCAAUGAAGGUGGCAGGGCUGUUGAGUGCGAGGGACCCCGAGGGAGGGCAGGCUGCCCCAGGCCCUGCCCCCUCCAGGAAGCCUUCUUGCUCCAGCCCAACACACAAUCUCACUUUGUCCUCGGAUGUUCAUCAUGUGAUCUUUUAUCAACG

>mmu-mir-5101

CAACAUGCUUGUUGGUUAAUGCAAAUAAUUUUCUUAGUAUCAGUUACAAACAAAAACCGUUUUGUAAGACUUGUUGUUUUUGUUUGUUUUGCUGAUGCAGCCAGAGAAUGUGAGAGUAUUAGAGAGGAGUAUAUGAUGCUGGAAAAGAAUGUUCACUCGUGCAGACAAUACAUCCAUAACACGAAGGCCACACUGCAAAG

>mmu-mir-5627

GUGCCAAGGUGUGCGGAAGCGGAAGUGAGUCGACGAUUUCCUCAUCCUUCCCUGGGGCGCAUCGCGCGCAGGCGCUUUAGAGGGUGCGCCGGGCCCUGCGUCCCCGCCCUAGAGGACAGGGCUCUCCGGCGCCCCUCGUGGGCCUUUUCAGCCUGCAGAAAGCUUCGCUGUUGAGCGGUCAUCGCUCGCGCGGUCGUAAU

>mmu-mir-449a

CACAGCUACCCUGCCACUUCCUUCUGGCUGGGUUCUUCUUGUUAAUGAGGUGCGCUGUCUUGCCUGUGUGUGAUGGCUUGGCAGUGUAUUGUUAGCUGGUUGAGUAUGUGAGCGGCACCAGCUAACAUGCGACUGCUCUCCUAUUGCACACACAAUCACCACCAGCAUGCAUUUACAGCUCAUGUAUGUGCUUUGCCAUG

>mmu-mir-713

ACUUCUAUUGGCGGGCCUAUCCGGAGGCCCUGAUUGGUUAGUGAGACUUGAUUGACAUGAGCACCUCCCUUAGGGUUAGAGUGCACUGAAGGCACACAGCAUAGGGCUUCCAAGAUCGGGUUUCUUAUCCAGGAGCUGACCCUUUUCAGAUCUGCAAGACUUUCUUUCAGUCCUGUCCUCCAAUAGUCUAUCUUUCUGUC

>mmu-mir-1896

GAUGUCGAAUAAGGUCGGAGGUCAAGCUGAAGGCUUUCCCACACUCAUUACAGUGAUGUCUUUUGGAACGACCAUGGACUCUCUGAUGGUGGGUGAGGAGGAGGGCCCGACUAAAGGUUUUCCCACACUCCUUGCAUUCUCGGGGCUCAUCCUGACUGUGAAUUUUUUGGUGUCGAUUAAGAUGAGAGCUUCGCCUGAAG

>mmu-mir-5124

CAGAGGUUUUGACAUUUUAAUUAAUUAUUUUUUUAAUUGUUAUUUUCCUAUGUCAGAAAUUGAUGGGGACUAGAAAGGUGGGUCCAGUGACUAAGAGCAUUUGAGCACUUGUUCUUGCAGAGGACCCAAGUUCAAUUUCUAGCACCUAUAUGGUGGCUCACAGCAAUCUGUAACUCUAGCUCCAGGGGAUUGUACAAGUG

>mmu-mir-5624

GAACUAACCAAACAAUAACAAGAGAACCCUCUGAAAUAAAUAUGAAACCUGAAGUUUGUUUUAAAACAUGACACUUUAAGCCUAUUGUAAACUCUGCCUUAAUUUAGUUAGGUUAUUCUAAUUAAGGCAGAGUUUACAAUAGGCUUAAAGUGCCACUAACUGUGUAUCUUUCUGUUAGGGUCUUUUUCUAUUGAGCUAUA

>mmu-mir-19b-1

CUGCCAGCUGUAGAACUCCAGCCUCGCCUGGCCAUCGCCCAGCCAACUGUCCUGUUAUUGAGCACUGGUCUAUGGUUAGUUUUGCAGGUUUGCAUCCAGCUGUAUAAUAUUCUGCUGUGCAAAUCCAUGCAAAACUGACUGUGGUGGUGAAAAGUCUGUAGAGAAGUAAGGGAAAAUCAAACCCCUUUCUACACAGGUUG

>mmu-mir-346

UCCUCAUCUGUGAUGCCACGGAAGACAGGGCCGAGGUGCUGCGACCAGGCGGUUAGGAGGUCUCUGUGUUGGGCGUCUGUCUGCCCGAGUGCCUGCCUCUCUGUUGCUCUGAAGGAGGCAGGGGCUGGGCCUGCAGCUGCCUGGGCAGAGCUGCUCCUUCGAGGGACACACUGCUGGCUCCUCUCUCUGGUUACAGACUC

>mmu-mir-759

UUUCAGCACACACACAAAAAAAUGACUUUCAAGGCAUGUAUUAUGGGCAGGAUUAUAAUAAAUUAAAUGCCUAAACUGGCAGAGUGCAAACAAUUUUGACUCAGAUCUAAAUGUUUGCACUGGCUGUUUAAACAUUUAAUUUGUUCCAAUGGAGGUAGCAGCACAGACUAAGCAUGCUAAUUAAACUCGGGCUUUGGCAA

>mmu-mir-148b

AAUCUAUCCCUGCCACUCCUCCUCCCACAGCCAGUCUGCCUACCCACCACUUACAGGCACCCUUAGCAUUUGAGGUGAAGUUCUGUUAUACACUCAGGCUGUGGCUCUGAAAGUCAGUGCAUCACAGAACUUUGUCUCGAAAGCUUUCUAGCAGCUGCCCAUUUGGGGAGUGAGAGGGAAGAAUAGAUCUUUUCAGUCCU

>mmu-mir-1898

CAAACUUUAGCUCUUUACUUUUCCAUUUUAUUUCUAAUGUAGGCAGAUUUUUUUCAGUUUACUGUUUUGUAUGAACAUAGGUCAAGGUUCACAGGGGAUCAAGAAAUAUUAUUCUUGUAUAAUCUGUUUACUUUGACCUAAAUACUAGCUUUUAAAUACUAACUCUGGCAUAAAAUAUUGCUGUAAAUGGCAGCUCAUUG

>mmu-mir-1941

CCGCUCCCACCCCCACCCCUUUGGACCUGCCAGAACAGUGGCUCUACGGAUGAAUGGGGAAAGCCAGCAGGGUGGGAGGGAGAUGCUGGUACAGAGGCUUGGGGUUUUGAGGGCAUCUUAGCAGUAUCUCCCAUCCACCCACCUGGGCAGAAGUCAGCAGGCCACACCUCCAUAGGCCAUCCCGAGAAGCACCCCUUGAC

>mmu-mir-28

UGUAUUAAAAGCCUGUUUUCAUGGUGGGCAUUCCACUUAAGGACAAAAUGAGGAAGCAUAGAGGUGGUCCCUACCUUCAAGGAGCUCACAGUCUAUUGAGUUGCCUUUCUGAUUCUCCCACUAGAUUGUGAGCUGCUGGAGGGCAGGCACUUGAAUUCAUCUGAAAAGGUAGAUAUAAUUCAGAAUGAAGCUUGUGUGGA

>mmu-mir-193b

GCUGCCCGGAGCUGGGAACUGCGAACCCCAGAGGGGCUCACUUCAGAGAAGAGGCUCUGGAGGCGGUGGGCCCAGAAUCGGGGUUUUGAGGGCGAGAUGAGUUUGUGUUUUAUCCAACUGGCCCACAAAGUCCCGCUUUUGGGGUCAUCCUAACAGCAAAGGAUUCAGGCCUUGGCAGCGCUGGAGGGAGAACAGUGACC

>mmu-mir-1224

UCGAAGACUCUGCAGCUCCAAUAAGGGCCAGACUCAUGAGAACAGCAAUGACGGCAGCAACCAUGACUACCUGCCUCUGGUGAGGACUGGGGAGGUGGAGGGUAGCAUCAUUAGAGCCAGAGCUCUGUCUCAGCUCCCUCUCCCCCCACCUCUUCUCUCCUCAGGUACGACUGCAAGAGGCACCAGGCUCCUUCCGCCUG

>mmu-let-7e

CGGCCCUCCCCACCCUCCCUACUUCUGGUCUCCCAUCAAUCCAUCUGUCAAUCUGCCCACCUGCCGCGCCCCCCGGGCUGAGGUAGGAGGUUGUAUAGUUGAGGAAGACACCCGAGGAGAUCACUAUACGGCCUCCUAGCUUUCCCCAGGCUGCGCCCUGCACUGGAAGGGGCCGGCGGGGACCCCAGGUCCACACCAUU

>mmu-mir-99b

AUUUUGGGGCUGGGACUGAAUUCCUGGGUUCCUUGGGGAGGAGGGGGCCGGGGGCCCGGACUCCUGGGUCCUGGCACCCACCCGUAGAACCGACCUUGCGGGGCCUUCGCCGCACACAAGCUCGUGUCUGUGGGUCCGUGUCGGGGGCUCACCAUCGCGGCUGGGACCUCCCCGGCCCUCCCCACCCUCCCUACUUCUGG

>mmu-mir-122

AGUCUGUGACAGACAACGGAGGAAUGUGAAGGGAAGGUUAAUACCCUUGUGCCUGACAGACUUUCCUUAGCAGAGCUGUGGAGUGUGACAAUGGUGUUUGUGUCCAAACCAUCAAACGCCAUUAUCACACUAAAUAGCUACUGCUAGGCAAUCCGUCCACUCCACGCGUGACUUGACGUCUGUUCUCUCCGAGCAAGAAG

>mmu-mir-5112

ACUGAACUGCCAGGCCAUCAACACAGUUCCAUGUGAAUGCUGGAGUCUUACAAAGAGGGUUGAAGGCUGAGGGCUGGGGUGUAGCUCAGCGGGAGAGCACCUGCUUCAUCCCCAGCUACAUUUCCAGUGCCACCCAAAACAAAACAAGACGAAAGUCAGCCCAGGAAAAUCCAGAUUCAAUCUACAGAAACCAAUGCAGA

>mmu-mir-204

AGAGGGGCAGAGGAGGCAGGCGGAGGAGCUCCUGACCGUGUACCAUGGCUACAGUCCUUCUUCAUGUGACUCGUGGACUUCCCUUUGUCAUCCUAUGCCUGAGAAUAUAUGAAGGAGGCUGGGAAGGCAAAGGGACGUUCAAUUGUCAUCACUGGCAUCUUUUUUGAUCAUUACACCAUCAUCAAAAGCAUUUGGAUAAC

>mmu-mir-1950

ACUCAGAAAUCCGCCUGUCUCUGCCUCUCGAGUGCUGGGAUUAAAGGCGUGCGCCACCAUGCCCGGCCAAAUGCUUUUUCUGCAUCUAAGGAUAUGGUCAUUUAAUUGUUUUUUUCCAUGAUCAUCUCCUUAAAUGCAGAAAAAGCAGCCAGUUUUCUGCUUCAUUUUCCUAUUUUUAGUUACUAUAAGGUAUGUCAUUU

>mmu-mir-5623

GCUUGCUGAUUCGCAGUCAGUGGGGCUUCUGCGAGGCACAAACCGGAAUAAACCGCAAGUUCACAGGUCUCAGAUGUGGCAGCUGGCAAGUCAGAAUGCAGGUGUGAAUGGACAUGGGGGUCUGGUUCUGGCUUUCAGCUGUCACCUCUUUGCUGUGUCCUCACAAAUGGAGACAGCGCGGGGUCUGCUGUUGUGUCAAG

>mmu-mir-98

GAAAGAAAGAAUCUAUGCUACAAGGUAAAGUGGCCUUUUGCCUACUGCCCUUACUAGACACAUCUGCACAUGCUGGGGUGAGGUAGUAAGUUGUAUUGUUGUGGGGUAGGGAUUUUAGGCCCCAGUAAGAAGAUAACUAUACAACUUACUACUUUCCUUGGUGUGUGGCAUAUUCACAUUAAGUCUUGGCAGUAUUGACU

>mmu-mir-676

UCUUCUAUAAGAACACUGCCUUUUCUCUUCUAGUGUCCCAAUCUGAAACUUUGCAUCACUACUUUGCCUGAAUGCAUGACUCUACAACCUUAGGACUUGCAGAAUUAAAGGAAUGCCGUCCUGAGGUUGUUGAGCUGUGCGUUUCUGGGCCUUUCAUCUCUACAGAAGAAUACCCUUCUCCCUCCUGACUAAAGUGGGAA

>mmu-mir-680-2

GAGGUGCCUUCUUUUUAAAGCAUACAUCGCGGGGAAUAUGGGAGGGGUCGAGGGAGAAUUAUACAAAGAACAAAGAAGUGGGCAUCUGCUGACAUGGGGGCCGAAGUCAGGCGCCAGGCAUCGGGCACUCUGGAUCUUAUCUCUGGAACAUUGAUCCUCCUUGACAGCCUUGGGGGUCAGGCUGGGCUCAGGCUGACUCA

>mmu-mir-2137

AUUUUCCCUCUGCAACCCAAGUCUCUUCCAACUCUUUUUUUCCACGUAGUAUACCUCCUUCCUGCUGCCUUGUUGGCUUGCCGGCGGGAGCCCCAGGGAGUAGAGCAUUGCAGACAGGCCACACACUCCUGCCAGAGAGGCCCAGCCCUCAAUUCCUGGGACCUGUACACUGAGCAGCAGACUUAGGAGCUCAGACCAGA

>mmu-mir-375

GCUGUGCACUCGAGGAAGCUCAUCCACCAGACACCGCCGACGACUGCCGCCCGGCCCCGGGUCUUCCGCUCCGGCCCCGCGACGAGCCCCUCGCACAAACCGGACCUGAGCGUUUUGUUCGUUCGGCUCGCGUGAGGCAGGGGCGGCUUCUCAGCAUCAGCCUUGGGGCCGGCCAGAUCGCCAUGCAAACACCAGCCGCC

>mmu-mir-1928

UACCUCAAGACCUCAGUUUUCUUGGGGAGGAGAGGGUUUCGAGGAUAGAGCUUUGCGCAUUGUAGGCAAGUGCUCUACCACUGAGCUACAUUGCCAGCUCUAACCCCAACUUGUAAAGAAGAAAAAAAAAAUCAUAAGGGGGAAAGACCAGAGACCUCCACUCCCGCCGCACCCCCUGCGCCACUGCAGGCAAACAGUCU

>mmu-mir-5103

AAGACUCUUUGCUUUUGCAUACGAGUUCGACUUCUGGUGGUCUUUGGGGACCCUAGGAUCUGGGCAUAACAUUUGGGGGCUCAUCCGGGAUCCCCUGAGGCCCCCAGGACCCCCGAGCCGUUGAGUCAGAACCCGGUGGGUAAGUGUCUGAAUGUUUGUGCUCUGCCUCGGUGUCUCAGCGCUCCAAACGAGUAGCCAGC

>mmu-mir-684-1

UUUUUUGUACGUAGCUGUUACAUGUAGGGCAAUCUGUCUUUAAGUAGGGAUAAAUUACUCUUGAACAAAAUGAUCCUAGAUAGUUUUCCCUUCAAGUCAAGCGUCUUGCUGUUUAAAUAAACUUCUUGUUUAAAAUGAAAACAAAAACAAAAACAAAAACAAAAAAACAAAAAAAAAGAAUGAUUAGCAACAAAAUGACC

>mmu-mir-1953

GAGGACUCUGGAGGCCAUUACUGGAAGUGGUGGUGGGCUGGGCCAGGUUUGAUUUCUCCCCCAGGUGCUGCCUGGUCUUGGGAAAGUUCUCAGGCUUCUGAGAAUUUGCAGGAGCAGAAGGCUGUGAGGUUCCCCUCUUCCUGGCAGCCCUAAGAUCUGGGGAGCCAGCUCUUCCAUUGUUCUGCCUCCCCCGUGGUGUG

>mmu-mir-3960

AGCGGGACGCACCGCCGCGAGCCCCAGCCCCAGCGCCACGGCUUCCUGCGCCCCCGAUCGGGGCCGCCAACAGCGCUGGCGGCGGCGGCGGAGGCGGGGGCAGUGGCGGCGGCGGAGGCUCCUCUGCAGCUCCGGCUCCCCCUGGCCUCCCGGGAACUACAAGUCCCAGGGGGCCUGGCGGCGGGCGGAGACCGGAAGAG

>mmu-mir-92b

CCAGAGCACUCCAGUCCCUGGGUUCCAGCGGCCCAGGUGGUUAGGGAGCGGGAUUCCAGAGCCCCGGGUGGGCGGGAGGGACGGGACGUGGUGCAGUGUUGUUCUUUCCCCUGCCAAUAUUGCACUCGUCCCGGCCUCCGGCCCCCUCGGCCCCCCCGGCGCCCCCUCACCCAGAGUGGGGCAGCCCCGGCCACCGGGCU

>mmu-mir-3963

GUCUUGUUGUCUAGUUCUAAUAGGUAGCCAAGAGAAAUGAAAAGAGCAUCUACAACAUCCCUAACCAACAACUCUGUGGGAUGUAUCCCACUUCUGACACUGGUGAUAUUGUUUAAUAUCUUACAGGUUUUAGGUGGAAUAUUUUCCCAAAAUGCAAAGUAGCUCCUUUGAAUCUCUCUUUCAAAUAAAUCAUAUUGUGU

>mmu-mir-429

CCAACCCUGGCCUUCCCUCUACAGGUAUCAAAUCCAACUGCCCAGAUGGGGAGGCCCUUGUACUGCCCUGCUGAUGGAUGUCUUACCAGACAUGGUUAGAUCUGGAUGCAUCUGUCUAAUACUGUCUGGUAAUGCCGUCCAUCCACGGCCUUAUCACCGCUGGAGACGACAUCCUCACCACCUCGUGGACACUGGGUAGA

>mmu-mir-700

AAAAAAAAAUCAGCCACUGAAUGACGUAGUAGAAGAGGAAGUUGGGAGAUAGAAGAACUUGAUUUCCUUCACUGGGAGUAAGGCUCCUUCCUGUGCUUGCAGGGGAGAAAUACGAACUGCACGCGGGAACCGAGUCCACCCCCAGUGUGGUGGUGCACGUCUGUGAGAGCGAAACUGAAGAGGAAGAAGACACAAAAAAU

>mmu-mir-3095

GAGAAUGCCAAGCCUUCAUGGUUCGUAUCAUGCUCUCCUGCUCUUCCUCGCCGAGGAUCCACCCAGAGCCCUGUGCACAAGCUUUCUCAUCUGUGACACUCGAGAUGGUUUCAGGGAGUGGACACUGGAGAGAGAGCUUUUGCAAGUCGCUCCUCAUGCCUUGUGGGGUAGGAAGAGAGCUGUUGCUUCUCUGCUUCACA

>mmu-mir-5109

GGUCUGCCUACUGCUGCCCAGAGGGGUUUGGUGGUGGACUUUUCCGUGCCUGGGCUGACACCUAGCAGACUUAGAACUGUUGCGGACCAGGGGAAUCCGACUGUUUAAUUAAAACAGAGCAUCGUGGAGGCCCAUGGUGGGUGUUGAGGCUGUGGAUAAGUGGAAGGUAGUGGAGCCAAUGGAUUGAUUAGCUGGUGGCU

>mmu-mir-29b-1

UUAGGAACUAUUGCACGGACUUCACCUUCCCUCUCCGUAGGAAGGCCACAAAAACAGACGACAAAGCUUCUUCAGGAAGCUGGUUUCAUAUGGUGGUUUAGAUUUAAAUAGUGAUUGUCUAGCACCAUUUGAAAUCAGUGUUCUUGGUGGAGAACUACUUCGCUGCCGACCGCACAAAGAAAUGAGUGUACAGCCCUGAA

>mmu-mir-96

CCAGGGGUGCCAGGGUACAAAGACCUCCUCUGCUCCUUCCCCAGAGGGCCUGUUCCAGUACCAUCUGCUUGGCCGAUUUUGGCACUAGCACAUUUUUGCUUGUGUCUCUCCGCUGUGAGCAAUCAUGUGUAGUGCCAAUAUGGGAAAAGCGGGCUGCUGCGGCCACGUUCACCUCCCCCGGCAUCCCAGGGUCUGUGUGU

>mmu-mir-141

ACAGUCAGCCAGCCAGCAGCGGCUUCCCUCUAGCGCUUGAUCAGCGGUAGAUCAAUUUAUAUUGGCUGGCUCUGGGUCCAUCUUCCAGUGCAGUGUUGGAUGGUUGAAGUAUGAAGCUCCUAACACUGUCUGGUAAAGAUGGCCCCCGGGUCAGUUCCUUCAGCAGUGACCUUGGAGCCUUGAAGACCACCUAGGCCUCC

>mmu-mir-704

UCCUCGUAGUGUGUGGAAAGGGACUGUCCCUUGCACAGCUGGGAGCUAGAGGAUGUGGUCAGCUGCAAGGAUCUUCCUCAGACAUGUGCUCUGCUCCUAGGGAUUGUUGACUACAUGAUUGAGCAGUCUGGGCCUCCCUCAAAGGAGAUCCUGACCCUGAAGCAGGUCCAGGAGUUCCUGAAGGAUGGAGAUGAUGUGGU

>mmu-mir-344b

UUGAAUAUACGUACUUCUGAUUGGAGAAUCAGAAGCAACUAGAGAAAAUAAAAUUCUCUGCAGCCAGGAUUUUCAUCAGUCAGGCUCCUGGCUAAAGUUCAGCUUUCAGCUGCAUUUAGCCAAAGCCUGACUGUAAGCUGCUCCAGACAAGGAUGGUUGCUUCUGAAACCAGGAGAUAGAGGCAACAGAACCCCAGCAUA

>mmu-mir-344c

CUGUAUUUGCAUGUACACAUUCCUCCAAUCAGAAGCAAAGGGAGCAAAUAAAAAUUUCUUCUGCAAGGGUUUUUUUCAGUCAGGCUGCUGGCUAGAGUACAGCUAUCAGCUGGUACCUGAUCUAGUCAAAGCCUGACAGUAAACUGCUCCAGAGAGGAAGACUGACUGCUCUUGCAGGAGACUGAGCCAGUGGAGAUAUA

>mmu-mir-344d-1

UCUAUUUGAAUACACAUUCUCCAUCAAUCAGAAGCAAGGAGAGCAAAUAAAUUUGUCUGCAGGGGAAGAUUUCAUCAGUCAGGCUGCUGGCUAUACACCAGGACUUAUCUGGUCCUGGAUAUAACCACUGCCAGACUGAAAGGUGCUAAAGAGAAGGGAGAGUGUUGUUACUGUCAGCAGACAGAGCCAGUGGAAAUCUU

>mmu-mir-344d-3

CUCUAUUUGAAUACACAUUCUCCAUCAAUCAGAAGCAAGGAGAGCAAAUAAAUUUGUUUGCAGGGGAAGAUUUCAUCAGUCAGGCUAGUGGUUAUACUCCAGGACUUAUCUGGUCCUGGAUAUAACCACUGCCAGACUGAAUGGUGCUAAAGAGAAGGGAGAGUGGAGAGUGCUGUGUCACUGUCAGCAGACAGAGCCAG

>mmu-mir-1963

CCCAUGGGAGGAGCCAUAUCAAUCACUGCUGGAAUGCUCCUGGUGUGUGCAGGAGAAGCAGGUCUGGAUAGUAGGGCUGGGACGAGAUCAUGAGGCCUUCCUGGCCACUGGGAAGGACUCGGCCCUUGUCCCGCAGGUGAUGGGUGUCUUUAGUGACGAGGAUGUGAAGCAGAUCCUGAAGAUGAUUGAGCCUGAAGUCU

>mmu-mir-3102

UGUCUGUACCACCCUGAAACGAAAGUCGGGCUCGCUGAGGCGCAGCUCCAUGAGCCUGUGAGUGGCCAGGGUGGGGCUGGGUGGUGCAGGCAGGAGAGCCAUUGAUCUAUUGUGGGCUCUACUCCCUGCCCCAGCCAGAGCACCCCAUUGGCUACCCACAGGUACACAGCAGCCAGCGUCAUUGAUACAGCCAGCAAAUA

>mmu-mir-3103

CAACAACCUCUUAUCCCAACAGGAGCAAACUGGACUGCAAUGCCAAGCAGUGGAGGUGAGAAGAGAGGAGGUAUGGGGAGGAGGGAGGAUCUGCUGUUAGAAAGUCUCUGGUUUGUGACCUCUAACCUCUGAUCCUUCCCACAGGCUCUUUGCCGACAUCCUCAACGAUGUAGCCAUGUUCCUAGAGAUUAUGGCUCCCA

>mmu-mir-181c

CUCGUCCCACAUGCUCUCUGCCUUGCUGGCCUACUCUCCCAACUCCAGUUAUCCAAGAACUUGCCAAGGGUUUGGGGGAACAUUCAACCUGUCGGUGAGUUUGGGCAGCUCAGACAAACCAUCGACCGUUGAGUGGACCCCGAGGCCUGGAACUGCCACCCGUCUACCCCAUCCCCACCCUGUAGACCCGGGAGAGCCCC

>mmu-mir-181d

ACCCCAUCCCCACCCUGUAGACCCGGGAGAGCCCCAGGCAGCAUCCCCUGCCUCAGGCCACAGCAAAGGUCACAAUUAACAUUCAUUGUUGUCGGUGGGUUGUGAGGAGGCAGCCAGACCCACCGGGGGAUGAAUGUCACUGUGGCUGGGCCAAACAACACCAUCAGGGAUGGGAAAGAGGAUAGAACCCUUCAGAUUUU

>mmu-mir-710

UUGAAGCACUAAUAUGCUCUACGUAUGGAGAAAUACAAAGUACUCUAACCACUCCUUAUCUCUCUCGUCAAAUAGAAGCCAAGUCUUGGGGAGAGUUGAGCUUGGUGUGAAAACUGACAUACCCCUUCAACUCUUUAGAACUUAGGUAUCUGAAGUGGAGUGGAUGGAGUAGUUCCUAAAAAUAAAAGGUAGGAUCCACA

>mmu-mir-3106

UGGGAAACGGAAGGAAGAGCCACGCCCAGGCUCACCUGUGUGGCUUCUCAUCAGUACCUUGUCCCCAGGGAAGCACAGGUGGCUCAUUUAGAAGCAGCCAUACACUCAGAGAGUGGCUGCCUAUACAUGGGCUUUCCUGUGCUCCUCUCCUGUUGCCACGGACCCUCAAGGAAGGAGCCAUGCAACUCGGCAUGUGACCU

>mmu-mir-34c

UGACGAUUUGCUCUGGUCACACCAAAGUCUGAGAGCACCAGCUAAAGACUGCAUGCUUUUUUCUGAGUCUAGUUACUAGGCAGUGUAGUUAGCUGAUUGCUAAUAGUACCAAUCACUAACCACACAGCCAGGUAAAAAGACUGAAAUUCCUCCGACUGAGCCUCCUGUGAAUCGUCAUUUUGGUGAGGACAGAGCCAUAG

>mmu-mir-184

GGCAGGCAGGAAAUCAGGGGUCAGAUUCCGUCUGUCCGGAGAGAAUCAUUGGAAGUUUUCUGUCUGCAGAUCCCCUUUCCUUAUCACUUUUCCAGCCAGCUUUGUGACUCUAAGUGUUGGACGGAGAACUGAUAAGGGUAGGUGACUGGCACUCCCUGCCUUCAGAAACCCUUGGCUCACCUGCACCUUCUUGUUGGGGG

>mmu-let-7i

GCCGGCCGGCGGCGGAGAGGAGGACGAGGCGCCGCUGCGCUCCGCGUGGUCCGCCGGCUCCCACACCAUGGCCCUGGCUGAGGUAGUAGUUUGUGCUGUUGGUCGGGUUGUGACAUUGCCCGCUGUGGAGAUAACUGCGCAAGCUACUGCCUUGCUAGUGCUGGUGAUGCUCAGCGCCGCGGAGGACAAUGGCCGGGGAU

>mmu-mir-338

AGCUGGGGGCACAUGCUGGAAGAAGUGGCAACGGACAAGCGGCCCACCAGCUCCAACGCUGCACAGGCCGUCCUCCCCAACAAUAUCCUGGUGCUGAGUGGGUGCACAGUGACUCCAGCAUCAGUGAUUUUGUUGAAGAGGGCAGCUGCCAGCCUCCUGCCCUGCCUGCUGCCUAGCCCAGCUGCCCCACCCAUAGGCAU

>mmu-mir-804

GGAGCGAGUCUCUGGAAGUCCCUACACAUCCAUCUUUGAGGUUACAACUUCCCCAGUAGACUGUUUCCUGACAUUCCUUGUGAGUUGUUCCUCACCUGGAAGAUGUGGUGGCGGUGCCCAAGCUGCUGUCCCAGGCCUGGCCCCAUUUCUGGGUUAUGGCACCCACCUGUCUGCCAGCUGUGACUCACAAUGCCUCCCUG

>mmu-mir-3968

CCAGCGCCACGCCGAGCGUGUGGUGGUAGGAUCCGUGUAGCACCGUCUGUGUGUUGUUGUGCCACACAGAGAACUUGAGCGAAUCCCACUCCAGACACCAUGAGUAGGGGUUGCGGCCCAGCAGGUAGACGAUGUUGCGACGGGGGCGACCGCUCAGCGGAGGGCUGCGACGGUAGGUGACUCCCAGGCACAUCCACGAG

>mmu-mir-680-3

UGAGGUGCCUGGUUUUAAAGCAUACAUCUCGGGGAAUAGGGAGGGGCCGAGGGGGGAUUUAACAAAGAACAAAAAAGGUGGGCAUCUGCUGACAUGGGGGCAGAAGUCAGGCUCUAGGCAGCAGGUACUCUUCAUCUUAUCUCCAGAACAUAGAUCCUCCUUAACAGCCUUGGGAUAUCAGGCCGGGCUCAGGCGUAACU

>mmu-mir-1190

UGACACUCUGAGAGUGUUGGUGAGCUCUGGGGCCUUUGCAGACGUGGGAAGGUCUCUGCUGGCCUGAUGCUUCCCCCGUCAGCUGAGGUUCCCCUCUGUCUGGGAUGCUGCCUUGAGUCAGCUGAGAGACUACUACUGCCUGUGACUUGGGUCUGCACUGGGCCCAGGCCCUGCCUAGGGCUAUGAGUGUUGCAGGGCCC

>mmu-mir-1247

GGGUAGCUGUUGCCUGAACGCGGGAGCGCUCCCCUCUCGCCGCUUGCCUCGCCCGGCGCAGCCCCGGCCGCCGGGCGCACCCGUCCCGUUCGUCCCCGGACGUUGCUCUCUGCCCCGGGAACGUCGAGACUGGAGCGCCCGAACUGAGCCACCUUCGCGAACUCGGAGCGCGGCGGCCCGACUCAACCGCGGAGGCGCCC

>mmu-mir-1892

UCUUGCUAUCAUAUGGCAUAUACAUCUGCCUGGAUAUAUUUCUACUCUUGACCAAAGUUUUGUAAGAAACAAUACAGAAUUUGGGGACGGGAGGGAGGAUACUUUGAGAACUACUUACAAAAGAUUUAUCUGCUUGCUUGAACUCAGGAGUACGGUUUUAGCUCCCUAGACUCUUAACAGCUUUUGCUCUAAAACUAUUA

>mmu-mir-5135

AACGAAAGCCUCCAGACCAGGUUCCGACCAGAGAGGACUCGGAGCCCAGCCACCUAGACUUUCCCAGGAGAAGCGCAGGUCUAGGUGGCAAGGGCGUCCUGGUCCUACUGGAGCAGGUCACCACGACCGCUGAGUCAGAAAGGCACGUCUCGAAUUCCUCGCCGAAACUAGGUUUCGGUGGCUCUUUACAGUUGUAAAAU

>mmu-mir-683-2

GUACAGGCAUGGGAAGUCCAGCUGGGAGGCUGCAGUGGACCCAGGCUAAAAGCCAAGCUUUUCUGCACUGCAGUGGAUGCCUGCUGUAAGCUGUGUCCUCCUGGGCUGCAUGGAGCCCUACUCUAAACCAAACCCUCAUGGGCUGCAGUGGAGACCUCGUGCAAGCUGUGCGGCCCUGGGUUUCACAGGUGUCCCUGCUG

>mmu-mir-3961

UAGUUGGCCUGCUCCCAUGAAGAUUCCAUAUCCCGAUAUAUCCUAGAGGACCAAAUGCACUCAGAGCAGUUGAGUAUCAGCUGCCCUCAGCUCAGUUGGACAACAACUUGACUACUCCACCUAAAGACUCAACAGUCUGAAGGCCAACCAGGAGGUCUACUGCUGCCAGGCAAUAGACCAGCAGUUUCUCUGCCUCUGUG

>mmu-mir-208b

CUCUGCAGCCCAGUCUGAUGCUCAGUAGUCCACACAGAGGGGACUCUUAGGCACCCCCACCUCCUGCUCCUCUCAGGGAAGCUUUUUGCUCGCGUUAUGUUUCUCAUCCGAAUAUAAGACGAACAAAAGGUUUGUCUGAGGGCUGAGUGCUCCCACCUGGGGUACGGUGCUGUAGGGAAUGGGGCUGCUGCAGCCAAGAA

>mmu-mir-5130

ACCGCCUCCUGCGCGCCGCGCCGCCCAAGCGGGCGGCUCUACUUAAGCGGCGCGCGGGCCGCGACCCGCCACUCGCCUGGAGCGCGCGGGCGAGGCAGGCGCAGCGCACCGGGGCUCUCGUGGGCGCACUGCUGCGCGCUCGCACCGCGCGGCUCUCAGUGGCCGGCCGCCGCCUGAGCGCAGGGCUCCCCGAUAAGAGC

>mmu-mir-5131

UAAAGUCCGGGCCGAGAGGGCGGCGGCGUCGGAUGCGCGUGUGGCGGAAGCGCCGGCGGCAUGAACUACCCGGGCCGCGGCGCCCCACGGAGCCCCGAGCGUAACGGCCGCGGCGGCGGUGCCUGGGAGCUGGGCUCGGACGCGGCGGGCGUGUUCGGCGGCGGCGGCUGCUGCUUCGAGCACCAGCCGGGCGACAGCGU

>mmu-mir-688

AGCCCCCGCCCACCGCCACUGGGGGAGGGACGGGCGAAAGGGCAGUGAAGAAAAGUAGGGGCUUGCUUGGGGAGAGCACCUCGCAGGCGACUACUUAUUCCAGCUCGCCCCCCAGCAAGUCCGACAGGAGGUAAACUGGUCGCCUGGGGUGACUUCGCACCCCUACUGCAGGCCACAGGUGCGGUUAUCCCUAAUUGAUC

>mmu-mir-1249

UGACGGGGAGGCCGAUGGGGCCCCGAAGUCUUGGUCUCAGCUCAUCUUGCUGCUCCGAUUCUUGUUUGCGUGGGGAGGAGGGAGGGGAUGGGCCAAGUUCCCUAUGCCUGGAACGCCCUUCCCCCCCUUCUUCACCUGGCGAACUCCUACUCGUCCUUCAAGACCCAGCUCAAGCGGCAACCUCCUCCAGGAAGCCUACC

>mmu-mir-3079

AGACUACAGAGCUCCAGCCUAAGCCUUCUCUAGAAGACCCCACUGUGCUCCCAGACAACCUCUGCCAAGCUAAGGACUUUGAUCUGAUGAGCUAAGCUGGAGUUCCCAUUCACCUGGCUCCAGGCUCAUCAGAUGAAAGUCCUUAGCUUAGGUGUGGCCUUUGUUGGAGUAGGUGUGGUGUGGCCUUGUUGGAGGAAGUG

>mmu-mir-3964

CCAGCUCUAAUGUGCUCCUUGGGUGAAGUGCAGGGCCUGCUUUCCAAGUUAUGUAGCUAGCAAGGAGAACUCACAGCUUCAUAAGGUAGAAAGCACUAAAUGGGCCUUGAAACUUCUGAAGUCUCAAAGCCACCCCAAUGGUAUAGUUCCUCCAACAAGGUCAUACCUUCUAAUCUUUCCCAACUAGUUUCACCAAAUGG

>mmu-mir-301b

CCACCCACCCAUGGUGGUUGAAUUUCCAGCGCAGCCCUGCGUGCAGCGAGGGCGAUGGAUUUCCUGCUGGCUGCGGGUGCUCUGACUAGGUUGCACUACUGUGCUGUGAGAAGCAGUGCAAUGGUAUUGUCAAAGCAUCUGGGACCAGCCUCGAAGACCACCUCACCUACUGUUCCUUCUUUCUUCCCUUUCCAGGCCUG

>mmu-mir-690

UUUUUGUGGAGCUAAUUGGCUGUAUUAAAGUGCUAGUAAGAAACAUUCUCCUCCAGCUGGAGAGAUGGCUCAGCUGUUAAAGGCUAGGCUCACAACCAAAAUAUAAGAACCACUCUUCUCCUAAGAGGAUGUUAAUACGUUUCUUCAAUGACCUGGUUUGUCAGGUGAUUAAAAAAAAUGGCUAUCUGAACUUCAACAAC

>mmu-mir-1945

CGGGAGUUCCAGCCGCUUCCGGUGACGCUUGAGCGCUGAACUCCGACUCCCGUCAGCCCCCGAGAAAACCGCACCGGGUCUUCGCGGGUACUGUCGGGACUUGUAGUUUAGCUAUCGGCCGCGCUUCGUAGGCGGAAACGCGGGCGGACACAGACGGGAACUACCGAGGCGAAGGUACGGGUGGUAGCGAGAGGUCAAUU

>mmu-mir-3081

GGGCUCAGGGUGUUCUGUUGGGGUUCAGACGGAGUUUGGAUCUCUGGGUUGGAGCUCGAGCGCUGGGCUGGGGCUCAGACUGGAGCUUGGAGCGGUGAGCUGGACUCGGGCUUGCGCUCCGAUCUCUGAGCUGGGCUCUUGCCCGGAAUCCCAGCGCUUGACUGGAUCCGACUAGAGUCAGGGCCUGACGCCGCACGAAG

>mmu-mir-3083

AUAAACCCUGCCUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAUAAAGUAAAGGCUGGGAAUAUUUCAGAGAUAUAUAUGUAUAUCUCCGAAACAUUCCCAGCCUUUACUAAGCCCCAAUACAGUCAGUAACCUUUACAGGCCACCUUAACUUCACCCUAAACACAGGAGACC

>mmu-mir-5134

GGGAGUUGCUGUGGGGGACUCGGAGUUGGUAAACCAGUGGUUUCAAAAUGAUGAGGCCACUUGCUCAAGCUGAACAGACUUGGCAGAAAGGGCAGCUGUGAUGCUUGUCCUAGUUUUCACGGGUGGCCCUCUUUCUGCAGGUACAUUCUAAUCGACUGGUUGGUGGAAGUUGCCACAAUGAAGGACUUUACAAGCCUGUG

>mmu-mir-5709

AUAGAUAUCUAUAAGUAUACCUUACAUUAUUUUUAUUUCAAUAGGUUAUAGUGCAAAUAUCAAGUUGAUAGGCCGGCAAUACGCACACUUAAGACUUUAGAAGCUCUCAGACUAAAGUCUUAAGGGUGUGUAUUGCAGGCCUAGCAAUGCCAGAAGCUUUUAUUAAGUUCUGCUCCACCGGCAAGGUGUGAAACUGUUGG

>mmu-mir-143

CACUGCGCAUGCUCACACUCCUCCUGCCCAAGAAGAAAGCCGCGCGGCCUGCGUGCGGAGCGCCUGUCUCCCAGCCUGAGGUGCAGUGCUGCAUCUCUGGUCAGUUGGGAGUCUGAGAUGAAGCACUGUAGCUCAGGAAGGGAGAAGAUGUCCUGCAGCCGUCACCGGGACGUGGUAAGUGUUGGCAUGGGAUAGCGGAC

>mmu-mir-1901

CAGUAGUUCUGCGAGUUCUGCCUGGAGAAGGCGAUGGGCAGGAUUCCCUGAGUGAACGAGUUGAGGCGGCCCCGACUGCCGCUCGUACUCCCGGGGGUCCCGGAGCCCAAAAAGCUGGCCGAUGGCACCUGCACGUUGGUGAAGGCAUCGUCCUCCUCCAGCUCCUCCUGUCCGGCGCCUCCCGGCCCGUCAGGCAACUG

>mmu-mir-3086

UGCAUGCCUGUCCAGUCAUAACACAUAGUUGAGAACCUGAGGCGCCUGAGUGCCUGAGUCUUGGACUGCCAUCCUACACUUAGAUUGUAGGCCCAUUGGAAGGGUUAGCGUCUUGACCCCAAUGAGCCUACAGUCUAAGUGUGGGAUGGCGGAAGCCCUCAGCCAGACUGGUAGAAGUAGGGACUCCCACAGAGAUGUUU

>mmu-mir-5136

ACCAGGGGUAUAUAAGGUUGUUCCGCGCGUUGCGGGGCCUUUCCAAGGGUGGUUUUCACGUGAGUCUUGAUUUUGUCUUUAUAUGCGAGGGAACUACUGGGAACUGGGCCUGACUUUGUAGAUCCUCCUUUUCUUGGCGGGGACCGGGCGUGCGGUCCCGCUCCCCGUAAUGUACGGAGGUAGAAGAAAGGGCUCUGGCC

>mmu-mir-201

AGAGUCAUCUAUUUUUCAUUGCUUUGUGUUUAUGUUAAGAUGAGUUGGCUACUUUCAAUGAUGCUGUGUACAGUACCUUACUCAGUAAGGCAUUGUUCUUCUAUAUUAAUAAAUGAACAGUGCCUUUCUGUGUAGGGUAAUGUGCAACAUGGACAACAUUUGUGGUAGCAUUGAUAGUAAGUUUCAGUCAUAGAUCAGUA

>mmu-mir-224

CCUCUUAGUACUUCAGUUUGUCCAGAUAGGUGGAGCCCCAUCAUCAGAACUGGCAGAAGAGACAAGGCCCGGGGGCUUUUAAGUCACUAGUGGUUCCGUUUAGUAGAUGGUUUGUGCAUUGUUUCAAAAUGGUGCCCUAGUGACUACAAAGCCCCAGAGCCAGCAUCAUCGGUGAAGCAAUGGCAGUAGGUAAGCAACAU

>mmu-mir-450b

GUUGGAAGAAAGAAGCUGCAAGUCUAACCAUAGUUGUUUAUGGUUUGUUUUUAUAAUAGGAAUCAGAUACAGAAUUAUUUUUGCAGUAUGUUCCUGAAUACAUAACAUAAGCGUAUUGGGAACAUUUUGCAUGCAUAAUUUUGUAUCAAUAUAUGGGGGGAAGACUAGGAAGAAACAUGACAAAACUUGAACAGAACUUA

>mmu-mir-452

CCAAAUGCUGUGUAAAGAGGGCAUGGAAACACUGUUGAGGGCAUCACUCCUCUCUUAUAUAUGCUAAGCAGUUACAACUGUUUGCAGAGGAAACUGAGACUUUAUAACUAUGUCUCAGUCUCAUCUGCAAAGAGGUAAGUGCUUUGCCAAGCCCCUUGAAGAAUGGGGUGAGUAUAUAUAUUUUUGUAACCUUCAGAAUG

>mmu-mir-503

GUGAAUAGCAAGGUGGCAAUUCACUUGAAGAAGGGACAAGGCAUCCUGUACUCAGCCCAUCCCACUCAGUCGUGCCCUAGCAGCGGGAACAGUACUGCAGUGAGUGUUUGGUGCCCUGGAGUAUUGUUUCCACUGCCUGGGUAAGUCUGGGUCUUCCACAUGGGCACACCCACCAGGUAAGUUUCGGUUAGCCUGCAGCA

>mmu-mir-504

GUAUCAUCAAUUUCUCACAUAAAAUCACGACUGAAGAGAGAAAAUCUGGAAUGGAAUGUUGAAACUGCUCCUGUUGGGAGACCCUGGUCUGCACUCUAUCUGUAAACUUACUGAAGGGAGAGCAGGGCAGGGUUUCCCAUACAGAGGGCACAGGCUACUAAUGGGAACUCAAUUUCAAAGCCGGAAUCUACGCCAGAAAU

>mmu-mir-547

UGUGUAUUGGCUUACUAGAUGAAAUGGCAGAGGGAACAGACUAGUGUUAGCACCUUCACUCAUGUAGUGUGUGAUGUAUCACUUGAGGAUGUACCACCCAUUUAACAGGAAACAUGCUUGGUACAUCUUUGAGUGAGAUAACACACAACAGCUACCACCUCAAUACUGACCCUAGAAAAGGGGCUUGAGUCUCAGCAUAA

>mmu-mir-718

CGCGUCAAGGGCGGCGCGGGACGCCCCCGUGUGGCGGAAGGCCGCGGAGGGCAAGAUGGCGGCGGGUCGAGCGCCGCCUCUUCCGCCCGGCCGGGUGUCGCACGAGGCCGGCCUGAAGGGGAAGUGAGUCAGUGUCCGCGGACCCGGCCCGCUAAGGCCCGCGCCCGCCGAGGCCCCGAGAGGCCUCGGCCCGGGGGCGG

>mmu-mir-743a

GGCAGAAUGAUUUGUGUGACAUGUAGAUGAAGGAUCUGGGGCAGAGCAUUCUCAUUAAAGUUCUUGUAUGCAGUGCUGUAUUCAGAUUGGUGCCUGUCAUGUUUAUAAGAAUGAAAGACACCAAGCUGAGUAGAGUAGGGCUUAUUGUGUUCUUCAUUGCAGGUGGUAUUAUGUGGUCAGGGUGUUUUAUCUGUAGUUAC

>mmu-mir-878

UCUCUGAUAAAAGCUGAAGUGUAUGAUAGAGGCUUCUUAUACAGCAAGUUAAUGAAAAGAGUGUUGUGUGCAAUGCUUUAUCUAGUUGGAUGUCAAGACACGUGAAACUUAAGUGCAUGACACCACACUGGGUAGAGGAGGGCUCACAGUGUUCCUCAUUUGUUGUGGGCUUGGGUGGUCACAGUGCUGAUAAAUGAAUG

>mmu-mir-880

AUAAUUGCUGGAAUAUACUGAAGAUUGUGGGAUCAAGCUGAGACACAGGACAUCACUGAACAAACUGUGUGCACUGCAAUACUCAGAUUGAUAUGAGUCACUUCCUAUUGCAUGUUACUCCAUCCUCUCUGAGUAGAGUAAGGCACACCAAUCACCAGUUUUGGUACCUGUAAAUGUCUCAUGUAUGGAUAUGGUGAGGU

>mmu-mir-881

UAUGAAAUAUGCUGGUGUUUGGGACAGGCUGAUGCUAUUCCUCAUACUCAAUGAACAAAUUGUGUGCAGUACAAUAUUCAGAGAGAUAACAGUCACAUCUUUUCUAAAGUAACUGUGUCUUUUCUGAAUAGAGUAAUGUUCACCAAAAACAGCCUUAGUGAUAUACUCACUGAAGAUCACAGGAGGCACUGUAUCAUAAC

>mmu-mir-883a

UUCAUGUCAUACUGAGAAGAAUCAUGAAAGUUGUUUUUGAAGUCAGCUGAUAAUAAUAAUAAUUCGUGUGCACUAUAAUGCUGAGAGAAGUAGCAGUUACUUUAUUCUAUAAGUAACUGCAACAGCUCUCAGUAUUGUAAGGCUCAACAAACGCAGGGAUGGUAGCCAUAUGGUCAUAUUAUGCCUUCAUAGAGAAGAUA

>mmu-mir-3473

CAGAAGAGCAGUCGGGUGCUCUUACCUGUUGAGCCAUCUCACCAGCCCAGAAAAUAUUUUUAAAAAGUGAAUUGUCUUAAGCUGGAGAGAUGGCUCAGCAGUUAAGAGCACUGACUGCUCUUCCAGAGGUCCUGAGUUCAAUUCUCAGCAACCACAUGGUGGCUCACAGCCAUCUGUAGUGGGAUCCGAUGUACUCUUCU

>mmu-mir-181a-1

AUGUGUGACAGGUUUGGUUAAAGGAUUGGGCUUUCCUCUGCCUCCCUCCUGCUCCAGACUCCCACAGAUACUGUUUAAAUCAGCACAUCUCUGCCUCACAGGUUGCUUCAGUGAACAUUCAACGCUGUCGGUGAGUUUGGAAUUCAAAUAAAAACCAUCGACCGUUGAUUGUACCCUAUAGCUAACCAUCAUCUACUCCA

>mmu-mir-664

CAACAUAUGAUUUCCAAAGUGUUGAGUUCAGCCCAGGGUCCCCUCCCUGCUCUGCUAAUUAGACUUUGGAACAUUGAAGCUGGCUGGGGAAAAUGACUGGAUAGAAAACAUUAUUCUAUUCAUUUACUCCCCAGCCUACACAUGAAAGCAAUAACAGCACAAUAACUUUAUCUACAUCUUUACAUAAAGGUCUUAAUUAA

>mmu-mir-1843b

AAUGGAAGCUGCGGAGUCAACCAUGCAGACAAAUGAGAAGCUGUCUUUUGUCUGCAGAAGGCAGCAAUCCUACAUCAACAUGGAGGUCUCUGUCUGACUUAGGAUAGCUGGCUAAGUCCGAUCGUUCCCCUCCAUACAACCUUUUGAAUUUCCCCUCUAAAUACUGUUUUGUUUAUCAUUUAUGCAAUAUUUCUGCUGAU

>mmu-mir-5126

CGGCGCCAGCGGCUAGUGCUGCUCAGCGGGACCGGACGCCUCCUGCAGCUGCGGGAGCCCGUGGUUCCCCGGGCAACCGCGGGCGGGGCCGGGGGCGGGGCCCACGGAGGCUGGGCUCCCGGCUGGAGGACCCGGGAUGGGAACCCUUCUGCUCCGCGUCUCAGCAAGUUGCAAGAAGGCUGUCUUCGGUCCCCAGCCUU

>mmu-mir-147

AGCUGCAAAAAGUCCGGAGGGCAACCAGAUGAUUGCUCACCACUCCUCUCUUCCAAAGAACACUCUAUGAAUCUAGUGGAAACAUUUCUGCACAAACUAGAUGUUGAUGCCAGUGUGCGGAAAUGCUUCUGCUACAUUUGUAGGGUUUGCCUGCAUUCUUUGGAUCCUGCAUUAGCAAGUGAAGGUAGCACAUAGUCUAA

>mmu-mir-199b

GGGAUGGGACCAAAGCUCCCAUCGGAAGGACAGACGCUGCUGCCUGGAUGGACCAGAGGAUACCUCCACUCCGUCUACCCAGUGUUUAGACUACCUGUUCAGGACUCCCAAAUUGUACAGUAGUCUGCACAUUGGUUAGGCUGGGCUGGGUUAGACCCUCGGCACCGUCGCUGGAGAGCCGCACCAACCCCCCUGCUGUC

>mmu-mir-297b

UUCAUUCUCAACUUCAUGAUGAGUCUGGGAUCAACUUCGGAUUCAUGUGAUGCCCCCAAUCUAUUUGCUUGUGUGUAUAUGUAUGUGUGCAUGAACAUGUGUAUAUGAAUAUACAUAUACAUACACACAUACCCAUACAAACAUGCAUACAAACACACAGAAAAUGGAUACUCAUUGUUCUAUUGAAUGAUAUGUGUCUU

>mmu-mir-466b-3

CCCUUGGUAGAGUCGGGAAGAUCAGGAGUGCAAGUUCAUAGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUGUGUAUGUGUAUAUGUGUUGAUGUGUGUGUACAUGUACAUGUGUGAAUAUGAUAUACAAAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGACACAUGGGAA

>mmu-mir-466b-4

AAAACCCUUGGUAGAUUCGAGAAGAUCAGGAGUGCAAGUUCAUGGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUAUGUAUGUGUGUAUGUGUUGAUGUGUGUGUACAUGUACAUGUGUGAAUAUGAUAUACAUAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGACACAUG

>mmu-mir-466b-8

AAACCCUUGGUAGAGUCGGGAAGAUCAGGAGUGCAAGUUCGUGGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUAUGUAUGUGUGUAUGUGUUGAUGUGUGUGUACAUGUACAUAUGUGAAUAUGAUAUACAUAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGACACAUGG

>mmu-mir-466c-2

AAAACCCUUGGUAGAGUCGGGAAGAUCAGGAGUGCAAGUUCAUAGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUACGUAUGUGUAUAUGUGUUGAUGUGUGUGUGCAUGUACAUAUGUGAAUAUGAUAUACAUAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGACACAGG

>mmu-mir-466e

AGUUCAUGGUAAAGGCAUGAUGUGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUAUGUAUGUGUGUAUGUGUUGAUGUGUGUGUACAUGUACAUAUGUGAAUAUGAUAUACAUAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGACACAUGGGAAUGGCACUCAUCAAUCCAUUUGAGUGAUAAGUG

>mmu-mir-466f-1

GAGGAUCAGAAGUUCAAAUUCAUGCUUACCUUCAGUUAGAGAUCAUCCUGGUAUUCAUAUGUAUGUGCAUGUGUGUUUACGUGUGUGUGCAUGUGCAUGUGUGUAUAUGAAUAUACAUACACAUACACACACACAUACACACACAUGCAACACACACAUAUGAAUGACACUCACUGAUCACUUUUAAUGAUAUGUGACUU

>mmu-mir-466f-3

UUCAUAUUCAUGCUCAAUUUCAGUUAGUGAUCAUCCAGACAUUCAUGUUAUGCCCCUCAUGUAUGUGCAUGUGUGUUUACGUGUGUGUGCAUGUGCAUGUGUGUAUAUGAAUAUAUGUAUACAUACACACACACAUACACACGCACGCAACACACACACACACACACACACACGACACUCAUUUAUUCAUUUGAAUGAUA

>mmu-mir-466h

CUUAACUUCAUGAUGAUUUUAAGAUCAGCCUGUGAUUCAUGUGAUUCUCAGCCAUGUAUGUCCAUGUGUGUAUAUUUGUGUGUGCAUGUGCUUGUGUGUAUGUGAAUAUAUAUAUCAUACGCACGCACACACACACACAAAUGCAAGCACAUACACUCUCACACACAGAGGAAUUGAAUUCAUCCAUUAAUUUGAAUGCU

>mmu-mir-466n

AUUCAUGUUGGUUGCAUGAUGAGUUGGAGAUCAGCCUGGCAUUCAUGUGAUGGCUCCUGUGUAUGUGCAUGUGUGUUUGUGUGUGCGUACAUGUACAUGUGUGUAUAUGAAUAUGCAUAUACAUGAGAGCAUACAUAGACACACGUGCAUGUGCGCUUGCAUGCGCGUGCGUGCACACACACACACACACACACAGAGGA

>mmu-mir-467b

CAAUUUCAUGCUUAACUUCAUGAGCAGUUAGAGAUCAUCCUGGAAUAAUGUGAUGGCCCCUUUGUAUGUGCCCGUGUGCGUAAGUGCCUGCAUGUAUAUGCGUGUAUAUUUUAUGCAUAUACAUACACACACCAACACACACAUGCACACAGACAUGCGGGAAUGUCCCUCACGGAUCCAUUUGAAUGAUAUGUGACCUA

>mmu-mir-669a-1

GUGAUAAGUGACUUAGAGUGAAAAUGCUUGCUAGAGUUAAGAGUAUCAGGAGUUCAAAUUCAUACUUAUCCUCAUGAGAGAUCAGCUUGUGAUUCCUCCAUGUAUGUGCAUGUGUGUAUAGUUGUGUGUGCAUGUUCAUGUCUAUAUUUGAAUAUACAUAACAUACACACACACGUAUAAACGCAAGCACACAUACACAG

>mmu-mir-669a-12

UAAGUGACUUAGAGUGAAAAUGCUUGCUAGAGUUAAGAGUAUCAGGAGUUCAAAUUCAUACUUAUCCUCAUGAGAGAUCAGCCUGUGAUUCCUCCAUGUAUGUGCAUGUGUGUAUAGUUGUGUGUGCAUGUUCAUGUCUAUAUUUGAAUAUACAUAACAUACACACACACGUAUAAACGCAAGCACACAUACACAGAUAC

>mmu-mir-669b

UGCUUAAUUUCAUGAUGAGUUAGACAUCAGCCUAGAAUUCAUGGGAUGUCCCCCAUGAAUGUAUGUGCAUGUGUAUAUAGUUUUGUGUGCAUGUGCAUGUGUGUCUAUUAAUGUACAUAUACAUACACACAAACAUAUACACGCAUGCGCAGAUACAGACACAGAAAUGGCUUUCAUCGAUCCAUUUGUAUAAUAUGUAA

>mmu-mir-669c

CACAUUCAUGUUAACGGCAUGAUGAGUUAGAGAUCAGCCUGGCAUUCAUGUGAUGCCUCCAUGUAUGUGCAUGUGUGUAUAGUUGUGUGUGGAUGUGUGUAUUUGCAUAUAAAUAACAUACACACACACACACAAGUAAACACAAGUGCACAAACAGACACAGGAAUGCCAUUCAUCGAUCCAUUGGAAUGAUAAGUGAU

>mmu-mir-669e

AAAAUCAUGCUUAACUUCAUAAUGAGUUAAAGAUCAGCCUGGGAUUCAUGGGCUGUACCCUAUAUAUGGGCAGGUGUGUGUCUUGUGUGUGCAUGUUCAUUUGUGUAUAUGAAUAUGAAUAUACACACACUUACACACUCAUGCACACACACACACAUCCAUUUGAAUGAUAUGUGUCUUAGAGCUUGAGAGUUUAGGCA

>mmu-mir-669f

CAUGCUCAACUUCCUGAGAAUUUAGAGAUUAGUCUGUGAUUCAUGUGAUGCCCCCCAUGUAUGUGCCUGUGUGUAUAGUUGUGUGUGCAUGUGCAUGUGUGUAUAUGAAUAUACAUAUACAUACACACACACGUAUAAACGCAAGCACAAACACACACAGAGGAAUGGCACUCGUUGAUCCAUUUGAAUGAUAUGUGACU

>mmu-mir-669j

GCAUGCGAUUCAUGUGAUGUCCACCAAGAAUGUGCAUGUGUGUAUAGUUGUGUACAUAUUCACUUUUGUAUAUGAAUAUGCAUAUACUCACAUGCAAACAUACUCCCACGAAUGGCCCGAGCUAUGACUCAGUUAGGAGGUGAAUACUCUUGCCAGCAUCAUGAGGAUGAGCAGUUCAAAUUCAUGUUUAACUUUUUGAU

>mmu-mir-669k

CAGGAGUUCAAAUUUGUGCUGAAUUUCAUGAUGAGUUCAUGACCAGCAUGGGAUUCAUCUUAUGCCCACCAAAAAUGUGCAUGUGUGUAUAGUUGUGUGCAUAUUCACUUCUCUAUAUGAAUAUGCAUAUACACGCAUGCAAACACAUUCAUAGGAAUGGCCAGAGCUAUAUCUCAGUUAGGAGGUGAGCACUCUUGCCA

>mmu-mir-669p-1

AAGUGACUUAGAGUGAAAAUGCUUGCUAGAGUUAAGAGUAUCAGGAGUUCAAAUUCAUACUUAUCCUCAUGAGAGAUCAGCCUGUGAUUCCUCCAUGUAUGUGCAUGUGUGUAUAGUUGUGUGUGCAUGUUCAUGUCUAUAUUUGAAUAUACAUAACAUACACACACACACGUAUAAACGCAAGCACACAUACACAGACA

>mmu-mir-1952

AAACAGGAUGAAACACAAAGUCUAAAUAAAUGUUGGUAUUGAGACAAGGCAAAUAUUGCAGCCACCUAUCCCUCUCUUAUUGAUCUCCACCCUCCUUCUGUGCAGGCUUAUUUCCUGCUCCAAGGUGUGGAUGACAAAAGAGAUGGAAGUAUGGGGGGGCGGGAGGGCACACAGAGGCUUUCAUAAACCCUCUCUGCUUU

>mmu-mir-1954

GCACACACCUCUAAAGCCAUCACUCAGGACAAGGAGAUGGCAGGUGAGACUGCCUGAGAGGUCAAUGAGGUCAGCCAGAACUGCAGAGUGAGACCCUGUUGUUUGUUUGUUUGUUUGAGACGGGGUUUCUCUGUGUAGCCCUGGCUAUCCUAGAACUCACUCUGGAGACCAGGCUGGCCUUGAACUCAGAGAUCUGCCUG

>mmu-mir-3088

GCGGCGAAGGCCCAUGCUGGCAGGGACACAUGCUGAUAGUAGCUGCGGUGGCUGCGGGAAGCCAGGACCUCAGUGCCUGCUAUGCAGUUGUUCAUGAGCUCUGGCUCCGAAGGUUCAUGAGCAGCUGCAAAGGUGUUGCUGCUGUCAAGAACACUUCUUUGGCUUCAAAGAUUCCAGCACUUGUUAGACCUUCUAAAACA

>mmu-mir-3967

CAAUGACAGUGAUACCUGGUUGACACCAUAGUAGAAAGGGUCACUGGCUGCACCUGACUCAGGCAGCAAGAAUUCUAUUGAGCUUGUCUGACUGAUGUUGGAGCACAAAUUAAGUACUAGUGCUUUGUAAACAAUUUUGCUGUUUUAAAAACACUCCUCCAGCCUUUGAGACCAUGGCUCCCUGCGCUUGUUAAAGUACC

>mmu-mir-137

GCAGCGGCAGCGGCAGCAGUGACAGCGGUAGCAGAGGCAGAGGCAGCGGCAGCUUGGCCCUCUGACUCUCUUCGGUGACGGGUAUUCUUGGGUGGAUAAUACGGAUUACGUUGUUAUUGCUUAAGAAUACGCGUAGUCGAGGAGAGUACCAGCGGCAGGCGGGCAGCGGCCGCCCCUCCCAGCCCACCAGCUGGCCACUA

>mmu-mir-367

AAAUAAGUGCUUCCAUGUUUGAGUGUGGUGGCUCCUACUUAAUCUUCAUUGUGCUGCAUAUAGAUAGACCAAGGCCGUCACUGUUGCUAACAUGCAACUCUGUUGAAUAGAAAUUGGAAUUGCACUUUAGCAAUGGUGAUGGACCUGUGUCAGUGGCCACUUACUUGGACAGCACUCUCAAUGGUAUAACCUCCUCGCCC

>mmu-mir-3093

CUGGGGUUCCCGUCCGGGGCUUCGCGGCCGCUCCCCUGCAGUCGGUAGCUCGGAGCAGCUCUGCGAGCUCGGCUCUGCCGCACCCCGCGGAGCUCACACUCGACCUUCCAGAGAAGGGUGUGGACACCGUGGGAGGUUGGGGAGGCCUCGGCCUAGGCUUCUGCGGUCUUCCCGGAUGGCACGAAGGCCCUGGAGCCUUU

>mmu-mir-872

AUUGUUGCCACUUCUCUGCUCUGUGAUCAUCCUAAUUUCUGCGACAACACAGGGGGUUGUGUAGAUGGUAACUUGUUAGAAGGUUACUUGUUAGUUCAGGACCUCAUUACUUUCUGCCUGAACUAUUGCAGUAGCCUCCUAACUGGUUAUCCCACCUCCAUUCUUGCCCCUUCUAAGUUUUUUUCUGGUAUAAUGCUGUA

>mmu-mir-3471-2

UACUGGCUAGUUUUGUGUCAACUUGACACAGCUGGAGUUAUCACAGAGAAAGGAGCUGCAAUUGAAGAAAUGCCUCCAUGAGAUCCAACUGUAAGGCAUUUUCCCAAUUAGUGAUAAAGGGGAAAAGGCCCCUUGUGGGUGGGACAAUCUCUGGGCUGGUAGUCUUGGGUUCUAUAAGAGAGCAGGCUGAGCAAGCCAGG

>mmu-mir-3097

AAGCCAGACUAUAGACAGGGCCUGUGACUCAGCUCUCCAGCCCCGAAGCAGAGUCAGCCUUAGGAAUGUUUGAGUGACACAGGUGGGAAGUGUGUGUCCAGUGGGUGUGUCUACAGAUCUGCUCAGACCUUUCUACCUGUCAGCUCUCUUACAGGGCCCGGGAGAUUUUCAGUAAAUUCCUGUGCAGCAAAGCCACCACU

>mmu-mir-5619

UUCUGCUGGUGUGGGUUAACACCCUUUAUACACCUUCUUCAGUGGGGCUUGCUGAGGGGAGAACUUCCUGCUCUCUGGAAGUCACUAAUGGCAUUUUUGUUGGUUGUUACCAGAACAACGAAAAGCUCAUUGGUGAUUUCUAGCACGACAGGGAAAGGAACACUUAAAGAAGUAUAUCCAGAACUGAAACUGCUUAUUCC

>mmu-mir-7a-2

AGUCAGGGGAGCAGGCACUGAAGCUGGCCUUCCCUACAGGAGUGUCCGGCUGAUGGCAGGUGGUGCGCCAAGGCCCGGGGAAGGUGGCUAGCGUGACCACGGUCGGGCCAGCCCCGUUUGGAAGACUAGUGAUUUUGUUGUUGUGUCUCUGUAUCCAACAACAAGUCCCAGUCUGCCACAUGGUGCUGGUCAUUUCAGCA

>mmu-mir-9-3

GCGUGCGCCCGGGGCUGCGGGAGCGGAGUCCGCUCAGGCCCCCGCGCCGGGUCGGCGGCGGCACGUGGGGCCCACAGCGCGGCAGCGGUGCCGGCGAAUGGGAGGCCCGUUUCUCUCUUUGGUUAUCUAGCUGUAUGAGUGCCACAGAGCCGUCAUAAAGCUAGAUAACCGAAAGUAGAAAUGACUCUCACAACUUCUGC

>mmu-mir-139

AAGCCAACAGUUGUCCCAAGGGUCCCCCUCAGGGAGUGGAGGUUCCCCUGGGAGGCGCCAGGACAGGCGCAGGUGUAUUCUACAGUGCACGUGUCUCCAGUGUGGCUCGGAGGCUGGAGACGCGGCCCUGUUGGAGUAACAACUGAAGCCAGAGUCUUCGAAGGGUGGUGGGCUAAGGGGGAAGAGGGCAUGGUGGGCAA

>mmu-mir-294

CCUUUUGGCAUUGAAUAAUCCUUAAUCUUCAGUUCAGUUGUAGGCAUGUUUGGAUCUAGCGAAAUUCCAUAUAGCCAUACUCAAAAUGGAGGCCCUAUCUAAGCUUUUAAGUGGAAAGUGCUUCCCUUUUGUGUGUUGCCAUGUGGAGAAAGCAUCGGAACUUCAAUCAACCAGAGACUCCUUGCUUGCUCAUCUUGGUG

>mmu-mir-3099

UCGAUUCAGUGGCAAUCUCCACAGAACUCUUCCUCCUUCCAAGGGAAACCUCAAGCCUGCUGAACGAUCGAUCCCCAUCCCAGCUUCCUUCCAGCCCUUGAUGUUUUAGUACGCACAUAGGCUAGAGAGAGGUUGGGGAUGGGGAAAGAUGAGAGCAUCGAAUGCAGGAUUGAGUGACCACGUGGAGGGAGACUACCCAA

>mmu-mir-23a

UCACUGUCUCUUCUUUCUCUCUUUAGGUGCUACACUCCGCUCCCACCUGCUGCCCCCCUCACUGUGCCUCGGACGGCUGGGGUUCCUGGGGAUGGGAUUUGAUGCCAGUCACAAAUCACAUUGCCAGGGAUUUCCAACUGACCCUGUGCUCUGCCUUGGGGGCUCCUGUCGCCAAGGAUGUCUGUCUUGGGUACUGGGUA

>mmu-mir-1186b

UUGGCUGCUCUGGAACUUGUUCUGUGGACAAGGCUGGCUCCAAACUCAGACAUUCUCCUGCCUCUGCCUCCCAAGUGCUGGGAUUAAAGGCAUGCACCACUUUUUGUUGUAAGGAGCUGUGGUGCCUGACUGUGAUCCCAAAACUUGGAGGGGAUACAGGAGAAUCAAAAGUUCAAGGUUAUCUUGGGAUAUGGAGAGAG

>mmu-mir-1967

GAAGUAAGAGCAUUUUUAUUGAAAUUAAUGCCUGAAUUCUGUUUCUUUCUCUCUUUGCUCCUUUUGUCUGACAUUCAUGAGGAUCCUGGGGAGAAGAUGCAGAAUUCCCUGGAAAUUGACUUACAGAUCGUUGUGGGUGCUAGGAACUGGACUCGGGCUCUCUACAGGAGUCACAAGUGUUCUUUACUGCUGAGCCGUUU

>mmu-mir-3108

GCUUUGGCUGAGGGACAGAAAACGCUGCCAAAGGUUCCCAGAUCCGUGAUCCCGGCUGGACGUGAGACACAACCAGGGUCUCUAAAGCUAGACGUUCCGGAGAAUUUUUUUAUUUCGGCGUCUAGGUCUAGAGUCUCAAGGAAGUGGCCAGUAUUGGAUUUCAGUCCAUCUGAAAGUAAAUUCCGCCUUGAUAAAUGGAA

>mmu-mir-100

UGGACUAAUGGCUUUAACAUUCUAUCUUCAGACAAGUCAACCCACACACAAGAGAAGACACUGAAGCCUGUUGCCACAAACCCGUAGAUCCGAACUUGUGCUGAUUCUGCACACAAGCUUGUGUCUAUAGGUAUGUGUCUGUUAGGCGAUCCCACAGUCCAGGGGCUUUGCCUGUUUGUCUCUAGUACACCUUCUCCUGC

>mmu-mir-191

GGAUGGGCGGGUUCCGGUUUGGCCUCAGGGCGAGUGACCUGGGAGCAAGAGCCCUCCUCCAAUGGCUGGACAGCGGGCAACGGAAUCCCAAAAGCAGCUGUUGUCUCCAGAGCAUUCCAGCUGCACUUGGAUUUCGUUCCCUGCUCUCCUGCCUGAGCAGCGCCCUGGCCCAGAUAAUGUGGUCUCUAUUCUCAGAAACA

>mmu-mir-1899

GCUUAGAGUCUAAGUUGAUGUCUAAUUAUCAGCUUCCCACUUAGCAGACUGGAAACUUGUCAGGGAUAAAUCUUAGUCAGCGAUGGCCGAAUCUGCUUCCUCCUGGUUAGAAUGAAUGUGCUAAGUGGAUUUCAGAUUCUGCUCAUUCCGUUGAUUACACAUAAUUCAAAGAAUGGUGUUUAUGCACCAUCCCACUCUGA

>mmu-mir-546

CCACCAGAGUCCUCUUACCACCUGCAGUCUGCCACAAAGAUGCCAUAUCAACUCCUCUCUUCCCAAAACUAAACAGGAUCUAUCAUGGUGGCACGGAGUCAGCUAGAUGUUGUCUCUUGCUAUCCCUGUGCUAGUUCCAUGUUUUAGAAGCAAAGUGAUACUGGGGAGGAGAGGAGGGCAAGUGAGAGGAGCCAGUGCCU

>mmu-mir-677

GUACGUUGGUUUUUGGUCCGUGUUUUCCAAAUACAGUAAAGCAUGGAGACCCUUUUUUCUUUUGAGAGUGCUUGAGCCUUCAGUGAUGAUUAGCUUCUGACUUUCGUUCUUCUGAAUUUGCUGAAGCCAGAUGCCGUUCCUGAGAAGGGGAAAAUGGACAGAACUGAACAUUUUUGAAGGCUGUUUAAUUUGGGAAUGCA

>mmu-mir-1929

UGUUGAUGGCCGACGUCUGAAGGAGAGUUUGCUGUUGUGGUGUGAAAGAGUGGGAUCCUGAUUAGAACUGGGAGGUCUUCUAGGACUUUAUAGAGCAGAGGUUUGCAGCCUGUGACACUCAGCUCAUGGAGACCUAGGUGGCCUUGGGUUCUGAGCACCAGACAGGACUUGGAAUAUGUCUCAGUCAUCCGUCAGCCUUC

>mmu-mir-1982

AGUUCGCAGAGGAGCAACUCCAGGCUGACCACGUUUUCAUCUGCUUCCCCAAGAACCGUGAGGACAGAGGUUGGUAUUGCUUGGGAGGGUCCUGGGGAGGGGAGUUCUGGCACCCCAACCUCUCACCCUAUGUUCUCCCACAGCCGCCCUACUCCGAACCUUCAGCUUUCUUGGCUUUGAGAUUGUGAGACCCGGGCAUC

>mmu-mir-10a

ACCCAAAAGAAGAACGCACGGAAAGUAAGAGAACUGGAAAUUUCCUGGGCCAAGAAGACCUGUCUGUCUUCUGUAUAUACCCUGUAGAUCCGAAUUUGUGUAAGGAAUUUUGUGGUCACAAAUUCGUAUCUAGGGGAAUAUGUAGUUGACAUAAACACUCCGCUCAUAUUCUUUCCCAGAAGAAAAAUAGAUUAUUUUCU

>mmu-mir-144

GUCCCUGACUGACCCUGAGCCAAUCCCCUGGCUCACUCCAGGCCUGCUGCUCACCUCCUCCUCCAGGACCUUGGCUGGGAUAUCAUCAUAUACUGUAAGUUUGUGAUGAGACACUACAGUAUAGAUGAUGUACUAGUCUGGGUACCCCACCUCCAGAGCCUGCCUGGUUUGCAGCAGAGAUGCAGAAGUACACGGGCUCA

>mmu-mir-152

AGAAUGAUGGCCGCGCGCAUCUGGAACUGGGGGUCAGCUGGACAUAAGGAGGCUCGUCGCCGCUGUUCCCCGGGCCUAGGUUCUGUGAUACACUCCGACUCGGGCUCUGGAGCAGUCAGUGCAUGACAGAACUUGGGCCCGGUAGGACCUUCUGCACCCAGCGGACUCAGCGCCCACUCCUCGGACCUGCAGUGAAACAU

>mmu-mir-196a-1

GAAAAAGUGGAAGAAAACAAGUUAAGCAGAGGAAGUAAAUUGCGUGGCCAUUUUAGCUCACGGGGGGGUGCCCCAGUGAGCCCUCACCCGCCAGGCAGCUUGAGCCGGGACUGUUGAGUGAAGUAGGUAGUUUCAUGUUGUUGGGCCUGGCUUUCUGAACACAACGACAUCAAACCACCUGAUUCAUGGCAGUUACUGCU

>mmu-mir-216a

GUUCUACCUAGAGCCUCCAAGCACCUCUGAUCACAAGAAUUUUCUUGCAGGUCCAACCUGGAUGGCUAUGAGUUGGUUUAAUCUCAGCUGGCAACUGUGAGAUGUCCCUAUCAUUCCUCACAGUGGUCUCUGGGAUUAUGCUAAACAGAGCAAUUUCCUUGACCUUGUGGACCCAAAGAUGAUCAUGACAACCUGAAUCA

>mmu-mir-218-2

AUCACGCUCAGUGGGGGCCUGCUCUGGCUUCAGCUUCUCCACGCUGCUUCCUCUGAGCGCUCCUGUCCUCUCUCUGACGCUGCUUCCUGACCUUGACUCUGACCAGUUGCCGCGGGGCUUUCCUUUGUGCUUGAUCUAACCAUGUGGUGGAACGAUGGAAACGGAACAUGGUUCUGUCAAGCACCGCGGAAAGCAUCGCU

>mmu-mir-324

AAAGUCGUGUUUGGUGCAUCUGGGCAGCAUUUAGCAGAGCAGCACCACCCUCCAGAAGAGAACUGACUAUGCCUCCUCGCAUCCCCUAGGGCAUUGGUGUAAAGCUGGAGACCCACUGCCCCAGGUGCUGCUGGGGGUUGUAGUCUGACCCAACUGUGAAGAAAGCCAUAGGGCUCCAGGGAAGGGGCCCAGGAGGCCCU

>mmu-mir-365-2

AUGUUCUACCUCGCCUCACGCAGGCUGGAUAACCGACCACCUUACUUGGAGAGUGAUCAAGGACAGCAAGAAAAAUGAGGGACUUUCAGGGGCAGCUGUGUUUCCUGACUCAGUCAUAAUGCCCCUAAAAAUCCUUAUUGUUCUUGCAGUGUGCAUCGGAGCCGCUGUGCCACCAAUCCCGCCCUUGCCCACCUGGUCCU

>mmu-mir-497

GUCUCACUCUAGGUGGGGGUCUUCACGGCACUGCCUGUGCUGUCUUCCUCUCGACCCACCCCAGUCCUGCCCCCGCCCCAGCAGCACACUGUGGUUUGUACGGCACUGUGGCCACGUCCAAACCACACUGUGGUGUUAGAGCGAGGGUAUGGGAGGCACCGAUGAGCCUGGCCCUGGGAGGCCACCCUGGAGAAGCAACA

>mmu-mir-5621

ACAGCCUGCCUUGCUCCCUGACCUUCCGACAAGAAGAAAGCAUCAGCAUCAUCCGGCUCAUUGAGCAGGUGGGGCUCAGGAGGUCCUGGGGCCGCCCUGAAGGCAGAACAUGAGAAUUCUGGGCCCUCCAGACCUCAUGCUUCCUGCCUGUGUGGCCUGCCUGGGAGGGACAAGUGAAUCUCCCCAAGGCACUUGAGGCU

>mmu-mir-136

GGGCCCCUGCCUGGGCCCCCGCCUGGGCUCCACUGCUGCCUGGUGUCUCUUCAACGGUGUUGGAUGAGCCCUCGGAGGACUCCAUUUGUUUUGAUGAUGGAUUCUUAAGCUCCAUCAUCGUCUCAAAUGAGUCUUCAGAGGGUUCUAUCAUGUCGUCGGUUGGAAAGGAGUGUGCUCUGAAGACUGGUAAGAUUGUGAUG

>mmu-mir-154

UCACUGUGCUUGGGGGACUUCCUGGAGGAAGCCAGCUUCAGAGAAGAGAUGCUGGUACCCACGUGCGGUGCUUGAAGAUAGGUUAUCCGUGUUGCCUUCGCUUUAUUCGUGACGAAUCAUACACGGUUGACCUAUUUUUCAGUACCAAAUCCCGCCUUGGAGGAAUUUCUGGGGUGGGACUGUGGUGUUAGCGUCUUUCC

>mmu-mir-376b

UCUUGUAAUCUGUUUCAGAUGAGCCAAGCAGCAAGCCUGGUCCUUCCCGGAACUCAGUCCUUCUUUGGUAUUUAAAAGGUGGAUAUUCCUUCUAUGGUUACGUGCUUCCUGGAUAAUCAUAGAGGAACAUCCACUUUUUCAGUAUCAAAUGUCGCUCUGGAACUAUUUCUGGAAGAUUCUGUAGGGUCUGGGGCUGGGGG

>mmu-mir-380

CUAGGGUUUCCUGGAAGUGAUAAUCAUGAGGAAAGAAGCCAGCUCCUGCACCACCCUCUCUCCAUGGUACCUGAAAAGAUGGUUGACCAUAGAACAUGCGCUACUUCUGUGUCGUAUGUAGUAUGGUCCACAUCUUCUCGUUAUCAAAGUCAUUCGUGAGGGUUUUCCAGAGACCGAGCCAACUUCAUGGGAGAUAUCCU

>mmu-mir-381

GGCUAAGUCCCAGGAGACGAGGCUGACCCCGUGAAUGCUAGAGCGGAACCUGCCCCAUGCUAUUGUUUGGUACUUAAAGCGAGGUUGCCCUUUGUAUAUUCGGUUUAUUGACAUGGAAUAUACAAGGGCAAGCUCUCUGUGAGUAUCAAACCUUAUCUUGGAUCCCGUCCACACUCAGCGAGGGAUGUGGUAUGUGUGUG

>mmu-mir-485

GAAGCAGCCACCUUUUCGAGAGAGUCGAUGUGUUCUUCACCAGUGUUCUUCGCCAGUGAUCAUGUGUGAUACUUGGAGAGAGGCUGGCCGUGAUGAAUUCGAUUCAUCUAAACGAGUCAUACACGGCUCUCCUCUCUUCUAGUGUCAAACUCUGCCUCAGAGGUCUUCUCAAGCCACUACUGUUCCCAAGGUGGGUUUCU

>mmu-mir-493

CAGCAUCUCACCUCUGGCCAGUCCAUCACCUUCCUCACCUCCAUCAUCCUCGCUUCUGGGCUCACUCUGGCCGCCAGGGCCUUGUACAUGGUAGGCUUUCAUUCAUUUUUUGCACAUUCGGUGAAGGUCCUACUGUGUGCCAGGCCCUGUGCCAGGCAUCGUGUAGAUGGACGUUGCCCUUGAGAGCCCACACCUCGGGG

>mmu-mir-494

CACUUCUGACAAGGCACCUGGCACUUUCCAGCUGCCUUUGUUUGCUUUCUGACCAGUGCUAAUUGAUACUUGAAGGAGAGGUUGUCCGUGUUGUCUUCUCUUUAUUUAUGAUGAAACAUACACGGGAAACCUCUUUUUUAGUAUCAAAUCCCACCCUGGGGGCACUCCCUGUCCCUGAUGACGCCUUCAGGGAAGGGACC

>mmu-mir-1188

GUCUCAUGAUCUCCAUUGGAUUGGUGAAGACACCAUGGCACAGAAAAGCAAAGAAGUCCAAUACUCACAGUCUCCCAGCUGGUGUGAGGUUGGGCCAGGAUGAAACCCAAGGCUCUCCGAGGCUCCCCACCACACCCUGCUGCUGAAGACUGCCUAGCAAGGCUGUGCCGAGUGGUGUGGGUGGGCAAAGGAUGGAUUGA

>mmu-mir-5099

AUGUGGCACUUUAUGUGACUUUUGAAUAAAUGUUUAGAAUUCAGUUAGAAAUUACAUUGAUUUAAGAAGUGGUAAUGGGCUUAGAUCGAUGUGGUGCUCCUGAGUUCUCUUCAGGCCAGGGCCUAAGCUGCGCCAGGCGAGGGACAGACAUUCAUGGCGAAUGGAGGCCGCUCUUCUCGUUCUGCCCUCGGGCCCCUCGU

>mmu-mir-23b

GAGGCGGUUUGGAGGACACUCAGCACAUGUGGAUGGGAGUGGUUGGGCAUGGUGCUGCCCUCACCUGCUCUGGCUGCUUGGGUUCCUGGCAUGCUGAUUUGUGACUUGAGAUUAAAAUCACAUUGCCAGGGAUUACCACGCAACCAUGACCUUGGCUGCUCCUGCAGAACCGUGGCUACUUUCUCUCUGCAGUUUGGAGA

>mmu-mir-449b

CUGCAGCAGUGUCUUUCUGUUAGAAACUUAGCCUCAGCCACUCCACAGACUGUGAAAAUCCGAACUUGCCAGACUCGGGUAGGCAGUGUUGUUAGCUGGCUGCGUUGGGUCAGGCCAGCAGCCACAGCUACCCUGCCACUUCCUUCUGGCUGGGUUCUUCUUGUUAAUGAGGUGCGCUGUCUUGCCUGUGUGUGAUGGCU

>mmu-mir-466f-4

CUGUUCAUCCAUGUAUGUGUGUAUCUGUGUAUGUGAGUGUAUCUGUAUGUGAGUGUGUGCAUCUGCAUCUGUGUGUCUACGUGUGUGUGCAUGUGCAUGUGUGUGUAUCUGUAUGUGAGUGUGUGCAUGCAUGUGUGUGCAUCUAUAUCUGUGUGUCUACUUGUGUGUGAAUGUGCAUAUGUGUAUGUAUGUGAGUGUGU

>mmu-mir-466i

CUGAAAAUUCCUACAUCAAUCCACCACAACAGAGAUCAUGUCAGUGAACUGCCACAUUUUUGAUAUAUAUUAUGUAUGUAUGUGUGUGUGUGUGUGUGUGUGUAUAUAUAUACACACACACAUACACACUACAUGUAUGCAACAUAUAUACUACAUAUAUAUAUUUAGUGCCAAAGAGAGAUAUCAUAUAUGUAUGUAUA

>mmu-mir-582

CUUGCACACACUGAAGAGGACAGACUGAGCCGGGCUGAACACCGCUGGCCAAUCUCCCUCGUAAUCUGUACUCUUUGGAUACAGUUGUUCAACCAGUUACUAAUCUAACUAAUUGUAACCUGUUGAACAACUGAACCCAAAGGGUGCAAAGUUGGAAGCAUUUCAUUGAGAAGUCAGCUGAGGACAAAGGAAGCUCCGCC

>mmu-mir-17

AAUUAUUUAUUUCAAAUUUAGCAGGAAUAAAGUGAACCUCACCUUGGGACUGAAGCUGUGACCAGUCAGAAUAAUGUCAAAGUGCUUACAGUGCAGGUAGUGAUGUGUGCAUCUACUGCAGUGAGGGCACUUGUAGCAUUAUGCUGACAGCUGCCUCGGUGGGAGCCACAGUGGGCGCUGCCUCGGGCGGCACUGGCUGC

>mmu-mir-3078

UCUUAGUUCCGGAUUUCAAUUUAUUACCCUUAAACAAAUAAUAAUAACCAAGUACCCAUGCGACUGGCAGACUGCCCCAAAGCCUAGACUGCAGCUACCUUGUAUUGUGCUUGGGGUUGCUGGGGUAGUCUUUAGGGGAAGCUGUUUGUCACCCGUUGGUGGAGAGCUGUGGGCAUUUGACAAGCUUAAACAGAUCUCUG

>mmu-mir-196a-2

UAGGGCUGAAGGGGGACCGGGCUGAAUUUCUUCCUUCCCCAAGCCCCUUCCCUUCUUCUUUGGAUAGAUGCAAAGCCCUAAACUCCGGCCCUGCUUGCUCAGCUGAUCUGUGGCUUAGGUAGUUUCAUGUUGUUGGGAUUGAGUUUUGAACUCGGCAACAAGAAACUGCCUGAGUUACAUCAGUCGGUUUUCGUCGAGGG

>mmu-mir-615

UCCCUCCCUCCCCUGCGGAGCCGGCUCGGCCAGUGCUCGCGGCUCCGGAGGAUUCCAGCGACUCGGGAGGGGCGGGAGGGGGGUCCCCGGUGCUCGGAUCUCGAGGGUGCUUAUUGUUCGGUCCGAGCCUGGGUCUCCCUCUUCCCCCCAUCCCCCCUCAGCCCCUCCGGCCGCAGAGUGAAGGCGGCGGUGGAAAGUUU

>mmu-mir-155

GGAAGGGGAAGUGUGUGGUUUAAGUUGCAUAUCCCUUAUCCUCUGGCUGCUGGAGGCUUGCUGAAGGCUGUAUGCUGUUAAUGCUAAUUGUGAUAGGGGUUUUGGCCUCUGACUGACUCCUACCUGUUAGCAUUAACAGGACACAAGGCCUGUUACUAGCACUCACAUGGAACAAAUGGCCACCGUGGGAGGAUGACAAG

>mmu-mir-125a

UGUCUCGCUUCCCCGUUCCCACCUCUGGGGAAAAGGGUUUUUCUGGUCCACCAUAGCUACACUGCCGGCCUCUGGGUCCCUGAGACCCUUUAACCUGUGAGGACGUCCAGGGUCACAGGUGAGGUUCUUGGGAGCCUGGCGCCUGGCCCAGCCACAAAUUUAGGGAUUUCAGGUGACCCCUGGCAACCUUCCUCUAGCUG

>mmu-mir-1948

CAGGAUUCCGAGGAUCUGACAUCUUUUCAGCCUGUGGGGCCACUGCACAGACACAUUUAGGCAGAAUUCUCACCUUACUAUAUGAGUAUUCUGCCUAAAUGUGGUGUACGGAUACAUUUAGGCAGAGCACUCGUACAGUAAGGUGAGAAUCAGGAAAUCUGUAAUAAAAACAGGGGGUUCUGAUCUUACUCAGAGCACUG

>mmu-mir-5097

UCAAUCCAUGGGAAGCAGGGGUUCGGACAGAUGGGCAUGGAGUCGGUGGGAAUUAACAGACAUCUGAGGGUCCAGGGUUCAUGUCCCUGUUCAGGCGCCAUUCUGCCACGGAUCAGGCCUAAUCGGUCCCCCUCAGUCUGUGGGAAUCAGGGGUUCUGGCAGAUGGGCAUAGAGUCGGCAGGAAUGGGGAGUUGUAAAUA

>mmu-mir-5107

CUAGAAUGGGAUGGUGGCUGGGAGCACAGUACUACCUGAGCUUAGCAGGGGGACAGACUGAUCUGCAGUUCCAAGAUGUUGGGCAGAGGAGGCAGGGACAACAAACUGGUGGCCCAGCUGUAUCAACCUGUGCUUCUCUUCCCAGUCACCCUGUGAAGACAGAGGCCAGCUCUGCACAGCAGCAGCGCCCCCUGCUCUCC

>mmu-mir-146b

AAUGUAAGAACAGCCCACAGAAGAGAGCUCUGCAGGGCAGGCAGCAUCCAGACUGAGAGAACUUUGGCCACCUGGCUCUGAGAACUGAAUUCCAUAGGCUGUGAGCUCUAGCAGACGCCCUAGGGACUCAGUUCUGGUGCCCGGCUGUGCUAUACCAUCAACACCAAGGCUAUAGGAAACCAGAUAGCUCCCAAUCACAG

>mmu-mir-192

CUACACAGCAGUCUUCAGGCAUGGGAAGGCAACGAAUGGUGGGUUGUCAGCAGGCUGCCAAGAUGGCGUGCACAGGGCUCUGACCUAUGAAUUGACAGCCAGUACUCUUUUCUCUCCUCUGGCUGCCAAUUCCAUAGGUCACAGGUAUGUUCACCUCAAUGCCAGCCAUAACGACUCGAAGGAGCAGGGUGGGAGUCAGG

>mmu-mir-194-2

UGGACUUGGAGCCGAGAGGCCUGCGGGCAUGAGUGGGCAGCUGUGGGGCUCUUCCCAGGAUCCUGCAGAGAGGAGGUCCCUGCACCUGUGCUGACCCCCCGUGGCUCCCACCCUCUGUAACAGCAACUCCAUGUGGAAGUGCCCACUGGUUCCAGUGGGGCUGCUGUUAUCUGGGGUGGCGGCUAGUACCAGCAGAGGAA

>mmu-mir-3970

GAGAGAAUAAGUGAUAUCUAAAAACAACUGUCAAAUAUAAGGUCAUGAGAACUUACCCCUGUGCAAUUUUCUAGGAAUUUGAGGUUGUAGUUUGUGCUUUCUAUCUUGUAGAGAUUUCAAUACUCAGUAUGAAGCAGAAACCAGCAUCACCCUUUUGUUUAUGGAGGUGCAGUUGUUUCAGUGCCCAUGCUGGUAAGACU

>mmu-let-7f-2

AUGUCUCAGGUAACCCUCCCUCCCUUCCACUCUUGCUAAUUAAUCAGUGGAUUCUUUCUAAAUAGCUGGCCACAUGGGCUGAAGACAGACACUGGUGCUCUGUGGGAUGAGGUAGUAGAUUGUAUAGUUUUAGGGUCAUACCCCAUCUUGGAGAUAACUAUACAGUCUACUGUCUUUCCCACGGUGGUACACUUCCCAUC

>mmu-mir-223

UUCCAGUUGCACAUCUUCCAGCAUGUUCUUGCUGCCCAGUGGAGGUUCCUGAUCUGGCCAUCUGCAGUGUCACGCUCCGUGUAUUUGACAAGCUGAGUUGGACACUCUGUGUGGUAGAGUGUCAGUUUGUCAAAUACCCCAAGUGUGGCUCAUGCCUAUCAGCUCCAGGUCCAGGACAGAGCACAUAGCCUGCUGCCUAC

>mmu-mir-764

GAACUCAUUUGUUAUGUACCUUGUGGUAUUGUUGGAAGGUUAUCGUGUCAUAGUAUCAACACAAUCUGAAUCUUGGAGGCAGGUGCUCACAUGUCCUCCUCCAUGCUUAUAAAUACAUGGAGGAGGCCAUAGUGGCAACUGUCACCAUGAUUGAUUUCGUUGGGAUAGAAGAUUGACAAGCCGGUUGUAAUAUUUCUUAU

>mmu-mir-1198

CUGUUCAGGGAUUAAUGAUAGCAAUGAUGGUGGAUUCUUUUUUUUCUUUUGUUUAUUUUGUUUGUGACAGUUGUCUGUUAUGUGUUCCUGGCUGGCUUGGUACUCAUGUGUAGCCCAAGCUAGCCUCUAACUCAUGGCAGUCAUCCUGUCUCAGUCUCCUAAGAGCUGCUACUAUAGGUUUGAGCCUCCACAUCUGUUCU

>mmu-mir-1298

UUACUUCUUUCCCUCUUUAUCCAGGAGUAUCAAAAGCUGGCAAACUGAAGAAGUGUUGGAGAGAUGAGGGGUUAAGAGUUCAUUCGGCUGUCCAGAUGUACCCAAGUACCCUGUUAUUUGGCAAUACAUACAUCUGGGCAACUGAUUGAACUUUUCGCUUCUCUUGACUCAACUGGAGCAUCUGCAACAUUCAAGGCCUG

>mmu-mir-3110

CAGCAAUCAUCCCAGACUCCCCUGUUUAACACCUGGGAAAGCACAGCCUGAGGACCCCAUUAUGGACUGUGGGGCUGUGUUCUGCCUCCCCUGAAGGCUCUGUUGUCACUCUGGGCACUCCAUCGGAGGCAGACACUCAACCCCACACUUUGCCAUCUUCCAUGUCCUAGAGCACUGUCUUCCAUUUGUGUGGAGAGCCA

>mmu-mir-1231

UAUCCGGUUGGAGGCCCUCAACUCUGCCCACCAGCUGGACCAGCUUCGGGAGACCAUGCACAAUAUGCAGGUCAGUGUCUGGGCAGAGCUGCAGGAGAGAAGGGCAGGGCCGGACAUCUCUGCCACCCUGCCACCUGCCCUGUCUGUUCUGCCCACAGUUGGAGGUGGACCUGCUGAAAGCAGAGAAUGACCGGCUGAAG

>mmu-mir-130a

GUGACGUGAGCUGAGUGUGGCCAGGGACUGGGAGAAAGGGUGAGGAGGCGGGCCGGCAUGCCUUUGCUGCUGGCCGGAGCUCUUUUCACAUUGUGCUACUGUCUAACGUGUACCGAGCAGUGCAAUGUUAAAAGGGCAUCGGCCUUGUAGUACUACCCAGUGCCGGCAGCCUCCUCAGCAUCACUGCAUUUUCUCCCACC

>mmu-mir-298

CAGCUAUUUGAGGUAGGCUGGGACGUUCCUGCCGUGCUUGAAAGAGACACCAAGAGGCAUAAGAGGCCCAGGCCUUUGGCAGAGGAGGGCUGUUCUUCCCUUGAGUUUUAUGACUGGGAGGAACUAGCCUUCUCUCAGCUUAGGAGUGGGCCAACAGCUUCCUUCCGAUCUCCAGGAGAAUGUUGCUGGUUGACACACGG

>mmu-mir-670

GAAGGAAGCUACCCCCUUCCUCUUCUGCCAAGUCCGGAGAUUCUGGAAUGCUACACGUGGUUUGGAGGUGGGCCUGACAUCCCUGAGUGUAUGUGGUGAACCUGAACUUGCCCUGGGUUUCCUCAUAUCCAUUCAGGAGUGUCAGCUGCCUCUUCGCUCAACGCUCGCUGGAGAGAGUGACCUCAAACAAAGAUCCACUC

>mmu-mir-5128

UUUGGUCCUCAUAGUUACAGUAAACAUUCUUAAUUACUGAGGUCUUUCUAGCUCCUGUUUUACUAAUUUAAAAAGUGCAAUUGGGGCUGGCGAGAUGGCUUAGUGGUUAAGAGCACCCGACUGCUCUUCUGAAGGUCCAGAGUUCAAAUCCCAGCAACCACAUGGUGGCUCACAACCAUCCGUAAUGAGAUCUGACUCCC

>mmu-mir-760

GGCUCGGCCGCUCCUCGGCGGCGGCGGCAUAGUGGAUAAAGCUCCCGGGAGGAUGCCUCGGUGCGGGGCGCGUCGCCCCCCUCAGGCCACCAGAGCCCGGAUACCUCAGAAAUUCGGCUCUGGGUCUGUGGGGAGCGAAAUGCAACCCAAACCCCGUUUCCCCGAAGCCCCGCGCAGAUAAACACGCACAAGCACGCACA

>mmu-mir-1895

AGUUGAUGAGCCUCUUGCAGGGCACGCAGACCCCACACCUUUUCCUCUUCUUCUUGGCCGGGUUGGCUCCGCCAGCUCCCCCCGAGGAGGACGAGGAGGAGGAGGAAUGAUUCUGCGGGCAGUCUGCCAGAUUGGCAAUUUGAAACGCACUGUCUGUGACGGCUGCUGAGGCUGCUGCGGGGGAGUGAAGGGCUGUCAUG

>mmu-mir-3092

CAGGAAACUGUCCCCAGACGCCUUGGCUGCCCUGAUAGCCCUGCAAAGGCCUGGCAAAACUGUAAGAGGCUGGACCUGAGGGGAAAAUGCCUUUCUCCCAGUUUCCUGAUCUUUGUGUCUGGGAAUGGGGCUGUUUCCCCUCCUGUCCUGCAAUCUUAUUCCAGCCCAAGGCUGAGAGGACAGGGGAGAGUGAGGAGUCC

>mmu-mir-200a

AUCAGGUUUCCACUGGGCCUCCCUGAGGGUGGAAACCACCUGUGUCUUCCUGCCAGAGCAUACCUGGGCCUCUGUGGGCAUCUUACCGGACAGUGCUGGAUUUCUUGGCUUGACUCUAACACUGUCUGGUAACGAUGUUCAAAGGUGACCCACCAUUCGCCGAAGACAGGCUGAUGAUACACACUUGUCCUCCUGGACUC

>mmu-mir-1958

GUAAUGGUCUUAGUGAUGAGCCUAGAAGAGAACUUACUGCUUCCACUUUCCUAUAGUUUAAUUUCUAACUGCAUUCUAUAGGAAAGUGGAAGCAGUAAGUUCUCUUCUAGGUUCCGUGACCUCACCAGCUGUGGAUAGCUGGCUAGGUUGCAGUACAAAACAUAGAUUCCUUCCUAUUAUGCAGGUCGUAAGUCUAGUUA

>mmu-mir-106b

UGGAAAGCUGACCCCUGCCUGCCACCUCACCUAAUGACCCUCAAGCCGCCUCCUUCCCUCCUACCAGCCCUGCUGGGACUAAAGUGCUGACAGUGCAGAUAGUGGUCCUCUCUGUGCUACCGCACUGUGGGUACUUGCUGCUCCAGCAGGGCACGUGCAACGCCCAUGGAGGGAAAGGCUGCUUGCUGCUUGAAUCCAUG

>mmu-mir-339

CUAGGUGGGUGUGACCCUUGCCUUGGCACCAAGGUGGUGAGAGCACAGCUGUGCAGAGCUGGACGGGGUGGCCACUAUCCCUGUCCUCCAGGAGCUCACGUAUGCCUGCCUGUGAGCGCCUCGGCGACAGAGCCGGUGUCCACCCCUGCACUGUCCACAGACCCUUGCCUGCAGACCAGGGUGCUCAGUCGCUGGCUGUU

>mmu-mir-703

UCCCUCAGAACUGUUUGUCUCAAUUGGCCAUUUAAGUUUAAUAAAAGUAAAAGACUGGUUAAUGAUAACAAUGCAUCAUAAAACCUUCAGAAGGAAAGAAUGUUGUGGACCAUUUUUUUUUGUGUGUGGCAGUUUUAAGUUAUUAGUUUUCAAAAUCAGUACUUUUUAAUGGAAACAACUUGACCAAAAAUCUGUCACAG

>mmu-mir-1187

AUAUAGUAUUAAACCGAACUGUUUUCCUUAUAGACACAAUUUAUUUUUACACACACACACACACACAUAUAUAUAUAUAUGUGUGUGUGUAUGUGUGUAAAUAACAAUGUUAAAAUAGUAAUGAGCCAUGCUUAAGAUCUGAGCAUAUGUAGCCUUCCACUGUGAUACUUUUCAUUUCCUGAUAUUUUCUGGUGAUCUCA

>mmu-mir-1961

AUGCUAGCCAUAUCUGAAGUUCAACACGCCCUCCCCUCUUCCUAUACGUCUAUGGAGGAUUUACCUCCAUAUACCUUGAGAGAUGAGGUAGUAGUUAGAACUUUCAUGGAGCAAAAAGCAUUUCUCAAUUAACAUUUGCAUGCAGGUGAGGUGGGGACGGCCAUAGCUGUGCACCUUAAAGAGUACUUGAGUUUUAAGAA

>mmu-mir-29a

UGAAGACCUACAUAUACGACAGAUUGAAGGCCUGGGCCUUCCCAGUGCACAUGACCUCUUGUGACCCCUUAGAGGAUGACUGAUUUCUUUUGGUGUUCAGAGUCAAUAGAAUUUUCUAGCACCAUCUGAAAUCGGUUAUAAUGAUUGGGGAAGAGCACCGUUCAGCUGACUACGUUAUUGCUGACGUUGGAGCCACAGGU

>mmu-mir-148a

GGGCGAGGCGGGAUGGCAGGGAGCACACCUGCAGGACGAAACUUCCAGAGGAAGACAGCCAGUUUGGUCUUUUGAGACAAAGUUCUGAGACACUCCGACUCUGAGUAUGAUAGAAGUCAGUGCACUACAGAACUUUGUCUCUAGAGGCUGUGGUCGCCGCCUCCCCGCAAGGGCCCUGGACGCCAAGCUGGUGGCCCUGU

>mmu-mir-200c

GAGAUCUGCCGCUUCUCUUGAGGGGCUUGGGCUUAGCCAGGGCUGAUCUUGAAGGUGGACUGGUUGGGUAGGGGCCCUCGUCUUACCCAGCAGUGUUUGGGUGCUGGUUGGGAGUCUCUAAUACUGCCGGGUAAUGAUGGAGGCCCCUGUCCCAGUGUCAUCGGCGUCCAUUGCGCGUCCAUCGCUUUAGGCACUUUUAU

>mmu-mir-3470a

UAGUUUGAGGGCAUUUAUUUGUUUAUGGUUUUAUUGAGACAGGGUUUCUUUGUGUAAUAGAGCCCUGGCUGUCCUGGACUCACUUUGUAGACCAGGCUGGCCUUAAAUUCACAGAGAUCAGCCUGCCUCUGCCUCCUGAGUGCUGGGAUUAAAGGCAUGGUAACCACACCCAGUAGCUCAGGGAUUAUUCUUCCAUUAGU

>mmu-mir-202

GGGGAUCAAUCCUUCUGGUGACUGCUGCUGCUUGCAAGUAUCAAAUGAUGGCCCGCACAUUCUCGCUGGCUGUUCCUUUUUCCUAUGCAUAUACUUCUUUGUGGAUCUGGUCUAAAGAGGUAUAGCGCAUGGGAAGAUGGAGCAGUGAGAUCUUCCCCACCCAAACAAAGUCAUUAGCAUCUGCUUCCUGACCAGGCGAC

>mmu-mir-344d-2

UCUAUUUGAAUACACAUUCUCAAUCAAUCAGAAGCAAGGAGAGCAAAUAAAUUUGUCUGCCAGGGAAGAUUUCAUUAGUCUGGUUGCUGGCUAUAUUCCAGGACUUAUCUGGUCCUGGAUAUAACCACUGCCAGACUGAAUGGUGCUAAAGAGAAGGGAGAGUGCUUGUGUCACUGUCAGCAGACAGCGCCAGUGAAAUC

>mmu-mir-344e

CUCUAUUUGAAUGCACAUUCUCCAUCAAUCAGAAGCCAGGAGACCAAAUAAAUUGGUCUGCAGGGAAGGAUUUGAUCAGUCAGGCUUCUGGCUAUAUUCCAGGACUUACCUGGUCCUGGAUAUAACCAAAGCCUGACUAUAUGGUGCUAAAGACAAGGAAGAGUGCUUCUGUAACUGACAAGAGAUGGAGCCAGUGGACA

>mmu-mir-675

GGGAUUUUACAGCAAGGAGGCUGCAGUGGGUCCAGCCUGCAGACACACCAUUCCCAUGAGGCACUGCGGCCCAGGGACUGGUGCGGAAAGGGCCCACAGUGGACUUGGUACACUGUAUGCCCUAACCGCUCAGUCCCUGGGUCUGGCAUGACAGACAGAACAUUUCCAGGGGAGUCAAGGGCACAGGAUGAAGCCAGACG

>mmu-mir-383

UUUUUUGUAACCUGUGUUGUUUGUUAUGCUUACAUAAUUUAUCAAGAGCCUCCAGAAACUCCACGUCACCUGCUCCUCAGAUCAGAAGGUGACUGUGGCUUUGGGUGGAUAUUAAUCAGCCACAGCACUGCCUGGUCAGAAAGAGCAAGUGUCCUAGCCUUUUACCUCAUGACACCUUGUGGGUCCAUCCAACGUAGGUA

>mmu-mir-3107

GCAAUAACCCAGUUAGUGCUGUGCAUGGGCAGAGGCUGUGAUGCUGGCUUGUUCCCCGUUGUCUCCCACCCUGACGCAUCCUGUACUGAGCUGCCCCGAGCUGAGCACAGUGAAGGACCUCGGGGCAGCUCAGUACAGGACCCCUCAGGGAGGGCGAGAUCAGAGCUGGCUGCUGAGGCUGGCUCUUGGGCACUGCAGCC

>mmu-mir-128-2

UCUGACUCCAUGUUUUACUGCCACGAAGGCCACAUGCCUGACACCCAGAGCCCCGGCAGCCACUGUGCAGUGGGAAGGGGGGCCGAUGCACUGUAAGAGAGUGAGUAGCAGGUCUCACAGUGAACCGGUCUCUUUCCCUACUGUGUCAAACUCCUAAGGAAUGCCGCUUCCAGAGAGCAGCAGGCGCCCAGCAGGGCUAA

>mmu-mir-331

GCCCACAUGGGUGAGAAGCCCAGAAGCCCAUGCAAGCUGAAAGCACUCCCAAGGAGUCUGGUUUUGUUUGGGUUUGUUCUAGGUAUGGUCCCAGGGAUCCCAGAUCAAACCAGGCCCCUGGGCCUAUCCUAGAACCAACCUAAACCCGUGCAUCAUUCCUGGAACACCCAGAGGAUGAAGACCGAAGAUAACUGAGGCUG

>mmu-mir-678

CCUUGGCUAGCUGCUGUAUACCUGUGGACUGUGACUUGCAGAGCUGUGCUCCAAUAUGAGAGAUGGCCAUGCACCCGUGUCUCGGUGCAAGGACUGGAGGUGGCAGUGUGCCCAGUGGACUCUGCAUGGGUAGCCGCGUGUAAUGUCUAUGGGUAAAUUAUAUGUGGGACUUAGUACAUGCUCAAUAAAUAUUUUUUAAC

>mmu-mir-763

CCUGGAACUGUGAGAAAUUUCUGUAAUGGUGCUUUAGCAAUAAUGAUGGAGGUGCAGGCGUUUCCUGGGGAUUAAUGACCAGCUGGGAAGAACCAGUGGCCCUCGGCUCUGCCUCCCAGCCAGCCAUUAACUCCAAGGAAAUGUCUUUUGCUGAGGUCGUUACUGCUAUUAUAAGCUUAAAAUGGAAAAACAUAACAGAC

>mmu-mir-3058

UAGGAAGAGCAUGUGUCUAGCUACCAUUUGUAUGAUUUGUCAGAGGGUGAUUUCGGGAUAAUUCUCCAGCGUUGGAGUCAGCCACGGCUUACCUGGAAGAUUGAAUGUCUACUUGGCUUUCUUCCUGUCAGCCGUGGGUGCCUCUUGCUACUGGAAGAGCUCUGUGAUGGUUCUGAUUCGUUGCUUCAGUAAUACCAUGU

>mmu-mir-3064

AAUGGAUAACCAUUUUAACUGUAUUUUUUUCAGCCCGUACCUUCUUGGGAAUACAAUUGUCUAACUUUUUAUUUUUGGUCUGGCUGUUGUGGUGUGCAAAACUCCGUACAUUGCUAUUUUGCCACACUGCAACACCUUACAGAUGUGGAAGAUGUGAAAUUUGUCAUCAAUUAUGACUACCCUAACUCCUCAGAGGAUUA

>mmu-mir-5110

GGUGGGGGUGAGGGGUGUCAGAGGAAACAGGGGUGACUGGCAAGGUGCCAACUGGUACAGGCUUAGUACAAAAGCGGAGGAGGUAGAGGGUGGUGGAAUUUGAUGUCAUCUCUGCCACUACUGGACAGGGCUACGUUGUUCUAGCCACUUGCCCUGAGUGGGCCUCAGUUUCCACAAAAUCAAAGUGUGAGGAGCUGGAU

>mmu-mir-299b

CAAAACAACGUUUCUUCUCUCACUUCAGGCUUGCUCGAGGAUGGUAUGGACUGGAUGGCUGGGCUGGAUACCAAGAAGCGGUUUACCGUCCCACAUACAUACUCAAAAUGUAUGUGGGACGGUAAACCAUUUCUUCAAGUACCGCGUGACAGCAAGGACAGCUGUAAGAAGGUUCAUGUCUGCCAGGUUGCCUCAGGACA

>mmu-mir-681

UGCUGUGAGUUCCAGGCCAGCCAGGGCUACACAGAGAAACCCUGUCUCCAAACAACAGCAACAACCUCAGAGCACAGUGCAGCCUCGCUGGCAGGCAGCUCCAGAGUGUGGCUGUCCUCAUCACUCUCCCUAAGCAGGUAGAUGGGUUUCAGUUCACUCGCAGUCCAGGGCCUCCAGCGGGACAGUUGUAGCUUUCAGUA

>mmu-mir-1938

GCGGCCACGGCAGGUGAGGGGUGUCCCCACGCCCGGGAGCCGGCUGGCCGGCCGAACGGGAGACCCCGGCCUGGGGCGCGGUGGGACUUGUAGUUCGGUCUUCGCUUCGGACGCCCAAGUCUGCAUAGCGCGUGGUACGGCUGAACUGCAGUUCCCAUCAUGCCCUGGGACUCGCGCUUCUUGAGCUGGCACGCGGGAGC

>mmu-mir-3068

ACAGAUGGGCAUAUCCGUAGACCUUGCUUGACUCUUGUCUGUGGCCAAGCAAGGGGGACAGAGUAUGCGAGAGUAAUUGGAGUUCAUGCAAGUUCUAACCAGCUUACUCAGUAGCUGGGUGAAUUGCAGUACUCCAACAUUCUGCUUCCAUCUGCUCAGUUCUCAUGCUGCAGGGUGGUGUUAUUUAACCUGCUUGUUUA

>mmu-mir-3069

AUAGGGCCUGGGUACUGUUGCCACGGUGAUAAUGGCUGUGCCGUGUCAUUGUCGAUCCACCAACAGUCAGAGAAGCUUGGCAGUCAAGAUAUUGUUUAGCAGACGGAGCGGUUUCUGUUGGACACUAAGUACUGCCACAAAACCUCGAGCGACUAAGCGUGUUGCCGGAGGUGGUCUGUUUGCACCCGGGGAGUGAAUGU

>mmu-mir-3071

UGACCACACACAUCACAAUCUUACCAGUCUUCAGAGCACACUCCUUUCCAACCGACGACAUGAUAGAACCCUCUGAAGACUCAUUUGAGACGAUGAUGGAGCUUAAGAAUCCAUCAUCAAAACAAAUGGAGUCCUCCGAGGGCUCAUCCAACACCGUUGAAGAGACACCAGGCAGCAGUGGAGCCCAGGCGGGGGCCCAG

>mmu-mir-3073b

CCCGUGGAGGGUACCCCCAAAGCAUGUGACCCUGGGAUGCUGAACCCCCCUCCACCUGGCCUCCUGCUGGCCUGCACUAUGGUCACAGUGGACAUCAACCCAUCUAGACUCUAGGGCUGGCGCCAACUGUGACCACUGGGCAGGAACAGCUUUGGCUACUCCGUGCAGAAGCUUAGCUCCCCUGUGGUGGUUGCACCAAA

>mmu-let-7d

UCAAAGGCCUGAUUUAACAGGUGUGUGAAGUGCAUCUGCCAAGUAGAAGACCAGCAAGAAUAAAAUGGGUUCCUAGGAAGAGGUAGUAGGUUGCAUAGUUUUAGGGCAGAGAUUUUGCCCACAAGGAGUUAACUAUACGACCUGCUGCCUUUCUUAGGGCCUUAUUAUACCAGCAUACGUUUCCUUUCUGCCUUGGGUUC

>mmu-mir-683-1

GCAGAAGCAUGGGAAGUCCAGCUGGGAGGCUGCAGUGGACCCAGGCUAAAAGCCAAGCUUUUCUGCACUGCAGUGGAUGCCUGCUGUAAGCUGUGUCCUCCUGGGCUGCAUGGAGCCCUACUCUAAACCAAACCCUCAUGGGCUGCAAUGGAGACCUCGUGCAAGCUGUGCCGUCCUGGGUUUCACAGGUGUCCCUGCUG

>mmu-mir-687

GCCCAUUUUAUACCUCUAAAUUCUUCUCCCACAGAUGCUAUCAUGGUAAAACACACAUAGUCUGACACACAUUUUACACUAUCCUGGAAUGCAGCAAUGAAUCCUGGGUUAUUGUUUCAGUCUGUCAUUGUAUUCUUGGAAAGUGAUACAAACCAGUUUAGUUUGCAUUAUAUAUUUGGAGUUAUUUUCUAAAUUGGUUA

>mmu-mir-30b

UCUGAGCCUCAAGUAAAAAACCAAGUAUAAACAUAGUAAAGAGUUCUCAAGUCUCUCUCUAAGCCAAGUUUCAGUUCAUGUAAACAUCCUACACUCAGCUGUCAUACAUGCGUUGGCUGGGAUGUGGAUGUUUACGUCAGCUGUCUUGGAGUAUCCACCAGUUAACAUAUUGAUACAUGACUUAAGUGGCAUUACAGGAG

>mmu-mir-1942

AGUCAUGUGUCAACAUUGCCUGGUGAGACUGGAUAUUUGAAUAAAGAGAAGAGGCCUAUUUAAUGUUAGACAUCUAACCUCAGAUGUCUUCAUCUGGUUGGCCUCUUGUAAGGAGGGAGGGGCUUUGGGCUGCAGUAGAGCCUGGUAAAUAGCAGCACAUGGGGAGCUAAUAGCUGUGGAAGAGAGAUCCUGGGAAGAUC

>mmu-mir-1943

AGAAUAUGGGGAGGCAGGUGUUCCACUGUGCUUGAUAUUCCUGAAAGCAGAAAACCCCUGGGGAGCCUCUGGCUGGGAAGGGAGGAUCUGGGCACCUGGACCAGCUCCUCCCUGCAGGUGCCAGCUCCUCCCUUCCCAGUCACCAGGACCAGCAUCUGCUCCCCUGGUUCUUUUAGAAACAGAAAGUUGUUUCUUGCUGC

>mmu-mir-3080

UUCUAGCUGCCAGCUGGGGGAAUACUUAGCACCCUCUGCACCCUGUGGAAUGUUUGAACAAAAGUCCACGGUUUGAGAUCUGAAGCGCCUGUUCUUGGAUCGUGGCCCUGUAGUCAUCCUCGGGCAAAGCGCUUGACAUCUCUGUGCCUCCUUUCUCGUCUGGAGACCCGAGAUGUCACAGACUGAAAACUAUAGUGUAG

>mmu-mir-185

AUGAGGAGUAAUUUGCUGGCCAGAGACGGCAGAGGGACUGUGGGGCAGCGGGCCUGGCUUGAGUGGGGGGUGAGGGAUUGGAGAGAAAGGCAGUUCCUGAUGGUCCCCUCCCAGGGGCUGGCUUUCCUCUGGUCCUUCUCUCCCAAUGACUGCGUCUUCAUCGAUGCUGCAACCCUGAGCUCUGGCAGCACCUCCAACUC

>mmu-mir-692-1

AACCAUCUGACCAACCUCCGCAGGGUGGCAGGGCCACAACCAGCGCAGACUGGCGCGCCCCAGGGAUCUCUGGGUGAGUAUCUCUUUGAGCGCCUCACUCUCAAGCACAACUAGGAGGCCUCUGCCUUCCAAGGGGCUCCCCCCUCUGCUCUGCACCAGCCCGCCCUAGGACCUCCACCUGAAUGAACCUCUCAAGCCAC

>mmu-mir-1a-2

CCUACUAACAGCUGGGUGAGGUGGGCUGCUUCAUGUUUUCACAGCUAUCGGCCGGCGCAGGAGUGCCUACUCAGAGCACAUACUUCUUUAUGUACCCAUAUGAACAUUCAGUGCUAUGGAAUGUAAAGAAGUAUGUAUUUUGGGUAGGUAAUGUCCGCCAAGAAGAAGCUAAAGGAAACUUUCCAGGAGGAUGACUUCCA

>mmu-mir-145

AUGCCGAGAGAACUGCUGGUCCCUAGGGGCGUGGCACGUGCUGAAGGCAUCUCUCUCUCUCCCACCUUGUCCUCACGGUCCAGUUUUCCCAGGAAUCCCUUGGAUGCUAAGAUGGGGAUUCCUGGAAAUACUGUUCUUGAGGUCAUGGCUUAGCAGCUGGAUCUGUCUCCCUCCCACCCUGGCAUUUCCUUCCGGGGAGU

>mmu-mir-378

ACAGUUGGGGAAGAGGCUGCGAGGGGUGAACUGCUUGUCCACGACCACUCAGCCAGGGGGUGACAGAGCCACCCAGGGCUCCUGACUCCAGGUCCUGUGUGUUACCUCGAAAUAGCACUGGACUUGGAGUCAGAAGGCCUGAGUGGAGUCACCUUCCCCGCUCUCUGGCUGGGUGAUCCUGGAGCAAGCCAUUUUAACUC

>mmu-mir-694

UAAGGUAAGAGCUCCCGGCGGCAAAGCUGCCAACUGGGAGUCAAAGGCCAGCUCAGGCAUCGCUUUCAACCCAAGACCAGGCUGAAAAUGUUGCCUGAAGCAGUCUCUGCCUUCUGCUUUCAUCACAAAUACCCGACCCCCACUGCACCCCCUGCCCUGUGACCUGCUCCUGGCCAGACAAAGGCCAGCGGUAGCUCCCC

>mmu-mir-5127

CCUAUGUACUGAGAUUUUGUGUUCCUGCCUGGCUGUGUUGCUUUCUCUACUUGGUGAAAUGUGGUGACAUAUGGUGACAUUUCUCCCAACCCUUUUCCCAGGAGAGAGGGAUCUUUGUCCUUUGUAGAGCUAGUGCUCCACACUAUGUGCAGGGAGCGUUGGCAAUCAUGGAAAUGUCUUUGAGUUGAGGGCUCAAGUUG

>mmu-mir-20b

GUGUUUCGCCGAGAAACAGAUGGCGGAGACUGUAGUAUACAGUUGUGUAGAAGAACAAGCUCGGAUCCUAGUAGUGCCAAAGUGCUCAUAGUGCAGGUAGUUUUUAUACCACUCUACUGCAGUGUGAGCACUUCUAGUACUCCUGGAUCAACCAAGGUCUUGUUGAAGCAACUACAGCGCAAGGACAUUGCUACUUACGA

>mmu-mir-105

UCUCCUUUGUCAUUGAUGUCUUCGCCUGUAACAUGGCAUUAACACCUGUUGCAAGAUGCUCUGUGUGUGCAUUUUAGCCAAGUGCUCAGAUGCUUGUGGUGGCUGCUUAUGCACCACGAAUGCUUGAGCAUGUGCUAUGGUACCUACUUUUACAACAUUGCCAUCUGCUUCUGGAACAAAGCCAUUCAUUACUCUGUUUU

>mmu-mir-322

AUCCUGGAAAUCACAGAGACUUUCUUCCUUCGCAGGUACCCCAGAGCGGCCCCCACCCUCGUUGACUCCGAAGGGCUGCAGCAGCAAUUCAUGUUUUGGAGUAUUGCCAAGGUUCAAAACAUGAAGCGCUGCAACACCCCUUCGUGGGGAAUGUAGAAGGUGGGGACCUGCUGAACAGACCUGUGUGGGUUCUACUAAAA

>mmu-mir-361

UCUUUACUUUUGUCACACAACAUAAAGAUGCAGGAGUAGCAGAGGCUUCACUAUGAUUCUUUCUUGGGACUCGGAAGCUUAUCAGAAUCUCCAGGGGUACUUAGUAUUUGAAAAGUCCCCCAGGUGUGAUUCUGAUUUGUUUCCCUCUCCUGCUCCUCCUCCUCCUCCCUUGGAAAUCAGUUUCAUCUGAAGCUUCUGCA

>mmu-mir-362

GUGUGUUGCACACAAGCAUAUUGACCACACACAGGAAGGGCAGGUUCCUGAGCCUUCUUGCUUGCUCCCCCUCUCGAAUCCUUGGAACCUAGGUGUGAAUGCUGCUUCAGUGCAACACACCUGUUCAAGGAUUCAAAGAGGCUGAGCCUUGUCUGCGUGUAGAAUGGCCCAUACUUGCACAUCUCACCUGCCACCUUCCC

>mmu-mir-421

CUCGUCUAUCAAACUAAUCCGUAAGGGCAAGGAUGGUGACUUUGUACUCACAGUGCCUAAUCCGGUGCACAUUGUAGGCCUCAUUAAAUGUUUGUUGAAUGAAAAAAUGAAUCAUCAACAGACAUUAAUUGGGCGCCUGCUCUGUGAUCUCCAUGGGCUCAGCUUGUUCCUGCCAGUGGCCUUCAACGUUCAAGCUCUCC

>mmu-mir-463

ACUUUGCUAAAAGAUAAAGAGGAUCAUGGAAGCUACAUUUGCAACAUUUUUAUAUUAAAGGUAUGAUGUACCCUGCUUUACCUAAUUUGUUGUCCAUCAUGUAAAACAUAAAUGAUGAUAGACACCAUAUAAGGUAGAGGAAGGUUCACUAUGUUCAUCACCUGGAACAUCAUUGUGGUAUAGAAGCAUUAACCCUUGUU

>mmu-mir-471

CAUAUUAUGAGUGGUAGAGUAAAUGAUAGAGGCCUCAUUUGCAAUACGUUUAUAUGAAGAAUAUUGUGAGCAGUGCUUUACGUAGUAUAGUGCUUUUCACAUUAAACAAAAAGUGAAAGGUGCCAUACUAUGUAUAGGAAGGCUUACCAUGUUCCUCAAUUGUUGUUGCUUUAUACCAUCAACAUGGUUUGAGUGUAUAC

>mmu-mir-505

UUCAUAUUGCUGAAAGCAUUCCCUGUUUGUCACUUGCAGAAGAGCAACCUCCGGUAGUAAAUUGAUGCACCCAGUGGGGGAGCCAGGAAGUAUUGAUGUUUCUGCCAGGUUAGCGUCAACACUUGCUGGUUUUCUCUCUGGAGUAUCACCAAGUUCGUGGAUUCUGUUUGUACUUCUAUAACUGCUCAGAUCUCCAUGUU

>mmu-mir-743b

GCAUGCAACUAGUACUUAACUUUUUGUCCAGGACACUGAAAUAGGAGUGGGAGAGGGCAGUAUGUUGUGUGCAGUGCUGUGUUCAGACUGGUGUCCAUCAUGUGAAAUAUUUGUGAAAGACAUCAUGCUGAAUAGAGUAAGGCCCAUGAUAUUCUUCAUUUAUUAUGCCUUAAUUGGUCAGAGUGGUGCAGUGCAGUUAC

>mmu-mir-767

AUCUUGGCAUAUUCCCGUGUUAUUUGUUCCUGUAUCACAUCUACUUUUGUAUUAUAGAAUCCAUAUAGGUUUUUACUCAUGCACCAUGGUUGUCUGAGCACAUAACAUGCUUGUCUGCUCAUACCCUAUGGUUCCUGAAGAGGAAUCUUAACUGUCUACUGCUCUAUAGGAAAACAGUGUUUUAUGUAUCAGUUUAUAUU

>mmu-mir-5132

GUUAUGUGCCGCUUCUACAAAGUGAUGGACGCCCUGGAGCCCGCCGACUGGUGCCAGUUCGGUGGGUGACGGCAGGCCGGCGUGGGGUGGUGGACUCAGGCUUCUGGAGCUGAAGCCUGAUGUUCCCCAUCCCGCAGCGGCCUUGAUCGUGCGCGACCAGACAGAGCUGCGGCUGUGCGAGCGCUCCGAGCAGCGCACAG

>Chr16:ENSMUSG00000064932:-1:48410378:48410578-rev_rRNA

GGGCAUUAAAAAAAAAACCAAACCUACAGAGUAAAUAUUGGAUCUACAGCCAAAACACCUUGAACACACUGGGUCUUAUCUGAUCUGCGAAGCCAAGCAGUGUCAGGCCUGCUUAGUGCUUGGAUGGGAAACCUUCUGGGAAUAGUAAUUACUGUAGGCAGGGGGGUGGAGUGGGGGAGAGUGAAUACGGAGACUGGGGC

>Chr5:ENSMUSG00000065044:1:3561114:3561314-rRNA

GUAGGCUGUCAUACAGCACUUAAUAACUUUAAGAGAUGAGUCUAUGGCCAUAGCAUCCUGAACGGCGCCAGAUCUUGUCUGGUCUCUGAAGCUAAGCAGGGUCAGGCUUUGUUAGUAAUUGGAUGGGAGACUGCCUAGGAAUACCAGGUGCUGUAGGCUUUGGCUGGGACAGUGGUGGCGCACGCCUUUAAUUCCAGCAC

>Chr8:ENSMUSG00000064519:1:48984492:48984692-rRNA

CUGCUAAUGAGAAAAGCCAACAUCAGCAACAAAGGUAAUCCCAGUCUAUGGCCAUACUACUCGAGGGUACCAGAUCUCAUUUGAUCUCUGAAGCUAAGCAGAGUCAGGCCUGGUUAGAACUCGGAUGGGAGACCAAAGUAAUCCAAACCUCAAACGAAGGCAGAAACUACCCAGCAGGGCAGAGUGAAGAAGUUCCUACA

>Chr4:ENSMUSG00000088947:1:43705524:43705724-rRNA

UUUCAGAAAGAAGAAAUGCUACUCCUUCCCUUAUCUGUGGCCAUACUAUCCUCUAUGCACUUGUGCGUGUCUGAUCUCAGAAGCUAAGCAGGGCUGGGGCUGGUCAGUGCUUGGAUGGGAGAUAAGCCAUUCUCACCCAGAGGUAGGCAGAGCUGGUCAUGAGGAUAGUUGACCCAAUAGACAGGGCUCAGGACUAACUU

>Chr11:ENSMUSG00000084599:1:72094476:72094676-rRNA

CAAUGUCCCAAGAAUGGAAGAUGGUAGGUAGUCUCAUCUGGCUGGUCAGCCAUACCACCCUGACCAUGCUUGAUCUUGUCUGAUAUUGGAAGCUAAGCAGGGUUGAACCUGAUUAGUACUUGGGAGACAAUUGAGAUGACCCCAGGAAGGACCCAGAGGUUCUUAAAUGCCACAAAGCAGGUUAUUAUAACAACAAAUGA

>Chr6:ENSMUSG00000087846:-1:30297319:30297519-rev_rRNA

CAUGAGAUUCCACACACAGAGACACAUAGUAUCUUUUAAUGAGACAGUCUUUGUUCUGUCACCAUCUUGCCCUGAUCACACCUACUCUGCUCUGAUCUUAGAAGCUAAGCAGGGUCCACACUGGAUAGUACUCAAAUGGGAGACAUAGAUUUUGUUCUCUUGGUUAAGAUGUCUAAUCUCUUUUCCCUGUUAUUAUCUGC

>Chr11:ENSMUSG00000088091:1:86222288:86222488-rRNA

GCUCUCUGACUGACAUCAUGGCAUCCAUUCUUUGGCUAAGUCCACAGCUACACCACCCAGAACAUGUUCCAAUCCUGUCUGAUCUCAGACACUAAGCAGUGUUGGGACUGGUUGCUACUUAGAUAGGGAAUCCUUUGGCUAGGCCAGACAUGGUGGUACAUGCCUUAAUCCCAGCACUUGAGUGGCAGACAGGUGGAUCU

>Chr11:ENSMUSG00000065806:1:57577888:57578088-rRNA

UCUCUCCCACUUCGUCACAUUCUUUAAAGUAUUACCUUGUGUCUCCAGCCAUACCACCUAGAGCUCACUCAGUCUCAUUUGAUCUUGGAAGUUAAGCAGGGUCGGGCAUGGUUAGUUCUUGAUUGGGAAACUGCCAGGGACUAUCUGGUGCUGUAGGCUUUUACAAAAGAAACUAUUUCAUGUAUGCAUGAGGGGAGAAG

>Chr9:ENSMUSG00000088324:1:102450052:102450252-rRNA

CACUGGUGGGCAAGGUAAGUCUUCAAACAAAAAUUGAUUUUAGGUCUACAAUCCUACCUCCUUAAACACACCUGAUCCAGCUUGAUCUCUGAAGCUAGGCAGGGCCAGAUCUGGUUAAUGCUUCAAUGAGAAACAAAGGCUUAUUUUGAUAGAUAAUCAAGAGAGUGCCCAGUCACCUCCUUCUCCUCUAGAGACAUCAU

>Chr13:ENSMUSG00000089436:1:117464630:117464830-rRNA

GCUCCUGCAUACUAAUGCUGUGAUCUCAAGACCACACUUAGAGAACUACAGUUGUAUUACAGCCAUACUCCCCUGAAAAUGCCCUUCUUGGAAGCUAAACAAGGUUGGGUCUGGGUAGUUCUUGGUGGAAGAUCUGCAGUUAUACAGCAUCAAUAUGGAGAAGUGGUGUUGAAUUCAGCCUGAAGGUAUCUUAGUUUUAG

>Chr12:ENSMUSG00000088207:1:4347604:4347804-rRNA

GUUCUGUAACUGAAUCAAUCUCAAAAGAAGACUAUCAGUUAUGUGGACAGCCAUACCCCCUAAACAUUCCCAUCGAGUCUGCUAUCGGACGGUAAGCAGGGUAGGUCCUGGAUGUACUUAGAUGGGAGAAUAUCAGCUAGCCAGGUGUCAUUAAUAAAGCAACAGUUUUUUUUUUUUUAACAUUGAGAUUCAAAGAAGCA

>Chr14:ENSMUSG00000088971:1:103205240:103205440-rRNA

AAGGCAAGAGCCUCUAACCAUUGGAAAUUAUAGCAUCAGCGCCCCCUUCUGCGCCACUCUCCACAUCCCUUUUCCACCCUGAAUGCAUCAGUUCUUGUCUGAUCUCGGAAGCUAAGCAGGGUCCAUUCCGGUUCCCACUUGGAUGGGAGACCACCCUUUAAAGUAACCCACGCCUCACCAGAGUUAAUGUUACGGUGUGA

>Chr1:ENSMUSG00000065125:-1:27015907:27016107-rev_rRNA

AAAAAUAAAUAAAUCAAAAAGUCUUAUAAAUACAGAAUGUAGUCUAGGGCCAUACCACCCUGAACGCGCCCAAUCUCGUCUGUUCUCAGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGGAUGGGAGACUGUCCAGGAUUACCGGGUGCUGUAGGAUUUAAAAAAAAAAUACAGAAUGUAAAUGGGAAACUCUCAUU

>Chr5:ENSMUSG00000088949:-1:92547156:92547356-rev_rRNA

CGACACGCUUCAACUUUGUAGAAAUGAUUCCCACAGUCUGUGCUUGUGUCCACCCGAGCAUGCCCAAUCACAUAUGAUCUUGGAAGCUAGGCAGGCUCCGGCUUAGUUAGUACUAGGAUGGGAGACCAUCCCCAUGGAGGGCAUAACCUGGACCAUAAUAUUAAGUGAUUCCAUUCUGGCAGAUGUCUGUUCCCUCUCCU

>Chr8:ENSMUSG00000075942:-1:126123720:126123920-rev_rRNA

GCGCAGCAGGCUCUUGGGGCUUGUCGGCGCCGCCCGCCCUCGUCUACGGCCAUACCACCCUGAACGCGCCCGACCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUUGGACUCCCCUCUGUCUCUCUCUCCCUUUUGGCCACG

>Chr8:ENSMUSG00000064507:-1:5332954:5333154-rev_rRNA

UGGAUGGAUUUAACAAAAGCUUUUAUCAAGAAGAUAGAGAGGUCUAUAGUCAUACCACACUGAACAUGCCUGAUCUCUUCUGAUAUCAGAAGCUAAGCAGGGUCAAGGAUGCUAAAUACUUGGAUGGAAGAACUAGUGGAAAUACAGGAUGCUAUAAGCCAGGAUGUGGUGGUGCAGGCCUUUAAUCCAGCAUGGUAGGU

>Chr17:ENSMUSG00000089586:-1:63446194:63446394-rev_rRNA

AAGUUCUGGGAGGGAUUCUGCUUUUGUGUAAAACAAUGAAUGAAUCUUUGAAGCCAUUCCACCUUCAACAUACUUGAUCUACUCUGACCUCAGAAGCUAAGCUGGGUCAGCUCUGGUUAGGACUUGGUUGGGAGACAAUACCAAGUGUCUCAUAAUUGCCUACAAUAGUUAAGAUUCUGGGAGUGAACAGCACCAAUUAA

>Chr11:ENSMUSG00000088950:1:59626607:59626807-rRNA

CCUAGCCUGGGUAACACGAGACACUGUCUUAGUCUAUGGCCAUACCAUCCAGAACACGCCCUGGUCUCAUCUCAUCUCGGGAGCUAAGCAGUCAGGCCUGGUCAGUACUUGGAUGGGAAACAUUGUCUCACAAAGUAAACAAAACAAACGCCAACCAGGGGCUGGAUAUGUGGCUUAGCUGGGAGAAUGCUUGGUUAGGA

>Chr7:ENSMUSG00000084480:1:97442200:97442400-rRNA

ACAGGAAAUGUGGUACAUUUAUACAAUAGAAUACUAGUCAGCUGUCUACAGCCAUACCAUCCUAAACGCACCACCCUAUCUCCUCUGACCUGGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUAGACGGGAGAAUACUAUUCAGCUAUUAAAAACAAGGACAUCAUGAAAUUUGCAGGCAAAUGAAUGGAACUGGAA

>Chr8:ENSMUSG00000075862:-1:126088145:126088345-rev_rRNA

GCGCAGCAGGCUCUUGGGGCUUGUCGGCGCCGCCCGCCCUCGUAUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGAGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUUGGACUCCCCUCUGUCUCUCUCUCCCUUUUGGCCACG

>Chr10:ENSMUSG00000065005:-1:88172713:88172913-rev_rRNA

UAUCAAAGGUUUCAGUUCUGCAACAUUAGCCACUUAGAUGAGUCUACAGUCAAACCACCCUCAACACGCCUGAUCUCCACUGGUCUCAGAAGCUAAAUCGGGGUCAGGCCUGCUUGAUGUUUAGAUGCAACAGCACUUGGGAAGACCUGGUGCUGUAGUGAAAACCAUAAAAUAAAGAACCGACUUGCGGGGCAUGGUGG

>Chr12:ENSMUSG00000089047:1:12113508:12113708-rRNA

UUUGUGAUUGUUUGGAAAUAGAAGUAUCAGACAUGUCUACAGCCAGAAUAUUUUGAACACACCCUAUCUUGUCUGUUUUUGGAAGCUAAUCAUGGUUGGUCCUGGCUAGCACUUAAAUGGGAGAGGUAUCAGAAAUGUAUGAAAAGCAUUAAGAUGUUGGACACAACAGCAGCUGUAGACUCUUCCGUCUUAAUCAUACU

>Chr2:ENSMUSG00000088700:1:104129973:104130173-rRNA

GAGUUCCCUGGAUGUCAAAUGCAUGUAUAGAAACCACAGUGGGGUCUAUACCAUAGCAUUCUAAAUAAGCAUGACCUGCCUGAUCUCAGAAGCUAAGCAGGGUUGGGUCUAGUUAGUCCUUGGAUGGGAGAAACUGAAGCUGGGCAGCGAUGGGCUUAGGAUUUUUCUACUUGCAAAUCAUAGACAAGAAGUUUGUCUUU

>Chr16:ENSMUSG00000070225:1:33001948:33002148-rRNA

UAAAAAAUGAUAAAGUUUUCACUGCCUGAAAAAAAGUUUGGUCUACGGCCAUACCACCCUGAACGUGCCUGAUCUCGUCUGAUCUCGGAAGCUAAGCAAGGUCAGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUUGGACCAAAAAAAAAAAAGUUUGAAUCAUUUUAAAUAU

>Chr2:ENSMUSG00000087767:-1:121717264:121717464-rev_rRNA

UGGUUACUUUUCUCACUGCUGUGACAAAACAUCAACCUAAGGGAAUCUAUAGUUAUACAGCCCUGAGUGCACAGGAUCUCAUCUGAUCUUGGACACUAAACAAAGUGGGGCCUACUUAGUACUUUCGCUGGAGAAGCAAACUACAAGGACCAUGGAUUAAUGUGACUGUAGUCUAGUUACCUGGCUUUAUGUAUUUGAGC

>Chr1:ENSMUSG00000084443:-1:83213206:83213406-rev_rRNA

AGUGGUGAGGGAAAUUUCCAAUUAAGGGUUGUAUCUAGAUGUUUAUGGGCAUACCCUCUGGGUAUGCUUGAUCUCAUCUGAUCUCUUAAACUAAGCAGGGCUGGGACUGGUUUGUGCCUGGGUUGGGGAAUAUGUGUCUAGGCAACCUGAAUAUAUAAUUCACAAGUUUUAUGAUAAUACUAGCUAUGCUGCCUUUAUUC

>Chr17:ENSMUSG00000088193:1:84346882:84347082-rRNA

CGAUCCCAUCUCUAGACUGUAAUGAGCAUCAAGAAACAGAGUGGGGUCUGUGGGUAUUCCACCCUGAACAUGCCUGAUCUUGUGUGGUCUCAGAAGCUAAAGCAGGGUCCAGCCUGGUUAGUUCUGGGAUAGGAGAAACAGAGUAGCUAAGACCCAGCUAUGUCAGACACAACAGGGACAUUUCAAGUCCUAUCUACAAC

>Chr2:ENSMUSG00000089597:1:29314681:29314881-rRNA

AUUUCCCUGUGUCAGAUAGAAUCCUAGGUUUGGUCUAUAGCCAUACCGCCCUGAACACACCCUAUCUCAUCUGAUCUUAGAAACUAAGCAAGGUCUGUCCUGGUUAGUCAUAUGGGAGAAUCCUAGGUAUGGUUCCACCGAGAGCAGUGUUCUGGCAGUUUUUAACUACUCAGAACAUGGCAGAAUGGCUGUGUAUGCCA

>ChrX:ENSMUSG00000077620:1:80591040:80591240-rRNA

CAAGAGAAAAGCCUUACUAGACUUGUUUUCACUGUUUAAAUCAUUAGCCAUACCACAUUGAACACUCUUAAUCUCAUCUGAUCCCAGAAGGUAAGCAUGGUUGGGCCUGGUUAACAUGUGGGUGGGAGACCAACAGGAAUUACUGGGGACUUGGAUGGAAGACCACUGAGAUUAUCAGGUGCAAUAGGCUUCAAGAUUAU

>Chr6:ENSMUSG00000088595:-1:94776746:94776946-rev_rRNA

AAUAAAUUUAAGUGUAGACAGCAUCCUACAACUCUUAGCAAUGGUCACUUGGCUCAUGCAUCCACAGCAAGCUGCGAGAAUUAAUAUGAAUUGCAGGACACACUGUUCAUCAACACUUCAAAUGUGCUUUUGGCCCCAGGUUCCUUCCCAGACUACACCUGCCUGAGUUUCACUUAAAAGACAGAAAGAUAGACAGAAAG

>Chr6:ENSMUSG00000089558:-1:140115011:140115211-rev_rRNA

AUCACCAGGGUACAUAGAAACGGUGGCUUGAGAAGGCAGUCUUCUCUGUGACCAGCCAUACCACUCUCAACACACCUGCUUUUGUCUCAGCUCAGAAGCUUAAGCAGGGUUGGGCUUGGUUAUACUUGGAUGAGAGAGAAUGUAGCCAUGCACAGCGAACCAGAGGCUUCCAGUGUCCAUACAAGUGGAAGGAUGGAAUC

>Chr5:ENSMUSG00000064704:-1:150092647:150092847-rev_rRNA

CAUUAGGGAAGUUGAGAACCAUUGCUUUAAAAACAAUGAAAUUAGUCUACAGCCAUACCACCCUGAACAUGCCUGAUCUCAGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGGGAGACCACUUGGGAAUACUGGGUGGCCCUUUGUCCAUCAGAUCUUGGGAUGGUCUUCAGAGUGAGAGUUUUGAAGUAGAA

>Chr4:ENSMUSG00000065873:1:41250148:41250348-rRNA

UGGCCUGGAAUUCAUUAUGUAAACCAUGUGCUACCAAACCCAGCAGGAAUCUCAACCACCCUCAAUGCGCCAAAUCUCACCUGAUCUCAUCAACUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGGGAGACCACCUGGGGAUACCAGGUGCUGUAGACUUGUACUAAAUUUUGGCCAGGCUUAACAUGGGGUCAGUCC

>Chr14:ENSMUSG00000077661:-1:119226092:119226292-rev_rRNA

CUCACAAGUCACCAUCAUAUCUUUCUUAACACAAUUUACAUCUAUGGCCAUAGCACUUGAAUGCACCUGCUCCCAUCUGACCUCAGAAGCCAAGCAGAGUUGGGCCUGGUUGGCGCUUGGAUGGGAGACAGUACUUUUAUGAGUUACCAGCCCUUAAAGAUCCCUUUGCUGUGCAACAGACACUUCACAUGAUAGUAAAC

>Chr17:ENSMUSG00000087959:-1:78933198:78933398-rev_rRNA

GUAGGUCUGGAUAUAACAACAGGGACACUAAAGGAAGAAAGGAGAGUCUAUAGCCGUACCACCCUGAAUGUGCCCCAUCUUAGCUGAUCUAGGAAGUUAGGCAGGGCCUGGCCUGUUUAGCACUUGGAUGGGGGAAAUGAAGGGGAUUAUGUGGCCCAUGAGCAUAAGCAAAAGCUUCAUGGAGCUGGGAGUGGCUGGCC

>Chr12:ENSMUSG00000064714:1:83251403:83251603-rRNA

ACACACAUAACACCAGAUCAGCACACAUAAACAUAUGUAAGAAAGAAAAGAGUCUACGUUCAUACCACUCUGAACACACCUGAUCUCGGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUAGGAGACCACCUACUGUAGGCUGAAAAACAAAAGACCUGAAGGGGAGUCUGUUUGGGAGGACGAAGAGAGAGAAA

>Chr7:ENSMUSG00000089259:-1:104011743:104011943-rev_rRNA

GCUAGGGUGAGACUUUGUUCUCUCCAUCACAUAGCUAGAGAUGCACAACAUGACUAUGGCCAUACCAUCCCGAACAUUCCAGGUCUCAUUUGAUCUCAGAACUAAGAAGGGUUGGGCCUGUUUAAUACUUAGAUGGGGAUAUAUAACAUGAAUUCCAACCCAUUUAAAUCUAAGCAAAAUGCUCUAAUGAGGAUGCUAAU

>Chr14:ENSMUSG00000089120:1:88526755:88526955-rRNA

GUAUUUCACAAACAGUUGGUUUUUUAAAAAAUUAAAUGUCUUUACAUCAUCUAUAGCCAUACCACCUUGAAUGUGCCCAAUCUAAUCUGAUCUCAGAAGCUAAGCAGGGUUGAUACUCAGAUGGAAAACAUCCUUAGUAGCUUUUAGGACAAAACACAGAUGCUUUCAUGUCAUACCCAGCAUGGUUCUGAACUGAUUUC

>Chr12:ENSMUSG00000088448:-1:98609184:98609384-rev_rRNA

UUAACGUUAUUAGCUACCUGCACGUUGUAUACUCACCAGGUGUAAGGACAAAGUACGCUUAACAUACCAGAAGCUCAGCAGGCUAAGGUCUAACUAGUACUUGGGUAGGAUACUGCCUGGGAAUAUCAGGUUUGGUAAGUUUAAAAAUGUUACAACCACCUUAAGAUAAUACAUGUACCCCUAAGAUGGCUCUAACAAAG

>Chr15:ENSMUSG00000087737:-1:91390058:91390258-rev_rRNA

ACAACAUAGACCGUUUGAAGCCAGCAGAUGUAACUAACCUCUAGGUCUAUGGCUAUGUUACCCUGAACCGCCUUGAUCUCCUCUGAUCUCUGAAGCCAAGGAGGGUCAGGCCCUGGGUAGUACUUGCAUGGUAGAGGCUACUUGCUGACCAUUUACUUUUUAUUGAGCCACUGCUUAUAGUUGUGAAAGAAAAAUUGUGU

>Chr2:ENSMUSG00000084446:-1:163983099:163983299-rev_rRNA

UGUCACUGGGCAUCCAGAUGGCUUCCUUUUACAACAUGAAGGACCUGACCUCAUACCACCAUGAAUGUACCUGACUUCUUCCGAUCUUAAGAGGCCAAGCACGAAUGUGCUAGGUUAAUUCUUCCAUGGAGACCACCUGGGAAUACCAGUGUUACAGGCUUAUGAUACAGACCUAUAACCCCGGCUACUCACGAGGCUGA

>Chr17:ENSMUSG00000077789:1:6147380:6147580-rRNA

UGCCCAAUUUUGAAUCAGAGUUGGAAAGGCCUGCUUUAGUCUUUGGUCAUCCUACCCUGAAUGCAUACGGUCUCAUUUGCUCUUGGAAGCUAAGCAGAAUCGGGCCUGACUAGUAUGUGGAUGGGAUAAAGUCUAUUUUAAAUGUGGGUUAUAGAAGAAUUCAUGCAUAUCUACUUGUAGCUUAUAAGUAGACUCAAGAG

>Chr18:ENSMUSG00000088342:-1:12736890:12737090-rev_rRNA

CAUUUCCUCUACUCUUGACAGAAGCCUGAGAAUUAGCAACGUUUGUCUGCAGCCAUGCUACCCUGAGUGUAUCCAAUCUUGUCUGACCUCAGAAGCUAAGUGAGGUCCGGCCUGCUCAGGACCCAGAUGGUGGAAUUAUUAUCUGUGUUCUGUAGACACUGAAGCUGGGCCCAAAGGAACUUGAGCAGCAGCCCCACUUC

>Chr7:ENSMUSG00000070150:-1:20595392:20595592-rev_rRNA

UAAAUGCAGAUAUAAAACUUGGAAAAAAAAAAAAAAACUUUGUCUAUGGCCAUCCUGCCUAGACUGUGCUUAAUCUUGUCUGAUCUCGGAAGCUAAGCAGGGUCAGGCCUGGAUAGUACUUGGAUGGGAGACCACUUGGGAAUACUGGGUGCUCUAUGCUUAAUAACAAACACAAAACCAAACAUUUUAUCCUCUUUCAU

>Chr5:ENSMUSG00000064617:1:120514298:120514498-rRNA

AGGAUGAUUGUGUAUACUGGGUAAAAGUUAUGCUUAAAAACUAAGGCACAUGGCCAUACCACCUUGAAUGUGCCUGAUCUCAGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGAGAGACCACCUGGGAAUACGGAGUGCUGUAGGAAAAAAAAACCCUAAGGAGUGCGUGUGCUUGUGUGCGUGCAUGUGCAU

>Chr13:ENSMUSG00000077802:-1:14210966:14211166-rev_rRNA

UGUCAAAAGUUGAAUUUAAAAAAAAGUUGAAAAAAAAAAGUCAGGCCUAUACCACCCUGAAUACAUCCCGUCUUGUCUAAUCUUGGAAGCUAAGUAGGAUCAGACCUGGUCAUUAUUUGAACAGGAGACUGCCUGGGAAUACUGGGUGUUGUAGGCUUUAAAAACAACGAAAGGAUGGACCAUCUAGAGACUGCCAUAUC

>Chr9:ENSMUSG00000065149:-1:115535677:115535877-rev_rRNA

CUCUCACUGCAUGUGCAGAAACAGCUGUGACACAAAAUGAGGUCUAUGGCCGUGCCACCCUGAUCGCGCCGGAUCCCGAAUGACCUCGGAAGCUAAGCUGGGUCAGGCUUGGUUAGUACUUGGAUGGGAAACCGCCUGGGAAUGUCGGGUGCUGUCAGCUUUAAAGAAAGAAAGAAAAAAGAAAGGCGAAAUGAGGAGAG

>Chr10:ENSMUSG00000084649:-1:31036931:31037131-rev_rRNA

AAAGCCAUGCCGUUUAUCUAUACAUACUAAGAAGACUGAAGCCUGUCUACUGUCAUAUGACCCUGAACAUGCCCCAUUUUGUCUGAUUUUAGAACAGAGGCCGGCCUGGCUAGUAUUUGGAUGGGAGACUGCCUGGGAAUACCAGGUGCUAUAGGCUUAAAAGCCAGGUGGUGGUGGUGCACACCUUUAAUCUGAACACU

>Chr17:ENSMUSG00000088591:1:95164118:95164318-rRNA

GUCGAGUCAGAGGCUAUGCAUUUUUCCCUUGAGAACUGUUCAUCUAAUCUAUGGCUAAGCCACCCUGAAACUGCUGAUCUCAUCUAAUCAGAAGCUAAGCAGGGCAGCUCUGGUUGGUACUUGGAUGGGAGAAUUAUUCAUCUGCCAUGUAUCUGUUGUGUACAAACUAUGUUGACGACCAGCUGUGUGCUAGAGUUAAA

>Chr5:ENSMUSG00000089481:-1:76402305:76402505-rev_rRNA

ACGAUUGCCUGCCAACCUUCCUUUUCUUUCUUUUUUAACCAUAGAGAACACAUCUGUCCCUGAACACUCCCAUCUUGUCUGAUCUUGGAAGCUGAGCAGGACUGGACCCGGUUAGUACUUGAGGGGGAGAACACAUCUGUCUUCAGGAUAAAUUGGCUUUGUUUCCAAUGCGCUUUUCCACUCUUGAUUUAUUAUUGCUU

>Chr18:ENSMUSG00000084467:1:34669349:34669549-rRNA

GCCUGGACAACAGGGGACCCAGAAUCACAAAAGGCCAACAAGUCUGUGACCCUCCUUCCCUGAAGUUGACAGAUCUCAUCCAAUCUCAGAGUCUAAGCAGGGCCAACCUGGUGAGUGAGUGGAUAGAGACUGCUUUGGAAUUCAGGGCACUGUAGGCUUUUCUGGGAGGUGGCGGCAAAAGCCUUCAAUCCCAGCACUUG

>Chr8:ENSMUSG00000064962:-1:5069218:5069418-rev_rRNA

AUUUUUAAUGUAAAUGUCCUAUCUUAAAGUCUCCACAAAUAGUCUACGGCCAAACCACCCUGAAUGUGCUCCAUCUCAUCUGAUCUCGGAAGCUAAGCAGGAUCAGGCCUGGUUAGUACUUAGAUGGGAGACUGCUUGGAAAUACCGGGUGCUGUAGGCUUAAAAAGAAAAAAUUCUCCACAAAUAAUGCCACAAAGAUC

>Chr10:ENSMUSG00000065691:1:77776869:77777069-rRNA

UCAACCUUUCAGAAAAAGGCUGGAUAGAAAGCCUAGUAAAGUCUGAGGCUAUACCACCCUCAACUCGCCUGAUUUUGCCUGAUCUUGGAGGCUAAGAAGGGUCAGACCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACUGGGUGCUGUGGGCUAUAAAAAAAGGAAAGAAAGAGAGAAAGGAAGAAAGAAAAGA

>Chr12:ENSMUSG00000089583:-1:29720002:29720202-rev_rRNA

AGCCAAUUUGAGAUCUUCUGAGUUCAUCAAGAGACCCUGGCUUGUUUACAGUCAUGCCACCUUGAUUGUGAAGUCUCCUCUGAUCUCAGAAGUUAAUCAGGGUCAGGCCUGGUUAGUAUUUGCAUGAGAGAUGUUGCAAGAAAAGAAAGAAGUAAGAGCACAAAGACCAGACUCUCUAGAACUCUGUGGGCUUUAAAUGC

>ChrX:ENSMUSG00000084689:1:160571277:160571477-rRNA

CUACAUAAUAUUUCAUUAGUUUUUAAGGGCCUUUAUCCUGUCUAUGGUCAUGCCAUCCUGAAUUUCACACUUGACUUCAUCUGAUUUCAGAAGCUAAGCAGGGUCAGGCUUGGUUAGUUCUUAGAUGGGAGACAUUUAGUAUUACUAGGCACUGCAGGGGGUUCCAUCUUCCAGAUUGAUAAGAUGGACUCUGAAUAGAU

>Chr9:ENSMUSG00000084701:-1:96449971:96450171-rev_rRNA

UGAUCCUUAAUUUUCCUCAGAACUUUAAAGUUAUAAUACUCUGACCUAUGGCCAUAGUAUCAUAGUUCCAUUCUUAGCUUACCUCAGAAAAUAAGUAGACCCCUAACCUAGUUAGUAGUUAGAUGGAAAACUACUUGGGAAUAACAGGUGCUGUAGGUGUGUGUGUGCGCAUAUUUUAUUUUUAUAUAUAUUGCUCCAUU

>Chr7:ENSMUSG00000088671:1:120263167:120263367-rRNA

GUUCUUGCCUCCAAAUCUCACUAUUUUAGGAUGUCGCCAGUCAGCUCCAGAACUGCACCAUCUUGAAUGUACCCACUUUUGUCUGAUCUUAGAAGCUAAGAAGGUUGAGCCUGGUUAGUACUUGGAUGGGAGGAGAUGAUCAGUCAGCCUGGAGUAGGAUUUCUCUUUAAAUUAAAAAAAAUUAAUUUAUCAUUAUCAUU

>Chr14:ENSMUSG00000084465:1:63488510:63488710-rRNA

CAGACCCACUUUAGUAUGUGUGUUUGAAGAUGAGGAAACCAUCUAUAGCCAUAUUACUCUCAAAUGCGUCUGAUCUUCCUUGAUCUUGGAAGCUAAACAAGUCUGGCCUGGUCAAUACUUGGAUGGGAGACUGCCUGGAGACUCUGGGUUCUGUAGGCUGAGAAAAAGGAGGGAGGGAGAGCGGGAGGGAGGGAGGAAAG

>Chr2:ENSMUSG00000088497:1:118176921:118177121-rRNA

CAGAACAAGACUAGACUACAGUGUUGAUAUUCUUGGUAAAAAUGUAAAGCAAGUCUACUGCUGUACCACCCUGAGAUGUACCCAAUCUUGCUGAUCUUGGAAGCUAAGCAGGGUCAGGCCUUGUUAGUAUCUGGUUGGGAUAAACAAAGUCUAUUGAAUAACUUAAUCGGUUAGAAUUGAUCAAUUUCCAAGCAACUUAA

>Chr8:ENSMUSG00000075740:-1:126066037:126066237-rev_rRNA

GCGCAGCAGGCUCUUGGGGCUUGUCGGCGCCGCCCGCCCUCGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAUUCCCCCUGGGAAUACCGGGUGCUGUAGGCUUUUUGGACUCCCCUCUGUCUCUCUCUCCCUUUUGGCCACG

>Chr2:ENSMUSG00000093063:-1:166480485:166480685-rev_rRNA

UGAGGUGACUCUAGAUCUUGUCAGGUUGACAAUGAUAGUAUAUAUCUAUGGCCAUACCACCCUGAACAUGCUCUAUCUCGUCUGAUCUCAGAAGCUAAGCAGGGUCGGGCUUGGUUAGUAUUUGGAUGGGAGACAGUGAUAGUAUAGUAGUCUUGUAUUGCCACAAGACAAGAACUGAACUGAGAGCCUGGGAUGUAGCU

>Chr8:ENSMUSG00000088580:1:130121565:130121765-rRNA

AGUUUGGCAGAGGACCGAGACCCCAAAACAGACAAACAGUUGUCUCAGUUGUACCACCCUGAAGGCCCCCCAGUCCCAUCUGAUCUGGGAGGUUAAACCGGGCCAAGUGUAGUUUGUAUUGGAUGGGAGAUAGACAUAAGAUAGCUUCAUUGUGGUUAAAGUUGUAAAUAAGGGAACUAUAGAAGAUAAUGACCAUGAUU

>ChrX:ENSMUSG00000087814:1:100033444:100033644-rRNA

CCCUGAAUACAUGUUUGAAAACAAACGAAUGAGUUAUGUGCACAAAUGUGCUUAUAGUCCUAGGCUGAAUGUGCUCAAUCUAUCUGAUCAGAGGGGGUCUGGUCACUACUUGAAUGGGAGACUGCCUGGGAAUACUGGAUGCUGUUGACUUUAAAAAUUAAAAAAAAAAUUAAGAAGAAACAAAAAAAAAGUUCUGUUUA

>Chr15:ENSMUSG00000089564:1:12910534:12910734-rRNA

GACAAAGGAGGAAUAAGUCAUAUUAACAUUGAUGGCUGAGAACAGGAAAGUCUGUGGCCACACCUCUCUGCACUCACCUUAUCUUAGAAGCCAAGCAGCAUCGGGCCUGGUGAGAACUUGGAUGGAAGAAGAGAAAAGAGCAAUUGAUCCAAGAAGCAAUGUUGGAGGGAAGAGGUGAAUCGCCAUAAUACAGUCAAAUA

>Chr18:ENSMUSG00000065922:-1:73693031:73693231-rev_rRNA

AUUUCAGGAAAUUGUUUCUGGUUUCUGUUCGCUUGUGGCAGAUCACUCGGCUCGUGCCUCGAUGAAGAAGCUAGCUGUCAGAAUUAAUGUGAACUGCAGGACACAUUGAUCAUUGACACUUCAAAUGCACUUGCAGCCCCGGGUUCUUCCCAGGGCUACACCUGCCUGAGCGAAGCUUGAAGAUCAAUCGUGCUCCCCCC

>Chr7:ENSMUSG00000084462:-1:89903336:89903536-rev_rRNA

GCUAGCAACCUGGGAUUAUUUCAUGUGAAUUUAGUAAGAAACCUGGAGACUGGGGUCCUACGAGCCUGAGUGCACCUGAUCUACUACAAUCUCAGAAGCUAAGCAGGGUAGGCCCUGGUUAGCACUUAGAUGGGAGGAACCCUCUGGAACCGUCUUAUUUGUAUCUCAUGAUUUACCCGAACAGAACUAGAGAAAAUGGU

>Chr7:ENSMUSG00000088799:1:35886800:35887000-rRNA

AAGAGCAGCCAGUGAGUGCUCUUAGCCUCUAAACCUUCUUUCCAGCCCAUAUUACCCUGAUUGCACCCAAUCUUGUCUGAUCUCAAAGCUAAGCAGGGUCAGGACUGGUUAAUGCUUGGAUGGGAGUCUCAUUCAUACCAAGGAAGACUGAUGCUGGCUCUCUGGAUAUCUCCUGGGCUUCCUCACAACAUGGCAGCUGA

>ChrX:ENSMUSG00000089089:1:158674995:158675195-rRNA

UUGGAGUCCCAACAGGGGUUUAUAAGAAUAUGUGAAUACACAGAUAUACCUCCUGGAUCAUACCACCCAAUCGCAUCCAAUCUGGGAAGUUAGGCAGGACUGGGCCGGGUUAGUCCUUGGAUGAGAGAAGGAGUGAGUGAGUCCAGUUGGGAGUAAGUGGAUGCAUAUACAGAUAGCAGGACAGGGACAGCCAAUCUAUU

>Chr14:ENSMUSG00000089038:-1:74345293:74345493-rev_rRNA

UUUUGGUUAAGAGAAGGUGGAGGAGGUAUUGCUAGACAUGGAGAGAAGAGUGGUGUUACCCGGAAUGCACCUAAUUUUACCUGAUCUCAGAAGCUAAGCUUGGCCAAGACUGAUCCGCGUUUAGAUAGGAGAGAGGGUCAGUAAAGGGCCAGAAACAGAAAAAUAUGAGCAGAGAGUUAUAAAUGGGCCAAUUUUCAGUA

>Chr16:ENSMUSG00000087982:-1:8873118:8873318-rev_rRNA

GUAUCAUACAUGUGCUCCCUAUGUGGAGAAAUACCAGAGUUAGUCAGCAGAUACAUUACCUUGAAGGUGGCUGGUCUCAUCUGAUCUCAGAAGAUAAGCAGCAACGUCAGGAUGGGUUAGGGUUUGGAUGGCAGACUCGGGGUAAUUAAAAAUAACACCGGCCAUUGUUGCAGGAGAAGGUGUAUCUCUCAGGUUAAGUU

>Chr3:ENSMUSG00000088537:1:127434460:127434660-rRNA

GAGCUCAUAAGAAGAGAAAGUAGAAAGGAGAUUCUCAGAGACAGAAAACUUGUCUGUAGCUGUUCCACCCUGAAAAUGGAAGAUAAGCAGGGUCAGGCCUGGUUUGAAGUUGGAUGGAGACUGCUGGGAGUAUUGGAUGUUAUAGACACUGACAGUGACAACCUAGCCUCUCACCGGUUCAUUUUCCCUGAGCAACUAAC

>Chr2:ENSMUSG00000084574:-1:74773422:74773622-rev_rRNA

CCAAAUGAUCCAUCAAUUCCACUACUUCACAUCCAAAGGAAGUGAAGUCCUGCCUAUGACCAUAUCACCCUGAACACACCCGAUCUUGUCUGAUCUCAGAAGCCAAGCAGGGCUAAUACUUGUGUGGAAAUGAAGUUCUAUGUCAGAGACACCUGCACUCCCAAGCUCAGUGCGGCACUGCUCACAACAGCCAGGAUAUU

>Chr14:ENSMUSG00000065102:1:110561012:110561212-rRNA

UGAUCACAGUGACCCAAUGGAGGAGUUAGAGAAAGGACUGAAGGGUCUACCGCCAUACCACCCAGAAUGUACCCGAUCUCGUCUGAUCUCAGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGAAUGGGAGAAAGGACUGGCACCUGAAGGGGUUUGCAACCCCAUAGGAAGAAAAACAAUGUUAACCAACCAGAAAC

>Chr10:ENSMUSG00000084545:-1:105241098:105241298-rev_rRNA

GAGAAUUUAACCUACAAAUAAGAGACAGUGGUAUCAUAGAACCCAGAUACCAUACCACUCUGAACACGUCCAACCUCGUCUGAGCUCGGAAGCUAAGCAGUCAGGCCUGUUUAGUACUUGGAUAGGAGACAAGACUGCUUUAAGGAGAAAGUAUCAAAAAUAGCUAAGGAGUUACAGUAAGAAAUCAGUCAGCAUCCACA

>Chr2:ENSMUSG00000065083:-1:120466409:120466609-rev_rRNA

CCUGAGUGAUAGAAGCAUUAGUGAUGGUUAGAAUAAAAGCCUGCAUUCCUCAGGAUCUUGUGCAACAGUUCCUUCCACUCGUCUGAUCUCGGAAGCUAAGCAGGGUUGGGCCUGGUUAGUACUUGAAUGGGAGACCACCCGGGAAUACUGGGUGCUGUAGGCUUUAAAAAACAAAAACAAAAACAAACAAACAAAAAACA

>Chr1:ENSMUSG00000077235:-1:190446767:190446967:rev-SNORA17

AAGAAGAAGAAGAAGAAGAAGAAGGUUCAUACUGAGCUGCUUCUAAGGUCUUAAAGGUGUGGCUGCAGUGUCACACGUGUUGCAGUAGGUGGCAGAGAGGAGAGGGGCUAUGUCUACACUCAGUCUUCUGACCAAUAAAUAUCCGAAUGAUUAGUAGCCUAACAUUCUCCCCAAAGAAAAGCAAGCCUGAGCGGACCCCC

>Chr9:ENSMUSG00000088550:1:60267631:60267831:SNORA17

AACGGAAAUCAAUGGACUAAUAAACAUAAAAACAUGCAUCUGCCCACCCUGAGAGGCACUGCAGGUGUGGCUGCUGUCACAUGUAUAUCAGUAGGUGGCAGAGAGGAGAGAGGCUAUGGCUAAAGUUCUGACCUAUGAACAUCUGAAUGUGGCCCGACCUGCCCUGGAAAAAAAAAGAGAGCCCGAAACAGCCACCAGCU

>Chr6:ENSMUSG00000088781:1:145412666:145412866:SNORA17

GACCAGGGGUGAGCCCUUCCAUAUCAGUCACUAGUUAAGAAAAUCCUAGAACCAUAGCGAGUGUGACUGUUGUGUCACAUGUGCGUCAGUAGGUGGCAGAGAGAAGAGAGACCAUGUCUACAUUCUGCUAUGUCUGAAUGAUUAGCAGCCUAACACUCCUUAGAAAAAAAAAAACAAACCUGCAAUGACCACCAGUCUGG

>Chr14:ENSMUSG00000077611:-1:33005038:33005238:rev-SNORA74

UACCCAGUAGUAGUCAGCCAUCCCAGACACAUUCCUGUGAUGGUGUUACACUGCUGGGAGAGUAAUGUGUGCUCUUCACCUGGUUGCUGGGUCACCGUUCUGGUGGGCUGUGACUCUGGUGUAAGACCAAACUUUGCUUCCUUGAGAGUGUGCUAAGCAUUCGCUUUGACUGCUUAGUUCUAGUAUGGGAGCAGACAGUG

>Chr13:ENSMUSG00000070170:1:76042561:76042761:SNORA71

CAUAGACAAAGGUCUGUAUAGAAAUGUCAGGACCCCUGAAUUCAAGAGUGAUUUUGUAAUACCUAUGCCCUGCUCAUUGUUACUAUAGGGAGAGGAUGCCAAAAGCCUUUCUCUGUGUUUUGAAGAUCCAUUCCUGUUCUUGCUAAACCCUGGUGCGUUUGAACACAUCUUCACUUUCGAAGCCUCUUGGUCUCCUGGUU

>Chr11:ENSMUSG00000065686:-1:6520290:6520490:rev-Snora5c

CUCUGUCCACUGCUCCUUCCAUGUUGCUAUCCCUGCAGUCAAGUCAAAUUCAGUUCCUAUCCUCUCAUGAUGGGAGCUGGCCCAAAUGGCUGCCACAGCAAGCUCUGCUGCUCAUGGGCCCUAUGUCCCCAGCCCUGGGACCUAGGGAUAAGUUUGGUUGCAGACAUUGCACUCUGGGUCCAGGAGUCCCUUGGGCAGGC

>Chr14:ENSMUSG00000065864:1:27317106:27317306:SNORA71

AAAUAAAAGAUUUGAUUAAAAUAUUGGUCUAGGGCCCUGUAUUCAAAAGUGAUUGUAGGCUGCCUGUGUCCUGGACAUUGAUACUGCAGGGGAAGAUACUGAAAGCCUUUCCCGGCGUGUGGAAGGUCUGAUUCUAUCCUUGUCAAUCCCUGGCGCUUUGGAAUACAUCUUCCUUCCCAGAAUUUCUUAGUCUCCUGGCU

>Chr19:ENSMUSG00000077223:-1:56351972:56352172:rev-SNORA17

AAGAGAAGCAGCAAGGUGGGCUUAGAAACCUGAAGCCCCUUCCCCCAGAGGCCUUGCAGUUGUGACUGCUGUGUCACAUGCGCGUCAGUAGGUGGCAGGAGAGAGGCUAUGUCUAUGUGCUAUGUUCUGAUCUGUGAAUAUCUGAAUGACUAGUAGCUUAAUAUUCCCUGAAAAAGGGGAGCCUGAGACAGCUACUAGUU

>Chr15:ENSMUSG00000077447:-1:94817404:94817604:rev-SNORA17

UAUAACCAGACUAUUGGGUCAAGAUGUUGAAUCAUACUGGCCCCUAGAGGCGCUGCAGGUGUAGCUGCUGUGACACACCUGCCUCAUGAGGUGGGAGAGAGAAAAAGGCUAUACUCCUGCUCCGAGUUCUGACCUGUGAACAUCUGCGUGAUUAGUAGCCUGAUACUUCCUGGAAAAAGCAAGCCUGAGAUGACAACCAA

>ChrX:ENSMUSG00000089430:-1:145394422:145394622:rev-U3

GAUAUCAUGAGCCACAAAAUUGUUCCCAUACACUCCUGAAUUGGAACAGUGUCUGAAAGACUAUCCUUUAGGGAUCAUUUCUAUAGUUUGUUACUAGACAAGUUUUUCCUACUGUGUGCAGCAGUGUCUGAAUUGGGAAUAUACAAAUUUAGUUAUUAAGACACAGAAAUUCUUAUACUUUUCUAUAUCAUUCCAAACAU

>Chr5:ENSMUSG00000065304:1:130295382:130295582:SNORA22

ACAGCAAAGUUUUAGGAGCCAGUUUUCGUGGAUUGCACAGUGAACACCCAAGUGUGCUCUGUAGUUCCCUUGGCCUUGACUCUGUGCUAGAGUAAAGUCUGUUCUUUUCCUCUGCAUUAAAAGGAGUACUGUGUCCUUUUCAAUGUAUUCAGAAAGUCAGCACACCAUUAAUUAAUUAAUUACAAUUAAUUAAUUGUAGU

>Chr10:ENSMUSG00000093245:1:127522281:127522481:AC131120.1

UGGUCCGUGUUUUCCAAAUACAGUAAAGCAUGGAGACCCUUUUUUCUUUUGAGAGUGCUUGAGCCUUCAGUGAUGAUUAGCUUCUGACUUUCGUUCUUCUGAAUUUGCUGAAGCCAGAUGCCGUUCCUGAGAAGGGGAAAAUGGACAGAACUGAACAUUUUUGAAGGCUGUUUAAUUUGGGAAUGCAGAGAUCUGAAAUA

>Chr9:ENSMUSG00000088905:1:33725042:33725242:SNORA17

AUCUUCGGUAAUAUUUAAGUGGAAAGAAUCCUAGACUAUCCCUGCAAGCUUUGCAGAUGUGGCUACUGUGCCACAUGGGCUUCAGUAAGUGGCAGAAAGGAGAGAGGCUCAAUCUAUGCUUAGUGCCCUGACUUAAAAACAGCUAAAGAUUAGUAACCUAAAAUUCCCUGAUAAAAAGAAAGAUCCAUCCUAAAAUGAUC

>Chr12:ENSMUSG00000089025:-1:50679407:50679607:rev-SNORA17

GGUAUUACUAUAGAAAAAACAGGGUACUGAGCACAGCUGUAUAUUAAAAAUUGCUGGUGUGACUGCUGUGUCACAUGUCUGUCAGUAUGUGAAACAAAUGAGAGAGGCUAUGUCUAUACAAAUGUUCUGACCUAUGAGCAUCUGAGUGAUUAAUAGCCUAACACUCCCUGAAAAAUAAGUGAGCCUGAGAUGAUCACCAC

>Chr7:ENSMUSG00000087781:1:131636391:131636591:SNORA48

GAUCAUUAGGAUUACAAAAAAUCAGAGAGGCCCCUGGCAAUGGGCAAAGAGAUACCUGGUUGGUGGUGGUGUUCUUAUAUCAGUCAGGAGCAGAGUAGAUGGCAGCUCUUUGUUCAUCCUAGCUUGAUGCCUGGCUUGGUGGCAAAGCUGCUUAAUGCCUAGGACACAUAAAAAUCCAAUCCAAUCCAAUCCAAUCCAGG

>Chr3:ENSMUSG00000088481:-1:76909069:76909269:rev-SNORA17

CAUGUGAAGUGAACCAAACAAUAUAGAUUUUCAUACAAAUGAUGUAUCUAUGUCACAUGAGCACAGUCCGGGAGGUGAGGCUAUAUCUAUCCUCAGUUUGCUGAUCUAUGAACAUCUGAAUUAUUAGUAACCUAACACUCCCUGAAAAAGUGAUCCUGAGACAAGUACAGGUCCAGCCAUUGCCACAGGCCUGGAAGGAC

>Chr5:ENSMUSG00000087722:1:110757027:110757227:SNORA70

UAGAGCAAAUUCAAGGAGAGCCUAGGCUACAUAGAGAAACCCUGUCUCAAACCCAAACAAAAUGAAAACCUGAAUGGAGUUCCCCAAGGGGCCCUGGUAUGCAACAGGAGCCUCUUUAGUAGUGUAUACAGCUGGUUGCCUAUAUGGGUUGUCCUAAGGGACCUUGGAGGCAAUUCUCUGGCAGUUAUUUCUGAUCUCAG

>Chr7:ENSMUSG00000075776:-1:66698940:66699140:rev-SNORD115

UAAGUUGUUGGAUUAGGUUAGGUGAUAUCCAAGUAGAGGUAGCCGAAUUCUGUCUAGGACUGGGUCAAUGAUGACAACCCAAUGUCAUGAAGAAAGUUGAUGACAUAAAAUUCAUGCUCAAUAGGAUUACACUGAGCCCCAACCAGGGCGACAGAGUCACAAGAGGUCCGUUGACUCCUUGGGGGGCUCUUGGGUGACUU

>Chr19:ENSMUSG00000089087:1:35277691:35277891:SNORA17

ACAAUGGUAAUAGCCACAUUAAAAUUUCAUUUUACUGCCCCCAGAGACAUUGCAGGAAUGUCUGCUUUGUCACAUGUGCAUCAAUAUAUUGCAGAGAGGAGAGAUGCUAUGUCUAAGCUUAGUGUUAUGAUCUGUGCACAUCAAAAUGAUUAGAUGCCUAACAUUCCCCCCAAAAGUGAGCCUGCAAUGACCACAGGUCU

>Chr8:ENSMUSG00000077272:-1:98842353:98842553:rev-SNORA17

UAUAAAUUUGAUUCCUACUAAAACCUCUGUUCGAGCCUGCCUCUAGAAUCGUUGCAGGGGUGGCUGCUGUGCCACAUGUUGGUCAGUAGGUGGCAGAAAGGAGAGAGGCUAUGUCUAUGCUCAGUGUUCUGACCUAUGAACAUCUGAAUGAUUAGUAGCUUAACAUUCCCGGAGAAGGGCAAGCCUGAGAUGAUCACCAG

>Chr1:ENSMUSG00000077257:-1:120349897:120350097:rev-SNORA17

UCAUACUUCUUUCUUCAUUAAAAUAUAAUUACAUCACUGGCCCUAGAAGCAUUGCCGGUGUGGCUGCUGUGUCACAAGCACUUUAGUGGUGGCAGAAAGGAGAUAGGCUAUGUCUAUAUUCAGUGUUCUGAACUUUGAAUAUGUGAAUGAUUAGUAGCUUAACAUUCCUUGAAAAAAAGCUAGCCUGAGACAACCACCAG

>Chr6:ENSMUSG00000065036:-1:131330258:131330458:rev-SNORA70

AUACCCCUAGCACCUCGAGGACAAAAACGUUUGACUGCAGCCAAUUAAGCCGACCAGCUUUCUCUCUUGGUGGAUCCUGGUGUGCAAUGGCUGCAUACAGCAGCCUCCUGGGUUGUGUAUGCUGCCUAUUUCUUGUAUAGGUUGCUCUAAGGGACCCAGGAGAUAAAACUUUCCUUGUCUCUAAUCUCACACUGUCCAGA

>Chr9:ENSMUSG00000088398:-1:44203839:44204039:rev-SNORA40

GUCAAAGAAAAAGCAUAUGUUAAUUUUUUUUAAAAUGAUGAUACAGGUGUGUUUGUUCAACUGAUGGACAAAGGCAGGCUAGACAAGUGCAAAAUAAAUCCUCUUCUCAACCUAGAACUCACUGUUCCGUAUGAGUCUUGACACAUACAGAGGGAGUAUGUGAUGGGUGGACAGUCUACAGGAAAUACUUGUAGUUUCCG

>ChrX:ENSMUSG00000077674:-1:79937544:79937744:rev-SNORA17

UUUCCCAGUUCUAGGGGAACUAAGUACAUUUUCUGCUUGUCCCUAGAAGCAUUGCAGAUGUGGCUGCUGUGUCACAUGUAUGCCACGAGGUGGCAGAGGGAAGAGAGGCUGUGUCAACAUUCAGUAUACUAACGUAAGAACAUCUGAAUGAUUAGUAACCUAAUAUUUCUUGAGAAAAGUGAGCCUGCGACAGCUACAAG

>Chr3:ENSMUSG00000084433:1:88511047:88511247:SNORA42

CUCAGUUGUAAGAGAAAGGUAAAAUUAGAAGAACAUAGUAAUGGAUUAAUGGUGGACCCUUGCGUGUGGUCUCCUUCUGAUGAAUCCAUGCCUGAAUAAACUCUAUAGCCUUAAAUCAUUACCUAGCUAUCUGCUUCUGGGCUAUGAGCACUGAAGGUUGUACAGUUUAUAACAAAAAAGGUCAUUAGUGGCUGGGGAGA

>Chr4:ENSMUSG00000077260:1:102409381:102409581:SNORA17

AAUGGGCAUAGAAUAAUUAUAUAAUAAAUAAGAGACCUGCCCCUGGAAGCAUUGCAGGUGUGGCUACUGUGUUGCAUGAGUAUUAGUGGGUGGGAGAGGAGAGAGGUCUAUGUCUAGCCUCCGUGUUCUAACCUAUGAACAUCUGAUUUAAUAGGUUAACAUUCCCUGGUGGGGGUGGGGGAAGAGCCUGAGAUGACCAC

>Chr7:ENSMUSG00000075722:-1:66710164:66710364:rev-SNORD115

UAAGUGGCUGGAUUAGGUUAGGUGAUAUCCAAGUAGAGGUAGCCGAAUUCUGUCUAGGACUGGGUCAAUGAUGACAACCCAAUGUCAUGAAGAACGGUGAUGACAUAAAAUUCAUGCUCAAUAGGAUUACGCUGAGGCCCAACUAGGGCGACAGGGUCACGAGAGGUCCAUUGACUCUUUGGGGGGCUCUUGGGUGACUU

>Chr14:ENSMUSG00000077647:1:68185062:68185262:SNORA17

AUAAAAAUUACAAGACGAAAUAUCCAUCAAUCUCCUGCCUCUAGAAGCAUUGCAGGGGUGGCUGCUGUGUCACUGUGUGUCAGUAGGUGGGCAGAGAGGAGAAAGGCUAUGUCUAUGCUCAGUGUUCUGACCUGGGAACAUCUGAGUAAUGAGUAGCCUAACACUCCCUGAACAAAUAGAGCCUGAAACGACCACCAGUC

>Chr2:ENSMUSG00000088306:1:65966129:65966329:SNORD26

AAGUCUCAGAAUGAUCAUCCGGAAUUUUGAAAAUAUAUACACACUUCCAUGAAACCAUUUUACUGACUUAAAUUGCAAUUGAACUAUGUAAUUAAGGUUGCUUCCAUUUAGUGGAGAAAACAAAAAUUCUCUGAGUAGCACACACAAAAAAAAUGUGCUUCCUUGAUGAUUGGCACAUAGUAGGUACUCAAUAAAUAUUU

>Chr6:ENSMUSG00000087831:-1:20963077:20963277:rev-SNORA72

UAACUGCUCAACAGGGCCUUUUAAAAGGAAAUACAACACGGAUAUUGUCCCUGUUCUGACUCUAUGCUAAUUAGGAAAUGCUAAACAGUUGCUACAGUAAGACCGUGCACAUAUCUCAGACCUACUUCUCUUCCUAGGCUGGGUUUUCUCAGUGCUGGUGACAGGUAUGAUUUGAUUGUUUUGUGUAAUCAAUGACUAAG

>Chr10:ENSMUSG00000087884:1:10382917:10383117:SNORA17

AAAUAAUAAGUCUUCUAGAGAUUCAAUAAGAAACCCUGCCCCAAGAGGCACUGCAAGUAUGGCUGCUGUGUCACAUGUGCCUUAGGAGGUGACAAAGAAGAAAGAAGCUAUUUCUAUGUUCAGUGUUCAACAGACAAACACUUGAUUGAGUAGUAGCCUACCAUUUUCUGAAAAAAUGAAUCUGAGACAGCCACCAGUCU

>Chr7:ENSMUSG00000075987:-1:67041994:67042194:rev-SNORD116

CCAAAGCACUCCAGAGUACUGGAACCACUUUAUGCAAUGCACUCCCACCUGCUCAGAUCUAUGAUGAUUUCCAGUCAAACAUUCCUUGGAAAAGCUGAACAAAAUGAGUGAAAACUCUGUACCGCCACUCUCAUCGGAACUGAGGUCCAGCAUCUUGGGUCUCCCAGGUGCUAUGGGCGUCAGGCACAGGCUGCCCAACC

>Chr7:ENSMUSG00000075898:-1:66719729:66719929:rev-SNORD115

UAAUUAGUUGGAUUAGGUUAGGUGAUAUCCAAGUAGAGGUAGCCGAAUUCUGUCUAGGACUGGGUCAAUGAUGACAACCCAAUGUCAUGAAGAAAGGUGAUGACAUAAAAUUCAUGCUCAAUAGGAUUACGCUGAGGCCCAACCAGGGCGACAGGGUCACAAGAGGUCCGUUGACUCCUUGGGGGGCUCUAGGGUGACUU

>Chr16:ENSMUSG00000089033:-1:74059111:74059311:rev-SNORA70

UUUCAGAUUCUAAAUACACAUGAGUGGGAGGUUUUGCAGCCACUUAAGCUGUCCAAUUUCCUUUCCUCACAAAGGCUUAGAGAGCAAAGGCCUCAAAUAGUGGCCUCCUUAAGAGUGCAUGCAGCCUGUUUACCUAGACAGGUCGCCCAAGAUAACUUAUACACAAUGAUCUCGAGGUUAUUCACGUCUAUCAUCUUAAC

>Chr11:ENSMUSG00000065061:1:55296166:55296366:SNORA29

AUGUCAUUCGCCCUGCUCAAAAACCUUGAUGUCCCAUUUGACUACCACAUUUUCUACUGAUAAUAGAUUUUGGUGGCUAUGCUUAUGGGAUAGAUUAAAGUUGCCAUGAUCUGAAGAGAGAGGGCUUUGCAGUGUCCUCCCUCUAUAUGAAAUGGCUGGACAGUAAACCACCGCUCAUUACAGCUGACACAUGUGGUAAA

>Chr1:ENSMUSG00000089334:1:53156844:53157044:SNORA17

CUCUCUUAACUGCUUUUAGGACCCUUUACCUCUUAUUAGGUUGCCUCACCCAGCCUUAGAGGUGUUGCAGGUGUGGCUGCUGUGUCACUUGUACAUCAGUAGGUGGCAGAGAGGAGGGAGAGGCUAUGUCUGUUUUAUGACCUCUGGAAAAGGGGAGCCCGAGACUACCACCAGUCCUGCGACAUGGUGAGAUCUUGGCC

>Chr4:ENSMUSG00000065097:1:131865348:131865548:Snora16a

GGUUUGAGGUCUAGCAAUUGCUAUCGCUGUCUGUGGCCCUUAUCGAAGCUGCAGCAGCUUCUACAUAGCUGCUGUGGUCAAAAAGGUGGCCCAGAGAAAGAAUUUUCCUUGACGGUCGCAGUUCUGUUUCCUGUAACUGAUCUGCAACAUUGUGGAAAAUGACAGCUUCACCUUACUAUUUCUCUGGAGUAUGUAGCAAU

>Chr18:ENSMUSG00000084521:-1:55245165:55245365:rev-SNORA40

AGAGCAGAAGCCAAGCCCUAUCAGCAAAGUCUCAGGUUGUUUUAAAAACUCAGGUGAGCCAGUUGGACAGGUACAAAAAUAAAUCCUCUUUUGCAACCCAGAACUCAUUGCUCAGUAUGAGUUUUGAUACAUACAAGAAGGGAUAUGAGCACAGAGGUAUUAUUGAUGCAGCUGGUUCUAGCCAAAUCAUAUAUAUAUAU

>Chr2:ENSMUSG00000087739:1:103880795:103880995:SCARNA21

CCUGGAGAAACAAAUACCAUGGUGAAUUCCUGGCUUGGUUUCCUGGGGGGUGGGCUCAGUGCUCUCCACCCCCUCUCAGCUAAGCCUAGAGUAGAGAGGCCAGGUACGCACCUGGGUGGGAGAGGUGCUUCUGCAGGAGCCUUGCCUGGGCUGGCCUAGCCUCACAUUUACUUGCAAAAUAGGCAAACAAAUCAGUUAUG

>Chr7:ENSMUSG00000075750:-1:66831758:66831958:rev-SNORD115

UAAGUGGUUGGAUUAGGUUAGGUGAUAUCCAAGUAGAUGUAGCCGAAUUCUGUCUAGGACUGGGUCAAUGAUGACAACCCAAUGUCAUGAACAAAGGUGAUGACAUAAAAUUCAUGCUCAAUAGGAUUACACUGAGGCCCAACCAGGGCGACAGGGUCACAAGAGGUCCGUUGACUCCUUGGGGGGCUCUAGGGUGACUU

>Chr9:ENSMUSG00000077751:1:112424999:112425199:SNORA17

UAUUUAAACUUAUAGGAUAAAAUCCAUCACUGACCUGCUCCUAAAGGUGUUGCAGGUGUGUCUGCUGUGUCACAUGUGCAUCAGUAGGAGACAGAGAGGAGAAAGGCUAUGCCUGUGCUCAGUGUUCUGACCUAAAAACAUAUGAAUGAUUAGUAGACUAGCAUUCCCUGAAAAAAAGUAAGCCUAAUAUGACAACCAGU

>Chr13:ENSMUSG00000064672:1:51743536:51743736:SNORA2

UAUAUAUGUGUUAAAAUUGUGUUUGUUUGUUUUGGCCCUGAAUCAAGGCCGCAGUUUACUGAAGCUGUUGGUUUCAAGCAGGAGCCUAAAGAAAUAUCUUUCUAUGGUCUGUUGGCCAUUGCAGAAAUUUGUAAGUCUAAUGGUCAAUUCAUUAGAAAGAAACACCUGGAUGGAUGUUGUACCCAAUUCUGUAAUUGUAG

>Chr6:ENSMUSG00000077570:1:123456695:123456895:SNORA17

AAGCUGUAUUGAAUUUGAUACUACAGAGCAAGAACUGCACUUAGAAGAGUUGCAGGGGUGCCUGCUGUGUCACAUGUACACCAGUAGGUGGAAGAGAGGAGAGAGGUUAUGUCCACCCACUGUGUUCUCACCUAGGAAAAUUUGAAUGAUUAACAGCCUAACACUCCCCGGAAAAGGAAAGCUCGAGAUUACCACUAUUC

>Chr16:ENSMUSG00000077718:-1:52946880:52947080:rev-SNORA17

UAUACACAUAUAAAAAUUUUUGAAAUAAUCUAAAAGAGAAAGCCCCUGGGGGCAUUGCAGGUGUGGCUGCUAUGUCAUAUGUGUAUCGGUAGGUGGCAGGGGGCAGAGAGGCUAUGUUCAGUGUUUUGAUCUAUGAACAUCUGAAUAAUCAUUAGUCUAUUAGUCAUAGACAAUAGUCAUAGUCACAGUCAAUAGUAUAG

>Chr13:ENSMUSG00000077673:-1:100462319:100462519:rev-SNORA17

UGCAUUCUAAUUAGUUGUAAGGAAGAAUAAGAUGAUCUGCUUCUAGAGGCACUGCAGGUGUGGCUGCUGGGUCAAGUGUGCAUCAGUAGGUGACAGAGAGGAGAGAGGCUAUGUCUAAGCUCACUGUCUGACCUGGGAACAUCUGAAUGAUUAGUAGCCUGUUAUUCCCUGAAAAAAAAUGCAACCAUGAGAUGACUAAC

>Chr5:ENSMUSG00000088777:1:92858783:92858983:SCARNA4

GAAAUGCCUGACAGCCUAACUCUAAAAAACAGGACCCAAAAGGCUGAGUCUGAUGAAGCAAGAUUUUAACGAUGCACUCCUAGGAACAAAGGGUUGGAGAGACAAGCCCUUAUUUUGGGGGGGGGGGGGGGGAGAACGGGACCCAGAGGGCUGAUUGUAUUUCCAACAUUAAAAAAAAAAAAAAAGAAAAAAAAUCAAAA

>Chr7:ENSMUSG00000075939:-1:66743998:66744198:rev-SNORD115

UAAGUGGUUGGAUUAGGUUAGGUGAUAUCCAAGUAGAGGUAGCCGAAUUCUGUCUAGGACUGGGUCAAUGAUGACAACCCAAUGUCAUGAAGAACGGUGAUGACAUAAAAUUCAUGCUCAAUAGGAUUACGCUGAGGCCCAACCAGGGCGACAGGGUCACAAGAGGUCCGUUGACUCCUUGGGGGGCUCUAGGGUGACUU

>Chr8:ENSMUSG00000088420:1:18932940:18933140:SNORA70

GGGCCAUCUCUUCAGUCCCAAAAGUAUUUUUUAAAAAGGUGAUUAAUAGUGCAGCUGAUUAAGCUGGCCAAGUUCCUUUCCCCGUGGGGCUUUGGUGUGCAAUGGUUGCAAACAGCUAUAUACGUUGCCUCAAGGGACCUUGGAGACAAUUUUUUAAAAAGUGAUUAAUAGCCAUCCAAUGUGAGGAUCGGUUAAAAGGU

>Chr17:ENSMUSG00000088244:-1:3057759:3057959:rev-SNORA40

GCUAAUAGUUCUUGAAAUGUUUCAGUUAUGAUCAUCCCUUAGCACUGUGUAUAUUUUAAACUUGUGGACAAAGACUUACAGACAAGUGGAAAAAGUAAGUUCUCUUUACAAUCCAGAACUCAUUUUUCAAUAUGAGUCUUGAUUAUAUAUGAGGGAAUAUGAUCCCCUAGUCCCCCCAAAAUUGUCCAUUAGAAACCCAA

>Chr2:ENSMUSG00000089058:-1:161271066:161271266:rev-U3

AAGAUCGUACUUUCAGGGAUCAUUAAUUUUAUUACUAUGAGAAGAUUCUCUGAACAUGGAGAGUACCAGAAAGAAUGAACAGAAGGCUCUCCUGAGUGUGCAGUUGAGUCCUGUUCUUACCUCACUGCACCUGACAUUUGCAACAGAUACCAUCUUCUCCUCUUCUGGGAGGGCACAAGGGGAAGGGUGCCUGCCAUCUC

>Chr1:ENSMUSG00000089174:1:165048319:165048519:SNORA40

UAAUAGUCCUUGAAGUGUUUCAGUUACGAUCAUCCCUUAGCACUGUGUAUAUUUUUAACUUGUGGACAAAGACUUACAGACACGUGGGAAAAAGUAAGUUCUCUUUACAAUCCAGAACUCAUUCUUCAACAUGAGUCUUGAUUAUGUAAGAAGGAAUAUGAUCUCUUAGUCUCAAAAACUGUCCAUUAGGAACCCAGGAA

>Chr4:ENSMUSG00000077514:-1:103258841:103259041:rev-SNORA66

GCAGAGAGGCAGAGACUAUUCAGUAGAGAAAAGAAAGUGUCUCCAGCACUAAUUCUGCAUAAUGUGGCAGCAGCUGAGGGAACCAGGUUUGCUGGAGUAAUUGUGGUGAUAGCAAUGUACCAACCUCAGAAGCUACUGAGAUGUCCAUUCUGUCACAGUACAGUCCUGAAAAAAAGAAAGAGAAAAAAAUGUCUCCAGAA

>Chr3:ENSMUSG00000089029:1:103196807:103197007:SNORA17

CCCAUACACAUAAAAUUAAAUACAUAAAUAUAAAAAAAAAUUAAAAUCCCUGUCCCUAGAAGCAUUGCAAGUGUGGCUGCUAUGUCACAUAUUGACCACUAGGUGGCAGAGGAGAGACGAUGACUAUGCUCUGAUUAGUAGCCUAACAUUCCCUGAAGAAAGCGAUCCUGAGAUGACCACCAGUCUUGUUCUACACAGGG

>Chr1:ENSMUSG00000077736:1:83918455:83918655:SNORA17

UCACUGCAAUAAUAGAGUCUUUAAAAGUCACUUUUGUCCUGCCCCUAGAGGCAUUGCAGGUGUGACUGCUGUGUCAUAUGUGUGUCGGUAAGUGGCAGAGAGACUAUGUAUAUGCUCAGUGUUCUGAUCUAUGAACAACUGAAUGAUGACUGGCACAAAUUUUCCUUAAAAAGGAAGCCUGAGAGGAUGACCAAUCCAGU

>Chr1:ENSMUSG00000088159:-1:15009081:15009281:rev-SNORA17

GUCUAUUAGGUGAUAUUUAAAAAAAAAAAAAAAGAGGUUAUCCCUCCUGUAGAGACAUUGCUGUGUCACAUGUGCAUCAGUAGAUGGCAAAGAAGAGAGAAGCCAUGUCUACACUCAGUAUUCUGAUUUAUGAACAUCUGAAUGAUUAGCAGCCUAACAUUCCCUGAAAAAAGAGACCCUCAGAUGAUCACCAAUCAAGU

>Chr12:ENSMUSG00000064545:1:110920531:110920731:SNORD113

CCCUCAGCACCCACUAAGCAAUUAAGGUGUGCAGUUGGCUAGGGAGAGAGGGAGCCCCAUCCAGGACCGAUGAUGAGAUCUGGUGGCGUUUGAGUGAUACUCCAUGAACGCCAAGUAUCCAGAAAUCUGAUGCCUUGCUAAGAGCUAAGCUCUGGAUGGAGGCCCAUAGGUCUAUGCCCGUCCCUUGUGGACCUGUGGUG

>Chr6:ENSMUSG00000088372:1:135098633:135098833:SNORA17

GGGGAAAUUAACUCUUAAAGAGGCUUACUAACCCUGCCUCUAGAAUCCCUGCAGGUGUGGCUGCUGUGCCUCAUUUGCACCAGUAGGUGGCAGAGAGGAGAGAGGCCACAUCCACCCUCUGCGCUCUGACCUAUGAAUAUUCCCAGGAAAAAGCUAGCCUGAGAUAACCACCAGUCUGGCACUACACAAGCCCUGAUGGC

>Chr1:ENSMUSG00000064816:1:162966129:162966329:SNORD24

GAUGAAGGCUUACGAGGUGAGUACUGAAUAGUAAUGAGAAGUUAGGUUGAAAGGACAGUGCCACAAUGAUGACAUCAUAUUUGCUACUCUUGACAGCUGGGGUGACGAUAGCUUUAAACCACCAUGAUUAUAACUGAGGCACACAAAAUAAUGAUUUGGGGGCUACUUACAGAGUAAGCAGUUUUUACAUAAAGAUUCCC

>Chr10:ENSMUSG00000088857:-1:7568119:7568319:rev-SNORA40

GGCUCUCCAUGAACUUAUCUUAAUUGCUCUGAAGCCAUGCAGCAUUUGUGUGUGUUUGUUGAACUGAUGGACACAGACUUAAAGACAGGUGCAAAAGGCAACCCUCUUUGCAACCUAGAACGCACUAGUCAAUGAGUUCCGACACACGUAGAAGGAGUAUGGUAGGUGAGACAGCUUGAAAUGUUGACAGCAGUAAAAAU

>Chr4:ENSMUSG00000088677:1:94154524:94154724:SNORA2

UCCCGAGUGCUGAAGCGUGAGCCACUAUGCUUGCUUAAUUUAUACUGGAUUGGCCCUGAAUCAAGGUCAGCAGUUUACUGAAGCUGUUGGUCUGUCGGCCAUUUCAGAAAUUUGUAAAUCUAAUGGUCAAUUCAUUAAAAAGAAACAUCUGGCAAAAAAGAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAA

>Chr11:ENSMUSG00000064766:-1:11327352:11327552:rev-SNORA24

GUAUGGUAAUAGAAUUUAUUUAAAUGUUAUAUUUGUACUCUAUUUAACUUUGGGACCUGUCGGCUGUGUCAUGCUUCCUUUGUAGCCAUGGAAGAGCUUCUUAUUUAUUGGAAAAGCUGUUAUCUUUUGUAUAGUAUCAGAGUCUGACUUGCACAAGUAACAUUCUUCACUGUUCAACAUUUCUAUAUAUGAAGGACCAC

>Chr11:ENSMUSG00000088438:-1:27218813:27219013:rev-SNORA17

UUAUGUAAUUUUAUUUCAAUUAAAGUUAUAUUUUACCUUCUUCUAGAAACAUUACAGGUAUAGCUGCUGUGUCGCAUGUGCAUCAGUGGGUUUCAGAGAGGAGAAAGGCUAUGUCUACACUCAGUGUUCUGACCUGUGAACAUCUAAGUAAUUAGCAGUCUAGAAUUCCCUGAAAAAAGCAAGCUGGAGAUGACCACCAG

>Chr7:ENSMUSG00000075882:-1:66798051:66798251:rev-SNORD115

UAAGUGGUUGGAUUAGGUUAGGUGAUAUCCAAGUAGAUGUAGCCGAAUUCUGUCUAGGACUGGGUCAAUGAUGACAACCCAAUGUCAUGAAGAAAGGUGAUGACAUAAAAUUCAUGCUCAAUAGGAUUACGCUGAGGCCCAACCAGGGCGACAGGGUCACAAGAGGUCCGUUGACUCCUUGGGGGGCUCUAGGGUGACUU

>Chr10:ENSMUSG00000064778:1:127521136:127521336:SNORD59

AGGACGUUUUAGAGGUGGGAAAGAGCUUGUUAGGCUUAAAUAACACGAGAUCGUGCCAUCUCCAUUCUGUGAUGACUUUACCAAAUGACUUUCGUUCUUCUGAGUUUGCUGAAGCCACACUCAGGUGCUGAGAGGGGAGGCCUGUUUGCUUUUGAUCACCCUUCAUUACAUACUGUUAGGUUUUGGUGCUUAUAACGUGU

>Chr5:ENSMUSG00000064841:1:121654986:121655186:SNORA42

AGAGGGGGAGGUCUCGGGUGUUCCGUGCUGGUGCAUGGGUUUGGAUUUAUGGCAGGCCCGUUCCCCUGGGUCUGUCAUAGUGUCCCGUGCUAGAGCAACCCGUGGCCCCGAACCAUUGCCUGGCCUCUGCCUGUAGGCUGCUGGCACUGAAGUGGGUCGCACAGAAGAGCCUCGAGAUUCUGGGCUUCCUUGCCUGUGUA

>Chr9:ENSMUSG00000077659:1:123071455:123071655:SNORA17

CUGAACAGAUCCAGUGAUUAAGAAACUUGUACCUUUUCCCCUAGAAGUGUUGCAGUGAGUGGCUCCUGUGUCACAUGUGCAUCAGUAGGUGGCAGAGAGGAGAGAGGCUGUGUCUAUGCUCAUCGUUCUGACCUGGAAAUAUCUGAAUGAUUAGUAGCCUAACACUCCCUGAAGAAAACAAGCCUGAGAUGACCCCUGCC

>Chr7:ENSMUSG00000080373:1:51505450:51505650:Snord88a

GUGCUAGGACAAACAGCUCAGUUUAGACUCUGUGCUGUCAGUGUGUAUGCUUGCGGACCCCCUUGAUGUCCAGCACUGGGCUCUGACCAUCCUGAAGACAUGGUGCCCCCAGGGACCUUUGACACCCUGGGGUCUGAGGGGUCCUGACUACAAGGAGGAAUGAAUAGGGGGGUGCCAUGGUCUUCGUGUCCCUUGCCAAC

>Chr15:ENSMUSG00000088895:1:71624607:71624807:SNORA81

AAUAGAUGUGACCUUCUUGUAUAAGCACUGUGCUAAAACUGCAGGAACUAAGAUUCUAUCUUGGUUUUUGUAAUAAUGCUAGCAGAGUACACACAAGAAGAAAAGUAACUGCACUGGAUUGCAAAGACUGGAGUGGACCUCUUUCUUAAUGUCCAGUGUCCUAUGUCAUAAGAUUCGGUGCAAUAAGUCUUUAGACCAGC

>Chr14:ENSMUSG00000064556:1:63139825:63140025:SNORA19

CAUUGUGGUUUACAACCAUCUAUAAUGAGUUCUGUUGCACAUUUCAUCAACCUGCUUUCUUUUGAAUAUGUGAGCAGUGUUGUUUCUUACGUGCUAUACAAAUAGUUGAAAGUAAUUAGUGAGUAACUGCCUAUAGUAAUUCUGUCAGUGUCCUUCAGACACACACACAUAUAUAAUGAGUUCUGAUGCACUCUUCUAGU

>Chr1:ENSMUSG00000077664:-1:31316401:31316601:rev-SNORA17

UGCACUUUAACCCAUUUAUCAACAUUAUGGUUUUUUAUCUACCUAGAGAUAUCACAGGUGUGGCUCCCCUGUCACACAUGUAUCAAUUGGUGGCAGAAAAGAGAAAGUCUAUGUCUGUGCUCAGUGUUUUGACCUGUCAACAUCUGAAUUAGUAGCCUAACAUUCCUUGAAAAAAGCAAGCCUGAGAUGACCACCAUUCU

>Chr2:ENSMUSG00000088297:-1:71837686:71837886:rev-SNORA17

UGUUUACAUAUAUAUAUGAAUAUAUAUUCAUCUUAGUCCUGCCCCUAGAGGCUGUGCAGGUAUGGCUGCUGUGUCACAUCAUAGGUUGCAGAGAGGGUAGAGGCUAUGUCUAUGCUCAGCGUUCUGACCUAUGAACAUCUGAAUGAUUAGCAUUCCCUGAAAAACAGCAAGCCUGAGACAACCACCAGUCCAGCACCAGG

>Chr2:ENSMUSG00000064858:-1:26493336:26493536:rev-Snora43

CAGAUGGGAUGUGAGUGGCUGCCCUAAAGAUGCUGUCCUAGAUCAGCACCACAGGCAUGGCACAGCUGCUCAGCUGAGCCUGUGACAUUGGGGCAAAGAGCAAGUGGCUGUUUCUACGCUCAGUGCUCAGAAGCCCGUGAGCACUAAGAAUGGUUUGUAGCCUGACAUUUUGCAGAGCCGUGGUGGGAAGGCACUGGGUU

>Chr9:ENSMUSG00000088713:-1:119215711:119215911:rev-SNORA19

CUCUUGAAGAGCAGUCUCUCACUCUCCAGCCCUUGGGUGCACAUUACAUUUUUCUCUUUUCUUCACAUCAAGAGAAAAGAUAUCUUUGGUGUGUUAAACACACCUCUGUAGAUAAUCAGCAGUGUAACCAGUUUAGCCACUGCCGCCAGUCACAUUCAGACAAGCAAAAUUAUCUGGGGCUGAGGAUGGGUUGUGUUGCU

>Chr2:ENSMUSG00000088890:1:150949557:150949757:SNORA17

AAAAAUAAGUACAGAAAAAGAUAUUCAGCACCCCACACCUAGAGGCAUUGUUGCUUUGGCUCUGUGUUCCAUGUGUAUCAGUAGAAGGCAGAGAAGAGAGAGGCUAGUCUGUACUCAGCACACUGACUUGUAAACAUUCUGUACCUAAUUAUUGGUACCCUGACAUUCCUUGAAAAAAAAUGUCCUUCUGACCCAGACUG

>Chr1:ENSMUSG00000064814:1:135497766:135497966:SNORA32

AACUUACUGCUGCUGUUCAGGCCACAAGCCUGAUAGUGAUUACUAAUGUCUGCAUGAAGGUUUCUCAAAAGACAGAAAUGUUACUGUGGACAUGACCAUAAAGAGAAAAUUCCCAUGAGGUUUUUCAUAUGCUACUUGACUAGCAGUUACCCUGUUGGGUACAUGCGGGGGGUGGGGACACAGAAAUGUCAUAUGGCUCG

>Chr3:ENSMUSG00000089452:1:104504738:104504938:U6

GUUAUCUUCUUUAGAGAAAUAUCUACCCUGAAUUUAAUUUUAAAUGUAUAUAGAGGUACUCUCUCCAGCACCACAUAUACCGAGAAGAUUAGCAUGACCCUGCACAAGGAUGGCACAAAAAAUUGUGAAGGGGUCCAUGUCUUAGGACAAGUUCUGCGGAGAAUGUGGUGUUCUUCCAUCCUUACCCCUAGCUUGUGGGG

>Chr19:ENSMUSG00000070263:-1:61240226:61240426:rev-U5

AGUUUUUAAACAUGAAGUACAGACUAUAGUAAAAAAAUUAAAAGACUCUGGUUUCUCUUCAGAUCGUAUACAUUUUUUCGCCUUUUACUAAAGAUUUCCAUGGAUAGGAACAAUUCUGAGUCUUAACUCAAUUUUUUGAGGUCUUGUGGUUACAAGACUAGUAAUGGUAAUGAAAAGACAGAACGUCCUUCGCUGUGGGU

>Chr6:ENSMUSG00000088763:1:120474866:120475066:U6

UCACUAUGUUGCGUGUCACCAUGCCCAGCCAUACACCUUUUAGUUCUAGUGUUCACUUUACCAGCACACACACUACAAUUGAAACAGACAGAGAUUAGCACGGCCCCCACACAAGGACAGCACACAAAUUCCUAAUCGUUCCCAAUUUUUGCUGGCAUCAGCAUUCCUGUCAGGACAUUGGUCCUAGCCAUGAUAUAUUC

>Chr12:ENSMUSG00000064663:1:53704728:53704928:U6

CAGGAAUUCUUCGUCCUUAUAUAGUCCACGGCUAGACACUACGAUCGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUGGCUCUGCUUACUAUGAACAGGUCAUUGGACCAAAUUCCAAACAAUAA

>Chr11:ENSMUSG00000088655:1:66014511:66014711:U7

UAUUGUUUGUGAUUAUAAAGGCAAGCAGAUUUCUGAGUUCAAGGUCAGCCCCCAAAAAGCUAUUGAGAGAGCUAUUACAGCUCUUUUUAAAAAAUUAGUAGGUUUUCUGAUUUUGUUUGGAAAACCCAAGAGCUAUCCUUUUCUUUUUUGUUUUUUGUUUUUUUUUUUAACAAUUUUUUAAUUUAACUAGGUAUUUUCUU

>Chr2:ENSMUSG00000065253:1:20202099:20202299:U6

UUUCUUAAGACACUCCGCUCUGAUUUUAAUUAUAAACAACAAGGGGGUGCUUGCUUCAGCAGCACAUACACUAAAAUUGGAACAAUACAGAAAAAAUUAACAUGACCCCUGCACAAGAAUGACAAGCAAAUGCAUGAAGCAUUCCAUAUUCUUUAGACCAUUGGGACUCUGAGAGACUGAACCACCAACCAAAGAAUAUA

>Chr2:ENSMUSG00000088175:1:127915628:127915828:U1

CUUGGGAUCCAAACAACAGCAACGAAAACCAAAACAUACUUGUCAAGAGUAGACCAUGGCCAAGCAGGUGAUGUUCCUAGGACAGUGCUCAUUCACUGCACUUGGAAUGUACUGACUCUUGUUGGGAAACUUGACUUAUAAUUUAUGGUUGUAGAGGAAUACACUUUCAACACUUACACAUGUGGUAGGGUAGUCCAAGU

>Chr4:ENSMUSG00000088589:-1:138143492:138143692:rev-U6

CGUCAAGCUGAUCUAGCUUAUGAGUGAGCUCCCGUCAGUGAGAGAUCCUGCCUCGAUUCAGCAGCUCACAUAUAAAGUUGGAAUGAUUCGGAAGAGAUUAGCACAGCCCCUGCAUAGAGGUGACAGGCAAAUCCAUGAAGCAUUCCGUCAUGUUGAAUAAAUUCAACAUGAAAUAACAACAACAACAACAAUUUGGCCUC

>Chr3:ENSMUSG00000065308:-1:96163858:96164058:rev-U1

GCCGGGCAGUGGGAAAGCAUACUUACCUGGCAGGGGAGAUACCAUGAUCAUGAAGGUGGUUUUCCCAGGGCGAGGCUCACCCAUUGCACUUUGGGGUGUGCUGACCCCUGCGAUUUCCCCAAAUGCGGGAAACUCGACUGCAUAAUUUGUGGUAGUGGGGGACUGCGUUCGCGCUCUCCCCUGAUUUUUGUGGUGCUAAA

>Chr7:ENSMUSG00000088555:-1:53130859:53131059:rev-U4

GGGGCCCAUGGGCCUAGGCUGACUUUAGCCUGCACAGUGCUUUUACUCACACAUUUUGAGCUUUGCACAGUGGGAGUAUCAUAGUCAAUGAAGUUUAUCCAAGGUGCAAUUAUUGCUAAUUGAAAACUUUUCUCCUGGUCUGGUCUACAGAGCAGACAGGGCUACAGAGAAAUCUCAUCUCAAAAACAAACAAAAAAGAA

>Chr14:ENSMUSG00000064394:-1:76051183:76051383:rev-U6

GCUCUUAUUUGUAUCUCUACAACAAGGAUGCAAGUACUCCCAGUAAGGUGCUCGCUUUGGCAGCACAUACACUAAAACUGAAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUUGUGAAGCGUUCCAUCAAAAAAAAAAAAAAGGUAUUCCCAGUAAGUAGGAUUAAGAAAGAACUUUAC

>Chr12:ENSMUSG00000088822:-1:79853625:79853825:rev-U6

AAAGAUGAAACCUAAAAUGUAUCAUGCUAAAUGAAAGAAAAGGAGAGAUGGUGCUUGCUUAAGCAGCACAUACACUAAUGCUGGCAAGGUAAAGAUUAGCAUGGCACCUCUACAAGGAUGGUAUGCAAAUACUUGGAGUAUUUCAUACCUUUACAUAGACUUGCAAGACAUGGCCUGUGUAAGAAGAAAAAGACCUCAAG

>Chr10:ENSMUSG00000065371:-1:5862128:5862328:rev-U1

AACUAAAUAUUUUCCUUUAAAAGAGUUGCCAUGGCCGGGGAGAUACCAUGAUCACGAAGGUGGUUUUCCCAGGGCGAGGCUUAUUCAUUGCACUCCAGAUGUGCUAUGGGAUUUCCCCAGACGCAGGAAACUCUACUGCAUAAUUUGUGGUAGUGGGGGACUGAGUUCGAGCUUUCCUCUGGGGGGAAAAAAAAAGAAAA

>Chr7:ENSMUSG00000064580:1:19827459:19827659:U1

UUUUUAAAUUUGUUUUUGUACACUUACCUGGCAGGGGAGAUACCAUGAUCAUGAAGGUGGUUUUCCCAGAACGAGACUCAUCCAUUGCACUCCAAAUGUGCUGACCCUGCAGUUUCUCCAAAUGCAGGAAAUUCAGAGUAAUUUGUGGUGGUGGGGGAUUGUGUUUGAGCUCUCCUGUGGAGGGUAGGGGAGAAAAGAAA

>Chr15:ENSMUSG00000084607:1:34461424:34461624:U6

AGAGUGGUACAGUGGAAUGCCCAGCUAGUUAAGAAGCAACCAGAGUGCUCGCUUUAGAGCACUUAUAAAAGUUGUAUACAGAUACAGAGAAGAUUAGCACAGCCCCUGUGCAAGGAUGACAUGGAGGUUCAUGAAGCAACAAGAGAAAAUAUUUCAAUUAAAAAAAAAAUCUAGUUAAAAAAAAACAUUGUCUUUACAGA

>Chr12:ENSMUSG00000064572:-1:102007186:102007386:rev-U6

GAGUAAAGUUCUUGACGUGUGCUCUAUCAAAAUCAAAAUCAAAAUUUCGUGCUCGCUUUGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUCGCAAGGAUGACACGCAAAUUCAUGAAGCGUUCCAUAUUUUUAAUAUUUGGCGUGACUCUAACUAAGGAAGUGAAAGAUCUGUAUGAU

>Chr16:ENSMUSG00000087970:-1:78120040:78120240:rev-U7

UGUGUGUGUGUGUGUGUGUGUGUGUGUGUGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGUGUUUGGGGAGCAAACUCAGCUCUUUUAAGAGUUUUUUCUAACAGGAUUUCUGACUUUGGUUGGAAAAUCCAAGAUUUUUUUUUUUUCUAGUAGUUUUUCUGACUUUGGUUGGAAAACCCAUGAGCUAUCCAGAGAGCUA

>Chr12:ENSMUSG00000065195:1:36125815:36126015:U6

UUUUACUAUAUAUAUUUUUUGUAUCUGAAUAAAAUAUUUUUUUUUGGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGAAACGCAAAUUCGUGAAGUGUUCCAUAUUUUUAGACAACCGGCCACCUUCCUGGUGAGAGCACAGGGGUCCGCCCGGCC

>Chr4:ENSMUSG00000064613:1:129135565:129135765:U1

CCUGACUUAAAAGACAAAAUUCUUACAAAAUACUUAACUGGCAGGGGAGAUGCCAUGAUCACAAAGGUGGUUUUCCCAGGGCGAGGCUCAUCCAUUGCAUUCUGGGUGGGCUGACUCCUGUGAUUUCCCCAAAUGCAGGAAAUUUGUGGUAUAAUAACUGCAUAAUGGCACCCAAGACAAGCAAAAAUCUCUGUCUUCAC

>Chr9:ENSMUSG00000089360:1:17044038:17044238:U7

GAGAGUUAUAAAAGCUUUUUUCUUAAAAUGUUUUUCUAGCAAGGGCUGGAGGUCUGGAGAUCUCUGGAGAGCAAACACCCUCUUUUAGAAUUUUUUCUAACAGGAUUUAUGAUCUGGGUUGGAAAAUCCAUGGAGAGUGAACAUAACUCUUAGAAUUUUUCAUAGCCCUUUAAAUUUUUUUUUAACAGGAAUUCUGACCU

>Chr19:ENSMUSG00000087783:-1:36459235:36459435:rev-U6

UGGGGGAAUGGAGUGAUAUGUUUAAAAGGGAGGUUAGGGCUCACUCGCUUGCUCACUUCAGCUGCACAAUUACUAAAACUGGAACAGUAUAGGGAAGAUGACACGGCCCUUGUGCAAGAACCACACACAAAUUUUCCAAGUGUUCUACUCAUCUUUUUAAAGGGGAGGGGUUAAAGGACUCUAGUCAGAGCACACUUGAA

>Chr5:ENSMUSG00000084469:1:138660905:138661105:U4

AUUUUUAUUUCUUUUAUAUCUUUUAUAUGCCGUAAAUCACUUUUUGAAAAUGAUCAUUUAGCUUUGUGCAGUGGCAGAAUCGUAGCCAAUGAGGUUUAUCUGAGGUGCGAUCAUUGCUAAAAAAAUCACCAUUUAACCUUUCAAGUCCAACAACCUUCAUAACUCGAAUAUAUACAACUUACUUAAAACACCUUCUUAGA

>Chr18:ENSMUSG00000088227:1:55339434:55339634:U6

AUGAAUAUAUUUCGCUUACAUAGCUACUGGACUAUAGCAUGAAUGAAAACUAUUCACUGGUGCUCGCUUCCGCAGCACAUAUACUAAAAUUGGAACAAUACAGAGAUUAGCAUGGCUCCUGUGCAAAGAUGACCCGCAAGACUAUUCACUGGAAAGCAGAAGAAAGACGAUUGGUUUUCUUUGUUGCAACAAAGUUUCCU

>Chr1:ENSMUSG00000080524:-1:70001541:70001741:rev-U6atac

ACAAGUACAUCAAAGAAUCAUAGAGAAUAUGAACUUUAGUGUCGUGUGAAAGGAGAGAAGGUUAGCACUUCCCUUGACAAGGAUGGAAGAGGCCCUUGGGCCUAACAACACACAUACAGUUAAGGCAUUGCUACCUACUUUGUGGCAUCUAACCACUGUUUUUAAAAGAAUGAAUUUAUGAAGUUCCUAGGCAAAUGGAU

>Chr9:ENSMUSG00000064492:-1:32254360:32254560:rev-U6

AAUGUUCCUUAGAUGUCACCCAUAUUUGGGGCAAAGCAAGACUACCCGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGCCCCUGUGCAAGGAUGACACGCAAAUUUGUGAAGCGUUCCAUAUUAAAAAAAAAAAAAAGACUCUACCCAACAUAGGUUUGAUUUGCUCCCCAU

>Chr2:ENSMUSG00000064964:1:18080266:18080466:U6

UAAGCACUACAGCUUGUAGUUUCAUGGUUGAGAAGUAGAAUGCCUCUGUGCUUGCUUUGGCAACACAUAUACUAAAAUUGGAAUGAUGUAGAGAAGAGUAGCAUGGCCUGUGCAAGGAUGGCAUGUAGGCUUGUGAAGGGUUCCAUAGUUUUAGACCCAAACAAACCUAUCACUUUGUUGAAAGAAAUAAUUAAAAAUAA

>Chr8:ENSMUSG00000064887:-1:68526198:68526398:rev-U6

AAAGUUAGUAGAGGUAGCAGCUAUUUGGCCUAAGAGAAAUCAAGCAAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUGUGGGAGACUUCAACACACCACUUUCAUUAAUGGACAGAUCGUGGA

>Chr17:ENSMUSG00000075813:1:4677973:4678173:U6

AACAACAAAUGCACUAAAUAAAGACAAUAUUAAAAGCAGUAAGGGAGUGCUCUCUUCAGCAACACAUAUACUAAAAUUGGAAAGAUACAGAGAAUAUUAGCAUGGCCUCUGUGCAAGGAUGAAAUGCAAAUUCGUGAAGCUUUCCAUAUUUUUAGCCGGGCAUGGUGGCGCAUGCCUUUAAUCCUAGCACUUGGGAGGCA

>Chr1:ENSMUSG00000070182:-1:174773617:174773817:rev-U6

CCCUGUACCUAUGAAUUUAAGGUUCUUUCCCACUUUCUCUUCUAUUAGAUUCAGUGUAUGUGAUUUUAUGAUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGCCCCUGAACAAGGAUGACUGUGGUUCUUUAGAAAUGAGGAAAGUGCAUUUUAUUGUUUAUGCUCUCCAGUCAAUGCUGUUGUGUCAGAGAGUAAC

>Chr15:ENSMUSG00000064764:-1:85181489:85181689:rev-U2

AAAUUAUUGCUUCUUGGCCUUUUGGCUAAAGUUCAGCAUAGUAUCUUCCUCAGUUUAAUAACUGAUAUGUCCUUUAGCUGAGGACAAUAUAUUAAAUGGGUUUCGGGAACAGAGAGAUGAAUAGAUACUUUCUCCCUCCACUGCACACACUGACCUCUCAGAGGUAUUGUACUACCUCUGAGAAUAGGGUACCCCCUUCA

>Chr5:ENSMUSG00000065942:-1:106501299:106501499:rev-U6

AAAUGUUCCCCAGGCAAAGCUAAGGCAGAUCUAAAGACUGCUGCCCUGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACACAAAUUCGUGAAGUGUUCCAUAUUUUUUUUGCCGGGUGUGCUGGCGCAUGCCUUUAAUCCCAGCACUUGGGAG

>Chr15:ENSMUSG00000088071:-1:86042936:86043136:rev-U6

UACAUAUAAUAAAUAAAUAAAUCUAAAAAAAAAAAAAAAAAAAAAUUGGGUGCUCACUUCAGUGGUAUACCUACUAAAAUUGGAAUAAUACAGAGAUUAGCAUGGUCCUUACAAAAGGAUGACACACAAACCGGUAAUAUGUUCGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUUAGGCAGC

>Chr7:ENSMUSG00000075896:1:16280514:16280714:U6

UUAUUUAAAUGAUAUGACAAUGUUCAGAAGUGACUUGAAAAAUUGCGUGCUCGCUUCGGCAGCAAUAUACUAAAAUUGGAACGAUACAGAGAAAAUUAGCAUGGCCCCUGCACAAGGUUGACACGCAAAUUCGUGAAGUGUUCCAUGUUUUUACAAAUUGGCUACACAAACAAGACCCAACAUUUUGCUGCUUACAGGAA

>Chr1:ENSMUSG00000088961:-1:95705098:95705298:rev-U6

UAGACCACACCCCGGAGACAGGGAAAGUGCUAGCGGUCCAGAACAUCUUCGUGUUCACUCGGCAGCACAUGUACUAAAACUGCAAUGAUUCAGAGAAGAUUGGAGUGGCCCCUGCACAAGGACAACAAAUUCAUGAAGCGUUCAUACUUCAAAACAAAACAAACCAGAAGACAUCUUCACUGUCAUAACAACACCAGUCU

>Chr11:ENSMUSG00000088485:-1:98731662:98731862:rev-U6

ACUCUGUCUUAAAACAACAACAAUAAAAACAACAACAACAACAAAACACAUGCUCCCUUCAGCAGCACACACACUAAAAUUAGAUCAGGACAGAGAUUAGCAUGGUCUCUGCACAAGGAGUUCAUCCAAAUUCAUGAAGGGAAAAACAAACAAACAAACAAAAAAAUGAAACAACAAAAGAUCCAGGUAGUCUUAACGGU

>Chr11:ENSMUSG00000087741:-1:23676875:23677075:rev-U1

AAACAUAUCUCUGAUGAAGAAACGCUGAAUGCUUACGUGGCCAUGCAGAGACCAUGAUGGUGAAGGCAGCUCUCCCAGAGGGAGGCUUAGUUGUUGACCCUGUGACCUCUCCAGAUAUGGGAAACUCAACUGCAUAGCUGUUACAGUGAGGAACUGUAUUCAAACUCUCCUCUGUUAAAUAAAAUUAAAAGAAAAGGAAA

>Chr17:ENSMUSG00000064710:-1:46369627:46369827:rev-U6

UGACGGUUGGGAAGUAGACGGUCACAGUGAGUUAAAGACCAGCCUGGGUGCUCACUUCGGCAGCACAUAUACUAAAAUUGGAACAAUACAGAGAAGAUUAGCAUGGCCCCUGUGCAAGGAUGACACACAAAUUCGUGAAGCGUUCCAUAUUUUUAGGAAGACCAACGUGUGGAUACUUCAUUCCUCCCUAGAAUACGGAA

>Chr1:ENSMUSG00000084557:-1:153701919:153702119:rev-U4

GGAAUGGUAUAGGCUUUUGAAACCUUAAAUCUUCAGCUUUGCACAGUGGCAGUAUCAUAGCCAAUGAGGUUUAUCCGAGGCACGAUUAUUGCUAAUUGAAACCUUAAAUCCCGACUUCAGUGACACCUCCUCUAACAAGGCCACACCUCCUAAAACGUUCUACCAACUAGGGGCCACGCAUACAAGUCUAUGAGCCUCUG

>Chr9:ENSMUSG00000088708:1:50696008:50696208:U6

GGUCUGUGAGAUUUCCUAUGUGGCACAUAGCCCCAGACACAGCACAGUGCUUGCUCAGGCAAAACAGUUCAUAACACUGGAACAAUACAGGGAGAUUAGCAUGGCCCCUACACAAGGAUGACAUGCAAGUUCAUGCAGUGCUCUGCACAUCAUGGGAGGGCAGAAGGGUAAGAGGGUGGGUAUGAGGGGAGAACUGGAUA

>Chr5:ENSMUSG00000084435:-1:80179380:80179580:rev-U4

UUCAUCAAUGACAACUCUAUGUAACAAGCUUUGUGUAGUAGCCAUAUUGUAGCCAGUGAGGUUUAUCUGAGGCAAAAUUAUUGCUAAUUGAAAUUCUUCCCAAUACAUUGCCGCAACAACUUGCAAUACAGUCGGCAUUGACAAUUGUUGGCAGGAUGUAUGGAGACUAAAUAACUCGUUCAAAAAAACACAAAAAAACA

>Chr7:ENSMUSG00000065313:1:19134387:19134587:U6

UUGUUGAUGUUCAAACUCAACAUUACUAAUUAGGAGGCUCAAAAUGGUGCUCGUUUCAGCAGCACAUAUACUAAAAUUGGGACAAUACAAAGAAAAUUAGUACGGCCCCUGCGCAAAGAUGACACGCAAGUUUGUGAAGCAUUCCCUAUUUUUAGCACACCCAGGAUCUGGGAUCACUGGUGUUCCAAAACAACCUGGAG

>Chr18:ENSMUSG00000088077:-1:33164269:33164469:rev-U6

UUAAUAAAAUUAAAUGGUUUUUUGAUUAAAUAAAAAGAAUGUCACAGAUGUACUUGCUUCUGUGGCGCAUAUACUAAAAUGGGAAUGAUGGAGAGAUUAGCAUAGCCACUGACUAGAGAUGACAUAAAAGAUCGCGAAGCAUUCCACUGUCUUAAGUGCUACAGACUUGUCAGGUAUUAUCACUCACAUCUGUCAUCCCA

>Chr12:ENSMUSG00000089603:1:61836438:61836638:U6

ACAGAUAAGUAAUUGGUAAUGAGAAAGAAUAGAUGAAUAAUAACUUGUGCUCACUUAAGCAGCACCCAUACUAAAAUUGGAGCAAUAAAAACAAGAUUAUCCUCAUCCCUGCCUAACGAUGUUACACAAACUCAUGAACCAUUCUAAAUUUAAAUAAGAACCAUGCGGCAAUGGUUACAUGUAGUAGUUCCCAGGAGCCU

>Chr10:ENSMUSG00000088221:1:89913602:89913802:U6

AGUGGUGAUGUGUAUGACCACGGAGUGCUUAUAAGGUAGCCUAUAACAUUAUGUGCUCAUUUUGGCAGUGCAUGUACUAAUAUUGGCAUGGUAGCAUGACACCUGCACAAGGCUGACGUGCAAAUCCAUGAAGCAUUCCCUAUAUUUUUAAAAUUAAUUAAUUAAUUAAUUCACAUCCCAAACACUGCUCCCUUUCCUGG

>Chr18:ENSMUSG00000089541:-1:61626657:61626857:rev-U6

AGCCCACCACCACAACUACAAAAACACAUUCAUUAAAACAAACAAGAAUGGUUCUGGAUUUGGCAGCACAUAUAACAAAAAUUGGAAUGAUACAAAGAUUAGCAUGGCUACUGCACAAGGAAGACAAAUUGGUGAAGUGUUCCAUAUUCUAAAUGAAGGGGACAGAGGAGGAGGAGGAAGGGGGAAGGAGAAGAAAAGGA

>Chr5:ENSMUSG00000084717:1:151510572:151510772:U6

AUUAGACAUUGUCUUCCAAAAAACUUUUUUUUUUUUUUAAAUAUCCCUCCUCACGUUGAUAGCACAUAUACUAAACUUGGAAUGAUACAGAAAAUACUAGCAUGGCUCUGUGCAAGGAUGACAAGCAAAUUCGUGAGGCCUUCUAUAUUUGUAAAUAAAUAGAUCUAAAAAGAAGUAUCAUCCAACCAAGUUCAAGGAAG

>Chr11:ENSMUSG00000088854:1:95782378:95782578:U1

UUCUCAGUACCAUUGCUAUUUAAUAGUCUUUUUUUGAAUCUUUACCUGACAGGGGAGAUGCCAGGCAAAGGAUUGUCUGCUGCAGUCCACAUGUGCUGUGAUUUCUCCAAAUUUGUGAAACUUGAUUGUAUAAUUUUUGGUAGUGAGGGACUGUUCCCCUGGGGAACUAACUACACACACACACACACACACACACACAC

>Chr6:ENSMUSG00000089183:-1:123145591:123145791:rev-U2

UAAAGAGGUGAAGGGGAUGUCAACCCCACAGGAAAAGCAACAGUAUCAAAUAAACUAGAGAUCGCUUCUCGGCCUUUUGGCUAAGAUCAAGUGUAGUAUCAAAUAAACUAGACACCUGGGAGCUCCCCAUGAAUAAGCCAUAAACCAAAGAGCAUACUCAAGCUGCGCGCCUUCCCUGCCAGAGAAGAGCUUGACUGCAG

>Chr3:ENSMUSG00000065023:-1:89005042:89005242:rev-U6

UGGCAAUCAUAUACUGUUUGGUUAUCACUUUAAGAAUCAGUAGCUGGGUGCUCGCUUCGGCAACACAUAUACUAAAAUUGGAACAAUACAGAAAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUUAAACUCAAGAAGAAUGAAGACCAAAGUGUGGACACUUUGCCCCUU

>Chr11:ENSMUSG00000064577:1:34712472:34712672:U6

UAUGUUCAGAUGAUCCAGAUGAAGUUGGUUUAAGAAACAAAGGGUGGUGCUCGCUUCGGCAGCACAUAGACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCUCCUGCGCAAGGAUGACAUGCAAGUUCGUGAAGUGUUCCAUAUUUUUAGCACCCUCAUAGUAGCAGGGGGAGAGGGAAGGGCUGGUGGGGUUCU

>Chr14:ENSMUSG00000064411:1:105649180:105649380:U6

AUUCACACUAUAAUAAAUUUUGUUUCCUCAUAUAGUAAAAAAAAUAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAAUGAUAUAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACAUGCAAAUUCGUGAAGCCUUCUAUAUUUUUACCAGUACCCCCGGAGCUCGUGUCUCUAGCUGCAUAUGUAGCAGAAG

>Chr1:ENSMUSG00000064845:-1:193596557:193596757:rev-U6

AGCAAAAUAGAAAGGUUUUUGGGAAAGUUAAGAAAAUAAACUUAGGUGCUCUCUUCAGCAGACAUAUACUAAAAAAAAAAAUCGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGUACAAGGGUGACACACAAAUUUGUGAAGCGUUCCACUGAAAGAAGGAAAGAAAGAAAGAAAGAAAGAGAGAGAGAGAGAGAGAG

>Chr4:ENSMUSG00000088614:1:135693362:135693562:U6

GUGUGUGUAUGUGUGUUCUCAUGUGUGUGUGUGUGUGUGUAUGUGUGUGUGUUCGAUUUGGUAGCACAGAUACUAAAGUUGGAACAAUACAGAGAAGACAGGUUUGGCCUCUGAGCAAGACCCUCGAGUUAGUGAAGCAUGCUGUAUUAAGAUUUCUUUUCUGUUGGCAUGUGCAUAUGUGAUAUAUAUAAGGAUAUACA

>Chr7:ENSMUSG00000064982:-1:31141747:31141947:rev-U2

AGCAAUCACUUCCCUACCUUGUGGCUCAGAUCAAGUGUAGUAUCUGCUCCUACCAGGUUAGUAUCUGAUAUGUCCUCUGUCCGAGGACAAUAUAUUAAAUGGAUUUUUUGGGGAGCUGGGAGAUGGAGCAGCAGCUUGCUGUGUCCAAGAUACUCCUUGAUUUGGUGUUGCAGUAGUCCAGGAAUGGUGCCCCCACCUCA

>Chr9:ENSMUSG00000088138:1:102275399:102275599:U6

AAAGGAUGUCUAUGAACCAAUAACAAAUAUCUAUUUAGAACCAUCCAGGCAUUUACUUGGCAGUUUGCCCACUAAAAUUCAAACUGUGUAGAGAUUAGCAUGGUUCCUGGGCUAAGAUGUCAUGGAAUUUUGUGGCACCUUCCAUAUUUUUAAGCCACAUCCAAAAGAAGAAAACAAUGUAUGAUUCCACAGAUAUGAAA

>Chr12:ENSMUSG00000087939:1:4756510:4756710:U6

AAAUACUGCAACCUAGUAUUUCUUGAAAAAGUUUUAAAACUUAUCAUGCUCACUUUAUCAGAACACAUAUUACUACUGAAACAAUACAAAAAAUAUUAGCAUGGCCCCUGUGUAAGGAGGGCACAUAAAAUCAUGUAGCAUUUCACUUGUCUGUUUGGUCUAGCUGAAACAGGGACUCAUGUAGCCCAGGUUGGCCUGGA

>Chr14:ENSMUSG00000084476:1:121198017:121198217:U6

CCCUACUCUGUCCCUCUCUCUGCCUUUCUACAUUAAAUGCCUUAAAACCAUGGACUGGUGCUCGCUUUGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAAGAUGACACACACACACACACACACACACACACAAAACAAAACAAAACAAAACAAAACAAAAAAACCAUGGAC

>Chr13:ENSMUSG00000089486:1:94726215:94726415:U6

CACUCGCAUGUACAUAAACAUACAGGUAUACAUGAUCAGAAAUAAGUGAUCUGAACUUGACAGUGCAUUCUAAAAAUUGAAUGAUACAGAGAUUACCAUGACCUCCACCCAAGGAUGACUUACAAAAUUCUGAAGCAUUCCAUAUUUUAAUACAUAAAUAAGUACAUAGGGGCCGAUCAAUGAUUAAGAGCAUUGGUUGC

>Chr9:ENSMUSG00000064559:1:62981043:62981243:U6

ACUUAAAAUUUUGUCCUUAUAUACUUCCUGAGAAAAUGGGCUGUUCGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUCCUACUUAAUUUUUUUUUCCCUCAUGAAGUCCAAAACAGCCCCAACG

>Chr16:ENSMUSG00000088963:-1:36217960:36218160:rev-U6

AGGUUUCCAGUAUUUUUUGUAAAAUAUCAACUCUGAACCAUGAACACUGUGCUCUGUAUGGCAGCAUGUAUAUUAAAAACUGGAAUGAUAUGGAGAUUUCCAUGGCUGUUGCCCAAAGAUGACACACAAAUUCAUGAAACAUUCCAUGUCUAAAAACAAUUGUCUAGGAAGCAAAUGUCAACACAAUACUGAGUAAUGAG

>Chr11:ENSMUSG00000064491:1:98807711:98807911:U6

GACUGUACGGUGACAGUUGUAUAUCUCCUCAAUAGUGUGUACAGCCGUGCUCUCUUCGGCAGCACAUAUACUAAAAUUGGAACAAUACAGAGGAGAUUAGCAUGGCCCCUGCACAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUUGCAACCCUAUAGGUGGAACAACAAUAUGAACUAACCAGUACCCCCA

>Chr7:ENSMUSG00000064745:-1:17209875:17210075:rev-U6

UUUCUAUCCUAAAAACAACAACAAAAUCACCAGCUAAAAGCAAGCUGGGGUGCUGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUAUAGAGAUUAGCCUGGCCCCUGAGCAAGGAUGACAUGCAAAUUCAUGAAGCGUUCCAUAUUUUUAAGAUUUUGCUGACAGGAGCCUGAUAUAGCUGUCUCCUGUGAGGCUAU

>Chr9:ENSMUSG00000064517:1:106999235:106999435:U6

CUCCGCAUCUGACAGGUCUAAUACCCAAAACAUAUAAAGAACUCAACUGCUCGCUUUGGCAACAUAUAUACUAAAAUUGGAACGAUACUGACAAGAUUAGCAUGGCCCCUGAGCAAGGAUGACAUGCAAAUUCGUGAAGCGAUCCAUAUUUUUAAGCCCAGAAACUUAGAAUACCCAAGAUACAAGAUACAACUUGCAAA

>Chr1:ENSMUSG00000087823:-1:63622013:63622213:rev-U6

CCAUCUAUCUCUUAUGCCAAGUUCAUGAGUAAAAGGGCAAUAUUUUCAAGCUCCCUUCAGCAGCACAUAUACUAAAAACUGGAAUGGUACAGAGAUUAGCAAGGCCUCUGUGUAAGGAUGAGAUGCAAAUUCAUAAAGUGUUCCAUAUUUUUGACAGACUUGAGGCCCCAGGGAAUGGGGAGGCCUGACGGGGUGUGGGG

>Chr5:ENSMUSG00000088210:-1:75768018:75768218:rev-U6

AACAAACAUGGGACAGGAAGCAGUGGCAAGGAGGAAUUACCAGAUGUAGUGUUCACUUCAGAGCACAUAUAUUAAACUUGAAACACUACAGAGAUCAACAUGGUCUCCGUGCAAGGGUAGCCGGCACACAGUCAUGAUGGGUCUACAGUUUUCCCCUAAGCACUCCUAUUAGGAGGUGUGGCCUUAUUGGAGGAAGUGAU

>Chr5:ENSMUSG00000088696:-1:23944254:23944454:rev-U6

UACAGCCUGCCUUCUAGAAACUUGUCUUAGCAGGUUAAGACAAUGACUGAGUGCUUGCUUCAACAGCACAUGUACUGAAACUGGACACAGAGAAGAUCAGAAUGGACCUGUACAAGGGAUGAUACGCAACUCUACAGUGUUCCAUAAUUUUAAAAACUUGAUCUAGUGUAUUUUAAGUUAACACUAAAUCAUUAUCUCAA

>Chr16:ENSMUSG00000088450:-1:55779108:55779308:rev-U6

AUUAGCUCACCCUUUGUAUUAAAAAACUCCUUUACCGUGCUUGCUUCAGCAGCCUGCAUACUAGGUAUGACUAACUGAGAUGACCUAGAGAAGAUUAGCAUGAUCCCUGUGCAAGGAUGGCAUGUGAAUUCUUGAAGUGUUUCAUACUGUUUUCGCUAAAUCAGCGUAAUCCCUACUUUCUAAGUAUUUGUUCUUAUACU

>Chr7:ENSMUSG00000064403:-1:98815631:98815831:rev-U1

CUCCACUCCUUGUUUCUAAGCCUCUUCUAUUAAGAUCUUCUAGAGUGUGGUUUUCCCAGGGCGAGGCUUAUCCAUUGCACUGUGGAUAUGCUGACCCCUGCGAUUUUCCCAAAUGCAGGAAACUGGACUGCAUAAUUUGUGGUAGUGGGGUACUGUGUUCGCACUUUCCCUGGGGGGUGGGGUGUGGGGGGGGGGAAAUC

>Chr6:ENSMUSG00000088265:1:103538629:103538829:U7

AUGACUGGGCUUUAGUCUGCAAGAGUUGAGUUACUUUGGGGGAGCUCAGUAGAAAGAGCUGCUUGGAGACCUAACAUAGCUCUUUAAGAAUUUUUCUGGCAGGUUUUCUGAGUUUGAUGAGAAAACUCAAGAGUCAUCUAGUAAGAUAUCUAGAGUGUUAUCUGGAGCAGAGAGCUGUUUCAAACAGAGAGAUGUCUCAA

>Chr6:ENSMUSG00000087878:1:136231240:136231440:U2

AAAGAUCACUUCUUAACCGUCUUACUAAGAUCAAGGGCAAGACCUGUUCUCGUCAGUUUAACACUGGCUGGGUCCCCCAUCUGAAGACCACAUAUUAAAUGACUUGCGGAGCUAAUCAAUAGACUAGAAACUGGCUCUGCCCUCUACACCCAUUGACGUGGUAUUGCAGAACAUCCAGGGAUGGUGGAUCCUCCGAGGGG

>Chr1:ENSMUSG00000084509:-1:136177415:136177615:rev-U6

AAUAUAUGAUUAGACACUGCAAAUAAGGUUUAUUGAAAAGGAACACUGUGCUCGCUUCAGCAGCACAUAUACUAAAACUUGAACAAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAAGAUGACAUGCAAAUUCGUGAAGCAGAAAAAACAAAAACAAAAAAGAAAAGAAAAGAAAAAAAGAACACAAACCUGUAUAAAA

>Chr16:ENSMUSG00000089593:1:8337038:8337238:U6

AAGACAUUGCCACAUUUGAUAUGAGACAGAAAAAUGAAGGCAGUCUCAUGUUUGCUUCAAUAUAUAUAACUAAAAUUGGAACAGUACCAAGAUGAUUAGCAUAGCCCCUACACAGGAGGGCACUCACGUCUGUGAAGCAUUCCACGUUUUUUUAAAUAAUGAAGAAAUUCUCAGGGCAUAGUUCUAGAGAGUGGGAUGAG

>Chr1:ENSMUSG00000065946:-1:63346806:63347006:rev-U6

GGCCAUGGUGAGAUAUAUUAUGAGGCACUGUCUCAAAAACCAACAACAGGUGCUCACUUCACCAGCACAUAUACUUAAAUUCAAAUGAUACAGAGAUUAACAUUGGCCCUGCCCAAAGAAGAUGUGCAAAUUUGGGAAGUGUUCCAUAUUUUUGUGUUUAUGCUUUUGAUGUUUUAUUAAGUAUAUAAUAAAAUAAUCUG

>Chr10:ENSMUSG00000089498:-1:66698559:66698759:rev-U6

AAAAUGAAAAUAAUAAGCAAAAACAAAAGCCAAGAAAGAAGAUAGACAGAGUGCUCACUUUGGCAGUACAUAAACUGGAACAAGACAGAGAGGAUUAGCAUGGCCUCUGCACAAGGACAACACAAGAAUUCAGGAAACGUUCCCUUCAGACCCUGAAAGAACAAUCCUUAACCUCAUAUGGGAAAACAAAAACCCAGGUG

>Chr3:ENSMUSG00000087752:1:138006081:138006281:U1

UAAUUAAAGAAAAAAUGUAGAAACUUGCCCAAAAGGGGAGAUACUACGAUCGCCGAGGUGUUUUUUCUGGCAUGAGGCUCCUCCACUGCACUCCACAUAUGCUGACCCUUAUCAUUUUCCUAAAUUCGAAAAACUACAUAAUUUGUAGUAGCUGGGGGCUGUGUUUCCUCUUCUCCCUUAUUUUUGUGUUGAAAACUAAA

>BC006733 1_7

ACAGAGGGUCACACUCCGACCUAUGGUCCAGCAGCAGCUCUCUGGAGAGUUCAAGCUUCCCGAUGCCAAAGCAGUUCCUGGACGUGAGCUCGCAGACAGACAUCUCUGGGAGUUUCAGCACCAGCAGCAACAAUCAGUUGGCCGAGAAGGUCAGAUUGCGCCUUCGGUAUGAAGAGGCGAAGAGAAGGAUCGCCAACCUC

>BC141041 1_12

GUACUACGUUGACUCAUCCCAGGACCCCGACUUUGAAGAGAACGAAUUCCUCUAUGACGACCUGGACCUCGAGGACAUUCCACAGGCGCUGGUCGCCACCUCCCCCCCCAGCCACAGCCACAUGGAGGACGAGAUCUUCAACCAGUCUAGCAGUACACCCACCUCAACAACCUCCAGCUCUCCCAUCCCACCCAGCCCAG

>AK136907 1_9

AGAAUUUAAAAUUUACUGGUCUUGCACGAUAGGUAAGGGCAUGGGUUGUCACUCCUUGAAGGCUACAUUGGCAGAGGGUGGAGGUGAAGAGUCAACUCGCACAAGUUGUUCUCUGACCUGCACACACACUAAUGAUGGUGUGUCGGGAUGGGGAGAUGGCUGCCUCUCAAGCCUAGCAGCCUUGACUUUGACCCUGCCAG

>AK163447 1_13

AGUCAAGCUGCUUGCAUUCGCAAGCCAGGACUUGACUGGAGGGAAUACAAUAGAGGUGCAGACACUUCUGUGCUAACCUGUGAGUGCCUUUGGACCAUGAAAAUAAUGUGUCUGUGGGAAAGACAAUGGGUGGUUGCUUGUUGAUGCCUCCUGGGGUGCUGUUUGAUGAGCUCUGAAAUACGCACUCUGCUCACACACAG

>BC052392 1_26

AGAUUUCUUACAUGAUCUCAGCAUGGGCCAGGAUGUGCAAAAUCCUUGGGAAAGAAUUCCAGCAGUACCUUCCCGUGGUUAUGGGGCCGCUGAUGAAGACUGCUUCAAUUAAGCCUGAAGUGGCCCUUCUAGACACCCAGGACAUGGAGAAUAUGAGUGAUGAUGACGGUUGGGAAUUUGUGAACCUCGGAGAUCAGCAA

>AB074758 1_5

UGAAUCAAGCAAGGCUCAAAGUCCUCAGAACAAGGGAUGACCUCAUCACUGAUCUGCUAAAUGAGGCAAAGCAAAGACUCAGUAAGGUGGUAAAAGAUACGACCCGUUACCAAGUGCUGCUGGAUGGGCUGGUCCUUCAGGGCUUGUACCAGCUGCUGGAGCCUAGAAUGAUCGUGCGUUGCAGAAAACAAGAUUUCCCU

>AK041226 1_19

AUAGAUCAGCUAAGCCUCACAUCUGUUUGGCCACAUAGAGAAGCAGGUGUAGAUAUAUCUGUCUUUUUUUACUGACUAGUAGGCUACUUGGGGUUGGAAAUUCCAGCCUACACAUAUUUACCCAAGUAGCUCAUUUGUGCUCAGGACUAUUUCUCUGCACUCAUACUUAUAUAAACAGGGGGUGGGAAUGCUCUAUGACA

>BC035296 1_44

UGACAGUGUUAAACCCAAGGGCAUCUGCCACUCCCAGAGCUUGUAAAGGCUCAGGCACUCCUGCCCUUCACCCUUUGUCUGCACUCGUCAGUGAAGCAUUAAAGCCCUACUCUGCCCAAAGACAGUUCCCUGUCCUGCUGGGCCCUGGGCAUCAUUCCUGGGUUUCAGAAGACUUGAUGUGGUACUGCAGAGUAACUAGG

>AK016778 1_7

CCCACAGAGGACCUCAAAUCAGUUAUCCAAAGACUGUCAGCACUUGGCCCAAUUAUCUCAGUCACUCCUAGUGGACGACAAAGUGCUGUUGUGGUGUUCAGAGAUAUCACCUCUGCUUGUAAGGCUGUGAGUGCAUUUCAGUCCAUGUCGGGAGGCUCAAUGUUCCAGUGCUCAUGGCAGCAUCGAUUCAUGGCAAAAAA

>BC145179 1_31

AUUAUUUUAAUAAUAGUUUUGGCAAUGAAGCAGAUAGACCAUACAAAUGUUUCUACUGUCAUCGAGCAUAUAAAAAGUCUUGCCACCUAAAACAGCACAUCAGAUCACAUACAGGUGAAAAGCCUUUCAAAUGCUCCCAGUGUGGCCGAGGCUUCGUCUCUGCAGGCGUGCUCAAAGCCCAUGUCCGGACGCACACGGGG

>AK156385 1_16

UUUUUGUUUUGUUUUGUUUUUUCGAGACAGGGUUUCUCUGUAUAGCCCUGACUGUCCUGGAACUCACUUUGUAGACCAGGCUGGCCUCGAACUCAGAAAUCCACCUGCCUCGGGUUCUUAUUUCUAACAAUUUUAUUUCUUUAUCUAGAUGCUUACAUGUGACUAAAUGUGGCCUAGUGCAUAUAUGUGGAGGGCAAAGG

>AK086050 1_21

UAUUUGAAAUAUGCUCAAGCUUGUAACAGAGUUCCCUUCCAUGACAUAGGUACUGAACUUGCAAAAAGGAACAAAGAGGAAUGGCUUGAAUAGUCUUAAUUGUGAGACUACCUCACUGCAUUUCUAGUUCUUCUGUGGGUUCCUACAGAUCAUAUUAGUCCUGCACACAGGAUCAUUUAGCACAAUUGUAAACCCUAGCU

>AK159956 1_39

CCACAAGAGGAAGUGCCUGCGGGUUCCUUUUUUAGAAGCUUUGUGGGUUGAUUUUUUUUUUUUUCUUUUCUUUUCUGUACAUUUUUAAUUGCAGUUCUACAGUGAAUCGUAAGAGAACCUCAGCAUUGUGCACGACUAAGAGAAUGUGUCAGUAUUUCAGGGUUCUACAUUUUAUCUGUAAAAUGUGACUUUUUUUUUUA

>EU234019 1_2

UGCUGAGGUGGGAGUGCUGUGUUUUGAUGAUGGGUUUCUCUGUGUAGUCCUGGCUGUCCUGGAAUUCACUCUGUACAUAAGACGGGCCAUCAACUCAGAAGUCUGAAUACCGCUGCCUCACAAUUGCUGGGAUUAAAGCUCCAGACUGCCUACCAGGAUCAAACCUAGGCAGGAGAGCAGCAGGCUGGCCCCAACAUGUG

>AK083707 1_37

UUAAAGAGUUAUUUAAUGCAGGGUCUUAUGCAUAAGAUGUCCUUGAAGGCACUGUGUAGUUAAGGGUGAACUUGAAGACCUAGUCCUCCUGCCUCUACCCCUAAAGAGUUGGAACUGCUAGCCCCACAAGCCUUUACCUUAUACUUACACUGGAAAAAGCCAGAGCUUCGAGAUUAACAACCAACCUAUGUGUACACAGG

>AK031674 1_23

GCUGGAAGGUGCUGGUGGGCUGUACUCAGCUGUGACUGUGUUUCUUAAAUCCCGGGAAUCAAUACGUUGUCCUAAUACAUAUCUGUAAAUGCACAAACUCCUGCUUUGGCCACUGACAGAAUGUAAAUAGCGUGAGACGUGAUUCAUUUCAGAUCCUGUAUUCAGCAGAGCUCAGCUCCUGUAGCCGUGGACUGUGGCAG

>AK049291 1_20

CUGAGCCAUCUCUUCAGCUUCCUAAAUUUUUGUUUUGUUUUGUUUUUCAAGACAGGGUUUCUCUGUGUAGCUCUGGCUGUCCCAGAAACUCACUCUGUAAGCUCAGGCUGGCCUUAAACUCAGAGCCACCUCCUCUGCCUCCUGAGUGCUGGGAUUAAAGGUGUAUGUCACUACUGCUUAGCUAAGACAUCUUUUAAUAU

>AK012029 1_11

UGAAGCCCACCCCGCCCACCUCCUGGCCCCAGCUCACCAGGGCCUUCAGGACCAGAUCAGGUUGUCAGGAAGUUACAAGAAGAGGCAGCACUGUGAGGACAAACAUGGCAGUGAUCAAGGGAACCCAUCCAGGUCCUGGGAGACACUGAUGCCAAGUUCCCAGUUGACCCUACAACAGAACUACAUGAGCCAAGAUCCUC

>AK009686 1_8

AGUAUGACAGCUACAGCCGCUUCUUGAAGUCUGACUUGUUUCUGAAACCCAAGCGAACUGAGGAAGAGGAAGAAGAGCCCCCGGAUGCUCAGACCGCAGCUAAGCGAGCCUCCAGAAUUUACAACACAUAAGCUGAGCCCUUCACCCCAGCGAAGGAGAGGGAUGGACUCUUAGGACUGUACAGGCUGUCAUUUCUUUGU

>AK083434 1_29

AUUUAUUCUUUCUGGACACUGAAGUCACUAACUGGCGUAUAUCAACCGUUUGGAGUGUGUCCAUACAUACACACUCCUAAUCAAACCCUCCACUGUUUCUCCUAGCAGACUGUCGCCCCUUCAGCUGCCCUUGAUCUAGCUCCCCACCCGCAGGCCCGAGCUUCCAGCAUUUCUGUCUCACCAGUGGUGAGCGUUGGGCC

>AK141691 1_14

AUCAUGCCACUGGACUUGGGAGCAAAGGGCAGCUGCCACAUCGGGGGAAAUGUGGCAACAAAUGCUGGUGGCCUGCGAUUCCUGAGAUAUGGCUCCCUUCGAGGGACUGUCCUGGGCCUGGAAGUGGUACUCGCUGAUGGGACCAUCCUGAACUGCCUGACAUCUCUGAGGAAGGACAACACAGGCUAUGACCUGAAGCA

>AK079552 1_27

AGCGGGCAGCCUCAGCUCAGAAAUGGCGUCAUCAAGGAUUGUGACCUCUCGGACCUGGACAUCUGUACUGUCAUUCCCCAUCUCAGCUCCUGGGACCAGAGGAAGACCCAGCUUCUGAGCCGCCUGAUUGACAGUGGAGCACUGCCUGAGGGUCUCCAAGACAGCCAGGACAGGCCGCUGCUCAUGUGCCUGAGACACGA

>AK137423 1_10

CUCUUAUCCACUGAGCCAUCUCACCAGCCCAAAGUGCGCUAUUCUUAAGGAGAGCUGUAGGCAAUUUAACAGCAACCAAGCCGAAUCCCUUAUUAUUUUCUGUAUAGUAAGUAUAAUUAGGUAUAAAGGAACAAUAAUUUGCAAAAAUAAUUUUCUUGUUUAUAAGGCAAAACAACCAGAUCACAUUCUUAUCCACUUUC

>AK045329 1_37

CUGCACGAGCGGUACAUGCUACUGUGCGUGCAUGGCACACCAGGCCACGAGAACUUUGUGCAGUGGGAGAUGGAGGUGUGCAAACUGCCCCGGCUGUCUCUCAACGGUGUUCGGUUUAAGCGGAUAUCGGGCACUUACAUGGCCUUCAAAAACAUUGCCUCCAAAAUAGCCAAUGAGGCUGAAGCUUUAACAGGCUGUCA

>AY013760 1_24

GUUUCAGGUGACUGCGAGGGAUGCUGGUGUGCCUGCCCUGGGCAGCAAUGUGACUCUGCAGGUGUUUGUGCUGGAUGAGAAUGACAAUGCACCCUUGCUGCUGCCUCAGGGAGCUGUGGGAGUUGGCGGCUCAGUGAGCGAGCUUGUACCUAGGUCAGUGGGUUCGGGCCAUGUAGUCACCAAGGUGCGUGCCGUGGAUG

>AK033039 1_1

AAUGUCAGAUUGGUUUGGUUCAUUUUUCAGAAUCGGACUUUCUGGAGAAGCCAGAGAUCAGCUUUCUAAGCAGUCAGAGGACAGGGUCAGUCCAGCUUCCCGAAGCUCUUAGGACAUGCGGCCCCUUUGAACAGGGAUUGGCAGGCCCUAGGGAAGGCUUCAUGCUGUGAGGUUGAAUGUGUAUUGGGUAGGUCAGUAGU

>AK164589 1_2

GUGGCGCCGGCUUGGGUUCCCACUCCCAGAGUUCCGCCGCUGCGAGCUCCACACCGUGCGUGAGGCCUCUGCACCAACUCCUCCACAUUGGUUGGCAGAACGAUUUGGCCUUUUUGAGGAGCUAUGGACCGCUCACGUGAAAAAGUUAGCAAGUAUGACACAGAAGAAAGCCCGGGCUAUUAAGAUAUCACUUCCUGAAG

>AK080955 1_31

CUUACCCCCCCCCGCCCCCCCUUCUAGAAGGCAAAUUAGAUUUAGACAGUGCCGAAUGGGAUGAUAUUCACGUGGUCACCGGAGCUUUGAAGCUUUUUUUCCGGGAGCUGCCACAGCCUCUGGUGCCUGCAUUGUUGCUGCCUGACUUUCGUGAUGCCCUUGAACUUUCUGAGCCAGAGCAGUGCCUCUCCAAAAUCCAG

>AK081587 1_14

UAGUAACUGCUUUCUUCUGAUGAUUUUCCUGGCUUCAUUUUGUAGUUAUUUAAUAAGUUGAUUUCCACUAGAAACAGUUCAUCUUAUGCCUUCAAAGCUUUUGCUUGCUCUUUAAAAACACAAAGUUGCUUGUUACUUGUUCUUUGUGUUUUAGGUGCAGAUCACUGGAAGAUGACGGCAGCCAGAAGACAUGAGCCAAG

>AK147696 1_10

UUCUGGAGAUGCUCCCGGGGUCAGCCAGCAAGGUGCUGGAGGCCAUCUUACCCCUGGUGCAGACUGACCCUCGGAUCCAGCACAGCUCAGCCCUCUCCUCCUGUUAUAGCCGAGUAUACCAGAGCCUCGCCAACCUUAUCCGAUGGUCUGACCAGGUGAUGCUAGAGGGCGUGAACUCAGAAGAUAAGGAGAUGGUGACA

>AK034709 1_10

CCUUUCUCUCAUACCACACACACACACACACACACACACACACACACACACACACACACAUAUUCUCCAGGUGGCCAGCAGUGGUGUGAGCAGCUGAACUACUUCACUUGGACACGGAGAAAGAACUUCCCCAGGAAGGUCUAGCGACUUACAGUGGAACCUUCACUCUGAGACUGGGGGCUUGGGAAAACUGGGUCUCC

>AK077816 1_41

AGAAAUUUCAUGAAUGGAAAUGUAAGCCAAGUGCUUUUCUUUCUCUGUUUAUAGUAUUUGUGAUCAAAUCCAGGGUUUUGUACACCUAGGUAGGCUUAGAACUAUGCCCCCAGCUUUUGAGAAUGGAAAUUCAGAUUUAAAAGAGGAAACGAAAAAUAAAGACUCACCCAUAACCCCAUGAUUCUUUGUGCAUGCCCCCU

>AK086347 1_28

GAAAAGGAAAACUUGGAAAGAUGUAUCCUACAUAUAUACAUGUAUAUAUAAGCUGCAUUUGUACCCACCUCUUUUGUCUUGGUCAUGUUAGGUACUAAGUUCUAAUGCCCUAGCACUUCUUCAGCAAAUGCCAAGUCCAUUGUUUAUUGUGACACUGGGCAAACUGCUUUGCAACAGGACUGGUGGAAGAGUAGUUUCAC

>AK171592 1_6

CCCUGUCCAUCCGCCCUGGUGUAUCGGGUAAACUUUAGACCCAGAUUUGUCACUAGAUACAAGAUAGUGACACAGUUGGAAUGGAGAUGCUGUCCUGGCUUUAGAGGACCAGACUGCCAAGAAGGUCCCAAAGACCACAUGAAGACCCCCCGGCCCCCAUCAGCUCGACCAAAAAACAACCUGAAGAAAGCCACAGAUAC

>AK085022 1_37

AGGUAAAAAGCCUGGCAUCAUCUGUGAGGAGACCAGUGACAGCAAGAGGUUCUUGGGGGAAAACACGAACCGCGCUACCCUGAAUUACACCACCCGAGAAUUCUACCACGAGAAGCUGGAAGAAAUAAAGGACAAGAAGAAGUUCUGCAGGUUGUAUGUAGAAGACCUGGUGAAGGAAGCCACAGCCAUCAACAUGAAAA

>AK154760 1_37

GACACUCUCUGUGGUAGCUCUCAAGGCCCACGGUUGUUCAGUCCCAUCCUUCAGGGGUGCUUGGGCGGGUUCUGCCCUUGCAGCCUUCGCACUAAUACCAAGGUAGCUCAUUCCACAUUGUUUGUAAAUGAUCGUGCAGGCAACUGGGGCCACAGAGGAGCUUUUGUGAGCCUAGCCACACGCCUCAGUCAAGGCUUCCU

>AK082695 1_1

AGGCUGGCCCAUGGAAGUGGUGGUGUGUACUGACGCCGCGGCACAGCUCUGGAGCUGCGUGGUGUGGGAGCUUCAUUCGGGCGCCAACCUGCUCACCUACCGAGGCGGCCAAGCGGGGCCGCGAGGCCUGGCGCUACUCAAUGGCGAGUACCUGCUGGCGGCGCAGCAGGGCAAGAACUACAUCUGCGCCUGGGAGCUGC

>AK049044 1_28

AGCAGAAAACCCACCCUGACCAGGGUCACAAAUCCAUUCCGGUCAGCGACAGCACCGGGUCACCUGGGAGCGGAGUCGGCAGACACGCGCAAGGUCCUUAGAGGACUCUUCACGCGAAUUUAGGACCUCUGGAGAGUGGAACAAAACUUCUGUUCCAAUCCAAUUGCACAUGACCUGAGACAGCAUUAGGGAAGCAGAAA

>AK165285 1_34

UCCUUUUAACUUCUGAGGGAGAAGAAAGAUUUAGCCUCAGAUUAAGAUCAUAGCUAGUAGGACCAGAAAGAGGUAGCCAAACAUGCUUGCAAACACAACAACCUGAGUUCCUUCCCCAGGGUUCCAACUCAACACAACUCCUCUGACCUCUGAGUGCAUGCUGUAGCAUGUGUGCAUGCAUACACUAAAUAAGCUAGUAC

>AK005883 1_8

GCUACCAUACCAAGACCUUGCUGACCCCCGGCCCGGGUGAUUACUUUCCAGAGAAAUCUACCAAGUAUGUGUUUGACUCAGCACCCAGCCAUUCCAUUUCUGCCCGGACUAAGACCUUCCGAGUGGACAGCACUCCAGGCCCUGCUGCAUACAUGCUGCCUGUGGUGAUGGGGCCCCACACGGUGGGCAAGGUCUCCCAG

>BC171938 1_4

UCGGAUUGUGCACUCAGGAUUGGCCUGUAAUAUCGAGGAGGAGCGCUACUCCGAAAGGGUCUAUACCAUCCGGGAAGGAGAAACUCUAGAAUUGACCUGCCUGGUUACUGGACAUCCACGCCCACAGAUCAGGUGGACCAAAACAGCAGGAAGCGCCUCUGACAGAUUCCAAGACUCAAGUGUCUUCAAUGAGACUUUGA

>AK148125 1_26

GGAAGUGGUAAGAGUGAGGGUGAUGGGUAAACAGGGCCCGGUCUGCGGCUGAUGGCGGAGCUUCCAGGAUGGCCUAGGCAGCUGAGGACAUGGCGCUUGUGUUGGCUGCCUUGUCCCAGUCCUCUACAGAUACAAUGGUGGCUUUGCAGAAGAAGCAGUCCUUGUUGUUCAUCAGGUGCUGGUUGAUGCAGGCUCUACAA

>AK079213 1_4

CCCUGUACCUGUGUUAAAGGUGAUUGUGAGCUGCCUGAUGUGGGCGCUAAACUCCGGUCCUCUGCAAGAGCGGUACGUGUUCUCAACUGCUGAACCAUCUCUCAAGCCCAGCAUGACAUUUUCUCAUGUCCCUCUCUUCUCCAUAUGUGGCAGUGAUCGCAUUUAAAUCCAAGGGUGCACUGAGAAUUAAGAGCACAGCU

>AK138196 1_21

ACCAUCUUCUGGGGAAGUCUAGGCUUCACAUCCCUGUACAGAUACCUCCCUGCACCUGUGGAAUGGACUCUCAGUCUCUUUAGCCCCUUUGCCUUCACACUAGGAAUGGCCCAGCUCUUACGUGUGGAUUAUGAUUUAAAUUCUAAUGCACCCCCUGAUCCAGCCAGUGGCUCAAAUCUGAUUAUAGCAACCAAUUUCAU

>AK170398 1_17

CCUUUUUCCCUAUGGACAGAAUCACACAGCCUGUGGUGAGGAGCACCAUCCUAGUCCACCGCCCGGAAACUGGAGGCAGAGCUGACGGCUGCAAGCCAGAAGGGCCCUUGGUGAUCAAUGUCCACAGACACAGUGCCCAGCGGCACACCACGCACGAGGCAUGGAGCGGCUGCAGAGGUAGAGCAGCAGCUCUGCUCCCU

>HM064407 1_66

AAGACCUCACCUCCAUGGACACUAGAUCUUUUUCUUCAGACUAUACACACCUCCCAGAAUGCCAAAACCCCUGGGACACAGACCCUCCAACGUACCAUACCAUCGAGCGUUCCAAGAGUAGCCGCUACCUAGCCACCACGCCCUUUCUUCUGGAAGAGGCUCCCAUUGUAAAAUCCCAUAGCUUUAUGUUUUCUCCUUCA

>AK043715 1_15

AUCUGCUUGGAGGAAGAAGCCCCAGGAGGAUAUGCUAUGCACAUAUAAUCAACCACCUAGGAAGAUAUUUUUAUUCUCUGGACUCAUUUCAAAUCGGUUAAGCCAUUCAGUCCUUACAUGCAAUUACAGACUUGAUACAAUGAUGCUUAUCUACCAGUUCUGCAAAUGACAAACCUUGGCAUUUUUCAUGUGUUUCUAAU

>DQ860413 1_7

GCAGUUAGAUGGCAGUCUGCCCACCCCAGAGACAGCCAAGAACGCUGGUGUCUGGUGGUACCUUGGCCAGGGUGAAUCUAACAUGCUGUGCAGCACCUCACCAGGUUCCUGUUCCCAAGCCCCUCCUUGGUUAAAUUUUACUCAAACUGUUCUUCAGUGGUCCACAGGAACACAACUGUUCUGUGUUGCAGUUUGCAUGC

>AK034752 1_28

UAAAUCUCGUCACAGACUAUCUUGAGUCUAGUCAAAGACAAUCGUUGUCCCAGACGGCAGAGCCCUCCAGAGAAACACUCCUCAGACAUCAACAGAUCCUUUUACAAGAGAUGAAAUGGACAACUUCACUCUGUCAGCCAAUUCUUUUAAAUAACAUAUGUACUGAAUAAAAUAAUAGAAAUUUAAGUUUUUGACAAUUA

>AK142205 1_18

ACUGCGGGACCUUCUUCGCAUCUGCCCCGGCUUUGGCCAGCCAUUUAGAGGCUCACUCAGGCCCAGCCACUUAUGGCUGUGGCCACUGCGGGGCGCUGUACGCAGCGCUGGCUGCCCUGGAGGAGCAUCGGCGUGCAAGCCAUGGUGAGGGUAGCGGGGAGGCAGCCCCCGAUGGUGAGGGCAAUCAGGCGGCUGGCGGG

>AK143477 1_40

AGGCUGGCGGGGCCCCCACGCUUCAACUGCCAGGUUGUCUCAACAGCCUGACAGAGCAGCAGAGACACCUCCUUCAGCAGCAAGAGCAGCAGCUGCAGCAACUGCAGCAGCUCCUGGCCUCUCCACAGCUGACCCCAGAGCACCAGACUGUGGUCUACCAGAUGAUCCAGCAGAUGCAGCAGAAACGGGAGCUGCAGCGG

>AK142406 1_50

CUGUCCUAAGAGCUGUUAACCCUUAGGAAGAGGUCUGUUCUCUGGAAGUGAUGCCUGAAGCUCCACUGCACUCCUCACUGACUAGUCGGUCUUGUGUCAGCCCAGCUAGACCUGACUCAGUGCAGGGUGGUGUGGAGUAACCAAGUAACCUGGAAGACACAACAAGACAGAGGUGGAGCCAAAUGUAGCAGCAGAAGUGG

>AK035416 1_2

CCUGGGGCACAAUGCACCUUCCGGUUCCUGAGACUGAAGCACUCCCUCAGGCAGGGAAGGAUUCAGGCCGCUUUGUAUUUCUCAGUAAGUUCCCUUGGAAGGCAAGGGAGCCUGGAAGCUUAACCGGACAGUUGGCCUUAGACAUUAACCUUGUAUAGCCUGUACAGUUGGCAAACAUCUAUGUAUCCUGACUACAACUA

>AK134170 1_36

UUUUUCCAUAAAAGUGCAAUACCCCUCUUGAAGUCUUAAAAACUAUGGUAAUUUUCUUCUUUUCUUUCUCUGACAUUUGUCUCAUUAGCCAAUGAUGAAAAGAAAUCUUUGGAAAUUCUAACAUGUCAUAGGACAUAGGCAAAUAUGGAAACCACUCUGCUAUGAAAAGUUGAAAAAAAAAACGUAUUAACAAACGACUC

>AK195870 1_1

AGCCAGCUUAGCCCAGCAUUACUGUCUCUGUUGUGAGCUUGCUCUUUGUUUUAAAAGGUGCCAGGGGUACAUUUUUGCACUGAAACCUAAAGAUGUUUUAAAAACACUUUUCACAGAAAUAGUCCUUGUCAUUACAUUGUUCACUCAUGUGUUUGUACAUUNUUUGUAUGUUAAUUUAUGAAUGAUUUUUCCAGUAAAAA

>AK173251 1_24

CUAGAUGCUCCCACUGCAGUGUCUGUGACAACUGUGUGGAGGAAUUUGACCAUCACUGCCCUUGGGUAAACAACUGUAUUGGUCGCAGGAACUACAGAUACUUCUUCCUUUUCCUCCUUUCCCUGACAGCUCACAUCAUGGGUGUGUUUGGCUUUGGCCUCCUUUAUGUCCUCUAUCACAUAGAGGAACUCUCAGGGGUC

>BC172611 1_15

GCCAAGGAAAAGCCGAGAACAUCAUGGCCAGUUUGGAAAGGAGCAUGCAUCCGGAACUGAUGAAGUAUGGCAGAGAAACAGAACAACUGAACAAACUCAGUAGAGGAGACGGAAGACAGAAUCUCUUUUCUUUCGACUCAGAGGUUCAGAGAUUAGACUUUUCAGGAAUUGAGCCUGAUGUAAAGCCAUUUGAAGAAAAG

>BC029315 1_25

GUUCACCACCAAAGCUUCUUCAGAGACUCCAGAGUGGACAGAGGCGGGGCUGUGGGUCAGGAGACCCCUGUGCAGGAAGCUGGGAGGCAGCCAACAGCCCCUGCUGUGCAGCCUCUCUAAGGUGUCCUGGCCUCUCUGGUGCUUUCUACGGCAACACGACCCUGAGGAAGCCACUUCUAACAGGAGUGAACAGUUUGCUA

>BC068135 1_13

ACCGGCUGUGGAGCCCCCAGCCACGGGAAUCCAGGUUCCACAAGUGGAACUCCCCACCCUGCCCUCUCUACCCACUCUUCCCACACUUCCAUGCCUGGACACCCAGGAAGGAGCUGCAGUGGUAAAAGUCCCUACCCUGGAUGUGGCAGCUCCGUCUAUGGGGGUGGACCUGGCUUUGCCGGGUGCAGAGGUGGAGGCCC

>AK134997 1_30

UGUUGGGUCUCUGUGAGGAUGGGGACGAUGUUUACAGGCACCCAAUCGCACAUUCAUUCACACGUGCACACAGGCACACGAUGAGAGGCACCCCAGCACACAACUGGUAGUUUUGCAAUUGUCUUCUCAAGGUAAGAGGAUGGACACAAAGGGGCCGUACCUCCCCAGUUUAAGGAAAGGGUCCAUCCCCGCCCCCUUCC

>BC058410 1_40

GUUGGUUGCAUAGGCAUCCUUUGUUUCCUUUACGAAAUGUUAGCAAGGUAAUAGCCAUUAACUCCUGUCAGGCAAAUACAGUGGGGCAGACCCAGUUCCAGCGAGCUGAAGUGUGCUGCUUCCGCCUCACAGCCGGUGCCCGCCACUGCAGAGCCUUACUGGAGCUUCAGCUCAGACCCCCGCACCCACUGAACAAGGCC

>AK136250 1_13

UCAGCCAGCCAAUGUGAUGGCAGGUCACGCAUCGUCCUUAUUCCUGGAUCUUCACACGGGACAAUGGUGCAGCCCUUGCAGGGCAUGGCCUACACUUCAUUUAAAGUGCAAGGGUCAGGCGUUUUCAACAGGUUGCUAUGCUUUUCCUCCUUCAAGGGGGCCAGUUCUCCAUUGGAUCUUUUCUCUCCUCCCUCUCCCUU

>BC167203 1_30

AUUCACACUGGAGUAAAACCCUAUAAAUGCAGUUACUGUGGGAAAGCCUUCACUGCUCGCUCAGGCCUUACCAUCCAUUUACGCAAUCACACUGGGGAGAAAUCCUAUGCAUGCCAAGAGUGUGGAAAAGCCUUUAGCACUUCCUCAGGCCUUAUUGCACAUAUAAGAAGUCACAAAGGAGAGAAACCCUUUGAAUGUGA

>AK132569 1_20

AGCUAUCUGUAGAUGAAUUCCAAUUGCUGGUUAUUACACAGUUACAUUAGAGUCUACAAGAAAAUCUUCUCAAAGUAAAUACAACACUGAAGACUUUUACAUGAAGUUUUCAUUUCAGUUUUAUAAGAUAGAUAAAAAAUGAAUGAUUCCAAAUAAUCAUUUGAUGAUUGCUAAAUUAAGCAUUGCAACACGAUGCAACA

>AK172974 1_13

CCGCCAACGCUGCCUGUGUGACUCCCCACGGCACCAUUCUCCACCAGACUCUGGACUUUGAUGAGUUUAUCGCCCCCCUCCCGCCUCCGCCCUACUACCCUCCAGAGUACACCUGUACACCCACAGCGGAGGCCCACAGGGGUCUCCACCUGGACUUUGCCUCCUCGCCAUUCAGCACUCUGUAUGAUGUUGCCAUCAAC

>AK006942 1_4

AAAAAGCAUCUAGCAUGGCUCUGAUCCUCAUACUCAGAGCACAUGAUGCUGAGGUUACAUCUGUCAGAAUAUUUCAUGACAGGAGCAGGAAAAGUAACGAAAGCCAAGUGAGUCCUGAUUUUCUUUCCCUGACUAUUCUCAGAGGACCACUUGGCAUGCUAAGGAAGGGUUCUUCUCUGAGACUCUGGAGAAAAGACCUC

>AK081018 1_12

AGGCCCUCGUGGAGCAGGGGGAAGAUGACGACGUUCAACGCGGGCCUCUCGGCCUGGAAACUGAACCAGAGGUCAGCCGUUAACGGGGUGUGAGCUGAGGACACAGCUGGGAAGGCACAGUGCUCCGUGAGCCACGGGAGACCUGGGGGCUCAGUGUCCAGCACGGAUGCCCACUCUACUCUAAGCCAUCCGAUUCCCCG

>AK040120 1_7

GCAGGUAACUGGCCUUGAACAGAAGUGGGUAGAGGUUGUAGGCUAUAUUGUCCAGGUUCUCCUGGACCAGCUGGGAGUGGGACACUAACGCUUCAGCAGAAAUGAAACGAAGCGACCUCAUCGUGCCCCUGGUCAGAGUGGCGCUGUCCCCGAUGUUCUUCCCAAAGUGUGCGAGUGUUGUGGCUAUUUAUAGCUGCUGC

>AK076176 1_17

CCGGAUGCCAAUGACCAACAUUCCUCGAGUAGAAAGCCCUUUGGAAAAGAACCACGUCACUGCCUUUGCGGAAGUCACAUGAUGUUGAAGCAGACGGUUUUUCCCUGCACUGGACAUCAUCCCUAUUUACCAUACAUUCAUAACAGAGUUUAUUUGAUUACACAGGAAAUUUAUAAAGAUGUAGGACACUUUUUAUAAUU

>S76655 1_12

AAUUGAGGAGCCUUCUGUUGUAGAAACAACUCACCAGGACAGCCCUUUACCUCACCCCGAGUCGACUACCAGUGAUGAAAAGGAAGUACCAUUGGCACAAACUGCACAGCCCACAUCAGCUAUCGUUCGUCCAGCAUCAUUACAGGUUCCCAAUGUGCUGCUCACAAGUUCUGACUCAAGUGUAAUUAUUCAACAAGCAG

>BC099939 1_16

UUUUUUUGACCUGAGCAGACGGAUGGGCUAUUUCACGAUUCAGACAUACAUUCCGUGUAUUCUAACAGUGGUUCUUUCCUGGGUGUCUUUUUGGAUCAAUAAAGAUGCAGUACCUGCUAGAACAUCCCUGGGUAUCACUACGGUUUUGACUAUGACAACCCUCAGUACAAUUGCUAGAAAAUCUUUACCUAAGGUUUCUU

>U42467 1_36

UUUAUAUCCACGAUAAUUUUAUUCCCAUCGAGAAAUAUCAGUUUAGUCUUUACCCAGUAUUUAUGGAAGGAGUUGGAAAACCAAAGAUAAUUAAUGGUUUCACCAAAGAUGCUAUCGACAAGCAGCAGAAUGACGCAGGGCUGUAUGUCAUUGUACCCAUAAUUAUUUCCUCUUGUGUCCUACUGCUCGGAACACUGUUA

>S93521 1_14

GCAAGUGCCAGAGGCUCUUCCGCUCCCCAUCCAUGCCAUGCAGUGUGAUCCGACCCAUCCUCAAGAGGCUAGAGCGGCCCCAGGACCGGGAUGUGCCUGUCCAGAGCAAGCGCAGGAAAAGUGUGACACCCCUGGAAGAGCAGCAGCUUGAAGAACCUAAGGCCCGUGUCUUUCGCUCAAAGUCGCUGUGUCAUGAGAUU

>BC023410 1_28

UGUUCACAUAAGCUUGGCUCCUCUGUUGGCUUUAGGACCCAAGGCUGCACAGAAAGAGUUGAGCUCUGCUCUUUAUCUUGCUGUGGAAGUCUCCUGACUCCCUCUAGGAGCUGACAGCUGAAGCCUGAAGCUCUUGCACUUGGAUCCUUGAAUUCUAAGGAGUAACCAGGCUCCAGAAGCCAACUUCUAUUUGGCUUUCC

>AK078501 1_20

ACACCAUCAUGGGCAACAAGAAAGUAUCGGUGUCUGCCACGCCAGGCCACACCAAGCAUUUCCAGACCCUGUACGUGGAGCCUGGCCUCUGCCUGUGUGACUGCCCGGGCCUGGUGAUGCCAUCUUUCGUGUCCACCAAAGCAGAGAUGAUUUGCAAUGGGAUCCUCCCUAUCGACCAGAUGAGAGACCACGUUCCACCC

>AK147202 1_8

ACCAACUUCUAUCACUCCACUCCUCACUUCACCCAACAAUCAAAACCCCUCCCAAAAAAAAUCCCAGCGGAGGAGAACCUUUCGGAAAAGCGUCUCUCUCGGAAAGACGCAGGAGCGGUCCCUCCCAGGAGAAGACAGACUCAGCGGGCCACGGGAUCGCCACUCCGGGCGCCACUCGCUUCCUACGACCUCGCAGGAAA

>BC139026 1_12

GUGCUGCGCUUCCUCCCAGCCUUCGUACGCAUGAAGCAGCUGAUUGAGGAGGGCUACGUGGGCGAGCUGCUGGUGUGCGAGGUGCAGGUGCACAGCGGUAGUCUGCUGGGCAAGAAAUACAACUGGAGCUGCGACGACCUGAUGGGUGGUGGCGGCCUGCACUCCGUGGGCACCUACAUCAUUGACCUGCUCACCUUCCU

>AK162046 1_17

ACACCCCAUGCCGGCUGCAGUCCACCUGUGUCUUCAUCCCAGAUCCGGGUCAGCGGGACCCAUGGUGCUCUGCCGCAUCUCAUUUCAUGCCUUCGAGGAUGCUUUCAGGGCAUUCACAUGGCCAGCCAGCCAUCUUUGUAUGGGGUCAGGGGGAGCACUUCUGGGAAACCCUGUGGGAUCAAGAGGCACGCGUGGGAGUG

>AF030769 1_21

UAGACUAGGGCUCUGGUGCUGCCGAGAGUUGUUGGCAGGGCUUUGGAGAGAAGAGUUCUGCAGCUGGCCUUGUUCUUCAUCAUCCCCCUGUUGUGUGCAUCUGUGCACCUGGGCUGAAAAAGGGUAAGGCUGUGGAGCCUGGGUGGGUAGAAGCUUUGGUAGUUGGACUUGCCUGUCACCUUCCCCUCCAACGGUGGCAC

>AK043146 1_19

CAUAUAUUGGAAAGGAAUACAUCCUAUCAAUAUAAUUGUUAGACAGUAGGAAAAUGAUCUAUUAGCAGUUAGGUUUUAUUGCUACCUUUGAUGGUUGUUUAUUCAGCCAAAUAAUACUUUUAUGGUUUCACUCCCAUUUGGACAAUUCCUGUAGUGUUUUAUUUGUUGCUGUUAUGCAUAUGCAUAUAUUUCGAGUGUUA

>AK080736 1_9

UCCCCACCUGCUGCAGGCCACGCCCCAAGGAGCCAUACGGAAGUCCUGCCCUAUGAUGAACGGCCUCUUCCUGUUACUCGGAAGCAGUUGGGGGAAGCAUCUGCAGAGGCAGAAGUGAAAGAGGCAGACAGUGAUGUCCGGAGGCGGGGUGUCGCAGGGGAGCCAGAGCCCUUGACAGAGAAGGCCUUGAGAGAAGCCAG

>AK030276 1_12

CCUGGUCAGAUUUGGACUCCCUGAAGUCAGCUGAUAAAGAAACUCAAUUUUUUGCUCUUUAUAUGUUUUCCUUCUGCCUGCGUAUUGACCUAGAAACAGUUGAUUUUCUAGUCAAUUUCCUAAAAUGUCUGCUUCUUUAUGAUGAUGUCUGCUACUCUGAAUUUUGAGAUAUUACAUGAUCCAUCUUUUGGAAUCUUCUU

>AK136907 1_30

UUCGCAGCUGACUGAGAGGGUGGCCAAGAUUACCUGCUUUCAGGUGUGGUGGUGUAUGAAGAUGCACUUCCUUCUGGAACACUGUGGAGAAAAGGAAAAAACAGUCCUUUACCUCCAGCCUCCUCCUAGCCCUUCUCUAGAUCCUUUCUAACUCCUCCUAGCCCCUCUCUAGAUCCUUUCUAACUCCUCCUAGCCCCUCU

>BC131652 1_44

CAUAGUUGUUGUACAUGUAUGUUUUGGUUGUAUAUCUAGCAGCUGGAGGAACUCUAUGGGGGUGAAGCUAGAAGAUUCUUCAGGAACAGAAAGUCCAUACUUUUGACCUUUUAUUUUAAAGGAUCUUCUAUAAAAAGAGUUAAUGAGCUUGCUACACUUGCUUUCUUUCUCUCUCCUCUCUCUCCAUUUUUCGCUGAUUC

>AK044887 1_12

CAACCAGGCGCUUCCGAAUUCCACACAGUGCACAUCUGCACUCCAAUUUAGCUGCUGUCUGGGAUCAACACCUGUACAGCAGUGACCCUCUGUACGUGCCAGAUGACAGGGUGGUGGUUACUGAGACACAGGUCAUUCGGGAGACCCUGUGGUUACUUUCAGGGGUGAAAAAGAUGUUUAUAUUUCAGUUGAUAGAUGGG

>AK146418 1_16

GGUUAAGGAAGAGGGUCCAAAAGAGAUGACUCUGGAUGAGUGGAAAGCUAUUCAAAAUAAAGACCGAGCAAAAGUAGAAUUUAAUAUCCGAAAACCAAAUGAAGGCGCCGAUGGACAAUGGAAAAAGGGAUUUGUUCUGCAUAAAUCAAAAAGUGAAGAGGCUCAUGCUGAAGAUUCAGUUAUGGACCAUCAUUUCCGGA

>BC137892 1_7

AGAAGUUUUCCCAGUCUCUGCAAGACUUCCAGUUUGAGUGUAUUGGAGAUGCAGAAACUGAUGAUGAAAUUAGUAUUGCUCAGUCACUGAAAGAAUUCGCAAGGCUACUUAUUGCUGUAGAAGAAGAAAGGCGUAGACUGAUUCAAAAUGCUAAUGAUGUAUUAAUUGCACCCCUUGAGAAAUUUCGAAAAGAACAGAUC

>AK137073 1_4

CAAGUUGCUGGACAAAUUUGCCAGUAUAAGAAUUCCAGGGAGCAAGAAAGAGAGACCUCCCCUUCCCCACCUGAAGACUGUGUCUGGGAUCAGUGACAGCUCAUCACUGUCCUCAGAGACAAUGGAAAACAACCCAAAGGCGCUGCCAGAGAGUGAAGUCUUGAAGCUUUUUGAGAAGAUGAUGGAAGAUAUGAAUUUAA

>Z22025 1_3

GUACACAGCAAUGGAAACACCUAUUUAUAUUGGUACCUGCAGAAGCCAGGCCAGUCUCCAAAGCUCCUGAUCUACAGGGUUUCCAACCGAUUUUCUGGGGUCCCAGACAGGUUCAGUGGCAGUGGAUCAGGGACAGAUUUCACACUCAAGAUCAGCAGAGUGGAGGCUGAGGAUCUGGGAGUUUAUUUCUGCUUUCAAGG

>AK053038 1_12

AUCCAUAAGGCCUUGGCAGUUACUGACUAUGGAUAACUGAGAAAGAAGUAUCCGGCUAUAUCAUCUCUUUGUUAUCAAUGAGCAGUGUUUAUAGUGUCUCAAGAUACUUGUGUGUCUGUUAGAGGUGGAGUUGUGUGGUUUAAAUAUUUCACUUCCCCUCAACCCCUGACCCUUGGAUAUCAAAGGCAUAGAAAGGCCUA

>AK030741 1_21

CUUAAACUCUUCUGGCAAGAUGGACAAGAUGCGACUCUUGAAUAUUCUGAUGCAUCUCCGAAAGUGUUGUAAUCAUCCUUAUCUGUUUGAUGGAGCAGAGCCUGGUCCACCUUAUACGACAGAUGAGCACAUUGUCGGCAAUAGUGGUAAAAUGGUCGCUCUGGAUAAGCUAUUGGCGAGAAUUAAAGAACAGGGAUCAA

>AK049340 1_21

CCAGCCCCAGCCUCUACUGCCGGGAAGAUGGUCAAUGGGCUGAGCAGCAGGUCACGGGCUGCAGCUGCGCGCCAGGGUACGAGGCUGCGGAAAGCAACAAAGUAUGCAGAGCCUGUGGCCAGGGAACCUUCAAGCCCCAAAUAGGAGACGAGUCCUGCCUGCCAUGCCCAGCCAACAGCCACUCGAAUAACAUUGGGUCU

>AK132210 1_26

UUUGGUAUAAAUGAUUUUUAAAUUCCUUUUUUCUUUCUCUAUGAUCUGUUUGUAUAUAAAAUAAGCAACUCUGCUUGGGCUCUGGACAUAUACUUAUUUUUUGCUUGGUUUUGUCCUUUUAAGGCAGGGUUUCCUGUAGCCCAGGCUAGCUUUUAAGGCAGGGUUUCCUGUAGCCCAGGCUAGCUUUGAGCUUCUGGUUG

>AK032697 1_9

AAUUAAGUGAAGAAUAAACUUCAAGAUCUUGAAGAACUGCACUAAGGUGCAAGCCAGGUUCAGCACUCCAGUGUUGUUGAACUGACAAGUUGCUAAAGGAAACUGUAACUGGACUGACUGUUGCUUAUUGCUUCCCUCUCUCUGUCAUUGUUGCUUUUUGUUGUUACAUUGCUUUGUGUUGUCUUUCUAAGCCCAGAUGU

>AK143548 1_17

AGGCGAGUAGAGCCUGGCCUCAGGGUGCCUGCCACCCCUCGGAGGAUGAGUGACCCCCCAAUGAGCAAUGUACCCACCGUGCCCAACCUCCGGAAACAUCCUUGCUUCCGGGACAGUGUGAAUCCCGGCCUAGAACCCUGGACCCCUGGCCAUGGGACUAGCUCUGUCUCCAGCUCUACCACCAUGGCCGUUGCCACCUC

>AK029490 1_20

CCAGUUGAAUGUUUAGAUUUUUGCUAAAUUGUUUUAUUUUCCUUUUGCUGUGGUUUGUGUUAAUGCAGUAGGUAGCCCAGAAGCACAGGUGUGGGGAGAGAGCACCUUACACGGUGGGUGGAGCUCGGUAAGUGGGUAAUCUACUUCCCACAGGAUGGUUGUAUAGGGACCAGCAGAUUCUCUGCAGUGGUGCUGAGUUC

>AK017164 1_14

UGCCUUUCUAUUUGUGUAAAUGAUAUAUAAUACAUUGCUAGUUGUCUAGGAUCUAUUCAGGAAGUGCGUGCUGUGAAUUUUAAAGUAUGGGAAGAUUGUUAACAAGGGUUUCAAUGUUUUGUUUUUUUUUUUCUGGUAAGCUAAAAUAGAACAUUGUGAGGUACCUGGUUUAUUGUGGUUACAGACUGGAAUAAUGUUCA

>AK160424 1_4

UCCUGAGCCAGAUUCUGAUGAACAUACACCAGCUGAAGAUGAGGUGAAGAAUCAGAAGAGUAGCAGUUCAGAUUUCACCAAUGAAGAAAAAAGGACAAAGACCAGUCAUUCAACAAAGAAAAAAAGAAAGAAAAAGCCUUCCAAAAGGAAGCAUAAAAAAUAUUAUGACAGCAGUUCAGACUGUCAUUCUAGCUCUGAUA

>AK168266 1_13

GAAAAAGGUGCUGCUGACAUAGCGCACCGUCGGCUACGUGUAUCUAGUUAAAUGUGGGUAAGCUGUAUAACGCUGUUGCUGUGACUGUAGUCCACACCUCUUGUGCAACCUGGGCUAUAGAGCUGUUUCCCCAAGUCUACACGAAAGCAAGCAGCAUGGAAGGGCCAGGAGAGCCGUAAGUUGUUUGGCCUCAUAGCCUC

>AK052543 1_49

CACUUUGAAAAGGCAACAGAGGAGCACCAAGGGAAGUGAAUUUGCUUGGCUUGCUUUGUCUGCUUUCUCGUUUCCUUACCAUUUGCACCUGAAAGAAACACCCUUCUCCGGUAUCUGAUCCAGCAAACUUGGUUGGGAAACCCUGUGUUGAAUUUUGAGAAUGUACCCAACUUUUUGUACAGCGCUUUACACCUGCUAAA

>AK155581 1_40

GAUCCCUUGGUUAGAAAAGUCUGGUAGAGUUCUCCACUGUAAAGAUGCCCUUUCUCCUGUGUGGUUAAAUAGGAACCUGAGGUGGGUAACUUUGAGACUAAGUCUCCUGGUGACUAAAACAUGUGCAUGUAUGGUUUGUAUUAUUGGGAAGUCUUGCCUGCUGCUGAGUUAUUAGUAGAUUUCCUCUGUUUAUCAGCUAG

>AK152243 1_16

CCAUACACAGAAGAGACCCUGGAUGAAAUCGCCAAGAUGAUGACAUAUGUCCCUGAGGAAGAGCGGCUUUUCUCCUCUCAGGGCUGCAAAUCCAUUUCCCAGAGAAUCAACCUCUUCCUGCCUUGAAAGUGACUCCUGUGCACCCUAAACAAUCCUCCUCCACAAGAGACAGCCAUCUGCCAGGUGCCCUGGCGUCCAGC

>AK153688 1_32

GACCCAUUCAAGUGAGAAACCCUACAAGUGUCUUGGCUCUGGGAAGAGUUUUAGUGACCGUGCCAACCUCAGUACCCACCAGAGAAUCCAUAUUGGAGAGAAGCCGUACAGAUGCCUGGAGUGUGGGAAGAGCUUCAAUGACCCCUCUAACCUCAUCACCCACCAGAGAACCCACACAGGGGAAAAGCCCUAUAAAUGUG

>AK169162 1_16

AGCUGCAGUUCAUGCUUGCUCUGCAGGCACCGUGUGCACCUCCAGCCUUCAUGGGACUACUUACCAGGCUGUGUCGCUAAGGAGGGAUGGGCUCCUCAAAUUUUUUGAGCAAUUUAGUACCCCAGCAGUGGAUUUACAGGAAGCAGAACCCAGGCCACAAGUCUGUGUCGUCAGUUUCUCCCGUUGUAAUUACUGAAAUG

>AK122557 1_20

GCAGCCUGCCUCCUCAGCUCAGUGAUAAAUGCUCCCCUGCGCUCUCUCUUGUUUCUGAUGUGGUUUUGACAGAUGUAUCUUGAUUUUGUUUGUGGUUUACACAGCCACAUGUCACCCUUACAAAUGUCCAGUCCAGUCUCCACAGUUUCUUCCCUAGCCUAAUGUAAAAAAUUUCUUGGAGAAAAAAAAAUGCAUGCACA

>BC044723 1_7

CACCUGCCACCCCGGCACCUGGAGUCCAUCUGGAUGUGGAGGCCCUCAUUCCCACUCUUGAUGAGCAGGGCCGGCCCAUCCCGGAGUGGAAGCGCCAGGUGAUGGUCCGCAAGCUGCAGCAGAAGAUGCAGGAGGAAGAGGAGCAGCGGAGGAAGGAGGAAGAGGAGGAGGCCCGGCUCGCCAGCCUGCCUGCCUGGAGA

>AK083551 1_28

UUUGCAGUUACAAAGAUUUAAGUCUAGCAAGGUUUAGUGGUACUUGAGAGGCAGAGGCAGGUGGAUCUCUAGUGUGAGGUUAUCCUGGUUUAUAUAUAUAUAUAUAUUGAGAUCCAGGACAGCCACAGUUAACAUAGAGAGAUCCUGUCUGAAAAAGAUUUAAAAUUGGGAAUCAGCAUGAAGUAGGUAAAAACACAUGC

>BC108350 1_22

AUGGGUAUGAAAUCAUGACUCCUCUGUUGUUACGGAGCAGAUCGCCUGGGAUAUCUGCUAACGAUGCAGAUGUAUACAUUUGGAUCACAGCAUCCUACAGUUAGAGGACACUGUGAUCCCAUCUGGGGAAUUGCUGAACUGCAUCAUUUACAUCAUUAGUCCUGCGCUGGGGAAUGCUUUUCUUCUGGUGAUGUUCGUUA

>BC056997 1_49

GCUCCAUUCUUGGGGAGCAGGGAAUGGCAGGUAAGCUCUAGAUGUUCACAGGCCCAGAGGUCUUUCCUGCUUCCACCCUGUCAGGAACCUCAGGAAUGUCUAAACUCCUGCUGGGACCAGACCCUGUCAUUCCUGUGCAAUGGCUCUAGGAGAGUGGCUAAACUCAGCCUGGUCUGACCAGGCCUCCUUUCCCUGGGGCU

>AK050547 1_7

AAUAUAGCUCUUGCUAAUAAUGGCUUACUGCCUUUCGGUUUUUAAAAAGGUAUCACCCUUUCCUCUUAACCGACUGCUACUCGCGUGUGUGUGUGUGUGUGUGCACGCGCGCGCGCGCGAGCGCGCGUGUGCUUCACAUGUGUGUGCCACGGGGGUUGUGGGGGGACGGAUUGCUCGAUUCUAAUUUUCCACUGCUCACA

>AY074936 1_46

AGCGAGGCAUAGAUGACUGCAGCGAGCAUGCAGACUCUCUCUGUAAGUUCCAGGGCAAUUUCGAGCCCCAGACACCCUCCAUUUGUACAGCAAGAAAACGGACUUCUUUAGGUAUAAACAAAGAAAUGCUUCGAAAGUCUCUGAAAGAAGGAAAGCCAAGCACUAAGGAAGUUCUUCAAACUUUCUCAUCGGAGAAAACA

>D25281 1_15

UCUGAAAAUUGUCGAGGAGGCCUUGGAAGCAGUCAAAAAUGCCACAAAUGAACAAGACCUUGCAAACCGAUUUAAAGAGUUUGGGAAAGAGAUGGUGAAACUGAACUAUGUAGCAGCAAGACGGCAGCAGGAGCUCAAGGACCCUCACUGUAGGGAUGAGAUGGCUGCAGCCCGUGGAGCCCUGAAGAAGAAUGCCACCA

>BC153097 1_10

AAGCGCUACUUGGUUAAAUUCGUGUGCGUGGGCAUCUGGGGUCUAUCUUUGAUUCUGUCUCUGCCUUUUGCUAUCUUCCGCCAGGCAUAUAAACCAUUCCGUUCUGGUACAGUCUGCUAUGAAGUCCUGGGUGAAGCCACAACAGAUUUUCGGAUGACCUUGCGGGGUCUGUCCCACAUAUUUGGCUUCCUCCUGCCGCU

>AK032026 1_5

GAUCCACGUGGGCCCGCGCGCGCGCACCAGGCCGGCCCCCUCCUUGCAGGCGCUCGGCGCUCCCAGCACAUGGUCGGCGGCGCGCCCCCGAGGCCGGCGGAGACCGGCUGCAGCCGAUCAAGAAUGACCCAAAAGAACUCGAAGCUUUGUGCCAGAGCCAAUGUGUAUACCCAAGUGCCUGAUGGAGGAUGGGGCUGGGC

>BC038059 1_10

CCUUCUAAACAGUCAGCAGCGAUGGGUGUUUAUGUGGCCAAAAGAACUUGAUAGUUCAUGUCUAUGUCUGACCAAGAGCAUCUGUAGCCUACAGCAUGAUAGCAUGUAGUAUGUAUAUUUUUAAAGUAGUUGUGUAUAUUUUUCAAGCAUAUUGACUUACUGUUGACUUUCUGAAGUAUACUUCUUUGGGGAGCUAAUUG

>BC138300 1_18

GUGGGCAGACCUAAGCCAGGAGAGGGCUGGCCACAGACAUUUGGUACUGCUUGCUGAGAAAGCAGUGAUUCUUUUCCUAACCUAAAGAUUAUAUAUGGCCCACCAUACCAUCUUUGAAACAAUGUGUACUGGCCUUUGGUUCACCUUUCUUGUCUUUCAAGUUGUACUUGGUGGGUGCAUUUAACCUUGCCACAGAGUGG

>AJ132409 1_12

CUAGGGCAGGCAGAAGCCCGGUCAACGGUGGGAACCGUCAGGGUGCGAGCGGCAAGCUGGCUGCAGAUGGGGCCGCUAAGCCUCCUCUGGCUGUGCCAACAGUGGCACCUGGAUUAGCUACUACCACUGCGGCCGCGCAGCCCUCGUACCCAUCUCAGGAGCAGAGGAUCAGGCCAUCUGCCCAUGGUGCAAGGCCUGGC

>BC151183 1_56

GCUGGAGACGCACACCCGCGAGCAUCGCCUGGGCAACCACUACAAGUGUGAGCAGUGCGGCUACCUGUCUAAGACGGCCAACAAGCUCAUCGAGCACGUGCGCGUGCACACCGGGGAGCGGCCCUUCCACUGUGACCAGUGCAGCUACAGCUGCAAGCGCAAGGACAAUCUUAACCUGCACAAGAAGCUGAAGCACGCCC

>BC057599 1_20

CGCCGAUCUUCCUAUCUCUAAUUUUUUAAAUCAUAUUAUUAGCAUGUGUGUCUGUAUGAGUGUAUGCCACAUGUAAAUGGGUACCCUGCUCCAGCCAGAAGAAGGCUGGAGUUACAGAUGGUUUCCAAGGCACCCAAUGUGGACUCUGGAGCCCGAACUCUGGUGCUCUGGACAAGUGCUCUUAACUGCUGUGCCCUCUC

>AK036125 1_12

AUAGAGGGGCGAAAGUGAUGUUUACCAGAUAGGAUGCUGAUUUUUUUAAUAUAUUUACAACAGUAUUUGUGUAAAAAAAACAAAAAAGUGAGAUUGUUAGAAGUGAUUUUUUUCUCCUUUUGGUUCCGCAUACACUGCCGUCGUUCCCUUUAGUUUGUCUCACACAUAUAUAUAUUUUUUGGUAAGUCAAGACUGUUAAG

>AK142915 1_38

UCAUCUAUAUAAGACAAAAAAUAAGACACGAGGCAGCAGAUUCAUCUGUUGACCAAACUGCUCUAACUUGUGAUAUAAAAACUAUUGCUUUAAGCGUCUAAUGAACUUGUGAAGCCACACAAUGGAUAGUGGAUCUUUAGUUAGGUAUUAGUCUUAAUGGACAGACAUGUAAACAAUUUUUCUGUAGCUCUUUAAACUUU

>AK083676 1_36

CUAUUUUCACUACAUUUUGGUGUUCAGCCUUUUAAGCAUGUACAAUAACAUUUGAAAGUCCAAAAUUAAUAGUUCUGGGGGAAGGAAUAGGGCUUUUGAUAUUUAAAGUCUUUUAUUUUAAAUGCUAACCACAUUCACCAACAUCUUGGUGGCAGCCGAGGCUUUAUGAAUGUUACUGAAAAUAUUCUAAGAUCAUUUUU

>BC145013 1_2

AGCCACUGUGGUGCUGAUGCUCAAGUCUCCAGAGGAAGACAUCUUAGCCAAAGCCUGCGAAGCCAUCUAUAAGUUUGCUCUGAAAGGUGAGGAGAAUAAAGCAACUCUCCUUGAACUUGGAGCUGUGGAGCCUUUGACCAAACUGCUCACCCACGAAGACAAAACUGUAAGAAGAAAUGCUAUGAUGAUCUUUGGUAUUC

Training sequences

>mmu-mir-26b

AGACCUGCACACUGGGCUCCUUCUGGUCCUGUCUUGUGCAGCCCUCUUUCCCCUCUUACCCCUACUGCCCGGGACCCAGUUCAAGUAAUUCAGGAUAGGUUGUGGUGCUGACCAGCCUGUUCUCCAUUACUUGGCUCGGGGGCCGGUGCCCUGCAGCCUUGGGGUGAGAGGGCUAACCUGGACUCCUGCAUUUGGAUAAA

>mmu-mir-29b-2

GAUUCUCAGGGCUGAGGCUGGUUCUUCUGACUGCACAUCUCUGCUUUCUUCAGUGAGAUCCUCUUCUUCUGGAAGCUGGUUUCACAUGGUGGCUUAGAUUUUUCCAUCUUUGUAUCUAGCACCAUUUGAAAUCAGUGUUUUAGGAGUAAGAAUUGCAGCACAGCAGAGGGUAGACUACAGAGGAACAGCUGUACACAGAA

>mmu-mir-29c

CAGCUGAAAUCAGACUGUCACCUGCCUUGAGAUUCAGACCUGAAGAACACCACCAGUCGGUCCAUCUCUUACACAGGCUGACCGAUUUCUCCUGGUGUUCAGAGUCUGUUUUUGUCUAGCACCAUUUGAAAUCGGUUAUGAUGUAGGGGGAAGAGCACCAGCCUCAGAACCUUGUGGUGUCAGCAUCAGCAUCAGCCUAU

>mmu-mir-149

CAAGCAGGUCUGCCAAUGCAUGGGCUUCUGGGCAGCCUGACCCAGCCUGCCCGGGGCCCUCAGGCCAGUGCCCAGGCUCUGGCUCCGUGUCUUCACUCCCGUGUUUGUCCGAGGAGGGAGGGAGGGACGGGGGCGGUGCUGGGGCAACUGGAACAGCGCAGGUCACCGGGCUGGCUGGGUGAGGUGGCCAGGCAGAGCCA

>mmu-mir-181b-1

ACCAUCAUCUACUCCAUGGCCCUCUGCGUUUGCUGAAGACAGAACCGCAAAGCAGGACCCGACAGGAUUCUCCCCGCCUCUUCAGAGACUAUGUUUACAAAGGUCACAAUCAACAUUCAUUGCUGUCGGUGGGUUGAACUGUGUAGAAAAGCUCACUGAACAAUGAAUGCAACUGUGGCCCCGCUUUUUGCUGUCGCAAU

>mmu-mir-194-1

CCUGGGAUGCACCAGGCUCCAGGUUCAAUCCUCAAGACUCCUCCACACCGAGGGAGUAGUGUUUUAAAGCUAAGGACCCAUCCGGCAAACUGAUGGAGUCAUCGGGUGUAACAGCAACUCCAUGUGGACUGUGCUCGGAUUCCAGUGGAGCUGCUGUUACUUCUGAUGGCCUCCAACCGGCUACAAACAUGGAAAAGGAA

>mmu-mir-214

CAGGCUGAUUGUAUCUGUCCCUGAGCAAAGGAAACCUGAAGGACCCAAGGGCCUGGCUGGACAGAGUUGUCAUGUGUCUGCCUGUCUACACUUGCUGUGCAGAACAUCCGCUCACCUGUACAGCAGGCACAGACAGGCAGUCACAUGACAACCCAGCCUGAAUGACCACCAGCCAUUGAAAGAAAGCUGCCCUCACAACA

>mmu-mir-215

UCAAGUGCUAGGUCAGCAGAGGACCCAGCCAUGGAGACUACGGAGCACGGAGCUCUCAGCAUCAACGGUGUACAGGAGAAUGACCUAUGAUUUGACAGACCGUGCAGCUGUGUAUGUCUGUCAUUCUGUAGGCCAAUAUUCUGUAUGUCACUGCUACUUAAAAUCCGGACAUCGGCAAACACCCUCUGAGCGCUGUGCAG

>mmu-mir-103-2

CUGGGAGAAGACUGAGCGGUCAGAGGAAGGCCCACCUUGGUUCUUCUCCACCUCAGCAGAGCUGUCUUCGUGCUUUCAGCUUCUUUACAGUGCUGCCUUGUAGCAUUCAGGUCAAGCAGCAUUGUACAGGGCUAUGAAAGAACCAAGAAUGGGCUGCCCUUAGGGAAAGAGGAUCUAGGAUCCAGUUGGUGCAGCUUAUG

>mmu-mir-126

CCAUCUCAGCCAGUUGAGUGAAAGAGCCCCACACUGGCUCUGGCAGCCUGGAGACGCCGCAUCUUUGCCGGUGACAGCACAUUAUUACUUUUGGUACGCGCUGUGACACUUCAAACUCGUACCGUGAGUAAUAAUGCGCGGUCAGCAGCCCAGCGCCAGGAAUGCAUCGGACCUGGGUAAGGACCACGGCUGGCACUCGG

>mmu-mir-181a-2

ACUUGAAAUUUUGGGAAGAAUGUGAGAGACCCAACAGCAGUGGUCCUUAGAAUAUGAGAGCAGGCCAAAGAUGGGCAACCAAGCCAGCCUUAAGAGGACUCCAUGGAACAUUCAACGCUGUCGGUGAGUUUGGGAUUCAAAAACAAAAAAACCACCGACCGUUGACUGUACCUUGGGAUUCUUACAGACAACAAGUUUCC

>mmu-mir-297c

UUCAUGCUGAACUUCAUGAUGAGUUCGUGAUCAGCUUCGGAGUCUUGUGAUGACCCUAGUAUAUAUGCCUGUGUGUAUAUGUAUGUGUGCAUGUACAUGUGUGUAUAUGAAUAUACAUAUACAUACACACAUACCCAUACAAACAUGCAUACAAACACACAAAAAUUGGCACUCAUCCAUCUAUUUGAAUAAUUAGUGAC

>mmu-mir-466b-1

CCCUUGGUAGAGUCGGGAAGAUCAGGAGUGCAAGUUCAUGGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUAUGAAUGUGUGUAUGUGUUGAUGUGUGUGUACAUGUACAUGUGUGAAUAUGAUAUACAUAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGACACAUGGGAA

>mmu-mir-466b-2

CCCUUGGUAGAGUCGGGAAGAUCAGGAGUGCAAGUUCAUGGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUAUGUAUGUGUGUAUGUGUUGAUGUGUGUGUACAUGUACAUGUCUGAAUAUGAUAUACAUAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGACACAUGGGAA

>mmu-mir-466b-7

AACCCUUGGUAGAGUCGGGAAGAUCAGGAGUGCAAGUUCAUGGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUAUGAAUAUGUGUAUGUGUUGAUGUGUGUGUACAUGUACAUGUGUGAAUAUGAUAUACAUAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGACACAUGGG

>mmu-mir-466c-1

ACCCUUGAUAGAGUCAGGAAGAUCAGGAGUGCAAGUUCAUGGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUAUGUAUGUGUAUAUGUGUUGAUGUGUGUGUGCAUGUACAUAUGUGAAUAUGAUAUACAUAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGACACAGGGGA

>mmu-mir-466d

AAUUCAUGUUAACUGCGUGAUGAGGUAGAGAUCAGCCUGUCAUUCAUGUGAUGGCCCCUGUGUAUGUGCAUGUGUGUUUGUGUGUGCGUACAUGUACAUGUGUGUAUAUGAAUAUACAUAUACAUACACGCACACAUAGAUACGCACGCACACACACACACAGGGAUGGCACUCAUCAAUCCAUUUGAAUGAUAAGUGAC

>mmu-mir-466l

AAAUUCAUGUUCACUGCAUGAUGAGGUAGAGAUCAACCUGGCAUUCAUGUGAUGACCCCUAUGUAUGUGCAUGUGUGUUUGUGUGUACAUGUACAUGUAUAUAUAUAUUGAUAUACAUAUAAAUACAUGCACACAUAUUCAUGCAUGCACACGCACACAUUAAUGGCACUCUUAGAUCCAUUUGAAUAACAUGUGACUUA

>mmu-mir-467a-1

AAUUGUCAGUGUCAGGAGGAUCAGGAGUUCAAUUUCAUGCUUAACUUCAUGAGCAGUUAGAGAUCAUCCUGGAAUAAUGUGAUGGCCCCUAUGUACGUGCCUGUGUGCGUAAGUGCCUGCAUGUAUAUGCGUGUAUAUUUUAUGCAUAUACAUACACACACCUACACACACAUGCACACAGACAUGCGGGAAUAGCCCUC

>mmu-mir-467a-10

UAAAUAAUUGGCAGUGUCAGGAGGAUCAGGAGUUCAAUUUCAUGCUUAACUUCAUGAGCAGUUAGAGAUCAUCCUGGAAUAAUGUGAUGGCCCCUAUGUAUGUGCCCGUGUGCGUAAGUGCCUGCAUGUAUAUGCGUGUAUAUUUUAUGCAUAUACAUACACACACCUACACACACAUGCACACAGACAUGCGGAAAUGG

>mmu-mir-467a-2

UAAACAAUUGGCAGUGUCAGGAAGAUCAGGAGUUCAAUUUUAUGCUUAACUUCAUGAGCAGUUAGAGAUCAUCCUGGAAUAAUGUGAUGGCCCCUAUGUAUGUGCCUGUGUGCGUAAGUGCCUGCAUGUAUAUGCGUGUAUAUUUUAUGCAUAUACAUACACACACCUACACACACAUGCACACAGACAUGCGGGAAUGG

>mmu-mir-467d

AUUUCAUGCUUAACUUCAUGAGCAGUUAGAGAUCAUCCUGGAAUAAUGUGAUGGCCCCUAUGUAUGUGCCUGUGUGCAUAAGUGCGCGCAUGUAUAUGCGUGUAUAUUUUAUGCAUAUACAUACACACACCUACACACACAUGCACACAGACAUGCGGGAAUGGCCCUCACGGAUCCAUUUGAAUGAUAUGUGACCUACU

>mmu-mir-499

CCUACAGGCUGCCACGCCCCCUGCAAGCUGCCACGCCCUCCUUGCUCCCUGCCGUCCCUGUGUCUUGGGUGGGCAGCUGUUAAGACUUGCAGUGAUGUUUAGCUCCUCUGCAUGUGAACAUCACAGCAAGUCUGUGCUGCUGCCUGCCCCCAUGCUGCCUGGGUAGGGCUGGGGGAAGGGGGAGCCAUGGGACGGAGCCC

>mmu-mir-511

UUUCAAACCACUCUGCUGUGAACUCAACAUUUUAAGCCUUGGAAUAAGCCAGCAACAAGUAACCAAAUAGAUACCCACCAUGCCUUUUGCUCUGCACUCAGUAAAUAAUAAUUUGUGAAUGUGUAGCAAAAGACAGGAUGGGGAUCCAUUAAAUCCCAAGGAUGACGACGUAAGGUGUGGUGGUUGGCAGAGGAUGGAAG

>mmu-mir-669a-3

CCAUUUGAGUGAUAAGUGACUUAGAGUGAAAAUGCUUGCUAGAGUUAAGAGUAUCAGGAGUUCAAAUUCAUACUUAUCCUCAUGAGAGAUCAGCCUGUGAUUCCUCCAUGUAUGUGCAUGUGUGUAUAGUUGUGUGUGCAUGUUCAUGUCUAUAUUUGAAUAUACAUAACAUACACACACAUGUAUAAACGCAAGCACAC

>mmu-mir-669a-4

UAAGUGACUUAGAGUGAAAAUGCUUGCUAGAGUUAAGGGUAUCAGGAGUUCAAAUUCAUACUUAUCCUCAUGAGAGAUCAGCCUGUGAUUCCUCCAUGUAUGUGCAUGUGUGUAUAGUUGUGUGUGCAUGUUCAUGUCUAUAUUUGAAUAUACAUAACAUACACACACACGUAUAAACGCAAGCACACAUACACAGACAC

>mmu-mir-669a-5

UAUCAGGAGUUCAAAUUUACACUUAUCCUCAUGAGAGAUCAGCCUGUGAUUCCUCCAUGUAUGUGCAUGUGUGUAUAGUUGUGUGUGCAUGUUCAUGUCUAUAUUUGAAUAUACAUAACAUACACACACACGUAUAAACGCAAGCACACAUACACAGACACAGGAAUGGCAUUCGCCAAUCCCUUAGAAUGAUAAGUGAU

>mmu-mir-669g

AUGCUUAACUUCAUUUGGAGACAUCUUGGUAUUAAUGUCAUGCAACCCAUUUAUGUGCAUGUGUGCUUACUUGUAUGUGCAUUGUAUGUGUUGACAUGAUAUACAUAACAUAAACACACGUGUAUCUGCAAGCACACACACACAGGAAAAAUUGCAUUCAUUUAUACGUUUGAAUGAUAUGUGACUUAAAGUUUUCAAGA

>mmu-mir-669i

AUCCUGGCAUUCAUGUGAUGCCCACCAAUAAUGUGCAUGUGUGUAUAGUUGUGUGCAUAUUCAUUUCUCUAUAUGACUAUGCAUAUACACACAUGCAUACAAACUCACAUACAGGAAUGACAGUCAUAUAUCCUUUUGAAUGAUAUGUGACUCAGAGCUUUAGAGCUUAUGCAGUACUGGGCCAGAGCUAUGCCUCAGUU

>mmu-mir-669m-2

UGUAAAAGCUUGCCAUAUUCAGAGGGGUCAGGAAUUCAUAUUCAUAAAUAAAUUCAAAAGAGAGUAGAGAUCAGCCUGAUUUUAUGGGGUUCCCCACAAUAUAUUUGCAUGUGUGUAUAGUUUUGUGUGCAUGUGCAUGUGUGUAUAUGAAUAUACAUAUACAUCCACACAAACAUAUACAAGCAUGCACAGAUAUACAC

>mmu-mir-695

ACACACACACACACACACACACACACAUACAUACAUAUAUUUAAAAAGCAAACUAAGAAAAACUUCACGAGGAAUCCUAGAUUGGGCAUAGGUGACUGAAGUACACAGCUGCCUUUCUUACAAAGGCACUGGUUACCUUGGUCCUGGUCACCGGCUCGGCUAUCUGCUACUCGGUGGAACACCCCCAGCAAUCUCACUGU

>mmu-mir-1955

AUAAGACCUAAUCAGAUGCGCUCCACAGUUCAGACUUUCUGAAACUUGCUGUGAAAAGCUGGUUUACUUACUACAAGUCCCAGGAUGCACUGCAGCUUUUUCUUAACUUCAGAUAAGAGCAUUGCAUGCUGGGACAUGUAGUUGGUUUAAAUAGCACGGAGAACUCUUUUUCUUGUCUACUCCAUUUUAUAAAUAGAUCC

>mmu-mir-9-1

CACCACGCGCGUCCCCCAUCCGCCGUCGAGCGACUCGAGACUACGGAGGUCCAGGCGGUGGCCGGGAGGCUGCGUGGAAGAGGAGGAGGCGGCCAGGAGGCGGGGUUGGUUGUUAUCUUUGGUUAUCUAGCUGUAUGAGUGGUGUGGAGUCUUCAUAAAGCUAGAUAACCGAAAGUAAAAAUAACCCCAUACACUGCGCA

>mmu-mir-186

CCCUCUGGGAACUGUAGGACUGAGGUUUACAGGACAGCCUUCAUAUCCUUCCCAAACAUUUAAUUGCUUACAACUUUCCAAAGAAUUCUCCUUUUGGGCUUUCUCAUUUUAUUUUAAGCCCUAAGGUGAAUUUUUUGGGAAGUUUGAGCUAAAUGCCUUCAACUAAAAAUAUGUAAAUAGAGAUAAAUUUGCUCUUUAAA

>mmu-mir-302b

UGUAACCGGGUCACUUUACUUUCCUGUGGGUUUGCUCUUCUGUUUUAACUAGUUGCCUUGUGGGUGGGUUCCCUUCAACUUUAACAUGGGAAUGCUUUCUGUCUCAUCGAAGAGUAAGUGCUUCCAUGUUUUAGUAGAAGUGAAUUCAAGAAACUCUGGAAUAAGAAAGCUAGCCUUUUAAUUCAGAGUCUGAUGGGAGU

>mmu-mir-302c

UUUAGUAGAAGUGAAUUCAAGAAACUCUGGAAUAAGAAAGCUAGCCUUUUAAUUCAGAGUCUGAUGGGAGUCCCCUCUGCUUUAACAUGGGGUUACCUGCUGUGUUAAACAAAAGCAAGUGCUUCCAUGUUUCAGUGGGGGUGUCUUAAACUGUUCAACAUUUUCUCUAAGAUGCUGUAGGUUAAGGGAGUUAUUGACUG

>mmu-mir-302d

GUUUUGGUGAUGGUAUGUUUUCCUUUAUAUUCAUGCCUUUGUAAAGACCACUCAAGUCUGCUUAAGGGGCCUCCUUUACUUUAACAUGGAGGCACUUGCUGUGCAUUUAAAAAUAAGUGCUUCCAUGUUUGAGUGUGGUGGCUCCUACUUAAUCUUCAUUGUGCUGCAUAUAGAUAGACCAAGGCCGUCACUGUUGCUAA

>mmu-mir-466q

UCUCCUUUAUAUUCUUAUUACCUUCUCUUUAGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUAUGUGUGUGUAGUAUAUGUGCACACACACACAUACGUACCCAUGCAUGCCAUAUCUCAUCUCUGGAGAUAAUAGGACAACUCGUAGGAGUCAAUUUUCUCCUUUACCCAGUAGUGCCCAGAGACUGAUCUCAGGUUG

>mmu-mir-34a

AUCUUUCUCCCGCAGCCUCUCCAUCUUCCUGUGACUGCGGGCGCCUCAGCCUGGGCUGGCCAGCUGUGAGUAAUUCUUUGGCAGUGUCUUAGCUGGUUGUUGUGAGUAUUAGCUAAGGAAGCAAUCAGCAAGUAUACUGCCCUAGAAGUGCUGCACAUUGUUGGGCCGAGAAGGAAAAGGUCAGAGGUCAGCAACGCCCA

>mmu-mir-207

UGGGCAGCGCUGCGCACGCGCGGAGCAAGGCAGGGGUGAGGGGCUGCGGGAGGAGCCGGGCGGAGGCUGCGGCUUGCGCUUCUCCUGGCUCUCCUCCCUCUCUUUGUUGAGGUUCGACCUCCCCCCCCCCUCCGCCUUUUCGAUCAGGGUGGGAGGGAGAAAGGAAGGAAGCCUUAACGGUCGGCGCCGGGGGGCCCGGG

>mmu-mir-455

GGUACGAGCUUCCUUCCACAGGUCGCGAGCUGGGUGCCGGGCCUCUGCCAUCCUGUGCUGCCCUCCCUGGUGUGAGCGUAUGUGCCUUUGGACUACAUCGUGAACGCAGCACCAUGCAGUCCACGGGCAUAUACACUUGCCUCAAGGUCUAUGUCAUCGAGGACCCCUGGAGCCACCACCACAGAGGACCGGGCCGUGGG

>mmu-mir-684-2

UUUUUUGUACGUAGCUGUUACAUGUAGGGCAAUCUGUCUUUAAGUAGGGAUAAAUUACUCUUGAACAAAAUGAUCCUAGAUAGUUUUCCCUUCAAGUCAAGUGUCUUGUUGUUUAAAAUGAAUUAAAAAAAAAAAAGAGUUCCCGUGGUCAUGUUGUUUCUUCACAGCAAUAAAACCUGGAGUAAGAUAUCCUGCCUCUG

>mmu-mir-697

CUUCAGAGUGGGGAUGUGUCCUGGAUGUUGGUCUUGACAGGUCUCAGAGGUGACUACCACACAUUGAAGGGGUGGCGGUAACAUCCUGGUCCUGUGGAGACUGUCAUAGUCUCCUUUAUUCUAUGUCAGUAUUUCAGUUCUGAUUUUUCGCAUCAAGAACCCUUUCAGCUACAGUGUAGACCUGAAACACAGACUGGCCA

>mmu-mir-698

GGCCCCCAACUCAUCUCUGCCCUCACUGUAAGGGAGGGUGGUGGCUAUGUGGGUGGGACAGGGAUGUUCAGUUGCUAAAGACAUUCUCGUUUCCUUCCCUCAGUGUCCCCAGAUGGUGAACUCUACAUCCUUGGUGAGUAGCCCUUUCAAUCUGGGUCCCUGUUAGGUCAAUGGGACAGGUUCCAAAGACAGAAAGAUGA

>mmu-mir-5122

GUCUCUCUAGCUUGCUGCGCCUGCUACUCGUUGGUGCCUAUAAAUGGCUGCGCUGUGCUCAGCGAGGCAUCAGUCCGCUACCGCGGGACCCGGGGCUGUGUCAGGUCUGGAAGUGGAGCUGGAGCUGACCGAAGGAGCUGCCGCUGGGCCGGGGUGGAACACAGCUCUGCACCGGGGUCUUAAGGAGGGGUGUGUUGCUG

>mmu-mir-702

GGUGAGUGGGGUGGUUGGCAUGGGUUGCCCAUGGGGACUCGACGCUGUGCCCACAGCCUCCUGAUGUCCUCCUCACGCAUGCCCACCCUUUACCCCGCUCCAGGGCAUCUUCCUCCACCUCAGCAACCAGCACGAGUUUGGCCGGCUGCUGGCUACUUCUCGCUAUGACACAGACCACCUACACCCAGACCUCUGGCAGA

>mmu-mir-1960

AAAGCCAUUAGUUCUCUCACACAGUGAAUGUUAAAGCAGCUGCAAUUCCAGCACUGCCCAAGGUCACAGAGUGAGCAGCCAGUGCUGUUAGAAGAGGGCUGAGAGCAGGGAGAGCUCUCUUCUGCAGCACUGACUUUUCCUCUGCAUUGGCACAUUUUGAACACACCUAAUAAAGAGCUCUGGUGGGUUAGUGAAAAAGG

>mmu-mir-3096b

GUCCAGGAUGAUCAUGAAUUCAAGGUAUGUGUUAGAUGGCAAGUUUGGCUUUCCAGGCAUAAUUCCAGGAACAGUUCUUGGCCAAGGAUGAGAACUCUAACCUGACUGGAUACGCUGCUGUGAUGGGUUAAAGGAUUUACCUGAGGCCAAUAGAACAGGCAGGAAUUUAAUGCAGUCACCCCAUGUCUUUUUAAAGUAGA

>mmu-mir-129-1

UCCAGGUCCCAGCUCUGCUUCCCUGACCCCAUCUGCAGUCGCAAGCAAGCCCCAGCCCUGGAGGGGCUGCACCCUGCAACCUUCCCACAGCUGUCUCCUUUGGAUCUUUUUGCGGUCUGGGCUUGCUGUUCUCUCGACAGUAGUCAGGAAGCCCUUACCCCAAAAAGUAUCUACGGGAGGCUUGGUCUACAGGGGAGACC

>mmu-mir-3098

CUCACAGAAACUGAACUGCCCACCAGGGAGCUUGCAUGGGACUGAGCUAGGCCCUCCACACAUUGUGGUUGGGAGGAGUCCUAACAGCAGGAGUAGGAGCUCUGAUUAUCCCCUGCUUCUGCUGCCUGCCUUUAGGACCCUUUCCCCACAACCGGCUGCCUUGCCCAGCCCUAAUAGAAGAGGUGCCUUGUCUUACUGUA

>mmu-mir-290

GUUGGAGUGAAUUUUAAGUUCUCCACGUUCUUUCCUCCUGGUAAAUGUUUUAACGUCUGGACCGCCUCAUCUUGCGGUACUCAAACUAUGGGGGCACUUUUUUUUUUCUUUAAAAAGUGCCGCCUAGUUUUAAGCCCCGCCGGUUGAGAAAACGGCUAUCUGGCACAUUUACCAGCCCUGGUGCCACGUGUUCCGGGUUA

>mmu-mir-326

ACACACAGACCUGGACCAUGGCGGGUACGGUUCUGCACCAGGAGAACUCUUCCGAGCCUCAUCUGUCUGUUGGGCUGGGGGCAGGGCCUUUGUGAAGGCGGGUUAUGCUCAGAUCGCCUCUGGGCCCUUCCUCCAGUCCCGAGGCAGAUUUACUUCGAGGCAAAACUGCACACCAGCUCCAGGCUCCUCUCAGGACCUCA

>mmu-mir-707

UAACUGCCACGUCGGGACGGGAGCAGACGUUGAAUACGAACGAGGGACGUCAUGCCGCUUGCGUGUGAGCAUGGGCAUGCAGUCAUGCCGCUUGCCUACGCUUGUGUGAGCAUGGGCAUGCGGUCAUAGUUGUUGCGGGCAAUUCGAAACAGUAGCAAAAGUCUUUUGCCGUAUUUUCCAUCCGUGGGCACCCUUGCUGU

>mmu-mir-708

CCUGCCCCAGGGGUUAACAGAAACCUAUCCCCCUUGGUUGCCGAGGGACAGCUGUGUUUGAAAUGGGGACUGCCCUCAAGGAGCUUACAAUCUAGCUGGGGGUAGAUGACUUGCACUUGAACACAACUAGACUGUGAGCUUCUAGAGGGCAGGGGCCUUACCCUAGUCAUCUCUCUGCUCACUCUGCACACCCUCCCUGU

>mmu-mir-762

GGUCGCCAUCACCUUCUUGAUGUCAUCUUUGGCCCGGCUCCGGGUCUCGGCCCGCACGGUCCGGCCGGCCAUGCUGGCGGGGCUGGGGCCGGGACAGAGCCCGUGGCGGGGCGGCCUGUGGUCCGGCGAUCUCAGGCUGAGCGCCAGGCCCCAGCGCCGCUCUUUCGGCCUGCCGUCCCUCCGGGAGUUGGCCGCGCCCU

>mmu-mir-1191

UGGAACCAGCCUGGUCUACAUAGCAACAUCUAAGCCAGCCAGGGCUACAUAGUGAGAACCUGCCUCAAAAGCAAAACAGCAGUCUUACUAUGUAGCCCUAGAUGGCCUAGAACUCCCUAUGCAGUAGGCCAGGUUGGCCUUUGCUUCCUGUGUCCUGGGAUUAAAGGCCUGUUCCUACAUGCCUAGCCUAGAAGGCUCUU

>mmu-mir-3105

AGGGCCCAGCCCACUGUAGGCUGUGCCAGCACUGCGCAGGUGGCCUUCAGUUGUGUAAGAAAGCUGAGCAGGCUCUGGAGAGCAAGCCCGUAAGCAGCGUAAGUUACUGAGGAACACUGCUUAUGAGCUUGCACUCCAUAGCCUCUGCUUCCACUCCUGCCUCUGGGUUCCUGCCUUAGCCUUCCCUAUUCUCUCCAUGA

>mmu-mir-24-2

UCUCCUCAGGCCGCUGCUGCCCACCCUGCUCUGCCUCCUGGCUGGCAGGGCUCUGCCUCUCUCCGGGCUCCGCCUCCCGUGCCUACUGAGCUGAAACAGUUGAUUCCAGUGCACUGGCUCAGUUCAGCAGGAACAGGAGUCCAGCCCCCUAGGAGCUGGCAACCCUGCAGAAUGUCUGCCGUGAGCAAGACCUGGAAACA

>mmu-mir-138-2

AGGGUUCUGGGCUUUCUACCUUCUUCGAACUGGAGGAGCCACGCCCCCAGGAAGAAGCCACGCCCCAGGAAGAAGCCACCCAUUUCUGGUAUGGUUGCUGCAGCUGGUGUUGUGAAUCAGGCCGACGAGCAGCGCAUCCUCUUACCCGGCUAUUUCACGACACCAGGGUUGCACCCUACCCAUCCUCUCCAGGCAAGCGC

>mmu-mir-1966

CUGUUCUCAUUUCCCUCUGUAGGGCUUCCUGUAUGACUUGGACAAGGUAAGUGUAUGCAUGUAGAAUAGUGUUGGAAGGGAGCUGGCUCAGGAGAGAGUCCUGAGAUUUAGGCUCUUUCUGACUCAACUCUCCCUUAGCAAGUCAAGUCCAUUGAACGCUUUCUUCGACGACUGGAAUUCCAUGCCAGUAAGGUACUUGU

>mmu-let-7a-2

UUCUUAUGAACGGCCCGAGUAGGCAACAGCAUGAAGAUCUUUUGUAAGACUAACAUGAAAUUGCAGAGCUUGAGAAUGGGUAGCUCUCCAGCCAUUGUGACUGCAUGUUCCCAGGUUGAGGUAGUAGGUUGUAUAGUUUAGAGUUACAUCAAGGGAGAUAACUGUACAGCCUCCUAGCUUUCCUUGGGACUUGCACAAAG

>mmu-let-7g

GGGAUGUUGCCUUUCCUUCCUCAAGUGCGUCCUGCAGAGCUGCUCCAGCGCUCCGUUCUCUUUUGCCUGAUUCCAGGCUGAGGUAGUAGUUUGUACAGUUUGAGGGUCUAUGAUACCACCCGGUACAGGAGAUAACUGUACAGGCCACUGCCUUGCCAGGAACAGUGCACCAGCUACCAAAUGGGGUGGAGAAGAUGGUG

>mmu-mir-138-1

UCAUCUGCCUUCCCAGGACCACCCAGCAGUGAUGCACGUAGAGCAGAGGUGCAGUGAUGCACGUACAGCAGAGGCGACCCCUUCUCCAUACUUCAGAGACCUCUAGCAUGGUGUUGUGGGACAGCUGGUGUUGUGAAUCAGGCCGUUGCCAAUCAGAGAACGGCUACUUCACAACACCAGGGCCACACUGCACUGCAAGC

>mmu-mir-5618

UCAAAGAAAAUGUUGGACAUUAAGUAUUAAAUUUUCUAGUGCUAGAGCCAGGCCAGAUGGCUUAUGCAGUAGUCUGGGGCUACCCUUUACACCGUGUAGUGACCUGAAACACACUAUACCAUGUAAAGGGUAGUUUCAGACUGUUGGCAAUCCUCCUCCUCGUGAAGGCUGGUUACACGCAUAGGCCAUUAACCUGGCUG

>mmu-mir-5710

GUUGGUUUAAUGACACAUCGCUUCCUGUGGGGUAGGGCGGGUUCUGACCCAACUCUAGUGUUCCGGCCUCCAGAAGAGUCUUGGGACAUAGUGUAAGGCAGUGGUCUGGCUAGUCCCACUAACUGGCUCUUUGUCCCUCGGCAGGCAAGAAUGUUGUCCACCAGCUGUCAGUAACUCUGGAAGACUUAUAUAAUGGAAUC

>mmu-mir-26a-2

AAACCUACGAGGGUGUGUGUUUGAAGAAGUUUGUGGUUCUUGCCAGAUGGGACCUACACAAGCCGUCCUGCUGGAAUCCCGUACAGAAGGCUACUGUGGAGGCUGCGGCUGGAUUCAAGUAAUCCAGGAUAGGCUGUGUCCGUCCAUGAGGCCUGUUCUUGAUUACUUGUUUCUGGAGGCAGCGCAUGGUCUGCCCUCAA

>mmu-mir-1931

AGAAGCAUUAACUCUUUGAAUGCUGCUCGUCAAAGAUCUGUUGCAGAGCCUUUGAAUUGAAGCUGCUUUAAAAUUCCAAUGCAAGGGCUGGUGCGAUGGCUCAGUGGGUAGGAGCGCCCGACUGCUCUUCCAAAGGUCCAGAGUUCAAAUCCCAGCAACCACAUGGUGGCUCACAACCAUCCGUAACAAGAUCUGACUCC

>mmu-mir-193

CGGGACUCAUGCCCUGGGCAGCCCGUCGUCGGGGGACGCACGGCAUCCGGAACUCCAAGACGGACGGGAGCUGAGAGCUGGGUCUUUGCGGGCAAGAUGAGAGUGUCAGUUCAACUGGCCUACAAAGUCCCAGUCCUCGGUCCCCAGGACCGGCAUUUUCUUCACUCUCCUCGCCGCCCGCAGCCCGCCCCUUCUUGGUC

>mmu-mir-212

GAGGUGGGGGGGCCUGAGAAGCAGCAGCACUCUCAACUGCGGGCGACGGGAUAUCCCCGCCCGGGCAGCGCGCCGGCACCUUGGCUCUAGACUGCUUACUGCCCGGGCCGCCUUCAGUAACAGUCUCCAGUCACGGCCACCGACGCCUGGCCCCGCCCCAGGACCGCCGACCCCCGGCCCCUCCACGCCUCCCUGCGCCG

>mmu-mir-301a

ACUAAAAUGGCAACUCAACUUUAAGGUCUUUGCACACUGAGCCUUGCAUUCCUUUCCUGCUCACUCCUGCUAACGGCUGCUCUGACUUUAUUGCACUACUGUACUUUACAGCGAGCAGUGCAAUAGUAUUGUCAAAGCAUCCGCGAGCAGGUUGCACACCUUUCCUGGUUCUUGUCUUACAUCUUCAGUAUUUGUGAAAA

>mmu-mir-1934

AGCUCUCUUUAUCUUUCCUCUUGGUUUCUCCAGAGGGAAUAGAGCCGCAAAAGAGCCAUUCCGAGCUGGGCCUUCUUUCUGGUCCCCUGCUUCGUCCUCUGUCCAGAUGUUAAGAGGAUGACGGUGGGGCUGGUGAGAUGGCUCAGCGGUUAAGAGCGCCGAUUGCUCUUCCAAAGGUACUGAGUUCAAAUCCCAGCAAC

>mmu-mir-153

GUUCCAUGCAUCCACUAACGCUGCUCACUGUCAAACCGACAAACCCUUACUUUGCCAGCUACUUAGCGGUGGCCGGUGUCAUUUUUGUGACGUUGCAGCUAGUAAUAUGAGCCCAGUUGCAUAGUCACAAAAGUGAUCAUUGGAAACUGUGACUGCAGCAGGGACAUGGGGGCCCCUCUCUGAGCCUCUAACGACCUCAC

>mmu-mir-203

GGGUCGCAGGAGGGCGCUGAGCUGUGGCUCCGGAGCUCCGGGCUGUGCAGAACUUCUGUGUGCAGGCGCGCCUGGUCCAGUGGUUCUUGACAGUUCAACAGUUCUGUAGCACAAUUGUGAAAUGUUUAGGACCACUAGACCCGGCGCGCACGGCGGCGACGACAGCAGCGACGGGGCGGCCCCGACGGCCAAGGUCGGCU

>mmu-mir-299

GAAGAGGUGUCCUGAGGCAACCUGGCAGACAUGAACCUUCUUACAGCUGUCCUUGCUGUCACGCGGUACUUGAAGAAAUGGUUUACCGUCCCACAUACAUUUUGAGUAUGUAUGUGGGACGGUAAACCGCUUCUUGGUAUCCAGCCCAGCCAUCCAGUCCAUACCAUCCUCGAGCAAGCCUGAAGUGAGAGAAGAAACGU

>mmu-mir-341

UUCACACCAGACACUGCAACACUCUUACCUCCUAGAUCACUAGGGUGAGGUUAGGGUUAAAAUGAUGAUGUCAGUUGGCCGGUCGGCCGAUCGCUCGGUCUGUCAGUCAGUCGGUCGGUCGAUCGGUCGGUCGGUCAGUCGGCUUCCUGUCUUCGAACUGCAAUCAUUCUUAUGAGAAAACAAACAGGAAAUACUUUGCC

>mmu-mir-342

GUACCCUCUCCUGAAGACCACGAUGAAGCUCCUGAACCGCCAGCACCAUUUGCCAUCUGUGAAAAUGGGCUCAAGGUGAGGGGUGCUAUCUGUGAUUGAGGGACAUGGUCAAUGGAAUUGUCUCACACAGAAAUCGCACCCGUCACCUUGGCCUGCUGAGCACCACCAGAACCAAGAAGCACAGCACCCCAAACCAAGCA

>mmu-mir-370

CUUCAGCCUGUUGGACCCAGGAAGGUGCUGCUGUUCUCAGUCGACAAAUCCUACGAGUCCGGGGCCUAAGACGGAGAGACCAGGUCACGUCUCUGCAGUUACACAGCUCAUGAGUGCCUGCUGGGGUGGAACCUGGUUUGUCUGUCUGUCUGUCACCAUCGCUCGGGUGCUGCUGCUGCUGCUGCUGCUGCUGCUACUGC

>mmu-mir-377

AGCCGAGGGAGGCAGGGCUGCCUGGGGAAGAGGCGCCCUGCUCAACUCUCGGCCUGUGCUGACGUUUGAUUCUUGAGCAGAGGUUGCCCUUGGUGAAUUCGCUUUAUUGAUGUUGAAUCACACAAAGGCAACUUUUGUUUGAGUAUCAAAGCCUGCUUGGGGUGGCAUUGGGGACACGUUACAAAGUUCUGGGGUCUCUG

>mmu-mir-410

CCCCCCUUCCCCCCAGGACAGCUUCAGGUGGUGAUUCCAGCUCCAGGGUUGCUGCGGUCAACACUGGGUACUUGAGGAGAGGUUGUCUGUGAUGAGUUCGCUUUAUUAAUGACGAAUAUAACACAGAUGGCCUGUUUUCAAUACCACCUGCCACUCCGGUCACUCGGCAGUACAUACCAGGUGUCACACCACUGCCCGGU

>mmu-mir-412

UUUCGGUAUCAAAUCCCUCCAGGGAGGCCACCUCAGGGAAGACCAUGGACUCAUCUCGCUCUGGGGUAUGGGACGGAUGGUCGACCAGCUGGAAAGUAAUUGUUUCUAAUGUACUUCACCUGGUCCACUAGCCGUCGGUGCCCGCUGCAGCCUGCGCCCAGGAUGUCACAGCCUCAGCUCAACACCUCUGCUGGUACUUG

>mmu-mir-431

UUUCGUGGUCUGAAGGUGACCGCUUCCUGGUCGCCAAACAGGUCCUCUUGCACGUCGUUGUCCUGCGCGUCCUGCGAGGUGUCUUGCAGGCCGUCAUGCAGGCCACACUGACGGUAACGUUGCAGGUCGUCUUGCAGGGCUUCUCGCAAGACGACAUCUUCAUCCCCAACGACGUGCAGUUCCAAGUACCGGUGCUGGUA

>mmu-mir-434

ACCAUCGCUGGACUCCUGGUUUGAACCACCGCUUGACUCCAGGUUGGAAACAUCGCUCGACUCUGGGUUUGAACCAAAGCUCGACUCAUGGUUUGAACCAUUACUUAAUUCGUGGUUUGAACCAUCACUCGACUCCUGGUUCGAACCAUCAUCACUUGAUUCCUCCAUGUCUUGGGGUAGAUCGUUAGAUGAUGCCUCAC

>mmu-mir-453

UCUACUCCCAAGGUGUCCCCCUGUGAAGAAGAUGCAGGAGUGCUGUGAGAAGUGCCAUCCCCUGGUACUUGGAGGGAGGUUGCCUCAUAGUGAGCUUGCAUUAUUUAAUGAUGCCCAAUACAGGAUAGACCUGUUUUCUGUAUCACAUCUUACCAGGUGCUUCCUUGGACCUGAUAUCAAUCAUGAGGAAGCCACGAUCC

>mmu-mir-667

AAGGGGCAUGGAACAAGCAUGGUCAACCCAUUUUCUUAGGUUGAAAAUCCCUUUCCAUCUAGUGGGUACUGGCCUCGGUGCUGGUGGAGCAGUGAGCACGCCAUACAUUAUAUCUGUGACACCUGCCACCCAGCCCAAGGCCCCUAGGCCCACAAACUUCUGGAGGGGAGUUUGUCUUGGAUUCAUCCAAGGAAUGCAAA

>mmu-mir-882

AACAUCUUGAUCUUCCUUGCCCACCAGCUUGCAGGUACGUUUAGUGGCAGGAAACUGUGUCUUCCUUACAGCAGUACCAGGAGAGAGUUAGCGCAUUAGUGCAAUAGUUAGUCCUGAUUUCUGGGUUUUUCUAAUGGCUGCUCUUCAGGGGCUGCCACACAGAAUGUUCUAGUACCCUGUGAUCAGAGCUCUGCCCUCAG

>mmu-mir-1193

CUCACAGUAGCUAUAAGGACGUGCCAGCAUCGUGACUGAAGGGACAAUGAUGCCCACUGUUCUCGGGGUAGCUGUGUGGAUGGUAGACCGGUGACGUACACUUCAUUUAUGCUGUAGGUCACCCGUUUUACUAUCCACCAACACCCAGACCAUCUGUGGGAAGACACCUUGGUGCACACGGCAGCUAUGAAGAAGAUGUU

>mmu-mir-3073

GCCCUUGGGAGCCAUUUGGUGCAACCACCACAGGGGAGCUAAGCUUCUGCACGGAGUAGCCAAAGCUGUUCCUGCCCAGUGGUCACAGUUGGCGCCAGCCCUAGAGUCUAGAUGGGUUGAUGUCCACUGUGACCAUAGUGCAGGCCAGCAGGAGGCCAGGUGGAGGGGGGUUCAGCAUCCCAGGGUCACAUGCUUUGGGG

>mmu-mir-9-2

UAAACGCGGCAAGUACCCCGGAGGACUACGCUUCCCUAAAGCCAAAGAGGAUCGAGAUCUGGAGUUCAGCCAGAGGAAGGCAGCCUUGUGAGGGAAGCGAGUUGUUAUCUUUGGUUAUCUAGCUGUAUGAGUGUAUUGGUCUUCAUAAAGCUAGAUAACCGAAAGUAAAAACUCCUUCAAGGUCACCGAGGAACGUUCCG

>mmu-mir-24-1

UCUCCACAGUCGCUGGCAAGAUGAUGCCCAGGGCACGCCAGGAGGCACUGCCCAGCUGUGAUUGGACCCGCCCUCCGGUGCCUACUGAGCUGAUAUCAGUUCUCAUUUCACACACUGGCUCAGUUCAGCAGGAACAGGAGUCGAGCCCUUGAGCAAAAAGCCUACCCAUCUGUAAGUGCCUGAGGCAGGCCUCCCACGGA

>mmu-mir-27b

ACAAAAGAAGCCAACAGCCUUCGAAGAUGCUCACCAGCCCUUUAAUUAUGGCCGGCGAUGACCUCUCUAACAAGGUGCAGAGCUUAGCUGAUUGGUGAACAGUGAUUGGUUUCCGCUUUGUUCACAGUGGCUAAGUUCUGCACCUGAAGAGAAGGUGAGAUGGGGACAGUUAACUUGCAGCUGCCAGGCAGAGGCCACUG

>mmu-mir-449c

GAUGUAGCUACUUAUACCUGCUUAGCGGGCGCUUCCCAGUGUCCGGCUCCACAGAGGAUGAAGUGUGGGUGUGUCAGGCAGGCAGUGCAUUGCUAGCUGGCUGUUAGAACUUUAUCCCAACAGUUGCUAGCUGCACUACCCUCUGCUGCACUCAGAAGCAUGCAAAGACGUGGAAAUAGUGCCAUCUGGUGGAUAAGGAG

>mmu-mir-18a

CGGGCGGCACUGGCUGCGUCCAGUCGUCGGUCAGUCGGUCGCGGGGAGGGCCUGCUGGUGCUGCGUGCUUUUUGUUCUAAGGUGCAUCUAGUGCAGAUAGUGAAGUAGACUAGCAUCUACUGCCCUAAGUGCUCCUUCUGGCAUAAGAAGUUAUGUCCUCAUCCAAUCCAAGUCAAGCAAGCAUGUAGGGGUCUCUCCAU

>mmu-mir-92a-1

UGCAAAUCCAUGCAAAACUGACUGUGGUGGUGAAAAGUCUGUAGAGAAGUAAGGGAAAAUCAAACCCCUUUCUACACAGGUUGGGAUUUGUCGCAAUGCUGUGUUUCUCUGUAUGGUAUUGCACUUGUCCCGGCCUGUUGAGUUUGGUGGGGAUUGUGACCAGAAGAUGUGAAAAUGACAAUAUUGCUGAAGAUGCCGAU

>mmu-mir-320

CUUACCCUGGGGCGGAAGUGACAUCAAGGGGGCGUGACCUGACCAUAGUAUUUAUCCGACGGUGCCUCGCCGCCCUCCGCCUUCUCUUCCCGGUUCUUCCCGGAGUCGGGAAAAGCUGGGUUGAGAGGGCGAAAAAGGAUGUGGGAGGUGGACUGUAAGCUGUGCCGGGGUGUGACUCGUGGGGGCGUGUCUCGGCCCCU

>mmu-let-7c-2

GGGGGUGGGGGGUGGGGCUCACCAUGUCCCCAGCUCUCCUUCUUCCUCUAGGAGGGACCUCAAGAAGCCACAACAUCCAGCUCUACGCCAAGACUGACUGACGGCCUUUGGGGUGAGGUAGUAGGUUGUAUGGUUUUGGGCUCUGCCCCGCUCUGCGGUAACUAUACAAUCUACUGUCUUUCCUGAAGUGGCCGCAAUAU

>mmu-mir-5113

GAAACAGUGAGUAGUGAGAGACCCUUCAGUAAGAAAUCACUGAGGCUGAACCAGAGGUUUAAAGACCUAGGGAUGGGACAGAGGAGGAGAGAGAUCCUGUUUAACUCACUGCAACACCAGGGUCACUCCCUCCUCUCUGCUCUCCCUGGCCCUCUUUGCCCCUUUAAUCAAAAGGUUCAGAGAAAGACACCAGAAAGAGG

>mmu-mir-99a

CCCUACUUCUUCUGUUAGAUAUUCAGAGCAAAUGCUACGUUAGUAAAAGGUCCCUGUGAGACGAUGCCCAUUGACAUAAACCCGUAGAUCCGAUCUUGUGGUGAAGUGGACCGCGCAAGCUCGUUUCUAUGGGUCUGUGGCAGUGUGGUGAUCUGACAAAGCACUAUGUAAGUGUUGCUCACUCACAUCUCAAUACACUC

>mmu-mir-7b

GAGAGAAGCACUUGAGGGUGUUGAACCUGGCGGAGGAGGAUGAGGACGAGGAGCGGAGUACGUGAGCCAGUGCUAUGUGGAAGACUUGUGAUUUUGUUGUUCUGAUAUGAUAUGACAACAAGUCACAGCCAGCCUCAUAGCGUGGACUCCUAUCACCUUUCUCCUGAAAUACACAAACAGGUAGGGGCAGGAAACUGGGA

>mmu-mir-693

UGUACUUGUAAGAUAUUUGCAUAUUCUUGUUGGUUAUACACGGGAGGGUAGAAAUCCUGAGUUGUAGGCAUGCUCAUUACAGCCACAUCCGAAAGUUUUCCUGGCUAGGGCAGCUUUCAGAUGUGGCUGUAAUGAGCAUGCUCCCAGCAACGGCAUACAGGAAUGAUGGAAAGUUUUUGGUUCUUUCUUUUUGUUGCUUU

>mmu-mir-5125

CCACACAUGCCCCGUGCUCCGGCCAUACCCAGCGCCUUGCAGUCUAAGGAGAGCCCCAUGCCUUUGGACAUGCUGUUCCUUCUGCCUGGGAUUUCCUUGUCUGCCUGGUGAACUCGUUCUGCAAGACUGCAUUCAAACAGCACCUCCGAGAAGACUGCCCUGCCAUUUCCCUGUCCUGCCCAGGUCCCCAUCCUUUCUCU

>mmu-mir-374c

UUAGGCACUGUGAGUACAAAGUCACCAUCCUUGCCCUUACGGAUUAGUUUGAUAGACGAGAGCCAUAACCUCGGACAAUGAUAAUACAACCUGCUAAGUGCUAGAACACUUAGCAGGUUGUAUUAUAUCCACCCGAGUAGGAUUUCUUCAGAGGAACACCACUCCAGGUUGCUGCGCGAUCCAUGAAGUUCUCCUGAUCA

>mmu-mir-448

AUCAACCAAUGGCAAGUCCUCCAAAAGAGAAAAGAAGUUCCAUGUGCAGCAGUUGUCCUUCCCAUGGACGAGGAGGUUGAACAUCCUGCAUAGUGCUGCCAGGAAAUCCCUACUUCAUACUAAGAGGGGGCUGGCUGGUUGCAUAUGUAGGAUGUCCCAUCUCCUGGCCCACUUCGUCAUGACAGAUACUGGAAACACCA

>mmu-mir-652

CAUUCUUUUUUAGGCUUUAUUCCCAAAUUCUAGGUGUGUUUCCAUGAAGGGCCUCCAGGAACAGCUAUGUACUGCACAACCCUAGGAGGGGGUGCCAUUCACAUAGAGUAUAAUUGAAUGGCGCCACUAGGGUUGUGCAGUGUACAGCCUACACAACUCUACGCGGCGAUCCUGGCAGAACGAAUUAAUAAUGUAUUAGC

>mmu-mir-1264

AAAAAUAUGGUCGAACUUUUUAAAGACAAUGUCAGGAUACAUAGAACACGUUAUAUUUCUUCAUGCCUGGCAUAUAGCAGGUCCUCAAUAAGUAUUUGUUGAAAAAAUAAAUGAAGCAACAAAUCUUAUUUGAGCACCUGUUAUGUGGAGGAUAAAAAACUACAAACCAAACAGAGCUUGUGAUCUUAUAUGGGAGAGAA

>mmu-mir-3113

CUAUGGAGCACCGGCUGGAUGUUGAAUUAAGGGCAUCAAGUUCCAACAGCAGCACUAGCAUCUCUGGCCCUGGCCCGGGUCCUGGCCCUGGUCCGGGUCCUGGCCCUGGUCCUGGCCCUGGUCCUGGUCCUGGCCCUGGCCCUGGCCCUGGCCCCGGCCCUGGCCCUGGUCCUGGCCCUGGACCCCGUCCUGGUGCGUAG

>mmu-mir-3472

AUCUAUUCUUCUGUUGAGGGACAUUUGGGUUCUUUCCAGCUUCUGGCUAUUAUAAAUAAGGCUGCUCCUUAUUUAUAAUAGCCAGAAGCUGGAAGGAACCCAGAUGCCCCUCAACAGAGGAAUGGAUACAGAAAAUGUGGUACAUCUACACAAUGGAGUACUACUCAGCUAUUAAAAAGAAUGAAUUUAUGAAAUUCCUA

>mmu-mir-3475

UGAAGAGGCCUUCACCAAGACUAUGCUCUGCUCCCCAAAUCAUGUACCCCCACAGAGGGUCCAGAUGGUUCUUAGUUCUUCUGGAGGCACAUGGUUUGAAGAGCAGAGCACAAGACUGGAUUUUCAUUCCUGCUCACCAUCUUGGCCGGGUUGGACCGCCUCAUCCUGCUGCUGUCCGGAUUCCCCAGGAUUCUCACUCA

>mmu-mir-205

GGUCUCCUUCAGGUCACACAGCACUACACGAGGAGGCUUAGUAGACAAACAGCCCCAGACAAUCCAUGGGUCCUCUUGUCCUUCAUUCCACCGGAGUCUGUCUUAUGCCAACCAGAUUUCAGUGGAGUGAAGCUCAGGAGGCAUGGAGCUGCCAGCGGUGGACUGAAGCACAGCAUUUGAACAGAGGCAUUCUGCAAAAA

>mmu-mir-1927

CCUUGACCGUAUGUAUGUUUACCAUGUGCAUGUAGGUUCAGAUCCCUAGAAACCAGAGUUGCAAGUGGCUGUGAACUGACCUCUGGAUGUUAGGGACUGAACAUGCAUCCUCUCUCUACAAGAACAGCCAGUGUGCCUAAUUGCUGAACCAUCUCUCCAGUCUUUAGCUAGAUUUGUAUUAUAUCACCUGUUUGAAUCCA

>mmu-mir-1981

CCCUGUUCUCCUAGGAUACUUGGGAUGAACUCCUGAUUGGUGACGUGGAGAUGAAAAGGGUGUUGAGCUGUCCCAGGUAAAGGCUGGGCUUAGACGUGGCCUUUGGGUGUGGAAUGCACUUCCGUUUGUAACCGCCAUCUAACCCUGGCCUUUGACAGGUGCGUUCUGACUACAGUGGACCCAGACACCGGCAUCAUAGA

>mmu-mir-2861

CGGAGGCGGGGGCAGUGGCGGCGGCGGAGGCUCCUCUGCAGCUCCGGCUCCCCCUGGCCUCCCGGGAACUACAAGUCCCAGGGGGCCUGGCGGCGGGCGGAGACCGGAAGAGGCGGGCUCGGCACCUCGAGGCCGGAAGUGGCCGUGGAGGCGGAAGUGGCGCGGCCGCGGAGGGGCCUGGAGUGUGGCGGGACCGGGAG

>mmu-mir-1905

GCGGUCCCGGCUGGGAGUGAUGAUGUACGUGUUGGUCUGCUGCUGGAUGCGUUUGAUGGUCGCUCCCUUGGGGCCCACCACCAGUCCCACCACGCGGUAGGGUACUCGUACACGGAUGGUCACUUGGCCUGGCAGAGCAGGGGCCACGCCAAAGGCGGCGCCAGACUUGUUGCGUGAGGCUCUUAUCAUGGAGAAGUGCU

>mmu-mir-30e

CAAGCCCUGGGUCACCUCCUUAUGGGAGCAGGUUGUGCCUCACUGAAGCUCUUUAUUUUUCUGGGCAGUCUUUGCUACUGUAAACAUCCUUGACUGGAAGCUGUAAGGUGUUGAGAGGAGCUUUCAGUCGGAUGUUUACAGCGGCAGGCUGCCACAGUCGUCCCCGGCUGCGCUCAUCGGCUUUGAGACAUUGCAGGUUU

>mmu-mir-873

UACUCCUUUGAAUUGAUGGAAAUGUCAGCAUCUCCUUAGGAACAACGAGCACCAGCUUAAAAUCAGUUUGUGUGCAUUUGCAGGAACUUGUGAGUCUCCUAUUGAAAAUAGACAGGAGACUGACAAGUUCCCGGGAACACCCACAAAUCUUCCUACUGGUUUCUACCACCUUGCCUUGGACAGCACUCUGUGACUGGUGU

>mmu-mir-876

AUUUUUCAAACUCUGGGCAUGGUAGCAUAUAAUUUUUAUGUUCAUGUGUACAAGCAUUACAUAAACUGUCACGUGCUAUGGAUUUCUCUGUGAAUCACUAUAUCAAAUCUAGUGUGGUAGUGGUUUACAAAGUAAUUCAUAGUGCUUCACAGGUGCUCCUACAGUUGAUCUGUAUUUUGAAACCUAGGAUCCUUCAUUGG

>mmu-mir-2139

UCCCCACUGGAGAAGGAGCAGAGGGCCAGGACUGGCAUUUGGACAUGCAGCUGCCCAGCAAGGUGGUGCUGUCCGCAGCUGCGCUGCUCCUGGUAACUGCGGCUUACAAACUCUACAAGUCCAGACCUGCCCCAGUCGGGCAGGCAGGGAGAAACAACAAGGACCACAAAGCAGAAAAUGAAACAGAGGCCUUGGGACAA

>mmu-mir-5106

ACCAAACCAAGCAAGCAAACAAACAAAAACACUCGAGCAACAACAACAGCAACAACCCGAGAGCCUAUCUAGGGCCUAGGUCUGUAGCUCAGUUGGCAGAGUACUUCCUCAAUGUGCCUGAGGCUAUAGGUUCAAUUCCCAGUAAGACUGUCCAAAUAAUCAUGAGUGCACACCAGAAGAGGGCAUGGGAUCCCACUGCA

>mmu-mir-5120

GCCAAGAGUUAAAAACAAAAACAAAACAACAAAAACCCUAGCUUUCUGACUUCUCAAAAACGUAGAAGAGCUGGUCCUUUGGGGCUGUGGUGCCACCAGCUGUGACAGAGUGGAGCUCAGUGGCAGCAGCCCCUUCAGACAGGCUUCCAUGGUCUGCAGCAAAGGCCUCCUCAUUCACGUUAGAAGGUAUGUAUGGCAAG

>mmu-mir-5123

UGCCAUGGUGUGUAGACCCAUAUGCCAUGGUGUGUAGACUCAUAUGCCAUGGUGUGUAGACCCAUAUGCCAUGGUGUGUAGAUCCAUAUGCCAUGGUGUGUAGACCCAUAUGCCAUGGUGUGUAGAUCCAUAUGCCAUGGUGUGUAGACCCAUAUGCCAUGGUGUGUAGACCCAUAUGCCAUGGUGUGAAUGUGGAGCUC

>mmu-mir-25

GGAGCCUAGUGGAGUUCAGAAGGGUCUGGUCUCCCUCACAGGACAGCUGAACACCCACCGGGACUGGCCAGUGUUGAGAGGCGGAGACUUGGGCAAUUGCUGGACGCUGCCCUGGGCAUUGCACUUGUCUCGGUCUGACAGUGCCGGCCCAACACUGCAGAUGUGGGGGGGCAGGGAGGAGUCCCCAUUUUUGUUCAAUG

>mmu-mir-3096

GUCCAGGAUGAUCAUGAAUUCAAGGUAUGUGUUAGAUGGCAAGUUUGGCUUUCCAGGCAUAAUUCCAGGAACAGUUCUUGGCCAAGGAUGAGAACUCUAACCUGACAGGAUACGCUGCUGUGAUGGGUUAAAGGAUUUACCUGAGGCCAACAGAACAGGCAGGAAUUUAAUGCAGUCACCCCAUGUCUUUUUAAAGUAGA

>mmu-mir-3969

UAAUUAACAUAUAAUUAAAGACUUUAAAAAGAGAUAUUCACUUACUAAAUGAUGGCAAAAUAUUAUAGGAAAUGGAUUUCCCCUAAAGUAGAAAUCACUAUAGAGUUGCAUGGUUACAGAGGACUAGAAUUUAGAUUAGCUACUUACAGGGCUUCAGAUCUACAGAGUUCUACUUGAGCCCCAGAACCUAGAUACUGAAG

>mmu-mir-196b

GCGGCGACAGUGGCAGCAGCGGAGGCGGCGAGGGGCGAGGCAACCCUACGCCCGCAGCAUCAGAACUGGUCGGUGAUUUAGGUAGUUUCCUGUUGUUGGGAUCCACCUUUCUCUCGACAGCACGACACUGCCUUCAUUACUUCAGUUGAAAGCAUCUCCAGGUACCUGUCCAGAGCAGCCCGGGAUGGCUAGGCGGGCCA

>mmu-mir-468

CAGAACCAAACAGUAUUUCCUUCUUUGUCAGAACUGUGCCUGAGAAAGACUGAUAAGAAACUUGGCGUGUCGUGACUGAUGUACUGAUAAGAAACUCAGUGUGAUAUGACUGAUGUGCGUGUGUCUGUCUGGGAGGACACACGUGGGGCUGGGGAGAGUCCUUGUCUUUGGGGGGGGACGAAUAGAGAGGGAGGUUUAUU

>mmu-mir-344f

UCUUAUUUUGAAUGCACACACUCAGCCAAUCAUAGACAAAUGGUGCUAAUAUAAGUCCCUGAAGAGAGGGGUUUUGCCAGUCAGUCUCCUGGCUGGAGUCCAGCUCUAAGCUGGUUCCAGGCUCUAGCCAGGACCUGACUACAACCUACUUAGCAGUGAAGGAGGACCCAUAUUAAGAUAUGCCAGGAAACAGAGCCAAU

>mmu-mir-344g

CUCUUUAUUAUCAUGCACACAUCUCACCAAUCAAAGGCAGCCAGAGCUAAUAUGAGUAAAUUCACAUAGAAUUUCUGCCAGUCAGGCUCCUGGCAGGAGUCCUGCUCUCAGCUGGUUCCAGGCUCUAGCCAGGGGCUUGACUGCAAGCUGCUCAUCGAGAAGGAUGGAUGCUCCUGAGACCUGCAGUAGACAGAGCCACA

>mmu-mir-3101

GUGAGUUUCUGGCAGGACCCUGGAACUGCGGAUGUGGUCAUGGUGUGGGUCAGUGGGGCAGCAGGUGGGGUAGGUAGCAGGUACCAUUGACUAAAGCUAGUACUAUAGGCUUGCCUCUAGCUUUGGUGGAUGGUCUUUGCUAAGUUCUCUGCCAACCCAGCAGUGAGAAUUGGGGUACAGAAAAGGAGGAAGAGGUCUGC

>mmu-mir-5121

GCCCCCAGCCGCAUUUUCUGGCGCACUGUGCGAGGUGAGUUGGUGAUGUGGUGACAUGUAGGACAGGGUAGGCUCUGGCAGCUUGUGAUGAGACAUCUCCCACUCAUGUUCGAGUUGCUCGACUAUGAGAUGACUCUACAUGCACUACCAUCUGAGGCUGUUCUAGCCCUUGCCCUGGGGUCAGACGGGGUUCUCAGCAC

>mmu-mir-1186

GUAGCCCUGGCUGUCCUGGAAUUCACUUUGUAGACCAGGCUGGCCUUGAACUCAGAAAUCCACCUGUCUCUGCCUCCCGAGUGCUGGAAUUAAAGGCAUGCACCACCACUGCCCGGCAGGUUCUGUUAUUUCUGAGUGUGAGAAAUAUAUGGGGAAAAGUCUUCAUGGUGAGUCCAAAGGCUUAUAUUAACCUUUUUUUU

>mmu-mir-1199

GAAUUGCAGAUGGAGACGCCCAUCCAGCGCGAAAUCCGCCGCAGCUGCGAGCGGGAGGAAAGCCUGCGCCGGAGCCGGGGUCUGAGUCCCGGUCGCGCGGGCGAGGAACUCAUUGAGUUGCGCGUGCGGCCGGUGCUCAGUCGGCCCGGCUCCGGUACUCCGCUGCCGCGCGCCCUGGAGCGCGCUCGGGCGGGCGCGAA

>mmu-mir-3473d

UUAGACAGUUGUGAGCCACCAUGUCAGUGUUGAGAAUCAAAUUCAGAACCUCGGCAAGAGAAGCAAGUGUGCUUAACCACUGAGCCACUUUCCAGCCCUUUGAAAACUUAUUUGAGGGCUGGAGAGGUGGCUCAGUGGCUAAGAGCACUGACUGUUCUUCCAGAGGCCCUAAGUUCAAUUCCCAGCAACCACAUGGUGGU

>mmu-mir-34b

CUGUCGACCGUGGCGAAAGGGGGCGAGGGGCCCGACCCUCGGGAGCUGCAGUGGCGGGCGCCCGGUGCUCGGUUUGUAGGCAGUGUAAUUAGCUGAUUGUAGUGCGGUGCUGACAAUCACUAACUCCACUGCCAUCAAAACAAGGCACAGCAUCACCCGCCGCCCGCGGGAGGAGAAGCCAGCGCUGCAGCCCCACUGAC

>mmu-mir-101c

UGUGAUGACUACUCUACCUCACAGUCCUGUGAUGACUGAUGCCCUACUGCACAGUCCUGUGAUGACUGACUGCUCAACUGCACAGUACUGUGAUAACUGAUCGCCUAACUGCACAGUCCUGUGAUGACUGACGGCCCAACUGCUCAGUCCUGUGAUAACUUACUCCCCAAUUGCACAGUCCUGCGAUGACUGACUGCCCA

>mmu-mir-190

ACUGCAGAGGUGACUGACUCCCACAGCCAUAUUCUCAAGCUCAGUCAAACCUGGAUGCCUUUUCUGCAGGCCUCUGUGUGAUAUGUUUGAUAUAUUAGGUUGUUAUUUAAUCCAACUAUAUAUCAAGCAUAUUCCUACAGUGUCUUGCCCUGUCUCCGGGGGUCCUAACAAAGUUUAGAAGCAACAGGAAAAAAUAUAUU

>mmu-mir-1900

CAGGGAGAAGCCCGGAGCUCCAGGUGGUGGCAGAAGCGUGGGAAGCUAGAAGAGGGCGGAGCCUGGAGGGGACACCCGGGCCGCCCUCUCUGGUCCUUCAAUUCCGCCCCCGCCUUAUCCACCUGGCUCCGCCGGCGGGCUCUUCUUACCUGAGAUGCCUAGGAUCCCCAGGCCCAGGGCAGCCCAGAGGCCGAGGAGCG

>mmu-mir-5133

GGGCACGGCGGCGGCUCGGCUCCCCAGUAGCGCGCCGAGCGGGCGGGCUCUCCUCACACGAGCGCUUCCUCGCCGAGAGGCUGGAGCUGCGGCAGCGCAGGCCUGGGCCGCCGUGUCUCUGCCGCUCGCUUCAGUUUUCCUCAGGGCUCUGGGGGCCGCUCGUCCGCCGACGCGCCUCAGGUGAGGGAGCUCGUCGUGUC

>mmu-mir-467f

CGGCUACAUAGAGAAAUCCUGUACCCAGAAAUCGAACGGGGGUGGGUGUGUGUGUAGGUGUGUGUGUGUGUAUGUAUGUAUAUACACACACACACCUACACACAGCUUUUUUGGAAUUUUUAACAUUUUGAUGUUAGAAGGAUACAGAUGAAGACUAACAUAUCGAGGAAAAGAGAGCAUAAUAAAGAGUACUUUUUGGG

>mmu-mir-3062

ACGAGAGUGCUGGCCUACGGUGUCUGGAACUGGGCCACACAGGCGAGGCUGGACCCCAGGCCAUGGUGAGGAAGCCAGGGAGAAUGUAGUGUUACCGUGAGCCUGUCAGCAAAUACCACUCACGGGGACACACUUUCUCCUUCAUGGGUCUCCCCACUGCAGGCCCGAAUAUCAGUGAAUAAGGCUGUGGUAGUAGAGGA

>mmu-mir-1843

AAACUGGAAGCUGCAAAACCAACCAUGUAGACAAAGGAGAAAAUGCCUUUGUUUGCAGAAGGCAGCGGUCCUACAUGAAUAUGGAGGUCUCUGUCUGACUUAGAAUAGCUGGCUGAGUCUGAUCGUUCACCUCCAUACAACCUUAGACUCUCACUCUACUUACUGAUUUCCUUAUUAGUUUGUUUAGGAUCUCUGCUGAU

>mmu-mir-874

GCUUAGGAGCCUGCGUGGACCAGUCUUCUACUCUACUGGACACACUUCCUUCGGAUGAAUUUUUUGGUGUUAGCCCUGCGGCCCCACGCACCAGGGUAAGAGAGACUCACUUCCUGCCCUGGCCCGAGGGACCGACUGGCUGGGCCUGCUUUCUGCCCAGCUCACCUGUCAUGGAAGAGAGUUUGGACACACUCCACUCU

>mmu-mir-327

AAGGAGCCUGGGUCCCCUCAGUUGUCCAUGGUGAGACCUAGGAGAUUGGCUGUAGGGGCUUCUGGGUUUGAUGCCCUUAUAACUUGAGGGGCAUGAGGAUAGUCAGUAGUCCAACAUCCCUCUUGAUGGCACAUUGCACAUAGUUGCAAUGGCUUAUGAGGUCUUGUUCAGACACAGGCACAAUGUCCUUCCUCACCACA

>mmu-mir-686

UUUGUUUUCUCUGACCUUAACUAGUUUCUCCAUGGAGUCAUUGUUGCAGCGGAUUCCCGGGCCACAGCAGGUGCUUAUAUUGCUUCCCAGACGGUGAAGAAAGUAAUAGAGAUCAACCCGUACCUUCUGGGCACCAUGGCUGGGGGUGCAGCGGAUUGCAGCUUCUGGGAGCGGUUGUUGGCUCGGCAGUGUCGAAUCUA

>mmu-mir-719

CAUGUUCCCAACAUGGAACUUAGUUUCUUUCUCCCCUUCCUUCCUCCCUUCCAUCUUUUUAGGUGCUUAAAGAACAGUAUCUCGGCUACAGAAAAAUGUUUUUGGGUGAUGCUGUGGAUGUGUUUGAAGCCAGGAGAACAGAAGCCAAGAAGUGGCAGAAUGCACCCAGAGUUACUACUGGACCCACUCCUUUCAGCACC

>mmu-mir-1196

UUUUCAAAACAGGGUUUCUCUGUGUGCCCCUGGCUGUCCUGAAACUCAAUUUGUAGACUAUGCUGGUCUUGAACUCACAGAAAUCUACCUGCCUCUGCCUUCCAAGUACUGGGCAGUGUGCCACCAAAACCCUACAUUUUUGCUGGGCUGGGGGUGAGGGUGGUUUUUUUUUUUUUAAAUACCAAAAUGCAAUCGAUGUC

>mmu-mir-30d

UUGUGAAAGUCGGUAGCGGAAGCAAUGACUGACCAUUUGCUCUGUUCCUUUGUAGCUUGCUGUCAGAAAGUCUGUGUCUGUAAACAUCCCCGACUGGAAGCUGUAAGCCACAGCCAAGCUUUCAGUCAGAUGUUUGCUGCUACUGGCUCUUCGAAUGCAUCUUUUGGACAAUCUGGCCUAAGGAUUGGAGCUGAGGAUGC

>mmu-mir-151

UAGGCAUGCUCCAGGCAGCUGCAGCUGGACUGCUCAGGUCCUGGGCAUGGAGCACAGAUGAUGGAGCGCUUUCCUGCCCUCGAGGAGCUCACAGUCUAGUAUGUCUCCUCCCUACUAGACUGAGGCUCCUUGAGGACAGGGAUCGUCAUACUCACCUCCUGCCAGGAGCACAGUGCACAUGUGCUUCUACUGUAGCCAUG

>mmu-mir-599

ACUGCAGCUGUACUCACCACAAAGAUGUGCUGUCCACAGUGUAUUUGAUAAGAUGACAUAGGAGAGGAACUUCUUUCACCUUUGUGUCAGUUUAUCAAACCCAUACCUGGAUGACAAGCAAUUCAAUGGAAGGAAAACCAGUCCCAGAAUUCAAAGCAUUAUUUCCUGUAGAAGAGCUCUGUGCUCUCUAAAUGCCAAAG

>mmu-mir-130b

UAGGUCUAAGAUCCCACUCCAGCCACCCCAACUCCCCAUGCCCCGCCCCACCCCGUGAGACUGACAGGCUUGUUGGACACUCUUUCCCUGUUGCACUACUGUGGGCCUCUGGGAAGCAGUGCAAUGAUGAAAGGGCAUCUGUCGGGCCAGCUAAGGAGCCUGAGGAACAAAAGGGUCAGUGCUUGGAUCAUAGUCUUAGA

>mmu-mir-877

UGAGGUUGCUAGAGGAGGAGAGACGGCUUCAGGGACAGCUGGAGCAGGGGGAUGACACUGCUGCUGAGAAACUAGAAAAGGUAGAGGAGAUGGCGCAGGGGACACAAGGUAGGCCUUGCGGGUCUGUGGACCCUUGGACAUGUGUCCUCUUCUCCCUCCUCCCAGGUGUAUGAGGAACUGCGAGCUACCGGGGCAGCAGC

>mmu-mir-1195

AUCUGCCAGGCAGCCGGGCUGUGGUGGCGCUCGCCUUUAAUCCCAGCACUUGGGAGGUAGAGGCAGGCAGAUCUCUGUGAGUUCGAGGCCAGCCUGCUCAACAGAAUGAGUUCUAGGGCAGCCAGGAACACACAGAGAAACCCUGUCUCAAGAAGGUAAAAAGUAAAAAAAAAAAAAAAAAGAAAAAGUAAAAAAGAAGA

>mmu-mir-3085

GGAGAGCGCCCUCACCAGGCCAGCCUGGUCACUUUCUCCAGGUCACCUCCAUCACCAACAGUCCCAACUCUGGGAAGGUGCCAUUCCGAGGGCCAAGAGUCUGAAUAUGAGUCACUCUGGCUGCUAUGGCCCCCUCCCAGGGCUUGGGCAUCACAUCCCUACCAAGAAGGCUGGACCAAGCAAGAACUCCAACACAGCCU

>mmu-mir-18b

GCCGCUGAGUCCCCUGGUUUCUGCAUAGUUAGAUUGUGGAUGUUUUUGAGCUGCUCCUUGUAAUGUGUCUCUUGUGUUAAGGUGCAUCUAGUGCUGUUAGUGAAGCAGCUUACAAUCUACUGCCCUAAAUGCCCCUUCUCGCACAGGCUACUUCUUACCUUGCAUUUGAAAAGCAUAUCUUGAGAAAUGAUUUGAACGGC

>mmu-mir-19b-2

AGCACUUCUAGUACUCCUGGAUCAACCAAGGUCUUGUUGAAGCAACUACAGCGCAAGGACAUUGCUACUUACGAUUAGUUUUGCAGAUUUGCAGUUCAGCGUAUAUGUGAAUAUAUGGCUGUGCAAAUCCAUGCAAAACUGAUUGUGGGAAUGUGUACCUUUCUGCAUCGUAAUGGACACCUUUAUGCACAUCUUCAGCA

>mmu-mir-188

CUGCUUUCUGUUGCUUUUUCCAUAGAAAGUACCUACCUGUUGUGCCAAGAGAGUGAACCCUUCCCUGCUCCCUCUCUCACAUCCCUUGCAUGGUGGAGGGUGAGCUCUCUGAAAACCCCUCCCACAUGCAGGGUUUGCAGGAUGGUGAGCUUCAGCUUUCCUUGCUCUCUUGUGCAUGGUGGACAUAUGCAUACACAACU

>mmu-mir-221

AAGACACAUACCAACUUUGACAUGUUAAUCUGUAUGGAUAAUUUGCAGGCUGAACAUCCAGGUCUGGGGCAUGAACCUGGCAUACAAUGUAGAUUUCUGUGUUUGUUAGGCAACAGCUACAUUGUCUGCUGGGUUUCAGGCUACCUGGAAUCAUUUCUUCAUUGGCCUACUUAUCAUUGUUUUAUCUCUAACAUUUCUGA

>mmu-mir-465a

GUUAGAGGUGAGAUAAAACUAACAAGACUGUUUAUGAAUGUGUGAACAUCUCCUUAAAGGCUUUGUAUGCAGUGCCCUAUUUAGAAUGGCACUGAUGUGAUAAAAUAAAAAAUUGAUCAGGGCCUUUCUAAGUAGAGUAAGGCUUACCACCUUCUACGUUUAAUGACUUGUAGAUGGAUAUUCAGAUUAGCUGUAGGUAC

>mmu-mir-470

CUAUGAUAAAACCUGAACAUCAUGAUGGAAAUGGCUGAAAUAAUGUCUCUAUAUUGAAGCUGUGGUGUGCAGUGCUCUUCUUGGACUGGCACUGGUGAGUUAAACUAAAUACAACCAGUACCUUUCUGAGAAGAGUAAAGCUCAUCACAUUCUUUUGAUGAGGCUCCUGAAUCAAGAUAGUGGAUUAUCCAUAAGGACCU

>mmu-mir-500

AUCUCCCCCCCCCGCCUCCCCCCCUGCACAUUGAGUACUCAAGGCCCUGGUCCUUCUCCUCUGCUCCCCCUCUCUAAUCCUUGCUAUCUGGGUGCUUAGUGCUAUCUCAAUGCAAUGCACCUGGGCAAGGGUUCAGAGAAGGUGAGCUCAUCUGCAUCAAGAAGGACCAGAGACCCUGUGUGUCAGCCUACCCCUCCCUC

>mmu-mir-532

CAGACAAAGACACACUGUUGUACAUGCAUGCUGAUUUGUACACAGGAGAGCACGCCUACAGAUUUGCUUUUUCUCUUCCAUGCCUUGAGUGUAGGACCGUUGACAUCUUAAUUACCCUCCCACACCCAAGGCUUGCAGGAGAGCAAGCCUUCUCUUCUCUCUCCUGUGCAUAGGCAUGACUGCAUAUACAUCUACAGCAA

>mmu-mir-717

GGCUGAGGCCAUUUCUCAGAUGUCAGUUUGUCCGAGCUUCUCUCCUUGUCCGCUAUCACUGUACCGUCAUUUUUCAGUCUCAGACAGAGAUACCUUCUCUGAAUUCAUAGAAGCUGCUCUCCGUUCCGAAGGGAUUCAGAAGUGAUAAAUCCAGCAACUAUCUCAGUACCUCAUUAGUGUCUGCAGGCCAGCAUCGGAAA

>mmu-mir-741

GGAGUUAUGAUUUCUAAUUGAAGGUGACAGACUAGCUUUCUAUCAGAAGUAUAUAAAAUGUCUCAUGUGCAUUGAUCUACGUAGAUUGGUACCUAUCAUGUAAAUCAUGUAAGCAUGAGAGAUGCCAUUCUAUGUAGAUUAAGGCUCAUAACAUUCUUCUUUUUUUGUGGCCUUGGAAGAUCAUUGCAGUGUUAAGUAUA

>mmu-mir-883b

UGAUAGUCCAAAAAAUUGUAAUAUCUUUUAAUUCUUUCAGACUUAAUUUCCUCACUCAAUAUUCUGUGUGCAAUGCAUUACUGAGAAUGGGUAGCAGUCACUUUGUACUAUGAGUAACUGCAACAUCUCUCAGUAUUGUAAGGUUCAACAAAUACAAGGGUGGUAGCCACAUGGACAUAGUCUUCACACAGUGGAUGAGU

>mmu-mir-30a

AGAAACUCCCGCAGAGCACUUCUCAGGUCAGUAAGACAGAAUGCUGAAGAAGGCAUAUCAACGUUGACAGUGAGCGACUGUAAACAUCCUCGACUGGAAGCUGUGAAGCCACAAAUGGGCUUUCAGUCGGAUGUUUGCAGCUGCCUACUGCCUCCAACUUCAAGGAGUAAUUAUCUUGUUGGCUGAAACCAAUACCUUGC

>mmu-mir-30c-2

UGUUUUCUAGCCCCUGUUCUAACACGUCACGGGAUCUCCAGAUGUUCCACGGCAUCCUGAUGCUUGUGCUGCUCACCGCCAACCUGCUCUAGAGAGCACUGAGUGACAGAUAUUGUAAACAUCCUACACUCUCAGCUGUGAAAAGUAAGAAAGCUGGGAGAAGGCUGUUUACUCUCUCUGCCUUGGAAAUCAGCUAAGAG

>mmu-mir-128-1

ACUCUUUUGAAAAGUUUGCAGCUUCUCCUUAUGUGCUUAUAUUUUACAAUAAUUGGCCUUCUUCCUGAGCUGUUGGAUUCGGGGCCGUAGCACUGUCUGAGAGGUUUACAUUUCUCACAGUGAACCGGUCUCUUUUUCAGCUGCUUCCUGACUUCUUUUUACUUCUUUUUGCUUUUUUGCUUUUUUUUUCUAUGCUAUAU

>mmu-mir-135b

GGAGGGAGGUGUGAGAUUCCCCAGUUUCCUGCUUUUUUAAGAUUGCUGCCACUGGACCCCUCCGCUCUGCUGUGGCCUAUGGCUUUUCAUUCCUAUGUGAUUGCUGCUCCGAACUCAUGUAGGGCUAAAAGCCAUGGGCUACAGUGAGGGGCAAGCUCCUGCACAGCUACACAUCCCUAAGGACCAGCCACAGAGGGCAC

>mmu-mir-199a-2

GUCGAUGCAGCAGACAGGGUUCAGGGGGGAAGCUGAACAAGCCCCUGGUGCAGGAAGACAGGCUCUCCCCAGCCCCGGGACAGGAUUUUCCACACACCGAUGGAAGCUUCAGGAGAUCCUGCUCCGUCGCCCCAGUGUUCAGACUACCUGUUCAGGACAAUGCCGUUGUACAGUAGUCUGCACAUUGGUUAGACUGGGCA

>mmu-mir-206

UUCUCACUUGUGCAAGGAAGAAAGCAGCUUUUCCUUCUGCGUGACAAGUGCCUCGGAGGACACAGCUUCCCCAGGCCACAUGCUUCUUUAUAUCCUCAUAGAUAUCUCAGCACUAUGGAAUGUAAGGAAGUGUGUGGUUUUGGCAAGUGCUUCUUCAAGGCCGAUGGCUCCACCCAGAGAAUAUGCUGUUGACUUCUUCG

>mmu-mir-3962

CCAGAGCUCUGACUAAAUGUGCCAAAGAGUUUUGGAAACAAAUAGUUGGGUUGAGAAAUGUACUCUGCCACGUAGGAGCUAGGUAGUAGUUUGUACAUUUCUUACUCCCUCUGAGGUGAUCUUCUGCUAUUAAAUGCACUCAGUAUUAACUGAAAUAGCAACAGUGAAAAUUAGAGGUAAUGUACAUAAUAUCGUGUGGC

>mmu-mir-1a-1

CAAAAGGGGGCCAGCUUGUGGAGGGCCACUUCCUCGGAGUCCUGUUCUUGUGCACACUGAACCUACCUGCUUGGGACACAUACUUCUUUAUAUGCCCAUAUGAACCUGCUAAGCUAUGGAAUGUAAAGAAGUAUGUAUUUCAGGCUAGGAACUCUCUCGCCAGACUGAGGGGUGGCCCAUGCCCUGUGGGUGGCUGCUCG

>mmu-mir-181b-2

AGAUGACUAGUUACUAACAUACAACAGACUUCAAAGAACCAUAGUGGGAAGAAGAGCCAGGAGAUAGAAAAGACCAAGACAAUUUCAUCAAAAGGAAACAUUGAUGGCUGCACUCAACAUUCAUUGCUGUCGGUGGGUUUGAAUGUCAACCAACUCACUGAUCAAUGAAUGCAAACUGCGGGCCAAAAAACGCAAAGAAA

>mmu-mir-297a-2

CUUGCCAGAGUCAGGAGGAUCAGGAGUCGAAAUUCAUUCUCAACUUCAUGUUGAGUCCGGGAUCAGCUUCUGAUUCAUGUGAUGCCCCCAGUGUAUGUGCCUGUGUGUAUAUGUAUGUGUGCAUGUGCAUGUGUGUAUAUGAGUAUACAUAUACAUACGCACAUACCCAUACAAGCAUGCACACAAACCCAAAACUGCCA

>mmu-mir-297a-3

AUGCUUGCCAGAGUCAGGAGGAUCAGGAGUGGAAAUUCAUUCUCAAAUUCAUGAGUCCAGGAUCAGCUUCGGAUUCUAGUGAUGCCCCCAGUGUAUGUGCCUGUGUGUAUAUGUAUGUGUGCAUGUGCAUGUGUGUAUAUGAAUAUACAUAUACAUACACACAUACCCAUACAAACAUGCACACAAACACACAGAAAAUU

>mmu-mir-466b-5

AAGUUCAUGGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUAUGAAUAUGUGUAUGUGUUGAUGUGUGUGUACAUGUACAUGUGUGAAUAUGAUAUACAUAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGACACAUGGGAAUGGCACUCAUCAAUCCAUUUGAGUGAUAAGU

>mmu-mir-466f-2

UUCAAAUUCAUGAUUAACUUCAGUUAGAGAUCAUCCUGGCAUUCAUGUGAUGCCACCCAUGUAUGUGAAUGUGUGUUUACGUGUGUGUGCAUGUGCAUGUGUGUAUAUGAAUAUAUGUAUACAUACACACACACAUACACACUCAUGUAACACACACACACACACACACACGAAUGGCACUCAUUUAUCCAUUUGAAUGA

>mmu-mir-466m

AUUAACUUCAUGAAGAUUUAGAAAUCAUCCUGGGAUUUAUGUGAUGGCCCCUAUGUAUGUGCCUGUGUGUGUUCUUGUGUGUGCAUGUGCAUGUGUGUAUAUGAAUAUACAUAUACAUACACACAUACACACGCACGUACACACACACAAACACACACAUACAGGAAUGGCACUUAUCAAUCCAUUUGAAUGGUAUGUGA

>mmu-mir-466p

AAGUUCAUGGUAAAGGCAUGAUGAGUUAGAGGUCAUCCUGGCAUUCAUGUGAUUGCCCCUAUGUAUGUGUAUAUGUGUUUAUGUGUGUGUACAUGUACAUGUGUGAAUAUGAUGAUAUAUACAUACACGCACACAUAAGACACAUAUGAGCACACAGACACACAGGAAUGGCACUCACUCAUCGAUCUAUGUGACUGUGA

>mmu-mir-467a-4

UAAACAAUUGUCAGUGUCAGGAGGAUCAGGAGUUCAAUUUCAUGCUUAACUUCAUGAGCAGUUAGAGAUCAUCCUGGAAUAAUGUGAUGGCCCCUAUGUAUGUGCCUGUGUGCGUAAGUGCCUGCAUGUAUAUGCGUGUAUAUUUUAUGCAUAUACAUACACACACCUACACACACAUGCACACAGACAUGCGGGAAUGG

>mmu-mir-467a-5

AUUUCAUGCUUAACUUCAUGAGCAGUUAGAGAUCAUCCUGGAAUAAUGUGAUGGCCCCUAUGUAUGUGCCUGUGUGCGUAAGUGCCUGCAUGUAUAUGCGUGUAUAUUUUAUGCAUAUACAUACACACACCUACACACACAUGCACACAGACAUGCGGGAAUGGCCCUCACGGAUCCAUUUGAAUGAUAUGUGACCUACU

>mmu-mir-467a-8

UAAACAAUUGACAGUGUCAGGAGGAUCAGGAGUUCAAUUUCAUGCUUAACUUCAUGAGCAGUUAGAGAUCAUCCUGGAAUAAUGUGAUGGCCCCUAUGUAUGUGCCUGUGUGCGUAAGUGCCUGCAUGUAUAUGCGUGUAUAUUUUAUGCAUAUACAUACACACACCUACACACACAUGCACACAGACAUGCGGGAAUGG

>mmu-mir-467a-9

UAAACAAUUGUCAGUGUCAGGAGGAUCAGGAGUUCAAUUUCAUGCUUAACUUCAUGAGCAGUUAGAGAUCAUCCUGGACUAAUGUGAUGGCCCCUAUGUAUGUGCCUGUGUGCGUAAGUGCCUGCAUGUAUAUGCGUGUAUAUUUUAUGCAUAUACAUACACACACCUACACACACAUGCACACAGACAUGCGGGAAUGG

>mmu-mir-669a-7

UAAGUGACUUAGAGUGAAAAUGCUUGCUAGAGUUAAGAGUAUCAGGAGUUCAAAUUCAUACUUAUCCUCAUGAGAGAUCAGCCUGUGAUUCCUCCAUGUAUGUGCAUGUGUGUAUAGUUGUGUGUGCAUGUUCAUGUCUAUAUUUGAAUAUACAUAACAUACACACACACGUAUAAACGCAAGCACACAUACACAGACAC

>mmu-mir-669d

UAAAAAUUUAUGCUUAAUUUCAUGAUGAGUUAGAGAUCAGCCCGGGAUUUGUGUGUUGCUUGCUCUAUAUGUGUGUAUACUUGUGUGUGCAUGUAUAUGUGUGUAUAUGAAUAUACAUAUACAUACACACCCAUAUACACACGCAUGCAUGCACACACACAAAUACAUAUACACAGGAAUGGCACUCAUCGAUCCAUUUG

>mmu-mir-669d-2

AAACCCUUGUUAGAGUCAGGAGGUAUAGGAGUUGAAAAUCAUGCUUAACUUCAUGAGGAGUAAGAGAUCAUCCUGGAUUCAUGUGAUGCCCCCUAUAUAUGUGCAUGUGUGUAUACUUGUGUGUGCAUGUAUAUGUGUCUAUAUGAAUAUACAUAUACAUACACACCCAUAUACACACGCAUGCACGGAAACACAAAAAC

>mmu-mir-669h

CAGGAAUUUAAAUUCAUGCUUAACUUCCUGAUAAGUUUGUGAUCAUCCUGGCAUUCAUGUGAUGCCCACCAAAAAUAUGCAUGGGUGUAUAGUUGAGUGCAUAUUCAUUUCUCUAUAUGAAUAUGCAUAUACACACAUGCACACACACACACACUCACACACAGGAAUGACACUCGUUUAUCCUUUUGAAUGGUAUGUGA

>mmu-mir-669l

UUCAUGCUUACAUUCAUGAGGAUUUAGAGAUCAAACUGUGAAUCAUGUUUUGCCCCCCAUGUUUGUGCAUGUGCGUAUAGUUGUGUGUGCAUGUAUAUGUGUGUAUAUGAAUAUACAUAUACAUACACACCCAUAUAUACACGCAUUCAUAUGAACACAUCAACACACACGCAGGAAUGGUAUUCAUCGAUUUAUUUUAU

>mmu-mir-669m-1

AGUAAAAUGUUUUUCAUAUUCAGAUGGAUCAGGAGUUCAAAUUCAUGAGUAACUUCAAAAUGGUGUACAGAUCAGCCUGGCUUCAUGGGAUCCUCCCCAAUGUAUGUGCAUGUGUGUAUAGUUUUGUGUGCAUGUGCAUGUGUGUAUAUGAAUAGACAUAUACAUCCACACAAACAUAUACAAGCAAGCACAGAUACACA

>mmu-mir-3087

AGCCCCGUGGCAACUUUAUCCCUUAUGCCAAUGAGGAACGCCAGGAGUACCGGUGAGGCCGUGGGCUGGGGCUGUAGCACAGGGCAGGGCAAGAGUUGAGACUUAUGGCUCCUAACUCACUGUCAUGUCCUCAGAUUACGGCUGUCACCUGAUGCCAGCCCCCAGCAGCUGGUGAGCACAUUCCGGCUGCCCUCUGGUGU

>mmu-mir-3089

CAGACUGGGCUGAGAGCAGAGCCCCUGCCCAGAUGCCCUGGAACAGGGAGAUAAGGGGAACAGCUGGUGGCUUGCAACUGAGUUCAGGGACAGCGUGUCUCAGUUUCUCUGUCUGAGCAUCUGCUGAUCCUGAGCUGUGUUUUUAGCUGCAGAAACCCAGGGCCUUGAGGCUCCACCCCUACACUCUGAGCACCACUGCU

>mmu-mir-3090

CUCCAGGAAAGCAAAAAAGCUUGAUGUGUGUACAGCCCACGUGGUGGAGUCCUGCCACCCUAUGAUUCCUGUCCCAGUGGUCUGGGUGGGGCCUGAGAUCCUGAAUUUCUAAUGAGCUCCCAGGUGACACCCUGACUCACUGUGCCAGAGGACUGCAGUUUGAGUAGCAAGGUUGUGUGGACUGUUCUUUCGAUCAUGGC

>mmu-mir-5622

UGGAACUCAGUACGUAGACUAUGCUGGAUUCAAACUCCAAACCUGCUUUUGUCUUCUAUUGUGUGAUUAAAGACAUGUUUCACCACACCCAGCUUAAAGAAAGUUUAAAAAAUAUUCUUAGCUGGGUAGUGGUGGUGCAUGUCUUUAGUCCCAGCAGUUGGAAGGCAGAGGCAGUUGGAGCUCUAUAAAUUUGAGGCCAA

>mmu-mir-15b

GAUUUUUGGCUUGUACUAAAGCUUGAAAGAGUGUUCUUCUGUUUGCUGAGUCCUGUCUUUUGGAACCUUAAAGUACUGUAGCAGCACAUCAUGGUUUACAUACUACAGUCAAGAUGCGAAUCAUUAUUUGCUGCUCUAGAAAUUUAAGGAAAUUCAUUCAAGAUUAUAUGGUACCAUCACAGUUGUAUUAUGUUUGGAUA

>mmu-mir-16-2

CAGUCAAGAUGCGAAUCAUUAUUUGCUGCUCUAGAAAUUUAAGGAAAUUCAUUCAAGAUUAUAUGGUACCAUCACAGUUGUAUUAUGUUUGGAUAUCUGACAUGCUUGUUCCACUCUAGCAGCACGUAAAUAUUGGCGUAGUGAAAUAAAUAUUAAACACCAAUAUUAUUGUGCUGCUUUAGUGUGACAGGGAUAUAGCA

>mmu-mir-124-2

ACAACUCUAGGAGUAGGGACUCCAAGCCUAGAGCUCCAAGAGAGGGUGAAGGGCAGGGAGAAAAUUAUAGUAAUAGUUGCAAUGAGUCACUUGCUUCUAGAUCAAGAUCAGAGACUCUGCUCUCCGUGUUCACAGCGGACCUUGAUUUAAUGUCAUACAAUUAAGGCACGCGGUGAAUGCCAAGAGCGGAGCCUACGGCU

>mmu-mir-302a

AGUGGGGGUGUCUUAAACUGUUCAACAUUUUCUCUAAGAUGCUGUAGGUUAAGGGAGUUAUUGACUGGGCUUCCCACCACUUAAACGUGGUUGUACUUGCUUUAGACCUAAGAAAGUAAGUGCUUCCAUGUUUUGGUGAUGGUAUGUUUUCCUUUAUAUUCAUGCCUUUGUAAAGACCACUCAAGUCUGCUUAAGGGGCC

>mmu-mir-466k

UGAUAUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGUGCAGGUGUGUAUAUACAUAUAUAUGUGUGUGUGUGUGUGUGUGUGUACAUGUACAUGUGAGUAUGUGUGUGUAUAUGUUUGUACAUGUGCAUGUGUGUGAGUAUGUGAAUAUAUGUGUAUAUGUGUGCAUGUGCAUGUGUGUGUAUGGUGAGUAGGUGUU

>mmu-mir-669n

CCACCGUGUGACUUAGAGCAGGGCGCAGCAAAGGGCACUCGGGCCUUUCACUCUGUGCAGACCACUCUGCAGAUCUUUACAUUUGUGUGUGGAUGUGUGUGUAAAUGUAUGUGCAUCCCACAGCACAUGUGCAGAGGGCAUUGGCUUACUCCUUCUACCACGUGGAGCCUGAAGACUGAACCCAGGCUGUCAGGUUUGGC

>mmu-mir-1897

UGGUGUAAGGUGGUGCGCGGAAGGCAGGACGCUGAUGGGAGAGACUGGUCGAAGAAAAGCCUAAAUGGAUUCUCCGUGCUUUGGAUGGAGAAAGAGGGGGGAAGUGCGAGCUCCUUCAACUCGUUCUGUCCGGUGAGGAGUGAUCCAGCUUGGGCUGACGAGAGGCUCCGGAGCCUUCACGUUCAGUGCUUUUUACCUGC

>mmu-mir-1956

GUAUUAAGUCACUCGCCUAAGGAGUAUGAGUCAACGUCAAGAGUCAUAGUUGACCCGGUUUAACGACUCCUGACCUUCAGUCCAGGGCUGAGUCAGCGGAGCCCCGAGUGGCUUCCCUGGCUGGCACCUGGACGUAGGCUAUUUCCGUCCACGUCCAAGCAGAAUACUGGAACCGAUUGGACAGAACUUCCAAACUUUCA

>mmu-mir-491

ACUUAACCCCGAAAGCCUCGUGGAUGCUUCAGCAGUUGCCCUCGGAGAUGCCUGCUGUGGGAAUUGACUUAGCUGGGAAGUGGGGAACCCUUCCAUGAGGAGUAGAACACUCCUUAUGCAAGAUUCCCUUCUACCUGACUGAGUUGAAGUCAUAUCCUGCUCUGUGCAACACAGGCCCUUCCCCUGAAGAAGAAGAUGAG

>mmu-mir-761

CCUCUGCCUUGUUUCUGUUUCUGCUUUCUCCCUCAGGUCUGCACCUGUUGAGCAUUUGGCAGGAUGGCAAGUGGAGGAGCAGCAGGGUGAAACUGACACAGUGCUGGUGAGUUUCACUUUGCUGCUCCUCCUGACUCCCAGGGAGAGUUCUGUUCUUUCUGUUGGCAAGCUUCUCCAAGUGAAUCCUUGAGGUGCUGGUA

>mmu-mir-1957

GGGCCACAUAAAGACUUUUCAGUGACAGACGGUAUGUACAGAAUGGCUAUCCUGUAAUACCAUAACAGCUGGAAAGUAGCUCAGUGGUAGAGCAUAUGACCAGCAUGUGCAAGGCCCUGAGUUUAUCCCCAGCACUGCAAAACAAAGCCAUGUAGAAAAUAGCUCUGUGAUCUAGCAACAUUGGCAUAACAGCGUUACUC

>mmu-mir-3094

AGAUGGGUGGGAGAGCUGCCGCAUAAACAACAUUCAUGUCUGCAUCAUGUCUGGUCUAUACUAAUGAACAUUUAUAGAUUGUUGGGGACAUUUUUAAAGCAUGGAUUGGUUAUUGAUUUGUCCUUUAAAUUGUGUCCUCAAGUGUGCUACUGUGGCAGCACCUCCCGAGAUGUGUUGUGUGGAACCGAUGUGGGAAAGUC

>mmu-mir-5616

GCCUUAUAUUUCUGUCCAUGUUCUUUGUCACACACAGUGUCUGAGAAGCGUUGCUCUAACAUGACUUGAAUGGAGUUCGUUUCCUCUCAUCACAAGUUGAGAAUACACAGACAGAUCAACUUGUGAUGAGGUGAGACAGACUCCAAGUCAUACUCAGGGGCCCUUGUCACCAUGCAGCCUGCAGUGCAGGAAGCCAGCCA

>mmu-mir-218-1

UGCAUGUCAUGUAACAUUAGGAUGCUUCCAGAGCGUCCGUAGCUUCUCUCCUCCCUUCGUCUUUCCUCUCGGUCUUCCCUCUGGCCUAGUGGUUGGUGUAGUGAUAAUGGAGCGAGAUUUUCUGUUGUGCUUGAUCUAACCAUGUGCUUGCGAGGUAUGAGAAAAACAUGGUUCCGUCAAGCACCAUGGAACGUCACGCA

>mmu-mir-701

CACUCCCGCGCAGACAGUAAGCAACAGACAAAAGCUCAACUGAGCAAAUUUGUGUGGAGCAUCUACCUUGAGCAAGUAAUUAGCCGCUGAAAUAGAUGGAUUGUAUAGAUGAGGUUCUAUCUAUUAAAGAGGCUAGCCACUUAUCAAGUGCUAACAGCCCACUGCAGCAGAAGGCCGUGAUGUCAGAAGGAUAAUUAUAG

>mmu-mir-5105

GAAAUACAUCUGAGUGUCAUGAACAUAAAAUUUUAAAUGAGACAUGGGCGCGGGAAAUGUGUACGGAAGACGCACUCCCCGGCGCCGCUCGUGGGGGGCCCAAGUCCUUCUGAUCGAGGCCCAGCCCGUGGACGGUGUGAGGCUGGUCGCGGCCCCCGGCGCGCCGGGCUCGGCUCUUCCUGGAGUCGGAUUGCUUGGGA

>mmu-mir-5625

CCUACCAAAGACCGGUGGCAGCUCCGGGGCGGGGCUAGCGGGCGUGGGGCGUGGGCCAGUGGGGUCAUGUGACUCCCGGCCCGGAAGUUCUUGAGUAGGAGACUCCACAUCCCGGGUGACCCGGGUUGGAGCUGCUGAUUCAAGUGGUCUCUCGUGUCCACCACUAUGGCCUGGACUAAGUACCAGUUGUUCCUGGCCGG

>mmu-mir-335

AGAUAGGUGCCAUUAACCUCAUUUUAUAGCUGAAGAAACCGAGAAACAGAUUGGAAAAGAUUUCUUUUGGGCGGGGGUCAAGAGCAAUAACGAAAAAUGUUUGUUUUUCGUAAACCGUUUUUCAUUAUUGCUCCUGACCCCCUCUCAUGGGUUAUAGCCAGUCGAGUAAGUAUGCAUUUUUUUUUUUAUGUUGGCUUGUU

>mmu-mir-680-1

GAGGUGCCUUCUUUUUAAAGCAUACAUCGCGGGGAAUAUGGGAGGGGUCAAGGGAGAAUUAUACAAAGAACUAAGAAGUGGGCAUCUGCUGACAUGGGGGCCGAAGUCAGGCGCCAGGAAGCGGGCACUUUGCAUCUUAUCUCCGGAACAUCGAUCCUCUUGACAGCCUUGGGUGUCAGGCUGGGCUCACUUGUGACUCA

>mmu-mir-150

GUUAAAUGCAGAAGGCCGUGGUGAAGCAGUGCUUUCCGCAGCAUCUCUUGCAGGCAGAGGACUCUUCUCAAUGCCCUGUCUCCCAACCCUUGUACCAGUGCUGUGCCUCAGACCCUGGUACAGGCCUGGGGGAUAGGGACUUGGGAACCCCAGCAGCAACAACUCCAGCUUCUCCCUCCAGCCAAGGGACUUUUCCCCAG

>mmu-mir-291a

GAGGUGGUCGUUGUAGGGUACCUGGGGGCUCCAUGUGCGUCCUGUCGCUGCUUGGAGCUGUUACACCUAUGUAGCGGCCAUCAAAGUGGAGGCCCUCUCUUGAGCCUGAAUGAGAAAGUGCUUCCACUUUGUGUGCCACUGCAUGGGGAAAACAUCAUAGCUUUGCAUCUGACGCAUCGGUUUACAGGAGCGGACAACCU

>mmu-mir-291b

UAAAGGAGCCGGGAUCCCACAUGGGCCUCGCUCGGAGGAGCUGAGCCUCAGGUCUUGGAAGUUGGAACAUACAGUGUCGAUCAAAGUGGAGGCCCUCUCCGCGGCUUGGCGGGAAAGUGCAUCCAUUUUGUUUGUCUCUGUGUGUACAUGGCGUCUGAAAAGCCGGCUGCAGCUGCAACCUGGAAUCGCUUACCUGCUUG

>mmu-mir-1964

CCUUUCUGAACUUUAAAUUCUUGCCCAAAAUUUUCUACAUCAAAGCAACUAACACAAACAUCUUAACCUUUCUUGCGAAGCUGGAGCACAAAAGCCGGUGCCGGUGUGAUGCCUACACCGACUUCUGGGCUCCGGCUUUGGAAGGAAGGAGGUAGCCUCGGCUGGCAUUGCUGGUAUUGCCUUGACUAAUCCUCACACCU

>mmu-mir-27a

GGGGCUCCUGUCGCCAAGGAUGUCUGUCUUGGGUACUGGGUAACAGAGAAGCCUAUCAUGACAACUGGCCUGAGGAGCAGGGCUUAGCUGCUUGUGAGCAAGGUCCACAGCAAAGUCGUGUUCACAGUGGCUAAGUUCCGCCCCCUGGACCCCAUCUCCUCAGGCCGCUGCUGCCCACCCUGCUCUGCCUCCUGGCUGGC

>mmu-mir-28b

CUGUACACCCCUGCUCUUUUAAGUUAAGAUCAGCCAAACAAGAUCUUGCUGGCUCUUCUGGUCACAUGGACUAUAGAAAAGGAGCUCACAAUCUAUUUAGUGGCAGGCGCACACUGCCAGAAUGUGUGAGGCAUCUUAAUAGUGUGCUGAUGACACUGUUUUGGAAAGGAAGGUUUGUAACACUUGGAGGUGGGGGGUAA

>mmu-mir-486

CAACGAAGAUCUUCAGCAGGCUGCAGUGCCCAAGAGCCAGCCUCAGCAGCCAGCUCUGAUCUCGCCCUCCCUGAGGGGUCCUGUACUGAGCUGCCCCGAGGUCCUUCACUGUGCUCAGCUCGGGGCAGCUCAGUACAGGAUGCGUCAGGGUGGGAGACAACGGGGAACAAGCCAGCAUCACAGCCUCUGCCCAUGCACAG

>mmu-mir-709

AGAGUAAUUAGUGUGUCCCGUUUCUCUGCUUCUACUCAGAAGUGCUCUGAGCAUAGAACUGUCCUGUUUGAGCAGCACUGGGGAGGCAGAGGCAGGAGGAUUGUCUUUUGUUAUAUUGACUUAUGUGUGGGGAGAGUGCAUGUGCUGUGGUGCAGGUGGAGAUCAGAGAACAACCUAGAGGAGUCCGUUUUCUCUCUCCU

>mmu-mir-1969

GAAUGAGGGAGGAAAAGAAAAAGAGGCAGAGAUCGGAGACCAGUGUCUCCUCAUCUCCCUGAUAGUGCUAGAGGCUGAAGAUGGAGACUUUAACAUGGGUGCUCUUAAAAUCUGUUAACAUCCAUGCUGCCUCCAUUUCUGGUCUGUAGACAUCACAGCACCCAGAGGAAGGAACUUGUAACAUCCUAAUCACGGGGCUG

>mmu-mir-26a-1

GCCCCUUCUCUUUGGCAGUAGACACCCCGGGCAUCAGGGCUGGGAGCAGAAACUCCAGAGAGAAGGAAGGUACAAAAGCUGGAGGACCGAGGCCCUGGCGAAGGCCGUGGCCUCGUUCAAGUAAUCCAGGAUAGGCUGUGCAGGUCCCAAGGGGCCUAUUCUUGGUUACUUGCACGGGGACGCGGGCCUGGACGCCGGCA

>mmu-mir-125b-1

GUUUGCUGCAUUUUACUCACGAGUCUGCAACCGAAAUUGCCUGUCAUUUUUAUUUUAUUUUUGCUUUGUUUUGUCUCAAGAAAGAAUGAAGGAAUCGUGUUGCGCUCCCCUCAGUCCCUGAGACCCUAACUUGUGAUGUUUACCGUUUAAAUCCACGGGUUAGGCUCUUGGGAGCUGCGGGUCGUGCCUUUGCAUCGCUG

>mmu-mir-425

CUAAAAUCACCAACUUGCUGGUGGGUCCCAGCCCUGCUAGCAGCUGAACCCACACCACAGCAUGGAAAGUGCUUUGGAAUGACACGAUCACUCCCGUUGAGUGGGCACCCAAGAAGCCAUCGGGAAUGUCGUGUCCGCCCAGUGCUCUUUCGGCACCUCCCAAACAGGGCCUCAUAGCCCCGGCCUUCCCGAACUUUUCC

>mmu-mir-467h

UUUCACUUUUGUUUUUCUCAUGUAUAUGUGUAUGUGUGCGGUGUACAUAAUUAUAUCUAUGUGUGCAUGUAUGUGGACAUAAGUGUGUGCAUGUAUAUGUGUGUGUGUGGUGUACAUAAUUAUAUCUAUGUGUGCAUGUAUGUGACAUAAGUGUGUGCAUGUAUAUGUGUAUGUGUGUGGUGUACAUAAUUAUAUCUAUG

>mmu-mir-3109

CAGGGCCACGUGGAUCUCCCACGUCCCUUCUGCUACCUUUUUGUCGUCGUCAUCUGGCUCUCUGCCUGCUCCUGUAAAUGGAUGCGAUGGUUCCCAUGCUGUUCUGAGGCAGAGCUAGGGCCAUCUCAUCCAGAUACUGUGGAGAUGGUACAAGGCGCUUAGCACAAAUGGGAAGAGGCUGCCCUGAGAUGAGCUGCUAG

>mmu-mir-466j

GUGUGUGUGUGUGCAUUCGUGUGUUUGUGCAUGUGUGUAUGUGUGCACAUUUAUGUGUGUGCAUGUGUAUGUAUGUGUGUGUGCAUGUGCAUGUGUGUAAUUGUGUAUAUAUGUGCAUACAUGUGUGUGUUUGUGUGCGUAUGUUUAAGUGCCUGUGGAUGCGUGUGUGUGGGUAUAUGUACGCGUGUAUGUGUGUGCAU

>mmu-mir-1930

UGCAUAGUCUUCUUGAUUACCGUCUGCCAGAAUUGACACCUUGAGUCCUCAUAGGAGCUGGACCACAUGCCCACGGUCACCUCCAUAGUACCUGCAGCGUGCUUGACUUUCUCUAUGGUGCAGUUACUGUGGCUGUGGCUGUGUUCGUGCCUCAGACUGAAAAGGACUGAGAUGGACUCUCCAGGGAGAGAAAGCAGCAG

>mmu-mir-3966

UGUCAUAAGAAAAGGUAGAAUUUGUUUUUAAGAAUCGAGAAGAUUUUUUUUAAAAGAACUUAAAAACACAGGAAAAGACAGCUGCCAGCUGUAGAACUGUUUUUAAUUAAAACUGUGUUCAUCAUGCUUGCUGCAGAGUUUUCUUAUUUUUCUCUUACAUAAAGAUGUACUGAUUCAGCGAUUAUUGAAUCUUGGACACA

>mmu-mir-22

GCUUUCCUGUUUUUUUUUUUCCUCCCCUUCCUUUUAGGAACCUGUGCCUCCCACACCCUCACCUGGCUGAGCCGCAGUAGUUCUUCAGUGGCAAGCUUUAUGUCCUGACCCAGCUAAAGCUGCCAGUUGAAGAACUGUUGCCCUCUGCCCCUGGCUUCGUGGAGGAAGAGGAGAAGCAGCAGCUUUGCCUAUCAUCCGGA

>mmu-mir-132

CCCGCAGACACUCGCGCCACCCCCGCCGCCCGCGGUGCUGACGUCAGCCUGCAAGCCCCGCCCCCGCGUCUCCAGGGCAACCGUGGCUUUCGAUUGUUACUGUGGGAACCGGAGGUAACAGUCUACAGCCAUGGUCGCCCCGCAGCACGCCCACGCUCCCCACCACUCCCGAGUUCUGCCAGCCUGGGUUUGGGCAGAUA

>mmu-mir-195

AUCAGGAACCCUGGUAAUGAGUUCUGGCCCCACAGAGCAAAGUAGAGUCUUUGUUGCCCACACCCAACUCUCCUGGCUCUAGCAGCACAGAAAUAUUGGCAUGGGGAAGUGAGUCUGCCAAUAUUGGCUGUGCUGCUCCAGGCAGGGUGGUGAGAGCUACUGAGAAGGGGCCAAGCCCCGAGGGCGAAGCAGAGGAGAGG

>mmu-mir-378b

CUCCUGAUUCCCAGUGUCCUGGGCUAUCCCAGUCCAGGCAGUACCCUCAGGAGGCAGGUACGAUGGAUAGAGAGGGAACCCUGGACUUGGAGUCAGAAGACCUGAGGUUGACUCUGGCCCUGCCCUGACACCUGUGUGUCCUGGUCCAGCUUGUGUCCUUAUCUGUGACACAUGAGUAAUGUGCCCCUUAUUCAAUCUGA

>mmu-mir-451

AGAGAUGCAGAAGUACACGGGCUCACUGCUCGGCCUAAUCAAGCCUGCUGACAGCUGUGGCACUUGGGAAUGGCGAGGAAACCGUUACCAUUACUGAGUUUAGUAAUGGUAACGGUUCUCUUGCUGCUCCCACAAACUGUGCCAAGAAGAGCUCAUGACCCUGGAGCAGACUGCUGGAAGAAAAGGACACCCAGGCUGAC

>mmu-mir-3061

CGUUGAGGGAUCUUGUACCUAGAUCCCUCUUUGCUGCUUCAAUGAUGAGUGUACCUUGAUAUAUUGUGUACUGUGGGGCAGUGGGCCGUGAAAGGUAGCCUGGUGGUCCCCUUUGAGCUAAGGCUACCUUUGAUAGUCCACUGCCCCACGGUGCAUGCAUUGGUGUUUUUCGGUAGGUCUCCCUGUCCUGGAGUUUCUGU

>mmu-mir-5119

UGCAUAAGGAAAAGUGUUGCACAGUGGUCAGAACCAAAAAUAAGCUUAUCAGGGCUGGCCUAUGGGACAGAUACUAUAAGUCAUCUCAUCCUGGGGCUGGGUCUGCUGUACCUCCUUAUGCUUGCUUUUACUGGACAUAAAAAAUUGGGAACCUGUUAGUAGCAAAAAGGAAAAUGCUGACGAAAGCAGCAAAAUGCUGA

>mmu-mir-345

CCAGUGUUGUUUGAGAGGUGGUGUUUAUCCUUGGAAUUGAAUGGACCCUUCGUGAAGCCGACACCCAAGUCCAGGCCUGCUGACCCCUAGUCCAGUGCUUGUGGUGGCUACUGGGCCCUGAACUAGGGGUCUGGAGACCUGGGUUUGAUCUCCACAGGCUUUGAGUCAUCUGGAUGCCUUCUAAAGGCAGGUGGUAAGAG

>mmu-mir-369

CUAGCCGUCGGUGCCCGCUGCAGCCUGCGCCCAGGAUGUCACAGCCUCAGCUCAACACCUCUGCUGGUACUUGAAGGGAGAUCGACCGUGUUAUAUUCGCUUGGCUGACUUCGAAUAAUACAUGGUUGAUCUUUUCUCAGUAUCAACGCUCAGCUUGGAGAAGCUCUUGGAGUUGCAGCCCCUGUGGGGGUGGGGACAGC

>mmu-mir-376a

CCCAGUGGACUUCCAUUUCUGUCGACACAAGCACAAGCUCACAGCAUCCUGGAUCGAGUUGUUCUUUGAUAUUUAAAAGGUAGAUUCUCCUUCUAUGAGUACAAUAUUAAUGACUAAUCGUAGAGGAAAAUCCACGUUUUCAGUAUCAAAUGCUGCUUGGGAAACCACCGAGGACAUGACAUCUUCACCGAAGAAAGCGU

>mmu-mir-409

CUCCAGGAUGGUUCUUCUGGAAACUCAGCCAUCGGCCUCGUUCUGAGCAUCCGAGCCUCUCCGUGGUACUCGGAGAGAGGUUACCCGAGCAACUUUGCAUCUGGAGGACGAAUGUUGCUCGGUGAACCCCUUUUCGGUAUCAAAUCCCUCCAGGGAGGCCACCUCAGGGAAGACCAUGGACUCAUCUCGCUCUGGGGUAU

>mmu-mir-411

CCAGCUCAAUGGCCCAGAGGGCUUCCUGGACGUGCCCUCAGCCUUUGUCCUCGGCGUCUCUGUGUGGUACUUGGAGAGAUAGUAGACCGUAUAGCGUACGCUUUAUCUGUGACGUAUGUAACACGGUCCACUAACCCUCAGUAUCAAAUCCAUCCCCGAGGCCCCUGGAGAAGAUGCUGUCUUCGGGGAGACGCCAGUAG

>mmu-mir-432

GCUCCUCCACUUCCCGGAGUAGAUCAGUGGGUAGCUCUUGCAUUUCCUGGUGGGGGCCACUGGAUGGCUCCUCCACUUCUUGGAGUAGAUCAGUGGGCAGCUCUUGCAUUUCCUGGUGGGGGCCACUGGAUGGCUCCUCCACUUCUUGGAGUAGAUUAGUGGGCAGCUCUUGCAUUUCCUUGAGGGGGCCACUGGGUGGC

>mmu-mir-433

UGUGUCACCUUCAGCUGGCAUCUCCAUAACACCAAAAUUGAAGUGUGAGAAGAAGAAGACCCAAUGCCCGGGGAGAAGUACGGUGAGCCUGUCAUUAUUCAGAGAGGCUAGAUCCUCUGUGUUGAGAAGGAUCAUGAUGGGCUCCUCGGUGUUCUCCAGGUAGCGGCACCACACCAUGAAGGCAGCCCGGAUUGGAAGGA

>mmu-mir-544

UGCAUGCUUGUACAAAUUGUUGGUUAGUGUAGGGCCUCUCAAACUGCUCAACGCUGCUAAGAUAUUCGUCACCUAGGGAUCUUGUUAAAAAGCAGAGUCUGAUUGAGGGGCCAAGAUUCUGCAUUUUUAGCAAGCUCUCAAGUGAUGCUAAUGCUGCCGGUCCGUGGACAACACAUGUAGCCACUGGGGGCUGGAGGUGA

>mmu-mir-665

UACUAGAGCAGGGCACAGGGCUGAGACAGGGCAGGGCUGAGCAUUACCAGUGCUCCCAGAACAGGGUCUCCUUGAGGGGCCUCUGCCUCUAUCCAGGAUUAUGUUUUUAUGACCAGGAGGCUGAGGUCCCUUACAGGCGGCCUCUUACUCUCUCCUUGAGCCCUUCUGGAGACGUCUCACCUCAUUCAGUUCAAACUCUG

>mmu-mir-666

UUGAGGAGACUCCAAAGACCUCCCCAAAGGAUGACCAAUCCAAAGCCUGUCUACAAGAUCCUGAUUCUGCCUGCGUGGAGCGGGCACAGCUGUGAGAGCCCCCUAGGUACAGCGGGGCUGCAGCGUGAUCGCCUGCUCACGCACAGGAAGUGACGACAGCGGUACUCAAGCCACAGGAAGUGACGACAGCGGUACACAAG

>mmu-mir-668

AUGGAAACUGUGGAACCACGCCCCCUCUGGUCCAGGAGGACUAACCAGAUUCAAGGCUAUCACCAUCCCCCUUCAGGUAAGUGUGCCUCGGGUGAGCAUGCACUUAAUGUAGGUGUAUGUCACUCGGCUCGGCCCACUACCCAAUGCUGUCCCACCCCUUCUUCACAGGACAGUGGAAGCAGCCACCUUUUCGAGAGAGU

>mmu-mir-679

GACUCAGCCCUGGAAGGAAAGUCAUUUGAAGAAGGGACAGGGUCCCCGUGGUGGCCUGAGGCUACUCCCUAUGGCUUUGGACUGUGAGGUGACUCUUGGUGUGUGAUGGCUUUUCAGCAAGGUCCUCCUCACAGUAGCUAUAAGGACGUGCCAGCAUCGUGACUGAAGGGACAAUGAUGCCCACUGUUCUCGGGGUAGCU

>mmu-mir-758

CUUGGCAGCUUCGUGGGCAGGGUGACUUGCAGACCAGGAAAGUGGCAUCGACAUGUGAUACACGUGUGGGUGCGUGAGGUGGUUGACCAGAGAGCACACGCUAUAUUUGUGCCGUUUGUGACCUGGUCCACUAACCCUCAGUAUCUAACCUUCCCUUGGAGAACUUCCUGGAAGAGAUCUCAACUUUUGGGGACAGAGGC

>mmu-mir-770

GGUUUUUAGUGUACGCCAGCCGCCUCCGAUCGUGGAAGACACAGCCUAACCUUGUCAGAAGCCACCUUCUGUGCCCCCAGCACCACGUGUCUGGGCCACGUGAGCAACGCCACGUGGGCCUGACGUGGAGCUGGGGCCGCAGGGGUCUGAUGGCCUCCUGUUUCAGAAUCUGGGGCGUUUAUCAUCCUUGGGACAACUGC

>mmu-mir-3070a

UCCUCCAAUAGGACCCCAGUCCCACCUUAAGGUUAUGGACGCUCCUUAGGAACAGGAGGAAGUGCUGAGUGAGGCUGAGCCCCUGACCUUGAACCUGGGAUCCUAUCCAUGAUCUCCUGGUGCUACCGUCAGGGGUAGAUUCCUUGUCAUGAGGCCCCUUAGGACCCAUAAGGACACAGUGACCCCAGUGCAGGCUGGAG

>mmu-mir-682

AGACGAGCCGUCGGCAUCUGGCACUGUGGUUCCUGCAUGAAAACAGUGGCCGGCGGGGCCUGGACCUACAACACCACCUCUGCAGUCACAGUGAAGUCUGCCAUCAGAAGACUGAAGGAACUGAAAGACCAGUAGAAGCCCUGCUGUCUGAGACUUGCCUAGCCUGCAAUAAACGGGUUAUUUACGUAAAAAAAAAAAAA

>mmu-mir-1904

CCCACGCUGGGGAAUCACCGAUCCCUGUGACCUGGGGAAAUACAGAGAAAAUUUUGUCACGUUGACUGCAAGUUAGCUGUUCUGCUCCUCUGGAGGGAGGUUCCUGUUUGCACACCUCUCUUCAGGUAGAUUAAACAUUUUAUUUGCAAAACCAACUUUGGCAGAGUUCGAGUAUCCCUAGGACGAAGGGUCCUUAGAGU

>mmu-mir-1940

GCUGGACAGGUGCAUAGGUGGGGUUCCACCCUGAUACAAAGUCGUAUCCUAGGGAGCCAGGAUGCAGCCUGCUAUGGAGGACUGAGAAGGUGGAGCAGUUCUGUACCGUGCUGCCUUCCAUUGGUUAAGACCUCCAACAGUAAAGGGCUGGCCGGCCAAAGAAUGUCCUCUCUAUCACCGUGGAGGGGCAGCACUGAGCU

>mmu-mir-19a

AAGAAGUUAUGUCCUCAUCCAAUCCAAGUCAAGCAAGCAUGUAGGGGUCUCUCCAUAGUUGUGUUUGCAGCCCUCUGUUAGUUUUGCAUAGUUGCACUACAAGAAGAAUGUAGUUGUGCAAAUCUAUGCAAAACUGAUGGUGGCCUGCUAUUUACUUCAAGUGUUGUUUUUUUUUAAACUAAUUUUGUAUUUUUAUUGUG

>mmu-mir-20a

UUUAAACUAAUUUUGUAUUUUUAUUGUGUCGAUGUAGAGCCUGCGUGGUGUGUGUGAUGUGACAGCUUCUGUAGCACUAAAGUGCUUAUAGUGCAGGUAGUGUGUAGCCAUCUACUGCAUUACGAGCACUUAAAGUACUGCCAGCUGUAGAACUCCAGCCUCGCCUGGCCAUCGCCCAGCCAACUGUCCUGUUAUUGAGC

>mmu-mir-124-1

UCCUCCCUCUCUUCCAUCCUUCCUUCCUUUCCAUCCUUCCUUCUUUCUUUCCUUCCUUCCUUCUUUCUUUCCUUCCUUCCUUCUUCCUUCCUCAGGAGAAAGGCCUCUCUCUCCGUGUUCACAGCGGACCUUGAUUUAAAUGUCCAUACAAUUAAGGCACGCGGUGAAUGCCAAGAAUGGGGCUGUCUGAGCACCUUGGG

>mmu-mir-598

CUCGGGCUCUGCAUGGCUGCGGAGGGUGCCAAGCUGAUGCACCACAAGAGGAGAGCUCCAUGAUGCUGCUGAUGCUGGCGGUGAUGCCGAUGGUGCGAGCUGAAAAUGGGCUGCUACGUCAUCGUCGUCAUCGUUAUCAUCAUCAUCAGCACAGCCAUCAGAUCGCUGGCACCCGUGCUGGGUUGGCUGUUUGUCAUAAC

>mmu-mir-3075

ACAAGCCUCCGUGAUACCAAAGGCCUUUGAGGAAGAAGACAGUGCCUUUCAGACCUGCUAUUUACCCUGUGGUUUGUACUGUCUGGGAGCAGCCAAGGACAAGUUACCUCUUGUCUUCUAUCCUUGGCCUUCCUAGGUGUCCAAGCUCACAGUAGGCUGGGAGCCAGAGCAGAGGACACAAGCAGGACUGAGUGGGCCAG

>mmu-mir-3076

UAGCCACCAAAGAGUAGUUCUUCUUAGGCCCAAGACGCCCCAUUCGGGAUAAGGGGCCAUUGGAGUUCUGUUCUAACACAGGGGAAGCUCAGUGCCAGCCUUUCUCUUAGCCGCACUCUGGUCUUCCCUUGCAGAUAAGAUCAGCAUCCGGGUGCUGGAUCCCUUCACUAUCAAGCCCCUGGACAGGAAACUCAUCCUAG

>mmu-mir-3077

GAGAAGGUGCGGGUUGCGGGCGGCUGCGGGGCAGAGGUGGCAGCAGCGGCGAGCUGGCGGGAGGGCGGGCGCGGCCUGCGGACGGGUGGGCGGGCAGGCCAAAUGGCGCGCCCGAGGCUGACUCCCUGCUUCUCCGCAGACCUGCCCGCUCCUGCUGCGGGUCUUCACCACCAACAACGGCCGCCACCACCGAAUGGACG

>mmu-let-7b

GCCCUAUGGCUCUAGUGGCCUGUGGCCAGGGUGGGUGGGGAGCGGCUGGGCCUCCUCCAGAACACGGACACCGCAGGGUGAGGUAGUAGGUUGUGUGGUUUCAGGGCAGUGAUGUUGCCCCUCCGAAGAUAACUAUACAACCUACUGCCUUCCCUGAGGCGCCCAGGGACACAGCUACAUGGAGGCCCCCGCUCAGCAAG

>mmu-mir-33

CCGCUGCUCCCUUGGGCCUGGGCCCACUGACAGCCCUGGUGCCUCUGGCCGGCUGCACACCUCCUGGCGGGCAGCUGUGGUGCAUUGUAGUUGCAUUGCAUGUUCUGGCAAUACCUGUGCAAUGUUUCCACAGUGCAUCACGGAGGCCUGCCCUGACUGCCCACGGUGCCGUGGCCAAAGAGGAUCUAAGGGCACCGCUG

>mmu-let-7c-1

UAUUCUAUCUACAACCUUGCCAAGCCCUUAGGUGUUUGGCCGCCAUAUUUGGAGGAGCGGACUGAAGAUAUGAUAAGGAGUUUGAAGAAACAUUGGAAGCUGUGUGCAUCCGGGUUGAGGUAGUAGGUUGUAUGGUUUAGAGUUACACCCUGGGAGUUAACUGUACAACCUUCUAGCUUUCCUUGGAGCACACUUGAGCC

>mmu-mir-125b-2

CAAUUAGUAUUUAGAAGAUUAAAAAUAAAUGAACCCAACUCUAAUUCCCAAGCUGUCCGUUUACCUGGAAGAAGAAUUCUCCUGCAUCACACGAGACUUUGCCUAGUCCCUGAGACCCUAACUUGUGAGGUAUUUUAGUAACAUCACAAGUCAGGUUCUUGGGACCUAGGCGGAGGGAUACCAGCAGCUUGGGACCUUAU

>mmu-mir-365-1

UUGUUUUUUCCUUUUUAGUUUUGGCUCUCUGUGAGCCUUCGGCUCCCGCCAGCUGAUUGGUUACCGCAGGGAAAAUGAGGGACUUUUGGGGGCAGAUGUGUUUCCAUUCCGCUAUCAUAAUGCCCCUAAAAAUCCUUAUUGCUCUUGCAGUAUUCCUCGGGGGUCCCCGGGCCAGGAGCUGCCUGCAACUCUGUAAGAUA

>mmu-mir-484

CCCUCGCCUCCGCGUAUUUCUCCGCGCAGGGCACGCUGGGAAGUGGGGGGGGCGGGGCCUCGCGGCCCUGCAGCCUCGUCAGGCUCAGUCCCCUCCCGAUAAACCUCAAAAUAGGGUCUUACCUAGGGGGCUGGCGGCGUAUUUUUUUUAGCAGGAACCCCAGUUUAGGAGUUCUCACUACUGGUUUGAUGACGCCAUGU

>mmu-mir-568

AGGGAACAGGAGAAAGAUAAACGUGCUAGUGUCUGAACCCAGUUCAGCAUAUCUCCAGUUGAAACAGUAUACACUAUAUUAUGUAUAAAUGUAUACACACUUCUAUAUAUGUCCACAUAUAUGCGGUGUGUGUAUUAUACAGGUAUAGGUGUGUGUGCACGCACACAGGUGCACAUAGCAUAUCAAGUGUUCAUUACAAA

>mmu-mir-802

UGCCCACGGCCUGGUUGUGAGCACAGGCUCCCCACCUGACUCUACAUAACCUACCGACUGCGGUCCUAUUAUUUGCAAUCAGUAACAAAGAUUCAUCCUUGUGUCAAUCAUACAACACGGAGAGUCUUUGUCACUCAGUGUAAUUAAUAGCCUUCACCUCGAAAGGGAAGAUGAGAGGACGCUGUUCGCACGUGCCUGGG

>mmu-mir-1947

CUAAUUAUAGAUGCGGAUGCUCUGCUUUUAAGAAAGACAAUUAGAUUUGUGGCAUCUGAAAGAUGAACAAGGUGGUGGAGGACGAGCUAGCUGAGUGCUGCAGACACUCUAAGAGCACUGAGCUAGCUCUCCCUCCAUGCCCUGCUCAAUCGUGAAGUUCCGACGUGUGCCUGACCUCACAGAGUAUCAGAGCCCAUCAC

>mmu-mir-3470b

CCUAAAUGUUAACUCAGAACCAAAUUUUUUUUUUUUUCCGAGACAGGGAUUCUCUGUGUAGCCUUGGCUGUCCUGGCACUCACUCUGUAGACCAGGCUGGCCUUGAACUCAAAAAUUCACCUGCCUCUGCCUCCCGAGUGCUGGGACUAAAGGCAUGCGCUACCAAUGCCCGAGAACCAAAACUUCUAAUUCACGAUUGU

>mmu-mir-5118

AGCACUACUUGGUGACACUGACACAUGCAUUUAAUCCUAGUACUUAGGAGGCAGAGGUUGGCUGAUCUCUGCUUGAGUUCGAAGGUUAGGCCAGCCUGGUCUCCAAAGAGAGUUCCAAGACAGCCAGGACUACGCAGAGAAACCCUGUCUCAAAGAAACCAAAUAAAGGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUA

>mmu-mir-1894

AGAGUACUGGAGAGAAGGACCAAUCGGGUCUCUUAAAUCUCCAUUAAAGGUCCUGUGGGUCUAAACAGUCUUUGUUCUCUCUCCCCUACCACCUGCCUCUUCCCUGCUGUGGAGCAGGCAAGGGAGAGGGUGAAGGGAGGGCCAGCCAGUGAGGAUUUUGACGGUUAACCCUUGAUAAUCCAGCAGAUUUCCAGACUGCC

>mmu-mir-1b

AGGUGAAUUCAGAGUAUGGAAGUCAUCCUCCUGGAAAGUUUCCUUUAGCUUCUUCUUGGCGGACAUUACCUACCCAAAAUACAUACUUCUUUACAUUCCAUAGCACUGAAUGUUCAUAUGGGUACAUAAAGAAGUAUGUGCUCUGAGUAGGCACUCCUGCGCCGGCCGAUAGCUGUGAAAACAUGAAGCAGCCCACCUCA

>mmu-mir-1949

UGUUACACUGCUGGGAGAACAGCAGCCAAUAGCUGGUUGGCAUUCUGGGCCUGGUUCAUGCCACCUCUGUUGUUAACUAUACCAGGAUGUCAGCAUAGUUGCUUACCCAGGAAGAGAAGCGCAAGCUCUGCAGGAAGAAACCUGAAGUCCAGAUCUUCCGACAUGGAGGUUACUUAAAUCACAACUUGGAAAUGGAACUG

>mmu-mir-101b

GACUUAAGCUAGCUGUUUGGUCAGCGAGGGGUGGUAAGUGGGAGGGGCAGGUAGAUCUGAGACUGAACUGCCCUUUUUCGGUUAUCAUGGUACCGAUGCUGUAGCUCUGAAAGGUACAGUACUGUGAUAGCUGAAGAAUGGCGGUGCCAUCACGUUGAGGGGAGGCGCCUGAAGGAUUCUUUUACUUUUUAGAGUUGGCA

>mmu-mir-1192

UUUUAGUUAGGAAAGUCAACAAAAAUAACUGCUCCUGACCUUGUCACCCGAAACUAUUUCCUUCCAAACAGUAAAAACAAACAAACAAACAGACCAAAUUUGUCAUUGUUGUUUCGAUUUGCUCUUUUUGUUUGUUUGCUUUUGUGUUUUGAGACAGGGUCUGGCUUGUAUAGCUCAUGCCAGCCUGCAACUCUAUGGUC

>mmu-mir-5114

GAUUGCAUGGCUCUCCUGGGCCUGGCUUACGACCGGAAGAGAGUGUCCAGGGCUGCUGUCUUGGCCAGGAUUAAGAGAACUGGAGACGGAAGCUGCAAGAGCGGCUGAGUGUGGGGUCUUGCAGUUCCUGUUCCAGAAGCCAGCUUGGCAGAGGCUUACUGUUCUGUUAAUUAACUACUGAGUAUUGCCACCCAGAUGCU

>mmu-mir-1912

UAUUUUUUAACUUAACAAGCUGAUGACCCCUUAACAACUAUUGAACUACAUAUCACAAGCAUAUUAGUCUCUAGGAUGUGCUCAUUGCAUGGGCUGUGUAGAUUUUUAUUUAAUACACAGAACAUGCAGUGAGAACUUGAUAGAGAUUGGAAGACAUCCAGAAGAAUAAACCACGAAUUCUUAUAGGAUAACUUUGUAUU

>mmu-mir-3112

GAACCACUGAUUAAGAUCAUCUCAGGGUGACAGAAACCUAUGUAGAUUUCUUGUCAUCACAACAUCUAAAUGAACAGUGACAUAGAAAAGGCAGUCUGCAUUUAUUCUGGAGCUGCAGUUUGUCUCUUCUUUGUCUCUGUCAGUUGGUUUGCUCCAGUUGUGCCUAUGGGAUGCUUUGUAGUAGUCAUUUCCUCAUUUAU

>mmu-mir-350

AUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUGCCUUGCUCCUACAAGAGUAAAGUGCAUGCGCUUUGGGACAGUGAGGAAAAUAAUGUUCACAAAGCCCAUACACUUUCACCCUUUAGGAGAGUUGCAGCUUGCUUUAUACCAACUUCUCACAAAGUACAGCCAAGCUA

>mmu-mir-3473c

UGUGAGCCACCAUGUGGUUCCUGGGAUUUGAACUCAGGGCCUCUAGAAGAGCAGUCAGUGCUCUUAACUGCUGAGCCAUCUCUCCAGCCCCCAUAAUAAGUCUUUUAAAUGUAAAAUUCAUUAUAGGAGUUGGGGAGAUGGCUCAGUAGAUAACACACUUGCUGCACACAUGACCUAGAAUUUGGAUCCUUGUAGCCAUG

>mmu-mir-296

GCAGGGCCCCUAAGAGGGGAUCUCCAUCUGUGUGCACACAGAACAGCCUAUGUGGAAGGUGACAAGAGGGCCUUUCUGGAGGGCCCCCCCUCAAUCCUGUUGUGCUCGCUUCAGAGGGUUGGGUGGAGGCUCUCCUGAAGGUGUCCGCAGAGCGUCGCAUGGUAAGUAGUCCCUUGGGGCUCUAGAGAAUGCUUGCUGUC

>mmu-mir-1902

ACUAUUAAGUGAAACUGCAAUACAACCUAAGUUUAUUUUGGGAGUGUUUGCUGUAUAAUUGGACUUGAUAAAAUGUUUAGAGGUGCAGUAGGCAUGACUUGAGUAGAUAAUGAGAGGAAAUGCAAGUGCUCAUCGACUCAUGAUGUGCGCCCUCCUUGCUUGGGCAGACCGUGCAGUAUUUAACACAUAGUAGCAGAAUA

>mmu-mir-5111

UGAACUUUACUUCUUGUGGGGUGGAGCCCCUUGUGCCUAACUGAAGGACUGACUUUAAGAAAGCUUUAAAAGGGGUUGCGGAUUUAGCUCAGUGGUAGAGUGCUUAGCAAGCGCAAGGCCCUGGGUGCGGUCCUCAGCUCUGGGGGAAAAAAAAAAAAGAAAGAAAGCUUAAAAAUAGGAACUCACGUUUCUCUUUUUCU

>mmu-mir-5115

UCGCAGUAGGUCUGCCUCCCGCCACCCUGAGAGGUUCGGCGCCCUGACACUGGGGGGGGGGGGGGGGGUGCGGUGGCGACUCUGGACGCGAGCUGGGCCCUUCCCAUGGAUGGCCUCAGCUGCGGUGGGUGUCACAGCCGCUCCUGGGGAGCCUGGCGGGUGCCGGCACAGGCCCUGAGACCUUGCCCUCUCCCCUCCCC

>mmu-mir-5129

GGGAUAUUGAUCAUGUUUUCCUGACAUGGUUGAGUAAUUCAGUUACGAAAAUAUUAAUUAUUUUCUAUUCACCUGAAUAUGUGGGGGCAUUGGUAUUUUCAAAGCAGCAUUUUGAAUGUGCCUGUGCAUCUCUUCCCACAGUGGUGAACUAUGACAACGUAGUGGACGCAGGCUCGGAGACAGAUGAAGAGGACAAGCUU

>mmu-mir-720

CUGGAAGGUGUACACCUCCUGAGGCAGCCCUUCAACCCUGGAGCCCCAGAAUGAAGAUGCAGCUUUAGAAUUUGGGUGGUCUAUCUCGCUGGGGCCUCCAGAAAAUGUGAAUCCCACUGAGUGAGAAUAAGACCACUACCACAAGCCAGUCAGUGGUGGUACAAACCUUUAAUCGCUGUGCUCAGUUGGCAGAGUUAGAU

>mmu-mir-31

CAGGUGGAAGGAGAGAUUGUGGAAAAGCAUAACAACGAAGAGGGAUGGUAUUGCUCCUGUAACUCGGAACUGGAGAGGAGGCAAGAUGCUGGCAUAGCUGUUGAACUGAGAACCUGCUAUGCCAACAUAUUGCCAUCUUUCCUGUCUGACAGCAGCUUGGCUACCUCCGUCCUGUUCCUCCUUGUCUUGCUACAAGCCAU

>mmu-mir-32

CCCUUAGAGCAUGCUGUCUCCUGAAUGCACACGUCACACCCUUCUCCCCGAGGUUCCCUCUGCUUGCUCUGGUGGAGAUAUUGCACAUUACUAAGUUGCAUGUUGUCACGGCCUCAAUGCAAUUUAGUGUGUGUGAUAUUUUCACAUGAGUGCAUGCACACGGGUCUGGGUCUUGCUUGCUGGGAUUAGAGCUUUUCCAU

>mmu-mir-101a

UCAGUCCUUCACUCCGAGGGGCACCUUCGAAGGGGGUGACGUCACUGACGGACACGGUGACUGACAGGCUGCCCUGGCUCAGUUAUCACAGUGCUGAUGCUGUCCAUUCUAAAGGUACAGUACUGUGAUAACUGAAGGAUGGCAGCCAUCUUGCCUUCCUCCCGAGAAGUCUCAUCACAGCAGGCGAAAGGCAUGGGAAG

>mmu-mir-200b

CUGGGCCCUGCCCAUGGAAUCUAGUCAUCUUCAACUCCCUGCUAGGCGGCCUCCAUAUCCAACUUGGGCAGCCGUGGCCAUCUUACUGGGCAGCAUUGGAUAGUGUCUGAUCUCUAAUACUGCCUGGUAAUGAUGACGGCGGAGCCCUGCAUGCAGCAAUGGAGCCGCCUCCUGAUCCCAGCCUCCAGGGGCCCCAGUUC

>mmu-mir-3471-1

AUAUUGUCCUGGCUAAUUUUGUGUCAACUUGACACAGCUGGAGUUAUCACAGAGAAAGGAGCUUCAGUUGAGCCUCCAUGAGAUCCAACUGUAAGGCAUUUCCUCAAUUAGUGCUGUUAUGCUGCUAGUGUAUGCUCUGUCCAGUUUCUUUUUGGAGGUAUUUAGAGCUAUGAGUUUUCCUUUUACCACUGCUUUCAUUG

>mmu-mir-93

GAAUUCCUGGUGUCCUAGAUAUGAUCUUAGAAAUCUCCAUUCUGUCCUCCCCUCUUGGACCUUAGUCAUGGGGGCUCCAAAGUGCUGUUCGUGCAGGUAGUGUAAUUACCUGACCUACUGCUGAGCUAGCACUUCCCGAGCCCCCAGGACACAACCUCUGAUAGUGGCCCUAGCUGAGCGCCCCAGGCUCCAUUUGUUUG

>mmu-mir-467g

UCUUGUGCAUGCAUAUAUAUAUAUGUGUGUGUGUAUAUAUAUAUACAUAUAUAUACAUACAUACACAUGUAUAUGUAUAUAUACAUACACACACAUAUAUAUAUUCAUGUAUAUAUAUAUAUAUGUAUAUUCAUGUAUAUAUAUGAAUGUAAUGAGGCCUUGUUGUCAGUUUGUGGAGAGCAACCUACUGUCUUGGUAAC

>mmu-mir-721

AUAGUGCUCAUUUCUCUCAAUCCAUUUCCCUAGCCUGAAGACAUGGAGGGCAGAGAGAGAUUCAGGUUUCCUGGGAAGACAGUGCAAUUAAAAGGGGGAAAAAAGUACCUGGGAUGUUCUGAGAAUUUCAUUUUUCUUGUUAUUGCCACUCCUGCUUGGAAGAACUAUGUUCCCAAAAUAGCUCUAGCAAUCUAGCAUAA

>mmu-mir-182

CCUCCUAAAACCACCCUAACUGCUUCUUCUUCAGCAUAGGCUUACUGGUCUGGCUGCUGGAGGCCUCCCACCAUUUUUGGCAAUGGUAGAACUCACACCGGUAAGGUAAUGGGACCCGGUGGUUCUAGACUUGCCAACUAUGGUGUAAGUGCUGAGCUGCUGAAGGUCUGCACCGUGCCGGAACCUGCCGAUCACCAGGA

>mmu-mir-183

GGUUGUAGGACCUCCAGGAGAAGGCAGCUGACCCCUCUGCAGGGUCUGCAGGCUGGAGAGUGUGACUCCUGUCCUGUGUAUGGCACUGGUAGAAUUCACUGUGAACAGUCUCAGUCAGUGAAUUACCGAAGGGCCAUAAACAGAGCAGAGACAGAUCCGCGAGCACCUUGGAGCUCCUCACCCCUUUCUGCCUAGACCUC

>mmu-mir-489

UGCUGAGUUUUCAGAACCUACAACAGGACCUGGUGACGCCUCAUCUGCUGCUAACUGCUGCAGUGGCAGCUUGGUUGUCAUAUGUGUGAUGACACUUUCUAAAGUCUUCCAGAAUGACACCACAUAUAUGGCAGCUAAACUGUUACAUGGAACAACAAGUAAGAUAUAGGCUUGUGUGUUGGUUAGUUUUUAAAGACAUG

>mmu-mir-592

AAACUGGAAAUUGUUCCUGCCUGGGGCCAGGGUGUGGGAGUGCUGAUGUAAUUAAUUCCAUGAUAUUAUGCCAUGACAUUGUGUCAAUAUGCGAUGAUGUGUUGUGAUGGCACAGCGUCAUCACGUGGUGACGCAACAUCAUGACGUAAGACAUCACAUCGCCAAUUAAAGAGGUAAUCCCACGAGGUUUUAAAACUGAG

>mmu-mir-653

CAAGCAAGGACCAGGCUGGAAGCAGCCCAGAAUUCUGUGGCUUCUCUGAUAACAGAGGUUCUGAGAUUUCAUUCUUUCAGUGUUGAAACAAUCUCUACUGAACCAAGCUCCAAAGCGAGUUCACUGGAGUUUGUUUCAGUAUUGCAGGAGUGCUAAGUGUGAAGCUGCCCCAAUCAGCUACCAAUACCUCCCUCAUGUUA

>mmu-mir-705

UGGUGGUGGUGGUGGUAUGUGCCUAUUCCUCAGCUGCCCCCUGCCCCUCUUCAGACCCUCCCACUCCAUGUCCCAGUAGUGGUGGGAGGUGGGGUGGGCACAGAGGGAAUGACUUCUUUCUCCUGCAGUCCUCCCUACCUCCCUAACAUGAAACCCUCCAGGUUGGGGUUUGGGGCUGCUCAUGUUUUGUGGACCAGGCC

>mmu-mir-706

GAAGCAGAGGCAGGUGGAUUUCUGAGUUCUAGGCCAGCCUGGUCUACAGAGUGAGUUCCAGGACAGCCAGGGCUAUACAGAGAAACCCUGUCUCAAAAAACAAAAAAACAAACAAAAUUACUUUUAGUAGGUUUAUUUUGUUUUUUGAGAUGGCUUUUUUUUUCCCUUACCCUAUAUUGUGAAGACUCAUUGUGUACUCC

>mmu-mir-210

GGAGAUGAGGGCGGGGGCGGAGAGGAGGACCCCCCUCCACUUGCCCACCCGCCGGGGCAGUCCCUCCAGGCUCAGGACAGCCACUGCCCACCGCACACUGCGUUGCUCCGGACCCACUGUGCGUGUGACAGCGGCUGAUCUGUCCCUGGGCAGCGCGAACCCCUGGCCCUGUGACCAGAGUCUGGGCGGCGGGCAAAUGG

>mmu-mir-344i

CAUUCUCCAUACAAAGGCACACACUCAGCCAAUCAUAGGCAAACAGAGCAAAUAGAAGUCUGUGAACACAGGGAUUUUGCAAGUCAGGCUCCUGGCUGGAGUCCAGCUCUCAGCUGGGUCCAGGCUCUAGCCAGGGUCUGACUACAUGAUGCUCAGUAGAGAAGAGGGGCUGUUCCUGGGAGCUGCAGGAGGGAGAACAA

>mmu-mir-483

CGAGAGCCACUCCUGCACGGAGGGGCUUCACAGAUAGGAGGGCCCCAAGCCCAACCUCGGACCGUGGGGGAGAGGGGGAAGACGGGAGAAGAGAAGGGAGUGGUUUUUGGGUGCCUCACUCCUCCCCUCCCGUCUUGUUCUCUCCUGCCCUAUCUUCCCUUCCUGUCACAGUUCAGCGAUGGGGGUUGGGGGUGGGCCCC

>mmu-mir-328

CAGAAGAGCUCAUGGAAACUGUGGUCUUGGCUGAAGAACAUGGGCGAGAAGUCCUGGGCUGUCUCGGAGCCUGGGGCAGGGGGGCAGGAGGGGCUCAGGGAGAAAGUAUCUACAGCCCCUGGCCCUCUCUGCCCUUCCGUCCCCUGUCCCCAAGUACACUGGACCCAGCCCGACUCACAAGGCUCCCCAACACGGAGCAG

>mmu-mir-1968

GCAUGGCUUAACUUAUAAUGAUGCUGGAAAUGUGAGACCCCGGUAUGGGUGGAUCUACUGUCAGGGCCACCUCCUCUGCAGCUGUUAAGGAUGGUGGACUAUUGUUAGGGCCACCACCUCUGCAGCUGUUAAGGAGGGUGCUCCCUACUUCCUGUCCAGGCCUCACCCCAGAAUCUGACAUUCCUGGGAUUGUUGUUUCC

>mmu-mir-5626

AGUUCCAGGCAGAGAAACUGUGGGAAGCCAGAACCUAGAAUGAGAAUCACCCCAGGUGGCUGAGAGCAUGGCUUGGGAGCCCCAUCGAUUAACUGCUUCCUGUUCUCAUGACCCGGCAGCAGUUGAGUGAUGUGACACCUAAGAUGCUCCCCUGAUGACUCCGGGGACUGCUAGAAAGGGUUUCCUAUAUUGAUAACACC

>mmu-mir-1251

GCGAUGCUUAGUGAUGCCAUUGCACUUGGGUAAUUAGGUGCAGGAGCACCUCGCCACCAUCCAUGGGUCAGCUAUGUGGACUCUAGCUGCCAAAGGCGCUUCUCCUUCUGAACAGAGCGCUUUGCUCAGCCAGUGUAGACAUGGCCUGAUAAACACUGGAACUUCUCCCUUGAGAACUGGAGUGUGGAUUGAUCUAAUCC

>mmu-mir-21

CUUUAAACCCUGCCUGAGCACCUCGUGCUUGCCCCCUGUCGUGGUCGUGACAUCGCAUGGCUGUACCACCUUGUCGGAUAGCUUAUCAGACUGAUGUUGACUGUUGAAUCUCAUGGCAACAGCAGUCGAUGGGCUGUCUGACAUUUUGGUAUCUUUCAUCUGACCAUCCAUAUCAAAUGUUUUCAUUCAAACAUUACCCA

>mmu-mir-146a

CUUGUGUUUUUACAGGGCUGGCAGGAUCUGGCCUGGGAGGAAGGCCUCAUCUGGAGAGUCUGUGUGUAUCCCCAGCUCUGAGAACUGAAUUCCAUGGGUUAUAUCAAUGUCAGACCUGUGAAAUUCAGUUCUUCAGCUGGGAUAGCUCUGUCAUCACGGACCUGAAGAACACUGGUUGGAACAAACUCUGAAGGCCUUCA

>mmu-mir-423

ACCCCCCGUCCGGUACAUUUUUCCAGGUUGCAAGCCCGAAGUUUGAGAAACUUGUGAGGAAAUAAAGGAAGUUAGGCUGAGGGGCAGAGAGCGAGACUUUUCUAUUUUCCAAAAGCUCGGUCUGAGGCCCCUCAGUCUUGCUUCCUACCCCGCGCUUGAGUUUCUCCCGGUUGGAUGCGCUCAGGGGCACCGAGAAGAGA

>mmu-mir-744

CACCCCUGGGAGCAGGGCAGUGCUGCUCUGAGCCAGGCGGGAGCUGGAGGAAGAAGCAGCACAGUGGGCUGGGCAAGGUGCGGGGCUAGGGCUAACAGCAGUCUUACUGACGGUUUCCUGGAAACCACACACAUGCUGUUGCCACUAACCUCAACCUUACUCGGUCCUGACCGGCUCGGCUUCUGUUGGUUUAUUCCAUC

>mmu-mir-1933

GUUUCAUACAUGUGUAAGAUGCAUUCUGGUUACCCCUACUCCUCUCAGCACCUCAGCAUAUCUGUCCUGAUCCCACAGUCAUGGUGUUCGGUCUUAGUUUGUGACCAGUUUAGUUUAACCAGGACCAUCAGUGUGACUAUUGGAUUGGGACUAUCCACUGCGGUGAGUGUGGUGCGGUCACUGGUUAGGUAUACUGCUGA

>mmu-mir-3063

UGGAGGGGCGGGUGGAGGGCCGGUGUGCUCUUCCCAGCAGGCCUGAGAAUGAGUGGGAAUCAGGGCAUUUGGGCCUGGCUGGAGAUCAGGUUUGCACACUGUCUUGAGAACAAUGUUCCAGUGAGGAAUCCUGAUCUCUCGCCCCCAAUUGAGCCAGCUGGCCACAGCCCACCCCUUGGAAUAUCACCAUUGCAAUCAUA

>mmu-mir-1936

GAAUAAAACCAUCUCUUAGUAUAGGGGGUGAAGGGGAGGCCAGUCACACAGAGGACUUUAGUCUGAGAAAUUGAAACUAACUGACCUGCUGUGAACUGGCCUCAUGACCCCCUGAGCUGCACUCUGAUAUCUGGGGUCAUUCUUGCACACUCACUGCCUUCCUGAGUGGGUUGCAAGACACAGCUGACCUACACAUGGUC

>mmu-mir-3544

GAGCUGAAGACGCGUCCCUAAGCGGCCCAAGGUGCGCGGAGGAGGGUCCGGAGGCCUCACGCGGUUGAAGGGGGUGAAGAAAGGCAUCAUAUAGGAGCUGAAUGGCUGUGCAAUCAACUCCUGCAUGACGCCGUUCCCACCCCCCAACUUCUCACUACACUGGGACCCUCCUCUCCUGAAAAAGCAAGGCAAGAAGCACA

>mmu-mir-15a

UACUUUUUCCUAAAAAGCCUUUUCUGUAAAUUACUAUUGAGGUGCUAGGAGUUUUCAAAACCAACCCUUGGAGUAAAGUAGCAGCACAUAAUGGUUUGUGGAUGUUGAAAAGGUGCAGGCCAUACUGUGCUGCCUCAAAAUACAAGGACCUGAUCUUCUGAAGAGAGUACCUGUCUUUUUAUUCAUAGCUCCUAUGAUAG

>mmu-mir-208a

AUGGGAGUGUUUGGUAGAAAGCCUGAGUCCUGCAACCUGUAACGCCUGGCUGGCCCUUGCUUACUUCCUUUGACGGGUGAGCUUUUGGCCCGGGUUAUACCUGACACUCACGUAUAAGACGAGCAAAAAGCUUGUUGGUCAGAGGAGCUAUCAUCAUGCAGCCUGGGCCUGAGGGAAGCGGGUGGGGGUGCACAGUCACA

>mmu-mir-1971

GACAUGGGAGAUAAACCAAGAGGUUGGCAUCAUGUCACUUCAGGUUAGAUGUACAUGCUCUUGAUGUACAGGGCAUCAUUUGGUAAAGGCUGGGCUGAGAGGACAUCUUUGUUCCAUGGACCCAGUAGAUAGGCAGCUUCUGCUUCCAGGAACAACUUGUCUGUUUUUCAGUCUAUCUACUUCCUAAAAUUUCAAUUUGC

>mmu-mir-28c

GUUGAAUUAAUGAAUGAACAAAUGAGUAUGUGUUAGUCACUGCAGUUACAAAGACAAAUGAGAUAUGAUCCCUACCCUUGAGGAGCUCACAGUCUAUUGAACACAAGCAGCAAAUUAAAUACCGGUCAUGCCUCCUGGCUAGUUCAUUCUUUUAUUGGGAAACACCAUUUCAUCUAUGUCUAGCUGCUAUUCAUACCAAC

>mmu-mir-875

AAGGGGUGCUUCCAUCCUAUAACCCUGUGCAUUUGUUUAUUUUUCCUAGGUUUGGGGAAAUUCCCAGUUCUGUGGUACUAUACCUCAGUUUUAUCAGGUGUUCAUUAAAAUCACCUGAAAAUACUGAGGCUAUGUUUCACUGAGCAUAAGCUUCAUGGAUUCCUUGAGUGACUGCAGCUGUACUCACCACAAAGAUGUGC

>mmu-mir-1907

GGCCGGUGCCCCCUCCCCCUCCCAGCCCCACUCCCCCUCGCUGUCUCUUGCUGGCUGAUUUUAAUUCUCUCCUACCGGGAGCAGCAGAGGAUCUGGAGGUGGCUGGACCCGAGGGGCCGCCGCCGCCGCUGCUGCAAGUUUUCUGGGGGCUCCUGGCAAACGGGGAGCAGACUAGGCACCGGCAUGCAGAGUAGUAAGUU

>mmu-mir-691

UGUCUGUAUUGAAGAGAAGGUUGAAAGAAAGUUUCUUGCUGAUUUAUUUUUGCUUUCUUCCUUGGGUCUGCUUUGAAUAUUCCUGAAGAGAGGCAGAAAAUGUUAUAUUUAAUAUCCAUAUAGGAUCUUCAUUUUAGAAUGGUGGUUUCUAUCAGUAUCCUCUUGUUAAAAGGCGGUACCUAUAAAUGGGUCAACUUAAG

>mmu-mir-1306

CCCGCGUGAGCCCGCAGGAGAAGCGAUGAUGGAGAACCGAGCUUGCCCCUUCCAAGUGCUGCCCCAUGAACAGUCUCCACCACCUCCCCUGCAAACGUCCAGUGAUGCAGAGGUAAUGGACGUUGGCUCUGGUGGUGAUGGACAGUCCGAACCUCCUGCCGACGACCCAUUCAACUUCUACGGAGCUUCUCUUCUCUCCA

>mmu-mir-1946a

GCCUUAAACCAACCAUAUGACGGUCACAGAGGUACUUAAAAAGGAAAGGAAAAAAUAACUUAAAGAAAUCUAUAGCCGGGCAGUGGUGGCACACACUUUUAAUCCCAACACUUGUGAGGCACAGGCAGGUGGAUUUCUGAUCAAAGGCAUGCGCCACCACUCUCGGCUUUCUCCUCUCCUUUUUUGUUAAUCUCACAAAU

>mmu-mir-3082

UGUGUUUGUGUGUGGCAUGAAAAGUGCCCCAGCCUUUGGUGGAUCUGUUGGCCCAUGCAUGACAUGAGUGCCCUGGUGGACAGAGUGUGUGUGUCUGUGUGGAGACAGGAGUUGCCCACACAUGGCACUCAACUCUGCAGGAUAAAUACAUGGCAGAUAUGGAUGAGCUCUUCUCUCAGGUGGACGAGAAAAGAAAGGUG

>mmu-mir-187

CAGAAGCCAGUAGCCCACCCAGAGGAGGAGCCAUGCUGGGCAGGCUCCCUGGGCUCACAGGAUACAAUGCGGGUCCUCAGGCUACAACACAGGACCCGGGCGCUGCUCUGACCCCUCGUGUCUUGUGUUGCAGCCGGAGGGACGCAGGUCUGCAGCAGAGCCUGCCUGGUGGCCCCUGAGGGAUUUGACACACGGCAAGG

>mmu-mir-1893

AUGAUCCCGCUGGCCGGGGCCGUUUCCCCAGAGCGGAGAGGUAUCUGCUGCGCCUGAGAUGAGUAAACUGUCGUUUCGGGCGCGGGCGCUGGACGCCUCGAAGCCGCUGCCGGUCUUCCGCUGUGAGGAUCUGCCCGACCUGCACGAAUACGCCUCGAUAAACCGGGCCGUGCCGCAGAUGCCCACCGGGAUGGAGAAGG

>mmu-mir-107

GCCCUGGGUGUAUGCACAGAUAACCGAACAAGAAAAUGCUUCCACCCGCAAUACUCGAUAUUUUUCUCUGUGCUUUCAGCUUCUUUACAGUGUUGCCUUGUGGCAUGGAGUUCAAGCAGCAUUGUACAGGGCUAUCAAAGCACAGAGAGCUCGCGACAGCCAAGGCCAGCCAGAGCCCCCAGGCGUAAGGAGAGUGUAGC

>mmu-mir-5046

GCCUCCUCCGGUCGCCUACCAGCCUCUGCCGCUAAGGGGACAACUCGCCGAGCCAACGGCCCCUUGUCCCCUUCCUAGCUCCCGCCACUGUGACCCCCUUACCUUUAGGAGCUCCGAUCCGGGAGCCUGGUGCUGCCACCAGACUUUUGCCAGCGGCUCCCACUCUGAUCNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

>mmu-mir-92a-2

AUUGUGGGAAUGUGUACCUUUCUGCAUCGUAAUGGACACCUUUAUGCACAUCUUCAGCAUCCAUGCCCAUUCAUCCACAGGUGGGGAUUGGUGGCAUUACUUGUGUUAGAUAUAAAGUAUUGCACUUGUCCCGGCCUGAGGAAGAAAGAGGGUUUUUAAUCGUCUUUUAGUUUCUGAGUAUUGUAAGUUAUGUUAGACUG

>mmu-mir-106a

GUGAGUCUGCAGAUCUGGCAAAGAAGAGUUCGUGGAAGACUUCAAGGUUACACUCCUGGAGUAUGCCUUGGCCAUGUCAAAGUGCUAACAGUGCAGGUAGCUUUUUGAGUUCUACUGCAGUGCCAGCACUUCUUACAUUACCAUGGUGAUUUAAUCAGAGGCCGCUGAGUCCCCUGGUUUCUGCAUAGUUAGAUUGUGGA

>mmu-mir-222

UUUUUUUCCCUUCCAGAAUCUCUCUUCAGAAGGCUACAAAUUGUCUAACUCUCAGAAGGAUUAGGGUGCCCUCAGUGGCUCAGUAGCCAGUGUAGAUCCUGUCUUUGGUAAUCAGCAGCUACAUCUGGCUACUGGGUCUCUGGUGGCAUCAUCUAGCUUCAGUUAUGGUACCCAUAACAAGGUUAUUGAAACGAUAGCUU

>mmu-mir-325

GUUCUUGGAUGUGGGUUUUGUGAUGGACUAGGGGCCAAGUGUUGUGGAUUCUAACAGAGCCGAUAUAGUGCUUGGUUCCUAGUAGGUGCUCAGUAAGUGUUUGUGACAUAAUUCGUUUAUUGAGCACCUCCUAUCAAUCAAGCACUGUGCUAGGCUCUGGGGCCACAUAGCUAAGUUAGACAAGAUGCUCCCUUUUGAGG

>mmu-mir-351

UGCCUAGAAGUCUCUGAGAAAAUGGCUGCUUUGUGACAUCCCAAACUCUGCUGUGAUUAAUCAUGGCACCUCCGUUUCCCUGAGGAGCCCUUUGAGCCUGGAGUGAAAAAAAAAAACAGGUCAAGAGGCGCCUGGGAACUGGAGAAGAGUGUUAAACUUCUGGAGCAAGACUGUACUUUUCCUGUGAAAAUCACUUUCCA

>mmu-mir-363

UUUUUAAUCGUCUUUUAGUUUCUGAGUAUUGUAAGUUAUGUUAGACUGUAAUUAUGAAAUGAACUGUUUUGCUGUUAUCAGGUGGAACACGAUGCAAUUUUGGUUGGUGUAAUAGGAGGAAAAUUGCACGGUAUCCAUCUGUAAACCGCAGGACCUAUGUGGACAGCCGUCUAUCAGUGCUAUAGUAAGAUUGUAAAAUC

>mmu-mir-374

CCUUGGUGAUCAGGAGAACUUCAUGGAUCGCGCAGCAACCUGGAGUGGUGUUCCUCUGAAGAAAUCCUACUCGGGUGGAUAUAAUACAACCUGCUAAGUGUUCUAGCACUUAGCAGGUUGUAUUAUCAUUGUCCGAGGUUAUGGCUCUCGUCUAUCAAACUAAUCCGUAAGGGCAAGGAUGGUGACUUUGUACUCACAGU

>mmu-mir-384

UCUGCUUUGAAGCCAGUGUAUGAUCAAAUUUAAGUUAACUGGUUAUUUCUCUUGCAGCGGAAUGUUAAAUCAGGAAUUGUAAACAAUUCCUAGGCAAUGUGUAUAAUGUUGGUAAGUCAUUCCUAGAAAUUGUUCACAAUGCCUGUAACAUAUAUUCAGCUAGCAAGAUUCCUGAAAUACAUAGGAAGCCUUCAAGAAGC

>mmu-mir-501

AGGAAAAUUAAAUAUUAUAUACAGAACCACACAAACAUGGUACAGGUGCCUGGGCCUUCUGCUCUGCUCAUCCUCUCUAAUCCUUUGUCCCUGGGUGAAAAUGCUAUUUGUAUGCAAUGCACCCGGGCAAGGAUUUGGGGAAGGUGAGCCUGAUCUGCAUGGAGAAGGACAGGAGGUCUGUGCAUCAUAUCUCAUCUGUU

>mmu-mir-509

GUUUAUUGAUUUAAUUUCCCCAACUAUCAUUUUUAGACCAAAAAUAAGAGUUGAUUGUGAUAACUGUGUGUGGUUCUUUACUCCAGAAUGUGGCAAUCAUGCAUAAUUAAAUGUGAUUGACAUUUCUGUAAUGGAGUAACACAUGUGAUAUAUGGCAUGUGCAAUGGCACCGUAAGGGAAGUGUUUUGCUUAAUUACAUG

>mmu-mir-542

AUGCUACUCGCUAAAAGGUCUUUAAGGGUACUGGGAGAUCCAGAAAUUUGAGGUUACACAUGCAGGGAUCUCAGACGUCUCGGGGAUCAUCAUGUCACGAGAUACCACUGUGCCCUUGUGACAGAUUGAUAACUGAAAGGUCUGGGAGCCACUCCUCUUCCUAAGAAUUGGUGGGGUGAGUAUUACAGAGAUGAGAGGUC

>mmu-mir-672

CAAGGAUGACAUUUGAAAUGUAAAUAAAGAAAAUAUACAAUAAAAAUAUUUAAGAUGGUGAUCUAGCCCUUUAGUUUUGAGGUUGGUGUACUGUGUGUGAGUAUACAUAUUUAUCACACACAGUCACUAUCUUCGAAAGUGAGGGUGCACAUCUUUCUCAGCCAUCUCUUAUUAAGCCAUUAAAGUAAUGCCAACAUCUG

>mmu-mir-742

AAUGUUCUAUUCAAUUUUAUUUCACAUGUUGAAAUAAAGACUUCAGAUGGGCUGGUUCUAGAGUACCUGGGCAGUGCUCUACUCACAUGGUUGCUAAUCACGUGAAGUGUAGGUGAAAGCCACCAUGCUGGGUAAAGUAAAGCUCAUCAUGUUCUUCAUUUGUUGUGGCCUUGGGUAGUAAAGAUGAAGAAACUAUACAU

>mmu-mir-871

UGGCUCAUAAAUAGCUCUAGUAAGAUUAAGGCUGGGGCAUUGACAAAUCUAUGUUGUGUGAGUUGUGUGCAGUGCUCUAUUCAGAUUAGUGCCAGUCAUGUGAAAUACAUAUGACUGGCACCAUUCUGGAUAAUGUAAUGCUCACUAUAUUCUUCAAGUGAUUUGACCCUGGAUGUUCAUGGUAGUAUAUACUUCGAAGA

>mmu-mir-1906-2

CUUCUCGGAGAUGUCCCUUUUGGGGUAGUGGGGACAUUAGGAGCAACCUCCUAGGGUUGUUGUGAGAAUUAAAUGAACUGCAGCAGCCUGAGGCAGGGCUGGGCAGAGACCUCAAAAAAAAAAAAAAAAAAAAAAAGAAAAAUAAUCAAAUAUAUAUUCUAUUUGAUUUAAGGCCCACUCCAUGAUGCCAAGAGCAUUUG

>mmu-mir-1970

CCAUUAGGGAGUGAUACUACUUGAGAAAGAUUAGGAGGUAUAGCCUUAUUGGAGUGGAUGUGCAUUGUUGGAGGAAAUGUGUCACUGGGGAUAGGCUUUGAGGUUUCAGAAGCUCAGUCAGGCCUAGUGGCACUCACUCUUCCUGUUGCCUGCAGAUCCUUCUGCAUAUGUGCCUGCAUGUUGCCAUGCUCCCUGCUAAG

>mmu-mir-5116

GUAGAGAUUAUUGCUUCCCACGAGCAUGAACACAUUACUUGUGUUAAACUCUAUAGGUGUAAAGGGAAUCACUGCGGAUUUUGAUAGGAACCCCGCCUGAUGCUUUUUGGUUUGUUUCAGGCAGGGUCUUCAUAUCGAGAAGCUCUUUUACUUGGUAGCAUUUUUUGAUUAGGAAUGAACCUCAGCCUUUCUGCCCAGUC

>mmu-mir-5617

AGGAGCCCUGACCUUGGGCCGCCAGACCUCCCAGCAGCCUGCAGGUCCUCCUGCUCAACAACGACCCCCACCCCAGGGUAAGUGAGGGCAAGCCUUCUGGGUUCCUACCAUCCCAGGCGGCCUCAGCUCUCACUCACUCUCACUUGCUGUUCUUUUUUUCUGUUCCUAGGAGGCCCUCCACAGCCAGGCCCAGGACCUCA

>Chr16:ENSMUSG00000077350:-1:16010948:16011148-rev_rRNA

GUCUAUGUGUGUAUAUAUUAAAUGAAAAACACUGAACUGUCAUGUAAUUUAUGACCGUACUACCCUGAAUAAGCUUGAUCUUUUCUGAUCUCAAAAUCUAAGCAGGGUCAGCCUAGUUGGUAUCUCAGUGGGAGAAUAGUCAGUUCAGCUUAGGUUCUGGGACAGGCAGUAUGACAGGAGACUCACUAAGUCAGGGUUGA

>Chr8:ENSMUSG00000088182:1:36810460:36810660-rRNA

UCAUCUCAUGACGCUAUUUCAGGCAGCUGCAUGAAAAAUUGUCAAUGGUCAAACUACUCUGAACAUACAUAACAUCACACAGUCUCAGAAGCUAAGCAGAGUUAAGCCUGGUUAGUCUUGAAUGAGAGAAAAUGAAACCUCCAGAUAUACCAUGGUGAGCCACUACAAAUGUCAAUACAGCAUUUGCUCGGGCAGGAGCA

>Chr11:ENSMUSG00000077524:1:6173271:6173471-rRNA

AUAUGUAUUUCAUAACAAACAAACAGAAAAAAAUAUUAAAUGGUCUACAGCCACACCAUCCUGAACACCUGAGAUCUGAUCUCAGAAGCUAAGCAGAGCCAGGCCUGGUUCAUACUUGGAUGGAAGACCACCUAGAAAUAGUGAGUGAUGUAAGCUUUUAGAACUUAUAUACACAUAUAUGUAUUUAUAUAUAAUAUAGU

>Chr5:ENSMUSG00000088646:1:53809767:53809967-rRNA

GGGUUAUCGGUGAAGUAGUAACACAAGAGAUAAAAUACCUAAGUUUAUGGACAUAUCACCCUGAACACACCUCAUCUCACCGGAUCUCAGAUGCUAAGCAGGUUUACGCAAGGCUAGUGCUUGGAUGGGAGAAAAGACCAUGAGGCUGGCUAAGAAGAUGGUGGUUGCUUCACUCGAUGAUGGUGAUAGGGUACAGGAAG

>Chr17:ENSMUSG00000064748:1:47985742:47985942-rRNA

AGAAAACCAAAGAUAUUAAAAGAAAAAAAGAAAAAUAGCUGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCAUCUGAUCUCGGAAGCUAAACAGAGUCGGGCCUGGUUAGUACUUGGAUGGGAGAUCGCCUAGGAGUACCGGGUGCUGUAGGCUAAAAAAAAAAGAAAAAGAAAAAGAAAGAAAGAAAAAGAGCA

>Chr16:ENSMUSG00000089207:-1:13969396:13969596-rev_rRNA

GCACCUUUCUAAGAAUCACACUUCUGGUUUUUAGAGAAGGCUUCCUGUCUGUGUAGAUAACACCCUGAAGUGACCAGUCUCCUCUGAUCUCAGAAGCUAAGCAGGAUAGGGCCUGGUUAAUACUUGGAUGCAAGAAGAGAUUUGCUUGUAUAAAGCCCAAGGACUUUGCAAGGGAAAUACUGGAUUACCAUACUAUGACU

>Chr13:ENSMUSG00000087913:1:46613992:46614192-rRNA

AGGUUUAUCUAUAUAAAAUAAAGGAAAUAAAUCUGAAGCUUUUUUUUAAUAUUGGAAGAAGUCUACAGCCAUACCAUUUUGAAGAUGCCUGAUCUUGUGUGCUCUCAGAGCUAAGCAGGAUCGGAUCUUGUUUAGACUUGUAUGGGAGAAAUAUUAAAAGAAUAGGUAAAGAGACAGGAAAAAAUAAAAUAUUUUUUUAA

>Chr11:ENSMUSG00000064588:-1:116187874:116188074-rev_rRNA

CACCCCCAUCAGAACCACCCUGCUGGGAUCUGCCUCUGCUGAGGCUUCCAUCCUGCAUGCUCCCAAUCUCCAUCUCGGUUGAUCUUGGAAGCUAAGCAGGGUUGGGCCUGGUGAGUACUUGGUUAGGGGACUGUCUGGGAAUAGUGAGCAGAAUAGGCUUAGCCGUGGUGGAACACUGGUGAGGCAGGAGGAUCGCUGUG

>Chr6:ENSMUSG00000084613:1:87231099:87231299-rRNA

GUUACAUUGUCUACAGCUGUGUAUAUGCACUGAGACAUCAUAUGUCUACAGCUAUUCCACAUUGAGUUUGCCCGAUCUCCUGUGAUCUCAGAAGCUAAGCAGGGUUGGGCUUGGUUAGAACUCAGAAAAUAGAGUUGGCCAUAUUACGUUAGGCCCCAGAAAUGUGUUAAUUUAUGUGUUAAUUUAAAUAAGAUUAAGGG

>Chr4:ENSMUSG00000084673:-1:111100381:111100581-rev_rRNA

AUAACAGUACAGCCAUUAAAGGACAUGAGAGACCCUGGACCUCAGUUCCAGCCAUACCACCGUGAGUACACCUGAUCUCGUCUCAUUCAGGGAGCUAAGCAAGGUUUGGCCUGGUUAGUACUUGGAUGGGAGAACAUGGAAGAGUAAAAGGUGUAACAGAAAAGAUGGGUUAAGAUGUUUUUGAACUCAUAGCUAAAAGG

>Chr8:ENSMUSG00000084498:1:55951573:55951773-rRNA

GGAAGGGAUCCAAAGAUAGGCAACAGAGACAGAUCCCUACUUCUAUGGGCAUACCACUCUGAAUGCUCCUGAUCUUGUCUGGUCUGGGGAGCUAAGCAGGAUUGAACCUGGUUAGUACUUGGAUGGCUUCCCCAUUUGUGGAGUGGGAGCUUUCUGGAUCAGACUUACAUUGGAGUCUUUUUGGUCACUCAAUAGCACUC

>Chr14:ENSMUSG00000084431:1:77930160:77930360-rRNA

CUACCCAGAAAGAAUUGGCCCAAGUAAGGGAUGCAUUAUAAGAAGUCAACAGCCAUACCACUCUGACUGUGCCUGAUCUUGUCUGAUCUCAGAAGCUAAGCAGAGUCAGGCCUGGAUGGGAGAAUUACAAGAAAAAGACUAGUGGAUGCAUUCCUUGCACACUAACCUGUGAAAUAACAGAAAAGGUGAGAAAUGGAAGA

>Chr8:ENSMUSG00000064508:1:48804562:48804762-rRNA

AAAGCAGAAAAGGAAGGUGUUCACAUAAACACAGCUUCUCUACGGCCAUACCACUCUGACCGUGCCCGAUCUCCUCUGAUUUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUUACUUGGAUGGGAGAUACACACAGCUUAAGCUCUGGCCACUUUUAAAUAAACUGUAAAGCACACAUGCGUGGAAUAAAUGAAUGUUU

>Chr13:ENSMUSG00000064455:1:104186234:104186434-rRNA

CUUCCACUUUGGAAGUGAAACCAACGAUGCUUUAGAUAAACAUCAUCGUCUAAGGCCAUACCACCCUGACCGCGCCCGAUCUCAUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAAGGGAGAUAAGCUUCAUCUACCAUCAGUCAAUAUGGCAAUAUCAGCAAAGAGGAAGUCAGUGCAGAGACA

>Chr18:ENSMUSG00000088384:1:38516180:38516380-rRNA

GGAUCAAACUCAGGAAUAUACUCUACCUCAGGAAUGCUAAGAGUAGUUCCAGUCUAUAGUCGAACCACCCUGAUAGCACUUGGUCUUGGAAGCUAAGCAGGGUCAGGUCUGGUUAGCACUUGGAUAGGAGGUAUGUAGGAUGUAGGUGGGUUCUCCUCAGGUACAAGGACCAACAAGGUCUCAUCCUUCUUAUCGAGCAU

>Chr6:ENSMUSG00000065161:1:132541036:132541236-rRNA

AAAAUUAAUUUUUCCAAGAAAAGAAUGAGGAAGAAAUCUUGAGACAUAACAUACCACCCAGAAAGCGCCCGAUCACUUCUGAUCUCAGAAGCUAAGCAGGGUUGGGUCCUGGUUAGUACUUGGAUGGGAGACAUAACAAUAAAGGCAGGAUUUAUUUUAAGUAAAAAAUAUUAGACACAAAAUAAAAACAUUUGGAAACA

>Chr9:ENSMUSG00000065387:1:65684116:65684316-rRNA

ACAUCUUUAAAAAUGUAUACAACAACAACAACAAAACCCACAAACCCAAGCCAUUCCACCCUGAACCCACCUAGUUUGAUCUUGGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACCUGGCUGGAAAACCAUCUGAGAAUACCCAGUGCUGUAGGCUUAAAUCAAUCAAUCAAUUAAUUAAUUAAAUCCAAACCCUCAAAA

>Chr8:ENSMUSG00000064618:-1:9568091:9568291-rev_rRNA

ACUUCUCUGGAGCAGGAGCAGAUACUUUGAACUAGCAGCUAAGUCUAUAGCCAUACCAUCCUGAACACACCUGAUUUCAUCGUAUCUUGGAAGCUAAGCAGGGUUGGGCCUGGCUAGUACUUGAAUGGGAGACCCCUAUGAACACUUGGUUCUGGGGAAGGGUGGGGGUGUGGGGAGAAAGACAAGGAAGAAAAAUAAAU

>Chr8:ENSMUSG00000092726:-1:126144100:126144300-rev_rRNA

GCGCAGCAGGCUCUUGGGGCUUGUCGGCGCCGCCCACCCUCGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUUGGACUCCCCUCUGUCUCUCUCUCCCUUUUGGCCACG

>Chr9:ENSMUSG00000064744:1:73907105:73907305-rRNA

CUAAUAACAAAUGCUAUUGAUGAUUGAGAAUUUAUGUACUGUCUACAACUAUACCUCCCUGAACAUGCCCAAUUUCAUCUGAUCUCGGGAGCUAAGCAGGGUCUGCCCUGGUUAGUACUUGAAUGGGAGACUGCCUGGGAAUACCAGAUGCUGUAGGCUUUUAAAAAUAAUAAUAAAUAAAUAAAUAAAUAAAUGUAUAU

>Chr8:ENSMUSG00000075900:-1:126086454:126086654-rev_rRNA

GCGCAGCAGGCUCUUGGGGCUUGUCGGCGCCGCCCACCCUCACCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAUUCCCCCUGGGAAUACCGGGUGCUGUAGGCUUUUUGGACUCCCCUCUGUCUCUCUCUCCCUUUUGGCCACG

>Chr15:ENSMUSG00000084688:1:100280070:100280270-rRNA

UUCUAAAUAAAGAAAUGGAAAAAAAAAAGGAAGAAAAAUAUAUUGUCUACAGCCUUACCACUUGACUGUGCACAAUCUUGUCUGCUCUUGUAAGCUAAGCAGGACUGGGCCUGGGCAGUACUUGGAUGGGAGACCGGUCUAUGUGCUUAAGCCUCUAUCCUUCCGAUCCACCUUCCCACCAGCAGAUCUGGCCUUGUGCU

>Chr12:ENSMUSG00000070192:-1:54147654:54147854-rev_rRNA

AUUAGACAAUAAAAUAAGACACAUCAAAGAAGAAUCAUUGAGUCUAUGGCCAUACCACCCUGAAUGCACCUAAUCUUGUCUGAUCUUGGAAGCUAAGUAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACCACUUGGGAAUACCAGGUGCUGUAGGCUUAAAAAAAAAAAUCAUUGAAAAAGUAAAUAUUGCAUACAC

>Chr12:ENSMUSG00000084660:1:69701916:69702116-rRNA

CAUCCAUAUAGGUUGUUUUAUAGGAAGAGAGAGAGACAGAGUCUACAGAAAUGCUUUCCUGAUCAUGGCCAGUCUCAUCUGAUGCUGGAAGCUGAGCAGGGUCAGGUCUGGUUAGAAUGUAGGUUGGGAGGGAGAGAGACACAUGAUCUACAUAUACUUCCAAUUUGUCUAUUCUCAAGUGAUACUUCGGACCACUUCUG

>Chr2:ENSMUSG00000077382:-1:84540861:84541061-rev_rRNA

AAUCAUUUAUGACAGCUUAAAGGAGCAGAGCAGGGUGUAAAACAAUCUGCUGCUAUACCACCCUGAACAUGCUUGAUCUUGUCUGAACUCAGAAGCUAAGCAAGGUGAGGCCUACGUAGCACUUAGAUAGGAGAGGAUGGUUUUAUUGUGGUAGUUUCAAGGUUCAUAACUUAGGAGAUAAAUUGGAUACUGAUUUUUAU

>Chr5:ENSMUSG00000077316:1:53534338:53534538-rRNA

AUAAGUAAAGACCAAGCAUUUCCUUACCGAAGCCAGAGCAUCUCCCCUUUCCAAGCGCAGGUCUGCAGCUAUACCACCCUGAGUGUACCUGCUCUAGUCUGAUCUCAGAAGCUAAGUAGGGUAAGGUCUGCUUCAUACUUGGAUGGGGGUCUUUUCUGAGAUUAGUGAUUUUAUGCAUCUGCAUUUGGAUAUGCAGACCA

>Chr8:ENSMUSG00000075856:-1:126108394:126108594-rev_rRNA

GCGCAGCAGGCUCUUGGGGCUUGUCGGCGCCGCCCACCCUCACCUACGGCCAUACCACCCUGAACGCGCCCGAUAAAGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAUUCCCCCUGGGAAUACCGGGUGCUGUAGGCUUUUUGGACUCCCCUCUGUCUCUCUCUCCCUUUUGGCCACG

>Chr10:ENSMUSG00000088978:1:26077703:26077903-rRNA

GUUCAACAACAGCCACAUUGAGCUUUCUCCAUGUUAAAAUUAAAACUAAUGUUAAAACAAUACAUUCAAAAGUUAUGAUAUCUAAGCAGGGUCUGGCCAGGUUAAUACUUGGAUGGGGGAGCACCUGGGAAUACCAGGUGCUGUAGGCUUUAAAAAAAAGGUUAUGAUAUAAAUAUAAUAUAUAAAUGUUAAAUCCUACU

>Chr1:ENSMUSG00000089601:-1:120534823:120535023-rev_rRNA

AUAAUAUGAAAAAAAUCUAUAAUAUGACUUGAAGGAUAUUAAUUCUGCAGCCAUACCACCCUGAAGGCACCCAAUAUUAUCUAAUCUCAAAAGUUAAUAAAGGUAGGUCCUGGUUAGUGGUUGGGUAGAGGUAGGCUGAGAAGACACCUGGUAGAGUAUCAUUAAUAAAGGUGAAAGAAAAAAGAUAUAACAUUUUCCAA

>Chr11:ENSMUSG00000089103:-1:23526703:23526903-rev_rRNA

AUCAGACAGUGGGUUCAGUUCCUAAUCCCAGGUUAGGGUGAAUUCUAUGGCCAUACCACUCAGAACAUACCCAGUCUCAUUUGAUCUCUAAAGCUAAGCAAGGUCAGGCCUGGUUAAUACUUAGAUGAUGACAGAAUUAGGGAUUAUUCCUGAUGGAAACACAUAAUACAAAAAUAAAAGCCAGAAGCCAAGUAUUUUAU

>ChrX:ENSMUSG00000092898:1:155887163:155887363-rRNA

UAUUUCUCAGCCACUUGAGGUUCUUCUGUUGAGAAUACUGUUUAGGUCUAUGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCAGAACCUAAGCAGGGUGGGGCCUGGUUAGUACUUGGAUGGGAGAAUACUGUUAGAUCUGCAUCCCAUUUUUAAUUGGUUUACUUGUUUUUUGAUACCUAGGUUUUUUUU

>Chr19:ENSMUSG00000089377:-1:43235239:43235439-rev_rRNA

UUUUUUUUUUCCCGGUUGCUCGAGAGGUUUAGAAAUUGUUGACAUCUGUCUAUGGUCGUACCACCUGCACAUGCCAGAUCUCCGAAGCCAAGCAUGGUUAGACCUGGUUAGAAUUUGGAUGGGAGAUGGCUUGGGAAUCACAGGUGCUAUAAUCUUUUAAAAUAAAUAAAUAAAUAAAUAAAUAAAACCAUUGACUUUAU

>Chr1:ENSMUSG00000088618:-1:167715924:167716124-rev_rRNA

CUGCCAGAGAGCCCACACUGUGAAUGAGCAUACAAACCUGACAGAAAAGUCUCUACCACCCUGAACGUGCCCAGCCUCGUUUGAGCUCACAAGCUAAGCAGGCUCAGGCUGGGCUAGCACUUGGGUAGGAGACUUACAUAUGGGUUCAGUCACGUUGCUUUAGAUAAGGGUAAAAGAAAGAUCCAGUGGGGCUGAUGGUA

>Chr5:ENSMUSG00000087748:1:65527500:65527700-rRNA

UCUCUCUACACAACUGCCUUGGCUGUAGAAGGGAGAACCUGCCUGUGGCUAUACCACCCUGAACGCUCCUGAACUCAAAAGCUAAGCAGGGUCAGGCCUGGCUAGCCCUUGGAUGGGAGGAAGGGGAACUCCUUAAAGGAGCCCACCCUGCUUCCUCUUCUUCGUCACUUCCCUACAGAUUUGCCCUAUCUACCACCUGC

>ChrX:ENSMUSG00000065689:-1:66202699:66202899-rev_rRNA

UCUGGCAUGCAGAUAUACAUACAUUAAAAAAUAAAUGAUAGUCUAUGGCCAUACCACCCUGAAUGCACCAGAUCUCGUCUGAUCUCAGAAGCUAAGCAGGAUCAGGCCUGGUUGUUAGACUUGGAUGGGAGACUGCCUGCGAAUACCUGGAGUUGUAGGCUUUAAAAUUAAUUAAUUAAUUAAUUAAUUAAUCAUAAAAA

>Chr6:ENSMUSG00000089605:1:111553201:111553401-rRNA

CACAACUUGGCCAGAAACCCAUCAAUUGAGGAGAGCUAUACUUCAGCAUCUUGAUCACCAUCCUGAGCAAGGCCAAUCUCAUCUGAUCUCAGAAGCUAAGUAGAAUUGGGCCUGGUUAGUACUUGGAUGAGAGUAAGGACCCUUAAAAGAUGUAAUAGAGAUAUUUACCCUUGAACAGGUAACACUUUCCUGCAAGGAGU

>Chr1:ENSMUSG00000089429:-1:183770542:183770742-rev_rRNA

GUUAAUGUGGUGUCUUCAAGAUGCAGUAGAGAAACAGCAGUGAGUCUAGGGCCAUACCAUUCUAAUCCUCUGGAUUUCAUCAGAUCUCUGAAGCCAAACAGGAUCAGACGUGGUUAGUACCUGGAUGGGAUGAAUGGCAAGGAUUGGAUGCUUCUGAUAGUUCAGAAUAAAUCUGUUCCAGGGCCUUUUAAAGAUGCAGG

>ChrX:ENSMUSG00000088773:-1:74033715:74033915-rev_rRNA

CUGUGACAUUUCCAUACUUUAUGCAAUGUAUUUUAUGUAUCAAAUAUGCUGGUGGUUAUAUUACCCAAAUGCACCCAAUCUUUUCUGAUUUUGAUAGCUAAGCAAGGUGGGGCUUGAUUAGUACUGAGAUGGGAGAAAGUGUUGCAUUACUUUUUUGAUGACCAUGAAAAGCUUACUUUAAUAGAUUUAUCACAAGCAGU

>Chr8:ENSMUSG00000075804:-1:126145787:126145987-rev_rRNA

GCGCAGCAGGCUCUUGGGGCUUGUCGGCGCCGCCCGCCCUCGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUUGGACUCCCCUCUGUCUCUCUCUCCCUUUUGGCCACG

>Chr6:ENSMUSG00000064515:1:60200745:60200945-rRNA

UAUUAAUAUGGGACUUUAGAUAUAUAUUUUUUUAAAUCUAGUCUAUGGCCAUACCACCCUGAACAUGCCCGAUCUCGUCAGAUCUCGGAAGCUAAGCAGGGUUGGGUCUGGUUAGUACUUGGAUUGGAGACUGCCUGGGAAAACCGGGUGCUGUAGAAAAAGAAAAAGAAAAAAAAAAAAAAAAAGCCUGGUGGUGGUGG

>Chr12:ENSMUSG00000093356:1:105347447:105347647-rRNA

UCCAAUACAGAGCUGCUAACAGUGUAGUUAAUGAGAGGGCUGAGGCCUCAUGGACCUACUACCUUGAAUAUGAUAGUCUUCUCUGAUCUUGGAAGCUAAGCAGGGUUGGGCCUGGUUAGUAUUUGCAUGGCAGAAUAGUCAGGGUUGUAAAGAGACUUUUCUACAACCCCCCAACUGAGGAGGUUGUUUUCCUUCCCUCC

>Chr13:ENSMUSG00000088475:1:3647740:3647940-rRNA

UCGAAAUUCUUUUUUUUUUUUUUUAAUGUAUUUUAACAUGCUGAAUUUAGCCAUGUUGCCCUGGAAGUGCCUGCUGUGGUUUGAUCUCAGAAGCUAAGCAAGAUCAGACACAGUUAGAGCUGGAGGGGAGACCUAGGAAACCAAUGGCUGUAGGCUCAGAAUGCUGUAUCCAGCUGCUACUCCCUGAAUCUUUCUGUGCA

>Chr8:ENSMUSG00000093200:-1:126089828:126090028-rev_rRNA

GCGCAGCAGGCUCUUGGGGCUUGUCGGCGCCGCCCACCCUUGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUUGGACUCCCCUCUGUCUCUCUCUCCCUUUUGGCCAGG

>Chr11:ENSMUSG00000088010:-1:22963083:22963283-rev_rRNA

CACGUCACCAGAAAGCUGAGUACAAUGCAGUACAUUAUUGUUUAGAGACCAGAUUAUGGCUAUACUACUCCGAAUGCACUGAUCUUGUCUGGUCUCAGAAUCUAAGGCAGGUUGGGCCUGGUUAGCACUUGCAGAGGAGAAAUCAUAUUCACAUACCUUUUGUAGGGCGAUAUAGAGUUGAACUUGCUGUAUUUUAUUAU

>Chr6:ENSMUSG00000064832:1:132514950:132515150-rRNA

AAAAUUAAUUUUUCCAAGAAAAGAAUGAGAAAGAAAUGUUGAGACAUAACAUACCACCCAGAAAGUGCCUGAUCACUUCUGAUCUCAGAAGCUAAGCAGGGUUGGGGCCUGGUUAGUACUUGGAUGGGAGACAUAACAAUAAAGGAAGGAUAUAUUUUAAGUAAAAAAUAUUAGACACAAAACAAAAACAUUUGGAAACA

>Chr1:ENSMUSG00000070201:1:37062243:37062443-rRNA

AACAAUAAUACAUUAAAACAUGAAUUUAAAAAUAAUACAUGUCUAUGGCCAUACCACCCUGAACAUGCCUGAUCUCAUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUUGUUAGUACUUGGAUGGGAGACCGCCUGAAAAUACCAGGUUCUGUAGGCUUUUUAAAAACAAACAAACAAACAAACACAAACAAACAAACA

>Chr15:ENSMUSG00000084562:-1:38977880:38978080-rev_rRNA

GUUACAUUCAACUUUUGUUAUUUAAUUGCUUCAUAUUAAUGAUCAAUGUCUAAGGCUGUACCACCCUGAAUGCACCUGAUCUUGUCUGACCUUAGAAGCUAAGCAGGUCAAGACUGGCUUAUAGGAAUACACCUUAGUGCUGCAUGCUUUUGAGCCAGGUGUGGUGAUACAGGACUUUAAUCCCAGGACUCAGGACUCAG

>Chr8:ENSMUSG00000088460:1:74635076:74635276-rRNA

AGUGAUGGAGUCACUCCUUCAGUCUAGGUAAAGAAUUCAUCAUUUCUGCCUGGCUGUACUAUCCUGGACACACCAAAUCUUGUCCAGUCUUGGAAGCUAAGCAGGAUGAACAAAGUUAGUACUUGUGUGGGAGAAUUAAUUUUUUAAAAGAUUUAUUUAUUUUAUGUGUAUGAGUGCUCUAACUGAAUAUAUGCCUUCAC

>Chr8:ENSMUSG00000075838:-1:126072815:126073015-rev_rRNA

GCGCAGCAGGCUCUUGGGGCUUGUCGGCGCCGCCCGCCCUCGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGACGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUUGGACUCCCCUCUGUCUCUCUCUCCCUUUUGGCCACG

>Chr1:ENSMUSG00000065055:1:82631537:82631737-rRNA

GGAGGAGGAGGAUCUGAAAUUUCUUUUCUGUUAAUGAAAAGGAAAAAUGUCCGUCCUGAACGCGCCCGAUCUCAUCUGAUCUUUGAAGCUAAGUAGGGUCGGGCCUGGUUAGAACUUGGAUGGGAGACAGCCUGGGAAUACCCCAUGCUGUAAGGUAAAAAAAAAAAAAAAAAAAAAAGGCCUUUCAAUAAACGGUAAGA

>Chr15:ENSMUSG00000064631:1:86999495:86999695-rRNA

CACAGGUAGAAAUGUUUGUAGAAUGCUCCAACUAGAAGAUGCAUCUGGUCUAUGGCCAUACCGCCCUGAACCUCCUGAUCCUGUUUGAUCUCAGAAGCUAAGCGGGUCAGGCCUGGUUAUUACUUAGUAGAUGCACUGGGAAUUGUGGCUCUGAGCCUGCGGUUUGUGCUUCUGUUUUCUAUGGCUUUGGCUGUUUCUGC

>Chr2:ENSMUSG00000084571:1:105837147:105837347-rRNA

AAGUGAAAAACACCAAAAACUGGGAUGGACAAUGGAUCACAGUCUAUGACCAUACUCUUGUAUAUCACAGGAUCUCAUCAGAGCUCAGAAGCUAAGCAGGGUUGGGCCUGGAAGGUACUUAGAUGGGAAAACUGACUGAAAAUGGUACUUGCUAACAUUCUGAUCAGGAAUCUCUUCAGAGGCCCAUGUGGCAAAGCAAA

>ChrX:ENSMUSG00000065813:-1:12792780:12792980-rev_rRNA

CACUUUGUAGACCAGGCUGGCCUCAAACUCAGAAAUCUGCAUGAGUUCUCUGGCCAUACCACCCUGAACGCGCCUGAUCUCAUCUGAUCUCAGAAGCUAAGCAGGGUCAGGCCUGGUUUAGUACUUGGAUGGGAGAAAUCUGCAUGUGCCACCACACCCAGCUUUGUUUACUUUUAUAUUGCUUGUAUGAUAAGGCACCA

>Chr13:ENSMUSG00000065771:-1:53059946:53060146-rev_rRNA

UGUCCCCUGUCUCUGCAAAAGCAGCCAGAGGCACAGCAGAAAGCAGUCUCCGGCCAUACUACCUUGGACACACCCAAUCUCAUCUGAUCCCAGAAGCUAAGCAGUGUUAGGCCUGGUUAGGACUUGGAUGGAGAACAUUCUCUAGGAUCUGGAGGGAUGGCUCAGAACGGUUAAGUGUUUUUGCUUAACUGUUCUUCCAG

>Chr5:ENSMUSG00000088075:1:91322364:91322564-rRNA

UACCUUUGCUGUUAUUAUUGUUUAAUUUUGAGAGAGGGAUUGUCUACGGCCAGACCACCCUGAACGAGCUCGAUCUCCUCUUAUCUCAGAAGCUAAGCAGGAUCGGGCCUGGUUAGGACUUGAACGGGAUAGAGGGGUCGUGCAAAGCUGUCUAGACUGGCUUUGAACUCUCAGUCCUUCCUCUGCAGGCUCCCUGCACG

>Chr9:ENSMUSG00000089465:1:34767569:34767769-rRNA

CUUUGUUCCGUUGAACGUUGGGAUUUGAGCAUCUGUAUGUGGCCACACCACCCUGCACCCACUAGAUUUCAUCUCACUUUGGAAGCUAAGCAGGGCUGGACCUGAUUUGGACUUGGAUGGAAGAGUUUUAACAUAUGAGUUGGGGUUCAGGGUACCCAUAGACAAUCAACCCACAGUAGUCCACCUCUGCAGUUUGGGGG

>ChrX:ENSMUSG00000070219:1:148212173:148212373-rRNA

AUCUCUCCAGCCCCAAAAUCAUUUUUUAAAGAAAACAUUGGUCUAUGGCCAUACCACCCUGAACGCACUCGAUCCAGUCUGAUCUCGGAAGCUAAGCAGGGUCAGUUCUGGUUAGUACUUGGAUGGGAGACCACCUGGGAAUACCAGGUGCUAUAGGCAAAGAAAAGAAAAGAAAAGAAAAGAAAAGAAAAGAAAAGAAA

>Chr3:ENSMUSG00000065070:1:51632792:51632992-rRNA

CAAACACAUACAAGAUACACACACAUAUAAGACUGCCCAAAGUCUAUAACCAUACCACCCUGAACACGCCCUUUCUCAUCUGAUCUUGGAAGCUAAGCAGGAUCAGGCCUGGUUAGUACUUGGAUGGGAGAUCACCUGAGAAUACAGGGCUAGAGAGUUGGCUCAGUGGUUAAGAGCACUGACUGUUCUUCCAGAGGUCC

>Chr15:ENSMUSG00000088062:-1:33519326:33519526-rev_rRNA

ACAGCCUGAGACCAUUUGUCAGAAAAUGAAUGUCCAUUGUGGCCAUAUCACCUUGAAACACCUGAUCUUGUUUGAUCUCAGACGCAAGAAAGGGUGAAUUUGGGUCUCAUAUUGGACAGGCCUGCCAACUCUUCUGGGAUUUCUUGGCUAUCUGAAGUCACUGAUACCUCUAAUCACUCAUGAUGUCCUUUGUGGUGAUU

>ChrX:ENSMUSG00000084637:1:148419806:148420006-rRNA

GAUCUAGAUGUCAUGCAGACAACUGGCUAUGGAAGACUCACUGGCCAUCUAUGGCCAUGCCAUCCUGAACCCAGCUGAUCUCAUCUGCUCUUUGAAUCUAAGCAGGGUUGGGUCUGGUUAGUCCCUGCAUGAGGAGACUCAGUGGCCUUGAUGUUUGUGGUACCCUCUUCUGCUAAGAGAGGAGGCAAUAAGGAGGAAAC

>Chr1:ENSMUSG00000088564:-1:139884194:139884394-rev_rRNA

AGAAAAUUACUUACAUUCUUUAUAUAUUAAAAAAAAAAUUAGACUACUACCAUAGCACCCUGAAUGCAUCUAACUUGUCUGAUUUCAGGAGUUGAGCAUGGUCAGCCUUGGGUAGUACUUGGAUGAGAGACUGCCCAGAACUUUUAAUUUUAUAGGGGUUCACAGUUAAGCAUUUGCCUCAAUCAAUGUAGACUUUGAAG

>Chr5:ENSMUSG00000088707:-1:37483448:37483648-rev_rRNA

CCCCCACUGACCUUCCACAUCCCUUCAGUGACUAAGAAGAAUAUUACCAGUCUAUGGCCAUACCACGCUGAAGGUCUGGGCUCAGAGGCUAAGCAGGGUUGGACCUGGUUAAGUACUUGGAUGGGAGAAGAGUAUACCAGGGUGAGCUGACCCAGUCUGAGCCCUGCUUCUUCCUGUCACCGCUGAGAUAGCUCAAAGUU

>Chr8:ENSMUSG00000075720:-1:126135574:126135774-rev_rRNA

GCCCAGCAGGCUCUUGGGGCUUGUCGGCGCCGCCCGCCCUCGUCUACGGCCAUACCACCCUGAACGCGCCCGAUCUCGUCUGAUCUCGGAAGCUAAGCAGGGUCGGGCCUGGUUAGUACUUGGAUGGGAGACCGCCUGGGAAUACCGGGUGCUGUAGGCUUUUUGGACUCCCCUCUGUCUCUCUCUCCCUUUUGGCCACG

>Chr8:ENSMUSG00000088132:1:66640163:66640363-rRNA

UGGAAAAAGAGAACUUAACUGUUCUUGAGAAAGUGACCAUUCAUGGUCAUAGUGCCUUGAAUGUGCUUGAUCUCAUCUUAUCUCAGGAGCUAAGCAGGGUCUCAUUGCUUCACGUUUCUCUCCAUUUAGUUUGGUGUUGGCUACUGGUAUACUGUAUAUGGCCUUUAUUAUGUUUAGGGAUGGGAGAAGGUAGCCAUAGC

>Chr14:ENSMUSG00000089405:-1:76145602:76145802-rev_rRNA

GUUUCUAUAGAUAUUUUCCUGUUUAUUCUUUCUGACCUGUUAAGACAGUAGAGCUCUCUAUGCCUAUACCACCCUGAACACACUGGAUCUCUUCUGAUUUUGGGAGCUAUGCAGGGUUGGUCAUGGUCAGUAGUUGAAGGGGAGAGUUAGAGCUGGCUGAGACAGGAGGAUCACCCGUUUGAGGCCAGCCUGAUGAUAUA

>Chr12:ENSMUSG00000087854:1:106884017:106884217-rRNA

UGAAUGCCACAGACACCUUAGAAACCCCAUCUUACGUCUGUGGUCAUGCCACCAUAAACACUCUCAAUCUCCUCCAGUCUUGGAAGCUAAACAGGACUAGACUGGUACUUAGUACCAGGAUGGGAGAAAGCCCUAUCUUAUGAAAAUAAAAGUAUGCACAAUCAUACAAUUGACAUAUUGUUCAGAACAAUUCUUGGAAA

>Chr1:ENSMUSG00000084532:-1:151581834:151582034-rev_rRNA

UAUGGGUUAUAGUUUAGUUAUCAUUGACUUAAAAGCUAAUAUCCACACAUAAGUGAACAUUAUCUUGAGCACACCUGAUCUUGUCUGAUCUCAGAAGCUAAGUAAGGUUGGGUUUGGUUAGUAAUUGGAUGGGAGACAUUUUAACUUUUUAAGAAUAAUAAAAAGUACUAUUUAUUCAGGCUUGUGAUAGAUCCAAGCAU

>Chr11:ENSMUSG00000084588:1:26985067:26985267-rRNA

AAGGCAAUCCUCUGCUACAUAUUCAGCUGGAGCCAUGGGUCCCUCCAUGUACUCGUUGGUCUGUGGCCAUACCACCCUGAACGUGCCUGAUCUCGUCUGAUCUCGGAAGCUCAGCAGUGUCGGUACUUGGAUGUGAGACUAUAACUACCUUUUAAAUAGAAUUAAAUUGGAUAAAAUGAAAUUAUUGAGAGUAAUUACUU

>Chr16:ENSMUSG00000084602:1:37854826:37855026-rRNA

UCCACUGACCUCAGAUGCCCCAAUUGAGAAUCACAGAAGAGCCUGUGACCACACAACCCGGAACAAACCGGAUCUCAUCUGACCUCAGAAGUUCAGCAGGGUCAGGCCCACUUAGUACUUAGAUAGGCUAAUCACAGAAGAUAAGUAACAAAUAGGACACAUUCCUGUGAUUUCCAUUACUCAGAAGGCUGAGACAGGGG

>Chr16:ENSMUSG00000088249:1:84818291:84818491-rRNA

CUAAACAACAUGGCCAACCUUUUAAAAAAUUUUAUUAUGUAUUUAUUAUAUUUAUUGGCCAUGCCACCCUGAAUGUGCUGGACCUCAUCUGAUCUUGGAAGCUAUGAGGGUUAGGCCUGGUUAGUACUUGAAUCAGAGGCCAGUCUUUUUUUUUUUUUUAACUUUUAUUUUGUAUUUUGAGACAAGGUCUCACUAAGUUG

>Chr1:ENSMUSG00000064860:-1:156158498:156158698-rev_rRNA

UAUGAGACUGUAAACCCUUUCAGCUCCUUGGGUCCUUUCUCUAGCUCCUCCAUACCACCUUGAAUGUGUCCAAACUUGGCUCAUCUCAGAAGCUAAGCAGGGUCAGGCCUGGUUAGUACUUGGAUGGGAUACCACCUGGGAAUACCAGAUCGAGGUAUUACUCUUACUGUCUCUCUCACUUGCCUACUAGAGCCCAGCUU

>Chr1:ENSMUSG00000084704:-1:106777457:106777657-rev_rRNA

CAUUUUAAUAAUGUAAAGACCAUAAACUUUUAGGAAGAAAGUUUACUUGAUGUCCAUGUCACCCUGAACAUGCCUGAUACUAUAUGAACUCAGAAGUUAGGGUUGGGUCUGGAUAGUACUUAGAUAUAAAAAAGAGUAAACAAAUGGUAAAUAAAGUGUUUUCACUAAAUAGAAAAUAUCAGGUAAACACUAUAAGACUU

>Chr10:ENSMUSG00000089392:1:6411618:6411818-rRNA

UACUGCCCCGAACACGCCUGGUCUUGUCAAAAGAGACACCACACACUCAAUGGUUAUACUGCCCCGAACACUCCUGGUCUUGUCUGAGCUUGGAAGCAAGACAGGGUUGGGCCUGAUUAGUACCUGUAUCGGAGAGAUAGCAGGCAUGCUGAUAAAAUGGGACUCUGGAUUAAAAUUCGUUUAUUUAAAAUUUUUUAUUU

>Chr8:ENSMUSG00000088523:1:45687140:45687340-rRNA

CUUAACCCCUGAGCCAUUUUGUAUGGACACAAAAUGAUGUGCCUCUACAUGGGGCUAUAUCACUCUGAAUGAACCAGAUCUGGUCUGAUAUCUGAAGCUAAGUAAAAUUGGGCCUUGUUAGUGCUUAGAGGGAAGAAGCAAUAGUCUCGGGAUACCAGAAAGAAAAUUGUAGAGCUCUGAGAAAAUUGGUGGUAAAUAGC

>Chr17:ENSMUSG00000089208:1:47427841:47428041-rRNA

CAUUAACUCGAGGUAAUGGCCUGUGUGCCUUAAUUGUCUCAAUUAGAAAUGUUGAGUAGAGUCUAUAGCCAUCACACCGGAAUGCACCUGAUCUUGUCUCAUCUCAGAAGCUAAGCAGGGGCAGGCCUGGUUAGUCUUCGGAUGAGAGACGUGACGAGCAGAACGUCUGCUGUUCUAUCCCGCCAGAAAGUCCCCCACGU

>Chr2:ENSMUSG00000077756:-1:37255522:37255722:rev-Snord90

AAACUUUUAUCAACAUUCUCACCCCAGAGAGCUAAUAUAGCUGAUAAAUAAUGUUUUUAAGUGUCUAGUGAUGAAUUUCAUAGGGCAGAUUCUGAGGUGAAAAUUUAGUUCAUCAUUGAUUGUCCUAUUAUGAAAUCUGAAGACACUUGAAAACUAUUAAGUAAGGUGAUUCAUUGGAAAACAUUUUGAAUAUAGGUAUG

>ChrX:ENSMUSG00000065088:1:34913795:34913995:SNORA67

CACACUUGCAGUUAAUAUAACAAAAAUAGUCCAAGGUGAUUCCCUCUCCAAUUGUCUGAGUAUGUGCCUUUUUCAGGAAUGUAGCAAGUUGGAAGAAAACCAGGCAUGUCUGAGGUCUCUGCUGAUCAAGGAACACUUGUUUCCUUAGCCCUCCUCUGGCUGCCUACAUGUAUGCGGGGAAAAAAGAAAAAAAGAACAAA

>Chr12:ENSMUSG00000077269:1:40347968:40348168:SNORA17

CCCAUUAAAAUUCCAACUUUAAGAUUUCACCUUGCUUCCCCUAGAGGUGUUACAGGUGUGGCUGCUAUGUCACAUGUGCAUCAGUAGGUGGCAGAGAGGAGAGAGGCUAUGCCUACACUCAAUGUUCUAAUCUGUGAACAUCUGAAUUGUUAGUAUCCUAAUAUUCCCUGGAAAAAGGGAGCCUGAGCCAACCACUAGUU

>Chr11:ENSMUSG00000088135:1:29749431:29749631:SNORA81

AUAAAAAAAUAGUAUAAAAAUUAAGUUUAUGCUUUAAAAAUGAGAGUUGAUUUAAAAAAAAAAAGUACACACAAGAAGAAAGGUAACUAAUUGCCCUGGAUUGCAAAGACUGGGGUGGACCUCUUUCUCAGUGUCCAGUGUCCUGUGGCAUACAUUCAGGGCAAUAAAUCUUUAGAGAAAAAAAAAUGAGAGCCGAUAUG

>Chr15:ENSMUSG00000089320:1:20114552:20114752:SNORA17

UUCAAAUAAAUUCCCUACACGAAAAAUGAAUGAAACUGCCCCAGUAGGGUUUCCAGAGUGAGUGUUUAUCUCAUGUGCUUCAGUAGGUGGGAGAAAAGAGAAAGAUUAUGUCUAUGUUCAGUGUUAUGAACUAGAAAUAUCUGAAAGGCGACUAGCCUAACAUUCUCUGAAAUAGCUAGCCUGAGAAGUCCACCUGUUCA

>ChrX:ENSMUSG00000080394:1:159186447:159186647:SNORA76

UAGUAAGACCUUGUCUUUAAAACACACACAAACAAACAACGUGCUGCCUUUGAGCCCCCUGUAGUGCCGGGGAUUAAGCUGCGGCGCCAUAGCACUUUGCAGGCGCAUAACUGGGGCCGCCUGUCUUUCCCAGGCGGCCCUUUUAACCUAGCUACAGGCAAAAACCAAACCAAACCAAAACAAAGCAAAACAAAAACAAA

>Chr4:ENSMUSG00000077521:1:28292430:28292630:SNORA17

GGAGAAAAGGUUUUUUUAAAGUAGAGUGGGAAAUUAGGAAAAUUGGAGACAUUGCAGGUGUGACUUUUGUGUCACAUGUGUGUCAAUAGUUGGUCAAGAGGAGAGAGGCUGUGUUUACGCUUAGUGAUCUUAUCUACAAACAUCUGAAUGGACAGCCUAACAUUCCCUUUAAAAAGGUGAGCCUACUGAGAUGAGCACUA

>Chr7:ENSMUSG00000089573:-1:81134951:81135151:rev-snoU109

CAAGUUACCGCCAGGCAGGUUCAAGAGCAAAGUGUAGCCCGUCAGACAGGCACUCUGCUCCUCUAUAAAGAGCACGGGUUUAUCCACGCCCUACGACAUGAAUGAAAUGAGUUUUCAGGGCUGCCAACCCUCUGGUUAGGGUUCUGCACUAGUACGUUUCUUCCACAAUAAAAGAGCAAGGGAUGACAGCCAAGGUUAUG

>Chr5:ENSMUSG00000077185:1:147646345:147646545:SNORD102

UUACGGAACCCCCCGUGAAGGCCGUGUCCUUUGAUGGGUCGUUGAACAGAUUCUGUCGCUCUGGAACUUAAUGAUGAUUGUCUGUUUGAUUGCUUGAUGCAAUGUGAAAACCACAUUUCACCGGCUCUGAGAGUUCUUGAGCUGACCUUGAAAGGGAGCCUUGGUUAGUUACAAGGAUUUGAAAAGAGGAAUUUCUGGAA

>Chr11:ENSMUSG00000088495:-1:23072752:23072952:rev-SNORA17

CUGUUGUCACCACAGCCUUUCCCACAGUUAAGAAUUAAUAUUCCUGCCCCGGAGGCCUUGCAAGUGUGCUUGCAGUGUCACGUGAGAGGAGAGAGGCUAUGUUUCCGUUCAGUGUUCUGACCUAUGAACAUCUGAAAGACCAGCAGCCUAACAUUCUUUGAAAACAGUGAGCCUAACAUGACUACCAGAACAGCCCCAGG

>Chr12:ENSMUSG00000088242:1:32543290:32543490:SCARNA17

GAAGGGAAGGGAGAGUGUGGUAGAGCAGGGAGCGCAUGGGUCCCCGAGGCAGCCCUGAGUGAGCCCCGUGUAUUUUCCUUAUGUGAUCAGGCCUCUCAUAGUGGGGCUGCUGGUUUGGAGCCUGAGAGGAUUAUGAAAAUGGGGCAGUGUUACCAGCUGUUCUUGACCUCCUUGCUCUAUAGACUAAGCUAGGGGUUAUG

>Chr6:ENSMUSG00000088900:-1:68207360:68207560:rev-SNORA17

AUUAGAGUGAUCAUGAUUGCGGUGCACUCCUGCCUCCCAGAGACACUGCAGGUGUGCCUUUUGUGUUAUGUAGUGUUAGUAGUGUUAGUAGGAGGAAGAGAAGAGAGAGACUGUGUCUAGCUCAACUCACUGUCCUGACCUAUGAUCAUCUGAAUGAUUAGUAGCAUAACAUUCCUGAAAUAAGUAAGUCUAAGACAAAC

>Chr1:ENSMUSG00000088691:1:114364456:114364656:SNORA68

CCAGGUUUUUGUUUGUUUUUAAAAUUGGUGUCUGGCACCCAUCCCAAGAACUGGUGCUGCCUGUAGUUGCUGUCUUAACAGUGGUGCACACAGCAAAGGGGCUUUGUUGCUUUUGGGGGGGGGGCUGUGUAGUGCCCCCCCAGAGUGAAUCAGUAGGUUCUACAGUCCUGGAAAAAAAUAAAAUUGGUGUCUUUAAACUA

>Chr5:ENSMUSG00000093321:1:23357963:23358163:AC117663.1

UGAAUUCAAGGUAUGUGUUAGAUGGCAAGUUUGGCUUUCCAGGCAUAAUUCCAGGAACAGUUCUUGGCCAAGGAUGAGAACUCUAACCUGACUGGAUACGCUGCUGUGAUGGGUUAAAGGAUUUACCUGAGGCCAAUAGAACAGGCAGGAAUUUAAUGCAGUCACCCCAUGUCUUUUUAAAGUAGAUGAGGGGUUGGAGA

>Chr9:ENSMUSG00000088587:1:68357906:68358106:SNORD113

AGGAACUAGCUAGGUUAUUGUUUGCUUUACAUAAGUAAUUUAUAGAUUAUAAGAAAACUAGUCAUGGCCAAUGAUGAGGAGUAUGGGGUUUCUGACCAAGGACAGUGAUUAAACCCUUAUGAAAUCUGAGGACUAUUGAAAAAUAAAAAAAAAAAAAUAAGAAAAAGGAAAACUAGUCAUUACAUAUUUAUCUUUACUUC

>Chr3:ENSMUSG00000077710:-1:56249169:56249369:rev-SNORA17

ACACCAUUAAAUUAUAAAAGAAAAAUCAAAACUGUACUGCCCCAAGGGCAUUGUACACGUGGCUGCUGUGUUAUAUGUUCAUCAGUAGGUGGCACAGAGUAGAAAGGCUAAGUCUAGGCCCAGUGUCCUUACCUGUGAACAUCUGAGUGAUUAGUAGUCUAACAUUCCCUUAAAAGAGCAAGACAAAGAUGACUGCCACU

>Chr6:ENSMUSG00000089289:1:29184399:29184599:SNORA17

GGGAGGGAGGGUGUGCUUUGAAAGCAGCUUCACCCCUGCCUCCAGAGUGUUGCAGGUGUGGCUGCUGUGUCACAUGUGCAUCGGUAGGUGGCAGCAGGAGGAGAGAAGUUAACACUCUGUUCUGACCUAUGAGCAUCUGAAUGAUUCGAUUAGUAACCUAACAUUCCCUGUAAAAGGCAAGCCCAAGACUACCACCAGUC

>Chr7:ENSMUSG00000064451:1:117189870:117190070:Snora23

GCUAUACUGAGUCCUGUGUGCAUAGUUUUCAUCUAUGUCUGGUAGCAGUAUCUGUCUGCGUUUUGCAUUCAGAUCUUGCUAUCCACACAAACGAAUGCAGCCAAAGAAUAAGUUGGGAUCAUAGUACUGGCCUAGUGUUGUGUUUUUUUAACACAUCUCCCACUGGCCAGCCUCCAAAUUCCCAGACACAAAAAUUUUGA

>Chr4:ENSMUSG00000089265:-1:41150028:41150228:rev-SNORD121A

UUAAGACUAGAGUGCGUCCUCACAGGGAUGUCUACAAGAGGGAAAGCAGGUCUCUCUCCUACCUGGAAAAGGCAGUGAUGUUUCCAAGCACAUAUCUGACUUAUAUGUGUGGAUGGUAAUAAUGCUGAGUCUUUUCCGAAGGUCAUUAAUUGUGUCCAUAGCACCCCUGAAACAUAAAAACCUUAUUAUCUGUGCUCUUU

>Chr15:ENSMUSG00000089258:1:20838591:20838791:SNORA17

UCAGCUUUUUUUUUCUUUUCUAAUGAAUACUUUAACCUGCUCAUAGAGGUGGACCAGGUGUGGCUGCUAUGUAAUAUGUACAUCCCUAGGUAAUAGAGAAGAGGCUAUGUCUGGAGUAAGUAUUCUAACCUGUGAAUAUCCGAAUCAUUAGAAGUUUAACAUUCUUUGAAAAAAAUUGAGCCAGAGAUGACCAUUGCCUC

>Chr6:ENSMUSG00000089587:1:105182568:105182768:SNORA48

UCCCUAAAAUUGUGCAGCUGAUAAGGGGCAGGGCAACUGGUCAAAGUGACAACUUGUUGGUGAUGUUGAUCUUAUACCUGCCAGGGACAAAGCAGAUGGCAGCCCUUGGUUCAACCUAGCUUGAUUUCUGGCUUGGUGACCAAAGCUGUUCUAUACCUAGGACAUAUGAAAAUCAAAUCAAAUCAAAUCAAAUCAAAUCA

>Chr13:ENSMUSG00000065158:1:12681845:12682045:SNORA73

CUACAAAACAAUGCUUAAAAAAAAUCCUCUACCGCACUCUCCCCGGGCUCUGUCCUAGUGGCUGGUGUGGAGUAUAGGGCACCCGCUGCCCACUGAUGCACGGUCCCUUUCCACAGUGCUGGAGCUGGGCUUGAGUCUGUGCCCGUGUAUUCCUACGACUUCUCAGAGUCCCAUGGGCAAUGACUGAGGAGACAAACCAU

>Chr2:ENSMUSG00000077221:1:91436182:91436382:Snord67

UUCUUCAGUGUCUGUGUAGUUGAUUCCAAUUUUCUUCUUCAAACUGUGAGAGUGAUGAGUUGCACACUGGUGGAGCCAUAGUAUCAGGUGAUACAGGCACCACUCAGUACUACCCUGGUGACAAAAUCAAGUGCACAGGGGCCAUCUGACUCACAGGCAUACCUUGUCAUGAACACUUAUAACACCAUUGUCUCAUAUAU

>Chr2:ENSMUSG00000088197:-1:65214183:65214383:rev-SNORA17

UGUCUUUUGAGGUUCCCAACAGCAUUAUUAAAGAAAAGGUAGGCUCUGCCCCUAAAGGCAUUGCAGAGAGGAGAGAGGCCAUGUCUAAGUUCAGUGUUCUGACCUGUUCAUAACAUAACAGUGUUCAUAAACAUCUGAAUGAUUAGUAGCCUAACAUCCCCUGAAAAAAAAAAAGUGAGCCUGAGAGCAAGUAAAUGGUG

>Chr14:ENSMUSG00000089130:1:97344184:97344384:SNORA17

AACUGAAACUGGACACAUGAGGGAAGGAUAUUCUUGAUAUUUAUCACUCAUGAGUUGUCAUUCCACAGAGACACCAGGAAGGAAGGAGAUGUCUAUGCUUAGUGUUCUGACCUGGGAACAUCUGAAUGAUUGGCUGCCUAACUCUCCCUGAAAUAAAGACAGCCUGAGAUGACCACUAAUUAGGCCAGCUGGAUCUAGGA

>Chr7:ENSMUSG00000065878:-1:52381906:52382106:rev-Snord34

GGAUGGGAUCCCUCCACCCUAUGACAAGGUGAGCCUUGCAAGCCUAGCCUUACAGCCUCUGCGUCCAGCGUCUGUGAUGUUCUGCUAUUACCUACAUUGUUUGAGCCUCAUGAAAACCCCACUGGCUGAGACGCCUACCCUGCUGGCCUUCUUGCUAGGUGUUCCCAACAGGUCUCUGAGCAUCUCUUUCUCUCAACAGA

>ChrX:ENSMUSG00000077542:1:160720993:160721193:SNORA17

AUUCUUCAUGAAGCUAAUUAAAAAUGGCUUUAUUCCUGUGUCUAGAAUCCUUGUAGAUGUGGCUGCUGUGUCACAUGUGCAUCAGUAUGUGGCAGAGAGGAGAGAUUAUGUCUACACUCAGUGUUCUGACCUGUGAACAUCUGAAUGAUCAGUAGUCUAACAGUCCUUGAAAAAAGUGAGGCCGAGUCCAGCAGCUGUAU

>Chr9:ENSMUSG00000087992:-1:113685258:113685458:rev-SNORA17

UCAUCAGGAUGAAUUUUUAGAGGUAGAAAGAUAGCUUAGUGGCCUGCCCUUAGACUGCAGGUAUCACAUACAUCAAUAGGUGGCAGAAAGGAGAGAGGCUAGGUCUAUACUCAGUGUUCAGACCUAUGAACUUCUGAAUAAUUAUAUUAAUUUUUAAAAGAUAAUCUAAGACAAUGACAACCAGUCCUGUGCUAUGGAGC

>Chr1:ENSMUSG00000084667:1:162966743:162966943:SNORD44

CAGGCUUGGCUUUGUUGCACUCUGCCAAAUACUGGCCACGUGUUCCAUCCUGGUCAUAGCUGAACACAGCCUGCAUGAUGACGAACAAAUACUGACUACCUGAAGAUCUUAUUAGCUCUAUCUGAUGGUGGGCUUCCUUGACAUUUAUUGUGGGGCAAACUCAAAUCUGUUGACUGCAUUGAAAAGCUCUUUAAUGUUUU

>Chr3:ENSMUSG00000064952:-1:94894489:94894689:rev-SNORD62

AAUAAAUAAAUAAAUCUUUAAAAAAACCAAAAAAAAAAAAAAAAAACCAAAAAUAUGGUCUCAGUGAUGUGUUUCCAAUAGAUCCUUCUGACCCUCCACUGUGGACUCAAAACAGGGAGAUGAAGAGGACAGUGACUGAGAGACCGAGAAAAAAAAACAAAAAAACCCCAAAAAUAUGGGGCUGGAAAGAUGGUUCAGCA

>Chr8:ENSMUSG00000089302:1:25791248:25791448:SNORA17

UUUUCAGGAUUAAUUUGUCAUGGAAAAAAAAAAUCACCAGGCCCCUAGAGGCAUUGCAAAGGUGCCUGCUCUGUCACAUGUGUGUCAGUAGGUGGCAGAGAGAAGAGGGGGCUAUGUCUGCUCAGUGUAGCCUAUGAACAUCCCAAUGAUUCCCUGACAUUCCCUGAAAAAAACAAACAAACAAAAAUGAGCCCUGAAAU

>Chr17:ENSMUSG00000087736:-1:87453000:87453200:rev-SNORA40

CGCUUACUAAGUAUCAAGGCUCGUUCAUUAUUAGAAGCGUUUGGGUGGAUUUUCUUUUUGUUGAGCUGGUGGACAAAGACUUAAAAGGCAAGUGCUAAACAAAUACUUGUUUGUAACCCAGGAUCCAUUGUUCUGUGUGCCUUUUAGUAGAGACAAGAAGGAGUACAAGAAAAGAAUGCAUUCAACAAUAGAAAUGAUAA

>Chr14:ENSMUSG00000089531:1:63287428:63287628:SNORA73

GGCAGCUUCAGCCUCCGAGUCCAACCACACCUGCUGGGAAGCACCCCCGUUGGCCCCUCUCAAAGUUCUUGAAAAUUAAAAUAUCUGUGUUCAGAGGACAGGUCUCCACCUGCAUAUUCUACAGCUUCUCAGAGUCCCGUGGAUGAUGACUGAGGAGACAAACCAUGCAGGAAACAAAAACAAAAACCGGGUCUCAUAGU

>Chr8:ENSMUSG00000088040:-1:63286490:63286690:rev-SNORA17

UCCUAGGGGAGUUGCAGUUGUAGCAGCUGUGUCACAAGUGUGUCAGUAGGUGGCAGGUGUGGCAGCUGUGUCAGAAGUGUGUCAAGAGGAGAAAUGGUGUGUCUAUGCUCAGUGUUCUGACCUGUGAACAUCUGAAUGAAUAGUGACCUACCAUUCCCUGAACGAAGCAAGCCUGAGAUGACCACCAGUGCAUUGCAGGU

>Chr1:ENSMUSG00000077448:-1:42923497:42923697:rev-SNORA17

AAGAAAAAAAAUGGUAAAAAUGUUACUCUUCCCUCCUUCCCCUUAGAAAUGUUGCAGGUGUGGCUGCUGUGUCACAUGUGCAUCAGUAGGAGAAGCAGAGAGGAGAGAGGUUAUGUCUAUACUAAGUGUUCUGACCUAUGAACAUCUGAAUGAUAGAAGUCUAACAGUCCCUGGAAAAAGCGAAUUUGAGACAACCACCA

>Chr8:ENSMUSG00000089380:-1:69802956:69803156:rev-SNORA17

AUUUUCUUCUUUAAAAAAAUGAUGUGACUACCUCUAUAGGCAUUGCAGGUGUGGCUGCUGUGUCACAUGUGCUUCAGUAGGUAGCAGACAGGAAAAAAGGUAUGUCCACACUUAGUGCUCUGAGGAGAGCAACAGUCUAGUACAAGGGUGCCUAAACAGAUAACUACCCUGAGACAGUUUGUGGGGCUGUGGGUGUAGGG

>Chr1:ENSMUSG00000077704:-1:39605545:39605745:rev-Snord89

GACUGGGGUCCUGGACCUACUUUCCCAAUGACUGCUUCCCAUGGCUGCUGAGGAGUGAUGACAUAAAAGGCCGAAUUGCAGUGUCUCCAUCAACAGUUGGCUCUCUGAGCACACGAUGACAAAACCUCCUGAAGCGAGUCACUGUCUGACCUCAGUGAUGCCAGGGCAGAGGCUUCCUGCCUGAGCUCAGCUUCCCAAGG

>Chr13:ENSMUSG00000088189:-1:44933493:44933693:rev-SNORA61

GAGUCAGAAGAGAUAAUACUCAAUGUCUAACCUUAACUAUAACCCUCUGUUUCCCUUUCCCAUUGGAUCAAAUGGUGGUCAUUAAUGAGGUAGUACCCUUAAGUGGGCAUCACAACAAUGUAGUCUAGAGUACAGAACAGAAGGCCAGAUUAAAAAAUGCCAGGGCUCUUUGCAAAAUGGGAUAAUUUGAAAAUUAAAGA

>Chr7:ENSMUSG00000075851:-1:66826144:66826344:rev-SNORD115

UAAGUGGUUGGAUUAGGUUAGGUGAUAUCCAAGUAGAUGUAGCCGAAUUCUGUCUAGGACUGGGUCAAUGAUGACAACCCAAUGUCAUGAACAAAGGUGAUGACAUAAAAUUCAUGCUCAAUAGGAUUACGCUGAGGCCCAACCAGGGCACAGGGUCACAAGAGGUCCGUUGACUCCUUGGGGGGCUCUAGGGUGACUUC

>Chr16:ENSMUSG00000089311:1:54628503:54628703:SNORA17

CUAGUGCAAAUCUUUCCAUUAAAAAUUAGUGUUUCUCACUGCCACCAACAGCAUUGCAUGGCUGGCUGCUGUUCACACAAUUCAAUAGGUGGCAGAGAAGAGGUUAUGUUUAUGCACUGUGUUCUGACUUGUGAACACUUGAAUGAUUAGUAGCCUAACUUUCUCUAAAAACCAGCAAGCCUGAUACAACCACUAGUCUG

>Chr12:ENSMUSG00000089203:1:25463847:25464047:SNORA70

UGCUGCACAUACAUGCAGAUAAAACACACAUACACCUGCAACCAAUUAAGCCAACCAAGGCCUUUCCCCAUGGGGGCCUAGUGUGCAAUGCUCACAAACAGCAGCCUCCUUGACAUGGGGUCUGUUGCCGAUCUGGGUUGCCCUAAGAGACCUUGGAGUAAUUUUCCAGCAGUUAUUUAAGUCCCUGAUCUCAGUGUUGU

>ChrX:ENSMUSG00000088047:1:139848405:139848605:SNORA17

AAACAGACUUCAGGAUUAAAAGUUAGUAAAUGGUGCCUUCCCUUAGAAGCAUUGUGGGUGUGGUUGCUGUCACAUGUGAAUCAGUAGAUGGCAAAGAGGAGAGAGGCAAUGUCUGUUCUCAGUGUUCUGACCUAUAAAUAUCUUUUGAUUGGUAGCCUAAAAUUCCCUGGAAAAAAAAGUGAGAAGACCACCAGUCCAGA

>Chr4:ENSMUSG00000080370:-1:56774754:56774954:rev-SNORA42

AUGUUGAAGGCUGAGAUGCAAUAUGGUUAAGUCUUUGUAAUACCUGGGUUUGGAUUUAUGGCAGGCCUGACUCAGCGUUAGUGUCCCUUGCUAGAACAAACCUGCCCUCGGCAGCCUGCCUCUGCCUGUAAGGCACUGGCACUGAGGUGGGUUACACGUUGAUGGUGGCUGUUGCGGGCGAAUCUUUGUGUUUGGGAUAG

>Chr4:ENSMUSG00000064595:1:56926477:56926677:SNORA44

UCUGUGUGUGUCUAGUUGUUCUAAAGAUAAGGUCUGUAGCAUAUUCCAGGGGCUGUGGCUGCUUGUAGCCAUGGGAUCUCCAAGCGCCUGCCAGAGCAAUGGAGAGACUGGCAGCCCAGGUCAGCACAGGGCCUGCAGCGGCCACUCAGCUUUCCUAUAGAUUCUGGAGGAAAAACAAAAGCUAAGGUCUGGCUAUGUAG

>Chr5:ENSMUSG00000087791:1:100084686:100084886:SNORA31

UCUUCUAAUUUUCCCAUUUAAUUAGUUGGAGAAUGCCUCUGUUUGAUACGCACAGAGCAAUUAUUGUCUGCUGCUAUGGCAUCCAUUACAGAUGCAAGAAAAGCAUCCUUGUGUUUUCUGUCUGUCUGACUGUGGCAGCCAAGAGUGAAGGGCAGGAACAGAGGAAAGUGAGCAGUAGUUUCGUAACUCAGAUGUAAGCU

>Chr11:ENSMUSG00000064540:-1:77994733:77994933:rev-Snord42a

CAAUACCCUGAUAAGGUGAGUUGGGCCAGGCAGAGAUCAGAAAGCUUGUGGGCCUUUACUUAAGCUCUGUGCAAAUGAUGGAAAACUCAAUGUUUGGAAAAGAAUGACACCAACAAAGGAACCACUGAUGCUGAGGAGGGAUAUGGGAAGGGUGUGGGAAGGGCAGGGGUUGUGAGCAUCUAACUCUGAGGCUUCCUUCU

>Chr13:ENSMUSG00000077578:-1:106013314:106013514:rev-SNORA17

AAAAUAUGCAGUGAUAUUGUAUAAAGUAAAGCUGCCCCUGUCCCUAGAGUUUGCAGAUGUGGCUGCUGUGUCCCACAUAAACCAGAAGGUGGCAGAGAGGAGAGAGGCUGUGCUGAUGCUCAGUGUUCUGACCUAGGAACAUUUAAAUGAUAAGUAGCCUAACAUUCCCUGAGAAAAGCAAGGCUGAGACAACCAUCAUC

>ChrX:ENSMUSG00000065266:1:90496779:90496979:SNORA16

GUAGCUUCCAAUUCCUUUCAAAAGAAUUCAAGUGGCAGCCCUUAUCAAAGCUGCAGCUGUUUCCACAUAGCUGAUGUGGUCAAAAAUAAGCCUCAAGUAACAGUUUUCCUUAACUGCCAUGGUUCCGUUUACUGUAACACAUCUAAGAUUCUAGGGAAAGACAGGUCCAUCUUGACAUUUCUGAGAAGGUCAGAGAUGCU

>Chr8:ENSMUSG00000089309:-1:79670215:79670415:rev-SNORA17

GCAAGGAGGCAUCAACAAUGCUGCCCUAGAGGCAAUACAGCAAUACAGGUGUGGUGGCGUGGCUUCUAUGUCAGAUGUGCAUCAGUACAUGGCCGAGAGGGGCGAGCCUCUGUCUACAUUCAGUGUUCUGACCUGGGAAUAUCUGAAUGAUUAGUAGCCUAACACUCCCUGGGAAAAAAAAAGCUAGCCUGAGGUGGAUA

>Chr7:ENSMUSG00000075916:-1:66631022:66631222:rev-SNORD115

UAAGUGGUUGGAUUAGGUUAGGUGAUAUCCAAGUAGAGGUAGCUGAAUUCUGUCUAGGACUGGGUCAAUGAUGACAACACAAUGUCAUGAAGAAAGGUGAUGACAUAAAAUUCAUGCUCAAUAGGAUUACGCUGAGGCCCAACCAGGGCGACAGGGUCACAAGAGGUCAGUUGACUCCUUUGGGGGCUCUUGGGUGACUU

>Chr14:ENSMUSG00000087772:-1:68784971:68785171:rev-SNORA17

AAGGAAAGGAAAGGAAAAAGAAAAGAGGAAAAAAAGGGAACCUACCCUAGAGGUGUUGCUGGUGUGGCUAUUGUGUCACAUGUUUAGUGGCAGACAGGAGAAGUUAUGUCAAUGCUCAAUGUUCUGACCUAUAAACAUUGGAAUGAUUCGUAGCCUAACAUUCCCGAGUAAAGCAAACCUUAGAUGACCACCAAUCCGGC

>Chr10:ENSMUSG00000065692:-1:8543777:8543977:rev-SNORA36

ACACACACACACACACACACACACACACAUACACACAGAGACUGUUGAGUUCAGUUCAGGGCACCUUCUCUGUUCUGUUAAUUAAACUUUGGGACAUUGAAAGUGGCUGAGGAAAAAAAUAAUUGAAUAGAGAGUAUUAUUCUAUUCAUAUACUUCCUAGCCUAAACCAAUUAAAUAAAAAAAAAUUCACCACCUCCUGG

>Chr9:ENSMUSG00000077465:1:89053801:89054001:SNORA17

CCCUAGUCUGGCUUAAAAUUCAUUAUGAAAAAAGGAAUACCGAGGCACUGAAGAUGUGACUGCUAUGUCACUUGUGUGUCAGCAGGUGGCAGAGAAGAGAGAAGCUAUGUCUAUACUCAGUGUUUUGACUUAUGAACAUGUGAAUGAUUAGUAGUCCAACAUUCACUGAAAACAGUGAGUCUGAGAUGAGCAUCAUUCUA

>Chr4:ENSMUSG00000077687:1:109209609:109209809:SNORA17

UUCUGGGGAAUACCUUCUAAAAGGUUUAGAAAUAUCUGCCCCUAGAGGCACAGCAGGUGUAGCUUCUGUGUCACCCGUGCAUCAGUAGAUGGCAGAGAGGAGAGAGGAUAGGUCUAAGCUCAGUGUUCUGCCCUGUGAGCCUCUGAAUGAUAGCAGUGUAACACUCCCUGAAAAAAGGGAGCCUGAGAUGACCACCAGUC

>Chr18:ENSMUSG00000077599:1:82177772:82177972:SNORA17

GAUAGAUAGAUAGAUAGAUAGAUAGAUAGAUUUAGCCUGCCCCUACAGACAUUGCAGGUAUGGGUGCUGUAUCACAUUGUGUCAGUAGGUGGCAGUGAGGAGAGAGGCUAUGUCUAUAUGUCAGAUGACCUGUAAACAUCUGACCGAUUAGUGGCCUAACGUCCCUGAACAAAAAAGAAAAAAGAAAAACGAAAAAAGAA

>Chr11:ENSMUSG00000077632:-1:71101894:71102094:rev-SNORA17

AAUCAUGGUGUCCCAGGAAAAGAUUAACACAAUACCUGCCCCUAGAGGUGUUGCAUGUAUGGCUGCUGUGUCAUGUGUGCAUCAGUAGGUGGCAGAGAGGACAGAGUCUAUGUUCAGGCACAGUGUUCUGACCUAUGGACUUCUCUGAAUGAUUAGUGGCCUGACACAAUCAGAACAAAGCAAGGCCAAGGCAACCAACA

>Chr15:ENSMUSG00000080461:1:57978134:57978334:SNORA11

ACACGCGUCUUGUCAGAACUUGGAUAAAGAUGUUAUGGGGUGUGCUCAGAGCAGGUGGCCUGAAGAAUGGCUUCUCUGUUUACAACACACCCAAGAAGAAUCUGGGACCAUUGUAAUGAGGGGCACAAGCAGUUCCCUCUCUGUGAAUGGAUCCCCUACAUGUGUCUCCCCUAUUCAUCCACAUGGCUUCCAGGCAAACC

>Chr5:ENSMUSG00000087813:-1:20622860:20623060:rev-SNORA40

AUGAUUUUCACAUAGUGGGCCUUAGGAAUCCGUGUGUUUAAUGCACUUGUGUGUGUUUUUGUUUAACUUGUGGACAAAGACUAUGUGCAAAAACUAAAUCCCCUUUUGUAUCUCAGAACUCAUCGUUCAGUAUGCCUUGAUACAGAUAAAAAUCGAUAUAGGCUGGGGUUGUAACUGAAUUGGUAGAGCGCUUGCCUAGC

>Chr16:ENSMUSG00000088058:1:84737558:84737758:SNORA70

AAACUUUUAGUAACAACAAGAAUUACAAUAAGGAAUUUGGACAUAUAUACUAGUCCUUUCCCCAUGGAGAUAUGGUGUGCGAUGGUUGCAAACAGCAGCUUCCUUGGUAGUGUAUGGAGCCUGUUGCCUAUAUGGGUUGCUCUGAAGGACCUUGGAGGCAAUUUCCUGGCAGUUAUUCAAGUCUCUGAUCUCAAUGCUGU

>Chr14:ENSMUSG00000077689:1:19646650:19646850:SNORA17

GAAAGCCUUCAUCAGUAAGAACUUAAGGAGUCACUGCUCCUAGGGGUGUGGCAGAUAUGGCUUCUGUGCCACAUGUGUAUCAGUAGAUAGCAGAGAGAGGAGAGAGGCUAUGUCUAUUGUCAGUGUCUUGAUUCUAUGAACAUCUGAAUGAUUAACAGCAUAACACUCCCUGAGACAAUCAUCAGUCUGGUGCCAGUACA

>Chr7:ENSMUSG00000075979:-1:66936372:66936572:rev-SNORD116

CCAGAGCACUCCAGAGUACUGGAACCACUUGAUGCAAUGCACUGCAACGUGCUUGGAUCUAUGAUGAUUCCCAGUCAAACAUUCCUUGGAAAAGCUGAACAAAAUGAGUGAAAACUCUGUACCGCCACUGUCAUCGGAACUGAGGUCCAGCAUCUUGGGUCUCCCAGGUGCUAUGGGCGUCAGGCACAGGCUGCCCAACA

>Chr7:ENSMUSG00000075975:-1:66730931:66731131:rev-SNORD115

UAAGUGGUUGGAUUAGGUUAGGUGAUAUCCAAGUAGAGGUAGCCGAAUUCUGUCUUGGACUGGGUCAAUGAUGACAACCCAAUGUCAUGAAGAAAGGUGAUGACAUAAAAUUCAUGCUCAAUAGGAUUACGCUGAGGCAAAACCAGGGCGACAGGGUCACAAGAGCUCCUUGGGGGGGCUCUAGGGUGACUUCCCUGAAG

>Chr10:ENSMUSG00000077200:1:39829232:39829432:SNORA17

CAGUUCCAACAGAUACUCAGUAUAAGUUAUAACUGCCUGCCCCUAGACGUAGUGCAGAUGUGGCUGCACUGUCACGUGUGUGUCAGUAGACGGCAGAGAGGAAAGAGGCUAUGUCUACACAGUGUUCUGACUAUGAAUGGCUAAAUGAUUAGUAGCCUAGCACUCCCUGAGAAAAGGUGAGCCUGAGACAACCACGAGUC

>Chr7:ENSMUSG00000088948:-1:118219558:118219758:rev-snoU97

GUCAGUGCAGAAGUCUCUUGCCCGAUGAUUAUAAAAAGACGCCAAAGAGGACUUAAAGCUGGAAUUCUUUUUCCUUUUAUUCUCUCCUCUACUCUUAUGUCUUCAACUUCUUUUCUACUUUUCUCUGCUUUUUCUCUCUGGAUGUCCAGCGUCCUAUGAGCGAAGAUUAUGAGAUAUGAGGGCAAGUUUCUAAGUUAUUU

>Chr14:ENSMUSG00000084447:1:79003478:79003678:SNORA40

AAAUAAAAAGCAAAUCUUUUCAAAUUCAAAGAUUUAUAUGCUUUUAAAAAUGUUAAUGAUAUUAAGAAAUCAUCACUAUCAGGUGCAAAAUAUAAAUCCUCUUUUGCAACCAAGAGCUCAUUGUUCAGUAUGAGUUUUGAUACAUACAAGAAGGAAUUUUUAAAAAAUUAUUAUUAUUAUUAUUAUUUUACUAUCAGCAG

>Chr7:ENSMUSG00000075726:-1:66738383:66738583:rev-SNORD115

UAAGUGGUUGGAUUAGGUUAGGUGAUAUCCAAGUAGAGGUAGCCGAAUUCUGUCUAGGACUAGGUCAAUGAUGACAACCCAAUGUCAUGAAGAAAGGUGAUGACAUAAAAUUCAUGCUCAAUAGGUUUAUGCUGAGGCCCAACCAGUGCGACAGGGUCACAAGAGGUCCGUUGACUUUUUGGGGGGCUCUAGGGUGACUU

>Chr13:ENSMUSG00000077279:-1:57032145:57032345:rev-SNORA17

AGAGAGAGAGAGAGAGAGAGAAUUCACCAAUAAUAAAACAUCCCGAGAGGCACUGCAUGUUUGGCUGCUAUGUCACAUGUUUGUCAGUAGGUGGCAGAGAGGAGAGGCUAUGUCUAUGCUUAGUGUUCUGGUCUAGGAACAUCUGAAUAUUAGUAAUCUAAUAUUCCCUGAAAAGACCGAACCUGAGAUGACCACCAGUC

>Chr8:ENSMUSG00000088037:1:26742387:26742587:SNORA70

CCUUGAAUUGGGGGACGGGGACGGCAGGAGGAGUCUGCUGCCAGUUAAACUGAGCAGGUCCCUUUCUUGAUGGGGCCUGGUAUGCAGUGGCCACAAACAGCAGUGUCUUCGAAGAGCACGUUUGUUGCCUGAAUGGGCUGCCCUGAGGGGUCCUGGGGACAGUCUCCUGGCGGCUGUUCCGGUAUGUCUGAUCUCAGUGC

>Chr16:ENSMUSG00000089036:1:19307755:19307955:SNORA17

AAGUUUAUAAGAGUGACUACAUGGAAAAAAAUCCUGCCAGACUUUAAAGGCAUUGCAGCUGUUCUGACACAUGUGUGUCAGUAGGUGUCAAAGAGGAGAAACACUAUGCCUAUACUCAGUAUUCUUACCUAAGAACAUCUAAAUGAUUAAUAGCCUAGCAUUCCUUUAAAAAAAUGAGAACAUAAGAUGACCACCAGUAG

>Chr8:ENSMUSG00000077527:1:87574041:87574241:SNORD41

UUCAGGAGGCAGCCUGCAGGUGAGCCCUGACCCCUGACCCCCAUUCUUACGGUGGCCCUCACCCUGGGAAAUGAUGAUGCCUGUGACUGCUGACAAGACUCUGAUGUCUGUUGUAUUCGUACUGGCUGAUCCUGGAUACACCCUCCCUAGCUGCCUGUGGUGCUGCUCCAUCCCCUAGGGUUGAUGAAGCUUUCCUUCCU

>Chr2:ENSMUSG00000064722:-1:119566528:119566728:rev-SNORA44

CUCUAGAUGACUGACUGAUAAAGGGAGAAGUUGGGGGGGGGUGUUUCCAGGGGCGGUGGCUGCUUGUAGCCAUGGGAUCUCCAACUGCAUGCCAGAGUAAUGGGGAGGCUUUGACAGCCCAGGUCAUCACAGUGCCUGCAGCUGCCACUCAGCUUCUGUAUAGAUUUUGGAAUUAAAAAAAAAAAAAAAAAAGGAGGAGG

>Chr7:ENSMUSG00000075756:-1:66867314:66867514:rev-SNORD115

UAAGUGGUUGGAUUAGGUUAGGUGAUAUCCAAGUAGAGGUAGCCGAAUUCUGUCUAGGACUGGGUCAAUGAUGACAACCCAAUGUCAUGAAGAAAGGUGAUGACAUAAAAUUCAUGCUCAAUAGGAUUACGCUGAGGCCCAACCAGGGCGACAGGGUCACAAGAAGUCCGAUGACACCUUGGGGGGCUCUUGGGUGAAUU

>Chr2:ENSMUSG00000087964:-1:57506058:57506258:rev-SNORA38

AAGUUGGUAAAAUAAAACUUUUCCAUCCUCCUACAAAGGCAUGUUUUUGGUUCCCUGUCCUUGGACAUGUAAGAAUCGAGGCAAAGAAAUUUGGUGCAUUUGGAAAGGUCUGGGACCAACUCCCCACCCCCACCCCACCCCACCCCACCCCUGCACAGGCUCAAGAUCAACCAUCCCACAGAGGAGAAAGAAAGAAAGAA

>Chr3:ENSMUSG00000088260:-1:33291950:33292150:rev-SNORA48

GUCCCCCGACCCACAACCCCUCUACCUGUUGUUCUGGCAAUGGGCAAAGAGACACCUUGUUGGUGGUGGUGUUUUUAUAUCAGUCAGGGGCAAAUCAGAUGGCAGUACUUUGUUCAUCCUAGCUUGAUGCCUGGCUUGAUGGUCAAAGCUGUUUUAUGCCUAGGACUCAUAAAAAUCAAAUCAAACCCAGGCAGCACAGC

>Chr6:ENSMUSG00000077339:1:38963628:38963828:SNORA17

UUUCUUCCCAGAGGAACAAUAAGAAUAGAGAGAGGCCCUGCCCUUAGGGGCGUUGUAGGUGUGGCUGCUGUAUCACCGAUGAGUCAUAGGUGACAGAGAGAGGCUAUGUCUACACUCAGUGUUCUGAUCCGUGAACAUCUGAGCGAUUAGUAACCUAACAUCCCUUGAAAAAAGUGAGCCCUGACACCGUGCUAGGUGGC

>Chr17:ENSMUSG00000075780:-1:13624852:13625052:rev-U6

UAUCCAAAUAUGGCCAAGAAUUUUAUUAAAUUAAAAUGCAAACAGCAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUAAAACCAGUAAGGGAGAAAGGUCAAGUAACAUAUAAAGGAAGGCCU

>Chr9:ENSMUSG00000089005:1:107807508:107807708:U6

AGUGUGUACUAAGCCCAAGCUCUUGGUGGCCCAUGAGAUACAUCUUCCGCAGGCUGGAUAUAAAAGGCCUUCUUUUUUAUACAGUACAGAGAUUAGCAUGUCCCUUGUGCAAGGGUGACUCGCAGAUCUGUGAAGGGUUCCAUAUUUUUUGAUGAUUUUAAUUAAUGCUAUUAAAAAAAAAAGCUGGGGCUGGAGAGAUG

>Chr5:ENSMUSG00000084731:-1:84118990:84119190:rev-U4

UAUAUAUUAAAAUUAUUGUAGGCUUGAAAUUGUAGACGCUAGCUUUCCAUAGUGGAAUUAUUGCAGCCAGUGAGGUUUAUCUGAGGCGUGGUUAUUGCUAAUUGAAAUUAUAGAUGCUGUCCAAUUGUUUUAUAGUAUUUUACCCACACCUUUUUCAAAAGGACUUCCAGAAAAUAUUAGUCAGUCUGUUUAUUUCUGUU

>Chr3:ENSMUSG00000088218:-1:146050657:146050857:rev-U6

AUCUUAUUAACACCAUCAGUUACCAAUUUCAUACAAAACCAAACCUUUAGUGCUUGCUUCUGCAGCACAUUAAACACUGAAACAUGCAGAGAAGAUUAAUAUGUUCCCUGUACAAAGAUGCCAUGCAGAUUCAUGAAGUAUUCCAUAAUAUAAAAACAACAGCUUUUAGAUCCUAUUAUGGGUCAAAGUGCUUGAUGCCA

>Chr6:ENSMUSG00000065239:-1:96419377:96419577:rev-U6

AUCACGUUGAUGUGGAUUUUUCCGUGUUUAGUUGAUCACAACAAUCAACCUGGUGCUCGCUUCGCCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACAAAAUAAUCGUCCUGAUUAUGGUUCAGCCUGAAAAGUUUAGGUCUGGGGAAGAGGUGCUGCCCUUCUAGUA

>Chr11:ENSMUSG00000065298:1:72695275:72695475:U1

AAUAAAAAAUAGUAUACAAUACUUAUCUGGCAGGGGAGAUAUUAUAAUCAAGAAAGUGAUUUUCCCAGGGUGAGGUUUAACUAUGACCCUUGGGAUGUGCUGACCUCUGCUAUUUCCCCAAACAUGGGAAAAUUGACUGUAGAAUUUGUGAUAGUGGAAGACUGUGUUUACACUCUCCCUUACAUUAAAAGAAAAUGGUA

>Chr15:ENSMUSG00000084739:1:81422476:81422676:U6

UAAACAGUUUAUACCAAAGAUUAAGAUAAAUCAAACAUUUAAUUUUGUGCUUAUUUUGGCCACACAUAGACUAAGAUUGAAAUAAUACAGAGAAGAUUAGCAUGGUUCCUGUAUAAGGAUGUCACAAAAGUGAGUUGGGCAUGGUCAUUUUUGUACACCUAUAAUUCCAACAGUCAAGAUGCGAUGGCAAGAGGAUUGAG

>Chr2:ENSMUSG00000077518:1:181396964:181397164:U6

ACAGCUAAACAGGUAGAGCUCUAAACUCAGCUACAUUUCUAAAGCUGGGCUCACGUUGGCAGUACAUAUACCCAAACUGGAAUGAUACACAGAAGGUUAGCGUGGCCACUGUACAAAGAAGACACAUAAAUUUAUAAAGUAUUGCAUAUUUUUCCUAAUUAACAGUGCUGUAUCACACACAAUUCUUUAAUGGGAGACAA

>Chr9:ENSMUSG00000064673:-1:46438149:46438349:rev-U6

CACGGAAUAAGAGAUGCUUUUGAGGAUGUGCAAAAAAGGAAGAGCUCGUGCUCGCUUCGGCAGCACAUAGACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGUGCAAGGAUGACACGCAAAAAAGGAAGAGUUCAUACAUAUUUCCGGUCAGGAAGUCAAAACAGUGCAGCUACUUUCCACUUCAACGAA

>Chr11:ENSMUSG00000089438:1:69054053:69054253:U6

GUAUGUUUUCAUCUAUAAUAUAAAAUAAGAAAAUAAAAUUUAACAACAGCACAGUGGUGCAGCUUAUUACUAAAAUUGGAAAAACACAGAGAGGAUCAGCGCAGCCUCUUUGCAAGGAUAACACACACAUUCACAACACUUCUAUGAUUCUAUCUCCUAGAGAUGUCGGAGAGGCUGUACCCAUCAGGUCUCCUCAACAC

>Chr1:ENSMUSG00000088916:-1:9824531:9824731:rev-U6

AGGCCAUCCUGGAAAACUUAGUGAAAAGCUGUCUCAGAAGUGAAGGAAGUGCUUGCUUCAGCAGUGCAUAUAACUAAAAUGGGACAAUGGAGAGGAUUUGCACAGCCCCUGUGCAAAGACGACACAAAAAUCUGUGCAGCAUUUUGGUUUCCUUAAGUGAAAACGAGGCUGAGGAUGCAGCUCAGUAGUCAAGCACUAAC

>Chr1:ENSMUSG00000088705:-1:132970182:132970382:rev-U6

ACUUAUGCCAGAUAACUGCCAAGUGUGCCUUGGGGCAAGCAUCAGUAUAGUUUGGUGGUACCACACUCACUAAAGAUGGAACUAUACAGAGAAGACUAGCAUGGCCCCUACACAGGACAUGCACAUCCAUGAAGCAAUCCAUCCAUCACUUUCCAGAGGACGGGUCCCUGCUAGGUUUGUGGGGCAACAUUUAUUUCCCU

>Chr17:ENSMUSG00000088499:1:55800887:55801087:U6

AAUCAAAACAAAACAAAAAAACAAACAAACCAAAAAAAACAAAGCAAGUGCUGGCUUUGGCAGCACAAAUACUAAAUUACAAUGAUACAGAGAAGUUAGGAAAGUUCCUGCACAAGGAUGGCAUGCAAAUUCCUGAAGAAAAUGCAAUCAACAAAACCCCUAAAAUUCCAGUUGUGAAGUAGCAAAAAAAUAAUUGUAUG

>Chr7:ENSMUSG00000084484:-1:131085571:131085771:rev-U2

UGUGAGGAUUAAUAAAUAAUUCCAAGAGUUGUUUUUUCAAAGGAAAGAAUAGUGUCUAUGCCUUUUGGCUAAGAUCAAGUGUAGCGGCUGUUCUUAUCUGCUUAAUAUCUGAUGUGUUUUUUAUUCAGAGAAAUAGCAACAAGGAAAAAUGAAAUGGAAGAGAGAUAGAAUGGUAAGAACUAAUGAAGGGAAGAGAGACU

>Chr15:ENSMUSG00000088388:1:8970157:8970357:U7

GGGUAAAUGACUGAAUUGAUAUGCAAAUACAAGACUGGGCUUUGGUCUGCAAGUGGGAGCUACUUAGAGAGCUAAUACAGCUUUUAGAAUUUUGUCUAGCAGGUUUUCUGAAUUUGGUUGGAAAACCUAUGAGCUACCUAAAUAGGUGUCUAGAGAGCUAUCUCGAGCAGACAGAGCUGUCACUUGGACCCCUUCAUUGA

>Chr13:ENSMUSG00000070172:1:17297808:17298008:U6

AAUAAUAUAAACAGUUCUACAGUUCUUUCCACUAAGAAAAAAUGUCGUGCUCGCUUCAGCAGCACAUAUACUAAAAUUGGAACAGUACAGAGAAGAUUAGCAUGGUGCCUGCCCAAGGAUGACACACAAAUUCAUGAAGCAUUCCAUAUUUUUAUCAGAAUUACAACAGAUUUUUCACCAGAGACUAUGAAAGCCAGAAG

>Chr9:ENSMUSG00000084638:1:114747243:114747443:U6

AAUCACUUAUGGAAAACGCUAUCCAGUGUCAGCAAGAAACGGGACACGAGCUCGCUUUGGGAGCUCAUAGGGUAAGACUGGGCAGAUACAGAGAAGAUUAGCGUGGCCUCUGCGCAAGGAUGAUGCGCAAAUUCACCCGCUUUCUCCUUUUAACUCAGUUGAGGAUCCCAGCCCACGGAAUGGAAGCUUCUGCCCACUCU

>Chr4:ENSMUSG00000070228:1:116875091:116875291:U5

AGUGACAGUCAGCCGAGGACAGUGGGCGGAAACGCAGCUCCAUACUCUGGUUUCUCUUCAGAUCGUAUAAAUCUUUCGCCUUUUACUAAAGAUUUCCGUGGAGAGGAACAACUCUGAGUCUUAACUCAAUUUUUUGAGGUCCUGCCUACCCAGGACUACUAUUGCAUGUUGAAAGUUAGUAGUGUUUAAGACCACAUUCU

>Chr1:ENSMUSG00000088318:1:89147673:89147873:U6

GGAAAAUUUGAGGCCAGCUUGGGUUAUAUAGCAAGAUGCUACUAAAAAAAGCAGUGCUGUCUUCAGUAUACUAAAAUUGGAACAACACAGAGAUUAGCAUGGUCCAUGUGCAAGGAUGCUGGGAAAUUUUACAAAGAAGUCCAUAUUUUUAAAAGGAAAAAAAAAGAAGCUGGGGUUAGGGCUAAAUGCACAUGCCUUGU

>Chr9:ENSMUSG00000089277:1:18483523:18483723:U6

AUUUAAGACAAUUCUGGGCAGCAUAAAUCAAAUAACAUAACAAAAGAGAUGCUUGCUUAGGCAGCACAUUUAUAUAAUAUUGUAGUGACACAGAGAAGAUUAGCCUAGCCCCUGUGCAAGAAUGACCCCAAAUGUAAAGCGAGCGUGUGUGCGCGCGCGCGCACACACACACACACACACACACACAAAGGGGUGAAGGA

>Chr1:ENSMUSG00000064842:1:3092052:3092252:U6

AAAUGACUCAAGUCAAGUUUCUUGCACUAAAAUAUAAAUGUUGAGUGCUUGCUUCGGCAACACAUACACUAAAUUUUGAACGAUACAGAGAAGAUUAGCAUGGGCCCUGCACAAGGAUGACACACAAAAUAUAAAUAUUGAGUAACAAAAAUAUAAAAUACUCUGUCCACAUUAAUUAGGGCUUGCCUCAUGUUAAAGUC

>Chr14:ENSMUSG00000064973:-1:55068748:55068948:rev-U6

UAAAUGAAAAAUUUGUCACAAUAUAGUGCUAUUCAAAAGAUAUGGGAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUAAAAAAAAAAAACAAAAGAUAUGGGAAUCUUUUGAACUACAAAACU

>Chr7:ENSMUSG00000080413:-1:16820050:16820250:rev-U6atac

UUGCCUGGCAAAAAUUUCUUUUUGAAAGUACACUUUGGUGUUGUAUGAAAGGAGAGGUUAGCACUCCCCCUUGACAAGGAUGGAAGAGGCCUUGGGCCUAACAACACACAUACGGUUAAGGCAUUGCCUAUUACCUAUUUCGUGGCAUCUAACAAAAUAAAAGAAAAAACAAAAACAACAAAAAAAAAAAGAAGAAAAGG

>Chr17:ENSMUSG00000088330:-1:13313379:13313579:rev-U1

UCCAUAGAAACCCCUGCCACCCUUACCUGGCACGAGAGACGCCUCGAUCACGAAGGCAGUUACCCAGGACAAUGGUUUCUCAUUGCACUCUGGGUAUGUCAGCCCUUGUGAUUUUUCCCAAACGUGCAGAAUGCACUGUAUAAUUUGCAAUAAUGGGAGGCUAUGUUUGUGCUUGUCCUUUAAUAAAUAAAGCCCUACCA

>Chr1:ENSMUSG00000089489:-1:32625135:32625335:rev-U7

CUGAAUUGUUAUGUGACAAAAAGAUUGGGCUUUGGUGUGACAGAGCUACCUAGAGAGAACUGCUCAGAGAGCUAACACAGCUCUUGUACAAUUUUUCUAGCAAGUUUUCCACACUUUGGUUGGAAGACCCGUGAGCUACCCAGAGAGCUGACUAGAGAGCUGUCUCAAGCAGACCACAGAGCUGUCAGCUGGCGCCCAUC

>Chr5:ENSMUSG00000064651:1:136351480:136351680:U6

GAACUCAUAAAUAAAAUAAAUAAAUAAAUCUUUAAAAAAAAAAAGAGUGCUCGCUUUGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGACACGCAAAUUCAUGAAGCGUUCCAUAUUUUUGCCUCAGUACAGGGGAACGCCAGGGCCAAGAAGUGGGAGGGGGGUAA

>Chr13:ENSMUSG00000065656:-1:45121573:45121773:rev-U6

CUGUUUUAAAAAGAAAUUGAAUAAGGAUAGUUUCUAAAAGAAUGUUCCAGGGCUUGCUUAGACAGCGCAUAUACUAAAAUUGGAACUACAGAAAAAUUAGCAUGGCCCCUGUACAAGGAGGACAUGCAAAUUCAUGAGGUGUUCCAUAUUUUUCUGAAAAGAAAGCUGGCUUUGCCUAUUUCUUAUUUAAAAAAAAAAAA

>Chr3:ENSMUSG00000088152:-1:58782763:58782963:rev-U2

CAAAACCAGGACUGGAUACUUCCUGGACUUGGGGCUAAAAACAAGUGUAGUAUUUGUUCUUGCCAGUUUAAUAUCUGAUACAUCCUCUAUCUGAGGACAGCUGGAACUGGAGUAGGAGUUUGUUGGGUACACUCCACAAGUUGACCUGGUAUUGUAGUACCCUUUGUCCUGGAAUAAUAUUGACAAAUAAAAAUAAACAA

>Chr7:ENSMUSG00000075906:-1:5228899:5229099:rev-U6

AGAUGGCUCAGCAGUUAAGAAUGUGUACUGUUAGGAGUGAGAGACAAGUGCUCCCUUCAGCAGCACAUAUACUAAAAUUGGAACAGUACAGAAAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACAUGCAAAUUGGUGAAGGGUUCCAUAUUUUUUAAGGUAAAAUUUGCCCAGAGAACUCUCAAUUCUGAAUAUCUAUGC

>Chr7:ENSMUSG00000065659:-1:30522290:30522490:rev-U6

AAGCUUGCUAUGCUUGUUCAAACUUUUCUUCAUAAGACUUAACCAGAGUGCUCACUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACAUGCAAAUUCGUGAAGCGUUCCAUAUUUUUCUAGCUGCAUAUGUAUCAAAAGAUGGCCUAGUCGGCCAUCACUGGA

>Chr18:ENSMUSG00000065746:-1:84911532:84911732:rev-U1

AAAGAUUCACAGUAAACCAAGCCAAUUUUAGAAGAGGAGAUAUCAUGGUCAUGAAGGAAGUUUUCCCAGGGCGAGCCUUACCCAUUGCAGUCUGGAUGUGCUGACCCCUAUGAUUUCCCCAAAUGCAGGAAACUGCAUAAUUUGUGAUAGUGAGGGACUAUGUUCUUGCUCUACCCUGAUUAAAAAGAAAAGAAAAGGAA

>Chr6:ENSMUSG00000065051:1:18677245:18677445:U6

CCAUCCCAAACAAAGGCUUCUGGAUGCCAGCAUAAGAAAAUAUUCAGUGCUCGCUUCAGCAGCACAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGACAUGCAAAUUCGUGAAGCAUUCCAUAUUUUUAAAAUUCCUCCUGACACAUAAUAAUCAGAACAACAAAUGCACUAAAU

>Chr3:ENSMUSG00000065130:-1:142435888:142436088:rev-U6

CUUGUUUGACUCUACUUUCAACACUCUCUCUCUCAAAAAAUAAAAACAGUACUCCAUUCGGCAGCACAUAAACUAAAAUUGAAACGAUAGAGAAGAUUAGCAUGGCCCCUGCCCAAGGAUGACACACAAAUUUGUGAAGCGUUCCAUAUUUUUUAAAAGGGUCAGGAAACUGAAUGGAGCUGUGUAGAGGAACUGGGGAU

>Chr6:ENSMUSG00000065702:1:19574562:19574762:U6

UAUUUACACAAUGGAAUACUACUCAGUGAUUGAGAACGAGGACAUCAUACUCGAUUCGGCAGCAUAUAUACUAAAAUUGGAACAAUACAGAGAAGAUUAUCAUGGCCCCUGCACAAGGAUGACACGCAAAUUUAUAAAGCGUUCCAAAUUGUUUUGUACACGUGAGAGUGUGGACUACAGAAGCUAACAGCUUCAGUGAC

>Chr18:ENSMUSG00000088665:1:63667940:63668140:U7

AUUACUUAGAGAUCUGACACAGUUCUUUUAUCAGGUUUUCUAGCAGCUAUACAGAGAAGACUGUCUGAAGAAUGAACACAGCUCUUUUAUAAUUGUUUUCUGGCUUUCUGAUUUUGAUUGGAAAACCCAAGAAUUACUUCUAAAUUUUUUCUAACAGGAUUUCUGAUUAGGCAGGACAAUCUGAGAAUAGAUAGAGAGAU

>Chr18:ENSMUSG00000088904:-1:49741327:49741527:rev-U1

AUUGAUUAAACAUUCUACAGUCUAAUACUUGCCUGACAGGGGACAUACUGUAAUCAAGAAGGUAGUUUUCCCAGGAUGAGGCUGCCACUCUCACCUUCUGAAAAAGGGGGAGAGAGAAAAGAAAAUUGUGUAGUCUGUUUUCUACUCUACAAGCGAUAAAUACUGCUGUACACAUUACAAAUACCAUUAUUAUGAAUCAC

>Chr3:ENSMUSG00000087877:1:131581170:131581370:U6

UAAUGAAGUGAAAACUGUAAACCCUCAUUAAUUAAAAUUUAAACAACUAUGCCUGCUUUGGCAGCACGUGCACUAAUACUGGAUGACAGAUUAGCAAGGCCGCUGUGCAAGGGUGGCAGGCGAAUCUGUGAAGUGUUCCAUCAUUUCUCAUUCAACUAAGCAAGGCACAUGUGAGCUCACAGAGACUGAAGCAGCAAGCA

>Chr4:ENSMUSG00000084479:1:49487131:49487331:U6

CUGGUUGCUCUAAAGACUGUGGUGCUUCUUUAUAAGUGAUUAAAAUAGUGCUCAUUGCAGCAGCCCAUAUGCUAAAAUUUGAACAAUACUGAGAUUAGCAUGGCACCUGCAAAAGACUGACACACACGUUUAUGAAGCAUUCUGUAUUUUUUGGAGAGUAGGUAAGAAAGUAAAUCACAAGAAAAAAGAAAAAAACUUGA

>Chr9:ENSMUSG00000084652:1:90210733:90210933:U4

UCUUUAAAAGUUCCACGUAGAAGCAGUGGUAGUAUCGUAGCCAAUGAGGUUUAUUUGAGGCGCGAUUUUAUUGAUAAUUGAAAACUUUCCCCAAAAGUUACAUGUAUAAAUAAUAGGAGCCAAAAGCACGUGGUGAAUAUUUUUGAUACUAUUAACCUACUAAUGUAUGGUAUGCUUAAAGAAGUGGCGUGGGCAAGGUG

>Chr7:ENSMUSG00000088216:-1:98541047:98541247:rev-U6

AAGCACAUAAAUAUAUAAUUGAUCAUUAGAUAUAUAUAUGAUGUAUGAGUAGUUACUGCAGCAGCCCAUAUACUCAAAGAAGAAUGAAACAGAAAAGAUUAGUAUGGCGCUGCACAAGGAUAAUAUUACAUAAGAUAAUUUUUUUUUCAUUUUUGAACCUUUCUCUCCUAGAUUUGAGGAUAUAUAUUUAGAAGCAAGAG

>Chr5:ENSMUSG00000065373:1:113473118:113473318:U6

UCCUUUGCUGCCAUUUUUAAGUGAAGUUAAGAAAUGAGAACAGCCGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGACUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCAAGGGAAGCAUUCCAUAUUUUUUCCUGAGUGAGGUAACCCAAUCACAAAGGAACUCACACAAUAUGUA

>Chr5:ENSMUSG00000088048:-1:60892026:60892226:rev-U6

UACCAAGUUUGUGCAAAGAAUGAUUGAAAACUUAAGAAUUAUAAAACAUGAUCCCUUUGGCAGCACAUAUACUAAAAUUGGAAAGAUGCAGAGAUUAGCAUGGCCCCCUGCACAAAGAAGAUAAAGAAAUUUGUGGAGAGAACCGGACAGCUUCUGAGACAGGCGGAAGCACAGAGCCGCUGAGGCAGUACCCUUUGCAG

>Chr16:ENSMUSG00000089426:1:36386228:36386428:U6

AGUUGGUAUCAUUCAUUGUGGAGUUUCUACUCUGAGCUAUGAACACUGUGCUUUCUCUGGCAGCAUGUAGGUUAAAAAUUGGAAUGGCACAGAGGUUAGCAUGGCCCUUGACCAAAGAUGACAUGCAAAUUGAUGAAAUAUUCCAUAUUUUAAAGUAAUUGUCUAGGAAAAAAGGGUCAACACAAUACUGAGUAACAAUG

>Chr3:ENSMUSG00000077253:-1:110367307:110367507:rev-U6

CAUGUUUUAAUGCUUGCUAAAAUAGAAUGGAUUUAUAAUAUUACUUAUGUGCUCACUUCUGCAGUAUGUAUACUAAAAUUGGAGUCAUGCAGAGAAGAUUAGAAUGGCUCCUGUACAAGGAUGACACAAAUUGAUGAAGCAUUCUAUAUUUUUGUAAGAAAAAUAAGUUUAACAGGAAUUAGAAAAAACACAAAAAUGAA

>Chr14:ENSMUSG00000064644:1:118984211:118984411:U6

UCACUUUUCCUCACACCAACAUGGCCACAUGAAGACCAGCACCAUGCGAAGGCUUUGGCAGCCCAUAUGCUAAACUUGGAACGAUACAGAGAUCAGCAUGGUCCCCGUGCAAGGAAGGCAUGCGAAUUCAUGAAGAGGUCCAUAUUCUUUUCCACUUAACUCCAGCACUCAGGAGGCAGAGGCAAGCAGAUCUCUGUGAG

>Chr17:ENSMUSG00000064680:-1:25831012:25831212:rev-U6

UCCACCCCACACACCAUAAACAAAAGAAAAACAAGAAAUAAAAUGUAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACAUGAAAAUUUGUGAAGUGUUUCAUAUUUUUUUUUUUUUUUUUUGCUGAAAGAACCCUGAUAGAGCUGUCUCUUGUG

>Chr9:ENSMUSG00000088044:-1:43713933:43714133:rev-U6

CUGACAUGAACUUCUUGAGACCUGGCCCUGAGAACAGAAAACAAGUCCUGGCUUCUGCAGCCCAUGUGACAAAAAACUGGACUGCUCCAGAGAAGAUUAGCCCGGUCCCUGUGCGUGGAUGACAUACAGAUCUAUAAUAUGUCCUGUAUUUUUAAACAAAACACAGCUCUCCUGUGUGAUGGAAUACCGGCCUGUAAACA

>Chr15:ENSMUSG00000088830:1:52328392:52328592:U6

ACAGUAUCAUAUCAUACUAACAGAUCCCAGAUAGUAAAGAAAAGGACUUACUUGCAUCAGCAACACAUAUACUAAAAUUGGAAUGAUACAGAGAAGAUGAUCAUGGCACCUGUGCAAGGAUGCACAAAUCCAUGAAGCAUUCCACAGAAACUACGUAACACGUAGGGCCCCAAACAGGAGGGAACAAAGCGAGGGAAGUA

>Chr1:ENSMUSG00000084505:1:121426740:121426940:U6

CACAUAUGUGGUACACAGACAUCCUUGCAAGCAAAAUACCCAUAUGUAUGCUUGCUUCAGCAGCACAUAUACCAAAAUUGGAAUAAUGCACAGAAGAUUAGAAUCCCUGCCCAAGGAUGCUAUGCAAAUCCGUGAAACCUUCCAUAUUAAAAAAAUACCUAUAUGCACAAAAUAAUUUUAAAACAUUUAGGGAUGGAAGA

>Chr11:ENSMUSG00000088702:-1:106047730:106047930:rev-U1

GUGCACACACACACACACACAAAGACCGUCUACUCACCUGACGGGAGAUGCCAUGCAGGUGGUUUCCCAGGUGAAGGCUUAGCACGCAGAUAUGCUGACCCCUGCAAUUUCCCCCAAUUCAGAAAACUCAACUGUGUACUUUGUGGUAGUGGAAACUUGGCUCCUACUCUCUCCUGUAAAAAUUUUAAGAAAAAAUAUUU

>Chr13:ENSMUSG00000084753:1:23754842:23755042:U6

CGAUGGGAUCUGAUAACCUCAGACUCUAUUUUAAAGAAUUGAUACAGUUGUUUAUUUUUACAACACGUAUGCUAAAAUUGGCACAAUACAGAGAAGAUUAGUAUGGCUCCUGCCCAAGGACACACAAAUUUGUUCAGUAUUAUGUGUGUUUGCUAUCUUCUGAACAUGACAUGUCUUUUGCAAUCAAGAACUCGCAGAGG

>Chr8:ENSMUSG00000080437:-1:69737157:69737357:rev-U6atac

UGUAUGUAUGUAUGUAUGUAUGUAUGUAUGUAUGUAUGCUCCUCCAAGUAAAGGAGAGAAGCUUAGAAAGCCCCCUCACAAGGAUGGAAGAGGCCCUUGGGCCUAAGAACACACAUGUGAUUAAGGCAAAGCCUUAUUUCAUCCUUGAGUGUCUCCCUUUCUUCUCUCAUUCCACCUAACACAGAAUACUGACACAUUUU

>Chr1:ENSMUSG00000065334:-1:89237983:89238183:rev-U6

AGAACUAAUCUAUACGUGUAAAGCUGGCACUCAGAAGGUAGAAACACGUGCUUGCUUCAGCAGCACAUAUUCCAAAAUUGGAAUGAUACAGAGAAGAUUAGCAUGGCCCCCGUGCAAGGAUGACACACAAAUUCAUGAAGCGUUCCAUAUUUUUGGGGAACCAAUUAAAGAAAAAUGUAAGAUCAGUGUGCCAUUGUGAA

>Chr3:ENSMUSG00000064693:1:79000248:79000448:U6

UGUUUCAGUGAAACAAACAAACAAACAAACAAACAACCCACAAACUGGUGUUCACUUCAGCAGCACAUCUACUAAAAUUGAAAUGAUACAGAGAUUAGCAUGACCACUGUGCAAGGAUGACAAGCAAAUUUGUGAAGCAUUCCACAUUUUGGAAAGUCAUCUAGAGACCGCCCCACCCAGGGAUUCAUCCCAUCUGCAGA

>Chr15:ENSMUSG00000064812:1:21044077:21044277:U6

GUUUAUAAACUUUUUAAACAUUCUCAUAUGAAGAAAUAACAUCUAUGUGCUCGCUUCGGUAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCAUUCCAUAUUUUUACGCUGACACCAUUGCAUACCCUAGCAAGAUUUUAUUGAAAGGACUC

>Chr10:ENSMUSG00000088101:-1:51032360:51032560:rev-U7

UAGCAGAGAAAGAUAGCAGUUCUUUAGAAUUUUCUACCGAGAACAAAGCUCUCUUGGGUUUCUCUGAAAAGCAAACACACCUCUUCAAGAAUUUUUUCUAACAAGAUUUCUGAUUUUAGUUGGGAAAUCCAUAGAGAGUGAAUAUACCUCUUUUAGAAUUUGUCAUAGUUCUUAUUGAAUUUUUUUCUAAUAUGAUUCCA

>Chr2:ENSMUSG00000065127:1:38883250:38883450:U6

ACAACAACAACAAACAAACAAAAACAAAAAACAAAACAAAAAAAAAGUGCUCUCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCAUUCCAUAUUAAAAAAAAAAUAAAACAACAACAACAACAACAACAGCAACAACAUCACAG

>Chr1:ENSMUSG00000088333:-1:97462050:97462250:rev-U7

AUAAUUGAUUUGUAAAUAAACGCAGAGUCUUUGGUCUACAACGGAUUUACCCAGAGAGAACUGCUUGGAUUGUGGCCACAGCUCUUUUAGAAUUUUUCUAGCAGGAUUUCUGACUUUGCUCAGAAAACCCAAGAAUUUUGUCUAGCAUGUUUUCUGGCCUAGGAUAGAUUUCAUUUAGGUGUCUCAACCCCAUCCCCUCU

>Chr12:ENSMUSG00000088922:1:56098012:56098212:U6

UAAGUUCACUCCCUGAUACUGGAAAAAGAAAAAAGGGAUAGUGGGGGUGCUCGCCUCAGCAGCACGUAUGCUAACAUUGGAAGCAUGUGGAGGAAAAUAGCAUGGCCCUGCACAAGGAUGACUCGGAAACUCAUGAAGCACUCCUUUUUUUUUUUUUUUUUUUAAGUACAUAGUGGGAGCUGGAAGGUGCAAAGGCGGGG

>Chr5:ENSMUSG00000089062:-1:100357251:100357451:rev-U6

CCACGCCAGCUGAUGGUCUCUUCUUUAAACUUAGGAAGGACCACCGAGACAUCUGCUUUGGCAGCACACACUAAACUGGAAUGAUACGGAGAUCAGCAUUUCCCCCUGAGCAAUGGUGACAAAGACAUUUGUGAUCUGUUCCAAGUAAAAGAAAUGGGGGGUCUGGAGAGAUGGCCCAGUUGUUGGGUUAGUGCUUGCUG

>Chr5:ENSMUSG00000088623:1:92731159:92731359:U6atac

CUGGUUCCACGCCCAGCACUCCCCAGUCAUUUAUUAGAUUAUGUCAUACGAAAGGAGAGUUAGCUCUCCCCUUGACAAGGAUGGAAGGGCCAUGAGCCUCAAACACGCAUGUACUUGAGGCAUGGGCACCUAGGUUGUGGCAUCUAAUCACUGUCUUUCUAUACCUGUGUCUAGCAUUAAACACUGUGACUUAAACAUAC

>Chr6:ENSMUSG00000064568:-1:112542914:112543114:rev-U6

GAGUUCUAGGGCUAUACAGUGAGGCUCUGUCUCAAAAACAAACAAGAGUGCUCACUUUGGCAGCACACAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCAUGUGCAAGAAUGACAUGAAAAUUCAUGAAGCGGUCCAUAUUUUUACAUAAACAGGACCCAACUUUUUGCUGCUUACAGGAAACACACCUC

>Chr2:ENSMUSG00000064422:1:180432721:180432921:U6

CACCACCACUGCCCAGCGAACAUCAAAUCUCUUAAAGCAGCUACCUGUGCUCACUUCGGCAACACAUAUACUAAAAUUGGAACAAUACAGAGAAGAUUAGCAUGGCCCCUGCACAAGGAUGACAUGCAAAUUCAUGAAGCGCUCCAUAUUUAAAAAAAAAAAAAAAAAAAAAAAAAAGCAGCUACCUAAGUAGAGUGGGU

>Chr6:ENSMUSG00000089083:-1:124691174:124691374:rev-U7

CACCUUGAUCUCACCCUCAUCGAAAGUGGAGUUGAUGUCCUUCCCUGGCUCGCUACAGACGCACUUCCGCAAGUGUUACAGCUCUUUUAGAAUUUGUCUAGCAGGUUUUCUGACUUCGGUCGGAAAACCCCUCCCAAUUUCACUGGUCUACAAUGAAAGCAAAACAGUUCUCUUCCCCGCUCCCCGGUGUGUGAGAGGGG

>Chr10:ENSMUSG00000088436:1:16836558:16836758:U6

AGAGAGAAAGGGAGACAGAGAGAGACAGAGAAAUAUAGCUAUAUGAGAAAGAUGCUUACUUCAGCAGCACAUGUACUAAAAUUGAAAGGAUACAGAGGUUUGCAUGCCCCCUUUGCAAAAAUAAAUUUAUGAAGUAUUACAUAUCUUUACUUCUAGCAGGAACUUUCUAUGCUCCUUUGAAACAUUCUUCAUUUUUUUAA

>Chr14:ENSMUSG00000064399:1:63718326:63718526:U6

AAACUUUCAACCCCAAAUUUGUCCUGUCAACAAGAAAUGCAGGGACGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACACAAAUUUGUGAAGCAUUCGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGGAAGGAAGGAA

>Chr11:ENSMUSG00000064746:1:15312256:15312456:U6

CAUAUAAUGUGAAGAAAAAGUCAACCCAACAAUUAUACUAUCUCUAGUGCUCGCUUCGGGAGCACAUAUACUAAAAUUGGAACGAUACAGAGAAGAUUAGCGUGGCUCCUGUUCAAGGAUGACAUGCAAAUUUGUGAAGCAUUCCAUAUUUUUAAAAAAUAAAACUUAACUAAAAAUAAAAAAUAUGCUAUCUCUCAUAA

>Chr13:ENSMUSG00000088989:1:20936585:20936785:U1

ACCCAGAGUUACAUAGUGAGAAAAGAAAAAACCCACAAUAUUCCCCAGAAAAGGUAAGUUCAUGAUUAGGAAGGUGAUUUUCUCUGGGCAGGGCUUACCAGCAUCAACGAGGAUGUGCUGAGCCCUGAGAUUUCCUCAAGUAUGGGAAAUCCAUUUUUACCUCAUCCCUAUUAAAAAGAAAAUCAAAGGUUCACAAUAAA

>Chr4:ENSMUSG00000064762:1:67843551:67843751:U1

AGGGAAAAAUUCUGAUACUUACCUGGCAGGUGAGAUAUGAUAAUCAGGAGGUGGUUUUCCCAGGGUGAGGCUUAUCCAUUGCACUCCUGAUGUACCGAUCCCUGCAGCUUUCACAAGUGCAGGAAAACUCGACUGCAUAAUCAGUGGUAGCUGGGGACUGCAUUCAUGAUGGGAACAGACCUAGACUGUGUUGCUGGUGC

>Chr16:ENSMUSG00000089044:1:18355683:18355883:U1

CCAAGAUUUAAUCUGCCUUGAAUUUAUUUUGACAUAACAGAGAGACUUGAUCAGGAAGGUGCUUUUCCAAGGGUAAGGCUCCCUUGUACUUGGGAGGUGCUAACCCCUGCUGCUUUUCCCAGUUCAUGAAAUCAGCUGCCUAAGUUUUAGUAAAGGGAGACCAUGUUCACUUUAAAAGGGUGGGGUGUGUGCGUGUGUGA

>Chr19:ENSMUSG00000075908:1:3490261:3490461:U6

CUGUGAAUUAUAAAUCAAAUUGUACUGCUUGUACAAACAAGUUAGUUGUGUUCACUUCAGCAGCACAUAUACUAAAACUGGAACGAUACAGAAAAGAUUAGCAGGGUCCCUUUGCAAGGAUGACACAAAUUCACAAAGCAUCCUGUAUUUUUACAAGCCUCCUCCCUGUGAACCCCAAAAGAAACACUCCAGAUGGGAAG

>Chr4:ENSMUSG00000064951:-1:82931661:82931861:rev-U6

UGGGCUACAGAGCUAGAGUCCAUGUCAACAAUCAAAACUCAAAGAUAGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACGAUACAGAAAAGAUUAGCAUGGCCCCUGCACAAGGAUGACACACAAAUUUGUGAAGUGUUCCAUAUUUUUAAGAAGCGGGAGUGGGUGGGUAGGGGAGCAGGGCGGGGGGAGGGUA

>Chr10:ENSMUSG00000065718:-1:46558133:46558333:rev-U1

AUUUAAAAUCUGGGUAUCCCAUACUAACCUGGCAUGGGAGAUAUCAUGAUCACAAAGGCGGUUUUCCCAGGGAGAGGAUUACUCAUUACACUCUGAAUGCGCUGUCCACUGUGAUUCCUCCAAAUGUGGGACAUUCAACUGCAUAAUUUGUGGUAGUGGAAGACUGCAUUCAUUCUCUCCCUGAGGUGGUUUGGGGGUUG

>Chr1:ENSMUSG00000064683:-1:109653132:109653332:rev-U6

AGUGAGGGGGCACUAACCCACCUACAAAACCUUUGAACAAAAAUUUGGUGCUCGCUUCGGCAGCACAUAUACUAAAAUUGGAACAAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGGAUGACACGCAAAUUCGUGAAGCGUUCCAUAUUUUUUAUCAAAAUUACACCAGAUUUUUCACCAGAGACUAUGAAAGCCAGA

>Chr3:ENSMUSG00000065872:1:109666651:109666851:U6

GAUUUUACAAGGAGAAUAUUAAACUGCAUUUAGAAAAACAUCAUGGAUGCUCGCUUCGGCAGCACAUAUACUAACAUUGAACGAUACAGAGAAGAUUAGCAUGGCCCCUGCGCAAGCAUGACAUGUAAAUUCUAGAAGUGUUCCAUAUUUUUAAUAUAUAAAGGCAGGCAUAUCAGAAUUACACCAGACUUUUCACCAGA

>AK083597 1_3

CCGCCUGCCGGCGCUACUGCUGCUGCCGCUGCUGGGAGGCUGCCUGGGGCUCGUGGGGGCGGCUCGCAGGCCCAACGUGCUGCUGCUGCUCACCGACGACCAGGACGCGGAGCUCGGCGGCAUGACGCCACUGAAGAAAACCAAGGCCCUCAUCGGAGAGAAGGGGAUGACUUUCUCUAGCGCCUAUGUGCCCAGUGCUC

>AY094590 1_9

AAUGCACUUACUUGUGAGGGGUGCAAAGGCUUUUUCCGGCGUAGCAUUACCAAGAAUGCAGUGUAUUCUUGCAAGAACGGUGGUCACUGUGAAAUGGACAUGUACAUGCGCAGAAAAUGCCAAGAGUGCAGACUGAAGAAGUGUAAGGCGGUGGGGAUGUUGGCAGAAUGUUUGCUCACAGAGAUCCAGUGUAAGUCAAA

>AK153866 1_11

AAGUGGUACCAGCAGUGGAAGGACUUCAAAGAUAACAACGUUGUAUUCAACCGCUUCUUUGAGAUGAAGAUGAAGUAUGAUGAAAGUGACAAUGUCCUCAUCCGGGCGUCGCGGGCCUUAACCGACAAGGUCACUGACUUGCUAGGAGGUCUUUUCUCAAAGACAGAAAUGUCAGAGGUGCUAACGGAGAUCCUGAGAGU

>AK159334 1_16

GGAUGCAAUGACCCAAUUUUGUGAGGCCGAAUUCUCUGUCAAGACCCGCCCCCACCUGUGCUGCAGACUGCGUGGGGAGGAGCGAUUCUCUUGCUUCCAGAAGGAAGCUCCUCGCCCAGACUACCUGCUCCGACCCUGCCCCGUCCACCAGAAUGGCAUGUCCUCAGGGCCCCAGUUGCCUUUCCCCCCGGGGUUGCCCA

>AK052586 1_1

ACAUUUUUCUAUUUUUAUAUCCAGACUCUCCCCACCCACUGUUCUCUGUGUGUGAACAAAAUAUAGCUUCCUGAUAUAAGGUGAAAUGCAUUGUAACUAUUACCUCUUUUUAUUUUUGCCUUAUCAGGAAGCUUGCCUCAAAACCAGUUAGCUCUGAGGUCCUGUUUGGAGCUUGGCAUCUCUUUUACUGUGGGUUGAAA

>BC048932 1_33

UGGGAGGCAGAGGCCAGUUUGGUCUAUCUAGUGAGUAGCCAGGGCUACCUUUACUGGGCAUGCUCAUAUGGGUAAGAAUGCUUGUAUGCAAAUAUUGAGAUCUCAGUUUGAAUCCCCAAGGACCCAUUUAAGUAUGCCAAGUAUGACUUCAUAUGCCUGAAACCUCAACGUGAAGGGGCAAAGCAAACUGGAUCCUGAGA

>BC172700 1_46

UUUGUAGGUUUUUGGAUAUUCACUCAGUGACCAAAAACCACCUGCUGAAGUACUCUCUGGCACACGCUUUCUGCUGCUUCCUGACAGCUGUGGAGGAUGUCAAUCCCGCAGUAGCCACCAGAGCAGGUCUCCUCCUUGACACCAUAAAGAGGCCAGCACUGCAGGGCCUUUGUCUUUGCCUUGACUUCCAGUUCGACACU

>AK050085 1_18

ACCCCAGAAUUAAAUAAGACCUCUCAGUUCCUGACACUAUUGUCAUGUGCCAUUAUUCUUCUCUAGCUGAAGUCACAACCUUGGUCAUUGAAGGUAUUAUCCAUACCCCCCAGGCUUAAAUUAAGCUCUUGGGGAAUUCUUUCCUGACAUAGAGUUUGGUGAGCAUAAAAAUUAGGUUAAUCCUACAAAAAAAAAAAAGG

>AK137265 1_41

GAUUUGGCAUUUCUGGCUAUAUAGAACUACGUAGUUUAUGUUUUCUUUGGGGGCACUGUGAGUUUCUAAGGGGUUAGCAGUCUUGCUUUUAAAAAUAAGAACACUUUUUAAUUGGCGGAUGGGCCAUUCCUGGAACAAUCGUGAUUUUUCCCUCUGUCCAGAAUGAAUGGCAAGCUUUAUUAGAGCAGAAUAAGUCUUAG

>AK152079 1_19

CAGCAAGGCAUACAGGUGCAACUCCAAGGAAGCCUUUGAGAAAGGGCUCUGCCUGAGUUGUAGAAAGAAUCGCUGUAACAAUCUGGGCUAUGAGAUCAACAAGGUCAGAGCCAAGAGAAGCAGCAAGAUGUACCUGAAGACUCGCUCUCAGAUGCCCUACAAAGUGUUCCAUUACCAAGUCAAGAUUCACUUUUCUGGGA

>BC100582 1_2

UUCUCCUAUCAGUAACUGCAGGUGUUCACUCCCAGGUCCAGCUGCAGCAGUCUGGAGCUGAGCUGGUAAGGCCUGGGACUUCAGUGAAGGUGUCCUGCAAGGCUUCUGGAUACGCCUUCACUAAUUACUUGAUAGAGUGGGUAAAGCAGAGGCCUGGACAGGGCCUUGAGUGGAUUGGAGUGAUUAAUCCUGGAAGUGGU

>BC014816 1_29

AGGCCUGGCCCUAGCACAGACAGGCAGACCUGACGGCUCCGCCUGCCUUUCCUAGUUUUAUAUGAACUCGGCCCUUUAGCUGCCGUAGAGACAUCUAUUUUUGUACCUUUUCUACUCCGUGCCUCCUCCAAGGCCCACGCCUCCAAGUGUUAGAAGCCCCAGGGAGAGUGAGCAGCGAGUGCCAGGCCCUGCUGCCUUCA

>U57720 1_8

UGGGAGAGAGUGCAGUCCCUGUAUCCCGCUGUUGCCACAAUGGCGGCACCUGUGUUCUGGGCAGUUUCUGCGUGUGCCCUGCCUAUUUCACUGGUCGCUAUUGCGAGCACGACCAGAGGCGCAGAGACUGUGGUGCCCUAGGGCAUGGAGCUUGGACCCUGCACAGCUGCCGCCUAUGCAGGUGCAUCUUCUCAGCCCUG

>AK078431 1_12

AAAUGUGUAGUUCUUUCAAAUGGAGUGAAGAUUUAUUUAAGUUAAUCCUAAGGGUACACGUCGUGUUUAGAAAUGUGAGAAGGCGUAGAUGAGCAGAUCAGUUUUGUUUAAAGAGCAAACUAACAACCUAGUUUUCAGAACUUGUGCACUCCUGUUCCUCUCUGCAUCAUUGUUUGUCUGAAUGGGAUGUAAAAGGGACA

>AK182112 1_1

ACCCAGAGGAGACUCUCUGGGACCCAAAAACCAUAACCCUCCCUAGGCCAAUUCUGGUCCUGCCUCCCUGCCCCAGGUCUCCUGCUUUGCUCUAUUGGUCUCCAAAGAUGUGGGCUCAGGUGUCCUGGCCAGUACAGAGUGGACAUUCAGCCUAGAAACAGAGGUCUGUGGAGGGUGAGGUGUGGGGAAAGGGACCUGGU

>AK147628 1_58

CGGUCCAUCUUUAAGUCCACUCCCACCCUCCAUAGAAUUUAUUCUCUACAAAGUAAGUAGAUUUUUAUUUAAAUUGCAAAUAUCGCUUUUGCUGAUUAGAGAUAACAGCCAGUGUCAGUCCAGUUCUGUGAGAAAUGCCAUCCUUGUUUGGAACCUUGAAGUUGCUUAAUGUCGCUCUGUCCCUCGGGGGGAGUCACAGU

>BC156568 1_1

GCCGGAGGGGGCGCCCGCGGCCAGCAGCUCCCAGCGCCCGCAUCUUCCGAGGGCCUGGGCAUGGCGCGCUCCUGGAGCUGGGCUUGGCCGGCUAACCACACCGGGGCGCUGGCCAAGCCAGGGACAGCCGGUGGCCCGUCCGUGCCGCGCACCAAGAGGAAGCCAUCCAUUAAAGCGGCCCGAGCCAAGAAGAUUUUCGG

>U76618 1_86

CAGUGACUUUCUCUACAGGCACGAGUUUGUGAAGGAGCGUGGACAGCUCAUUGGGGUGCGGAAUGUGAGUGACGACCCGCGGCUACUGCACUGCCUACGGAUCGGGCCAGCUGCAGAGUGAGAAUCAGUACAGGAAGGAGGCGGCCAGCAGCCAAGCUCACGUGCCACCUGCCCAUGGAUAUGAUGUACCUGGCUCCAUG

>BC115843 1_12

AAAGGCUACCUCGGGGCCGUGAAGCCCUUGGGGGGAGGGGCAGGAGCUCCAGGCAAGGGCUCGGAAAAGGGCCCCCCCAAUGGCAUGACACCAGCCCCUAAGGAGGCAGUGACCGGUAAUGGUAUUGGGGGCAAGAUGAAAAUCGUCAAGAACAAGAACAAGAAUGGGCGCAUCGUGAUCGUUAUGAGCAAGUACAUGGA

>AK077231 1_49

AACUACAGGGGAUCUACAUCAUUUUAUAAUGCUGUGGAAAAACCUGCAGGAAGUAAAACUAUGGAUAGGAGUGUAAGUUGGUAGUAGACUACGUGUUUAGCAUGCACAAAGACCUGGGCUCAAACAGAAAGAAAGGAAGAAAGACACCAAGGAAGGAGGGCAAGCAGGAAAAAGAACAGACUGACUGGAGAGAAGAAGGG

>U22016 1_24

UUCUGGUGGAGGUGACUCUGAUAUGGCAGCUGCUCAGCCAGGAACAGAGAUCUUCAAUCUGCCAGCAGUUACCACAUCAGGUGCAGUGAGCUCAAGAAGCCAUUCUUUUGCUGAUCCCGCCAGUAACCUUGGUCUAGAAGACAUCAUCAGAAAGGCUCUCAUGGGAAGUUUUGAUGAUAAAGUUGAAGAUCAUGGUGUUG

>BC125574 1_23

GAACUCAACAGACUACUGGAGGACAUAAAGGCAAAGAAGUUGGCUGAGAAGGAUCGGGAGCUGGCACUCCAAAGGGCGGCAAGGAAGCAGCUCAUGAAUGAAGUCAUGAAUACAAGAAAACUCCAAGUUCAAGAAAGAUUGCAGCGAAAACUCAGAGAACAAGAAGAACUUGCUCUGCAUGAACAGCGUAUAAGCGAAAG

>AK165911 1_25

UCAAGCCAGAGGAGUCCAGAUUGGGACUGGAGAGUGAUGAAGGCUGGAAGCCUCUGUUUCAAAAUACAGAAUCUCCUGUUGUAUGUCCAAACUGUGGGAGUGACCACGUGGUUCUCCUAGCUGUGUCUGGGGAAGUCCCGAAUAGAGAGCAGAACCAGGAAGAGCAGUCAGCAGAUUCUGCCUGUGACCUCGCUGACCAC

>AK082743 1_12

GACUUCCUUCUGUGGUUCCUAUGCUGGGGCAGUUGUUGCUAUGCCUCUUGCAGGGGUAUUGGUGCAGUACAUUGGCCUGGGCCUCUGUCUUUUACAUCUACGGUAUGUUUGGGAUUAUUUGGUAUAUGUUUUGGCUGCUGCAGGCUUAUGAGUGCCCGGCAGCUCACCCAACAAUAUCCAAUGCAGAAAGGACCUACAUA

>U18084 1_13

GCAGCUGGAGCUGACUUGGGCAGGGUCCCGACCCCGAAAUCCUGGAGGGAAUCUGAGCUAUGAGCUGCACGUGCUGAAUCAGGACGAAGAAUGGCACCAGAUGGUGUUGGAACCCAGGGUCUUGCGGACAAAACUUCAGCCAGAUACCACAUACAUUGUCAGAGUGCGAACACUGGCCCCACUGGGGCCUGGCCCUUUCU

>AK030861 1_8

UAGAAAAGAACUGCUCGAGUAGGAAGAGGGCGACCAGGAUCCGGGGCAUCAGGGGUUGGCAACGUGUAUCAUUUUAGUGAUGCUCUGAAGGAAGAAGAAAGUUAUUCUGGAUAUGGCUCUUCGGUUAAUCGAGAUGCUGGGUUUCAUACAAAUGGUACAGGACUUGACUUAAGGCCAAGAAAGACCAGGCCAUUGAAGGC

>AK005553 1_1

ACAACUUGGCCAGAUGGCAAAGUCACUGGAAAAAGAUGCAGAAAGCCAACCAAAGGCUUACGUGUAUAUUAUUUGAUUGGGCCCUGUAAGGGUUGUUUCAAAACCAACCUUGAGGCCUAAAAGCUUGUUGAGGAGCCCUUUUCCUUUGUGAUAUGGAGGCUCUCACAGUUUCCAUAACUUUAUGGUACAGUGCUAUUAUC

>AK048049 1_17

GAAACAGUGUCCAUAAUCUAUUAUGUGAUUAAAAGUUAUUAUUAUGUAUAUAAUAAGCACACAUACAUGCACAUUCAUAUACCCCUACUCAAAGGAAAAAAAAGAACGAGGUAGGUGAGUUUGAUUACUGUAAAAGAAUUGUUCAUUUCUAACAUCCGGGCUCUUUGUUGUUAGCCAGAACUAUAUUCGAGGGAUGAAUG

>AK145198 1_6

CUCCGCUGCAGAUCUCUGACCCGUUCGGCUCCUUUCCUCACUCACCCACCAUGGACAACUACCCCAAACUGGAGGAGAUGAUGCUGCUGAGCAACGGGGCUCCCCAGUUCCUCGGUGCUGCCGGAACCCCAGAGGGCAGCGGCGGUAAUAGCAGCAGCAGCACCAGCAGCGGGGGCGGUGGUGGGGGCGGCAGCAACAGC

>BC034533 1_48

CAAACUGAAGGUAACUAUACCUAGACUUAAAUCCUAAGGAAGCAAGUUACCUUCUGGGCAAAGGCUGCCUUCCCACCCUUCCUUUCACGGCACCACACUACAUCCCCAUGCCCCUGUGGAAGUCUGUUACUGCAGCACUGUGCCUGCCAGAGUUCCCACAGCACCCGAGGGAGAAGGUGAUGGCUGUCUCUCUCUAGUAA

>AK082406 1_36

UAUAGGCCUGUAUUAAUAUGAGGAAAUGGUUUUGCAACAAGAAGAAACAUUCAAAGAAAGCUUGUCUAAAAAGCUUUAAAGUAGUCACUUCACCCAUCUUCAGAUGUCAAGGGUUUAUACCUGUCUUCCCACACUACAAUGAGGCAGCAGACUUGGGCAGCCACUAUUCUAAUGGACUUCUUCACCUGUUUGUUAACCUG

>AK037592 1_20

CGCUGGUGACCCUGGGGCAUGCUCCAGUGGGAGGGACAGUGAGGAGAAGGAUGGAAAGGAAUGUGACUGCAGGCAAGGUAGACAGGAACCGGUAGACGACAAAGUCAGUGGGGUGCUCCCUGCCUCCUAAAGGCACUGCAGUCCUUGCAGGAUGCUGUGGGGCAGCAGCGUUUCUAGUCAUCUCUCUCCUGUGUGCACCC

>AK155511 1_31

GCUGAGCGUGGAGAAACAGGAGGCAAGGGACAACCCAGUGACUCUGCCCAUAAGCUCUGGGGGCCCUGAGGACAGUAUGAUGGCCUCUGAUUAUGUCACUCCUGGAGAUCCGGUGCUCACUCUGCCCACAGGGCCCCUGUCUACCUCUCUGGGCCCCUCUCUAGGGUUGCCCUCAGCCCAAAGCCCCAGUCUCUGUCUUA

>AK081163 1_33

AUGUACUUAUGCCAUUAAGUACAGACAGGCUGGAGAGGUGGCCAACACUAAGAGCAUCUCCUGCUCUACCAGAGGAUCUGCAUUCUAGAACCCAGCACUCACAUGGUGGCUUCAGACUCUCUCCAGUUCCAGGGGAUCCAAUGCCCCAAUACCCUCUCCAGCCACUCUCCACUGUAGGCACCAGACAUGCAUGUGGUGUA

>BC108425 1_53

UAAAGGCAUGACUGUGCGGCAAUCAAAAGAGGAGCUGAUUCCUCAACUCAGGGAGCAGUGUGGCUUAGACCUCAGCACCGACAGGUUUCGUCUAAGGAAGAAAACAUGGAAGAAUCCUGGCACUGUCUUUUUGGAUUAUCAUAUUUAUGAAGAAGAUAUUAAUAUUUCCAGCAACUGGGAAGUUUUCCUGGAAGUUCUUG

>AF206329 1_81

AAAUCGAAAGCCAGGCUCCAAAGUCAGUCUGUUCUGUGAUCCGGGCUUCCAGAUGGUUGGGAAUCCUGUGCAGUAUUGUCUGAACCAAGGGCAGUGGACACAACCACUCCCCCACUGUGAACGCAUUCGCUGUGGGCUGCCUCCCGCCUUGGAGAAUGGCUUCUACUCAGCCGAGGACUUCCAUGCGGGCAGCACGGUGA

>JF707636 1_47

AUAAUGAUCCAGUUACCACAGCAAAUAAUGAUGUCAACCUGUCUCAGAUGAUGCCUGAUGUCAGCAUGCAGCAAGCCAGCAUGGUCCCCCCACAUGUGCAGAGCAUGCAGGGAAACAGUGCUUCGGGAAGCCACUUCUCGGGCCAUGGAGUGUCUUUCAAUGCACCAUUUGGUGGUGCACCCAAUGGAAGUCAGAUGUCU

>AK150532 1_16

AAUGGAGGCACUUUCCAGCCAGGAUGCAACAUUGGAGAAGCCAUCCGUGUGAUUGCAGAGAGAGGACUCGGAGACGUGGACCAGCUGGUGAAGUGCUCGCACGAGCGCUCCAUUCAUCUCUUCAUUGACUCCCUGCUGAAUGAAGAAAACCCCAGCAAGGCAUACAGGUGCAACUCCAAGGAAGCCUUUGAGAAAGGGCU

>AK046893 1_19

CACAGAUUUAGACUCUGUUUAGAAUAAAUUAUAACACAUCAUUUCAGUUGAUUCUGUACUGUUCUUUCAUUCUUAUGUAGCUUUAAGGUCAGAUUAGUUGAAAUAAUUUGUACUUCCUUUAGGUCAGCAUCAGGGUGGGAGGCGCCAUCUGGGUGACCAGGUGACCCAGGUUCCUUUUUGAAUAACAAUGCUUUUAAAAU

>AK044460 1_28

UGUGGAUGCCCUCGUGUCUGACAUGAAUCUGGACUUUGAAACGUUCUUCCUGGAUUCUAAAUAGCAGCAGCAUGGCUCCCGUGGAUAAGAACCUUGUCACCAGACCCUCCAGCUAGGAAAGCUCGCUCCAGCUUCAGCGAUCACUGAGGAGACAUUUUCUGACAAGCCUUAAAUUGACAGGACUCAGAAUAAAUAGUAAU

>BC118535 1_16

GCCAUUGCAGGAGCCAUCCUGACCACAAGGGGUGCCCAUGAGCUGAGGCCAAAUGACCCAAUAGGGACACACAGGUCACCCCAGAAACUUAUUCCACCACCUGGUGCAAGGAGACCCGGGAGCAACCUCCCUCAUAAAUCAAGAGACUAGUCCCACAGGGCAAUCCCAGUUUACGGUAAGACCCAACUGCACAGCCAGCC

>AK075972 1_27

UCCAAAGUUGAUUUCCAAAACUCGUGAUGCUUUGGGCGUUUAAACAUCUCCAGAAGGAAGAGUGGACAAAAAAAUGUGUUGACUCUUUGGUGUGAGCCUUUUGGCUUAACUGUAACUGCUAGUACUUUAACCACAUGGUGAAGAUGUCCAUGUGAGAUUUCUAUACCUUAGGAAUAAAAACUUUUCAACUAUUUCUCUUC

>AK039197 1_37

UCCUGGGACCAGUCAGGUGUCUUCACUCAGACAUCCAUUUUUCUCCAGGAACGAAGAGCUUGUCCCUUAGUGUUCCACAAAUCUGAGACGUCUUAGACCUGCUCCUCAGCCUCGUCUCUUGCCUUCAUCCAGGCCAGGGCUGGGUGGACUCUCCUGCUGACUGAUCCUGGGUACAGGGACAUUUGUUGUGGGUUAGAAAC

>AK163432 1_19

UGUGCAGGAAUCCACUGAGCCCCAGUAACAUCCACCCUAGUUACGCCCCUUCUUCUCCAAGUAGCAGCAACUCCGGCUCCUACAAAGGAAGUGAUUGUAGUCCAGUCAUGAGAAGGUCUGGAAGAUACAUGUCUUGUGGCGAAAAUCACGGUGUCAAACCCCCAAAUCCAGAACAGUAUUUGACUCCUCUGCAGCAGAAG

>AK029265 1_20

GAACGCUGUACUUAAUUACAAGAAAAGAGACUUGAGGAGUUGUGCUGUGGACCCCAUUUCUUUGACUCCUCACAGUAGCUUUUGUAAUUCAUGAAUUUGUCUUAUUCCUCAAAUCCGCCCUCCCCCCACCCCCGAGUGUGACCUGAGAUGAUGUUGCCACUCAUCAAUGUUUUAUAAGUUGAAUAUUAACUGAAAUUCCU

>AK147383 1_10

AAAUAUCAACUUGGUUCACAAAAUACAGCAGAACUUAAUAAUAUUCAAAGUACACAUGAUAAACUAAUUGAGCCUGAACAACAUGCACCUGCUCCAGGAACGCUGGAUGGGCAUGGGAUAAAGGGAGGUUUGAAAAGUGCUUCCUUGUUCACAUCCAAGUUAGCAAGACCAUCAACCAUGUUUGUGUCAUCGGCAGAGGA

>BC079884 1_50

UUUGACACUAAGAUGGAAGGUUACUAAGUUGCAGGAACAGGAUGAAAAUUCUUUAUUACCCUCUUCAACUUUUAGGACGAGCACUUGGGAGUGUGAGGCCUUCCUGGCUGCUUCUAUGUAGUCCUACCACCUGCACAGAGGGGCUGGCAGGGCAGAAGUGUGACCUCAGUUAUAUAUACAUCCCAGCUCUGCCCAGUAUC

>AK170682 1_60

GCUGAAAAGCCAUUUAAAUGGAGGAGAGGAAUUGCUCUUGUAGGCUAUUUAAAACUCAGGAGUUCAAAUAAACUCACAAAUUGAACAGACACUGUUGACUUUGCAACUAAGUUAUGACCUGGUACGUCUGAGCUGCACAGUGAUUGCUGCAGACUGUUCUCAGAGGUGGCUGGGAUUUACAGUACCGAAUUCUAACAGCA

>L40406 1_27

GGUGGAGAAGGUCCCGACCGAGGAAGAGGAUGGCUCCUCUCUCGAGGCAGACAUGGAAUGCUUCCAAAACCAGAGGCCAACAGAAAGCUCGGAUGUGGAUAAAAAUAUCCAGCAAGACAACAGUGAAGCUGGAACACAGCCCCAGGUACAAACUGAUGGUCAACAAACCUCACAGUCUCCCCCUUCACCUGAACUUACCU

>AK008812 1_2

GUCGGGGGCUGGCAAGGCCAAUGGAGUGCUGACCAGCGGCGGUGAUGCGCAAGGUGAUGGGACGCGGGGGCGUGUUUAGGGAUGGAUCUGGGGUUUCUGCCUGUCCUCGGAACCCUUCGGGCUUGUCCACUGCCCCUCGCCUAGGGAUCUGGGGUGUACUUGGCCAGCCAAUCUCCUGUGGAGCACCGUGGCUUCAGGUC

>AK128912 1_20

UCUAUUGGAUUUGACUGGACCUGGAUGCUGUUAUUUGGUGACAUCCGACAGGGCAUCUUCUAUGCAAUGCUUCUUUCUUUCUGGAUCAUCUUCUGUGGCGAGCACAUGAUGGAUCAACAUGAACGGAAUCACAUUGCAGGGUACUGGAAGCAAGUUGGACCAAUUGCUGUUGGCUCCUUCUGCCUCUUCAUAUUUGACAU

>BC053008 1_22

UGGUGACCGCUGCAUCUCUGGACCGGGAGCGCAUCGCGGAGUACAACCUGACGCUGGUGGCCGAAGACCGUGGCACACCCCCUCUUCGCACCGUCAGGCCCUACACCGUGCGAGUGGGGGACGAGAACGACAACGCACCGAUCUUCACCAAGCCAGUCUAUGAGGUGUCGGUCCGCGAAAACAACCCUCCAGGCGCCUAC

>BC053524 1_46

GUUUCAUUGCUGCUAAAAAUGGCAACUCUCUCUGUGUCCUUUUUUGUUCCUAAAGCUCUCAGUGUACAAGUGGACAUUUGGAUACAAGACCUUAUGUAACAAACAGAGGUGAUAUCUGAAGCAUGUAAAUUGGAUAUAAAAUUCUACUCUUAAAGAGUUGAUCUAGAGUAUGGCUAAACAUCUAUAUAUGCAAUCUAUUA

>AK135568 1_7

CUUUCUAUAAACUAGGUCUAGCUGAAUAUGACAGGGAGCAUAAUCUAUAUAAAAUACAGUGCUAUAACUGUUUUUGCAUAAACUCACGUUAUAGGUGAAUUUCAAAGUAACUUGGGAUGCAAAAUUCUCAGCUCUCCAGUAAUACCUCCACUCUCUCUAGGAAGUACUGUGGGACCCCCCCCAGGUGACGUUCAGAGUUU

>BC068165 1_24

CAAGCCCAUGGCAUAUCUCCCAUGCGCUCAGUGCUGCUUACUCUAGUGGCCCUGGCAGGCGUCGCUGGGCUGCUAGUGGCUUUGGCAGUGGCCUUGUGUAUGCGCCAUCAUUCGAGACAGCGGGAUAAGGAGCGCCUGGCAGCGCUGGGGCCGGAGGGGGCCCAUGGUGACACUACUUUUGAGUACCAGGACCUGUGUCG

>AK045025 1_35

GUGUACACGUGUGCAUGCAUGCAUGCAGGUGUANAAUGUGUGUAUGUAUGUAGGUGUACCACAUACAUGCUUGGUGCCUCAGAGAUCAGAAAAGGGUAUUGGAUCCUGUGGACUGGAGUUACAGAUGGUUGUGAAGCACUGUAUGGAUUCUGAGAACUGAUCUUGACCUUCUGCAAGGGCUAUAUACAAAUGCUCUUAAC

>AK005065 1_3

AGAGAAUUGCUUGGGCACCUGAAGGCAAAGACAGAUUUACAAUCAGCCAUAUGUAUGCAGAUAUUAAAUGCCAGAAAAUCAGUCCAGAGGGAAAAGCUAAAAUACAACUUCAGCUGGUCCUGCAUGCAGGGGACACAACAAACUUCCAUUUUUCCAACGAAAGCACGGCAGUGAAAGAACGGGAUGCAGUGAAGGACCUC

>AY246556 1_14

CACCAACCUGGACCACAAGGAGGCUGUGAAUGUCCUGAAGAGCAGCCGCAGCCUGACCAUCUCCAUCGUUGCUGGAGCCGGCCGGGAGCUGUUCAUGACGGACCGGGAACGGCUGGAGGAGGCACGGCAGCGUGGGCUGCAACGGCAGGAACUCCUCAUGCAGAAGCGGCUGGCCAUGGAGUCCAACAAGAUCCUCCAGG

>AK161734 1_4

AACAAUGAGCUCUACAUUGAGAGAGGCCCUGUCUCUGAAAAUAAAGUCAAGUGCAACAGAAGAGGCACCUGAUCUUGGCUUCUGGCCUCCAUAAGCACACACAUGCUUGUGUCUACCUGCACACAUAAACAUAUCACACACAGCACUUACACAUACACAUCACAUGCACACGGAGCUGUGCUGCUUUAUAACUACAGCAA

>BC025491 1_28

UGGAGGCUCAGAGUCCCUUGUCUAUACCACUUUAUCUGGAGGAAUUGGCAUCCUUGUCCCUUUCACGUCUCACGAGGACCAUGACUUCUUCCAGCAUGUUGAAAUGCACCUGCGGUCUGAGCAUCCCCCUCUUUGUGGACGGGACCACCUGAGCUUUCGUUCUUACUAUUUCCCUGUUAAGAAUGUGAUUGAUGGAGACC

>AK052902 1_10

CUCCUUCUCAAGGCCAUUCAUUUAUCUCCACUCAUUUCUGUUCUUCUGUAAGUUCAUGCCCUCCUGCCCUGCUCCCUCCCCAGCCCGACCAAGCUCUACACUCCUGCUGUCGGGCCUCAUCCAUCCCAUUAUUCAUUCAUCUCAUUCAUAAUCUCUCCCUCUCCCCCCGCCCCCAAUCCCAGGUGAAUAGCCACCUGGUC

>BC057952 1_40

ACCUCUCCUCCCACGACAAGAACUGUGUUUGCCUUGAAGGAGCCCACCUCGGGCUCUGCCCUCCUGAAUUUGCCUUAGGGAGAGUAUAUGCUCCCCCCCCUGGGGGGGGCACCCUGAUAACCUUGAGACUUGGUUCCUUCUUCUUAGGCUCCUAAGAAGCCCAGAAGCCUAAAAGCCCUCCCCCAUCCUAGCAUUCUGCA

>AK076173 1_4

UCAGAAACAUCCUUUAAAGCUUAGUUUCCUUUUGUUCAGGAUGAGUGUAUUUGAGAAAAUAGAAGAUAAAGGCCAAAGCCUCAGACUCAGAUGAGCCUUAAGAUCUCAGAUGAGAGAUGGUAGCAAAACUUCAGAGAGUAGAGGGGACACACUGGGCACUUACCCAGUGAAGCAUGUCACUUAGGUACAGUCAUCCUGUA

>AF336850 1_12

UUACAAUAUCUUUCCAAGGAUACUUCAGUAUCUUCCUGGAUCACACCAGACACUUUUCAGAAACUGGAGAAAACUGCAAUUGUUUGUUUCCGAUAUUGUUAACAAUCACCGGAGAGACUGGGAUCCAGAUGAGCCGAGAGACUUCAUUGAUGCUUUCCUCACAGAAAUGACAAAGUACCCAGACAAGACUACUACAAGUU

>BC064457 1_33

AGCUUCCUGCUGCACACACUGACACUAACGGCCAUGUCUCUUGAGCUAGCCUAACUCCGAAGCAACCCUACAAUGAUGCUAUUGAUUCUUCCUUUAAAAAAAAAAAAAGGAAAAAAAAAACUAUGUCUUAGACAGUGUAAAAAUAUUCUAAAUUUUAUCAAACUCAUUUUAAAACAAAAUGGUUCGAAUAAGACAAUUCU

>AK159585 1_41

UGACCUCACUCUGGCUGGGCCCCGUAACUUGCUGGAGAAGGGUGCAUCUUGUUUCUUUCUCUCUGUCCUGUGAGUUCUUACGCUGGAAGCUAGGCCUACCUGUCACCUAGUGGACCCAGAAGAGCUGGUUAUCUCUUACACAUGUUGUGCUUGCUCUGCAGAGAUCUAGGACCUCACAGCAUGUGGGCAGGACCUAAGCA

>BC139156 1_8

AGGGUAAUCUCUGUAUCAUUCCAAUUUUUAAUAUACAUGCUGCCAAAGAGGGCAUAGUGUUCAUGGUUCAGAGUAGAAGCUCCACAAUAAGUGAUUCCAUCUAGAAACCUUAUAAAGACUACGGCUCAGUUGCAACUGCAUAAAGGAUCUUAUCAUCCCUUCCUCACUGCAGGUGCACUGGUGGUUGUCAGGGAAGCUCA

>AK028470 1_40

AGAUGAGGGACGCUCCCAGCCAUCAUCUAUCCCAUCCCUGGGGAAGAAGGGACUGGUUGUCUUCUUCACUGAAGCCUGAUUUCAAGCGUGCUGCUGAAAACUUCAUUUGCAUCACCCAGGAGCGUUAAAUAUUCCCAUAUCUGGAGCACAGACCUAUGUUCCCAUGCAAUUGAUGGGGUCCCAGACAUUAGUGAUUUCCA

>AK167854 1_34

GCUGUUUUAGACAGCAACACAUCACUUGGGGAGUUUGUUGUAGAUCUGGAAGCAAGGAAAGAAGGGCGGUGGCUUGAGGUCCUGAGGUCACUUAAGGGCACACCCUCUCUGACCUAAGACCUCACUAGGCCCCGCCUCUAAAGGUUUCUGACCUCAAUAGUGCCUUCCUGGAGAACUAGUUUCUAACUCUCAGGCCCUUG

>AK029990 1_5

UCACGAUCUUGUCUCUGCACUGGAAGAGAGCUCUGAGCAAGCCCGAGGUGGAUUUGCUGAAACUGGAGAACAUUCUCGAAAUCUGUCUUGCCCUCUGAAACGCCAGGCCCGGAAAAGGAGAGGGAGGAAGCGGAGAUCCUACAAUGUUCACCACCCGUGGGAGACAGGCCACUGCUUAAGUGAAGGCUCUGAUUCUAGUU

>BC021833 2_2

CGGCCUGGGGCCGGCGAGACGGCCGAGGCGGGUGAGUCCCCGCCGGAGCGCAGAGGUCCGGCCCCACCCGGCGGCUUGCCUGCGUCAUUCGGCCUGCACGAUGAAGGCCUGAAGGAUCGCGUCCCGGCCCAGGGCCUUGCUGCUGCCAUGACUGAGGAGAGUGAAGAGACGGUCCUGUACAUUGAGCACCGCUAUGUCUG

>AK087546 1_29

UUUGUUUUUGUUCUUACAGACGUCACCUUGUUCAUGUUUAAAAGUACACUUUGCAGCUAUUUUUCAGAAAUAGAAAUUGAUUCAGGACUGAAACUCGAAGCUAGAGUUGAUGCUUAAUGUGAUAUGAUAGAGACAUCUCUAAAGUAUUUUGAAUUAAAAAAAGAUGGCAGAUUUUCUGCAUUUACACUGUAUAUUAUAUA

>AB102776 1_23

CAAAUUGUCCAUUGUCGGUGAUGGGAAAUAUGGCGCAAGGGAUCCAGAGACUAAAAUAUGGAAUGGCAUGGUUGGGGAACUUGUCUAUGGAAGAGCUGAUAUAGCUGUUGCUCCACUCACUAUAACAUUGGUCCGUGAAGAAGUCAUAGAUUUUUCAAAGCCAUUUAUGAGCCUGGGGAUCUCCAUCAUGAUAAAGAAGC

>AK009720 1_14

AGGACUCCUGUCAGGGUGACUCUGGAGGCCCCCUGGUCUGCAACGGAUCUCUUCAAGGCAUCAUCUCCUGGGGUCAGGACCCAUGUGCCGUCACCAGAAAGCCUGGUGUCUAUACAAAAGUCUGCAAAUACUUUAACUGGAUCCACGAGGUUAUGAGGAACAAUUAGAGGGGACCUGCUUCCCACCACCCAACCCCUCCA

>AK164182 1_31

ACUUUACAGGCUUUAUUUCCUUCAACAGAAACAUCUGAAAAUAGCAUGAUUGACACCUCGGAAUCACAGCAGGAGUCUUCUGAUUUAUGUACCGAAUCUUCUGAUUCAUCUACCGAGUCUUCUGACCUAUCUACGGACCCUUAAAGCUGACAUGUUAGCUCAAGAUCUCUGUGCAGUUCAAAAUGUUGCAAAAUCUCAAA

>AK039688 1_17

CACUGGAGAGAAGGUUCAACAGUUAAGGACACUCAUUGCUCUUUUCAGGGACCUGGGUUUAGUUCCCGGAUCCCCUGUGGUGAUUCACACCUGCCUGUAACUUCAGUUCAGCUAACCCUGCUUUGACUUCCAUGGGCACCAGGUACAUACACCCAUAGAGGUGGUAUAUACACCCAUAGAGGUGGUACAUACACCCAUAG

>AK142260 1_35

ACAUCCAGGCCUGCCUUGACCACCUGGCCCCCAAACCCAAGAGUUCUGGGAAGGGGAAGAAGCAGCCGUCUCUUCACUACACAGCCGCCCAGCUCCUAGAAAAGGGCGUCUUGGUGGAAAUUGAAGAUCUCCCUGUUUCUCACUUCAGAAACGUCAUCUUUGACAUCACUCCUGGAGACGAGGCAGGAAGGUUUUUCGUC

>AJ491325 1_45

CAGAUGGUGGUGUGACGCCGAGCGCUCUGCCUUACGCCUCUCCAGAUGCUGUGGUUCGUGAGUGGCUAGGCAACAUCCCAGAAAAGCCGGUACUCAUGACGUAUGAGAUGGCAGACGAGAACACAGAGGUGCCCAGUGAUGGCCCAGAAGGUCCCAAGGAGGACUCUUUGAAAGUCCUGGGGGAACCGUCUCAGGCCAAA

>AK089266 1_5

GGACAGCCGUGCUAAAUCUUGCUGCUGGGACUCAUGAUCUUCCAAAGGCUGUGGUCAAACUCGAGCCCCCGUGGAUCCAGGUGCUCAAGGAAGACACGGUGACACUGACAUGCGAAGGGACCCACAACCCUGGGAACUCUUCUACCCAGUGGUUCCACAAUGGGAGGUCCAUCCGGAGCCAGGUCCAAGCCAGCUACACG

>AK132326 1_21

UCAGGUUCAGAUAUAUUCUACAAUAUUUUUAAAGCCUCCAGUUGAGUAUAAAAAUCAGUGACUUGACAGGGGAAUUAUAAGCCACAUUUUGAAACCCAUCAGUGGAGUUAGUAAAUGUUAGGUUUGAAGUAGCCCUGAAGAGGAAUCUUCAGUAGACAGCUGGAGAGGCAAGGGAGCGGGUGGCUGGGUUCUGGGCUUUA

>AK164211 1_19

UGUAGGCUCCAUCGUCUCCUUUGCUUUAAGCUUGAGAAGUAAAAUGUAUUUACCAUCAUAGGCAGGUGUGCCCCAUUUUGUACUACAGGCUGACUGAUUUUCCUUAGUCAACUGACAAAAUUCAAAUAUUUGAUAUUUGAAUGACUGGUGGGUCUCAUUUGCCUUUGCAAAACAAUCUUCAUUAUACAGCCCACCCGGCA

>AK031870 1_18

GAUUCCGAAGGCAACAAACUAGGGGAAUUCCUUGCUUAUCCUUAUGUUGACCCAGGAACCUUUAAUUAGUACCAGAUAUUUCCUACUACAGCUUAGUUAAUUACUAUUACAUUAUUUAUUACAAGGGGUUGUUAAUGGCGUUUUACUUAAGUUGUUUAUGUUACUGAGAUGUAGAAAUGCUUUUCUGUAUUUUGAAUAUA

>AK051321 1_11

ACUCUGCAACGUGCUGCAAAAUUAAUCUACCUACGGCUCUGCUGGCACACCCAGAUGUCCUGAAACUUUCCCGAGUGUGUUCGGAGCAGCCACUUGGAAUCAUCCAGAGUCUGCCUUCUACAUGAGACCUGUCUGUCUCACCUGUACUUGGGAUGAAGUCUCCAUAUGCCAGAUAUAGGACUCCCUGAACCAUGUCCUGC

>M93422 1_32

CCCGCAAUAUUGUCCGCUCACGGGUGCACAGCACCGCGGUUGGAAUCUUCUCGGUUCUGCUUGUGUUCAUCUCUGCCAUCGCCAACAUGUUUACCUGUAAUCACACCCCAAUAAGGACCUGCGCGGCCCGGAUGCUGAACUUAACACCAGCGGAUGUCACCGCCUGCCACCUACAACAGCUCAAUUACUCUCUGGGACUG

>BC146314 1_18

AGGUCCCUGUGCCCACUAGGUUUUUGUUUCUGUUACUGGGCCCAGCAGGGAAAGCCCCACAGUACCAUGAAAUUGGCAGAUCCAUAGCAACUCUCAUGACAGAUGAGAUUUUUCAUGAUGUGGCUUAUAAAGCAAAAGAUCGUAAUGACCUCCUAUCUGGAAUUGAUGAAUUCUUAGAUCAAGUAACUGUUCUUCCUCCA

>AK038636 1_53

CAUACUUCACUGAAGGGGAAUAGAGGUCAGAGAUUUGCCCAUAUUUAUUUCAUGAGGAAGCGAUAUUAGUAUUAAUGUAAGAACAGAAUGGAAAUCAGAGUUCUGUCCCAGACUCCACUGGGGAUUUUCCUUAUAGAACUUCAACUGUGAAAAUCACAAUUAAGCUACCCCACAUAGGUAAGACUAGCAAUGUUGUAUCC

>AK156395 1_30

AGCUUAAGUAACAUAGACAGCCCACCCUCCCCACUUUCCUUCAAUGUUCUUUACCCAAGCCUUCCCCCUCUUUGGAAAAUAAUUAUUACAAUUUUUAAUCUUUUGAAGUUAAAAUAUAGUUAUAUCAUUUCCCCCUUCCCUUUCCACUUGCCAAUUCUGCCCUUAAAACAAAAACAAACAAACAAACAAAAAUAACUAGC

>BC042703 1_1

UGUGCAACUGAAGGAACUGUUUUCCUACAAACAGGCUUGCUAUGGCAUACCUGAUCCGUGGGAAUGAACUAGAGCUGGCGGUCUCAGUGGGCACUGUCCUAGGAGAACCCGCAGCCCCAGCAAUGCAUUAUGCCCUGCAGCUACUGGCGACAAAAUGCAUGAUGAUUCCAAUGUGCUUCCCAUCUGUUGUAUACAGGAAC

>AK047388 1_4

UUCUUUUUGUACAUGAAUUCUGUAAUAACUGGUGAAUGUAUAACACACAUAAAAAGAACAUACUUUGUUCCCAAACAACUGUUCUUUAAAUUCAAGACCUAAGUCUAACUGGAGGGACAGUUAUUCCAUGUUCUCUGAAAUGUUCAGUAUUGUAAAAAACAAAAAAAACUAUUGUUCUCAUUUAUCCUUAUAAUGUAUUU

>BC002223 1_8

AAAGGCUAAGUGGCCUGACCGUAUUACACUUUUAAGAGGAAAUCAUGAGAGUAGACAGAUAACACAGGUGUAUGGAUUUUAUGAUGAGUGCCAAACCAAAUAUGGAAAUGCUAAUGCCUGGAGAUACUGUACCAAAGUUUUUGAUAUGCUCACAGUAGCAGCUUUAAUAGAUGAGCAGAUUUUGUGUGUUCAUGGCGGUU

>AK079626 1_3

UUAGUGAACAUCUGAAGUGCCCACAAGUAUGUUCUUUUCACUGCUGUUUCUUUUACAGAAAUAACAAUGGUUUUGACCAAACUUAUAUUAGGACAGAAUUAAUGAUGCUUAAGGAGAAAGGAGAAAAGAGAGAGAGAGAAGAAAUUGGAAAGACGCAAAAAGGAGGAUGAGACAAGUUACCUUUUGACAAUCUGUUAGGA

>AK029935 1_22

UGGACAUCCUGGAGGUGGUUCCUAUUUCAAAAAGUGAAGCAUUACAACGCAGUGGCCGUGCGGGCAGGACCGCCUCAGGAAAGUGCUUUAGGAUUUACAGUAAAGAGUUUUGGAGCCAGUGUAUGCCUGACCAUGUGAUCCCAGAGAUUAAGAGAACUAGUUUGACAUCUGUAGUUCUGACAUUAAAGUGCCUUGCCAUA

>AK155208 1_22

CUUGCACAAAAUACCUCAGGAAAGACCAGCCGCGGUGGAGCUGUUGCGGCAUGACUUCAUUCGGAGGGAGCGGCCACCGAAGGUCCUCAUUGAUCUCAUACAGAGGACAAAAGAUGCUGUCCGAGAGCUGGACAACCUGCAGUACAGGAAAAUGAAGAAGAUCCUCUUCCAGGAGACUCGGAACGGACCCUUGAAUGAGU

>AK192389 1_3

AACUCAAGUCCUUGACCAUAUUUGGCCUUAGCCACUUAGGUCUGACAAGUAGUAAGUAAUGAGAUCACUCUGACCAACUGAGCCAGGUGUGCCGUCUGCAAGAAGAUCNUGAUAAACCCCAGGGACUGUGCCUACAGCUGGGGAGGACAGGGCUCAGAAGAUCUUCUUAAAACAACCAAGCUGGCUUCUUCAUCCUGGGA

>BC128365 1_11

CUAGGUGGAAUGACUUUGCUUGUAAGCACAGCCAUCAUACUGAUUUUUACUUGGCACUGUCAUGGUUUAGCAAACUCAAAAUAAGUAACUUUUUUUUCUAUUGAAGCAGAUUACACAAAUAGAGCCAACAGGGCGUUUGGAGUCCAGCAGUCAGGACAGGCUCACAGCACUGCAAGCUGUAACAACCUUUGGUGCUCCAG

>AK051812 1_25

GCUCUUUAGUAAGGUGUGUUUCUAUUUAAGUUUGAAUGCAUUCUAAGUUUACAUUUUUUGAGGUAUUAACGUGAAUUCUCAGUGUGUGAGGGGAACAAAGCUUAGUGUCCCUUAAGCCUUCUGAGCCACUGUGACCGAAAAGACAACACGUGCACGGUGGGGACUGGAGGUGUUGUAGAUUCAUGUACAGAGUCGUGAAU

>AK079958 1_7

UCGGGAGGCACAGACAGGAGAGGAGCCUGGCACCUUGCGGGUUAGCUAGUGCGGAGCACAAGCUGCAGCUGUAGAAAUCUCUCUGCCUCAGCAAGCUGGAAGCAGCAGAAGGAGCUUCGAUGCAGGAAUCUAUGCCACCAUCAGCUGGAAAAGAAGCUUCAACUAUUCUUACCACAUUAAACGUUAAUUAAAAUUCUAUU

>AF103809 2_6

AAUCCGUGCAAGUGCCUUGAGAGUUUUGUCAAGUAUUAGAGUGCCAAUUAUCGUGCCUGUCAUGAUGCUGGCUAUUAAGGAGGCUUCAGCUGACCUGUCGCCAUAUGUUAGGAAGAAUGCAGCCCAUGCUAUUCAGAAGCUGUACAGUCUUGACCCCGAGCAGAAGGAGAUGUUAAUUGAAGUCAUUGAGAAGCUUCUGA

>AK156879 1_33

UUUCUAAUAAACAUUGUCAACUUCUGCAAAAAUUCACCCACUUAUAAAACUCACUUUAUUAAAUCUCAGUUGUGCAGCCUUCUAGAACCUCAUGUCUACAAAGUGACAAACUUUCCUCAGGCACAAUCCAUCAUACAGUGGAUCAAUCAGUCAGAGUCAGAGGAAGAACUAGUCAAAAUUACCUCAUUUUCUGAAUUCAU

>M10093 1_3

AAUCCCCCUCUUCUCAGAACUGGUGCAGAUGCUUGGAGCCAGUGUCUGGCUCUCUUGGUCUCCCUCUCCUUCUGCCACACCAGGAAGCUCCUUUUGAACAUCUCAAGAGUCUUCCUACCAUUCUAGUCAUCAUAGUUAGCCAGGUGGAGCCCCUGCAUAGCGCGUCUCCUUGUUUCUCUUUUAACUAAUGCCCAGAGCCA

>AK171790 1_6

UUCGUGCUGGGGAUCCUGGCCCUGUCACACACCAUCAGCCCCUUCAUGAAUAAGUUUUUUCCAGCCAACUUCCCAAACCGCCAGUAUCAGCUGCUCUUCACACAGGGCUCUGGGGAAAACAAAGAAGAGAUCAUCAACUAUGAGUUUGACACUAAGGACCUGGUGUGCCUGGGCCUAAGCAGCGUCGUUGGUGUCUGGUA

>AK032109 1_25

CCUCAUCCUGGCUCUUCUCUCUGUCACCAUCAGCUUCAGAGUCUAUAAGUCUGUCAUUCAAGCUGUGCAGAAGUCAGAAGAAGGACAUCCAUUCAAGGCCUACUUGGAUGUGGACAUUACCCUGUCUUCAGAAGCUUUCCACAACUACAUGAAUGCUGCGAUGGUGCAUGUCAACAAGGCCCUCAAACUCAUUAUUCGUC

>AF403106 2_70

UCUCGAAAAGAACAGGAGCUUCUCUGCCCUGUAUACUUAGCUAGAACAGAAGUAUUAGUUCCACAAAGCAGUAUCUCUCAGGAUUAUUUGGGCCCAGCAUCAGCGGGGCUGUAGCUAAACAAAAGGAAGGCAUCAUCGCCAGGAGUCGUGGGAGGGCUGUCAUGUUUCUACAGAGCAGAGACUCUCCACGUAGAUGGAGG

>AK142498 1_4

CCCUGGAUGACCUGGUGAAGGUCUGGAAAUGGCGUGAUGAGAGGCUGGAGCUCCAGUGGAGCCUGGAGGGACAUCAGCUCGGGGUGGUGUCUGUGGACAUCAGCCACACUCUUCCCAUUGCUGCAUCCAGCUCUCUAGACGCUCAUAUUCGCCUCUGGGACUUGGAAAAUGGCAAACAGAUGAAGUCUAUAGAUGCAGGA

>BC082554 1_43

UGGCGGGAUGGGUGAUCCCUACAGCCGUGCUGCUGGCCCUGGGCUGGGAAGUGUGGCGAUGGGACCACGGCAGCACUAUCCCUAUGGAGGUCCUUACGACAGAGUGAGGACGGAGCCUGGAAUCGGGCCUGAAGGAAAUAUGGGCACUGGAGCCCCUCAGCCAAAUCUCAUGCCUUCCACCCCAGAUUCGGGGAUGUAUU

>BC075664 1_24

CUGCGCGCGUGCGCUCUGUCUCUUUGUGCCCAGGUUUGAAAAGGCUUUUCUGGCGUCGAAGGCAGUGAGCGAAUGGUACCUGGGUGCUUACAUUAACGCCUGCGUGGAGCUGAGAACCAGUCUUCUGGCCAGGUUCCCAGGAACCAUAAAGGAACUGGAGAAACCCCUAGUGGCUGCCACCAAUAGCUUCCAGAAACAUU

>GU433214 1_24

AUCGCCUGGUGCUAAUCCUAGAGCAUGACACGCCACUCCCUAAGCACUUGCACACCCCGGGCAGCAAUGGACGCUACAGCACCAUCCAGUGCAGGAUCUCCCACUCCUCACUCACCUCUCUGCUUCGAGACUGGAGCAGCUUUGUGCUGGUUGAGGGCUAUUCCUAUGUCAAGCUGCUCUCCAGUGCCCCAGACCAGCCC

>BC152813 1_7

UGGACUUGGGUGGCUCUACCCUGGAGGACCCCACGGACCUGGAGAUCGUUGUGGUGGAUCAAAAUGACAACCGGCCAGCCUUCCUACAGGAUGUGUUCAGAGGCCGCAUCCUGGAGGGUGCCAUCCCAGGCACCUUCGUCACCAGGGCUGAGGCCACAGAUGCCGACGACCCAGAGACAGACAAUGCAGCCCUCAGGUUC

>AK032785 1_10

CUCUGUGUGACUAAAUGAGUUUCAGGAGUAUUUUAACAGUUUAUAUUUGGGGAGUUUACAAUAAGCCAUGUAUAUAUGCACACUCUUGCAUGUGCAUACAUGCGUGCGCAUGCACACACACACAUGCACGCACAUGCACGCACACACAUCCACAUGCACACACACACAUACACUCCCUGCCACUUGGAGGAUGCUGUGGA

>BC042503 1_64

UGGCUGCUCCAAAAAGACAAAUGAAUGGGGCAAGACAAUCAUUGAAUACAAAACAAAUAAGCCAUCUCGCCUGCCGUUCCUUGACAUUGCACCUCUGGACAUUGGUGGUGCUGACCAAGAAUUCCGUGUGGAGGUUGGCCCCGUCUGUUUCAAAUAAGUGAACUCAACAUAAAUUAAAAACCAAAAACCCCUGAAAAAAC

>AK169453 1_10

UCAUUGAAUGUUCUCUGGACUGCCAUCGAGCAGAGUUAUCCCAACUCUUUUAUCCUCUGUUUGUACAUAUGUACUUGGAGCUAGUUUAUAAUCAACAUGAAAAUGAAGCAAAAUCAUUCUUUGAGAAGUUCCAUGGAGAUCAGGAAUGUUACUACCAGGAUGACCUACGAGUGUUAUCUAGUCUUACCAAAAAGGAGCAC

>AK033723 1_16

CCUGCCACCCAAAUCCAGAAUUGAUUACAACAACCCUGGCCGAGUGCUGCUGCAGAAUCUCACCAUGGCCUCCUCUGGGCUUUACCAGUGCACAGCAGGCAACGAGGCUGGAAAGGAGAGCUGUGUGGUACGGGUGACUGUACAGUAUGUGCAGAGCAUUGGCAUGGUGGCAGGAGCAGUGACAGGCAUAGUGGCAGGAG

>AK040544 1_15

AUCCAUCCUUAUUCAUUAAAAGUAGAUUUUAAAAGUUGGGCAUUUAAUUUAAUGCAUUUAAUUUUAGUAUGCAGUCAGAGGCAGGCAGAUCUCUGAGCUCAAAGUCAGCCUGAUCUAUGUGGAGAGACCUGUCCAAUACAAAACAAACAAGAUGUUUAAAAGUACUUUUGGGGAUGGAGAGAUGACUUAGUGGUUAAGAG

>AK034429 1_57

CAAAUAAAUGAUAGCUGACCAGCCCAGCCAAUCCUUAAGACUAUAAAUAGGACGCCCAUGGUGCUGAGGUAGCACACGUUUUAAGACCACAGGUGUGAGACAUUUACCAGUAGUCUAAUUCAGGCCCUUGAGCUUCUUUGACAUCACAAGGGGUCAGAAAUGGUUUAAAUGAACACAAGUUUAAUUAUGCCUGGGACUAU

>BC055837 1_9

UGCCAUACCAAUGGAACCCCACUGGGCCUUGGGGCUCGGGCCACCAACCCCAACCUGGCAGCUGUAUUACGCAGCGCAGCCCUGGCCUCCAGCCCAGAUCUCGCUGGGAAGGCCUUGCUGAACCCGCUGGUCAGAGACCUGGGGUUAGAGUUACCUUCUGCUCAGCCCGUGCCUUCCUUAGAGCCUGCGCUGCAGCUUCU

>BC012262 1_10

GACUUGAUAGAGGACUUGAAAUUAGCAAAAAAGGCCUACCACGACCCCAUGCUGAAACUCUCCAUAAUGACGGAACAGGAACUGAAUCAGAUUUUUGGGACCCUGGACUCUCUAAUUCCUCUCCAUGAAGAGCUCCUCAGUCAGCUUCGAGAUGUUCGGAAACCCGAUGGCUCGACUGAGCACGUUGGUCCCAUCCUCGU

>AF362573 1_2

GACUUCGCAACAACUGCAGGCUUUUUAGCUUUCUUGGACUCAUACUGUGCAAGGCGUUCUUCUCGUAGCUUCUUUGCUUCCUCACUUUCCUCCUCAUCAUCAGAUCCAAAGAGAUCAAUGUCGUCAUCAUCCUUAGCAUCUGCACCUGCCCGGGCGGCCGGUCGAGCCGCCCGGGCAGGUACCUUCCAAGGGGCUCCCCC

>AK007864 1_20

CUCAGGCCUCAUACCAUCACCCCCAGUCUCUGUCCCCAGGGCUAGGGUGGACCAUGUCAAAGGAAGGGGCCAGUCUCCAACUAUAUGUCUUUGUCCUACUGUCUGCAAAAGACUUAAAGUUGCAGGCCUCAGAGAGCUCCUGAGGGGUGCUUAACCCAGCUCAGAGCUGCCCCCCCAACCCCAGCACACCAACAAUGCUU

>AK038194 1_25

CGGCCGACGUCCCUGGUGCUACAUGACCUGGGAGCGGUGGUACAUGCCUAUAAUACCAGGACUCUAGAGGCCAAGGUGUUCAGAUCAUCCUUAACUCUCUAGGGAGUUUGAGACCAGACAGAUGGGAACUGCACCCUGUUUUAGAAGCAAACAGCUAGGUGUGGUGACACAUACCUUUAAUCCGAGCACUAGGGAGGCAG

>AK051617 1_16

CCUAAAACCCAAACUUAGGUAUAUCUGGAACUUGAAUGGAUUUGAGAGAUCCCAGAUCUGGUACCUGGACCCCAAACUGAGGACUGAGAUACCGAGGCCCUGCUUCAUCAGGGUGUCUGCCCACCCGAAGUCCUGAAUUCUGGAUUCUCCAUACCUUUUCCCCACUGAGAAGACUUAGAAUAUUUUCAAACAUUGCAUCU

>AB021491 1_17

CUGCCACAAUCAGAACCUUCUGGGUACCAUCCUCCACCCGAAUGGUAACAUCACUGAACUCCUCCUGAAGGAAGGUUUUGCCCGCUGUGUGGACUGGUCAAUUGCAGUUUACACCCGGGGUGCAGAAAAGCUGAGGGCAGCUGAGAGGUUUGCCAAGGAGCGCAGGCUGAGAAUAUGGAGAGACUAUGUGCCUCCCACUG

>AK014171 1_9

GUUUGGGAAAAAAGUCACCUACUGCAGCAACCUGCGUGAGCUCCGAGAACACCUUCAGUGCGACCAGCUGCUCAUCCCCCCGGAAGUAGUGCGGUAUGACGAGAAACUGCAAAACCUGCACAAAGGUCACACGCCCCCGCCCACCAAGACACCGCCACCUCGGCCGCCUCUGCCCACCCAGCAGUUUGGCGUCAGCCUGC

>AK143479 1_40

UUGUGUAGGAGGAUAAAGGUUUUCAGAAGUGAUCUACAAAUAUGUAACCAUACAGCCGUGCCAAACACACAGCAGAAGCAUUCCCCACCGACUGCAGAGCAGAAGCAGUCAGUGCAGGAUUACAGAGGCCCCUGGAGCUCACCGCAUGCCACAUGGGAGAAAGGUGGGCUGCAACAAAAGGCAUGCAGAAACUUCUGCAG

List of miRNAs taken as training set in classifiers with no miRNA family commonalities between training and test sets. The same training set was used to derive precursor structural profile matrices to test the performance of classifier with profiles derived from this training set over the set of testing sequencing with absolutely no commonality for miRNA families with instances in the training set.

>hsa-mir-555

CAUGUUCCCCAAACUGUAUGUUUUUCUACAGGUAUGGCAGCACUGUGAUUGUAUGGGAGUGAACUCAGAUGUGGAGCACUACCUUUGUGAGCAGUGUGACCCAAGGCCUGUGGACAGGGUAAGCUGAACCUCUGAUAAAACUCUGAUCUAUAAGUAGGAGAGGUAGCACAUGGUAUCUCACCUGUCCUGCUCCUGCUUUG

>hsa-mir-1183

CAGACCAAGGGAGAUGGAGGUUUGGGGUGGGAGAAUGUGUUGGAUUCCAGCUAUAUUAUUCAAAUGCUCGGAGACACAGAACAUUAGAGAAGACAGGAGUUCACUGUAGGUGAUGGUGAGAGUGGGCAUGGAGCAGGAGUGCCAAGAGAUGAAGUUAUAAAACUAAGCAGGAGUUAGAUCAUGAAGAACUUUAUGUACUA

>hsa-mir-1208

UGCUAAUUGAAGAGCUCAGAAAGAGGACAUUAAGAAGGGGGCUUUCUGGUGGGCAACAAUGAAUCACCGGCAGAAUCACUGUUCAGACAGGCGGAGACGGGUCUUUCUCGCCCUCUGAUGAGUCACCACUGUGGUGGGGGGGAGUGGACAGUCAGCCAGACAGAUAAUGUGUCAGUCUCUCUCCUCAGCCUGACCCUGGA

>hsa-mir-425

GUCCUCAGUUUGACUGAGGGUUCCCAACCCUGCUAAGCAGUUGUCUCCAGGUCAUGCACCUUCAGAAUGGAAAGCGCUUUGGAAUGACACGAUCACUCCCGUUGAGUGGGCACCCGAGAAGCCAUCGGGAAUGUCGUGUCCGCCCAGUGCUCUUUCGGCGCCUCCCAGCAGGGCCUCAGCCCUGGCCCAGAAAGGGGCCU

>hsa-mir-647

GGAAAAACACCUGAACGCAGCCAGACACAUUUUCCGUCGUCUGGUCAGCCAAGGAAGUGUUGGCCUGUGGCUGCACUCACUUCCUUCAGCCCCAGGAAGCCUUGGUCGGGGGCAGGAGGGAGGGUCAGGCAGGGCUGGGGGCCUGACCGCCCACACUCCUCCUCAGGCCUGCGGGGAACGCCCUGCUCCCCAACUAAGCA

>hsa-mir-675

CAUUGCGCAGCAAGGAGGCUGCAGGGGCUCGGCCUGCGGGCGCCGGUCCCACGAGGCACUGCGGCCCAGGGUCUGGUGCGGAGAGGGCCCACAGUGGACUUGGUGACGCUGUAUGCCCUCACCGCUCAGCCCCUGGGGCUGGCUUGGCAGACAGUACAGCAUCCAGGGGAGUCAAGGGCAUGGGGCGAGACCAGACUAGG

>hsa-mir-214

UUGUAUCUGUCUAUGAGCAAAGGAAACCUGAAGGAACCAAGGGCCUGGCUGGACAGAGUUGUCAUGUGUCUGCCUGUCUACACUUGCUGUGCAGAACAUCCGCUCACCUGUACAGCAGGCACAGACAGGCAGUCACAUGACAACCCAGCCUGAAUGACAACCAGCCAUUGAAAGAAAGCAGCCCUCACACCAUAGCAUCU

>hsa-mir-708

GGGUUUUCAGAAACCUAACCCCCAUGGUUGGCGAGGGACUGCUGUGUGUGAAAUGGUAACUGCCCUCAAGGAGCUUACAAUCUAGCUGGGGGUAAAUGACUUGCACAUGAACACAACUAGACUGUGAGCUUCUAGAGGGCAGGGACCUUACCCUAGUCAUCUCUCUUCUCACCCUGCACACCCUCCCUGAGGGAUCUCAU

>hsa-mir-501

AGUCAAAUAUAUAUGGAGAUAUACAUGCAGGGUGCAGGUGCCUGAGUCUUCUGCUCUGCUCUUCCUCUCUAAUCCUUUGUCCCUGGGUGAGAGUGCUUUCUGAAUGCAAUGCACCCGGGCAAGGAUUCUGAGAGGGUGAGCCCCCUCUGCGUGGAGAACAGAAGAUCUGUAUGUCACCUCUCAGCUGCUUGCUGCUUGCC

>hsa-mir-27a

UGCCACCGAGGAUGCUGCCCGGGGACGGGGUGGCAGAGAGGCCCCGAAGCCUGUGCCUGGCCUGAGGAGCAGGGCUUAGCUGCUUGUGAGCAGGGUCCACACCAAGUCGUGUUCACAGUGGCUAAGUUCCGCCCCCCAGGCCCUCACCUCCUCUGGCCUUGCCGCCUGUCCCCUGCUGCCGCCUGUCUGCCUGCCAUCCU

>hsa-mir-24-2

CCUUGCCGCCUGUCCCCUGCUGCCGCCUGUCUGCCUGCCAUCCUGCUGCCUGGCCUCCCUGGGCUCUGCCUCCCGUGCCUACUGAGCUGAAACACAGUUGGUUUGUGUACACUGGCUCAGUUCAGCAGGAACAGGGGUCAAGCCCCCUUGGAGCCUGCAGCCCCUGCCUUCCCUGGGUGGGCUGAUGCUUGGAGCAGAGA

>hsa-mir-615

CCUGCGGAGCCGGCUCCGCCGGCGCUUGCGGCUCCGGAGGAUUCCAGCGACUCGGGAGGGGCGGGAGGGGGGUCCCCGGUGCUCGGAUCUCGAGGGUGCUUAUUGUUCGGUCCGAGCCUGGGUCUCCCUCUUCCCCCCAACCCCCCCUCAGCCCCUCCGGCUGCAGAGUGAAGGCUGCGGUGGAAAGUUUCCUGCCUGGG

>hsa-mir-744

CAGUGCUGCACUGAGCCAGGCGGGAGCUGGAAGAAGACGCAGCACACUGGGUUGGGCAAGGUGCGGGGCUAGGGCUAACAGCAGUCUUACUGAAGGUUUCCUGGAAACCACGCACAUGCUGUUGCCACUAACCUCAACCUUACUCGGUCCUGACCGGCUCGGCUUCUGUUUGUUUAUUUCAUCUCUACUCAGUACUGCCC

>hsa-mir-1184-3

GGUGAAUGGGAUGGAUCAGACUCCCUGUCCUGAGGGGGAGAUGGUUUCUUGCAGAACGAGGUGAAGGAGGUGGUUCUGCUCAGCAGUCAACAGUGGCCACAUCUCCACCUGCAGCGACUUGAUGGCUUCCGUGUCCUUUUCGUGGGUAGCCAUGACCAAAGACUGGAGCAGCAGAAAGAGCUCCUCGGGAAGCUGGCCGC

>hsa-mir-30c-2

GUACUGGGUUUCCUGAGGCUUGUGCUGCUGACUGCCAACCCCAUCCUAGAGAGCACUGAGCGACAGAUACUGUAAACAUCCUACACUCUCAGCUGUGGAAAGUAAGAAAGCUGGGAGAAGGCUGUUUACUCUUUCUGCCUUGGAAGUCAACUAAAGAGAAAUGGAUUUUGAAUAUUUCUAUGUCUUAGAAUUGAUCCUAU

>hsa-mir-495

GACCCUCAGUGUCCCUUCACGCCCAGGUGUGCCUCUGGCAGGGAGGACGUGCUCAUCUCUGGUACCUGAAAAGAAGUUGCCCAUGUUAUUUUCGCUUUAUAUGUGACGAAACAAACAUGGUGCACUUCUUUUUCGGUAUCAAAUAUCUCCUUGAAGUGCCUCCAUCCCCGACGGGACCCUGAGCAUGGGACCUGGUGUCA

>hsa-mir-106b

CCUUAAAGGGGUAGCUCCUUACCGUGCUCUCAUUGCCGCCUCCCCACCUCCCGCUCCAGCCCUGCCGGGGCUAAAGUGCUGACAGUGCAGAUAGUGGUCCUCUCCGUGCUACCGCACUGUGGGUACUUGCUGCUCCAGCAGGGCACGCACAGCGUCCGUGGAGGGAAAGGCCUUUUCCCCACUUCUUAACCUUCACUGAG

>hsa-mir-376a-1

ACUUUCUUUUCUGAUGACUCAAGCACAGGUGCACGCUUUCCUGGAUGGAAUCCUUCUUUGGUAUUUAAAAGGUAGAUUCUCCUUCUAUGAGUACAUUAUUUAUGAUUAAUCAUAGAGGAAAAUCCACGUUUUCAGUAUCAAAUGCUGCUUUGAAAACCUCGGAGGACGUGAAGUCGCCAUGGAAGAGGAGAUGUUAUCUG

>hsa-mir-1305

UGGUUCUGUUCCUUUAGAUAGCUUAACUGAGUACAAAAUUUGGGGUAUAGCAUUUCAGAAGAUCCUGCUGUUUCUACCAUUAGUUUUGAAUGUUUAUUGUAAAGAUACUUUUCAACUCUAAUGGGAGAGACAGCAGGAUUCUCCCAAAAAUUCAAGUAAAAAUCUGCACGAGGAAAAGAAGUCUCCUGAGAUGGAUUGAA

>hsa-mir-643

CAAAAUUAACCCACAAUUCUAUAGAAGUGUUAGGUAUUAUGUUCGACACACCAAGUGAUAUUCAUUGUCUACCUGAGCUAGAAUACAAGUAGUUGGCGUCUUCAGAGACACUUGUAUGCUAGCUCAGGUAGAUAUUGAAUGAAAAAUCUACACUAGUUUAAAGAAUAUCAUAACUUUUUAUGGAAAAGUAUAAUAAAACU

>hsa-mir-302d

UAUUGUAUUGACCGCAGCUCAUAUAUUUAAGCUUUAUUUUGUAUUUUUACAUCUGUUAAGGGGCCCCCUCUACUUUAACAUGGAGGCACUUGCUGUGACAUGACAAAAAUAAGUGCUUCCAUGUUUGAGUGUGGUGGUUCCUACCUAAUCAGCAAUUGCGUUAACGCCCACACUGUGUGCAGUUCUUGGCUACAGGCCAU

>hsa-mir-520g

UAACCUGGUCAAGGAAAAUUCCAACAAGAAACCCAGAGUGCUGGAGCAAGAAGAUCCCAUGCUGUGACCCUCUAGAGGAAGCACUUUCUGUUUGUUGUCUGAGAAAAAACAAAGUGCUUCCCUUUAGAGUGUUACCGUUUGGGAAAAGCAGUGUUGAAGUUGAUGCUGAUGUUGGUAAUAUAUUUGCAUGCUUAUUAUCA

>hsa-mir-551b

UAUCACCUUCUAGCUAACUGUCCUGACUUCAGACCUCUGUUAGAUCUGCCAGAUGUGCUCUCCUGGCCCAUGAAAUCAAGCGUGGGUGAGACCUGGUGCAGAACGGGAAGGCGACCCAUACUUGGUUUCAGAGGCUGUGAGAAUAACUGCAAUUUAGAGGGAAUACCAUUUAUGUUUAUGCAGGACUUCCAGAGAAAAAA

>hsa-mir-1200

GAACCAGGUUUCAAAUCCAGAGUUCUGUGACCCCAAAGCCCACAUUCUUCCUAGUUUACUAUGCUACUUCUCCUGAGCCAUUCUGAGCCUCAAUCACUUGCCAGAGAGAUUGGUUCAGGAAUUUGUCAGGGAUAGCCUGAAGUCCCAAAGUCUUCAGCCAGCAUCUGAGCAGUGUUAGAAAAGGCUGAGACUCACACGAU

>hsa-mir-329-2

CAGGACUGAAUGUCAAGUUUGGGGAAGGAAUCAGUGGUGUUCUUGUCAGUGUUACUUGGUGGUACCUGAAGAGAGGUUUUCUGGGUUUCUGUUUCUUUAUUGAGGACGAAACACACCUGGUUAACCUCUUUUCCAGUAUCAAAUCCCAUCUUGGAGGCCUUCUGGUCCAGACCUCAGCUUCAGGGAAGGGGUGCUGUGGA

>hsa-mir-130a

AGCUGAGUGGGCCAGGGACUGGGAGAAGGAGUGAGGAGGCAGGGCCGGCAUGCCUCUGCUGCUGGCCAGAGCUCUUUUCACAUUGUGCUACUGUCUGCACCUGUCACUAGCAGUGCAAUGUUAAAAGGGCAUUGGCCGUGUAGUGCUACCCAGCGCUGGCUGCCUCCUCAGCAUUGCAAUUCCUCUCCCAUCUGGGCACC

>hsa-mir-337

CUGCCAUCCGAGCGCUUGCACUGCGCUUCCGGGAGGAGGGUUGCGGCCCGUAGUCAGUAGUUGGGGGGUGGGAACGGCUUCAUACAGGAGUUGAUGCACAGUUAUCCAGCUCCUAUAUGAUGCCUUUCUUCAUCCCCUUCAACCACGCGCAGCCCCCGGACCCUCCUCUGCACCCUUGGCUGCACGGGGACGCGUCCUCA

>hsa-mir-449b

GUUUCAUGUUACAAAUUUAGCCUCAGUGACUGCCUGGGCCACGAGAAUCGGCAGUGACCUGAAUCAGGUAGGCAGUGUAUUGUUAGCUGGCUGCUUGGGUCAAGUCAGCAGCCACAACUACCCUGCCACUUGCUUCUGGAUAAAUUCUUCUUGUCAAUGAAGUGCUCUGGAUACCUGUGUGUGAUGAGCUGGCAGUGUAU

>hsa-mir-100

AAUGGUUGUAAUAUUUUAUUUUCAGACAUGUCACAGCCCCAAAAGAGAGAAGAUAUUGAGGCCUGUUGCCACAAACCCGUAGAUCCGAACUUGUGGUAUUAGUCCGCACAAGCUUGUAUCUAUAGGUAUGUGUCUGUUAGGCAAUCUCACGGACCUGGGGCUUUGCUUAUAUGCCAUUCAAUAUCCCUUCGAGUUAUUUC

>hsa-mir-3622a

UUAGUGGCAAGGUCUUGUUUUGUCACCCAGGCUGGAGUGCAGUGGUGUGAUCAUAGCCAAUAGAGGGUGCACAGGCACGGGAGCUCAGGUGAGGCAGGGAGCUGAGCUCACCUGACCUCCCAUGCCUGUGCACCCUCUAUUAUAUCACUCGUAUGUCUACCAUUGUUUGCAGAUCGUGAGCUGCUUGAUGACUGAUGCUA

>hsa-mir-200a

CCGGUUCUUCCCUGGGCUUCCACAGCAGCCCCUGCCUGCCUGGCGGGACCCCACGUCCCUCCCGGGCCCCUGUGAGCAUCUUACCGGACAGUGCUGGAUUUCCCAGCUUGACUCUAACACUGUCUGGUAACGAUGUUCAAAGGUGACCCGCCGCUCGCCGGGGACACCACCGAGGCACAUCCGGAGCUCCUACUCCAGGG

>hsa-mir-7-3

UGGGCAGGGGUCUCAGACAUGGGGCAGAGGGUGGUGAAGAAGAUUAGAGUGGCUGUGGUCUAGUGCUGUGUGGAAGACUAGUGAUUUUGUUGUUCUGAUGUACUACGACAACAAGUCACAGCCGGCCUCAUAGCGCAGACUCCCUUCGACCUUCGCCUUCAAUGGGCUGGCCAGUGGGGGAGAACCGGGGAGGUCGGGGA

>hsa-mir-892a

AUAAAAGAUGCAGGGGACAAUGGUGGGGGAUGGGGCGGCACCUUCACAAUCAGCCAUGCUGUGGGCAGUGCCUUACUCAGAAAGGUGCCAGUCACUUACACUACAUGUCACUGUGUCCUUUCUGCGUAGAGUAAGGCUCACUAAGUACAAGUUUGUGGUGGCCUUCGGACAGGUAAUAGGGUGGAGCUGCAGGAGUUGUC

>hsa-mir-3156-2

UUUUCAGUAAUCUGUGCUUAGAUGAGCUAAAUAUUUAAAGGUUGGAGACUGCCAUGAAGCUCUGCAGAAGAAAGAUCUGGAAGUGGGAGACACUUUCACUAUAUAUAGUGGCUCCCACUUCCAGAUCUUUCUCUCUGUAUAUAUAGUACUUAGAGAAAUCCAACUAUCAGGACUCAGUUUUUCUAGCAGUCUCUCUCCUU

>hsa-mir-941-1

CCCGGCUGUGUGGACAUGUGCCCAGGGCCCAGGACAGCGCCACGGAAGAGGACACACCCGGCUGUGUGGACAUGUGCCCAGGGCCCGGGACAGCGCCACGGAAGAGGACGCACCCGGCUGUGUGCACAUGUGCCCAGGGCCCGGGACAGCGCCACGGAAGAGGACGCACCCGGCUGUGUGCACAUGUGCCCAGGGCCCGG

>hsa-mir-185

GGAGACCUGCUGGCUAGAGCUGGGUUGGGGGCCGGUGGGCAGUGGGCCUGGCUCGAGCAGGGGGCGAGGGAUUGGAGAGAAAGGCAGUUCCUGAUGGUCCCCUCCCCAGGGGCUGGCUUUCCUCUGGUCCUUCCCUCCCAAUGACCGCGUCUUCGUCGAGGCCACAGCCCUUGGCUCUGCGCCCACACCUCCAGUGCCAG

>hsa-mir-362

CUACACAUGCACACAUACAAACACACAAAAAGGGCAGGUGUCAGAGCCUUCUUGUCUGCUCCCCCUCUUGAAUCCUUGGAACCUAGGUGUGAGUGCUAUUUCAGUGCAACACACCUAUUCAAGGAUUCAAAGAGGCUGAGCCUUGUCUACAUGUAGAAGGACCAACAACCUGUCCCCUUCUUUCACAUGUUUGUGUUUGC

>hsa-mir-642a

CUGGUGGGACCAGGAAGUUCUCAGUCCAUUUCCUAUCUCCUACACUCUCCACAGUUUAUCUGAGUUGGGAGGGUCCCUCUCCAAAUGUGUCUUGGGGUGGGGGAUCAAGACACAUUUGGAGAGGGAACCUCCCAACUCGGCCUCUGCCAUCAUUUAACUCUCCCAGCCUAUCACUCCCAUACUGGAAUUUUCCGUUCCUC

>hsa-mir-520b

UUUAACCUGGUUAAGGAAGAUUCCAACAAAAAAUCCACGGUGCCACAGCAAGAAGAUGUCAGGCUGUGUCCCUCUACAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAAGAAAGUGCUUCCUUUUAGAGGGUUACCGUUUAAGAAAAGCAACGUUUAGGUGGAUGCUGAUCUUGGCAAUAAUACAUUUGCAGAGCAUGCUU

>hsa-mir-106a

AUCUGUGAGGACGGAAAAGAAGAGCUCCUGGAAGACUUAAAAUUUUGCUACAGGAAUAGGCCUUGGCCAUGUAAAAGUGCUUACAGUGCAGGUAGCUUUUUGAGAUCUACUGCAAUGUAAGCACUUCUUACAUUACCAUGGUGAUUUAGUCAAUGGCUACUGAGAACUGUAGUUUGUGCAUAAUUAAGUAGUUGAUGCUU

>hsa-mir-202

GGACCCUCCCCCAGGACAGCCACCUCCCAGUGCUGAAGAGCCGGCCCGCCUCAGAGCCGCCCGCCGUUCCUUUUUCCUAUGCAUAUACUUCUUUGAGGAUCUGGCCUAAAGAGGUAUAGGGCAUGGGAAAACGGGGCGGUCGGGUCCUCCCCAGCGGCACCUGCACCAGUGCACCUGCACCUGCUCCAGCAGCACCUGCC

>hsa-mir-640

AUGAUGGUGAGGAGGUUACAUUGGGAGAAUGAGCCCUGCGUGCUGCCUGUGUGCUCUGUGACCCUGGGCAAGUUCCUGAAGAUCAGACACAUCAGAUCCCUUAUCUGUAAAAUGGGCAUGAUCCAGGAACCUGCCUCUACGGUUGCCUUGGGGAUUCAGAGAUGCUGUGUGAGCAUAGUACCUGGAACAUACUCCUAAGU

>hsa-mir-296

GGGAAGAUCCUGAGUGAAAUUGUGAAAUCAGGCCCAGCCUCAUGUGGGAGGUGAGGAGAAAGGACCCUUCCAGAGGGCCCCCCCUCAAUCCUGUUGUGCCUAAUUCAGAGGGUUGGGUGGAGGCUCUCCUGAAGGGCUCUGAAGAGCGCUGCACCCGCAGCUGUGUGCCAGGAGUGGAGACAGGACAGUCGAUACAAGAG

>hsa-mir-548h-4

AGAAAACUUGAAGCCAAACUUGUGAUCCUUCGUUGUUCCAUUUCCAAAGCUAUUAGGUUGGUGCAAAAGUAAUCGCGGUUUUUGUCAUUACUUUAAUUACUUUACGUUUCAUUAAUGACAAAAACCGCAAUUACUUUUGCACCAACCUAAUACUUGCUAUCAUCACUUCUUGUCUAUUUUCCAUUCCUCUUAUAAAUGUU

>hsa-mir-548i-3

CCAAACUUUGUUGAUCUUCAUCAAUCCCUCUGAUGCAGAUGGCUCCGAAGUUUACAUCCUAUUAGGUUUGUGCAAAAGUAAUUGCGGAUUUUGCCAUUAAAAGUAAUGGCAAAAAUAGCAAUUAUUUUUGUACCAGCCUAGUAUCUUUUCUCCUUCUACCAAACUUUGUCCCUGAGCCAUCUCAUCACCUAUAACUACCU

>hsa-mir-525

UUUAACCCAGUGAAGGAAGAUUUCAACCAAAAACCCACGGUGCUGGAGCAAGAAGAUCUCAAGCUGUGACUCUCCAGAGGGAUGCACUUUCUCUUAUGUGAAAAAAAAGAAGGCGCUUCCCUUUAGAGCGUUACGGUUUGGGUAAAGCAACGUUGAAGUUGAUGCUGAUCUUGGUAAUAUAUUUGCAGAGCAUGCUUAUA

>hsa-mir-496

AGUAUCCCGUCCGUCCUCAGGCCUGCUGCUGGGACGCGCUGGAAGCGAGCACCCAAGUCAGGUACUCGAAUGGAGGUUGUCCAUGGUGUGUUCAUUUUAUUUAUGAUGAGUAUUACAUGGCCAAUCUCCUUUCGGUACUCAAUUCUUCUUGGGAAACGUCACGAGGGGAAAGCCCAGCCGGCACCUGCGCAGGGUAAGGA

>hsa-mir-431

GUGGGUGGGUGGCUGCUGUGUGGCUGGGUGGGGCCUCCUGCACGUCGUUGUCCUGCUUGUCCUGCGAGGUGUCUUGCAGGCCGUCAUGCAGGCCACACUGACGGUAACGUUGCAGGUCGUCUUGCAGGGCUUCUCGCAAGACGACAUCCUCAUCACCAACGACGUGCAGCUCCAGGUAGCGGUUCUGACGCAGGGCAGGG

>hsa-mir-1281

GGCCGGUGCGGCGGCGGCGGCGCGGAGCGCGGCGGCAGGAGGAGGGUUCGGAGGGUGGGGGCGCAGGCCCGGGAGGGGGCACCGGGAGGAGGUGAGUGUCUCUUGUCGCCUCCUCCUCUCCCCCCUUUUCGCCCCCGCCUCCUUGUGGCGAUGAGAAGGAGGAGGACAGCGCCGAGGAGGAAGAGGUUGAUGGCGGCGGC

>hsa-mir-1972-1

CAGACUGGUAUUGAACUUCUGAGCUUAAGCCAACAUCUUGCUUGUCUCCUGAGUAGAGGGACUAUAGGCAUGUGCCACCACACCUGGCUUAAAUGUGUCAUUUAAAAAUUCAGGCCAGGCACAGUGGCUCAUGCCUGUAAUCCCAGCAAUUUGGGAGGCUGAGGCAGGCGGAUCACCUGAGGUCAGGAGUUCGAGACCAG

>hsa-mir-3179-1

CCUCCCACCUUGGGCUCCCUAAGUGUUGGGAUUACAGGCAAGAGUCACCACGCCCAGCCAGGAUCACAGACGUUUAAAUUACACUCCUUCUGCUGUGCCUUACAGCAGUAGAAGGGGUGAAAUUUAAACGUCUGUGAUCCUGGGGUUGUUGAAGAUGCCACCCAUCUACAUAUUCUUUCAGAUGCACAAUAUUUCACUGU

>hsa-mir-524

UUUAACCUGGGCAAGGAAAAUUCCAACAAAAAACCCAGAGUUCUGGAGCAAGAAGAUCUCAUGCUGUGACCCUACAAAGGGAAGCACUUUCUCUUGUCCAAAGGAAAAGAAGGCGCUUCCCUUUGGAGUGUUACGGUUUGAGAAAAGCAGCGUUGAAGUUGAUGCUUAUCUCGGUAAUACAUUUGUAGAGCAUGCUUAUC

>hsa-mir-764

UAUACUCUGCCAUAGUAUAAAGAAUCCUGGUGUGUUCGGGUGAUAUUUUCAAUCUAAAAUCUAGGAGGCAGGUGCUCACUUGUCCUCCUCCAUGCUUGGAAAAUGCAGGGAGGAGGCCAUAGUGGCAACUGUUACCAUGAUUAAUUUCGUUGGGAUAGAAGAUGGACCCGCUGGUUGUAAUCAAUGCAUUGAGGACUCUC

>hsa-mir-1913

GGCCUGCAGAAGCUGGGCACACCCUGCUGUUCCUUCUCGGCCGUGGGCAGCGCAGUUGCAAACCUCUACCUCCCGGCAGAGGAGGCUGCAGAGGCUGGCUUUCCAAAACUCUGCCCCCUCCGCUGCUGCCAAGUGGCUGGUGUCAAGUCCCAUCCCACGUGUCAUUUACAUUACUUGCUAGGGUGCUUUUCUGAAGAAAU

>hsa-mir-520e

CAAGGUUUUAGAAUCCAAGGAAACCAAUAAACACCCAGAGUGCUGGAGCAAGACUGUCUCCUGCUGUGACCCUCAAGAUGGAAGCAGUUUCUGUUGUCUGAAAGGAAAGAAAGUGCUUCCUUUUUGAGGGUUACUGUUUGAGAAAAGCAACCUUGAGGUUGAUGCUGAUGUUUGUAACACACCUGCAGAGUAUACUUAUA

>hsa-mir-526b

UUUAACUUGGUCAAAGAAAAUUCCAGGAAAAAAUCCACGGCAUCAGAGCAAGAAGAUGUCAGGCUGUGACCCUCUUGAGGGAAGCACUUUCUGUUGUCUGAAAGAAGAGAAAGUGCUUCCUUUUAGAGGCUUACUGUCUGAGAAAAGCAACGUUGUAGUUGAUGCUGAUCUUUGUAAUAUCUUUGCAGAGCACGCUUAUA

>hsa-mir-3150b

GCCAGCUUGGCCGCCUCCCUGCAGAGGGCUGACGCUUCUCCAGAAGUUGUAAGAAAAGGAGGGAAAGCAGGCCAACCUCGAGGAUCUCCCCAGCCUUGGCGUUCAGGUGCUGAGGAGAUCGUCGAGGUUGGCCUGCUUCCCCUCACUCCUCGGGCCUUGCUCUUCCCCCAGGUGCCCACUGCCCUCCCUGCUGUGUACCA

>hsa-mir-518b

UGGUCAAGGAAAAUUCCAACAGCAACAUCAAAAAACCAGUGUUGGAGCAAGAAUAUGUCAUGCUGUGGCCCUCCAGAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAACAAAGCGCUCCCCUUUAGAGGUUUACGGUUUGAGUAAAGCAGCGUUGAAGUUGAUGCUGAUCUUGGUAAUACAUUUGCAGAGCGUGCUUAUCA

>hsa-mir-330

CUUGGUGACUCCCUUCUUCCAGGAUCGCGUCCCUGCCACUUCGUGCUGUGUGAUCUUUGGCGAUCACUGCCUCUCUGGGCCUGUGUCUUAGGCUCUGCAAGAUCAACCGAGCAAAGCACACGGCCUGCAGAGAGGCAGCGCUCUGCCCCUUACUCGGCCCCGUUUUCAUCGGAGACCUCCGGGGAGCGGUGGGGGUGGAG

>hsa-mir-1227

AGCGAGGAGCAGUGUCAGGAGUGGAUGGAGGCUCUGCGUCGGGCCAGGUGGGGCCAGGCGGUGGUGGGCACUGCUGGGGUGGGCACAGCAGCCAUGCAGAGCGGGCAUUUGACCCCGUGCCACCCUUUUCCCCAGCUACGAGUUCAUGCGGAGAAGCCUCAUCUUCUACAGGAACGAAAUCCGGAAGGUGACGGGCAAGG

>hsa-mir-145

ACUCCAGCUGGUCCUUAGGGACACGGCGGCCUUGGCGCUGAAGGCCACUCGCUCCCACCUUGUCCUCACGGUCCAGUUUUCCCAGGAAUCCCUUAGAUGCUAAGAUGGGGAUUCCUGGAAAUACUGUUCUUGAGGUCAUGGUUUCACAGCUGGAUUUGCCUCCUUCCCACCCCACAGUUGCCCCCCAAUGGGGCCUCGGC

>hsa-mir-320b-2

AUUGUUAGUGCCAUUUUUAUUGUAAAUAUCAGAAUUGUUAUUUUUUGUCUUCUACCUAAGAAUUCUGUCUCUUAGGCUUUCUCUUCCCAGAUUUCCCAAAGUUGGGAAAAGCUGGGUUGAGAGGGCAAAAGGAAAAAAAAAGAAUUCUGUCUCUGACAUAAUUAGAUAGGGAACCAGUUGGGAAGCUGUAAGAAUAAUGC

>hsa-mir-148b

CUAAGUCACCCAAUCUCCCACAAAACAAUCUGCCUAUACAUCAUUUCCAAGCACGAUUAGCAUUUGAGGUGAAGUUCUGUUAUACACUCAGGCUGUGGCUCUCUGAAAGUCAGUGCAUCACAGAACUUUGUCUCGAAAGCUUUCUAGCAGCUACCCAUUUUGGGAGUGGGAGGGAAGAAUAGACCUUUUAAAUUCUUUCA

>hsa-mir-372

CUAUGGCCGUUUCCUCGUGAUAUAAAUUUCUUGGCCGGGGCUCUUGCAGAUGGAGCUGCUCACCCUGUGGGCCUCAAAUGUGGAGCACUAUUCUGAUGUCCAAGUGGAAAGUGCUGCGACAUUUGAGCGUCACCGGUGACGCCCAUAUCAACGGAUGCCGUGGAGCUCGGUCUUCUGCAGGAACUAAAGAGCCUGUGGUU

>hsa-mir-30d

CUGAAGAUGAUGACUGGCAACAUUUAUGUCUGUUCCUCCUCUUAAAUUUCUUGUUCAGAAAGUCUGUUGUUGUAAACAUCCCCGACUGGAAGCUGUAAGACACAGCUAAGCUUUCAGUCAGAUGUUUGCUGCUACCGGCUAUUCACAGACAUCCUCUUGAUAUAAUUCUGUCCCGGAGUGGAGUUGAGGAGGCUAUAAAA

>hsa-mir-1301

UGCAAACAGCCUUUCCACUGACGCAGUGCCUUGGGGGCUCUGCCAAGCGACCCCUAGAAUGGGGAUUGUGGGGGGUCGCUCUAGGCACCGCAGCACUGUGCUGGGGAUGUUGCAGCUGCCUGGGAGUGACUUCACACAGUCCUCUCUGCCUCCAGGGUCACCCGGAACGGGGUUGCGGGGGACAAGCUGUGGGCGGGGGG

>hsa-mir-3116-1

UACUCAUGUCUUCAGUUUUGCUUUUCUUUGUUCUUUCUUUCUUGUUCAUUCAUUCAUCAAGCACUUUAUUGAGUCCCUACUAUGUUCCAGGCACUGGGUAUCGUAGGUGCCUGGAACAUAGUAGGGACUCAAUAAAGGAGCUAUGCUUCCUUUAUGUGAAUUAAAUGUCACUGAUGUAGCUGGCAUUUAGUAGGCUUUCA

>hsa-mir-654

UGGGAUCAUGGCUGGACUGAAGCCACCAUCAGGGACGUGAGGUGGGGCUGAGCCCUCCAGGGUAAGUGGAAAGAUGGUGGGCCGCAGAACAUGUGCUGAGUUCGUGCCAUAUGUCUGCUGACCAUCACCUUUAGAAGCCCCCUUUCGCUGAGGAGCCAGCUUGGUGCACAGGCUGUGGUGUGUUGUCACAGCUAUGCUAC

>hsa-mir-720

UCAGGUGGCGCCCCGCCUCCGAGCCGGCCGUCCUUCCGGGGGAGCCUGGAGCGAGACCGGAUCUCACACGGUGGUGUUAAUAUCUCGCUGGGGCCUCCAAAAUGUUGUGCCCAGGGGUGUUAGAGAAAACACCACACUUUGAGAUGAAUUAAGAGUCCUUUAUUAGCCGGCGACCGAGAGACCGCUAACACUCAAAAUUC

>hsa-mir-217

GAGAAUAAAGUUGUUGCAUUUGGAAAUAAAUGAUAUUUAGUAUAAUUAUUACAUAGUUUUUGAUGUCGCAGAUACUGCAUCAGGAACUGAUUGGAUAAGAAUCAGUCACCAUCAGUUCCUAAUGCAUUGCCUUCAGCAUCUAAACAAGCACCAGUAAAUACCUCAAGUUAGAUUUGCUGUGAUGUGUUCAUGGUCAUCCA

>hsa-mir-3118-4

UUGCCUCUCCCAGGACCCCAGCCUGGCCACAUCUGCUUACAGGGCACUCUCAGGUGCCCACACAUACUACAAUAAUUUUCAUAAUGCAAUCACACACAAUCACCGUGUGACUGCAUUAUGAAAAUUCUUCUAGUGUGAUUUACAGCUCUGUCAGGUCAGUUAUUUUCUUCUUUAUACUUGCUAUUUUGUCUGUUAGUUCC

>hsa-mir-99b

GCUGAGGGCCUGGACUCCUGGGUUCCUUGGGGAGGAGGGGCCGGGGGCCCGGACUCCUGGGUCCUGGCACCCACCCGUAGAACCGACCUUGCGGGGCCUUCGCCGCACACAAGCUCGUGUCUGUGGGUCCGUGUCGGGGGCUCACCAUCGCGGCUGGGGCCUCCCCGGCCCUCCCCCUCAUCCCUGGUCCUCCUGGUCCC

>hsa-mir-624

UGUUCUUGUAAUGAAAAAGAAAAAAAGGUUAAAAAAGGAUGUGCUUUUGACCAAUAUAUAAUGCUGUUUCAAGGUAGUACCAGUACCUUGUGUUCAGUGGAACCAAGGUAAACACAAGGUAUUGGUAUUACCUUGAGAUAGCAUUACACCUAAGUGGUUUCAGUGAACAAGAUUUAAAAGACUAGAAUUAAAGCAAUUAU

>hsa-mir-633

GUCCUGGCUUAUUGCUUACCUGAUUAAUGGUUUUGGUUAUGCUACUCAACCUCUCUUAGCCUCUGUUUCUUUAUUGCGGUAGAUACUAUUAACCUAAAAUGAGAAGGCUAAUAGUAUCUACCACAAUAAAAUUGUUGUGAGGAUAAAAAAAAAUAUUAAUUAGGAUGCAGUAUGAAAAAAAUAAAAGUUAGCUAUCUUUA

>hsa-mir-506

CAUCUGUAGUUUCCCCGUGUUACUAUUAAGAUGGUCAGUGCCACCACCAUCAGCCAUACUAUGUGUAGUGCCUUAUUCAGGAAGGUGUUACUUAAUAGAUUAAUAUUUGUAAGGCACCCUUCUGAGUAGAGUAAUGUGCAACAUGGACAACAUUUGUGGUGGCAUUGGUAAUGACGAGUGGAAUUUCAGUGACAAUACUG

>hsa-mir-601

AGUCUCUAUCCAGACAACUCAGCGGCUACACGCUGACUUCCUGUGAUGCCUUGAAAAAGUGCAUGAGUUCGUCUUGGUCUAGGAUUGUUGGAGGAGUCAGAAAAACUACCCCAGGGAUCCUGAAGUCCUUUGGGUGGAAAGGGGGAGGCCCCCAUGUCUGUCUGGCUCUCAGAAAAUGGGAAAGAAGGUAAGGGACAUGG

>hsa-mir-635

CCGGAAGUAGUGUUUGGGCCAAGACUUGGAGCAUCAGCUCCUAGAGCCAGAGAGGAGCUGCCACUUGGGCACUGAAACAAUGUCCAUUAGGCUUUGUUAUGGAAACUUCUCCUGAUCAUUGUUUUGUGUCCAUUGAGCUUCCAAUUGUAAAAGGAUGGAGUGCAGGUCUGGCUUCUUUCUCCCGCAGAUCCGUGGAACCC

>hsa-mir-454

UAGAUUAUCAUAAUUGCUUAGUGAAUUUCUGCCAUCUAACUAAAAAAAAUUCUGUUUAUCACCAGAUCCUAGAACCCUAUCAAUAUUGUCUCUGCUGUGUAAAUAGUUCUGAGUAGUGCAAUAUUGCUUAUAGGGUUUUGGUGUUUGGAAAGAACAAUGGGCAGGCUGCAGAAAGUAUGUAGCAGAAACAAGCAAAAGUC

>hsa-mir-186

CCAUUAUAAUUAAGGUUUACAGAACACCCAUCAUAUUCUUCCCAAACAUUUUUUCAUUGCUUGUAACUUUCCAAAGAAUUCUCCUUUUGGGCUUUCUGGUUUUAUUUUAAGCCCAAAGGUGAAUUUUUUGGGAAGUUUGAGCUAAAUUCCUUCAACCAAAAUAUACAAGUGAAGAAAAAAAAUUUGUAUUUAAACAUUUG

>hsa-mir-548w

GGACAAAUUUUUCCAAGAGGAAAGGACUGUAACAUCACCUGAUGUUAAGAUAGGGCCUAGUUAGGUUGGUGCAAAAGUAACUGCGGUUUUUGCCUUUCAACAUAAUGGCAAAACCCACAAUUACUUUUGCACCAAUCUAAUAGGUUGAUUGCCAAGUCUCCUUGCACUUUCCAUCAUCUAUUACCGUUUCAUUCGUACGC

>hsa-mir-650

GCAUGGAGGUCCCGCCCUUCUCUGAGGCAGAGGGAUAAGACAGGGCUGGGGGCAGGCCCAGUGCUGGGGUCUCAGGAGGCAGCGCUCUCAGGACGUCACCACCAUGGCCUGGGCUCUGCUCCUCCUCACCCUCCUCACUCAGGGCACAGGUGAUGCCUCCAGGGAAGGGGCCACAGGGACCUCUGGGCUGAUCCUUGGUC

>hsa-mir-517c

UAAAUAAAUAAAUACAUAAAUACAUAAAAAAUAACCCAGAGUACUGGAGCAAGAAGAUCUCAGGCAGUGACCCUCUAGAUGGAAGCACUGUCUGUUGUCUAAGAAAAGAUCGUGCAUCCUUUUAGAGUGUUACUGUUUGAGAAAAUCAACGUUGAAGAUGCUGCUGAUCUUGGUAACACAUUUGCAGAGCGUGCUUAUCA

>hsa-let-7i

GAGCGCCGGAGCCGCUUUGCUGCCCUCCGCGUGGUCCCGUGCCUCCCCGACACCAUGGCCCUGGCUGAGGUAGUAGUUUGUGCUGUUGGUCGGGUUGUGACAUUGCCCGCUGUGGAGAUAACUGCGCAAGCUACUGCCUUGCUAGUGCUGGUGAUGCUCAGCGCCGCGGAGGACAAUGGCUGGGAAUCCCCUUUGUUUUC

>hsa-mir-885

UGCCACCGUCUCCAGGGAGCCUAGGACGACACCGUGACUGCAGAAGGCCCAGUCUGCUACUCGGCCCGCACUCUCUCCAUUACACUACCCUGCCUCUUCUCCAUGAGAGGCAGCGGGGUGUAGUGGAUAGAGCACGGGUUCAAGUCCCGGCUCCACCACUCACAGCUGUGUGACCCUGGGCCAUCACUCAAGCUCUCUGA

>hsa-mir-1205

CUUCUGGAUGGAUGCACCACGAUAGGGAAAUCAGCAAGCUGAAGAUAGGGAAAGUGAACACUUAUCACUGAAGGCCUCUGCAGGGUUUGCUUUGAGGUACUUCCUUCCUGUCAACCCUGUUCUGGAGUCUGUCUCCAUUUUUCAGACACAAAAACUGAGGCAUAGAUAACUGUUUUCUGUUUUUUGUGGGGAGAGAGUAU

>hsa-let-7a-2

ACUAACUUGUAAUUUCCCUGCUUAAGAAAUGGUAGUUUUCCAGCCAUUGUGACUGCAUGCUCCCAGGUUGAGGUAGUAGGUUGUAUAGUUUAGAAUUACAUCAAGGGAGAUAACUGUACAGCCUCCUAGCUUUCCUUGGGUCUUGCACUAAACAACAUGGUGAGAACGAUCAUGAUUCCUCCAGGCCUUUUCUCCCUAUG

>hsa-mir-891a

AUUAUAAUUACGUAGCUUCUUUGUUUUUUUCUAGGUUCCCAAAGAGUCUACAAAUGUUGUCUCCUUAAUCCUUGCAACGAACCUGAGCCACUGAUUCAGUAAAAUACUCAGUGGCACAUGUUUGUUGUGAGGGUCAAAAGAGAUAAUCUCUACAGGCCUCAUGGACACUGCAAACCAUGUAAGUCAUCAGUUAUGUAGCU

>hsa-mir-29b-1

AGGUUGUCUUGGGUUUAUUGUAAGAGAGCAUUAUGAAGAAAAAAAUAGAUCAUAAAGCUUCUUCAGGAAGCUGGUUUCAUAUGGUGGUUUAGAUUUAAAUAGUGAUUGUCUAGCACCAUUUGAAAUCAGUGUUCUUGGGGGAGACCAGCUGCGCUGCACUACCAACAGCAAAAGAAGUGAAUGGGACAGCUCUGAAGUAU

>hsa-mir-1202

CAAAGUCAGCUGGUGGUAGUGAUGGCAGCAGCAGCCCAUCUGGAGCACCUGCUGCAGAGGUGCCAGCUGCAGUGGGGGAGGCACUGCCAGGGCUGCCCACUCUGCUUAGCCAGCAGGUGCCAAGAACAGGUGGGAGCCCCACCCCCUACUGAGUUGGCAGGAUGGGAGCCCCUUGCUCCCUGGCACACAGCUACAGCUGC

>hsa-mir-507

GACUGAGAGUGUUGGGAUUCUGACUGAAAUGGCGGAGUGAGGGACAUUUUCCGCUGUGCUGUGUGUAGUGCUUCACUUCAAGAAGUGCCAUGCAUGUGUCUAGAAAUAUGUUUUGCACCUUUUGGAGUGAAAUAAUGCACAACAGAUACAAGUCAGAACUACCCACUCAGUGAUGGGUCAACUCAUACAACCCUUUAAAG

>hsa-mir-935

UCGAGCGCAGCCGCGAGGCGCACUGCCAGUCUCGCUCGGACCUGCUCAAGGCCGGCGGGGGCGCGGGCGGCAGUGGCGGGAGCGGCCCCUCGGCCAUCCUCCGUCUGCCCAGUUACCGCUUCCGCUACCGCCGCCGCUCCCGCUCUAGCUCCCGCUCCAGCGAGCCGUCGCCGUCGCGGGACGCGUCUCCCGGCGGCCCC

>hsa-mir-511-2

AAGUAUAUUUGCUUUAUCAACAUUCUAAGUAUUGGAAUGAUCCAACGAUAAGAAAACAAUAGACACCCAUCGUGUCUUUUGCUCUGCAGUCAGUAAAUAUUUUUUUGUGAAUGUGUAGCAAAAGACAGAAUGGUGGUCCAUUGAAUCCCCAGGAUGAAGACAUGAGGAGACGUGGGAGGGAUGCUAUCUGCUGGGAAUAG

>hsa-mir-377

CAGGCAAUGCCGCCUUUGGUGAAGAGGCAUCUCGGUGUGUUCUUGCCCGUGCUGAUGUUUGACCCUUGAGCAGAGGUUGCCCUUGGUGAAUUCGCUUUAUUUAUGUUGAAUCACACAAAGGCAACUUUUGUUUGAGUAUCAAAUCCUGCUUGGGAUGGCUUCCGGGACCCAGUGGCAAGCUCAGGGGCAUCUACACCCCU

>hsa-mir-582

ACAGAGCCCUGCUGAACACCACUAGCAAAUCUCUCUCUAGUAGACCACAACAAGUCAAUCUGUGCUCUUUGAUUACAGUUGUUCAACCAGUUACUAAUCUAACUAAUUGUAACUGGUUGAACAACUGAACCCAAAGGGUGCAAAGUAGAAACAUUUCAUUGUGAAGUCGGCUGGGGACAAAGAAAACACCACCAGAACCC

>hsa-mir-937

AGACACUCUGGGGGCUCUGCCCAAUCUUCGGGAGCUGUGGCUUGACCGGAACCAGCUGUCAGCACUGCCCCCGGUGAGUCAGGGUGGGGCUGGCCCCCUGCUUCGUGCCCAUCCGCGCUCUGACUCUCUGCCCACCUGCAGGAGCUCGGGAACCUGCGGCGCCUGGUGUGCCUGGACGUGUCGGAAAACCGGCUGGAGGA

>hsa-mir-448

UUUCAGCAGAAACUGGAACUUCAUGGUGCAGCAGUUCAUCUUCGCAUGGGCCGGGAGGUUGAACAUCCUGCAUAGUGCUGCCAGGAAAUCCCUAUUUCAUAUAAGAGGGGGCUGGCUGGUUGCAUAUGUAGGAUGUCCCAUCUCCCAGCCCACUUCGUCAUGACAGACACCAGAAACACCACUCUGCUUCACUGAAGAAC

>hsa-mir-1185-2

GAGAUGUCCACUCCGGCAAAGACCCGGCAUGGUCCUCACCUGCUCUUUGAGCCACCCUUUGGUACUUAAAGAGAGGAUACCCUUUGUAUGUUCACUUGAUUAAUGGCGAAUAUACAGGGGGAGACUCUCAUUUGCGUAUCAAACUGUCGGAGAAGACACUCAUACCCUGCUUGUCUCCAGGACAAAGCCUCGGAUGUCAG

>hsa-mir-921

CGGGAAAUCAUCUAGCUCAUUUGCUUCUUUUACAGAUGGGGACGCUGAAGCCCAGAAAAGGGCAGUGCCACAACUAGUGAGGGACAGAACCAGGAUUCAGACUCAGGUCCAUGGGCCUGGAUCACUGGCUAAUUCUGUGGGUCAGGGCUGGAGGCACCCAGCACACCUAGUCUUCAAAGCAGCAGUCAGUGGUCACCUCC

>hsa-mir-1825

UGCUGAGGAGGUUGGAGAGAGAAAGGGUGAAAGCAGAGAGACCAGUGCAGGGCUGUUAACAGGGUUGCAGGCGAGAGACUGGGGUGCUGGGCUCCCCUAGACUAGGACUCCAGUGCCCUCCUCUCCCAAGAGACAAAGGCCAUUGCAUUGAAGGAGGUGGGAAAUGAUUAGAUUCUGAACAUAUGUAAUUAUUUUUCAGU

>hsa-mir-194-1

UACUUAGAGAUAUCGUACAGCUCCCAUGAUGAGCAAAAGGAAUCUCCUUAUAUGUUUAAUGGUGUUAUCAAGUGUAACAGCAACUCCAUGUGGACUGUGUACCAAUUUCCAGUGGAGAUGCUGUUACUUUUGAUGGUUACCAACUUGCUACAAUAUAAAGGUAUAAUAAAGAAAGACAGAAAAUUGUGGUCACUUGGACU

>hsa-mir-576

UGUAUUUAACUUUUGAGAAACUGCCAAACUGUUUUCCAAAGUAACUGCACCAUUUUACAAUCCAACGAGGAUUCUAAUUUCUCCACGUCUUUGGUAAUAAGGUUUGGCAAAGAUGUGGAAAAAUUGGAAUCCUCAUUCGAUUGGUUAUAACCAUCCUAGUGGAUGUGAAAUGUUAUCUCGUUGUUUUGAUUUUCAUUUUC

>hsa-mir-376b

GCUUCCAUUUUCCAUGAACUGUGUUCAGAUUUGUCCUUUCCAGAGCCCAGUCCUUCUUUGGUAUUUAAAACGUGGAUAUUCCUUCUAUGUUUACGUGAUUCCUGGUUAAUCAUAGAGGAAAAUCCAUGUUUUCAGUAUCAAAUGCUGCUUUGGAAAUGUUUCUGGAAGAGACCGUAGGGCCUGAGUAGGUGCAAAGAUGG

>hsa-let-7f-1

UGUUGAAAUUUUCUUUCGAAAGAGAUUGUACUUUCCAUUCCAGAAGAAAACAUUGCUCUAUCAGAGUGAGGUAGUAGAUUGUAUAGUUGUGGGGUAGUGAUUUUACCCUGUUCAGGAGAUAACUAUACAAUCUAUUGCCUUCCCUGAGGAGUAGACUUGCUGCAUUAUUUUCUUUUUAUUUAGAUGAUAUUAAAACUCAG

>hsa-mir-3120

AGAUGCUAUGGUGUGAGGGCUGCUUUCUUUCAAUGGCUGGUUGUCAUUCAGGCUGGGUUGUCAUGUGACUGCCUGUCUGUGCCUGCUGUACAGGUGAGCGGAUGUUCUGCACAGCAAGUGUAGACAGGCAGACACAUGACAACUCUGUCCAGCCAGGCCCUUGGUUCCUUCAGGUUUCCUUUGCUCAUAGACAGAUACAA

>hsa-mir-592

CUCUUGCCCUUCCUGGGGCCAGGCUGUGGGGAGUGCUGAUGAAUUUAAUUUGAUGAUAUUAUGCCAUGACAUUGUGUCAAUAUGCGAUGAUGUGUUGUGAUGGCACAGCGUCAUCACGUGGUGACGCAACAUCAUGACGUAAGACGUCACAACGCCAGUUAAAGACGUGAUUCCAGAAGGGUUUUUAAACUGAGCAACAA

>hsa-mir-494

AAGAUUCGGCAGUUCUGUUUUGAUUUUUUUUGUUUGUUUUUUGAUCAGUGCUAAUCUUCGAUACUCGAAGGAGAGGUUGUCCGUGUUGUCUUCUCUUUAUUUAUGAUGAAACAUACACGGGAAACCUCUUUUUUAGUAUCAAAUCCCACCCUGGAGGCACUUCCUGUUCCUGAUGCAGCCUUCAGGGAGGGACGUUGCCG

>hsa-mir-1207

CCUGAGGAAUCAGAGAUAGGAGCCCUUUCUUUUUCCUGGCCGCCAGGCCUCCAUGUGCAGGGCUGGCAGGGAGGCUGGGAGGGGCUGGCUGGGUCUGGUAGUGGGCAUCAGCUGGCCCUCAUUUCUUAAGACAGCACUUCUGUUAGCUGACCUACACAGAAGCAGGUCAUUUCGAGAUGUUUGCGUCUUGGAGCCACUGA

>hsa-mir-1182

CAGGAGCAGAACUCCCUGCACGACAGGAGGGACCGAGGCCCUCCUCGGGACUUGUCACUGCCUGUCUCCUCCCUCUCCAGCAGCGACUGGAUUCUGGAGUCCAUCUAGAGGGUCUUGGGAGGGAUGUGACUGUUGGGAAGCCCUUCCUACUGGACACGCUGUCAUCAUUUGCUGCUUCUCUUGCAAGAAAGCACCUCCGU

>hsa-mir-1827

AAGUCAAGUGGGCCUGCAACAGAGGAAAUGACAGGAGUCAGACCCCAUGGGACCCUGAAGGCCAUGUUCAGCAGCACAGCCUUCAGCCUAAAGCAAUGAGAAGCCUCUGAAAGGCUGAGGCAGUAGAUUGAAUUGAUUCAGGUCCCUUAGAAUUGGGUCCCUGCAACAGGUGGACCCAGGACCGGCAGAGAAUGCAGAUA

>hsa-mir-320d-2

UUUAAGCAAGUGGGAACUUUUAGCCUUUCUAAAGUUGUAAUUCUACUUCUGAAAUGUCUUCAAAUGUAUCAAUAAGCCUUCUCUUCCCAGUUCUUCUUGGAGUCAGGAAAAGCUGGGUUGAGAGGAGCAGAAAAGAAAAAAGAAAAAAAAAUCGUUAUUUUUAAAUUCAAGAAAAAAAGCUGGAUUUCCCACUAUUAUAU

>hsa-mir-135a-1

CCCUCAGGGAGGAGGGGAGGGUUGGGGUGGAAGAAGUGCCUGCAAGAGCAGCCCCAGGCCUCGCUGUUCUCUAUGGCUUUUUAUUCCUAUGUGAUUCUACUGCUCACUCAUAUAGGGAUUGGAGCCGUGGCGCACGGCGGGGACAGCCAGCGGAGGGUUCUGACACUGAGCAAGGGGGCUCAAAAGGAGGCAGGACAGUG

>hsa-mir-548p

GAAAUUGUCACAUUUGAUUUUUGGAAGAAGAAUAACAUUUUAAGAGAAAAAACUAUCAUUAUUAGGUUGGUAUAAAAUUAAUUGCAGUUUUUGUCAUUACUUUCAAUAGCAAAAACUGCAGUUACUUUUGCACCAAUGUAAUACUUCUAAACUUUUAGACUUCUUUAUUUAAAUAUAAACACAAACCAAUAUUCCUUGUU

>hsa-mir-1248

GUUUUAUAUUAAUGUUGAGAGAGAGGUAACUGUCUGAUUGUUAGACAUUAUUUUACCUUCUUGUAUAAGCACUGUGCUAAAAUUGCAGACACUAGGACCAUGUCUUGGUUUUUGCAAUAAUGCUAGCAGAGUACACACAAGAAGAAAAGUAACAGCACUAGAUUGUAAAGACUGGGGUGGACCUCUUUCUUAAUGUCCAA

>hsa-mir-568

AAGUUAAGCAUGUGCUAGUGUCUGAACCCAGUUCAGUUUAUCUCCAGUUGAAACGAUAUACACUAUAUUAUGUAUAAAUGUAUACACACUUCCUAUAUGUAUCCACAUAUAUAUAGUGUAUAUAUUAUACAUGUAUAGGUGUGUAUAUGUGCAUAUAUACACACAUGCACAUAACAAAAUCAGAUGCUCAUUACAAAUCC

>hsa-mir-548y

AAACAACUGUUUGUUGUUUAAGCCACCAGCCUAUAGUAGUUUGUGACAGCAGCCUAAACUAUUAGGUUGGUGCAAAAGUAAUCACUGUUUUUGCCAUUACUCUCAGUGGCAAAAACCGUGAUUACUUUUGCACCAACCUAGUAACACCUUCACUGUGGGGGUGCAGACAUGGCAGAUGUGGAGCAUCCAAGCUGGACUCU

>hsa-mir-101-2

UGGCCCAUCUGAGGUUGGUGAGCUGGGUGGCAGGGAAUAUUCAGGUAGAUAUGAGACUGAACUGUCCUUUUUCGGUUAUCAUGGUACCGAUGCUGUAUAUCUGAAAGGUACAGUACUGUGAUAACUGAAGAAUGGUGGUGCCAUCACAUUGAGAAAGGGUUGAGGACUGCGGUGGGGCUAUGCACCCUUGGGCCAUGGCG

>hsa-mir-637

GCUGGGAGGCAGACGCUGUUGGGGCCUCUCACUGCCGGGCUGUUGACCUUGAUCCUUUGGCUAAGGUGUUGGCUCGGGCUCCCCACUGCAGUUACCCUCCCCUCGGCGUUACUGAGCACUGGGGGCUUUCGGGCUCUGCGUCUGCACAGAUACUUCGAGUCUCCAAGGAGACUUCUGCCUGUUCAUUUCUGCUGCUGUCA

>hsa-mir-1249

AGGAGGCUGACGGGGCUCCCGAAGUCUCAGUCCCAGCUCAUCCUGCUCCUCAGAUUAUUGUUGGCAUGGGGAGGAGGGAGGAGAUGGGCCAAGUUCCCUCUGGCUGGAACGCCCUUCCCCCCCUUCUUCACCUGGCGAACUCCUACUCGUCCUUCAAGACCCAGCUCCAGCGGCAUCUCCUCCAGGAAGCCUUCCCUGAU

>hsa-mir-1290

AGUUGAGCAUCCCUACUCCCAAGUUCCAAAGUCCAAAAUGCUCCAAUGAGCAUUUCCUUUGAGCGUCACGUUGACACUCAAAAAGUUUCAGAUUUUGGAACAUUUCGGAUUUUGGAUUUUUGGAUCAGGGAUGCUCAACUUGUCAUGCGUUCCUCAUACGCUUAUGUGGUGGAUUCAGUGAGAUGAUCCUGUCUCACUUA

>hsa-mir-483

UUGGCACCCCAAGGUGGAGCCCCCAGCGACCUUCCCCUUCCAGCUGAGCAUUGCUGUGGGGGAGAGGGGGAAGACGGGAGGAAAGAAGGGAGUGGUUCCAUCACGCCUCCUCACUCCUCUCCUCCCGUCUUCUCCUCUCCUGCCCUUGUCUCCCUGUCUCAGCAGCUCCAGGGGUGGUGUGGGCCCCUCCAGCCUCCUAG

>hsa-mir-609

UGUGGUUGGUGUGGUGGCUCCUCGGGGUCAGCGUCCAGUCUCCCGCUGUCAUGCUGCUCGGCUGUUCCUAGGGUGUUUCUCUCAUCUCUGGUCUAUAAUGGGUUAAAUAGUAGAGAUGAGGGCAACACCCUAGGAACAGCAGAGGAACCCUAAACCACCGGUGUAUUUUGGGAGCCAAUGGGGAGGGAAAAGGAUGAGGG

>hsa-mir-1302-7

AAAAGAUAUUGAGCACCAGCUAAACGUAGGUACAUUUCAAUUCAUCCAAACUUGAAUUCCAUAUAAACAACAUGUUUUUAGGACAUGUAUGUCUGGUGCAAUAAUUGGGACAUACUUAUGCUAAAAAAAUUAGUGUUCACUAUUUAGCUGAGAUUAAAAUUUAGCUGGGCCUCCUGUUUUCAUGUGGAAACCCUACCCCG

>hsa-mir-556

UGGACUACAGCAGUUGUUCCAUGCACAGGGUUCCAAGGUCCCUAGGAGUUCACAAAGAUAGUAAUAAGAAAGAUGAGCUCAUUGUAAUAUGAGCUUCAUUUAUACAUUUCAUAUUACCAUUAGCUCAUCUUUUUUAUUACUACCUUCAACAAGGCCUUCUAGACUUAUCAAAACACUGGAUAUCAGUUAGGUAAUGUAAU

>hsa-mir-1275

CCAAGUUUUUACCCAGGACCCACAAGUCUUUGGUCUUCACCAAGAUCACCAUCUAAGGACUCCUCUGUGAGAAAGGGUGUGGGGGAGAGGCUGUCUUGUGUCUGUAAGUAUGCCAAACUUAUUUUCCCCAAGGCAGAGGGAACUCAGCUUCUGUGAGUAGCCCCCAUGCGGUGGCUGCGGAGUUGCUGACCCUGGUGUGA

>hsa-mir-218-1

CUCCAUUUUCCUCUUGGUCUUACCUUUGGCCUAGUGGUUGGUGUAGUGAUAAUGUAGCGAGAUUUUCUGUUGUGCUUGAUCUAACCAUGUGGUUGCGAGGUAUGAGUAAAACAUGGUUCCGUCAAGCACCAUGGAACGUCACGCAGCUUUCUACAGCAUGACAAGCUGCUGAGGCUUAAAUCAGGAUUUUCCUGUCUCUU

>hsa-mir-200b

ACUGAGCUUCCCAGCGAGUCCCAUGCAACCCUCAGCCGGGCGGCCCCCGGACCCAGCUCGGGCAGCCGUGGCCAUCUUACUGGGCAGCAUUGGAUGGAGUCAGGUCUCUAAUACUGCCUGGUAAUGAUGACGGCGGAGCCCUGCACGCAGCGACCGGCCGACCCCGUCCCGGCCCCCAGGGCCUCCCGCCGAGCCCCACA

>hsa-mir-3119-1

AUAGCUGUAUGGUGAGUUUUAUUCUGGAAGUUCCAAGUGCUUUUUAGGAAAUGUUGUUAUUAACUCUGGCUUUUAACUUUGAUGGCAAAGGGGUAGCUAAACAAUCUAUGUCUUUGCCAUCAAAGUUAAAAGCCAUAGUUAAUUUCCUCCUCAGAGACUGAUUCUUCUGAAAAGGGAUCAACGCAAGAGAGGAUACCUCC

>hsa-mir-552

UGUUCACAGCAGCUUUAUUUGUAAUAGUCGAAUAUACUACAGUUUGUUUAACCAUUCAAAUAUACCACAGUUUGUUUAACCUUUUGCCUGUUGGUUGAAGAUGCCUUUCAACAGGUGACUGGUUAGACAAACUGUGGUAUAUACACAGGAUGGAAUACUACUCAGCAAUAAACAAGCAACAAGCUAUUGAUUACAAACAA

>hsa-mir-548b

CAUUGUGCUUGGUACUAUUAAUUAUUUAAUACUAUUUAUUAUUCCAUUUCAGACUAUAUAUUUAGGUUGGCGCAAAAGUAAUUGUGGUUUUGGCCUUUAUUUUCAAUGGCAAGAACCUCAGUUGCUUUUGUGCCAACCUAAUACUUCACAUAUAUUUUCCAACAGACUUGAGAAAAUGUAACUGGAAUAUAUUAAUCAUA

>hsa-mir-641

AGGUCACUGAGCCCCUAGUGCCAUGCAUUCCUUGCUCACCAGGUUCCAGGCUGGGUGAAAGGAAGGAAAGACAUAGGAUAGAGUCACCUCUGUCCUCUGUCCUCUACCUAUAGAGGUGACUGUCCUAUGUCUUUCCUUCCUCUUACCCCUGAGCCUCAGGCUGCCCUGAGCAUCUCUGCCUACAGCCAGUCCAGCAUUUC

>hsa-mir-486

ACCAUCUCCAGCAGGUGUGUGUGGUGCUGGGGGCUUCAGCGGCCGGCUCUGAUCUCCAUCCUCCCUGGGGCAUCCUGUACUGAGCUGCCCCGAGGCCCUUCAUGCUGCCCAGCUCGGGGCAGCUCAGUACAGGAUACUCGGGGUGGGAGUCAGCAGGAGGUGAGGGGGCAUGGUGGCCCCAGUGCAGCACUAACCAGGCC

>hsa-mir-2355

UGUGAAUUAUGCAUUGGCCCUUUCAGCUACAUUCACGUGCAUAGAAAAUAACAUUGUCAGACGUGUCAUCCCCAGAUACAAUGGACAAUAUGCUAUUAUAAUCGUAUGGCAUUGUCCUUGCUGUUUGGAGAUAAUACUGCUGACUUUAUUCCUCUCAUACAUGUGAAUGUGGCUGUAGGGAGCACGUGACAUCUGUGGCU

>hsa-mir-544b

UUGUACAAAUUAGAGGUUUCUAAUACAGUGCUUCUCAACUUUGAGUAUAUAUGAAUUACCUGGGAAUUUUGUUAAAAUGCAGAAUCCAUUUCUGUAGCUCUGAGACUAGACCUGAGGUUGUGCAUUUCUAACAAAGUGCCAGCUGAAACUGCAGACCACACUGAGUAGAGGGCCGUAAAUAUGCUUUCCAAUACAGUUUG

>hsa-mir-320a

GGCGCGGGGCGGAAGUGACGUUAGGGGGGCGGGACUGGGCCACAGUAUUUAUCAGGCGGCGCUUCGCUCCCCUCCGCCUUCUCUUCCCGGUUCUUCCCGGAGUCGGGAAAAGCUGGGUUGAGAGGGCGAAAAAGGAUGAGGUGACUGGUCUGGGCUACGCUAUGCUGCGGCGCUCGGGGGUCUUGGCCUCCGGGCGGUGG

>hsa-mir-676

CAUGAAAAUGACCCUUUGCUCCUUCCAAGUUCAACACGAGACUUCAUAUCAGAUUCUCACCUGAACGCAUGACUCUUCAACCUCAGGACUUGCAGAAUUAAUGGAAUGCUGUCCUAAGGUUGUUGAGUUGUGCAUUUCUGGGCAUUUCAUCUCUAUGGGGAAGUACCCAUUCCCUCACCCCAAAGACUGAAGUAGAGAGA

>hsa-mir-638

CGGCCAGAGCGCCGGCAAGAGCUCGGUGCUGGAGAACUUCGUGGGCCGGUGAGCGGGCGCGGCAGGGAUCGCGGGCGGGUGGCGGCCUAGGGCGCGGAGGGCGGACCGGGAAUGGCGCGCCGUGCGCCGCCGGCGUAACUGCGGCGCUUGCGUGCCCGCGGCGGGGAACCGGACGGGGUCGGGGAGGCGGGCCCUGUGGG

>hsa-mir-367

UGUGGUGGUUCCUACCUAAUCAGCAAUUGCGUUAACGCCCACACUGUGUGCAGUUCUUGGCUACAGGCCAUUACUGUUGCUAAUAUGCAACUCUGUUGAAUAUAAAUUGGAAUUGCACUUUAGCAAUGGUGAUGGAUUGUUAAGCCAAUGACAGAAUUUAAACCACAGACUUACUUUGAUAGCACUCUUAAUGGUAUAAC

>hsa-mir-152

AUAGCGCAGGUCCAGCCCGGCCAGGGAUCAGCUGGAAGAAGGAGGCUCGGCCCGCUGUCCCCCCCGGCCCAGGUUCUGUGAUACACUCCGACUCGGGCUCUGGAGCAGUCAGUGCAUGACAGAACUUGGGCCCGGAAGGACCUUCUGCACCCAACGGGCACAGCGCCCACUCGGGGCCUGCAGUGGAACAUCUGCCUGGG

>hsa-mir-1910

UCAGACUCGGGAAAUGACCUGCUUGAGGUGGCACAGCUCCUCUAGACUCCCAAUUCUUUCUUGUCCCUUCAGCCAGUCCUGUGCCUGCCGCCUUUGUGCUGUCCUUGGAGGGAGGCAGAAGCAGGAUGACAAUGAGGGCAAGUUCAGGGACACUGUGGGAGAUGAGAAAACUUGCUGUGUGAAAACUCUCCACGUGGGAG

>hsa-mir-3199-2

AUACAUCUGUGGAGUUAGGGCUGCCUCCAAAAAAAUAACGGAAAUGGACUGACUCAGUGACUCCCAGGGACUGCCUUAGGAGAAAGUUUCUGGAAUGUCAGAACUUCCAGAAACUUUCUCCUAAGGCAGUCCCUGGAGUCACCGAGUUUCUCUUAUGUGUGACUAGUGCUAGUUAUUGUGAGGGCAGAGAUUUAAGGAAA

>hsa-mir-571

CUGGACUGUAGCUGAGAUUGAAUUUGAGAGAGGUUACAGAACUGCUUCAGAAUCCUCAGUAAGACCAAGCUCAGUGUGCCAUUUCCUUGUCUGUAGCCAUGUCUAUGGGCUCUUGAGUUGGCCAUCUGAGUGAGGGCCUGCUUAUUCUAAAUAACCCUCGAUCUCUGGCUCCACUGAGGUUUCACAACCCUAACCAUAGG

>hsa-mir-3622b

UAGCAUCAGUCAUCAAGCAGCUCACGAUCUGCAAACAAUGGUAGACAUACGAGUGAUAUAAUAGAGGGUGCACAGGCAUGGGAGGUCAGGUGAGCUCAGCUCCCUGCCUCACCUGAGCUCCCGUGCCUGUGCACCCUCUAUUGGCUAUGAUCACACCACUGCACUCCAGCCUGGGUGACAAAACAAGACCUUGCCACUAA

>hsa-mir-541

CUGGCCUCUUGCUCCACUUGUAGCAAGGCGCAGAGGGCUCUCUGAGCUCAUGCCAACGUCAGGGAAAGGAUUCUGCUGUCGGUCCCACUCCAAAGUUCACAGAAUGGGUGGUGGGCACAGAAUCUGGACUCUGCUUGUGGCAUCCAUCGUCUGGCCCGAUGCUUGCUGGCUGCCCGCUCCAGGAGGCACCUUCUGGGUGU

>hsa-mir-384

AUGCCAGUGUAUGAUCAAGUUCCUUGCCUUUUAACUAGUAUUUAUGUUAUAGGCAGAAUGUUAAAUCAGGAAUUUUAAACAAUUCCUAGACAAUAUGUAUAAUGUUCAUAAGUCAUUCCUAGAAAUUGUUCAUAAUGCCUGUAACAUAUAUGCAAAUAACAAGAUGCCUGAAAUACAUAGGAAACCUUCAAGAUGCUAAC

>hsa-mir-3913-2

UUUAGAGAACAAAUUUUUAGACAUCCGUCAACUUAGAGAAAGUAGAAAACUGUCUAUAAUAAACUGAAAUAUUUGGGACUGAUCUUGAUGUCUGCCAAGGUUUUGGCAGACAUCAAGAUCAGUCCCAAAUAUUUCAGUUUAUUAUAAACAAAGACUAAUAAGUCGUCUCUACUAUUGGAGGAAAAAAAAAAAAAAGACCG

>hsa-mir-1307

ACUCCCUGACAGAUAUCUCCCUCUUCCAUUUCAUCAAGACCCAGCUGAGUCACUGUCACUGCCUACCAAUCUCGACCGGACCUCGACCGGCUCGUCUGUGUUGCCAAUCGACUCGGCGUGGCGUCGGUCGUGGUAGAUAGGCGGUCAUGCAUACGAAUUUUCAGCUCUUGUUCUGGUGACCUUUUGAAUACGUCUUGUCU

>hsa-mir-1296

UUAUCGGCACCAGGGAAAGAAAGUGUUGGCAUUCAUAAUUGAAAUCAACGAAUCACCUACCUAACUGGGUUAGGGCCCUGGCUCCAUCUCCUUUAGGAAAACCUUCUGUGGGGAGUGGGGCUUCGACCCUAACCCAGGUGGGCUGUAACACUGCUGUGUUUUCUAAGGGGCAGAGUUUUCUACUACUUUUCCGCUGGCCC

>hsa-mir-630

AAGGCUCACUGAGGUUAAAUAACUCCCUCAAUUUUUCAUUUCCUUCUACCUGAAACUUAACAUCAUGCUACCUCUUUGUAUCAUAUUUUGUUAUUCUGGUCACAGAAUGACCUAGUAUUCUGUACCAGGGAAGGUAGUUCUUAACUAUAUUGUACUUUUAAACCACAUUAAAGACUAUUAUAAAUGCCUAUCACUGCUAC

>hsa-mir-3158-1

CCCUGUGUGCUUGUGUAUGAGCGGGGUGUAGGGUGGGGUUUGAUCUGGCGUUAGGAUCAUUAUUCAGGCCGGUCCUGCAGAGAGGAAGCCCUUCUGCUUACAGGUAUUGGAAGGGCUUCCUCUCUGCAGGACCGGCCUGAAUAAUGUAAUCAGCUCCAUCGGGGAAGAGAAACUUGAAUGAGUAUCUAGUAUAGUACCUG

>hsa-mir-421

AUUCCUUAAGGGCAAGGACAGUGCCUUACUCAUCUUUGUAUUCACAGUGCCUAAUCCGGUGCACAUUGUAGGCCUCAUUAAAUGUUUGUUGAAUGAAAAAAUGAAUCAUCAACAGACAUUAAUUGGGCGCCUGCUCUGUGAUCUCCAUGGGCUCAGCUUGUCCCCGCCAGUUGCCAACAACGUCCAAGCUCUCUUCAGAA

>hsa-mir-2861

GGGGCCGCCGCUAGUAGUGGCGGCGGCGGAGGCGGGGGCAGCGGCGGCGGCGGCGGAGGCGCCUCUGCAGCUCCGGCUCCCCCUGGCCUCUCGGGAACUACAAGUCCCAGGGGGCCUGGCGGUGGGCGGCGGGCGGAAGAGGCGGGGUCGGCGCCGCGAGGCCGGAAGUGGCCGUGGAGGCGGAAGUGGCGCGGCCGCGG

>hsa-mir-890

AUGAAAGCUGCAGUGCACGAUGGUGGAUGAUGGGGCAGCACCUCUACAAUCAGACAUGCUGUGGGAAGUGCCCUACUUGGAAAGGCAUCAGUUGCUUAGAUUACAUGUAACUAUUCCCUUUCUGAGUAGAGUAAGUCUUACCAAGUACAAGUUCAUGGUGACCUUCGGACAGGUGAUGCAGUGGAGUUGCUGGAGGCUUU

>hsa-mir-548f-4

AAACUUAGAAACAUUAAAUAUAAAUUCUACAAUAUACAGUAUAAAAAUGAGUUCUAACGUAUUAGGUUGGUGCAAAAGUAAUAGUGGUUUUUGCCAUUAAAAGUAAUGACAAAAACUGUAAUUACUUUUGGAACAAUAUUAAUAGAAUUUCAGAGGAGAGAAAAGGGAGAAUGAUGGAGAAUCAAUUAAAAUACGUAACA

>hsa-mir-548aa-1

CAUGAGAAGAAAAUGCCACAAAUAAGAGAUAAGAAACAAAUAUAACCUUGUAUUUCUUUAUUAGUCUGGUGCAAAAGAAACUGUGGUUUUUGCCAUUACUUUUACAGGCAAAAACCACAAUUACUUUUGCACCAACCUAAUAUAACUUGUUUCAUAUUUGAAAUAAAUGUAGUAUUUAUUUUAACUGCUUAAAACAAUGU

>hsa-mir-520c

UUUAACCUGGUCAAGGAAGAUUCCCACAAAAAAUCCACAGUGCCAGAGCAAGAAGAUCUCAGGCUGUCGUCCUCUAGAGGGAAGCACUUUCUGUUGUCUGAAAGAAAAGAAAGUGCUUCCUUUUAGAGGGUUACCGUUUGAGAAAAGCAACAUUGAAGUUGAUGCUGAUCUUGGUAAUACAUUUUCAGAGCAUGCUUAUC

>hsa-mir-328

CUCGUGGAAGCUCUGGUCUUGGCCGAAGAACAUGGGUGAGAAGUCCUGGGCUGUCUCAGAGCCUGGAGUGGGGGGGCAGGAGGGGCUCAGGGAGAAAGUGCAUACAGCCCCUGGCCCUCUCUGCCCUUCCGUCCCCUGCUCUUGGCCAUGCUGUGCCCAGUCCAGGCCACUCACAGGGCUCCCCAACACGGAGCAGCUCA

>hsa-mir-335

GGUGCCAUUAACCUCAUUUUAUAGGUGAAGAAACUGAGAAACAGAUUGGAAAUGAUUUGUUUUGAGCGGGGGUCAAGAGCAAUAACGAAAAAUGUUUGUCAUAAACCGUUUUUCAUUAUUGCUCCUGACCUCCUCUCAUUUGCUAUAUUCAAUUAAGUAAGUAUACAAUUUUUAUUAUGUUGGCUUGGGUUACUUCCAGU

>hsa-mir-1469

UUCGCUCUGCGCGAGUUGGGUCUUUGUGAUAUAAAAUUCGCCGAGCGCCGCGAGCCGUGCUUUGCCAAUGGCGCGCUCGGCGCGGGGCGCGGGCUCCGGGUUGGGGCGAGCCAACGCCGGGGUUUCUUUGUGUUUCUGCGAGAGCGACUCUCCCGGUCCGGAGUCAGAUAACAGCCUGGGCCCGAGCCUCGCCGGCUUUC

>hsa-mir-450a-1

GUAUACCAAAAGUCUAGAGGUGGUUAUCGCUGACUUGUGUCACUAUAGGCAAUCAAAAACGAUACUAAACUGUUUUUGCGAUGUGUUCCUAAUAUGCACUAUAAAUAUAUUGGGAACAUUUUGCAUGUAUAGUUUUGUAUCAAUAUACAGAUGAAAAGAUGGAGGGAAUAAGCAAAAAAUCUAACAGCGGCUAUCUGUGG

>hsa-mir-943

UGCCCGCCAGGGGUUUGGCCCUUCCCCUCUGCGGCGCUAGCCUAGAAGAGGGUGGGACGUUCUGAGCUCGGGGUGGGGGACGUUUGCCGGUCACUGCUGCUGGCGCCCUGACUGUUGCCGUCCUCCAGCCCCACUCAAAGGCAUCCCGAAGCAGGCGCCCUUCAGAAGCCCCACGGCGCCCAGCGUCUUCAGCCCCACAG

>hsa-mir-1282

GCGAAGGGCAAGAGGGUUGGACACGAAGCCACAAAGCUACUUGGGUUCCUCCUUCUUCUCGUUUGCCUUUUUCUGCUUCUGCUGCAUGAUCUCCGAGUCCCUGGGGGUAGAGAUGAUGGGGCACUGGGAGGUACCAGAGGGCAAAAAGGACAAGAUGCAGGGGGAUGAAGGGCACAAAGGAUAAGAUGGAAGUGGAUGGG

>hsa-mir-29c

AAAUCAGACUUGCCACCUGGACUGUCGAGGUGCAGACCCUGGGAGCACCACUGGCCCAUCUCUUACACAGGCUGACCGAUUUCUCCUGGUGUUCAGAGUCUGUUUUUGUCUAGCACCAUUUGAAAUCGGUUAUGAUGUAGGGGGAAAAGCAGCAGCCUCGAAGCCUCAUGCCAACUCUGGGCAGCAGCAGCCUGUGGUUU

>hsa-mir-107

GUCUGAGCAUCCUUGCACAUAACUGCAGGUAAAAUGCUCGACUUGCAAUAUUCGAUAUUCUCUCUGCUUUCAGCUUCUUUACAGUGUUGCCUUGUGGCAUGGAGUUCAAGCAGCAUUGUACAGGGCUAUCAAAGCACAGAGAGCUUGCUACAGCCAAGGCCAGCCAGAGUCCCAGGCACAAAAAGGGGUGGAGCUGGUGA

>hsa-mir-580

UUUUAUUAUUUUGCACAUAUCUGAGUAAAAAUACAGAUAUGUGAAGUUAGAUAAAAUUUCCAAUUGGAACCUAAUGAUUCAUCAGACUCAGAUAUUUAAGUUAACAGUAUUUGAGAAUGAUGAAUCAUUAGGUUCCGGUCAGAAAUUUUUCAUUCAGUUUCAGAAUCUUUGGUUUUGACAAAAUUGUUGUCAGUGUUUUG

>hsa-mir-1246

AAUGUGAACCAUCAAUGAAGUAGGACUGGGCAGAGAUAAGAGACAUUGCAUUUGGAGGCGGUCAGAUUUGUAUCCUUGAAUGGAUUUUUGGAGCAGGAGUGGACACCUGACCCAAAGGAAAUCAAUCCAUAGGCUAGCAAUCAACCUAUUUUUUGUUUUUGUAGCAUUUGAUCGUUAUCGAGUUUUGCUGAAUCCUACUU

>hsa-mir-671

GCUUCUACAACGCUGACUACCUGGCGGCCCGAGCCCGGCUGGCAGGUGAACUGGCAGGCCAGGAAGAGGAGGAAGCCCUGGAGGGGCUGGAGGUGAUGGAUGUUUUCCUCCGGUUCUCAGGGCUCCACCUCUUUCGGGCCGUAGAGCCAGGGCUGGUGCAGAAGUUCUCCCUGCGAGACUGCAGCCCACGGCUCAGUGAA

>hsa-mir-29a

AAUGUAUGCUGGAUUUAGUAAGAUUUGGGCCCUCCCAACCCUCACGACCUUCUGUGACCCCUUAGAGGAUGACUGAUUUCUUUUGGUGUUCAGAGUCAAUAUAAUUUUCUAGCACCAUCUGAAAUCGGUUAUAAUGAUUGGGGAAGAGCACCAUGAUGCUGACUGCUGAGAGGAAAUGUAUUGGUGACCGUUGGGGCCAU

>hsa-mir-105-1

CUUCGUCCUCAGUAUCUACUCCUAUAUAUUGGAUGUCAGCUUCUGUUGCAGAACCUGAGUGUGCAUCGUGGUCAAAUGCUCAGACUCCUGUGGUGGCUGCUCAUGCACCACGGAUGUUUGAGCAUGUGCUACGGUGUCUACUUUUGCUACAUUGCCGUCUGCUUCUGGACCAAAGCCAUUUGUUCCUGUGCUCUGUGUUU

>hsa-let-7b

GGCAGGGGCUGGUGCUGGGCGGGGGGCGGCGGGCCCUCCCGCAGUGCAAGGCCGGGCCUGGCGGGGUGAGGUAGUAGGUUGUGUGGUUUCAGGGCAGUGAUGUUGCCCCUCGGAAGAUAACUAUACAACCUACUGCCUUCCCUGAGGAGCCCAGUGACACGACCCCAUGGGAGGGCCGCCCCCUACCUCAGUGACACGAC

>hsa-let-7c

UGGAGGAGCUGACUGAAGAUAUGAUAAGGAGUUUGAAGCAACAUUGGAAGCUGUGUGCAUCCGGGUUGAGGUAGUAGGUUGUAUGGUUUAGAGUUACACCCUGGGAGUUAACUGUACAACCUUCUAGCUUUCCUUGGAGCACACUUGAGCCGUCGAGGAAUUCUUCAUCACUUUAACCUGAUUGAGCCAAUUUGUGUGCA

>hsa-let-7e

AUCCCUGGUCCUCCUGGUCCCUGUCUGUCUGUCUGUCGGGUCUGUCCACCUGCCGCGCCCCCCGGGCUGAGGUAGGAGGUUGUAUAGUUGAGGAGGACACCCAAGGAGAUCACUAUACGGCCUCCUAGCUUUCCCCAGGCUGCGCCCUGCACGGGACGGGGCCCGGCGGGGACCCCCAGCCCCACUCAGGGACCCUUAGC

>hsa-let-7g

UCUCAAGUGCAUCCUGAAGAGUUCCUCCAGCGCUCCGUUUCCUUUUGCCUGAUUCCAGGCUGAGGUAGUAGUUUGUACAGUUUGAGGGUCUAUGAUACCACCCGGUACAGGAGAUAACUGUACAGGCCACUGCCUUGCCAGGAACAGCGCGCCAGCUGCCAAGUGGGGCUGAGAGGAUGGCGUCACCCUGCUCAUCUCUG

>hsa-mir-10a

CGAAGAAGGCGCGGAAAGUAGGAGAACUGGAAAAUUUCUGGGCCAAGAAGAUCUGUCUGUCUUCUGUAUAUACCCUGUAGAUCCGAAUUUGUGUAAGGAAUUUUGUGGUCACAAAUUCGUAUCUAGGGGAAUAUGUAGUUGACAUAAACACUCCGCUCUUAUUUUUCCAGAAGAAAAAAAUAUAUAUAUAUGUAUAUGUA

>hsa-mir-1197

GGCUUUCUGGAGGUGAUAGCAGGUGAAAGGAAGAGAGCCAGGGGUCAGCGUCACUUCCUGGUAUUUGAAGAUGCGGUUGACCAUGGUGUGUACGCUUUAUUUGUGACGUAGGACACAUGGUCUACUUCUUCUCAAUAUCACAUCUCGCCUUGGAAGACUUCCAGGAGGUGAUAUCAGCUUUGCGGAAGAGCCACUGUCCU

>hsa-mir-1204

UUAUUAGGAGAAAAACCUUCCCGGAAGCUGCAGAAGGACAAAUACAGAAUCCGUGUCUGGGAGAAACCUCGUGGCCUGGUCUCCAUUAUUUGAGAUGAGUUACAUCUUGGAGGUGAGGACGUGCCUCGUGGUCUAAAGCUUCGGCACAAGGGCCCAACUGGAAUUCCACUUACGGGUAUGACUGUGGGGUAUAUGCUGUA

>hsa-mir-122

AUCAGUGACAAUGGUGGAAUGUGGAGGUGAAGUUAACACCUUCGUGGCUACAGAGUUUCCUUAGCAGAGCUGUGGAGUGUGACAAUGGUGUUUGUGUCUAAACUAUCAAACGCCAUUAUCACACUAAAUAGCUACUGCUAGGCAAUCCUUCCCUCGAUAAAUGUCUUGGCAUCGUUUGCUUUGAGCAAGAAGGUUCAUCU

>hsa-mir-124-3

ACGCAAGCCCGAGCCGGUCCCGACCCUGGCCCCGACGCUCGCCGCCCGCCCCAGCCCUGAGGGCCCCUCUGCGUGUUCACAGCGGACCUUGAUUUAAUGUCUAUACAAUUAAGGCACGCGGUGAAUGCCAAGAGAGGCGCCUCCGCCGCUCCUUUCUCAUGGAAAUGGCCCGCGAGCCCGUCCGGCCCAGCGCCCCUCCC

>hsa-mir-1244-3

AUCUCAAAGGAGAAAAAAAAAACUUGUAAAAAAUGCAAAAAUGACAACAGAAAAACCAUCUUAUUCCGAGCAUUCCAGUAACUUUUUUGUGUAUGUACUUAGCUGUACUAUAAGUAGUUGGUUUGUAUGAGAUGGUUAAAAAGGCCAAAGAUAAAAGGUUUCUUUUUUUUCCUUUUUUGUCUAUGAAGUUGCUGUUUAUU

>hsa-mir-1251

UCAGUAAUUUCAUUGCACUGUGUAAUUAGGUGAAGAAACUCCACCCGAGCGUCCAUGGGUCAGCUAUGUGGACUCUAGCUGCCAAAGGCGCUUCUCCUUCUGAACAGAGCGCUUUGCUCAGCCAGUGUAGACAUGGCCUGAUAAACAAUGGAACUUCUCCCUUGAGAACUGGAGUUUGGAUUGAUCUAAUUCCUUAAUUC

>hsa-mir-1258

CCCCCUCCCGGUAGAGUUUGCACUUUGUCUCAAGGUCCCACUUGUAGAGGAGGGCGCCCAGGCGCCUGUGGCUUCCACGACCUAAUCCUAACUCCUGCGAGUCCCUGGAGUUAGGAUUAGGUCGUGGAAGCCACAGGAGCAUACUCCUCUGUUCCCCAGGGUAGGCUCCAAUUCCCAAGGACGGAUGGAGAGGGGAAAGG

>hsa-mir-125b-1

AGAAAUUGCCUGUCAUUCUUGUUUUGCUUUGCUUUGUCUCAAGAAAGAAAACAUUGUUGCGCUCCUCUCAGUCCCUGAGACCCUAACUUGUGAUGUUUACCGUUUAAAUCCACGGGUUAGGCUCUUGGGAGCUGCGAGUCGUGCUUUUGCAUCCUGGAAAUUUGGUGGAAUUUUAUUCUUUAAAGCAAAAACAAAAGAAA

>hsa-mir-1261

CUUUUCUGCUGCAGCUUCCUCACUUCUCUCAGCCUUCAUAGAACUGAAGAACUAGAGACUUGCUAUGGAUAAGGCUUUGGCUUAUGGGGAUAUUGUGGUUGAUCUGUUCUAUCCAGAUGACUGAAACUUUCUCCAUAGCAGCAGUGAGGCCAUUUUGCUUUCUUCUCAUUUGCGUGUUCACUGAAGUAACAUUUUUAAUU

>hsa-mir-1262

AUCUAUUGAUCAUAAACAAUUCUCUGAAUUUCAUCCUUCUACAAAUUCACCCCUCACAUUAUCUACAAUGGUGAUGGGUGAAUUUGUAGAAGGAUGAAAGUCAAAGAAUCCUUCUGGGAACUAAUUUUUGGCCUUCAACAAGAAUUGUGAUAUUUAAUUCUGUGUUUUCUGAUGCUUCUGAGGAAAGCUCCAUAAAGAGA

>hsa-mir-1266

UGUAACUGCCAUAACAGAACGGAGCCCAAAGCAGGCUCGUGUUGGCCUUGUUUGAUGCUAGACAGGUAGUGUCCCUCAGGGCUGUAGAACAGGGCUGGGAUUACUAAAGCCCUGUUCUAUGCCCUGAGGGACACUGAGCAUGUCAUUUCACUUCUCAGAGUCUUCAUCUUCUCUCUUUGAAAUGAAAAUAUUGGACCGGG

>hsa-mir-1284

UUGUAAAUUAUUUUAAUGCUGCAUUUCUGCUUAAACCUCAUGAUUUUGAUAUAUAAGCCAGUUUAAUGUUUUCUAUACAGACCCUGGCUUUUCUUAAAUUUUAUAUAUUGGAAAGCCCAUGUUUGUAUUGGAAACUGCUGGUUUCUUUCAUACUGAAAAUCUGUCUCGCGCGGCGUGAUGCCAUGUGGCAAAGGAGUAGU

>hsa-mir-1303

UUCCAACACUUUGGGAGGCCAAGUGGGAGAAACACUUGAGGCCGGGAGUUUGAGAUCAGGCUGGGCAACAUAGCGAGACCUCAACUCUACAAUUUUUUUUUUUUUAAAUUUUAGAGACGGGGUCUUGCUCUGUUGCCAGGCUUUGUGCAGCAUGUAAACUGUACAGCCCUAAGUGGGAGCCCUACUGCUAAUGCUUCCCC

>hsa-mir-130b

AGCCAGCCUGCAUUCCAGGUCUCAGAUCCCUGCAGACCACCCUGGGGGAGGCACUGGCAGGCCUGCCCGACACUCUUUCCCUGUUGCACUACUAUAGGCCGCUGGGAAGCAGUGCAAUGAUGAAAGGGCAUCGGUCAGGUCCAGCCUGCUACCCUGGGAGGGGGAAAGGGAGCUUGCUGCCUCACUCCACUUUCCAGUUG

>hsa-mir-1324

GGACUCCAUGCACACAGAGGAUGCACACCUUGAGGCUGGACUAUGAGGAGAACAUUCCUGAAGAGGUGCAUGAAGCCUGGUCCUGCCCUCACUGGGAACCCCCUUCCCUCUGGGUACCAGACAGAAUUCUAUGCACUUUCCUGGAGGCUCCAUGCUGGUCUGUUCAUUUGGAAGUUUGAGGCUGUCCAUGAGGAAGUAAC

>hsa-mir-133b

CUUGAGACACACCAAGAUACCUGCACACUAGAGGCUGCAGUCACCUCAGAAGAAAGAUGCCCCCUGCUCUGGCUGGUCAAACGGAACCAAGUCCGUCUUCCUGAGAGGUUUGGUCCCCUUCAACCAGCUACAGCAGGGCUGGCAAUGCCCAGUCCUUGGAGAAACAGAAGAGAUUCAACUGCAACUGAAAUUACCUACUA

>hsa-mir-140

CCUCUCCAGGCUCUGCUUGGUGGGCUUCUGGUGUGGCCGCGCCCUGUGUGUGUCUCUCUCUGUGUCCUGCCAGUGGUUUUACCCUAUGGUAGGUUACGUCAUGCUGUUCUACCACAGGGUAGAACCACGGACAGGAUACCGGGGCACCCUCUGCGUCGACGGACUCCUCGUCUGCCCAGCCACAAACAGCCCAGCAGCUG

>hsa-mir-146b

GGGAGACGAUUCACAGAAGAAAGCAUGCAAGAGCAGCGUCCAGGCUGAAAGAACUUUGGCCACCUGGCACUGAGAACUGAAUUCCAUAGGCUGUGAGCUCUAGCAAUGCCCUGUGGACUCAGUUCUGGUGCCCGGCAGUGCUACAACAUCAAUGCCAAGGCCGUGGGGCAGCUGAUGGUUUGGGCUCCCAACUUCCCAGC

>hsa-mir-1471

CGAGGGACUUGCAUUUCCUGUGGGUUCUGGGAUGGUUUUUAUCCCAUUCCCGGCUCAUCUCUCACGCGGACGAGCCCGCGUGUGGAGCCAGGUGUAGAGGCGGAGCACAGCUGGCUCUAAUUUGAGGGGCCUUCUGCCUUUAAAGAUGACCUCACUCCAUUCCCUUGACUUUUUAAUGUGCAAUUCAUGCCACUUUUCCA

>hsa-mir-150

GGGACUGGGCCCACGGGGAGGCAGCGUCCCCGAGGCAGCAGCGGCAGCGGCGGCUCCUCUCCCCAUGGCCCUGUCUCCCAACCCUUGUACCAGUGCUGGGCUCAGACCCUGGUACAGGCCUGGGGGACAGGGACCUGGGGACCCCGGCACCGGCAGGCCCCAAGGGGUGAGGUGAGCGGGCAUUGGGACCUCCCCUCCCU

>hsa-mir-15a

CUGAAAGAAAAUAUUUUUUAUAUUCUUUAGGCGCGAAUGUGUGUUUAAAAAAAAUAAAACCUUGGAGUAAAGUAGCAGCACAUAAUGGUUUGUGGAUUUUGAAAAGGUGCAGGCCAUAUUGUGCUGCCUCAAAAAUACAAGGAUCUGAUCUUCUGAAGAAAAUAUAUUUCUUUUUAUUCAUAGCUCUUAUGAUAGCAAUG

>hsa-mir-15b

UAUUCUUGUUACUUUUUUUUCUAUAAAGCUAGGUUGGAUGAAUCCUACAUUUUUGAGGCCUUAAAGUACUGUAGCAGCACAUCAUGGUUUACAUGCUACAGUCAAGAUGCGAAUCAUUAUUUGCUGCUCUAGAAAUUUAAGGAAAUUCAUUCAAAACUAUGUUUUCAUCAUCAGAUGUUCGUUUUAUGUUUGGAUGAACU

>hsa-mir-16-2

UCAAAACUAUGUUUUCAUCAUCAGAUGUUCGUUUUAUGUUUGGAUGAACUGACAUACUUGUUCCACUCUAGCAGCACGUAAAUAUUGGCGUAGUGAAAUAUAUAUUAAACACCAAUAUUACUGUGCUGCUUUAGUGUGACAGGGAUACAGCAACUAUUUUAUCAAUUGUUUGUAUUUCCCUUUAAGGUAACAUUUUAAAU

>hsa-mir-188

UGCCUCUUGCCUCCUAGAGCAUACCCAUAUGUCGUGCCAAGAGAGCAAGCCCUUCCCUGCUCCCUCUCUCACAUCCCUUGCAUGGUGGAGGGUGAGCUUUCUGAAAACCCCUCCCACAUGCAGGGUUUGCAGGAUGGCGAGCCUCAGCUUUCCUUGCUCUCUUGUGCAUGUGUAUAUACACAUACGCACUCCUUCACCAA

>hsa-mir-18a

ACAGCUGCCUCGGGAAGCCAAGUUGGGCUUUAAAGUGCAGGGCCUGCUGAUGUUGAGUGCUUUUUGUUCUAAGGUGCAUCUAGUGCAGAUAGUGAAGUAGAUUAGCAUCUACUGCCCUAAGUGCUCCUUCUGGCAUAAGAAGUUAUGUAUUCAUCCAAUAAUUCAAGCCAAGCAAGUAUAUAGGUGUUUUAAUAGUUUUU

>hsa-mir-191

AUGUGGCCCCAGGGCGAGUGACCUGGGGGCAGGAGCUCCCCCGCCCCCCGCCAACGGCUGGACAGCGGGCAACGGAAUCCCAAAAGCAGCUGUUGUCUCCAGAGCAUUCCAGCUGCGCUUGGAUUUCGUCCCCUGCUCUCCUGCCUGAGCAGCGCCCUGGCCCAGAUGGGGUGCCCCUGACCCCCAGACAUACUUUACUG

>hsa-mir-197

GCUCUGUCACACUUGCAGUCCCUGGCCCAACACCGAAAUCCUUCUGGAAUCUGUGCUCUGGGGGCUGUGCCGGGUAGAGAGGGCAGUGGGAGGUAAGAGCUCUUCACCCUUCACCACCUUCUCCACCCAGCAUGGCCGGCACACUUUGGUCUACGGCACAUCUCCAAGUAUAGAGUGGGUUUUGAAUGCUGUUAUGUCUC

>hsa-mir-20a

UAAUUUUGUGUACUUUUAUUGUGUCGAUGUAGAAUCUGCCUGGUCUAUCUGAUGUGACAGCUUCUGUAGCACUAAAGUGCUUAUAGUGCAGGUAGUGUUUAGUUAUCUACUGCAUUAUGAGCACUUAAAGUACUGCUAGCUGUAGAACUCCAGCUUCGGCCUGUCGCCCAAUCAAACUGUCCUGUUACUGAACACUGUUC

>hsa-mir-215

GUUUUGUAACACCAAAAAGAUCCAAUAAUGGAAGAGGAUUAAAGUCAUCAUUCAGAAAUGGUAUACAGGAAAAUGACCUAUGAAUUGACAGACAAUAUAGCUGAGUUUGUCUGUCAUUUCUUUAGGCCAAUAUUCUGUAUGACUGUGCUACUUCAAUAUCAGAAAUCGACUAACACCACGCAACCAACGCAAUGGCAGGU

>hsa-mir-216b

ACCAGAAAGAUCACUGUAGAAUGACGACAACUUUUUUCUAUCUUAAGUACAACUUCAAAGUGGCAGACUGGAAAAUCUCUGCAGGCAAAUGUGAUGUCACUGAGGAAAUCACACACUUACCCGUAGAGAUUCUACAGUCUGACAUCUUCAAGCAUCGAACCAUUUCAUCAACUAUGCUUUUGUUAUAAGCAGUUCUUUGG

>hsa-mir-26a-2

CCUAAUCAUGACCUGGACAGACUGUCCUGUCGGAGCCAAGGACAGAAAGCUCCCAUAGAGGCUGUGGCUGGAUUCAAGUAAUCCAGGAUAGGCUGUUUCCAUCUGUGAGGCCUAUUCUUGAUUACUUGUUUCUGGAGGCAGCUGAUGGUCCGCCGCCGGAAACAGAGAUGGCUCCUGGGACAUGGUGUGUGCGCUUCUUC

>hsa-mir-302a

UGUGUUUUAAGGUUACUAAGCUUGUUACAGGUUAAAGGAUUCUAACUUUUUCCAAGACUGGGCUCCCCACCACUUAAACGUGGAUGUACUUGCUUUGAAACUAAAGAAGUAAGUGCUUCCAUGUUUUGGUGAUGGUAAGUCUUCCUUUUACAUUUUUAUUAUUUUUUUAGAAAAUAACUUUAUUGUAUUGACCGCAGCUC

>hsa-mir-302f

UAUGAAGUUUGUAUUCUUCAAUAAAACUUAAAUCACUAGUUAUUCUCUAAUACUAUAAUUGUCAAUGAUAAUGUCUUCUGUGUAAACCUGGCAAUUUUCACUUAAUUGCUUCCAUGUUUAUAAAAGACAUAAAAGAUGAUUAACAUCUGGUCUACUGUGGAACAGGCCUUGGAAAUUACUUAAAUAACUUUCCGUUGAUA

>hsa-mir-3074

UGGGAGCCCCAGCUCUCCUGAGCCUCGGGCACUUACAGACACGAAGGCUUUUUGCUCAAGGGCUCGACUCCUGUUCCUGCUGAACUGAGCCAGUGUGUAAAAUGAGAACUGAUAUCAGCUCAGUAGGCACCGGAGGGCGGGUCCAAUCGACAGCCCGGAGAAGCAGCGCCUCAGCUGGGAGCUCCGUGGGCACCGUCUGC

>hsa-mir-30e

UGUCACCUCCUUACUAGAGUAGGGUGUGCCUCACUGCGUCUCCGUUCUUUCUGGGCAGUCUUUGCUACUGUAAACAUCCUUGACUGGAAGCUGUAAGGUGUUCAGAGGAGCUUUCAGUCGGAUGUUUACAGCGGCAGGCUGCCACGGUCGUCCCCAGCUACGCACCGGCUUUGAAACAUUGCAGGUUUGUGCCCACAGGC

>hsa-mir-3160-1

CAUCCCUCCAGCCCAAAGCAACUGUCAAUCUGUUUGAAAAGUUGAUAAGUUUUUCAGUUGGACCUGCCCUGGGCUUUCUAGUCUCAGCUCUCCUCCAGCUCAGCUGGUCAGGAGAGCUGAGACUAGAAAGCCCAGGGCAGGUUCAUAUAACAGCCAAGCAGAAAGAUAGUAAUUGUGUCUCCAGGAUGAUGAGUGUUUAC

>hsa-mir-320e

UACACUCCAGCCUGGGCAACAAGAGCAAAACUCUGUCUCAAAAAAAUGAAAAGAAAAGAAAAUACCUCCAUGGGGCCUUCUCUUCCCAGUUCUUCCUGGAGUCGGGGAAAAGCUGGGUUGAGAAGGUGAAAAGAAAAAACAAACCUUGACUGGGCACAGUGGUUCACACCUGUAACCCCAGCACUUUGGAGGCUGAGGCA

>hsa-mir-33a

CAAACAGAGCUGAAGACCACCCUGGGCACCUCCUUGGCUGGCCGCAUACCUCCUGGCGGGCAGCUGUGGUGCAUUGUAGUUGCAUUGCAUGUUCUGGUGGUACCCAUGCAAUGUUUCCACAGUGCAUCACAGAGGCCUGCCUGGCCCUCGAGAGACUGCCCUGACUGAAGGCCCUAUCAGGUGGGGGAGGGGAUCCUGAU

>hsa-mir-33b

AUCAGGAGGGCUGGACAGCUGCUCCCGGGCCGGUGGCGGGUGUGGGGGCCGAGAGAGGCGGGCGGCCCCGCGGUGCAUUGCUGUUGCAUUGCACGUGUGUGAGGCGGGUGCAGUGCCUCGGCAGUGCAGCCCGGAGCCGGCCCCUGGCACCACGGGCCCCCAUCCUGCCCCUCCCAGAGCUGGAGCCCUGGUGACCCCUG

>hsa-mir-34b

GGCCCCGACCCCGCGUCGGCGCUGCGGACCGUCCGGGAGCUGCAGCCGCGGGUGCCCGGUGCUCGGUUUGUAGGCAGUGUCAUUAGCUGAUUGUACUGUGGUGGUUACAAUCACUAACUCCACUGCCAUCAAAACAAGGCACAGCAUCACCGCCGCCCGGCCGGGAAGAAGACGCCGGCUCGGGCAGCCCGCAGCCUUCG

>hsa-mir-370

CGGUUGGACCCACGAGGGCGCUGCAUUCCUCAUUCUACAAACCGUACAAGUCGGGGCACAAGACAGAGAAGCCAGGUCACGUCUCUGCAGUUACACAGCUCACGAGUGCCUGCUGGGGUGGAACCUGGUCUGUCUGUCUGUCUAACACCAGAGCUCGGGCGCUGCUGCAGAGGGAGCCAAGAUUUGGGUGAGGGAGGGGG

>hsa-mir-381

CCCGGGAGAGGAGGCCGGCCCCGUGAAUGAUAGUGAGGAACCUGCCCAGUGCUAUUGUUUGGUACUUAAAGCGAGGUUGCCCUUUGUAUAUUCGGUUUAUUGACAUGGAAUAUACAAGGGCAAGCUCUCUGUGAGUAUCAAACCUUGUCUUGGACCCAGUCCACACUCAGCAAGGGAUGCGGUAUGUGUGUGCAUGACCG

>hsa-mir-382

GCCACUCCCCUUGGAGAAGUGGAAGGGGACUCCUUGUCUGUCUUGUCUCUGCUUUUCUGUGGUACUUGAAGAGAAGUUGUUCGUGGUGGAUUCGCUUUACUUAUGACGAAUCAUUCACGGACAACACUUUUUUCAGUACCAAAUGCUACCUCUAAGGACUUCCUGGACACAAUGGCAGCUUCAGGAAAGAUAGUCUUUGU

>hsa-mir-383

UGUGUAUUGUUUGAUUAUGUUUGCAUAAUUUAUCAAGAGACUUCAGAAUCUCCCCGUCACCUGCUCCUCAGAUCAGAAGGUGAUUGUGGCUUUGGGUGGAUAUUAAUCAGCCACAGCACUGCCUGGUCAGAAAGAGCAAGUGUCCUAGCCUUUACCUCAUGAGACCUUGGGUAUCCAUCCAGCGUAGGUCCCAAGGGAAC

>hsa-mir-3926-1

AUGAAAUUUUAAGUUCUGUUAAAAUUAUCACAGUAAAGUUCCUUGACUUUAAAAGCUUGCUUUUAAAAUGGAGCUGGCCAAAAAGCAGGCAGAGACUUUAAAAGCGUCUCUGCCUGCUUUUUGGCCAGCUCCGUUUUUCAUCACUGACGCUUAUAAUUGUUAUCAUUCCUUGUUUACCAGAGCCUGUCAUUUGUUUUCUU

>hsa-mir-4283-1

GAAGCAGGUGGUGUCCUGUCCCGGCAAAGGCAGACAUGGGGCUGACACAGAACGGCCCAGGGACUCUGAUCCUGGGGCUCAGCGAGUUUGCAAGGGGUGUUUCUGUCCAUGGUCAGGCUUGCCAGCCUUGGUCCUUGGGCCCACCAUAAGGUGGCCCAGUCCUGACCCUGUCUUGGAAUUGCUGAGAGCAGAAAUGCAGU

>hsa-mir-449a

UACCCUGCCACUUGCUUCUGGAUAAAUUCUUCUUGUCAAUGAAGUGCUCUGGAUACCUGUGUGUGAUGAGCUGGCAGUGUAUUGUUAGCUGGUUGAAUAUGUGAAUGGCAUCGGCUAACAUGCAACUGCUGUCUUAUUGCAUAUACAAUGAACAUCAGAGUGUAACUGAAUCUGUAAUUAGUGUGUGUUUAUGUGUACUU

>hsa-mir-487a

GGACUAGCUGGAAGGAAGGCAGACUCUGGUGAAGACGUGGGCCGUCACCGUCAGCCUUCGGUACUUGAAGAGUGGUUAUCCCUGCUGUGUUCGCUUAAUUUAUGACGAAUCAUACAGGGACAUCCAGUUUUUCAGUAUCAAAUACUGCUUUGGAAGGCUUCCCGGACAGCGUCCCGCCUUCAGGCAAGGGGUCUUGGCUU

>hsa-mir-509-3

AUGGUUGUUUCAAAGGUGAAUGGGUGGGUAUUAAGGCAAGGCUGCCAUCCUCAGACAUGCUGUGUGUGGUACCCUACUGCAGACGUGGCAAUCAUGUAUAAUUAAAAAUGAUUGGUACGUCUGUGGGUAGAGUACUGCAUGACACGUGCAACAUACAUGAUGACACUGUGUGUGUGUUGGAGGCAUUUAGUUGCAUGCAG

>hsa-mir-510

UUUGAAAAGUGUGUGAUUAAGUAUUUAGGCUGUGCUCCCAUUUUCAGGAAUGCUGUGUAUGUGUGUGGUGUCCUACUCAGGAGAGUGGCAAUCACAUGUAAUUAGGUGUGAUUGAAACCUCUAAGAGUGGAGUAACACAUGACAUGUACUACAUAUGCAAUGAUAUUGCAGAUAUUUAGUUGCAUGCAGUGGUAUGCUUU

>hsa-mir-518d

UUUAACCUGGUCAAGGAAAAUUCCAACAAGAAACCCAGAGUGCUGGAGUGAGAAGAUCCCAUGCUGUGACCCUCUAGAGGGAAGCACUUUCUGUUGUCUGAAAGAAACCAAAGCGCUUCCCUUUGGAGCGUUACGGUUUGAGAAACUCAAUGUUGAAGUUGAUGCUGACUUCAGUAAUACAUUUGUAGAGGAUGCUUAUC

>hsa-mir-518e

CAUUUUAACCCGGUGAAGGAAAAUUCCAACAAAAAACCCACAAUGCUGGAGCAAGAUCUCAGGCUGUGACCCUCUAGAGGGAAGCGCUUUCUGUUGGCUAAAAGAAAAGAAAGCGCUUCCCUUCAGAGUGUUAACGCUUUGAGAAAAGCAACGUUGAUCUUGGUAAUACACUUGCAGAGAAUGCUUAUAAUCAACCAUGG

>hsa-mir-519c

UUUAACCUGGUCAAGGAAAAUUCCAACAAAAAAUCAAUGGUGCUGGAGCAAGAAGAUCUCAGCCUGUGACCCUCUAGAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAAGAAAGUGCAUCUUUUUAGAGGAUUACAGUUUGAGAAAAGCAACGUUAACGUUCAUGCUGAUCUCGGCAAUACAUUUGCAGAGCGUGCUUAUC

>hsa-mir-519e

CAUUUUAACCUGGUAAGGAAAAUUCCAACAAAAACCCAGAGUUUUGGAGCGAGAAGAUCUCAUGCAGUCAUUCUCCAAAAGGGAGCACUUUCUGUUUGAAAGAAAACAAAGUGCCUCCUUUUAGAGUGUUACUGUUUGAGAAAAACCACGUUGAAGUUGAUGCUGAUCUUGGUAACGCAUUUGCAGAGCGUGCUUAUCAU

>hsa-mir-520h

UAACCUGGUCAAGGAAAAUUCCAACAAGAAACCCAGAGUGCUGGAGCAAGAAGAUCCCAUGCUGUGACCCUCUAGAGGAAGCACUUUCUGUUUGUUGUCUGAGAAAAAACAAAGUGCUUCCCUUUAGAGUUACUGUUUGGGAAAAGCAGUGUUGAAGUUGAUGCUGAUGUUGGUAAUAUAUUUGCAUGCUUAUCAUCAGA

>hsa-mir-526a-1

UUUAACCUGGUGAAGGAAAAUUCCAACAAAAAACCCACAGUGCUGGAGCAAGAAGAGCUCAGGCUGUGACCCUCUAGAGGGAAGCACUUUCUGUUGCUUGAAAGAAGAGAAAGCGCUUCCUUUUAGAGGAUUACUCUUUGAGAAAAACAACAUUGAAGUUAAUGCUGAUCUUGGAGAUCAUGCUUAUAAUCAGACUUGGA

>hsa-mir-542

UAAAAAGUCUUUAGGGGUCAUGGGUGAUACAGAAAUUUGGGAUCGGUCAAGGAUGCACAGAUCUCAGACAUCUCGGGGAUCAUCAUGUCACGAGAUACCAGUGUGCACUUGUGACAGAUUGAUAACUGAAAGGUCUGGGAGCCACUCAUCUUCAUAGCAAAACAUGUGGUAAGUAUUACAAGACGAAUCAAUGAAAAGAU

>hsa-mir-548j

ACCCCUGCACUCCACGAUGAUUGCAUUCCUGAGCCUGGCCCAGGUGGGCAGCCAGUGAAUAGUUAGCUGGUGCAAAAGUAAUUGCGGUCUUUGGUAUUACUUUCAGUGGCAAAAACUGCAUUACUUUUGCACCAGCCUACUAGAACGCUGAGUUCAGUGCCUUAAGCGGUGUUUCACAGAGAGGGAGCAAGGGGCAGCGC

>hsa-mir-548l

UCUGGCCCAACCACUAGUUGUAUGACCUUGAGCAACCGCAUCCCUUAUCCCUUGGUUUGUAUUAGGUUGGUGCAAAAGUAUUUGCGGGUUUUGUCGUAGAAAGUAAUGGCAAAAACUGCAGUUACUUGUGCACCAACCAAAUGCUUCGUAGAUUUAUGAGAUCUAAAUGGAUUAAAUAGUGUCUGUUGCACAGUAGGUAA

>hsa-mir-548m

UUACGAUUUUAUUUUCUUGUUGGUUCAUAUGAGUUUUUUUUGUUGGUGUUUAUUCUAGAUAUUAGGUUGGUGCAAAGGUAUUUGUGGUUUUUGUCAUUAAAGUAAUGCAAAAGCCACAAAUACCUUUGCACCAACCUAAUAUUAGCCCCUCGGAAUUAUAGACAUGGCAAGUAUCUACUAUCAGUAAGUUGACUGGAGUA

>hsa-mir-548t

UUGCUUGUAAGUGCUGGGUGAUUGAAUCUAUAAUUUGCGUCAAGAGAAGUGAAGAAAAAUGUUAGGGUGGUGCAAAAGUGAUCGUGGUUUUUGCAAUUUUUUAAUGACAAAAACCACAAUUACUUUUGCACCAACCUAACCUUGUUUUAGGCAUGUAUCUAUUUAAAGACACUUUAUUUUACCUAUAACGUUGAUGGGUU

>hsa-mir-553

CCUUAUAUGUUGAGCAAGAAGAUUAGCCUGGAGAAUCUCCAAAAUCCUUCUAACUAUAACAUUCUUCAAUUUUAUUUUAAAACGGUGAGAUUUUGUUUUGUCUGAGAAAAUCUCGCUGUUUUAGACUGAGGCAGUGUGUUAUGAUAGAGAGCACUAAACAGAGAGUGAGAAGACCUAAAUUUUAGUCCCAUGUCCUGUCA

>hsa-mir-574

CAGGGAGGACCCGGCUCUGGGGUGAGGGUCUGGGGCGGCGCGGCCGAGGGACCUGCGUGGGUGCGGGCGUGUGAGUGUGUGUGUGUGAGUGUGUGUCGCUCCGGGUCCACGCUCAUGCACACACCCACACGCCCACACUCAGGGUCUGCCCCCUCGGCCUGCGUGAACCUCCGCGGAGCCUGCCUGGAUCUCCCAAAGUA

>hsa-mir-577

UUGGUAAAUAACUGUGACCUGAGGGGGAAGUUUCAGGCACCCAAGGCAGGCUGUAUUUGGGGGAGUGAAGAGUAGAUAAAAUAUUGGUACCUGAUGAAUCUGAGGCCAGGUUUCAAUACUUUAUCUGCUCUUCAUUUCCCCAUAUCUACUUACUGUAGGUACGGCCUCAUUAAAAAAUAUAAACUCUCUGAAGACAGAAC

>hsa-mir-578

CAACAAUUAUUAUUACCUCAUUAUGGUAUUUCCCACUGUUGGUCUACAGAUAAAUCUAUAGACAAAAUACAAUCCCGGACAACAAGAAGCUCCUAUAGCUCCUGUAGCUUCUUGUGCUCUAGGAUUGUAUUUUGUUUAUAUAUAUUUUUUAAUCCUGAAUGUCUAGUAUUAUGCUUGGGACAUAGUGGCCACUCAGUGAA

>hsa-mir-579

CUGUCUCUAUAGAUUUGCCUAUUCUAGAGAUUUCAUAUAAAUGGAGUCAUAUUAGGUUAAUGCAAAAGUAAUCGCGGUUUGUGCCAGAUGACGAUUUGAAUUAAUAAAUUCAUUUGGUAUAAACCGCGAUUAUUUUUGCAUCAACUUACUACAGUCUAUGGUCUUUUGUGUCUGGCAUCGUUCACUUAGCGUGUUUUCAU

>hsa-mir-587

AAUACCCAGGCAAGAGAGAGUUGCUGUCCUUUAAAAGGUCUCUUUCUGCCCCUCCUAUGCACCCUCUUUCCAUAGGUGAUGAGUCACAGGGCUCAGGGAAUGUGUCUGCACCUGUGACUCAUCACCAGUGGAAAGCCCAUCCCAUAUCCCACCUAAACCACUCUUUGGUGCCCAGGAUCCCAAGGGCCCUGAACUCACUU

>hsa-mir-588

AACACCAAAUUGAACAACUAUUUAAAUAAAAAAGCACCUUCAUGAGAACCGAAAAUCAGCUUAGGUACCAAUUUGGCCACAAUGGGUUAGAACACUAUUCCAUUGUGUUCUUACCCACCAUGGCCAAAAUUGGGCCUAAGGGGUCCCAAUUCCCGGCCUCAGCUCUUGGAUGGAAUUUCUAGACCUGCCCUGGGCCAGCG

>hsa-mir-591

AUAGUGUAUGAAUCUUGAGAAUUGAUAGAUCUGUCAGAUUAUAGAGGAGGAGGGAGUCUUAUCAAUGAGGUAGACCAUGGGUUCUCAUUGUAAUAGUGUAGAAUGUUGGUUAACUGUGGACUCCCUGGCUCUGUCUCAAAUCUACUGAUUCAUAAUUUUUGGGUGUGGGGCUUGGGAAUGUGUUUUAAACAAGCUCUCCA

>hsa-mir-607

AACCCAAUCGUGUAUCCCAUUUUAUAACAGAGCACAGAGAGGUUAAGUAACUUGCCUAAAGUCACACAGGUUAUAGAUCUGGAUUGGAACCCAGGGAGCCAGACUGCCUGGGUUCAAAUCCAGAUCUAUAACUUGUGUGACUUUGGGCGAGUUACUUAAAGCCGGCUCUUUAACCAUCACACUAUUUUUUGCUUCCAGUG

>hsa-mir-611

GCUAGGCGCCUGCUCCUGCCGACGUGUUCUUCCGGUGGCGGAGCGGCGGAUUAGCCUUCGCGGGGCAAAAUGGUGAGAGCGUUGAGGGGAGUUCCAGACGGAGAUGCGAGGACCCCUCGGGGUCUGACCCACACCGCGCUUAUCUCCUCAGACGCCGGAGAUCCAGAGGGCUAGACGCUCCUGGAACCUCCGGCUUGGGC

>hsa-mir-612

CUGGCCUGACAUGUGUGUCCCUGAGCAGGUUACAGUCCUCUCUGAGCCUCUGCUUCCCAUCUGGACCCUGCUGGGCAGGGCUUCUGAGCUCCUUAGCACUAGCAGGAGGGGCUCCAGGGGCCCUCCCUCCAUGGCAGCCAGGACAGGACUCUCAAAUGAGGACAGCAGAGCUCGUGGGGGGCUCCCACGGACCCGCCGUG

>hsa-mir-613

UAUAAUAUAUUUUCUAUUUCUACUAGGUGUGGGCUUUAUUGGUUGAUUUCUCGGUGAGUGCGUUUCCAAGUGUGAAGGGACCCUUCCUGUAGUGUCUUAUAUACAAUACAGUAGGAAUGUUCCUUCUUUGCCACUCAUACACCUUUAUGUGCAUCUCACAUGGUGUUCUUCCCCAGGUGGAUGUGAUUCUCCAUGCCAGU

>hsa-mir-614

AAGUGCUGGGAUUACAGGCAUGAGCCACCGCGCCCGGCCCCGUUGUUUCCCUUCUAAGAAACGCAGUGGUCUCUGAAGCCUGCAGGGGCAGGCCAGCCCUGCACUGAACGCCUGUUCUUGCCAGGUGGCAGAAGGUUGCUGCUCAUUUGAGCAGUACCUGUCACCCCUCCUCCCACUGCUGCGGCUGUUAACUCAUCUUC

>hsa-mir-617

UAGCUAAAGAGUAGAGUUGAAGGGAUGGCCUGGAGCCAUGUCACGGAAGCUACCAUAAGCCAUCAUAAGGAGCCUAGACUUCCCAUUUGAAGGUGGCCAUUUCCUACCACCUUCAAAUGGUAAGUCCAGGCUCCUUCUGAUUCAAUAAAUGAGGAGCAUUCUGGAAAAGAGAUUUCAUCCAAGGCUUGAUCUCAAUUGAA

>hsa-mir-619

UGCCAUGUUGGCCAGGCUGGUCUCGAACCCCUGACCUCAAGUGAUCCGCCCACCUCAGCCUCCCAAAAUGCUGGGAUUACAGGCAUGAGCCACUGCGGUCGACCAUGACCUGGACAUGUUUGUGCCCAGUACUGUCAGUUUGCAGAGUGUCCCUCAGUGUGAGUGUGUCUGAUGUUCUUGUGUGAUUCCACCGGGCACGU

>hsa-mir-622

AAGAUCAUGGCAGACAUUCGGCCCAAUACGAUGAGCUGGCUGGGAAGAACCGAGAGAAGCUGGACAAGUACUGGUCUCAGCAGAUUGAGGAGAGCACCACAGUGGUCAUCACACAGUCUGCUGAGGUUGGAGCUGCUGAGAUGACACUCACGGAGCUGAGACAUACAGUCUAGUCCUUGGAGAUCGACUUGGACUCCAUG

>hsa-mir-636

GGAGGACCCCGCCUCGCGACUGGGGAAAUGGCGUCUGGCGGCGAGAUAAUGGCGGCCUGGGCGGGAGCGCGCGGGCGGGGCCGGCCCCGCUGCCUGGAAUUAACCCCGCUGUGCUUGCUCGUCCCGCCCGCAGCCCUAGGCGGCGUCGCCGCAGCCGAUCCCGGAGUCGGAGUCGUUCCAGGUCUCGCAGCCGAUCUCGC

>hsa-mir-642b

GAGGAACGGAAAAUUCCAGUAUGGGAGUGAUAGGCUGGGAGAGUUAAAUGAUGGCAGAGGCCGAGUUGGGAGGUUCCCUCUCCAAAUGUGUCUUGAUCCCCCACCCCAAGACACAUUUGGAGAGGGACCCUCCCAACUCAGAUAAACUGUGGAGAGUGUAGGAGAUAGGAAAUGGACUGAGAACUUCCUGGUCCCACCAG

>hsa-mir-645

GCUCAGGUGGUCAUGCUCAGUCGCUCGCCACUCACCUCCUGCCAUGCAGUCCAGUUCCUAACAGGCCUCAGACCAGUACCGGUCUGUGGCCUGGGGGUUGAGGACCCCUGCUCUAGGCUGGUACUGCUGAUGCUUAAAAAGAGAGGGUUUGCCAGAAAUCAGAUGGGACAAAAGGGCAAAGGCCGUGCCACAGAGUGCCC

>hsa-mir-646

ACCUGCCAGGACAGCACUGACUACCACAGCCAGGACAGUUCAGAAGCCUGGAGAUCAGGAGUCUGCCAGUGGAGUCAGCACACCUGCUUUUCACCUGUGAUCCCAGGAGAGGAAGCAGCUGCCUCUGAGGCCUCAGGCUCAGUGGCCUAUCUUUACCCCAAUGCAUGCAGGUCAGAAUGUAGCUGAACAGCAGCCCAGGG

>hsa-mir-651

GUACAAAUGUAUGAUACAGAUAACAAAAUGUAUUAACAAUUCCCUAGAUCUACAGAAAUCUAUCACUGCUUUUUAGGAUAAGCUUGACUUUUGUUCAAAUAAAAAUGCAAAAGGAAAGUGUAUCCUAAAAGGCAAUGACAGUUUAAUGUGUUUCUGACAUGCAACCUUCAAGAGAUCCAUAUAUGAACCAUUUUGUGUGG

>hsa-mir-655

UCUGGAAGCAAAGACAACGGUGGGGAAGAGGCCAUGGUUUUCGUUUCAGAACUAUGCAAGGAUAUUUGAGGAGAGGUUAUCCGUGUUAUGUUCGCUUCAUUCAUCAUGAAUAAUACAUGGUUAACCUCUUUUUGAAUAUCAGACUCUGCCUCGGAGGGCCGCCCCCACAGGAGACGUGAGAGUGUGUGCCUUGUGUGAGC

>hsa-mir-657

CACUCCAGGCCUCAGUUUCCCCAUCAAUUCCCACCUCCUGGGGAGCCGAGAGUGAUAGUGUAGUAGAGCUAGGAGGAGAGGGUCCUGGAGAAGCGUGGACCGGUCCGGGUGGGUUCCGGCAGGUUCUCACCCUCUCUAGGCCCCAUUCUCCUCUGCACUGUAACAUUUGAGGCCCACGCACACAGUCCCUCCCCAGGUCU

>hsa-mir-662

GCCAGUGGGGCUGGUGGGGCUGGCGUCCAGGCCGAGCUGGCCCAGGGUGGAGCUGUUGAGGCUGCGCAGCCAGGCCCUGACGGUGGGGUGGCUGCGGGCCUUCUGAAGGUCUCCCACGUUGUGGCCCAGCAGCGCAGUCACGUUGCCAACAUCCAGGCUCUGCGGAGAGGGGUGGGGCAGAGGGGCCGUGGGGCCAACUU

>hsa-mir-664

AAUUCCAAAGUGUUAAGUUCAGUUCAGGGUAGCUUCCCUGCUCUGUUAAUUAAACUUUGGAACAUUGAAACUGGCUAGGGAAAAUGAUUGGAUAGAAACUAUUAUUCUAUUCAUUUAUCCCCAGCCUACAAAAUGAAAAAAGGUACAAUAAACGUUAUUGUAUGUACAUCUUUAUGUAGAGGUCUGGUUAAUUUAUUCAA

>hsa-mir-765

GUCAUAACUCAGGAAGACAAGGCACAUACCUACCUGACCUAAGGGCUUUAGGCGCUGAUGAAAGUGGAGUUCAGUAGACAGCCCUUUUCAAGCCCUACGAGAAACUGGGGUUUCUGGAGGAGAAGGAAGGUGAUGAAGGAUCUGUUCUCGUGAGCCUGAACUUUCUAGACAAAACAUGUGGAAGCGGUCACCUCAGGCUG

>hsa-mir-767

UGGGCAUAUUCCUCAUUGUGUUAUUCACUCUUGUAUCACACCCACCUGCUUUUAUAUUGUAGGUUUUUGCUCAUGCACCAUGGUUGUCUGAGCAUGCAGCAUGCUUGUCUGCUCAUACCCCAUGGUUUCUGAGCAGGAACCUUCAUUGUCUACUGCUUUACAGGGAAAUAGUGUUUUAUGCAUCGUGUAUAUGAGUUUAG

>hsa-mir-891b

ACUAUAAUUACGUAGCUUCUUUGUUUCUUUGUAGGUCCCAAAAGAGUCUACAAAUGUUGUCUCCUUAAUCCUUGCAACUUACCUGAGUCAUUGAUUCAGUAAAACAUUCAAUGGCACAUGUUUGUUGUUAGGGUCAAAAGAGAUAAUCCAUCUAAAGGCCUCAUGGACAUUGCAAACCAUGUAAGUCAUCAGUUAUGUAG

>hsa-mir-922

UUCAGUUCUGGAGCUUCUGAGCCAGGCCUUUCUCAACCACCUCUCCUGCUGCUGAAACGGGGAUGGCGUUUUCCCUCUCCCUGUCCUGGACUGGGGUCAGACUGUGCCCCGAGGAGAAGCAGCAGAGAAUAGGACUACGUCAUGGGCAUUUCGUCCACUUAUUUGGGUAUUUUGGGGGCCACAGAACAAUCCUGACUAUC

>hsa-mir-924

GUUUCUGUUAUUUAUCCUAAGAUAGAUUGCUGGUGAAAAUUCCUCAACUGACCACCCACAGACCACCUAAGCCAGUCAAUAGAGUCUUGUGAUGUCUUGCUUAAGGGCCAUCCAACCUAGAGUCUACAACUGAUUCCCUUCCAUCCUAUGGUUUUUGCCUUUAUAAUAAUUUUCUACUCCUUGACUCCUCUUCGGUGUGU

>hsa-mir-933

GGCAGAGGAAAAAGGAAUAACGGCUCCCUCUUAGACCCCUCCCUCCGAAUUAUCUUCACCCUACUUGGGUCAGUUCAGAGGUCCUCGGGGCGCGCGUCGAGUCAGCCGUGUGCGCAGGGAGACCUCUCCCACCCACAGUCCUUGGGUUGGGCGGGGAGAGGGCCCACUCUGGUCUCCCCACCCAGUAUUCAAGCGAUUGA

>hsa-mir-934

AAGUAGGUAUCUGGGCCAGCCUUUGAUGGUGUGUGUCUGUAUCCUGAGAACGAACUUGAGAAAUAAGGCUUCUGUCUACUACUGGAGACACUGGUAGUAUAAAACCCAGAGUCUCCAGUAAUGGACGGGAGCCUUAUUUCUAUCACUCAGUGUUUUCAUAGAUAGAAUUUGUUUCAUUUUAGCCUCAAAAAAGAGUAUAU

>hsa-mir-936

CAGACAGGGCUGUCCCGUGGCUGAUGGCUGCGUGGGCUCCUGGGACACAAUGUGCUUCAAGGCCACUGGGACAGUAGAGGGAGGAAUCGCAGAAAUCACUCCAGGAGCAACUGAGAGACCUUGCUUCUACUUUACCAGGUCCUGCUGGCCCAGACGGACACCAAGGCCCAAGAGGUUGGUCACUCAUCUGCUGCCCCCAG

>hsa-mir-939

CCUGGAGGUGUACAGCGUGGACUUCAUGGUGGACAAUGCCCAGCUGGGUUUUCUGGGUAUGUGGGCAGGGCCCUGGGGAGCUGAGGCUCUGGGGGUGGCCGGGGCUGACCCUGGGCCUCUGCUCCCCAGUGUCUGACCGCGACCGCAACCUCAUGGUGUACAUGUACCUGCCCGAAGGUGAGUGCUUCCUCCACCCCCUC

>hsa-mir-93

AUGUGUCCUAGAUCCUGUGCUACAGACCUUCCUUUCUGUCCUCCCGUCUUGGACCUCAGUCCUGGGGGCUCCAAAGUGCUGUUCGUGCAGGUAGUGUGAUUACCCAACCUACUGCUGAGCUAGCACUUCCCGAGCCCCCGGGACACGUUCUCUCUGCCAAUUGUCUUCUUGGCUGAGCUCCCCAAGCUCCAUCUGUCAUG

>hsa-mir-96

UGCAGGGAUGCAAGGCCCCUCGUCCAGUGUGUCCCCAGAGAGCCCGCACCAGUGCCAUCUGCUUGGCCGAUUUUGGCACUAGCACAUUUUUGCUUGUGUCUCUCCGCUCUGAGCAAUCAUGUGCAGUGCCAAUAUGGGAAAAGCAGGACCCGCAGCUGCGUCCGCCUCCCCUGCAUCCUUGUGUCAGGGCCCCAGCCUGC

>hsa-mir-127

ACCCACAGGUUCCCAAGGCGCGGUGGAGGGACACUCGUAAAAGGUCUCGCUGUGAUCACUGUCUCCAGCCUGCUGAAGCUCAGAGGGCUCUGAUUCAGAAAGAUCAUCGGAUCCGUCUGAGCUUGGCUGGUCGGAAGUCUCAUCAUCUGCUUCCUUCGGGUUAAACACGUCGGCCAGGUCUGAGUAUGGGUGUGGCAGUC

>hsa-mir-155

AAAUCUGUGGUUUAAAUUCUUUAUGCCUCAUCCUCUGAGUGCUGAAGGCUUGCUGUAGGCUGUAUGCUGUUAAUGCUAAUCGUGAUAGGGGUUUUUGCCUCCAACUGACUCCUACAUAUUAGCAUUAACAGUGUAUGAUGCCUGUUACUAGCAUUCACAUGGAACAAAUUGCUGCCGUGGGAGGAUGACAAAGAAGCAUG

>hsa-mir-181c

UCUCUGGUUCCCUGCCACCUACCCCACCCCCGACUCCAGGUCCCGGAAAAUUUGCCAAGGGUUUGGGGGAACAUUCAACCUGUCGGUGAGUUUGGGCAGCUCAGGCAAACCAUCGACCGUUGAGUGGACCCUGAGGCCUGGAAUUGCCAUCCUCCUGCCGGUGACUCUGACCUUCCAGAUCUAGGGGGGCCUGGGGAGCC

>hsa-mir-184

AAUCAAACGUCCAUUUACAUCUUGUCCUGCAAAGCUUCAUCAAAACUUCUUUGCCGGCCAGUCACGUCCCCUUAUCACUUUUCCAGCCCAGCUUUGUGACUGUAAGUGUUGGACGGAGAACUGAUAAGGGUAGGUGAUUGACACUCACAGCCUCCGGAACCCCCGCGCCGCCUGCACUUGCGUGAUGGGGAAAACCUGGC

>hsa-mir-200c

GCAGCUUUUCCGCAGGGAUCCUGGGCCUGAAGCUGCCUGACCCAAGGUGGGCGGGCUGGGCGGGGGCCCUCGUCUUACCCAGCAGUGUUUGGGUGCGGUUGGGAGUCUCUAAUACUGCCGGGUAAUGAUGGAGGCCCCUGUCCCUGUGUCAGCAACAUCCAUCGCCUCAGGUCCCCAGCCCUUAGCUGGCUGCAGCCCCC

>hsa-mir-206

GAGGAAAGAUGCUACAAGUGGCCCACUUCUGAGAUGCGGGCUGCUUCUGGAUGACACUGCUUCCCGAGGCCACAUGCUUCUUUAUAUCCCCAUAUGGAUUACUUUGCUAUGGAAUGUAAGGAAGUGUGUGGUUUCGGCAAGUGCCUCCUCGCUGGCCCCAGGGUACCACCCGGAGCACAGGUUUGGUGACCUUCUUCCUC

>hsa-mir-433

UGUUCUGGCAGCUCCAUGACGUCAAAGUUGAAGUGGGAGAAGAAGAAGACCCAAUGCCCGGGGAGAAGUACGGUGAGCCUGUCAUUAUUCAGAGAGGCUAGAUCCUCUGUGUUGAGAAGGAUCAUGAUGGGCUCCUCGGUGUUCUCCAGGUAGCGGCACCACACCAUGAAGGCAGCCCGUAUUGGAAGAAUCUUCAUCUC

>hsa-mir-498

UCUGAUUUCAGAUGGACCCUGAGAAUGCUCAAGCCCCAAACCCUCCUUGGGAAGUGAAGCUCAGGCUGUGAUUUCAAGCCAGGGGGCGUUUUUCUAUAACUGGAUGAAAAGCACCUCCAGAGCUUGAAGCUCACAGUUUGAGAGCAAUCGUCUAAGGAAGUUGAUGGCAAUGUUAAUAGUUUUUUAAACAAGCAUGAAAU

>hsa-mir-554

CAACCAGUGGAGAGUCCCAGGGGUGAGAGGAAGGCCUACAGAUAGACCCAGGGUGAAGACCUGAGUAACCUUUGCUAGUCCUGACUCAGCCAGUACUGGUCUUAGACUGGUGAUGGGUCAGGGUUCAUAUUUUGGCAUCUCUCUCUGGGCAUCUUUCCUCUUCUUUUUUAGACCUCAUGACCAAGGCAGCUGGUGUCCCC

>hsa-mir-625

UGCAGGUUUUUAAGUUGUAAUCCUGUGUUGUACAAGAGCUGUACUGAUGUGGUGGUAAGGGUAGAGGGAUGAGGGGGAAAGUUCUAUAGUCCUGUAAUUAGAUCUCAGGACUAUAGAACUUUCCCCCUCAUCCCUCUGCCCUCUACCAACUGUGAGCCUGAGUUGAGUAACUGUCUCUUUUUCUCGGUCAAAGGAUAGAU

>hsa-mir-665

CCAGGGUGGAGGGGGUGGGGCUUUGGCGGACCAGGGCUGGCCCUUUCUGUGCCCCAAGAGGAGGGUCUCCUCGAGGGGUCUCUGCCUCUACCCAGGACUCUUUCAUGACCAGGAGGCUGAGGCCCCUCACAGGCGGCUUCUUACUCUCUCCUUAAACCUGUUCUGGAGACAUUUCCCCUCUCCCCAAGGAUUCCCAACUC

>hsa-mir-670

UCUUCCUCUCUGUCAAGUCCGAAGAUGCCAGCUGAGACGUUCUUCAUCCAGUUUAGGGGUGGACCUGAUGUCCCUGAGUGUAUGUGGUGAACCUGAAUUUGCCUUGGGUUUCCUCAUAUUCAUUCAGGAGUGUCAGUUGCCCCUUCACGCGACGUUGGAGAGCAUUACAGCAAGCAGGUGUCUACUCAUUUAUGGCAAGA

>hsa-mir-940

GCUAGUCCAUUUGGAGCUCCUUCAAGCCGAAGCAUCCAACACCAGUGUCUGUGAGGUGUGGGCCCGGCCCCAGGAGCGGGGCCUGGGCAGCCCCGUGUGUUGAGGAAGGAAGGCAGGGCCCCCGCUCCCCGGGCCUGACCCCACUGCUUCAGCCCCCUCCUGCCUGCCUACAGCCUGGCCUCGAGGGCCCAUCAGGUGAG

>hsa-mir-1224

CCUGACCCGGGCCAGGCCAACAACAGUGAAGGCAGCGACCAUGACUACCUGCCCUUGGUGAGGACUCGGGAGGUGGAGGGUGGUGCCGCCGGGGCCGGGCGCUGUUUCAGCUCGCUUCUCCCCCCACCUCCUCUCUCCUCAGGUGCGGCUGCAGGAGGCACCAGGCUCCUUCCGCCUGGACGCGCCCUUCUGCGCCGCUG

>hsa-mir-1238

CCCUCACUACUGCCAGCCCACUGUGGAUGUCAGCCAGGCCGACUUCCCCCUGGAGGUGAGUGGGAGCCCCAGUGUGUGGUUGGGGCCAUGGCGGGUGGGCAGCCCAGCCUCUGAGCCUUCCUCGUCUGUCUGCCCCAGUCCUUCCACUGCACCUCGCCCCGCAAGAUGGCCUUUGCCAAGAUGGACCCAAGCUGUACCGU

>hsa-mir-1273d

UAACCUGGUGGUGUGUUGGGCACCUGUAAUCCCAGCUACUCGGUAGGCUGAGGUAGGAGAAUCGCUUGAACCCAUGAGGUUGAGGCUGCAGUGAGCCAAGAUCGUGCCACUGCACUUCAGCCUGGGUGACAAGAGCGAAACUUCAUCUCAAAAAAAAAAGAGUUGGGAAAAGGUAACAUUCUAUAAUUCUUUCAUUUCUU

>hsa-mir-1277

AAAUAUAUGAUUGUCUUAUUUUACCCUAAUUUUUUCCAGCAGAAAUGCAGUAUCCAUUUCUAACCUCCCAAAUAUAUAUAUAUAUGUACGUAUGUGUAUAUAAAUGUAUACGUAGAUAUAUAUGUAUUUUUGGUGGGUUUAAUUUUUUUCAUCUUUUUUCAUAGUUUUUUUAGGGGCUUCAUUUAACUUCUGGUUAAGUC

>hsa-mir-1278

UUAUUGCUCUAUGCUAUGUGUUAUUCUAAGUACUUUAUAUGUAUUAACUCAUGUAAUCGUAUUUGCUCAUAGAUGAUAUGCAUAGUACUCCCAGAACUCAUUAAGUUGGUAGUACUGUGCAUAUCAUCUAUGAGCGAAUAGGCUCAGACAGAGUGAGUUCCUGAGGUUUGAAGAACCAGUUGGAACCUUGGCAGUCUGGU

>hsa-mir-1292

CCUGCGUUCGGGCCGCAGACAGGGCCUGGGCCUGGGCCUGGGCCUGCGCCUGCGCCUGCGCCUGCCCUGGGAACGGGUUCCGGCAGACGCUGAGGUUGCGUUGACGCUCGCGCCCCGGCUCCCGUUCCAGGUGCUGUUGCACGUGCUGUUUGAGCACGCGGUCGGCUACGCGCUGCUGGCGCUGAAGGAAGUGGAGGAGA

>hsa-mir-1306

GCCCGCAGGAGAAGCGGUGAUGGAGAGCCGAGCUCGCCCCUUCCAAGCGCUGCCCCGUGAGCAGUCUCCACCACCUCCCCUGCAAACGUCCAGUGGUGCAGAGGUAAUGGACGUUGGCUCUGGUGGUGAUGGACAGUCCGAACUCCCUGCUGAGGACCCCUUCAACUUCUACGGAGCUUCUCUUCUCUCCAAAGGAUCCU

>hsa-mir-23a

UCUCUUUCUCCCCUCCAGGUGCCAGCCUCUGGCCCCGCCCGGUGCCCCCCUCACCCCUGUGCCACGGCCGGCUGGGGUUCCUGGGGAUGGGAUUUGCUUCCUGUCACAAAUCACAUUGCCAGGGAUUUCCAACCGACCCUGAGCUCUGCCACCGAGGAUGCUGCCCGGGGACGGGGUGGCAGAGAGGCCCCGAAGCCUGU

>hsa-mir-25

AGCCCAGUGGCGUUCAAAAGGGUCUGGUCUCCCUCACAGGACAGCUGAACUCCGGGACUGGCCAGUGUUGAGAGGCGGAGACUUGGGCAAUUGCUGGACGCUGCCCUGGGCAUUGCACUUGUCUCGGUCUGACAGUGCCGGCCCAACACUGCGGAUGCUGGGGGGAGGGGGGAUUCCACUCCUGUUUUGUGAGUAGGCGA

>hsa-mir-31

GAAAGGAAAAAUUUUGGAAAAGUAAAACACUGAAGAGUCAUAGUAUUCUCCUGUAACUUGGAACUGGAGAGGAGGCAAGAUGCUGGCAUAGCUGUUGAACUGGGAACCUGCUAUGCCAACAUAUUGCCAUCUUUCCUGUCUGACAGCAGCCAUGGCCACCUGCAUGCCAGUCCUUCGUGUAUUGCUGUGUAUGUGCGCCC

>hsa-mir-195

ACCCUGGGAGUAAGUUCUGCCUCAAGAGAACAAAGUGGAGUCUUUGUUGCCCACACCCAGCUUCCCUGGCUCUAGCAGCACAGAAAUAUUGGCACAGGGAAGCGAGUCUGCCAAUAUUGGCUGUGCUGCUCCAGGCAGGGUGGUGAAAACUACCGAGGAGGGGCUGAGCCCCCAUGGGCCGAGGAGAGAAGAGGGAACAG

>hsa-mir-339

GGCAGGAAGCGUCCCAUGCUCUGCAGGGGUGGCAGGAAGCGUCCUGUGCUCCGCAGGGGCGGGGCGGCCGCUCUCCCUGUCCUCCAGGAGCUCACGUGUGCCUGCCUGUGAGCGCCUCGACGACAGAGCCGGCGCCUGCCCCAGUGUCUGCGCCGGGACCAUGGAGUGGCCAGCUCGCCGCGGAGACGUCGCCGCGCUUU

>hsa-mir-600

GCCUGUCCCUGGCUGCAGUGCCAGGUGUGGCCUUUCCUGUGACAGCAAGUCACGUGCUGUGGCUCCAGCUUCAUAGGAAGGCUCUUGUCUGUCAGGCAGUGGAGUUACUUACAGACAAGAGCCUUGCUCAGGCCAGCCCUGCCCCUGCCUACAGGCACAGGUGCUUUGCCAUCUGUCCCGUUUUCCUGCUUAGGGAACCA

>hsa-mir-631

UUUGCCCCCUGUGGGACAGAGGAACAGGCAGAGAUCAGAGGGCAGGCUCAGGUUGGGAGGAGUGGGGAGCCUGGUUAGACCUGGCCCAGACCUCAGCUACACAAGCUGAUGGACUGAGUCAGGGGCCACACUCUCCCUCCUCUGGUGAUGUGACCUCAGCUGGUUUCUUCCCACUCGGCCAUGGGUUUCCCAUCCUGGAG

>hsa-mir-649

UCCUCUCACCUCAGCCUCCCAAAGUGAUGGGAUUACCGGUGUGAGCCACUGGGCCUAGCCAAAUACUGUAUUUUUGAUCGACAUUUGGUUGAAAAAUAUCUAUGUAUUAGUAAACCUGUGUUGUUCAAGAGUCCACUGUGUUUUGCUGGGGAUUUCUACAUCUAUAUUCAUAAGGGAUUUUGGUCUGUGGUUUUCUUUUC

>hsa-mir-653

CCAGACCAGGAACUGAUGCAGAUUAUUACUGCUCAUCUGACAACAGAGGUUCUAAUUUUUCAUUCCUUCAGUGUUGAAACAAUCUCUACUGAACCAGCUUCAAACAAGUUCACUGGAGUUUGUUUCAAUAUUGCAAGAAUGAUAAGAUGGAAGCUACUUUCAUCAGCAUGAAUUAUAACUACUCGUAUACAGAUUGUCGU

>hsa-mir-661

UCUCCUGCCGUGGCCCAGGAGAGGCGUCUCCAUCCCAGAUCCCUGGGACCCCAGGAGAGGCUGUGCUGUGGGGCAGGCGCAGGCCUGAGCCCUGGUUUCGGGCUGCCUGGGUCUCUGGCCUGCGCGUGACUUUGGGGUGGCUGUCCCGGCCACCGGUGGGGCCAGGUGCUGUGUUGAGUGACCUGCGCAGGGCCCUCUGG

>hsa-mir-1250

GCCCCUGGUAUGUCAUGACGCAGAAUGGGCCAAGGAGCUGGCUCUGCCCACCUGUCCCGCUGGCCUGGCAGGUGACGGUGCUGGAUGUGGCCUUUUUGCCUUUUCUAAAGGCCACAUUUUCCAGCCCAUUCAACCUUCCAGAGCCCUCUGAAGUGGCCACAGGCCCCAUCAACCAGUGAGGAGCUGCGUGCCUGGGGGGC

>hsa-mir-1253

AGUGAGGGGAUGGCCUGGCUACUGGGCUACUGGAAGAGUUUGUCAUCAGAGCAGCAAGAGAUAGAAUCCAAAAGAGAAGAAGAUCAGCCUGCAGAUGUGGACUGCUAAAUGCAGGCUGAUCUUCUCCCCUUUGGGAUUCUCUUAUGAGAAGCCAUAAACGCCAGGACGAGCACCCAGUGGGGUGCUUCUAGUUGCCAGGC

>hsa-mir-3202-2

UGACUGUCAACUGCUUUGGGGCCACUGGUGCUGUAAGUGAGCCCUAGUAGCUGAGAAAUACAUUAAUAUGGAAGGGAGAAGAGCUUUAAUGCUCUGAAAAUGACUCCAAUCAUUAAAGCUCUUCUCCCUUCCAUAUUAAUAAAUUUCGCACUCAAGAGGGUGGGCGGGUAGGCGGGCUCAGGGAGAGAGAAGGGUGGGCU

>hsa-mir-3689a

GUGAUCCUGUUCUUCCUGAGAGGUGUGAUCCUGUGCUCCCUGGGGGGUCUGAUCCUGUGCUCCCUGGGAGGUGUGAUAUCAUGGUUCCUGGGAGGUGUGAUCCUGUGCUUCCUGGGAGGUGUGAUAUCGUGGUUCCUGGGAGGUGUGAUCCCGUGCUUCCUGGGAGGUGUGAUACUGUGCUUCCUGGGAGGUGUGAUCCC

>hsa-mir-3689b

GUGAUCCUGUUCUUCCUGAGCGGUGUGAUCCUGUGCUCCCUGGGGGGUCUGAUCCUGUGCUUCCUGGGAGGUGUGAUAUCAUGGUUCCUGGGAGGUGUGAUCCCGUGCUUCCUGGGAGGUGUGAUAUUGUGGUUCCUGGGAGGUGUGAUCCCGUGCUCCCUGGGAGGUGUGAUCCCGUGCUCCCUGGGAGGUGUGAUCCC

>hsa-mir-4679-1:10:90823030:90823231

UUUCUCUCCAUUAUGACUUAUAUAAAAGAAACAAAAGCAGAAACAAAAACUUUUGCUUUACCGUCUUUUUUCUGUGAUAGAGAUUCUUUGCUUUGUUAGAAACAAAAAGCAAAGAAUCUCUAUCACAGAAAAAAGAUAGUAAUAAGCACAGAUGCCCAAAGAAGCCAGGCAGACUUUUUUUUUAAAGGUUUAAGUUUUAU

>hsa-mir-4776-2

CUCUUGCACUGCUGUGUUUUUGCAUCCCCUUCUACCUUCUGGCUUCCUGAGAUGGAGCAGACUAUAUGCAGUGGACCAGGAUGGCAAGGGCUCUACUGUCCUUUCAGGAGAGCCCUUGCCAUCCUGGUCCACUGCAUAUAGCCGAGCUCCCACUGACCUGGAACCCUCAUCCUGGACUGUUGUCCAAAAGAGAGAUAGAU

>hsa-mir-4436a:2:89111827:89112028

GACAUGAAUUUCUCCCUUGUUUCAGCCACCGGCAUCCCAGGCCAGGACUCCUCAUGGCCUCACUUUUCCACUUAUGCCUGCCCUGCCCCUCGAAUCUGCUCCACGAUUUGGGCAGGACAGGCAGAAGUGGAUAAGUGAGGACACUUCUCACUCAUGGGGAGAACACGACUGUGUUGCCCCAUGUUGAAGCUGUGUGAUGG

>hsa-mir-548al:11:74110226:74110427

CAAACUAGGGUUCCAAUCUCAUUUCAGAUCCCCUCAGCUGGCAGUUAUUUUAUUAGGUCGGUGCAAAAGUAAUUGCUGUUUUUGCCAUUAAAAAUAAUGGCAUUAAAAGUAAUGGCAAAAACGGCAAUGACUUUUGUACCAAUCUAAUAUCUCUGCUGCUAUAGUAAACUAGGAGGUAGGGAGAACAAGAUUACUGGAAA

>hsa-mir-518a-2:19:54242530:54242731

UUUGAACUGGUUAAGGAAAAUUUCAACAAGAAACCCAGAGUGCCGGAGCAAGAAGAUCUCAAGCUGUGGGUCUGCAAAGGGAAGCCCUUUCUGUUGUCUAAAAGAAGAGAAAGCGCUUCCCUUUGCUGGAUUACGGUUUGAGAAAGCGACGUUGAAGUUGAUGCAUUUGCAGAGCAUGCUUAUCAUCAGGCUUGGACAAU

>hsa-mir-3591

CAGAUGAACCUUCUUGCUCAAAGCAAACGAUGCCAAGACAUUUAUCGAGGGAAGGAUUGCCUAGCAGUAGCUAUUUAGUGUGAUAAUGGCGUUUGAUAGUUUAGACACAAACACCAUUGUCACACUCCACAGCUCUGCUAAGGAAACUCUGUAGCCACGAAGGUGUUAACUUCACCUCCACAUUCCACCAUUGUCACUGA

>hsa-mir-4520b:17:6558694:6558895

CAGGCUUGCAUACACGUGCAUAACUCCUACCCCUACCUCGCCUGCCUGCUGUACCAGGGGUUGAUUCCUUCUUCCUGCGUGUUUUCUGUCCAAAUCCUUUUCUGAUUUGGACAGAAAACACGCAGGUGGCACACAGUAAGCGCUUAAUAAAUUUUCCGGCUACCUGAUCUUCUUGGAAUUGAGGGCAUGCUCCUGUGCGC

>hsa-mir-516a-2:19:54264333:54264534

CUUGAUCUAGGAAAAUUCCAAAAAAAAAAACCCACGGUGCUGGAGCAAGAAGAUCUCAGGUUGUGACCUUCUCGAGGAAAGAAGCACUUUCUGUUGUCUGAAAGAAAAGAAAGUGCUUCCUUUCAGAGGGUUACGGUUUGAGAAAAGCAACGUCGAAGUUGACGCUGAUCUUGGUAAUACAUUUGCAGAGCGUGCUGAUC

>hsa-mir-103b-2

ACAAGCCAUAAGCUGCACCAACUGGAUCCUAGAUCCUCUUUUCCCAAGGGCAGCCCAUUCUUGGUUCUUUCAUAGCCCUGUACAAUGCUGCUUGACCUGAAUGCUACAAGGCAGCACUGUAAAGAAGCUGAAAGCACAAAGACGCAGCUCUGCUGAGGUGGGGGAGCCAAGGAGGGCACCCCUCGGCCUGCUCAGUCUUC

>hsa-mir-219-2

CUGGCGCUUUUUAGGAGCGAAGGGGAACCCCGCAGGAGACCAGGGCCCUGAACUCAGGGGCUUCGCCACUGAUUGUCCAAACGCAAUUCUUGUACGAGUCUGCGGCCAACCGAGAAUUGUGGCUGGACAUCUGUGGCUGAGCUCCGGGCGCAACAGGGGCGGGGGCCCCAGGGACAGGGCUCAGCGCGGGCGAGACCUCU

>hsa-mir-199a-1

GCACGGCCUGGCCUGGUGGCCCCAGCGUCUGCCUGGGGGGUUCUGCAGGAUGGAUAGCCGGCCCCGCCAACCCAGUGUUCAGACUACCUGUUCAGGAGGCUCUCAAUGUGUACAGUAGUCUGCACAUUGGUUAGGCUGGGCUUGGGUGAGCGGCUCGUCGAGACAGGCCCCCCAAACUCGCCGGCAGGUGAGUGUCAUUU

>hsa-mir-3529

ACACGUGGAAGGAUAGCCAAAAAGGGGGGCUGCCCCCAUUUCCUGCACCCCGCUGCGAUGGCUGGCACCAUUAGGUAGACUGGGAUUUGUUGUUGAGCGCAGUAAGACAACAACAAAAUCACUAGUCUUCCAGAUGGGGCCAGCCGGUCCACUCUGUAUCCAGGCCAGUUCUGCAAGGCGUUCGAGGACCACCCCCCUCC

>hsa-mir-103a-2:20:3898077:3898278

GAGAAGACUGAGCAGGCCGAGGGGUGCCCUCCUUGGCUCCCCCACCUCAGCAGAGCUGCGUCUUUGUGCUUUCAGCUUCUUUACAGUGCUGCCUUGUAGCAUUCAGGUCAAGCAGCAUUGUACAGGGCUAUGAAAGAACCAAGAAUGGGCUGCCCUUGGGAAAAGAGGAUCUAGGAUCCAGUUGGUGCAGCUUAUGGCUU

>hsa-mir-512-2:19:54172358:54172559

UUCUGCAUAGAGGAUGUGCCUGCAGUUUCCAGGUACUGGACAAUACAGGGAGGGUACUUCUCAGUCUGUGGCACUCAGCCUUGAGGGCACUUUCUGGUGCCAGAAUGAAAGUGCUGUCAUAGCUGAGGUCCAAUGACUGAGGCGAGCACCGAAAAAACACCAUGGGGGGGAGGGGGGGCGGGGGGCUCCAGGAGCCACUG

>hsa-mir-3689f

GUGAUAUCGUGGUUCCUGGGAGGUGUGAUCCUGUGCUUCCUGGAAGGUGUGAUCCUGUGCUUCCUGGGAGGUGUGAUAUCGUGCUUCCUGGGACGUGUGAUGCUGUGCUUCCUGGGAGGUGUGAUCCCACACUCGCUGGGAGGUGUGAUCCCGUGCUCCCUGGGAGGUCUGAUCCCGUGCUUUCCUGGGAGGUGUGAUCC

>hsa-mir-548ad:2:35696411:35696612

UUACAAGAAUUCUAUAAGGAUCCAGGAUCAAAACACAACAAUUUUCACAUACGUGUCAACUGUUAGGUUGGUGCAAAAGUAAUUGUGGUUUUUGAAAGUAACUUGGCGAAAACGACAAUGACUUUUGCACCAAUCUAAUACAAUCAACAGUUGUGGGAAGAAUUUUAACUUUUCACUCUAUGUUUGUACUGUUUUAGUGU

>hsa-mir-3198-1

CAUGAAAAAGCACAAGGUCCUGGCUGCUUGCAGUCACAUUCUGGUUCUCUGUGUUUUGUGGACUGUGCUCUCACUGUUCACCCAGCACUAGCAGUACCAGACGGUUCUGUGGAGUCCUGGGGAAUGGAGAGAGCACAGUCUGACGCCCUGCCAAGUAGCCAGGAGUUGACUUGCCCAUGGUCCGCUGGCUUUCCCACCAC

>hsa-mir-4509-2:15:28671583:28671784

CUCAUAUUCAAAUGUGGUCAGAAUCCGGACAUUUUGAGUGAGCCUACAGAAAGCUUUAAUACUAUCUCAAACUAAAGGAUAUAGAAGGUUUUCCCUUUCUCUUGCCCUGAAACCUUCUGUAUCCUUUAUUUUGAGAUAGUAUUAGAAUUCUUACUAUCUUACUGACAAUUCUCACUAUCUUGUUUUAUAACUUGGAACAU

>hsa-mir-1236

GGCUCUGAAGAAGCAAAGUAGCAGCAGCACAACCAGCCAAGGUGGUGUCAAACGCUGUGAGUGACAGGGGAAAUGGGGAUGGACUGGAAGUGGGCAGCAUGGAGCUGACCUUCAUCAUGGCUUGGCCAACAUAAUGCCUCUUCCCCUUGUCUCUCCAGCACUAUCAGAGCAGCCUGUCAUGGACACAGCCACAGCAACAG

>hsa-mir-548x-2

GAGAAUGAUAAUCUUUUAGAAGAUGUCAUGCUUCAGUGGUAAACCCCAUAGAUGCCAAAUAUUAGGUUGGCACAAAAGUAAUUGUGGCUUUUGCCAUUAAAAGUAAUGGUAAAAACUGCAAUUACUUUCGUGCCAACCUAAUAUUUGUGUGAGGUCUUACAAAUUUCCUAAGGUAAGGUCAGAGAACAACGAACAAAUCC

>hsa-mir-4662b

GGUCAAUAGAAUCUUGAUGUUUUGUCGAUGGCUUCAUGGUAUUCCAUUGUAUGGAUGUACCACAAUUUCUAUUUAGCCAAUUGUCUAUCUUUAGGCAUUCAGAAUAGCUAAAGAUGGACAAUUGGCUAAAUAGACACUGUGGUACACAAUGGCUUUUUCUGUUGCAGCCAUGGUUGCAGUAAACUUCCUUGUAUAUAAAU

>hsa-mir-3678

AUCUUCCAGAAUGAAGCACUCCAAAUAGAGGACCAGGUCUUAAAAUAUUUGAGAAUCCGGUCCGUACAAACUCUGCUGUGUUGAAUGAUUGGUGAGUUUGUUUGCUCAUUGAUUGAAUCACUGCAGAGUUUGUACGGACCGGAUUCUCCAAUAUAGGCCGAACACUGUGCUGGGGAUAGAACAGAAAUCUUGGCCCUUAA

>hsa-mir-4306

UUGCUGGGUGAGGCCUGCAUGAGGACUUUACUCAUGGGCUCAUAGAAGCCCUUUUAAGCUGCUUAGUGUCCUUAGAGUCUCCAGAGGCAUCCCUAACCCAGAAUCUUUUGACUGUCCUCUGGAGAGAAAGGCAGUAGGUCUGUACCAAGACCAAGGGGCUUGAAGGCUUGGACGCUCUGCUUCCACCUGCCUCUGGAGUG

>hsa-mir-3201

AGAUGUCCUUUAUUAGGAAAGAUAGACAGAAGUCCAUAAACAAGCAAAUGCACAGUGUGUCAGAGGUGUCCAGGGAUAUGAAGAAAAAUAAGAGGCUAGGAUUGCCUCUUAUUUUUACAUGCCCAUAAUCCCAACACUUUGGGAGGCUGAUACAGGUGGAUCUCUUGAGCCCAGGAGUUGGAGACCAGCCUGGGCAACAU

>hsa-mir-3618

GAAGAAGAAAGGUGCCACUCCGGCAUGAAGACAGACUCGCUUAGUCGCCAGUCACUUAAGCUGAGUGCAUUGUGAUUUCCAAUAAUUGAGGCAGUGGUUCUAAAAGCUGUCUACAUUAAUGAAAAGAGCAAUGUGGCCAGCUUGACUAAGCCGCCAGCGCACAGCGCGGCAGGACGCGCCCGGGUCUCAGCGGACUUGUG

>hsa-mir-4263

AAGCUAGUUUAUGGCUUUGGUAAGAGUCUGUUUACUUCUGGUUCACUUCUGUUCUGGGAUAGUGCUCUUCAGGGUUUUACUUGGGAGAUUGGAGUGGCCAGUGUUCCUAAACAAUUCUAAGUGCCUUGGCCCACAACAUACUUCAGAAUAGAAUUCUCUGUCGUUUGUCAAAUAUUUAAACACACAAGCAGUGUGGAUCU

>hsa-mir-4302

GGAGAGCAGAGCUCUAAGCAUGGUGGAUACUGAUGAGGAAUUCUGAAACUGUGAUGCAGAUCCUGGGGUCACUUCAGGAGGGACCAGUGUGGCUCAGCGAGGUGGCUGAGUUUACUUAAGGUAUUGGAAUGAGGUAGAAUUACUAUUUCUAUUCCCAAAUCACCAAAGUCAUGAAGCUUAAAAAAAGCAUCUCUUCCAAA

>hsa-mir-3653

GUGGGAAGGUUGCGUCAUGGACCCAGCCAGUGAGGCUAGGACUCCCUGGGGACCCCUGGCAGCCCCUCCUGAUGAUUCUUCUUCCUGAGCACGCUCAUGAUGAGCAAACUGAGCCUCUAAGAAGUUGACUGAAGGGGCUGCUUCCCCAAGGAAGCCUGGGGGCCAGUAGGUCCUGACCCUUGGGCAGACCGGGGCUAGGG

>hsa-mir-4258

GAAAGUCAGUCCCCUACUUUUGCUAACUCCAGGACGCUCCCCCAUCCCACGCUUCGAGAACGCCCCCCGCCCCGCCACCGCCUUGGAGGCUGACCUCUUACUUUCGGUCGGUCUUCUUCCCUGGGCUUGGUUUGGGGGCGGGGGAGUGUCCUAAGGGCCAAUUCAGCGUGAUGUCUCUUUCACCACCAUUGAAAACGAAA

>hsa-mir-3607

AUUGGAAAGAGUGUCAUAGUUUAGAGGGGGAAUAACUUAUCCAAGCUACUAAUGCGGAAAGGUUGCGGUGCAUGUGAUGAAGCAAAUCAGUAUGAAUGAAUUCAUGAUACUGUAAACGCUUUCUGAUGUACUACUCAAACUGAUAGAAAAUAUUUUCAUGAAACUACAUGAUUUCUGUUAAAUGAAUGGGAUUUUUAAAA

>hsa-mir-3621

GGGUGCGCGCUGCGCCCGCUCUGCGCCUGGCUGCGCCGGCACCCGCUGCCCGCGUCAGGUGAGCUGCUGGGGACGCGGGUCGGGGUCUGCAGGGCGGUGCGGCAGCCGCCACCUGACGCCGCGCCUUUGUCUGUGUCCCACAGAGGCCGAGACGGUGCUCUGCGUGUGGCCGGGACGCCUGACGCUCAGCCCCCUGACUG

>hsa-mir-3656

GAAAACUUUCAGUUAUCCGCUGGAUCUGCUGCUCAAGCUACACGAUGAGCGUGUGUUGGUUGCUUUCGGCCAGCGGGACGGCAUCCGAGGUGGGCUAGGCUCGGGCCCGUGGCGGGUGCGGGGGUGGGAGGGCCCCAGUGCUGUAGAAGUGGGCUGGUUGUAGGUGCGGGGUUGGGGGAAAAGGGGUUGUGUCGGGUCCC

>hsa-mir-4256

CUUGCUUUCUGGUUCAUCUUAGAUACUUAAAAAACAUGUUGUUUGAGGGGAAUUAAUGAUGUUUUAUUUUUGUUCCAUUUAUCUGACCUGAUGAAGGUCUCCUGGCAUUGAUUAGGUCUGAUGAUCCAUUUCUGGGGUGGCUGUGGAGCAGCAUGGUGUCCCGCAUGCAUUUUCUAAACUUGCUCUAUCUGAAGAAUCAC

>hsa-mir-4292

UGGAAAACACUGGCUCAGACAGCGGCUUCAAGCACCACGCAGGCCCUUCACAGCCACGAGAGGCAGGAGACACCAGAAGGCCACCUGCUUAGGAGGCCAGAGGUGCCCCUGGGCCGGCCUUGGUGAGGGGCCCGUUUAAAUGACUGCGUGUAAAUGAAAGAAAAUGAAGUUAGAAACAGGAUGUUGCAUUUUUUACUCCC

>hsa-mir-4298

UAUUUCUAGAUUCAUCUGGAACGAAUUGGCUAGAUCCUUCUAUCCCAAGUCCCAUUGCUUUUCUGAGGGGAGGUACCUGGGACAGGAGGAGGAGGCAGCCUUGCCUCAGAAACCAAACUGUCAAAAGUGUAGGUUCCACUCAGGAAGGAGGAGCACAGGCACUUUUGAGAUGAGGGGGACGUGCUCUUCUCUGGAGCAGA

>hsa-mir-4487:11:47422457:47422658

GAGGGCGAUGCAAAUUCAGACCACAAUGAGAUGCUAUUUACACCAUCUGAAGGGCAGAAGGGAACUGUCCUUCAGCCAGAGCUGGCUGAAGGGCAGAAGGGAACUGUCCUUCAGCCAGAGCUGGCUGAAGGGCAGAAGGGAACUGUCCUUCAGCCAGAGCUGGCAAGGAGGGGAGCAGCAGGCCCUCCUGCAUGUGGCUA

>hsa-mir-4421:1:51525441:51525642

GGAGCUACCCACUUCAGGUCUCCUCUACUUGUCAGUAUGACCUGCCUGUGGAAAAGAGCUACUCACUCUGGGUCUCCUUUCUGCUGAGAGUUGAACACUUGUUGGGACAACCUGUCUGUGGAAAGGAGCUACCUACUCUGGGUUUCCUCUCCCCUGAGAGCUGGACACUCAUCUGGACAACCUGCCUGCAGCUAGGAGCU

>hsa-mir-4492:11:118781357:118781558

CGGAGAGGCAGAGCGAGCGAGCGACAGCCAGCGAGGCAGCGAGCGGGAGGCGGACAGGACUGCAGCGUGCUUCUCCAGGCCCCGCGCGCGGACAGACACACGGACAAGUCCCGCCAGGGGCUGGGCGCGCGCCAGCCGGCAAGAGCUUGGCGAGCCCCGGGUGCUGCCAGCAGAGGCUCAGAGACCCACAGACACCCGAA

>hsa-mir-4728:17:37882679:37882880

GCUACUUCUCUACCACCUGAGGGCUUUGGGCUGUCCCUUGGGACUGUCUAGACCAGACUGGAGGGGGAGUGGGAGGGGAGAGGCAGCAAGCACACAGGGCCUGGGACUAGCAUGCUGACCUCCCUCCUGCCCCAGGUUGGAUGAUUGACUCUGAAUGUCGGCCAAGAUUCCGGGAGUUGGUGUCUGAAUUCUCCCGCAUG

>hsa-mir-3911

AUCUGUUUUAUUCAGUUUCUUCAGUGUGUCCAGCAGUUUCUGUGGGGUGAGGAUGUGUGUGGAUCCUGGAGGAGGCAGAGAAGACAGUGAGCUUGCCAGUUCUGGUUUCCAACACUUCCUUUCCUGCGCUUCUCGAUUCCCAGAUCUGCACCCACCCCCCUCCCCAACCCUGGUCUGGGUAUAGUGGAAGCAGGGAGGGG

>hsa-mir-4287

UUAAUGAACCGACACUGGGGUCUGGGUGGAGUGGUGCCUUGUGCAGCCUCGCCCAGGUGCUCUCUAGUUCUUUUUCUCCCUUGAGGGCACUUUUCAGUUCCUGAGAUCAAUGUGGUCCCUACUGGGGAGACCAUAGGAGCCCUGCAGGCCAUGACUUUGCUCAAUGCAUGGUAAGCAUGGGCCAUGGGCCAGAGACAUCC

>hsa-mir-3140

AUAUAGUUAUACUGAGUAUGAAUGUCUUGGUAGGCUUGGAAGCCUACCAUUUAUGUCCUCUUGAGGUACCUGAAUUACCAAAAGCUUUAUGUAUUCUGAAGUUAUUGAAAAUAAGAGCUUUUGGGAAUUCAGGUAGUUCAGGAGUGACUUUUCUAAAAAACAGAACUGAGCACCAUACACUACUUCUUAUAGCCUUUUAA

>hsa-mir-4322

CCAGGGGUCCCGCCUCGAGAUUCUGGGAAGACUGGGGGUGGGGGACCAGAUCGCAGCAGCAGCUGCACCGCGAGUUCCGCGCCUGGCCGUGUCGCCCCACGAGGGGGACUGUGGGCUCAGCGCGUGGGGCCCGGAGCAUCUGACAAGGACAGAGACAGAGGAGGGGGUGGAAAUCCCCGGGUGAGUCAACCCGUGCCUGA

>hsa-mir-4284

CUUGGCUUCCCAAAGUGCUGGGAGUAUAGGUGUGAGCCGCCACCAUGCCCGGCCUGAGCAUGUUCUGUGAGGGGCUCACAUCACCCCAUCAAAGUGGGGACUCAUGGGGAGAGGGGGUAGUUAGGAGCUUUGAUAGAGGCGGCUCAGAGGGGCCUCCUCUCUUUAAGAUAUCGUACCACCUCCCCAGCAGCUAAAAUAAA

>hsa-mir-3161

CAUUGUCUCUCUAAAGUACCUGAAGCCAGUAGUUCUCAAACUUUGGAGAGGGUUUUGAGUCACCUCGAGAGCUGAUAAGAACAGAGGCCCAGAUUGAAGUUGAAUAGUGCUGGGCCUUUGUUUUUACCAAGUUCCCUGGAUGGUUCUGCUACCUCCUAGCCUGUGAGAACUACUCCUUUGUGAUUUCUUGCCAUUGAAAU

>hsa-mir-4325

UCGUGUGUGUUAAAAAAGGAGAGUGCAGUGUGGGGAGGGAGAGUGGAGGUAAGGAGAUGGGGAAGAUGUUGCACUUGUCUCAGUGAGAGAUGCUUCUAGAUCCAGGAGGCAGACCUCAAGGAUGGAGAGAAGGCAGAUCCUUUGAGAUUGUUCCUAUUCAAGUAAGCUAUGGUCAAACCUGUUUUGGAAAUGUUGUACAC

>hsa-mir-629

AGAUGAUGGCACAGUGACAGCUGGGAGGGAUGGGAUGUGCUUGCUUCAUGUCCCUUUCCCAGGGGAGGGGCUGGGUUUACGUUGGGAGAACUUUUACGGUGAACCAGGAGGUUCUCCCAACGUAAGCCCAGCCCCUCCCCUCUGCCUGCCUCAACCCUACACAGUCCUGUCUGGUGACGUGCCAAAGUCCUUCCUGCCUU

>hsa-mir-4293

AAGGGCCUGACAAGGGCAGAGCAAUUAGUGAAAGUCGUGAUAUUGGUUGCCGGAGGUAUGGCAGAGACACCUGUUCCUUGGGAAGCUGGUGACAUUGCUAAUUCAUUUCACACCAGCCUGACAGGAACAGCCUGACUGAAGCAAGCGGUCAGUGAUGAAGAAGAAAUAGGAUUUCCCCUCUCCCGAGAGAGCCAGUUCCC

>hsa-mir-3655

GGAAAGGCUGCGAACGCAAAGCAGUGUGGGUUGAUUCUGAGGUGCACUGUGGGAAAGAGCUUGUCGCUGCGGUGUUGCUGUUGGAGACUCGAUUGUUGGUGACAGCGAAAGAACGAUAACAAAAUGCCGGAGCGAGAUAGUAAGGCUCAGGCCAUCCGUUAUUUCUUCCCCAUGGCACUUGGGGCACUUGGCGCAUUAUU

>hsa-mir-4255

CAGGAAAGCCUGUGGGAAAGGUGGGCCAUGGAGCCAUCUAAUGUAAGAGGUCAUUGAACUUUAUAGAGCAUCCUUCAGUGUUCAGAGAUGGAGUCAGUAUUGGUCUGGCCAUUUUUAGGGCAAAGAGGCAGCAUCAUGCUGGAAGCAGUAGUCUGCAAUGCUAGGAUGUGACUCCCAAGCCCUUGGUCAUACCCUCUACA

>hsa-mir-4320

CCACGUAUGAAUUGAGAGCAGGAAUGUGUGCAAGCUCUUGACUUGUCAAGGCCUUUGCUCACCAGAGUGACAUGUGGGGUUUGCUGUAGACAUUUCAGAUAACUCGGGAUUCUGUAGCUUCCUGGCAACUUUGCCCUGACAGCCCCCACUUUGUGGUCCCCUGUGAUUUGCCCUCUUAGCUCCAUUCUUCACUUUGUGGU

>hsa-mir-3669

CGGAAUAUAUAUAUACGGAAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUGUAUACGGAAUAUAUAUAUACGGAAUAUGUAUACGGAAUAUAUAUAUACGGAAUAUGUAUACGGAAUAUAUAUUACGG

>hsa-mir-4276

UGUGUAUUUUUUCUUAUGUGUUCCUUGAGUCAAUGAGUUAAAUAAUGGGAUAUGCUGUGGGCAUGUCACAGUCUGACUCAGUGACUCAUGUGCUGGCAGUGGCCACGUAAAUAGAGCUACUGUGUCUGAAAGCAAUGGGUAGCUAGAAACCUUUUUGACAGCUCAUAUGAAAACUUAAAGAAUUUCAAAACAGGCUGGGU

>hsa-mir-4297

CGGAUGGAGGAGCCACAGAAAACGCUUUUAUUCAGCCUCCUUGUAAAGGCCACAAACAGUGUUGUCAGCACGCACGUGCCUUCCUGUCUGUGCCUGCCUUCGAAGUGCACGGCAGGGCCAGGACGGGUCGCUGUGGGUGGGGACUGGUCUCCACACCCGCAGACGGAACUGGUACUGAAGGGCAGUGAUAACUGGCCGGU

>hsa-mir-3195

GGGGCGCCGCCUGCACCACCCUCUUGGGCGACUCGGCCUUGACCCCCGGCGCCGGCGCCGCAGCCGCCGCGCCGGGCCCGGGUUGGCCGCUGACCCCCGCGGGGCCCCCGGCGGCCGGGGCGGGGGCGGGGGCUGCCCCGGCGCUGCCCCCGUUCUGGGCGGCGGCGGGGGGCGGCACGGCGGGCGCGGCGGUCGGGGGU

>hsa-mir-3928

CAGUCACAUGACGCGGAGCCGCCCCUCUCGGAGGGACUUCCGGCCCCAACCGGAAGAGGUUAAUUUCCAUGGCUGAAGCUCUAAGGUUCCGCCUGCGGGCAGGAAGCGGAGGAACCUUGGAGCUUCGGCAGCUUUUCAAAGAGCUUUGGGUUCGGGGCUCCUAAAAGAAAAAAACUGAUUCCGGCCGGGCGCGGUGGCUC

>hsa-mir-4300

AGUAAGAUGAUGUCAUAUAUGCUGGGGUACAAAAAAAAAACCCCAGUGUUUUCUAUGAGUUUAGAAGAGGGCCAGCUAAAUCAGCAGAGACAUGAGGUGAUCAAAAACCUUUUUUCAAAGCAGUGGGAGCUGGACUACUUCUGAACCAAUAUGGCCUAUGCUAAUGUAACUUAAAGAUAACCACCUGGCUCAAACAUAAA

>hsa-mir-4257

GAGUGAGAUCUCCAUCUCAAAAAAAAAAAAAAAGCCUUUUGUGUGUGCCUGAGCCGGCUUAGAAACAGUCCCUAGGUAGGAUUUGGGGAGGAGCUAAGAAGCCCCUACAGGGCCCAGAGGUGGGGACUGAGCCUUAGUUGGAGGGCUGAGGUCAGCCCCUGACCAUGUAGCCUCUACAGAUGGACAAGGCAGUGAUCCUC

>hsa-mir-2113

UCUUAAGAGUAAAACUGACGGAGAGAAGCAGUAUACCUUUCACAGAGGCAGAUAUUUUCAAAGCAAUGUGUGACAGGUACAGGGACAAAUCCCGUUAAUAAGUAAGAGGAUUUGUGCUUGGCUCUGUCACAUGCCACUUUGAAAACCUACCCUCAAACUGUCUAUAAAUUUUCAUGCCCAUCUUUUUCUCCUUACUCUUU

>hsa-mir-3605

GAUGACAUGGGGGAAGGUUUGAGGAGGGCUGGCCUCUGUGCCUGGAUACUUUAUACGUGUAAUUGUGAUGAGGAUGGAUAGCAAGGAAGCCGCUCCCACCUGACCCUCACGGCCUCCGUGUUACCUGUCCUCUAGGUGGGACGCUCGUCCCUGCUGGUGGGGAAUCUCAAGAAGAAGUAUGCACAGGGGUUCCUGCCUGA

>hsa-mir-3935

ACAGAACAGGCAUUGCCCUAAGUAUUUGGGGGUAUGAAAGAAGCUGAUGUGGAUGUGUUCCUGUCCCAGAAGGAGCUGAUGGUUGUAUCUAUGAAGGUAAGCAUUUUUGUAGAUACGAGCACCAGCCACCCUAAGCAAAGGCAGAGAAUGCUUAGGCCAGACAGAGGGCUAGGGCACUUGAAUAGAAAGAGAGCAAUUCU

>hsa-mir-4294

UUCCUCUGCAGCCCCAUCCUGGCUUGACUGCUCCCCUGCCCUCGCCUCCAGCAGCGGACUCUGCUUCCGAUGCCUCGGGAGUCUACAGCAGGGCCAUGUCUGUGAGGGCCCAAGGGUGCAUGUGUCUCCCAGGUUUCGGUGCAGAGCGGCUUCCCUCCUCCCAGCAAUGCGAGCUAAUCCUGGAGGACCCCACUGGAGCA

>hsa-mir-378c

GGAGCCUCCCCUCCUGCUGUAGCUCCCAGGGCCACCCACGGAAUCCUCCACCCUCCACUCGGAGGCCAUCACUGGACUUGGAGUCAGAAGAGUGGAGUCGGGUCAGACUUCAACUCUGACUUUGAAGGUGGUGAGUGCCUCAAACUCAAACGUUCAUGCAUGGUGAGGAUAAAAAGUAACUGCCCUGGGAGGAUGAAACC

>hsa-mir-4282

AAGUUUGAGACCUGCCUAGACAACAUAGUGAGAACCUACUGAGACAUCUUUAACUUCUUAGGUGUGAAUGGUGAAGUUCCAGGGGAAGAUUUUAGUAUGCCACAUUUCUAAAAUUUGCAUCCAGGAACAUCAUCCUAUUCACCUUCUGACUGAUAUCUUAAGUGACCUUAAUGGUUUUUAGAACCUUGUAUGGAAAACUC

>hsa-mir-378b

AUUUUCUGUCUCAGUUGUGAACCACACGUCCUGGGGCCUCAGUUUCCUCCGCUGAAGAAUGGGAGGAGGCUGGUCAUUGAGUCUUCAAGGCUAGUGGAAAGAGCACUGGACUUGGAGGCAGAAAGACCCAACUUGCAUCCUGGCUCUGCCACAUCUGGUGCCUUGACUGUGGACAAGCCACACUAGCUCUCUGGUUGUCC

>hsa-mir-3651

CCCUGCCCUGUGGUUGCUGGAUGCUGUUGUGCAUGGACAGCUCUCCAGUGGAUUCGAUGGGCCAUAGCAAUCCUGUGAUUUAUGCAUGGAGGCUGCUUCUCCUCAGCAGCUGCCAUAGCCCGGUCGCUGGUACAUGAUUCUUCCUGAAUAGUCAAUGCUGUUAUACUGAGUGUUUAUGCUUGACGUAAUAAUGCAGUGAU

>hsa-mir-3125

UUCCAUAGCUAUUCUGCUAAAACAGUGAAAUUGGAGAUGAGGAGUCUGGCUUGCGCUGGGUGAGAAUGGGUAGAGGAAGCUGUGGAGAGAACUCACGGUGCCUGUGGUUCGAGAUCCCCGCCUUCCUCCUCCUUUCCUCUGCCCCUUGGGUUUCACCUUUUCACCUCCGUCACAUCUCGACAGCUAGUAAGUCUCGUGGG

>hsa-mir-3915

UAUGAGGAAGGGAUGAAUGUCCAUUUUUUCCCAUAUAGAUCCAACUGAAACAACAAGUUGGCACUGUAGAAUAUUGAGGAAAAGAUGGUCUUAUUGCAAAGAUUUUCAAUAAGACCAUCCUUUCCUCAAUAUUCUGUGGUGUCAUCUUUGACGAAAAUAUUAGAAAUAAAAUGCCUAUACGUGCAUGGAUCAGUUUAUGG

>hsa-mir-3193

CCAGACUCGGCCUCCUCACUCUGGCCUGGCUCUGUCGGCAGUUCAAACAAAUCUCCCCCACCAACCCCGGGGCUCCUGCGUAGGAUCUGAGGAGUGGACGAGUCUCAUUACCCAGCUCCUGAGCAGGAAAAAUAUGUCAUUGGCAAGGGUCUAAGAAUCUUCCUGGACAUGUAUGUGGAUUUCUACUCAGGGGAGCAUGU

>hsa-mir-3939

CUUAGGAGACGCCUGCCGGCCGCUUUGGGAUAGGGCCUGUCUGCCCAUGCUGGCUUCCAAAGGCCUCUGUGUGUUCCUGUAUGUGGGCGUGCACGUACCUGUCACAUGUGUACGCGCAGACCACAGGAUGUCCACACUGGCUUCCAAACACAUCUCUGUGUUUCUGUCUGUGAGUGUGUACGCAGGUGUCAAAUGUGUAC

>hsa-mir-2116

UUGGCUUCCUCUCGGCAGAAGGGCUCCUCUGCCGGCCGUCAGCAUCUCCUCCGUCAGUGGGACCUAGGCUAGGGGUUCUUAGCAUAGGAGGUCUUCCCAUGCUAAGAAGUCCUCCCAUGCCAAGAACUCCCAGACUAGGAGUCCUCCCAUGCUAAGUCCUCCCGAAGUCCUCCCAUGGUAAGAACUCCUAGACUAAGUUC

>hsa-mir-3196

GAGUGACGGGCACGUGACAGGGUGUGACGCUGCUGCCUGGGUUGGCUUCAGGGGGCUGUGCCAUGUGAGGGUGGGGGCGGGGCGGCAGGGGCCUCCCCCAGUGCCAGGCCCCAUUCUGCUUCUCUCCCAGCUUACCCCUUGGGCACAGCCCAUUGCCUGUCGCCAUACCACCCCCAACAGUGCCCAGCACACAGCAUCUG

>hsa-mir-4278

CUCUGUGAUACACAGGAGUGAAACGUUACUUAGCAGAUGCAGCCUCACGUUUCCGUGAUACUGUAAUCAUCUAACACCAGGAGAAUCCCAUAGAACAUUGACAUCAACACUAGGGGGUUUGCCCUUGUGGGGAAGAAUCUAAGGUAACAUCAUGAGGACUCUAAUAAAUGCAAUGGUGUUUAAUUAUGGUUUAGGGCUCU

>hsa-mir-3117

UCAGUUUCCACACCUGUAAACAACAACAACAAAGAAAUUUACACUAGAUGGAAUCGAAUUUCCCUAAAGGGCCAGACACUAUACGAGUCAUAUAAGGGAAGGCAUUAUAGGACUCAUAUAGUGCCAGGUGUUUUGUGGGACACUAUUCGAUGGAUCUCAGGAGAACAUCGUUAAUGGAAACCAAAUCCAUUUCUGAAUGA

>hsa-mir-4309

GACAGAAAGGCCCUACGUGGCCCCUGAGCAGCUCUGGGGAACAUUCUUGGUCCGGGUUCCUGUCUGGGGGUUCUGGAGUCUAGGAUUCCAGGAUCUGGGUUUUGAGGUCUUGGGUUGUAGGGUCUGCGGUUUGAAGCCCCUCUUGUAACCCAGGACAGAGGUGAAAGCAGUGGGGUGGACUGGGCAGCCCCCAAAGUUCA

>hsa-mir-3200

AAGUGGAGGUACGGCGUGACCUGGAUGAGGCAUCAUCGAGAGAGACAAAGAAGGAGGUGGUCGAGGGAAUCUGAGAAGGCGCACAAGGUUUGUGUCCAAUACAGUCCACACCUUGCGCUACUCAGGUCUGCUCGUGCCCUCCCAUGAUAUCAGCUCUCCUACUUCAAUGUGGGAAUCUCCGUUUUCCUUGGAGAACAAAA

>hsa-mir-4268

UUGUAUCUGUACUGGACAUGAUUAACUUUCAAGUUCAUAGAAAUCGUGCAACUCUGGUUUCCCUGGCAAAAUGCACAUCAGGUUCUAGAGGUUUUGCCCUAGCGGCUCCUCCUCUCAGGAUGUGAUGUCACCUGGGGGCAUCUUCACUGUGUGACAUCAUUUGUUAUGCAAUGGUGAGUUUGAGGUGCUGGGAAUAUUCU

>hsa-mir-3142

AGUUUCUUAACUUGCCAGCUGUGUGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAAUCUUCAGAAAGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAAUCUUCAGAAAGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAAUCUUCAGAAAGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAACCUUUCUGAGCCUAAUUU

>hsa-mir-4324

CAACUUCUGUGUCCUGGGCUUCUGGGCGACAGUCAUCACACAUCGCUGCUGUGAGAGGUAAGGCCGGCCCCUUUGUUAAGGGUCUCAGCUCCAGGGAACUUUAAAACCCUGAGACCCUAACCUUAAAGGUGCUGCAAAGACCCAUGUUCACACAUUUCAACCUUGGGUGCACUUGCAAGCCCUCUACCUUCCCCAUAGCU

>hsa-mir-3912

AUUAUUUCUUACAGGAAAAUUAUAGAGACGAUUUCAGUGUCUAUCAAGAGAGGAAUGAACAGUUAAAUUAUAACAUGUCCAUAUUAUGGGUUAGUUGUGGACACAUACUAACGCAUAAUAUGGACAUGUUAUAAUUUAACUGUUCCUUUCUGAGAGCUCCUGUGUCACAUAAAGCUUUGAGUCACUUAAAUUUGUUAUGC

>hsa-mir-3613

CCCGGGUGGGGCCGCCCGGGAAGAAAGUCUCCCAGUUAAGCUGCCGUGCAAUUAAGAUGGUUGGGUUUGGAUUGUUGUACUUUUUUUUUUGUUCGUUGCAUUUUUAGGAACAAAAAAAAAAGCCCAACCCUUCACACCACUUCAUCCGCAUCUCAAGACCAGAAGCCGACCCCAGCGGCUUGGGGAAAUGGAGCCCCGCA

>hsa-mir-4272

CAGGAAUCCUCCUCCCAUAGAAAGGGCACCAUUAACCAACGGAGUUGUGUUAUCCAAAGGGCUGGAUCUUUUCUGCACAAAUUAAUCAGUUAAUGCAUAGAAAGCAUUCAACUAGUGAUUGUGUUAUAAGAGAUCUGCUCAAUAUUACUGUGUGUCUACCUUAUGGGGACACAUUGGUAAACAAAAACUGUCAUGGACCG

>hsa-mir-4304

UCCCUCUCAGCCUCAGAUCUAUACCUGGGUCCACUUGGCUCUCAGGGAACUGUCCGGUCUCCUAGCUUGGAGAGAAGUGGCCGGCAUGUCCAGGGCAUCCCCAUUGCUCUGUGACUGCUGCCAUCCUUCUCCUCACGCAGACACCCUGGUGGUUCCUUCCCCAGAACCCCCCACCUCUUGUUCAAGGGCCGGUGCUGCUG

>hsa-mir-3132

AUCUUCCUGCUGCCGAAUCCGCAUCAGUUGCACGCGUCGGCGCUGCCGGCUGAUGACCACUGUGGUGGGAUGGGUAGAGAAGGAGCUCAGAGGACGGUGCGCCUUGUUUCCCUUGAGCCCUCCCUCUCUCAUCCCACCUGUGGCUCUAGGCUUCCAGAUUCCUCUUGUCCAUAACCCCUUACUCCCACCCUGUCACUUCC

>hsa-mir-3648

GGGGGACCGGCCGCGACUGCGGCGGCGGUGGUGGGGGGAGCCGCGGGGAUCGCCGAGGGCCGGUCGGCCGCCCCGGGUGCCGCGCGGUGCCGCCGGCGGCGGUGAGGCCCCGCGCGUGUGUCCCGGCUGCGGUCGGCCGCGCUCGAGGGGUCCCCGUGGCGUCCCCUUCCCCGCCGGCCGCCUUUCUCGCGCCUUCCCCG

>hsa-mir-4265

CCUGGGAUCUGCACCCUAAAUUCACAUCCGAUUUCACGAUAGAGAAAAGUGCAGUGGGUUGGAGCUUCAGCCUACACCUGUAAAGAAUUGGUCAGCCUGGGGACUGGUGAUCUCUGCAGCUGUGGGCUCAGCUCUGGGCUGGGCCUGGUCACUGGGAAAGGCAGGCAUGUGCCUAGGUGCUGCAGAGGUCUCGAGCCCCU

>hsa-mir-3154

GGUAGGAGCGGCCUCCUCCCCCCACCCCUCCCUUCCUGCCGGCCGGCCCCCUCCUCAGGCCCCUCCUUCUCAGCCCCAGCUCCCGCUCACCCCUGCCACGUCAAAGGAGGCAGAAGGGGAGUUGGGAGCAGAGAGGGGACCACGGGCUGGCUGGUCUGGGGCUAGGGGGACACAGGCUGGGGUUGGGGGGUUCUCGGAUC

>hsa-mir-3124

CGACGCCGAAAGUGAGCUGGUAAACUUCCGGCAGUGGCUCCGGGGGCAACUCGAGUCCGGACGCUGGCGGGCUUCGCGGGCGAAGGCAAAGUCGAUUUCCAAAAGUGACUUUCCUCACUCCCGUGAAGUCGGCGGAACCCUCCACUAACGGCGUCUGAGCGGACGGCUCCGAUGUGUAAAUCCCACUCCUCGAGGCCUCU

>hsa-mir-3175

GUAACAGCAGGGUCAACGGCGGCGCCUUCGGCAGCCUCCGCCCCGUGACGUCAGACGGCUCCCCUGGGGGGCGGGGAGAGAACGCAGUGACGUCUGGCCGCGUGCGCAUGUCGGGCGCUUUCUCCUCCCCCUACCCAGGGAGCCGCACGCCGAGGGGAAAAGGAAGGGAACUCUAGUUGGGACUUUCCGGUGGGCGGCUU

>hsa-mir-3187

CGCGAGGCGUCCAGCGGCACGUGGAUGGUCAUGUGGCGGCGCGCGGGGUCGUCCAGCGAGGGCGCGCUGGCCCUGGGCAGCGUGUGGCUGAAGGUCACCAUGUUCUCCUUGGCCAUGGGGCUGCGCGGGGCCAGCAGGUCCACGUCCACGCUGGCGCGCUUCAGGCUGCCCAGCGAGGUCUUCUCGCGGGCCACGGGCCG

>hsa-mir-3131

UCUGCAGGGUGGGGGUAGGUUGAGACUUGGGCUGCCCACACUUGUUGGCGCCUCGAAUCUCAGAGUCUCAGAGUCGAGGACUGGUGGAAGGGCCUUUCCCCUCAGACCAAGGCCCUGGCCCCAGCUUCUUCUCAGAGUCAGCUGCACAGUCUCUUGGGCUCUCAGGACCCAGGCACACCAGGAGGCAGCAACCAAGGAUG

>hsa-mir-3122

CAGAAUGAAGGUUAUCCAACUCAAAAUGAAGGAGUAUAACUUUGGGUUUUGUAAAAGUUAGUGACCAGCUCUGUUGGGACAAGAGGACGGUCUUCUUUUGGAAGGAAGACCAUCAUCUUGUCCGAAGAGAGCUGGUAGCAUGUUUCAGAAAUCUUCAGGUUUCACAGUUAAUUUAGUGUUCCUAGAAGUAGCUGACUAGG

>hsa-mir-4253

GACUGGCUGUAACCGGACGGCACCCAAUCCUCACUCUGAGCUUUUCUGCAGGUAGACCUGGGACUCGGCCAGCCAUCGCCCUUGAGGGGCCCUAGGACUUACUUGUGCAGGGCAUGUCCAGGGGGUCCAGGUCUGCUCUGUAGUAGCCAUUGCGGCAGACACAGUUGGUGGCCCCUUCAGAAGUGGUCCGGCUGUUGAUG

>hsa-mir-4271

AUCAUAUCAAGCAGAUCCUUUGUGACCUCUUGGCUAGAAUUGUUGAGUGGCAUGUUUGAGUCAGCCUUCAAAUCUCUCUCCAUAUCUUUCCUGCAGCCCCCAGGUGGGGGGGAAGAAAAGGUGGGGAAUUAGAUUCUCUUUCAAGAAAAUAUUGAAGGGAAACUCAGUUUUAGAUAAUCUCAAAGACAAAAACUUACUGG

>hsa-mir-3147

UGGCUACUGAUUUCGGACACCUCCUUGCCAUGGGAUGUGAGUCCGGAGAGGGACAGGAGGGGCAGGUCCGGGUUGGGCAGUGAGGAGGGUGUGACGCCGCGAAGUGCACCUCGCCCUUGUCCAACUCGGACGGGUGUGGUCCUCACCUCACUUCCCGCUGCUAGGCUGGGUUCCCUCUCCCACCUGCACCCGGGGUCUUU

>hsa-mir-3659

UGGUAUGCAUAUGUGUCCUUGUGUGUGGAUGCACACGUGCUGCUUGUGUCUCUACAAGCAGAUACAAGGAUGCCCUUGUACACAACACACGUGCUGCUUGUAUAGACAUGAGUGUUGUCUACGAGGGCAUCCUUGUGUCUGUGUGUGUGCCUGUGUUGGUCUGGGCAUGAGUGCAUAUGAGUCUAUGGUUUUAUAUGUGU

>hsa-mir-4289

CAUGAGUGACAGCAGCUAGCAUGGUAUCUCUGCCCUAGAUGCACUGAUGGCAGCAGAGAGCUCUGUCCCUUGGGAGGGCAUUGUGCAGGGCUAUCAGGCAGUUUCCUGGGCCCUGUCUGCAGAGCCUAAACAGAUCACAUCUGGCCAGUCUCAACAGGGCCUCCUUACCCUAUAAACCAUGCAUGUAUUUAUGUAACACU

>hsa-mir-3919

GUAUGGCAUAAUGAGAAAUAAUAGUCUUAUUUUAUUCCAAGUAGUUAACCCUUUACCUGAGCACCAUUUACUGAGUCCUUUGUUCUCUACUAGUUUGUAGUAGUUCGUAGCAGAGAACAAAGGACUCAGUAAAUGGUGCUCAGGAAUCUUUACCAUAUGUUAAAAAUAAAUCCAUUAGAAUCUGUUUCUGAACUACCUUC

>hsa-mir-3183

GUGUCCCCAACCCAGCUGCUGAGCUGGAAGCCAGGGGUAGGUCCUGGCAGCCCCUCCCUCUCUGCCCUGCCUCUCUCGGAGUCGCUCGGAGCAGUCACGUUGACGGAAUCCUCCGGCGCCUCCUCGAGGGAGGAGAGGCAGGGUCUUGGCAACUCCCGUCUCCCCCGUUGCCAGCUUGCCAGCCCCGCCGUGCCUCUCAC

>hsa-mir-3934

CAACCCACAGACCCAGAUGCUUCAUCGCAAAAUUUGGCCUGCUCCACACAGCCCUUCCUGUCCCCAGUUUUCAGGUGUGGAAACUGAGGCAGGAGGCAGUGAAGUAACUUGCUCAGGUUGCACAGCUGGGAAGUGGAGCAGGGAUUUGAAUCCUGGUGUGUGGACUCAGCACAUGCUGUGGAGUUGAGCAGGCACUGGGA

>hsa-mir-3650

UAAAAAACACGUUGGCCUUGGUGCUGGUGCAUCACAUAAAUCACAGAUGAAACAAACAAGCCUGUUUCCUACUCAAGGUGUGUCUGUAGAGUCCUGACUGCGUGCCAGGGGCUCUGUCUGGCACAUUUCUGAACUUUGCAAAAUUAAUUGUGCCGAAGAGAACACCAUCAAACGCGUCCGGCAUACAGCGUAAACAUCUU

>hsa-mir-3189

CCCCCAAGCAGCCCCCAUAUCUAAUCAGGGAUUCCUCAUCUUGAAAAGCCCAGACCUACCUUUGAGCCUCAGUUGCCCCAUCUGUGCCCUGGGUAGGAAUAUCCUGGAUCCCCUUGGGUCUGAUGGGGUAGCCGAUGCCUGAUUUGCACCCACAACGUGGGAGGUUAUAACCUGUCCCCAAGUUGCAAAUGGGGAAACUG

>hsa-mir-4290

AGGGAGGGAUUUGAGCAGAGAGGAACACAGCCCUUGGCCCCAUGGUGGGCUGCCACCAAGAAGGUGAAGGGAGGGUCAGUCCCAAUCUGAAUCCCACCAAAAUAGGUGGUAGAGGGUUGCCCUCCUUUCUUCCCUCACCUCUGACCCCGCUCUUCGAAGCCCUGGUCCUGUCAAGGCACCUAUCCCAUGGCCCAUGUGGC

>hsa-mir-4267

CCCAGAGUAGGCCCAGGGGUGGUAUCUCCGAAGGAGCCGAGGAUUCUCCGUGAUGACUUGCAAACUCAGCAGGCUCCAGCUCGGUGGCACUGGGGGAAGGCUCCAGACCCCAGCCUCUGUCAUCCCUGCAUGGAGCCCACAUCUCCAAGGAGGCUGGGAGAUCCUGUUUGGGGGUCAAUUUAAAUGUGAAGGAGCAGAAU

>hsa-mir-3136

UUUGAGUGUUGCCCUUUGUCUAGCUCAUAACUAUAUUACUGAUAUUACAAGUAAAAAUUAAUAUGAAACUGACUGAAUAGGUAGGGUCAUUUUUCUGUGACUGCACAUGGCCCAACCUAUUCAGUUAGUUCCAUAUUAGUUUAUUUCAUAUUGAUAAGUAAAGCGUGUUAUUAUGAGAUGAAUCAUAGGUAUCUUGGACU

>hsa-mir-3918

CCAGAGGCUUAGGUAACAUAAUUGUGUUUAACGUAAAUAUACACAGAUACCAAUAGGCGGUUAAGCCAUGGGACAGGGCCGCAGAUGGAGACUGCUCAAGGUCAAAGGGGUCUCCAGCUGGGACCCUGCACCUGGUUCGUAGCCCCUCUGCAGACGCACAGUGCCUCACGCCUGCUGCAACCUGGAACCUUGAGGCCUUC

>hsa-mir-3184

CUGUCUCUCUUCACACUGCCCCUGAGAGCAUCCAAGCGGGGAGAAACUCAAGCGCGGGUUAGGAAGCAAGACUGAGGGGCCUCAGACCGAGCUUUUGGAAAAUAGAAAAGUCUCGCUCUCUGCCCCUCAGCCUAACUUCCUUUAUUUCCUCACAAGUUUCUCCCUCAAACUUCGGGCUUCCAUCCGGGAAAAUGUACGGG

>hsa-mir-3176

ACUCUCGGCCCCUGCUUUUUGAGCACCAGGCCGAGUUUCAGACCUCGGGAUGGCCUCUCCAGUCUGCAGCUCCCGGCAGCCUCGGGCCACACUCCCGGGAUCCCCAGGGACUGGCCUGGGACUACCGGGGGUGGCGGCCGUGGCUCUGGCUAUGGGGAGGGAGGCAGAGCCGCGGGGCAGGCGUGGGGUCUGCUGUGCCG

>hsa-mir-4318

UACCUUCUUACCUACCUGUACCAUCUGUUAUUACCUCUUAAUUCCUUCAUGAGUUUGUAGGAGCUUCUUAAUUAUGUCAUAAACCCACUGUGGACAAGGGCCUUGUCUUAGACAGUCACUGUGGGUACAUGCUAGGUGCUCAAAAACUUGUUUCAAUGAUUGAUUUCUAUAUUCAUGAGGAUCAAAAUAAUCCCAAAGGA

>hsa-mir-3148

UGCUUCAGCAACAUCCUCUCCCAUGCACCUUAAACGUCUCUUUCUUUCUCAGCUCCUUUCUGGAGUUAAGAUGGAAAAAACUGGUGUGUGCUUAUUGAUGUAGCCAACAAGCAUACAUCAGUUUUUUCCAACUUAACUCCAGUAUUUUCCCCAAUUCAUCCUGAAAUUGCUGCCCUAUCCAUUCUCCCUCCUACACAGCC

>hsa-mir-4274

CCAGGGCCACCCCUGCAGAGCCCAGUGGCCCUGAGCAUCCAAUCUGGUAGGCGAGGGGCAUUUAGGGUAACUGAGCUGCUGCCGGGGCCUGGCGCUCCUCUACCUUGUCAGGUGACCCAGCAGUCCCUCCCCCUGCAUGGUGCCCAGUGCUAUUUGAGGGUCUGAGCCAGCCAAUGGGUUGAGAGUACCCCCGCUCCCCA

>hsa-mir-1273c

UUGAAGAUCAGUUGAGCCCAGGAGGUCAAGGCUUCAGUGAGCUAUGUUCACGCCUCUGCACUGCAGCCUGGGCGACAAAACGAGACCCUGUCUUUUUUUUUUUCUGAGACAGAGUCUCGUUCUGUUGCCCAAGCUGGAGUGCAUGAUCUCACCUCUCUGCAACCUCCGCCUCAGUACCAAGUAGCUGGGACCACAGGUGC

>hsa-mir-4260

ACCGGCAGCCCCAAGCUUGUGGCCCUGAGGCUGGAGAUGUCUUCGUUGCCUGACCUGACACCCACCUUCAACAAGGUGACUUGGGGCAUGGAGUCCCACUUCCUGGAGCCCACACCCCAGCUUGUCACACACCAACUGCUGCCACCUGCUUCCUAUUAGGGCAGAUCUGCCCCUGUGAGAACCCCACUCCCCCAGCCAUC

>hsa-mir-3666

GCCUAUUUUUUUUUUUUCCUUCUGCUGUGUCUGACUGAUGGAAAAGUAAGGUCCGUCAGUUGUAAUGAGACCCAGUGCAAGUGUAGAUGCCGACUCCGUGGCAGAGUUCAGCGUUUCACACUGCCUGGUCUCUGUCACUCUAUUGAAUUAGAUUGAUGAUGGCAGAUUGCAGGGGGCACUAACUGGACCUCAGUGGGAAU

>hsa-mir-4311

CCAAUGGCAGACAGUAAGUGGCUAGACACCAAAGUGAGUGGUUUAACAAUUCAGAGAGGGGAAAGAGAGCUGAGUGUGACCUGGAGCAGCUCAGGAGGGCUUCCUGGGUGAGGUGGCAGGUUACAGGUUCGAUCUUUGGCCCUCAGAUUCAGCACCUGUGGUGGUGGUGGCUGCAGAAAGUGAGGCACUUCGGACUGGCU

>hsa-mir-3941

AAAAUGAUGGUGAGGGCAGGGGUUUCUUACUGUACAAUGUCUGCAGGUAGAGUCAGAAUUCUCAUCAGGCUGUGAUGCUCAGUUGUGUGUAGAUUGAAAGCCCUAAUUUUACACACAACUGAGGAUCAUAGCCUGAUGGUUCCUUUUUGUUUUACUCUUAAGUCCAAAAUACCAGUCAGAGAUAUUUAAGUGCUUCUGCA

>hsa-mir-3166

AUAUAUGACAAAUUGUACUUAUUUUGUCUUGUCUGUCUCCACCUACAAGAAGGUAAAUUUUUUUGAGGCCAGUAGGCAUUGUCUGCGUUAGGAUUUCUGUAUCAUCCUCCUAACGCAGACAAUGCCUACUGGCCUAAGAAAAAUUUACCUUCUUGUGGGUGGAGACAGGACAAGACAAAAUAAAUACAAUUUGUCAUAUA

>hsa-mir-3121

UCAAUGAAUGGCGCCAAUAGAAGCUAUGAUUGUCUCAUGAACAACCUUGUCUUAUUGCUUCUUAAAUGGUUAUGUCCUUUGCCUAUUCUAUUUAAGACACCCUGUACCUUAAAUAGAGUAGGCAAAGGACAGAAACAUUUUAAGUUCUCUAACACAGCAGUCCCCACCCUUUUUGGCACCAGGGACUGGUUUAGUGGAAG

>hsa-mir-3668

UCUCUUCUAUUUAUAACUAUUUUACAACUAUUUAAAAAUGUCUUAGAGUUUAACUGGCCUAAAAUAUAUGAAAUGUAGAGAUUGAUCAAAAUAGUUUCUAUCAAAAUAGUUUUGAUCAAUCUCUGCAAUUUUAUAUAUGAGGAAACUGAAGUCUGAAAGUAUUAUGCCCUUUGUGUCUCUAUUUUGAAAGGCAGUGACAA

>hsa-mir-1243

UUGGUUGACUCUGUACUCUUUUAUUUUAUUCCUGUAACUGGGCCAGUUUCUGCCCUUAACUAAAACUGGAUCAAUUAUAGGAGUGAAAUAAAGGUCCAUCUCCUGCCUAUUUAUUACUUUGCUUUGGUAAUAAAUCUAUUUUUAAAAGAACCUAUUACAGAGACUUCCAUUUGGAAUUAUGCAUACUUGGUGUCAAAUGG

>hsa-mir-1321

GGUCCACAAUAUGCUAGAUAUUUUAUAUUAUUUUUUGAUUACUUAAUGCAAAUAUAGCAACAUUAUGAAGCAAGUAUUAUUAUCCCUGUUUUACAAAUAAGGAAAUAAACUCAGGGAGGUGAAUGUGAUCAAAGAUAGAUAUAUAGUUAAGAAAGUUAAAGAGACAGGAUUCAAGCCUAAGUCUGUCUGACUUCAAAUCU

>hsa-mir-1470

CCCCCAGGGGUCGCAGAGGUGGGGGCUGCGCCGCGCGGGCCCACUCCUCGGGGGUCCAGGGUCCGGGGGAUGAGCCCUCCGCCCGUGCACCCCGGGGCAGGAGACCCCGCGGGACGCGCCGAGGUAGGGGGGACACCUGCCCCAAGACCCCCGCCCCUCCCCCCACCUGCACGGCCCCGCCCCCGGCCAGGCCCCGCCCC

>hsa-mir-2115

AUAGGUGUGAGCCACCGUGCCUGGCCACCUCUCAUUUUCUUUCAGCAUUUUGACUGUCAUCCCACUGCUUCCAGCUUCCAUGACUCCUGAUGGAGGAAUCACAUGAAUUCAUCAGAAUUCAUGGAGGCUAGAAGCAGUAUGAGGAUCAUUUACAUGUGAUAUUCACUUCUCCCUUUCUGCUUUUUGGAUUCUCUCUUUGC

>hsa-mir-2276

CUCAGUGCCUUCUGCUGCGGUUUUCCAUGCUCCAUCAGCAUCCCUGGGUUCCUUGUGUUCUUCCAGUCCGCCCUCUGUCACCUUGCAGACGGCUUUCUCUCCGAAUGUCUGCAAGUGUCAGAGGCGAGGAGUGGCAGCUGCAUCUCUGCAGGAGGACUCUGGAUUUCAGGACCCUCCCUUCUGCCACUGCUUCUGACUGA

>hsa-mir-2278

AUUGAGCCGCAGUCUUGGUAUCUGGAAGGCUAACAGGUCUUCCCAGCUGAUUGUGCUGCAGGUGUUGGAGAGCAGUGUGUGUUGCCUGGGGACUGUGUGGACUGGUAUCACCCAGACAGCUUGCACUGACUCCAGACCCUGCCGUCAUGUCACAGGUAAGAAGGUCAGGAAGAGGCUGGAGCGUGCCGGUGAAUGGGUGA

>hsa-mir-3139

AGGGCCUUUGGCUGCUGUGCUCCUGGGCUGGGUGCUGUGUCUUGAGCCCCUGUGCAAUGCCUGGCUCAGAGUAGGAGCUCAACAGAUGCCUGUUGACUGAAUAAUAAACAGGUAUCGCAGGAGCUUUUGUUAUGUGCCAUGUGUGGAAUGCAAGGAAGGAAAGGCCCACUCUCUGCCCUUAAGGAGUUUCUAAUCUGUUU

>hsa-mir-3145

UCUACCACUAACUCCAUGCAAAAACUAGUACAAUUUUGAAAGGAAAAAAAAUGUAUUUGUUUAUAUGAGUUCAACUCCAAACACUCAAAACUCAUUGUUGAAUGGAAUGAGAUAUUUUGAGUGUUUGGAAUUGAACUCGUAUACACUGAUACACCGAUACCAGUCAACUUCCCAUCUUCUAAAUUACUAAAUGGCAAAAU

>hsa-mir-3149

CUUGAGGUAUGUAGGAUAUCUUCAGGUAAAGAAAUUUAAAAAGGACAUCAAAAUGGGAUAUACAUACAUGUACACACACAUGUCAUCCACACACAUACAUAUAUAUAUGUUUGUAUGGAUAUGUGUGUGUAUGUGUGUGUAUACACAGAACCGACAGAUUUCCUCAUGUCUGAAAACAAUAACAUUUAAGAAUAUCUUAA

>hsa-mir-3153

CGUUUGAGUCCUGAAGCACCGUACUAGAACAUGGUGGCUGUAAUCGAUCAGUAAAAUUAGACAAAUUUUAAAUGUCCCUGUCCCCUUCCCCCCAAUUAAAGUAGAUUGGGGGAAAGCGAGUAGGGACAUUUAAAAUUUGUUGUCCUUACUGUAUGCGGGACACUUCAUUUAGGGCGUGGCUUCAGAAAACAGUCAACCCC

>hsa-mir-3162

UGUUUUAUAGUGAAUUUUUACAUAGUAAAAUCAUUUAAAAUUUCAAAGUUAAUUUUGAAGCUGACUUUUUUAGGGAGUAGAAGGGUGGGGAGCAUGAACAAUGUUUCUCACUCCCUACCCCUCCACUCCCCAAAAAAGUCAGCUUCUCUUGUUAACUUCUCUCUAUCCAGUGGGUAGCAUAGGGUCUGGCACACAUGGGU

>hsa-mir-3169

GUGACAGUGUUGAUAAGGUUGCUAAUAAUACUUUGUACUGUGACUUAUGCUACUAACAUAUGUGAAAACAUAGGACUGUGCUUGGCACAUAGCACAAAGUCUUAUGGUACUGUGUGCCAAGCAUAGUCCUGUGUUUUUACAUAUGUCAUCCCACAUGAAUCCUCACAAAACCUUGUAAUAUUUCAUACCAAUUUUACAAC

>hsa-mir-3170

ACAAGACUCCAUCUCAAAAAAAAAAAAAAAGCAGUUCUCAGAUCUUCACUCCAUAUGUCAUCUGGUAACACUGGGGUUCUGAGACAGACAGUGUUAGCUCCAGAAGCAUUGCCUGUCUUAGAACCCCUAUGUUACCAGACGACAUAAGGAGUGAAUAAAAUCUUCAAAAGGCUUUGAUGGACCGUAGGUGAGGAAGGUGA

>hsa-mir-3178

CAAGGCCCCGCGUGCCGCAACGCUCCCAGAGUUGCGCGUCAGCCUGGACUCAGCGCCUGCGCUACGAGGCUGGGCGGGGCGCGGCCGGAUCGGUCGAGAGCGUCCUGGCUGAUGACGGUCUCCCGUGCCCACGCCCCAAACGCAGUCUCUGGCCUGGAUGUGCUCGGAGCCCACGAGGUGCAGAGGCUCGGACGGCGAAA

>hsa-mir-3194

UUUAGAAGGCAGAUGUCACUGAGGUUUGAUGGGACGUAGUGGUGUAGAGAGGCAUUAAGAACGCAGGUGGCAGGGCCAGCCACCAGGAGGGCUGCGUGCCACCCGGGCAGCUCUGCUGCUCACUGGCAGUGUCACCUGCGGAAACUCUCCAUCAUCUAUCCCCUGAAAAGCAGGGACAGUGACAGUGCCUACCCACAAAG

>hsa-mir-3606

UUUCAGCAACACACGAACCCUUUUUAAAAGUUCAAAUGACGUCCUCUCUUUGUAACCAAAAUAUUGUUGCUAUCUAGGUUAGUGAAGGCUAUUUUAAUUUUUUUAAAAUUUCUUUCACUACUUAGGGUCCUGCUGGAGAGCGUGGUGCUCCAGGCCCUGCAGGGCCCAGAGGAGCUGCUGGAGAACCUGGCAGAGAUGGC

>hsa-mir-3610

CACAGGUACCAUUUUGACCGUAAACAUCCUGCCGAUUUGAACCGAGGAUUUGGGCGGCAGGAAGAGCCGCGGCGUAACGGCAGCCAUCUUGUUUGUUUGAGUGAAUCGGAAAGGAGGCGCCGGCUGUGGCGGCGGCGGGAGCUGCUCGGAAGCUACACCUCGCAAGGGCUCCCCCCUUUCCCCACCCCCUCCCCCGACCC

>hsa-mir-3615

CCGCGGAGGUCCCCACCCUCAGCGCGGCCCCGCCCCCGGGGUAAGGAGCCGGGGCGGACUCUGGGACGCUCAGACGCCGCGCGGGGCGGGGAUUGGUCUGUGGUCCUCUCUCGGCUCCUCGCGGCUCGCGGCGGCCGACGGUUCCUGGGACACCUGCUUGCUUGGCCCGUCCGGCGGCUCAGGGCUUCUCUGCUGCGCUC

>hsa-mir-3646

CUUGCCAGGCUUCCUGCUACCAGCAGGUAUCAGUCACUGGGCUGUGCUUUUUCCACACUUCAGUAGGUUGGGUUCAUUUCAUUUUCAUGACAACCCUAUAUGGGAAAAUGUUGUGAAAAUGAAAUGAGCCCAGCCCAUUGAACCUAUUACAAUUCCUCCCUUUUUGUGGAUGAAGGAACUGAGGCCCACAAUGGUUAAGC

>hsa-mir-3657

UUGUCCUUUUUAGUGAGUUAAAUCAGGAGUCACUAAUGUUGUUGUGUCCCAUAAUUAAAUAAUGAAAUCUGAAAUCACCAAUAAUGGGACACUAAUGUGAUUAAUGUUGUUGUGUCCCAUUAUUGGUGAUUUCAGAUUUCAUAUAUGAUUAAGGACAUAUCUACCAGAUUUCUUUAUAAAGGUGCCUUUUUCCCUCUGUA

>hsa-mir-3661

UUUCCUCGGCGGGCUCGGCCCCGCGGCGGCUGUCCGCAGCCGUACUACAGCUCACCUUCUCGCAGAGGCUCUUGACCUGGGACUCGGACAGCUGCUUGCACUCGUUCAGCUGCUCGAUCCACUGGUCCAGCUCCUUGGUGAACACCUUCUCGUCCAUGAUGCCACCCGCCCCAGCCGGCUGCCGCUCCGCGCUGCUCCCG

>hsa-mir-3665

CGGCCGGGGGGCUCCGAGGACCCAAAGGCUGCAGGCCAGCGGGGGGCGGCGCGGCGGGCGGCGGCGGCGGCAGCAGCAGCAGGUGCGGGGCGGCGGCCGCGCUGGCCGCUCGACUCCGCAGCUGCUCGUUCUGCUUCUCCAGCUUGCGCACCAGCUCCUGCAGCUUCUUCACCUCCAGCUCCGCGUUCACCACCGGCCCG

>hsa-mir-3671

UUCUUUCAGGAUAUUUAGGAUCUGGCCUAAUUCAAAAGAAUAUUUACUGAAUGCCUAUGUUAUUGCUGCUGCUGUCACAUUUACAUGAAAAUAAAAUGUAAAUUAUUUUAUUUCUAUCAAAUAAGGACUAGUCUGCAGUGAUAUCUGGCACAUAUCGAUUUCAGGAAUACGAAGCUGUAAACACCAAGCCAGCAUCACGU

>hsa-mir-3682

UCAUAGCCCCCGUCCGUAUCUAUAUCUCUAUAUCUAUAGAGACAUAACUUCUUUCUUCGUAAGUUAUAUAUGUCUACUUCUACCUGUGUUAUCAUAAUAAAGGUGUCAUGAUGAUACAGGUGGAGGUAGAAAUAUAUAACUUAUCUCUUCAUAAGGGCUAAAAUGAGAACUAAAAGUAAUGAGAAUUCAGUUGAAUAUGA

>hsa-mir-3684

UAUAAUUUGGAAAAACUUGCACGUGGAGGAGUGUUGCUUGAUCUAAAAAUAGCAUUACCGAACAAUCUAAAGGACCUGUACUAGGUUUAACAUGUUGAGCAUUACUCAUGUUAGACCUAGUACACGUCCUUUAGAUUCUUUAAAAUUCCCAAAUUCUAUCUUGUUGUGGCCUGUGUGGGACCUGAAAUUAAGAAACAGUG

>hsa-mir-3907

AGCUGUGGCACAGGUGUGGGGUUGGAAAGCUGUAGGUGUGGAGGGGCAUGGAUACGGGGGCCAUGAGGGUGGGGUCCAGGCUGGACCAGGCCUGCCCUGAGUCCCCCAGCAGGUGCUCCAGGCUGGCUCACACCCUCUGCCUCUCUCUCUUCCUUCCUGGCCCCAACCCUUGAGGCAGCAGACUGUGCCAGGCACCAGGC

>hsa-mir-3909

GGAGAACCCUGGCGCCUGCCCUGGUCACCAGCCUGGCUGAGGUAUGCUGUUGCGCUGUCCUUCCUCUGGGGAGCAGGCUCCGGGGGACAGGGAAAAGCACACAAGGAACUUGUCCUCUAGGGCCUGCAGUCUCAUGGGAGAGUGACAUGCACCAGGACCACCGCUGUGAAGGGCUAAGUGCUGUCCUGGAGGGGGCACCA

>hsa-mir-3921

UCACUAUAAUGUAAGUGGUUUGGCCUUGAUCCUGUUUAAGGACCCAUCCUAAACAUCACCUAGCCCAGUACAAGGCAUAUGGUACUCAAGAGACUUAGAAAUCCCUAAGUCUCUGAGUACCAUAUGCCUUGUACUGGGCUAGGGAGAAACUAGACACAGACACUGUCCCUAUUCUCAUGGAACCUGUAACCUAGCUAGAG

>hsa-mir-3922

UUCUCUUUAUCAAUGUUUAACAUAUUCCAUUCAUAAGCACCCUCAAAUUGAACUUAAAGGAAGAGUCAAGUCAAGGCCAGAGGUCCCACAGCAGGGCUGGAAAGCACACCUGUGGGACUUCUGGCCUUGACUUGACUCUUUCCAGAUAUCUGAGUCAGACGUUUUCAAAGCAUGCACCAUGACCCACGGGUGUGUUGUAA

>hsa-mir-3943

GGCCAGGGAGCGGGUGAUGAAGGACUUCAGCAUCUUUAUCAGCGCCCCCCCACACAGACGGCAGCUGCGGCCUAGCCCCCAGGCUUCACUUGGCGUGGACAACUUGCUAAGUAAAGUGGGGGGUGGGCCACGGCUGGCUCCUACCUGGACAGGCCUCCAGCUAACUCCGGGCUUGCACAGCAAAUACAAGAAAAAAAGAA

>hsa-mir-3945

AUGUACUCAAAUAUCACCUCAAAUAAGAUGAGGUCUUUCUGAGAGAAAAGAGAUGUUGAUGCACGUGACGGGGAGGGCAUAGGAGAGGGUUGAUAUAAAAUGCAAUUACAGCCUCUUAUGCUUUCCAAAGUGGGGGAUGAUUCAAUGAUUCCUGACUGGUCCACAGCCAUAUAUCAAUUGAGGUUAUAAUACUAAUUUGA

>hsa-mir-4251

CAGAAGCCUGGGUGCUGUGGCCAUGGAGGAGGGGCUCCCGCCUCUGGUCAGCCUUCUGGCAUCUGGGAACACGUCCUCCAGCUUUUUUCCUUAGUGGCCAAUUCCUGAGAAAAGGGCCAACGUGCUUCCAUCCACUUCAGAGGGCACUUGUAUGAAAAUCUCCUCCCCUCCCCCGUCAGCCCCGCUGUGGAGGGAUCAAC

>hsa-mir-4259

GCAGCAGAAGUCCGGAGUCAGGGCGUGUGGCUGAGGAGAUGGUGAGGGAGAACCUCAGAUGGGCCCCUUGUGUCCUGAAUUGGGUGGGGGCUCUGAGUGGGGAAAGUGGGGGCCUAGGGGAGGUCACAGUUGGGUCUAGGGGUCAGGAGGGCCCAGGAGUAAGGAGAACACCUCUAGAAGAAGCAAGGGAGAUCCUGAGG

>hsa-mir-4288

ACUCAAGAGUGUGCUGGGUUUGCUCCAAUUACUUGUGCCUGCUAAGCUGGUUCCUGGAUCAGUAGAGGGAUGGAGGUGGAGAGUCAUCAGCAGCACUGAGCAGGCAGUGUUGUCUGCUGAGUUUCCACGUCAUUUGCUAUUAAAGAAACGUUACACUCUCAAACUGUGUUUGAUUAUUCUUUCUGUCAGUGGCAUCACUG

>hsa-mir-4303

GGAGUUCAGUUCUUCCACCUGGCUCUCAGGGGAAUGCUGAAAUGAGAUCUUGGUUGACAUGAAAUUUACAGAAAAUAGCUUCUGAGCUGAGGACAGCUUGCUCUGCUUUUCUUUAGCUUAGGAGCUAACCAUGGUCUUGGUUGAGGCUUGGGCUUCUGUAAUUCCUUCUCUGGUAUUUUGCAUAGUGAUUAAGUGUUUAG

>hsa-mir-4305

UGUUGGAAUACCACAAUAAAGAGUCAAGCUUCUGCUACUGCGGUUUCUUUCUAGAGCUGCCUUAGACCUAGACACCUCCAGUUCUGGGUUCUUAGAGGCCUAAUCCUCUACAAACUCAGUUUUCAGACUGUGAGGGAAAUUCUCUGUCUUAUUGCUUUCUAGGUAUGCUGUCAAUAACAGAGCCUGAUUGCCACCUCAAA

>hsa-mir-4307

GGAGAGAGAGAAAGGCACCUAGGGAAAACAGAUGACUUUUUGGAAAGAUAAAUGGGCUUUCAGAAGAAAAAACAGGAGAUAAAGUUUGUGAUAAUGUUUGUCUAUAUAGUUAUGAAUGUUUUUUCCUGUUUCCUUCAGGGCCAUAAUACUCCCCUGGAGAAGGGGUUUGAGGUAGGUUUUAUUUACAUUUUCCCUUCUGG

>hsa-mir-4317

UGUUAGGCACAAUCCCACAAAAGAAAUGUGGACUUUGCGGAUGAAGUAGACCUCAAUGUUGCCUUGCAUCUAAAAGGCGAGACAUUGCCAGGGAGUUUAUUUUGUAGCUCUCUUGAUAAAAUGUUUUAGCAAACACUAGCGUGCCAGGCUUGGUCCUAAGCCCUUUGCCGGUGUUAACCCAUGUAAUCCUCGUGACAGCU

>hsa-mir-4327

GGUGCCAGGGCCUGGAAAAGUCUCAAACAAUGAGGCCGGAUGACCUCCGAGAAAGCCACAGGCCUGGGUAGGCUUGCAUGGGGGACUGGGAAGAGACCAUGAACAGGUUAGUCCAGGGAGUUCUCAUCAAGCCUUUACUCAGUAGUGGGUUCUUCAUAGUUAGCAUUAAUGUUUAAUAGAUACAUUUCCCCUUGGGUGAG

>hsa-mir-4329

ACGUGUUCAAAGAGAGCCCUGAGAUAAGCACCCAUGCUUAAGGAAAAGGGAUGAUGGUCCAGGUUCUAGAGAGGAAGGUGUACCAGGGUUUUGGAGUUUUUUUUUCCUCCUGAGACCCUAGUUCCACAUUCUGGAGCUCCUCCACACUUUGAAGUCUCCCGGUGAGAAUACCGAUUGAGGCCAAGGCUUAGAGGACAAGA

>hsa-mir-659

GUGCUGUCACCAGAGGUGACACAAAUUUGGAAAUAAUGGAGCUUAAGCUUUACCGACCCUCGAUUUGGUUCAGGACCUUCCCUGAACCAAGGAAGAGUCACAGUCUCUUCCUUGGUUCAGGGAGGGUCCCCAACAAUGUCCUCAUGGUCCUUUGCUUUUGUAAAAUUUGUGAAAUAUUUUUAUUGCUGAAACCACCUUUG

>hsa-mir-3182

GGGGUUCUGGAGGAUAGCAGUGAGAAGAUGGGGUAAAAAAUUAGAGAGAAGUUUUGCGUUGCCCCAUGGCUGCUUCUGUAGUGUAGUCCGUGCAUCCGCCCUUCGAUGCUUGGGUUGGAUCAUAGAGCAGUGACUGUUGAUGGCUCACCCAGAUCCCCAGGAACCCACCACUCCCAUACAGGCUUUCAACCUGUUAAUCC

>hsa-mir-3652

GCCCGACCUGCUUGCGGUGUAGUGGGCGGACCGCGCGGCUGGAGGUGUGAGGAUCCGAACCCAGGGGUGGGGGGUGGAGGCGGCUCCUGCGAUCGAAGGGGACUUGAGACUCACCGGCCGCACGCCAUGAGGGCCCUGUGGGUGCUGGGCCUCUGCUGCGUCCUGCUGACCUUCGGUGAGUGAUUCUGGAGGAGCAGACG

>hsa-mir-3681

GUCCCCAGCCUGCCUGGCUCACAAGCCCUGCACACCAAGCCCAUCUUCAAGGAGACACUUGUCUACUUCCAGUAGUGGAUGAUGCACUCUGUGCAGGGCCAACUGUGCACACAGUGCUUCAUCCACUACUGGAAGUGUCAUGAGCUACUGUUCAGGAGUCCAGUGCAACCUGGAAUUCUGAGGGUGUUAACUGUCCAAGU

>hsa-mir-3923

AGAAUAUUACUGUGUUUGGGUAUCAGGUGUUGAAAGAGAUAAUUAGGCUAAUAUAAGUCUGGUAGAGUGAGCUCUAAUCCAAUAUUACUAGCUUCUUUAUAAGAAGAGGAAACUAGUAAUGUUGGAUUAGGGCUCACUCUACUAUUCUCAGCAAAAUAUCAGCAAAAUAUCACAAGGACAGGAAACCAAACAAUGCAUGU

>hsa-mir-4275

CUUCAGGAGGAAGCUGCUUUCACUACUUUUUUUUUUUUAAUUACCAUGAGGGUUAGAACAUUUUUGUCCAAUUACCACUUCUUUUUGCCACCUGAGCACAGUCAGCAGUCAGCAUAAAAAAGUGAUAAUGGGAAGUUAAUGUCUAACCAGGUCACAUUUCGCUUCAAAGGAACAAAACACAUACAAAAUGCAUGUUUUUU

>hsa-mir-4314

GCGGGGGAGGGUAGGGGGAGGGGCACUAAGUGGCAGCGCAGCUGGCCAGCCUCCAGGCCAUUCCUCUCUGGGAAAUGGGACAGGUAGUGGCCACAGUGAGAAAGCUGGCCUGUCCUUCUGCCCCAGGGCCCAGAGUCUGUGACUGGAAGGGUGGGAGGUGUUGAAGCUAGGGCUCGGGGACCACAUGGGUGCCCAAAGGC

>hsa-mir-4326

GAGCUGGGCUCCCCAGGCUAGGGUGGGAGGGAGGGUCUCACCCAUAUGCCCCCACGUAGGAGGAGCUGGCGCUGCUCUGCUGUUCCUCUGUCUCCCAGACUCUGGGUGGAUGGAGCAGGUCGGGGGCCAGGGGACAGGAAGGCUAGGGCCCCAGAGACCUGUCCUGGGCCCCAUGUCCAGCUCUGCCCUUAGUGCUUGGC

>hsa-mir-3667

CCUUAAAAGGCCCCUACUCCUGCUGUCUUAGAUGCUUCCAUAAAGAAGUCUUAUCUAGCUUCUCUGAGGAUGAAAGACCCAUUGAGGAGAAGGUUCUGCUGGCUGAGAACCUUCCUCUCCAUGGGUCUUUCAUCCUCAAAGAACAGUUCCCAGCCAACCUGCCAGCUAAACACAGCCACAUACCUGAGCCCAGGCAAGAA

>hsa-mir-3927

GUUGUUCAUCUCAGGCUUCUUAGGGCAUGGUGGUUUCAGGUUUCCAAGAGGGCCAACCCCAAUAUGCCAAUGCCUAUCACAUAUCUGCCUGUCCUAUGACAAACAUGGCAGGUAGAUAUUUGAUAGGCAUUGGCACACUGGCAAAACGAAGUCCUAUGGCCAUGCUCAGCCUCAGCAUGAAAGGGGAAUUCACAGGAGUG

>hsa-mir-3940

UUCAAGUUGUUCAUCAUCCGGGGUUCACCCCAGCAGAUUGACCACGCCAAGCAGCUUAUCGAGGAAAAGAUCGAGGUGGGUUGGGGCGGGCUCUGGGGAUUUGGUCUCACAGCCCGGAUCCCAGCCCACUUACCUUGGUUACUCUCCUUCCUUCUAGGGUCCUCUCUGCCCAGUUGGACCAGGCCCAGGUGGCCCAGGCC

>hsa-mir-4252

AGUCACAUGCUGCUGUGGGGAACGGAGCCCAAGCCCUCUGUCCACCUCCCUGAGAUUCAUGGUGACUCCUGGGGGGCUGGCAGCUCAUCAGUCCAGGCCAUCUGGCCACUGAGUCAGCACCAGCGCCCAAUCACACACAGCACCUGGCAUGGCCUGGGAGGGGGUCAGGGUCCCCCAGCCCCGGAGCCCUGGAGGGCGUU

>hsa-mir-4279

AGUCCUGGGUUAUUAACUAUCAACAAAAAUACAAGCUGCGCCAUGCGUGCUCCAACUUCCUGCCAGCUCCCCAUGCUCUGUGGAGCUGAGGAGCAGAUUCUCUCUCUCUCCUCCCGGCUUCACCUCCUGAGCUCCAGAGCCCCACCCACCCACAGCACUCAGAUCAUUUUUCAUUUAUGAAUGCAUCCAGCCACGCUGUG

>hsa-mir-4296

CGGUGGGUGCUUUGCCUAGCUUAGUGCCUACCAUGCCCAGGCUUGCAAAUGGGGCUGUUUGGGCUUUGAUGUGGGCUCAGGCUCAGAGGGCUGAAGUGGUUGUGGGGAGGGGCUUCUGGGGACUGUGUCCAUGUCUCUGUCGUUUUUCCCCAUCACACCGUACACUCCCUUGAGGCCAGCCGUCCAUCACCAUUGAGUCA

>hsa-mir-4328

UGGCACCUCUUCCCAAAAGUUGAAGCAAUAAUUUGGCCUCUCUGGUAUUUAGAAUUUCCUGAAUUAACCCCAAAACAGUUGAGUCCUGAGAACCAUUGAGAACCAGUUUUCCCAGGAUUAACUGUUCCGAGAGAUAAAAACUAUUUUAGUAAGAACUUAAUUUCCAAAGGCAAAUUUCCCUGCUCCCUGUUCAUCCCUCA

>hsa-mir-4445:3:109321609:109321810

AGAUGAAUAGCUGGGGACUUAAUUAAACUAAAUUAAGCACAGCAAAAUUUUGUGAUUGUCUGUUUUUCCUGCAGAUUGUUUCUUUUGCCGUGCAAGUUUAAGUUUUUGCACGGCAAAAGAAACAAUCCAGAGGGUAAACAGACAACCCACAAAAUGGGAGAAAAUCUUUGCGAUCUAUACAUCCGACAAAGAGCUAACAU

>hsa-mir-4739

AGGCCUGGACCAGCUGGGAUGUUCCCAUCGGCGUGUCCCUCCCGCCCAGGCCACGUGGGCAGGGGAGGAAGAAGGGAGGAGGAGCGGAGGGGCCCUUGUCUUCCCAGAGCCUCUCCCUUCCUCCCCUCCCCCUCCCUCUGCUCAUCUCAUCAUGAGACAGCUGGCAAGGGCCUUCGGCUGCCCUGGAGUGCCCCUGCCCU

>hsa-mir-5584:1:45011092:45011293

ACUCAGCAAGGCAGUUCACGUUAUUCCCACCUUGAGAUUCAGAGGAGGAAGUGACUAAUCCAAGAUCCAUAACAGGGAAAUGGGAAGAACUAGAUUUGAAUCCAGACCUUUAGUUCUUCCCUUUGCCCAAUUAUGCUCCUUGUGGUUUGCUGGAGAAAGCCUGGCAGAGGGUGCAAGGGCAACAGUGGGGGUGGGGGUGC

>hsa-mir-5680:8:103137601:103137802

AAAACAAAAAUUAUCUAGGAGGCUGUUAAACCAUCAUCAAAUACUAAAACCUUUGCUUGCAUUGGGUUAGCAGGUUAGCCCAGCAUUUCCCUUCCUGGACACACAGGAGGAGAAAUGCUGGACUAAUCUGCUAAUCCAAUGCAAGCAAAAAUUUGCAUUGGAAAGUUGGAUUUUUUGGUUUUUGGUUUUUUCUUUUUUCU

>hsa-mir-378i

CUGACCUGGACUUCGCCCUGGGCAGCUUCCUUGGAACUUGUUGCAGCUUAGCAUCUUUGGAAGGGAGCACUGGACUAGGAGUCAGAAGGUGGAGUUCUGGGUGCUGUUUUCCCACUCUUGGGCCCUGGGCAUGUUCUGUUCUGUGCAUCAGAUGUUUUCUGCCUGCCUCCCCCUGAGCUGCCACCAGAGCCACCUGUAGA

>hsa-mir-4472-1:8:143257639:143257840

AAGCUCCUGAAUACUAAUUGAAAAGUGAUUAAUUACAUUCACGGAGCCCCAUCUCCUCACUGGCAGACCCUUGCUCUCUCACUCUCCCUAAUGGGGCUGAAGACAGCUCAGGGGCAGGGUGGGGGGUGUUGUUUUUGUUUUUUUAAGGCUGAGUUGGUUUAAAUCUCAUUUAAUUUUCACAAGGGAGAGCCUUGAGCCUC

>hsa-mir-4726:17:36875871:36876072

GCAGGAGGGACACCCGAGGGAGGAGGGACGGAGAGACCGGCGUGGGCUGGAACCCCUGGGGGAUACGGGAGAAGGGCCAGAGGAGCCUGGAGUGGUCGGGUCGACUGAACCCAGGUUCCCUCUGGCCGCAGGUCCCCCAUCAGCAGCCUCCCCGCACUCUUCGACCAGACAGCCUCUGCACCCUGUGGGGGCGGCCAGUU

>hsa-mir-4648:7:2566635:2566836

UCUCUAAGCGGCAUGACUCUACAUAGAGGUGUCCCCCGGAGUCCUGCUUGCUCGGGGUGGGGCCGCCAGUGUUGUGGGACUGCAAAUGGGAGCUCAGCACCUGCCUGCCACCCACGCAGACCAGCCCCUGCUCUGUUCCCACAGGUUCCGCUCCAUCCACUGCCACCUGUACCCGGACACACCCUGGUGUCCCCGCACUG

>hsa-mir-4438:2:214622737:214622938

GGGCAUUCAAAGUAACUGCACAUAUGGUGACAAUCAGAAAAUGACUAAGUUACUAAGUGUAAACUUAAGGACUGUCUUUUCUAAGCCUGUGCCUUGCCUUUCCUUUGGCACAGGCUUAGAAAAGACAGUCUUUAAGUUUACACUUCAGACUGAUUCUUGGCACAGAGAUAGCCUACAACAGAAUCCUCUUAUGACAAUAU

>hsa-mir-4743:18:46196903:46197104

UGGGACAGCCCCUGCAGGGCUUGAGGGUGGGCAGCACCAGGUAUCUGCUGACUGUCCCUCCUCUCCUGCUGGCCGGAUGGGACAGGAGGCAUGAAUGAGCCAUCUUUCCAAUGCCUUUCUGUCUUUUCUGGUCCAGGUGUGGCAAAGGGAAGCUGGAAGAUGGGGAUGGCAUCAACCUGAAUGACAUCGAGAAGGUCCUU

>hsa-mir-4687:11:3877232:3877433

GAAGUCUCCGGAAGCGGCACGAGCUCAGGCCGCCGCAGCCCCGGCGGACCCACUGUUGGACCUGAGGAGCCAGCCCUCCUCCCGCACCCAAACUUGGAGCACUUGACCUUUGGCUGUUGGAGGGGGCAGGCUCGCGGGUGGCUGGACAGCUGCGGAGCCGCGAGGGCAUCUUGCCUGGAGACCGUCGGCUGCACUCCCGG

>hsa-mir-4660:8:8905892:8906093

UCCUGGCACAUUACUCAAUUGAUAGUUUAAAAAACGUCCUUAAGAAGAAGAAAGACAGCCAAACUCCUUCUGCAGCUCUGGUGGAAAAUGGAGAAGACUUUUCCUUUCCUCCAUCUCCCCCAGGGCCUGGUGGAGUGAGGCGUUGCCCAGCUAUAAACUGUGGUCACUCUUCUGGUGGGGCCAGCAGAUAACAGCUGAUG

>hsa-mir-4420

CAUGGAAGGGCCCUGGCCCGGGAGUCUGGAGACCUUGGUUCUAGUCUUGGGUCUGCCACCAGCUCUUGGUAUGAACAUCUGUGUGUUCAUGUCUCUCUGUGCACAGGGGACGAGAGUCACUGAUGUCUGUAGCUGAGACGGUCUCUCAAGUGAGGGCCUACUAUGUGCCGCUCAGUAACUGGGACUUUAAUUGCUGCUCC

>hsa-mir-5682:3:120768424:120768625

GCACAGAGCUGCUCCUGAUCCGAGAAUUCUGGUAGGGCUGUGGUGGUCUCACUAGUGUCCCAGGCCCAUGGGUCUUAUCCUGCAAGGUGCUGCAGAGACGAGGCCUGUAGCACCUUGCAGGAUAAGGUCUACUGGGCCUAGUUACUCUUCAGCCACAUGGAUUCAGCCCCUUUCCUGGAGACGUGAGGGAGCCUGGCCUC

>hsa-mir-4646

AGGCAUCUUCUUCCUCUUAGGGUAUGGCUGUUCCAAACAGGGAGUGUGGGGUGGAGGUUGGGGCUGAACUGGGAAGAGGAGCUGAGGGACAUUGCGGAGAGGGUCUCACAUUGUCCCUCUCCCUUCCCAGGUUACUUGAGUUUGUCCAAAGUGGUGCCGUUUUCUCACUAUGCUGGGACAUUGCUGCUACUUCUGGCAGG

>hsa-mir-4450:4:77494653:77494854

GAAAUAAAAUCCUCCCUUGCUCAGAUGUCAUCUUUUUUCUCCACUGCCCAGCUGUCUUGCUAAACAGUGUCUGGGGAUUUGGAGAAGUGGUGAGCGCAGGUCUUUGGCACCAUCUCCCCUGGUCCCUUGGCUCUGUCCAUAGCCUUCCCAGCCACUGCUGGCCUCCAACGCUGAAUCCUGCAGCUGGUAAAUCCAUGGUC

>hsa-mir-4784

CGCGGAACUCCCAGGGUGCAGAGGCCUGCGGGGUCUGAAGGGCCUCCUCCCUCUCCAGUGUGGUGACUGGGCUGAGGAGAUGCUGGGACUGAGAGUGUCAUGGUGGAGCCUCCGUCCCUGCUCAUCCUCUCCGCAUGUUGCUUCUGCUCCCGAUGGCUCUCUCUGAAAUGCAGCACAACCUCCCAGGCCAAUGGAAGGAG

>hsa-mir-4683

GUGCCGCUGUGUAAGGGCAUCGGCUACAACUACACCUACAUGCCCAAUCAGUUCAACCACGACACGCAAGACGAGGCGGGCCUGGAGGUGCACCAGUUCUGGCCGCUGGUGGAGAUCCAGUGCUCGCCCGAUCUCAAGUUCUUCCUGUGCAGCAUGUACACGCCCAUCUGCCUAGAGGACUACAAGAAGCCGCUGCCGCC

>hsa-mir-4526:18:13611055:13611256

CUGCCCCCAAAAAUGAGAACAUGAGAAAGUGAUGUCUUCUAGCCACCUGGAGGACCCUGCGGUGACAUCAGGGCCCAGUCCCUGCUGUCAUGCCCCAGGUGACGUGCUGGGCUGACAGCAGGGCUGGCCGCUAACGUCACUGUCCUGGCUUCUAACGCUGGUAGUAACCAACAGAGUUUAGUUUUGCUUUGACAACUCCU

>hsa-mir-4506

CCCAGGCCCUCUUACAUGGAGUGAGGGUUAAGAGCAUGGCCUCUACCAUCAGAAUAUCCACCAUGGCCUCUGCCAUCAGACCAUCUGGGUUCAAGUUUGGCUCCAUCUUUAUGAAAUGGGUGGUCUGAGGCAAGUGGUCUAGGUGUUCUGUGCUUCACUGUCCCCAUCUGUAAUCUGGAGAUAAGAGCAGUACUGACCUC

>hsa-mir-4455

GUAAUCAUAUAAAUGCUCAACAAAGAGCUAACAAAAAUUAUGAUAUAACCAGAUUAGAAAGAUAAGCAGAUGAGAAGGGUGUGUGUGUUUUUCCUGAGAAUAAGAGAAGGAAGGACAGCCAAAUUCUUCAUUUGCAAAGGGAUAAGCCAAUAGAUGAAUGCAUAAAGCUGAAAAAUCAAGGAAAGCAAUAUAAGCAUUUU

>hsa-mir-4705

AGAAUAGAUCUUGACAUUGACAAAAGUCCUUAAGAACAUGCCAAGGAUUUACCACUUCUCUAACCCUCACAAGAUCAAUCACUUGGUAAUUGCUGUGAUAACAACUCAGCAAUUACCAAGUGAUUGGUUUUGUGAGAAUGCUUGUUCAGCUCUUCUAGCCAUUCCUCACAGGCUUGUCAGACCCCGGGCCCUUCUGCAUG

>hsa-mir-4718:16:12814102:12814303

CCUUUUUCAGCCUUGGAGAAAGAAGCCUUUGCCCUAAAAAUACAAAAGUGUCAGCUUCUCUUCUGUGUUCUUUGUAGCUGUACCUGAAACCAAGCACCUGUUUGUGACUUGGCUUCAGUUACUAGCAAGCUUUUCCUAAAGAGGUGUUCAAAUCCCGCACACCAAAGGAUUUGUGCUUCAGUGAAGGAAACUUCUUGUUU

>hsa-mir-4442

GAGAGGCUGUGGCGACAAGGCCCGGAUUGGACAGCAUGGCGCUGACUGACAGCGGGGGCGGCCGCCGCGCCCUCCCUCUCUCCCCGGUGUGCAAAUGUGUGUGUGCGGUGUUAUGCCGGACAAGAGGGAGGUGACCGUGGCGGCGGCGGCGGCGGCUCUGUUUAUUGUCCCUCUCGGUGUGUGUGUGUGAGGAAAUCGGG

>hsa-mir-4466

CGCCCCAAACGGCGACCGCGCGGGUGGCGCCUCGGGAUCUCGCUUCGCGUUCCCGGGCCUGGGGGAGGGGGGGGACGCGGGUGCGGGCCGGCGGGGUAGAAGCCACCCGGCCCGGCCCGGCCCGGCGAAGCCCUCCCAGGCCUGGACAGCGCGCCGGCCCCCGGGGCGCCCCGACCGCGGCGGGAGGCGGCCGCCCGUCA

>hsa-mir-5590:2:135615316:135615517

UGUUCCUGAUCUUAGAGAAAAAGUUUUCAACUUUUCAUCAUUUUCACCAUCAAGUAUGAUGUUAGCUGUGGGAUUGCCAUACAUAGACUUUAUUGUGUUGAUCAACAAUAAAGUUCAUGUAUGGCAAUCCCACAGCUUUAUUCCUUCUAUACCUAAUUUAUUGAGGUUUUUUAAAGUCAUAAAAGGAUGUAGAAAUUUGU

>hsa-mir-5188:12:125400044:125400245

UGUACAUUCUGAGGGCCAGGUAUGGAAAGGUCCUACUUGAUGCCAACAGGGAGGCAUGGAAAUUUCUCUGGUUUCAAUGGGUACGAUUAUUGUAAGCAGGAUCCAUUCAAUAAUCGGACCCAUUUAAACCGGAGAUUUUAAAAGACAGGAAUAGAAUCCCAACCUUAUUUCAGUGCAGGGUAGGGUGUCAAAUAUGAAAU

>hsa-mir-4666a:1:228649714:228649915

AAACUAAGCCAAAUUUUUAAACUAAGCUUCAUCUCACCUAUCUGAGAUGGGUGAGUGACAAUCACUUAAAUACAUGUCAGAUUGUAUGCCUACAAAAUCCCUCCAGACUGGCAUACAAUCUGACAUGUAUUUAAGAGAUUGCCCCUCACCCAUCUCAGAUGGAAAUUUCAAGUCAGAUUUGCUAAUUAUUAUGCAGUAAA

>hsa-mir-3972:1:17604326:17604527

ACCCAGGCUUGCUCAGGUACCCAGCACAUACCCAGAGGCCACAAUACUCUGGAGGUCGCCCAUUUGCCUUGGCUUGGGGUGGCAGUCCUGUGGGAAUGAGAGAUGCCAAACUGGACCUGCCAGCCCCGUUCCAGGGCACAGCAUGUGGGUCUCAUAGCAGAGGCAUGCCCAAGCACAGCCCCCUGGGAGCUAGGCCUCCG

>hsa-mir-5010:17:40666165:40666366

AGCUCUGCAUGGUGGUCCCACUAAGGCAGUGGGAAGCCAGGAUCCAGGGAACCCUAGAGCAGGGGGAUGGCAGAGCAAAAUUCAUGGCCUACAGCUGCCUCUUGCCAAACUGCACUGGAUUUUGUGUCUCCCAUUCCCCAGAGCUGUCUGAGGUGCUUUGGACCAUGGUGAUCCACAUCGGCCUGAGCGUGAAGAGCUUG

>hsa-mir-3974:12:17826178:17826379

AUCUUGCCUUGAAGUUACUUACAAAAGAUGCAGCAUCUUUUUUUCUAGGAAUAAGUUCAGGGAAAAGGUCAUUGUAAGGUUAAUGCACCCAUAUUUUAAUAUCAAACUAUGACAAAUUUGACUACAGCCUUUCCGUACCCCUGCCAAAACAUUAAGAAGAAAGCUUAAACAACAUGAAACGAGAGGAGGUAUUUCUAAAA

>hsa-mir-4763:22:46509395:46509596

CUUCCCAAGACCAGCCAGCAGCAGCUGCCCCUUCCUGGGGUGCCAUCUCCCCUGUCCCUCCUGCCCUGCGCCUGCCCAGCCCUCCUGCUCUGGUGACUGAGGACCGCCAGGCAGGGGCUGGUGCUGGGCGGGGGGCGGCGGGCCCUCCCGCAGUGCAAGGCCGGGCCUGGCGGGGUGAGGUAGUAGGUUGUGUGGUUUCA

>hsa-mir-5094

CGCCUCUGCUCUGCAGCUUGAGUGAUAGUGACAGAGCAAGACCCUGUCUCAAAAAAAAAAAAGAAAAAAAUCAGUGAAUGCCUUGAACCUAACACACUGCCUUUUAUGUGGUAGGUACAGUGGGCUCACUGAAACAUUCAACUUGUUCAACUCUAUCCAUUUGUCCAAAAACAAAAAGGAAAUGAAAAAUUCUAAAUACA

>hsa-mir-4796

CUAAGGAUGAUAUGGCUUAAGUACAUAUAGAAAAGGAAAUCAAGGCUCAAGUCAUGGCAGUAAAUUUGUGUCUAUACUCUGUCACUUUACUUUUGGCCUCAAGUCAUUGCAGUAAAGUGGCAGAGUAUAGACACAAAUUUAGGCCUUCUUCCUACUACAGACAUUUUCUUUUCACUUCUACUAGAGAUAUUUUCACUUUA

>hsa-mir-5008

CGAGUGGGGGUUCCCCAGACCCCAUGCCUUCUGGCUGGAAGUUGACCUCUGAUGGGGCUGACCCCUAGGGUCAGGUGAGGCCCUUGGGGCACAGUGGUGCCAUCUCCCCUGUGCUCCCAGGGCCUCGCCUGUCCCUUGAGGUCGGCCCCAGCUGCUGCUUCUUGCAGGAAGCCCAGUGACUGCCCAGAUGCCUCCUUCUC

>hsa-mir-4704:13:66792319:66792520

GUCUUUUCUAUGGUUGUAGUCAGUUGGUGGCUGGGACUGGAGUCAUCUUAAGGAUGAAUCUUCUUAUCCUAGACACUAGGCAUGUGAGUGAUUGUCUUCCUCACUCAAUCAGUCACAUAUCUAGUGUCUAGAAUGAGAAGACUCAAACAUCUGGGGGCUAGAACACCUCUUGUCUCUUGAUCAUCUCUCUGUGUGAUCUC

>hsa-mir-4737

AGUUGUAUUUCUAGCAAGCUGCAAGCAGAGCUGCAGUUCAGCCAGUUUGUCCUGGCCCAGCUGCACAGGAUGCGAGGAUGCUGACAGUGCCUCACAGCCGCACAGGACCGAGGAUGCUGACGGUGCCUCACAGCCACACAGGACGCGAGGAUGCUGACGGUGCCUCACAGCCACACAGGACGCGAGGAUGCUGACAGUGC

>hsa-mir-3978:X:109325282:109325483

UACCUCAGUUGACAUGUGACUUGCUCAGUCCUGCUGCUAUAGCCUGCUGCUGGAAGGGCUGCCUCAGUGGAAAGCAUGCAUCCAGGGUGUGGAGCCAAAAUUAGAAGGGCCAAAAUUCUACCUGGCCCACUACCACAGCAACCUUGGGCAUCGUUUUCUUUUGAUCUCUAGUAUCUCCAACUCCUAGAAUUCCAGCCUGG

>hsa-mir-4697

AGGUCUUGACCUCCCAUUCAGAUUUAAUUUCCUAACUGCCAGGUGUGGGGCUGGGGAUAGAGGGCCCAGAAGGGGGCGCAGUCACUGACGUGAAGGGACCACAUCCCGCUUCAUGUCAGUGACUCCUGCCCCUUGGUCUUCAGUGUUUUUCUCUUCCCCAGGAGGGACUUUGAUCAUGCAGGAUAGAAUUCUCCCAUCGC

>hsa-mir-4782

ACAAAACGGGGAAAUGUAUGCACAUGCAAUUAAUUAUAAAAACAUAACCAAACUUUAACUGAUUGCCCAGUUCUGGAUAUGAAGACAAUCAAGAAAAGAUUUGGUGUUCUUGAUUGUCUUCAUAUCUAGAACUGGGCAGUCAGUUAAAGGAGCAGGCUGUGUGUUGGUGUCAGGAUUGAGGUUAGGGAGAUUCCAUCUGG

>hsa-mir-5692b

UACAAAUGAUAUCACAGUAUGUACACUCACUGUGAUAUUAGGAGUCCCAUUUUCCUAGGAUAUUAUGAAUAAUAUCACAGUAGGUGUUCACACAUAAUGUGUACACCAUGUGUGUACACCCAUGUGAUAUUUGAAGUAGUAUGUCCCUAGGAUCUUAUGAAUAAUCUCAAAAGGUGUACACCCCAUGUGACAUUAAAAGU

>hsa-mir-4692:11:72494506:72494707

AUUCUCUGCUAUCUACCUCCUCUGCCUCUAACUCUAGGCAGGUCACUGCCCCUCCCCAGGCCUCAGCAGUUUUACUUGAUACCCACACUGCCUGGGUGGGACACUCAGGCAGUGUGGGUAUCAGAUAAAACCCAAAGGGGACCCCAUUAGAGCCAAAGCCUGCUUUGCUUUGUGAACUGUAUCCUCUUGGAUCUGCCACG

>hsa-mir-4514

AUCUGAUGAAAAGUAAGUGAACAAGUUGCAAAGAGAGAACUGAGGAUUUGGGCAGGACAAGAGGAACUGACAGGUUGAGACAGGCAGGAUUGGGGAAACAUCUUUUACCUCGUCUCUUGCCUGUUUUAGAAGGUGCAUCCACCACUUGGUAUAAGAGAACAUUAUGGGCAUUCUGUUUUGUUUUUAUGUUUUAAAUCGUG

>hsa-mir-5100:10:43492970:43493171

AACCUGGGCUGGUGAGUCCCUCCAUCACCUUCAGAAACAGCCAUGAGGAGCUGGCAGUGGGAUGGCCUGGGGGUAGGAGCGUGGCUUCUGGAGCUAGACCACAUGGGUUCAGAUCCCAGCGGUGCCUCUAACUGGCCACAGGACCUUGGGCAGUCAGCUGACCCUGCCCAGUCCCAGCAUCCUCAUCUGGUCUUAGCUAA

>hsa-mir-4757:2:19548127:19548328

CAUCUGUGACGUCACGAAGUUACGUAAUGGAAUGCCUCUGUGGACCUCAUUCAAGCCUUGUGUUCCAGCCCGAGGCCUCUGUGACGUCACGGUGUCUGCGGGAGGAGACCAUGACGUCACAGAGGCUUCGCGCUCUGAGAGGUGGGACGGGACUCUUUUGAGCCGGCUAUGGGGACACCAAGAUUCUAGGGGAUUUAGGA

>hsa-mir-4502:13:115039242:115039443

UCUCAAAAAAAAAAAAGAGAACACUUUAUUGUUAAAAAAAAAAAUGCUUAUGAUCCUCUAAGCCUUUAGCAAGUUGUAAUCUUUUUGCUGAUGGAGGGUCUUGCCUCCAUGGGGAUGGCUGAUGAUGAUGGUGCUGAAGGCUGGGGUGACCGGUAACUUCUUAAAAUAAGAGUGAAGUUUGCUGCAUUGAUUGACUCUUU

>hsa-mir-4512

GAGGAGGAGUCGGGAUUUAGGCCCACGUGGGCCACUUCCCAAACCUGUGCUUAAUGCAGCCCCUCAGCCCGGGCAAUAUAGUGAGACCUCGUCUCUACAAAAAAUUGAGACAGGGCCUCACUGUAUCGCCCAGGCUGGAGUGCAGUGACAUGAUCUCGGCUCACUGCAACCUCCGCCUUCUGGGUUCAAGCGAUUCUCGU

>hsa-mir-4540

AUACCUGGACCGUCUCUGUCCAGGUCCACUCCUGGAACUCCUCAGGCUCUAGUGGAGAAUUAGGGAGGCUGAGAAGCUGCAUGGACCAGGACUUGGCACCUUUGGCCUUAGUCCUGCCUGUAGGUUUACCAGCCUUAGAGGGAAGUCACCUUUCUGUCUCUGUACCUCAGCCUGCACUUUUAUGGUCUUUUUCCCAGGGC

>hsa-mir-1587:X:39696741:39696942

UAAAAAAACACCCCAAAACUUAGUGGCUUAAAAGAGCAAUCAUUUAUCAGCCCAUGAUUCUGCAGAUCUGCAAUUUGGGCUGGGCUGGGUUGGGCAGUUCUUCUGCUGGACUCACCUGUGACCAGCUGGCAGGUCACCUGGGAACCGAAUGGUCUAGGAUGGCCUCAUGCAGUGUGUCUGGUGGUUGGUGCUGGUUGUCA

>hsa-mir-5192:2:62432908:62433109

GGCGGGGCCUGCCAGCCCUUGGCUGUCAUUUGCCACCUGAGGGACAGGCUGCUUAGUUCCAGCCUCCUGGCUCACCUGGAACCAUUUCUCCUGGGAAGCAUGGUAGCCAGGAGAGUGGAUUCCAGGUGGUGAGGGCUUGGUACUCCUUUUGGGGGAUCCUGAGUGCCAGGAGAAGAGGAUGAAAUCGAUGGACUGGGGGA

>hsa-mir-5699

GCCCAGGCUGGUCUCGAAUUCCAGCAUUUCUUCUGCCUCAGCCCCCCAAAAUGCUUCUGUACCCCUGCCCCAACAAGGAAGGACAAGAGGUGUGAGCCACACACACGCCUGGCCUCCUGUCUUUCCUUGUUGGAGCAGGGAUGUAGAAGCACUUGCCGCAGCCGACUUGAGUACAUCUGACUUUACUUAGCUUUCCUCAU

>hsa-mir-4437

CUCUCACCUGCUGAUUCCUGUGUAAUCCCUCCCAGCCAUUCAUAAGAGGACUCGGAGGUGCAGGCAACUGUACUUUGUGCAUUGGGUCCACAAGGAGGGGAUGACCCUUGUGGGCUCAGGGUACAAAGGUUCACAUUUCACACUUGGGCUUUAAUCUGCAUUAUAAUUGUUGAAUAAGGAAGUAUUUAAGCACACUAGUA

>hsa-mir-4730:17:78393155:78393356

GACAAACGAUGGCGGAGCCCGUUCUGUGCCAGAUGCUGAGCCAUGGCUGGUGUGUGCUGCUCCGCAGGCCUCUGGCGGAGCCCAUUCCAUGCCAGAUGCUGAGCGAUGGCUGGUGUGUGCUGCUCCACAGGCCUGGUGGAGCCUGUUGUGUGCUGGACGCUGAGCAAUGGCUAGUGUGUUCUGCUCCGCAGGGAGCUGAC

>hsa-mir-5092

CGGAAGCAGGGCUGCCCCUUCAGCAUUUCUCUUGAGACCUACCGCACCCCCUCACAAUCCCAGAUCAGAUGCCAAAGCCAGUGGGGACUGGACAACAUGAUGAGCCCAAACCAAUCCACGCUGAGCUUGGCAUCUGAUUUGGGAUUCUCCACCUUGCAGAGAAUCGGAAAGUAUCUCCACAAUUUCUUUUGGACCGAGCU

>hsa-mir-4461:5:134263667:134263868

UUUUUGGAGAGUCAUGUCAGUGGUAGUAAUAUAAUUGUUGGGACAAUUAGUUUUAGCAUUGGAGUAGGCUUAGGUUAUGUACGUAGUCUAGGCCAUACGUGUUGGAGAUUGAGACUAGUAGGGCUAGGCCUACUGCUGCCUUGCAGGCAGCAAAGACUAGUAUGGCGAUAGGUACAAUAUUGGCUAAGAGGGAGUGGGUG

>hsa-mir-5002:3:123851726:123851927

GGUUCCUCCUGCUGGGGCAUUUACACUGUUUUCUCUGAAGUCAAAUCCAUCUUCCUCUCUGUCCUCUGGAAUUUGGUUUCUGAGGCACUUAGUAGGUGAUAGCAUGACUGACUGCCUCACUGACCACUUCCAGAUGAGGGUUACUCUCCUCACAGCACGGCCUUGAGGCAGCUCAUGCCAGGGAUGCUGCCUGUGUUCCA

>hsa-mir-4523:17:27717613:27717814

CCUCCUUACCAGGGGUGGUGUUGGUGGCGGAGGGCUGCGCGUGGGCCCGCCCGCCGAGGGGCCGCGGCGGGGGACCGAGAGGGCCUCGGCUGUGUGAGGACUAGAGGCGGCCGAGGCCCGGGCCGGUUCCCCCGAGGCGGCGACGGAGACGGCUCCCGGCACUUCCCCGCGCCAUCUUAACUGAGCCCAAGCGCUGAGGG

>hsa-mir-5001

CGGAACGUCGGCGCGCAGGCCCGGUUUGGAAGCGGCUAUCUCGGGACGCCAGCUCAGGGCGGCUGCGCAGAGGGCUGGACUCAGCGGCGGAGCUGGCUGCUGGCCUCAGUUCUGCCUCUGUCCAGGUCCUUGUGACCCGCCCGCUCUCCUAAGGGAGCGUGUCCUGGCCCCCUCCCGCAGCGGCUCGGAAAAAAGGCAGC

>hsa-mir-4689

CCCUUGGCAGUUUUCUUGAGUGUCUGCUGGCGCAGUGUCAGAGGCUUCCUGUCUACAGCACAAGCCCGGUUUCUCCUUGAGGAGACAUGGUGGGGGCCGGUCAGGCAGCCCAUGCCAUGUGUCCUCAUGGAGAGGCCGCUCAAGCCUGCCCUGGGUGGGGGCUGAGACCCCGGCUCUGAGACGGCAGCAGUCGGGUAGAA

>hsa-mir-4457

UGGGACUACAGGCGUGAGCCACCACGCCCAGCCCAAACGUCAAUUAUCUUGGCAUGAUGACUCUUUGGAGUACUCCAGUCAAUACCGUGUGAGUUAGAAAAGCUCAAUUCACAAGGUAUUGACUGGCGUAUUCAGAAGAGUCUGGCCUCAGUAGCGGAGAAAAAACCUUCCUCGUGGAUCAACCCCUGCCCUGGUCCCAC

>hsa-mir-4731

UGGAUGUUGAUCUUUGGUGCCCGAGAGAAGGCUGUCUGGGAUGAAGCCUUCUGACUGUGGUCAGGUCCCUGCCAGUGCUGGGGGCCACAUGAGUGUGCAGUCAUCCACACACAAGUGGCCCCCAACACUGGCAGGGACCCGGAGUCAUCUGGCCCAUCCCUCCUUCCUAUCCCAUCGAGCCACAGACCCCUCUGCAAUAU

>hsa-mir-499b

CCCUCCCAGAGCCCCAGGGCUCCCACCCCUUCCCCACAAACCCUGCCCAGGCAGCGUAGGGACGGGAAGCAGCACAGACUUGCUGUGAUGUUCACGUGGAGAGGAGUUAAACAUCACUGCAAGUCUUAACAGCCGCCCGCCCAAGGCACAGGGGACAGGGCAGGGGGUGAAGGACGGGGCUGGAGGCUGCCAAGAGGGAG

>hsa-mir-4721

GGCCGGAGAUAACCUCGGGGCCCUGGUCCGAGGCUUGAAGCGGGAGGACUUGCGGCGGGGCCUGGUCAUGGUCAAGCCAGGUUCCAUCAAGCCCCACCAGAAGGUGGAGGCCCAGGUGAGGGCUCCAGGUGACGGUGGGCAGGGUUGAGCCAAGCUCUCCCCAGCCUCCAGCCAAGCCCAGCUCACCGUCAUUGCUUGCU

>hsa-mir-4794:1:65045468:65045669

CAGGCAGUGUGCUAGAGCCUGAAGAUACAGUGGUGAACAAAAACAUAUAUCGUAUGUUAUCUUUUAACAUCUGGCUAUCUCACGAGACUGUAUGUCCUAACAGUGCUUGUAGUCUCAUGAGAUAGCCAGAUGUUAAAAAAAAAAAACAGCAUCAAAUUUAAUGUGUGUUAUGAGAUGGCUUAUGCAGGGCAUUAUGAGAA

>hsa-mir-5088:19:50185269:50185470

CCGGCAUCCUCUGCAUGUUUGCUGCCAAGGCCGGGGCCCGCAAGGUCAUCGGGGUGAGUCUCCAGGGUGGCCAGGCGGGGCCGGGCCUGAGGGAUGGAGGGGAGCCCAUCAGGGCUCAGGGAUUGGAUGGAGGUGAUGGGGGCAGGGGAUGGGUCUCACCCUCCCUUCUUCCUGGGCCCUCAGAUCGAGUGUUCCAGUAU

>hsa-mir-4440

UCCCUCUCACCAAGCAAGUGCAGUGGGGCUUGCUGGCUUGCACCGUGACUCCCUCUCACCAAGCAAGUGCAGUGGGGCUUGCUGGCUUGCACCGUGACUCCCUCUCACCAAGCAAGUGUCGUGGGGCUUGCUGGCUUGCACUGUGAAGAUGUGAAAUGAGCCUGGAUCACACGUGGGUUGAUUCCCUUCUAAUUAAGCGU

>hsa-mir-4760

GGGAAAGGAUGUACUGUCCAAGCGACAACUAGACUGCAGAGGUAAGGCUGAGACCAGGGCUGCCAUGGUGUUUAGAUUGAACAUGAAGUUAGAAUUCUUAAGUAUCAAAACUAAAUUCAUGUUCAAUCUAAACCCCAUGGCUAUGCCUCUCAAGGUGAGGCCUCUGUGUUGUUCUCUAUGCCUUGAGCACCCUUCCUUCU

>hsa-mir-5694

GCCUAUAUUAGUCUGGAAUUUCCAGAGAGACAGAACCAAUAGGAAGGAGAUAGAUAUUUAUAGCCAACUGCAGAUCAUGGGACUGUCUCAGCCCCAUAUGUAUCUGAAGGCUGAGAAGUCCCAUGAUCCGCACUUGGCAAGCUGGAGACUCAGGAGAGCCAGUGCUGUGAGUUCCAGUCCGAGAACGAAGGCAGGAGAAG

>hsa-mir-4786

AGAUAACUGUGAGUUGAAACUCUCCGUAAGAAGUGGAGGCUCCAGGGAUGCGUUGGCCUGUGGGCAUGGCCUGAGACCAGGACUGGAUGCACCACUCUCCCUGUGAUGAGGUGAAGCCAGCUCUGGUCUGGGCCAUUUCACAGGAUUCCAGAAGCAGGAGCAGAGCCUCAGCAUUUGAACGAACCUUCUUCCACUUCGGC

>hsa-mir-4752:19:54785899:54786100

GGGUGUUCAUAGAGCAUUUAUUAGGGGGACCUCUGCACAGUGGGGCAUCCUUGUCUUCUUGCCCAGUGUCUCCUUGUGGAUCUCAAGGAUGUGCUUCCACAUAGCAGCAUGUUCUUCAGAUGGACAAGGAGACACUGGGUAUUCUAUCCAAAGCUUUAACCUAAAAUAAAAACAAAACCAAAAAUAAACCCCUAGAAAAU

>hsa-mir-4452

UUUUUUUUAGAGAGAGUCUCACGUUGCCCAGGCUAGAGUGCAGUGGCUAUUCACAGGUGCGAUCAUGGAUCACUUGAGGCCAAGAGUGCAAGGCUGUAGUGUGCACAGCCUUGAAUUCUUGGCCUUAAGUGAUCCCUGUCCCAGCCUCCUGAAUAGCUGGGACUACAGGUACACACCACUGUGUCCAGCUAGGGAGUUGA

>hsa-mir-4724:17:29861844:29862045

GUAGUAGACUCAGAUUUUACAUGGCCCUGAGCUGCCCUUGCGUUCAGUUGGAAGCCACGCAAAAUGAACUGAACCAGGAGUGAGCUUCGUGUACAUUAUCUAUUAGAAAAUGAAGUACCUUCUGGUUCAGCUAGUCCCUGUGCGUUGAGAGGCUUUAAGAAACUUCUAGUAAAAAUGUUUUUUUCUUUUAGCUUUGAAUU

>hsa-mir-4664

GGCUGGGGUGGGCGGAUAGGGCACCCAGCGGCCGCAGCCGCGAGCUCGUAGGGUGCACUGACCCCGUUGGGGGCUGGGGUGCCCACUCCGCAAGUUAUCACUGAGCGACUUCCGGUCUGUGAGCCCCGUCCUCCGCACCCCACCUUUCCGCCGCCUAGAGCCUCCGCGCCCUCCUGCGCCCAUCGGAACUUGGCACAGGU

>hsa-mir-4669:9:137271188:137271389

GUGACAGACAGUGGGAGGGGAGGCUGGCUGUCCUGUGGUGAGCUGCUUCUGGGGCACCCUGAGAUGGGGCCUCCCUUCACUUCCUGGCCAUCCAGGCAUCUGUGUCUGUGUCCGGGAAGUGGAGGAGGGCCCCCAGGACCGAGUCGCUGCCCAUCACUGACCGUCUGUGGCAGGCACUGCCAGUGGCCGUGGCCCAGGGU

>hsa-mir-4735

CCCUUCCAAACUUCUAAAAAUCUCAGCUCCACUUCUGCAAGUUUAUCUUCCCUGCUUGCAUAAAAUUGCAGUGCCUAAUUUGAACACCUUCGGUAUUCAUCAAAAAUACCAAAGGUGCUCAAAUUAGACAUUGCAUUUUUUGCGCAUGUCAAGUUGAAAUCUAUUCAUGGAUCUUUAGCUCCUUAAGAGAACAUGCAUAU

>hsa-mir-4714:15:99327591:99327792

GGAUAUCUGAGCAUCUCCCUUUUCUUUUUACUGCUAGAAAGAAUUUCUGCUAGUAGAAUUUUUAUUUUGGCCAACUCUGACCCCUUAGGUUGAUGUCAGAAUGAGGUGUACCAACCUAGGUGGUCAGAGUUGGCCAAAAUACACAUUUUCCUGCUGAGCAAUUUAGUCUAGGUUAAGUCAUACUUGACCAUAUGCCCUAG

>hsa-mir-5193

CCCCCACCCCCCACCCCCUGGCUCCUGUUUCCUGCUAGUCCAGCUCUUCCCCUAGGAAAGGCUGCUGGUAACUGGGAUGGGGGUUGGGGGGAGGUAAGAAGUCUCUGACUCCUCCUCUACCUCAUCCCAGUUCCAUCACCUGAAGUGGACCUCUUGGGACCGUCUGAAGGUACCAGCUGGGCAGCCUGAGAGGACCCUGG

>hsa-mir-4448:3:183604532:183604733

UCAUAACCUAGGAAAAACCGGGCCAUACAGAGGCAGGAGCUGAGGGGACAUAGUGAGGAGUGACCAAAAGACAAGAGUGCGAGCCUUCUAUUAUGCCCAGACAGGGCCACCAGAGGGCUCCUUGGUCUAGGGGUAAUGCCAGCGUCUGGGAAGAUGCCCGUUGCCAAGCAGACUGUGGUCUAGCGGUAGCAUGUCAAGGA

>hsa-mir-4485

AAAAAAAGUAAAAGGAACUCGGCAAAUCUUACCCCGCCUGUUUACCAAAAACAUCACCUCUAGCAUUCUCAGUAUUAGAGGCACCGCCUGCCCAGUGACAUGCGUUUAACGGCCGCGGUACCCUAACUGUGCAAAGGUAGCAUAAUCACUUGUUCCUUAAAUAGGGACUUGUAUGAAUGGCUCCACGAGGGUUCAGCUGU

>hsa-mir-5586

UUUUGAGCAUAUGGAUGUCACUGCAUGUGAGAUGGGUCUCUUGAAGACAGCAUACCAUUGGGCCUUGCUUCUUUAUCCAGCUUGUUACUAUAUGCUUUUUAAAUGGGGCACAGAGUGACAAGCUGGUUAAAGAAGCAAGACCCCUUCAAGAUUAUUAUUGAUAUGUGUGGAUUUGAUUCUGUCAUUGUAUUGUUAUCUGU

>hsa-mir-4638

AGAUCAAACGCGCCAAAAACCACGAACCCUCGUGGGUGAACUAUGCUAGGCCAUUACAGGACCUGCGGACUCGGCUGCGGUGGACAAGUCCGGCUCCAGAACCUGGACACCGCUCAGCCGGCCGCGGCAGGGGUCCCCGGGCCUGUCCUACAAGGGCGCUUGCCUAGAGCUAUCCCGGCCGUCUCAGCCGUGUGUGUCUU

>hsa-mir-4799:4:148703682:148703883

ACAUCGCUGGGUCAAAUGACCUGAAGGUGUUUUGUAAAGCCCUGUGUGGUAAUCGGUUCAGUCACUGCUAAUAUCUAAAUGCAGCAUGCCAGUCCUGAGAUGCAGGGACUGGCAUGCUGCAUUUAUAUAUUAGCAGUCUGAGAUGCCCAGUACUGACUGUGGUACAACUUGUUCUGAGGGGUCAGACCAGUUUGCAAACA

>hsa-mir-4453:4:153457520:153457721

GGAGGAGCCGAGUCGAGCCUAAGCUGCCGCCCGAUCUUACCCCUGACCCGAGGGCGGCCUGGAGAGCUUGGUCUGUAGCGGUUUCCUUCGGGGCAGGUGGGGACUGCUCCUUUGGGAGGAAGGAGGAGGCCCAGGCCGCGUCUUCAGGCAGCUGCGCGCACCACCCGAAGGUGAGGCAUUUGGCCCCAAACAGACCCUCG

>hsa-mir-4484:10:127508247:127508448

CCCUCCUUGAUAGGAGGCUUGAGACUGGUGAGGCUAGGGCCUAAAAACCGUGCAGUGUCUGGGGUUUCCUCUGCCUUUUUUUCCAAUGAAAAUAACGAAACCUGUUAUUUCCCAUUGAGGGGGAAAAAGGCGGGAGAAGCCCCAGCAGAAAUGAAGCUGCUCCUGAAGCUUCCAACAUGAAACUCACCUCGGCACUGGUA

>hsa-mir-4652:7:93346178:93346379

GUCAGACUGGAGUAGUGAUGAGAGUGAUAAUGGCCAACAGUGAUUCAGAAUCGUUUGACUCUAUUGGACGAGGGGACUGGUUAAUAGAACUAACUAACCAGAACUAUUUUGUUCUGUUAACCCAUCCCCUCAUCUAAUAGAGUAUAAACCUCAAUAUAAGCUCAACUAGGCUGAGUAAGGCCAAACAAGCAGUCCCCUAG

>hsa-mir-5090:7:102106128:102106329

GUAACGGGGGGAUGGGCGGGGCGGCUACACUUGUACGAGAAAUGUCAGGUGAAAAAGCCUUCUGAGGUACCCGGGGCAGAUUGGUGUAGGGUGCAAAGCCUGCCCGCCCCCUAAGCCUUCUGCCCCCAACUCCAGCCUGUCAGGAUUGGAGCUGCUUUCCGAGCACCUGGACCCCAAACUCCUGUGCCGCCUGACGCAGC

>hsa-mir-5190:18:13459884:13460085

CCUAGUCUCAUCGUUAGAGGUGCAUAAACUCAAGGUAAGCAUACCCUAAGUUUCCGCUCAAGGUCAUACCCUGGCUCCAGCCCUGUCACAUGGUUAAUGUUCCACAGCCAGUGACUGAGCUGGAGCCAGGGCCACUGCCCCCACGUCGUCACGCCAUGGUCAUUGUCAUUUCACUGCAGUUUCUCCAGCUUCCUUUUGAA

>hsa-mir-4534:22:38384730:38384931

AUUUCUGGGGCUGAGGUACAAGCAUAAAGUUCCCUGGGAGGUCUUCACAGAGUCUCUGGAUCCCUGAGGCUGUGAAUGACCCCCUUCCAGAGCCAAAAUCACCAGGGAUGGAGGAGGGGUCUUGGGUACUGGACCCACCAGCCAGGCAGGUUAUACUGGGGUAUCCGGAGAGCUUUGGGGUGUGGCAGGGGAGGGCCUAU

>hsa-mir-4774:2:169439390:169439591

UAUGGUAUAGAGGGGCCUUGAUGGGCAUGGCCUUUGAAAGACAUGAAAGCUAUAGAUUAGCCUAUAUUGUUGUCUGGUAUGUAGUAGGUAAUAACUGACAAACAGACAAUUGCCUAACAUGUGCCAGAAAACAACAUAGGCAAGGCUUGCAGUUACAAAAUAAUGCAUAGACAAAUGUACAUUUAAUCAAAUUUGGCUGG

>hsa-mir-4793

GCCCUGCCCGGCCCCACAUGUCUGGCCGUGGGUCCAGAUGAACGGGACCAUGUUUCUCCUCGCUGCCCGCACAUCCUGCUCCACAGGGCAGAGGGAGGCCAAGAAGACCUCUGCACUGUGAGUUGGCUGGCUGGAGGAAGGGGGCUUCUCAGGAUGGCAGGUCCCUCCUGGGUGGGGUCUGGGGCCCCCAGAUCUUCCCU

>hsa-mir-4478

CAAGCAGCCACCAAGCCCAGUGGGAGCUGGGUCUCUGGGCUUAGCAAGACAAGAGCCCAGGGGCCGAGGCUGAGCUGAGGAGCCUCCAAACCUGUAGACAGGGUCAUGCAGUACUAGGGGCGAGCCUCAUCCCCUGCAGCCCUGGCCUCUGCAGGGACAAGGGAGAGGAGAGGGUACGUCUGCAGGAGGGAUUGUGGAUU

>hsa-mir-4433:2:64567834:64568035

GACAGCAAUGGGAUGUGGGGGAGUAAGAGGGAAUAGUUUAGGAUGAUGUUCUUUCCCCCAUCCUCCUUACGUCCCACCCCCCACUCCUGUUUCUGGUGAAAUAUUCAAACAGGAGUGGGGGUGGGACAUAAGGAGGAUAGGGAACACAGGAUGAAGGGCAGGUUACAGGGGUCCACGUGCGAGGGGAAGAUAAUGUGUUC

>hsa-mir-4476

AUCUGCUGGGGGCUGGGAAGCCAAGCCACUGAGCUCGUCGGAACUAUGUGCAAAUGAAAGUGGGCAAAAAGCCUGUCCCUAAGUCCCUCCCAGCCUUCCAGAGUUGGUGCCAGGAAGGAUUUAGGGACAGGCUUUGUGCCCACUUUUGGCUACUCAUAGCCGGAUUGCAGGGGCUGGGAUUGUUCAUGGUGCAUUUCAGA

>hsa-mir-378f:1:24255499:24255700

UAGGAAACCUCUCUGGAGCUCCACUCCUCCCACUUCCUGCUCUUCCUCCCCAGCCCCUGGGUCAGGUCCUGGACUCCCAUAGUUUUCAGGCUGCUAAACAACAGAACGAGCACUGGACUUGGAGCCAGAAGUCUUGGGCUCAAGCCCUGCCCUUACUGCUUACUAGCUGAAUAAUUCUGGGCAAAUCAGUUGGACCAGUU

The Corresponding testing set for the above given training set. As can be observed, there is no overlap for common miRNA families between any pair of instances between the above mentioned training set and below mentioned testing set:

>hsa-mir-555

CAUGUUCCCCAAACUGUAUGUUUUUCUACAGGUAUGGCAGCACUGUGAUUGUAUGGGAGUGAACUCAGAUGUGGAGCACUACCUUUGUGAGCAGUGUGACCCAAGGCCUGUGGACAGGGUAAGCUGAACCUCUGAUAAAACUCUGAUCUAUAAGUAGGAGAGGUAGCACAUGGUAUCUCACCUGUCCUGCUCCUGCUUUG

>hsa-mir-1183

CAGACCAAGGGAGAUGGAGGUUUGGGGUGGGAGAAUGUGUUGGAUUCCAGCUAUAUUAUUCAAAUGCUCGGAGACACAGAACAUUAGAGAAGACAGGAGUUCACUGUAGGUGAUGGUGAGAGUGGGCAUGGAGCAGGAGUGCCAAGAGAUGAAGUUAUAAAACUAAGCAGGAGUUAGAUCAUGAAGAACUUUAUGUACUA

>hsa-mir-1208

UGCUAAUUGAAGAGCUCAGAAAGAGGACAUUAAGAAGGGGGCUUUCUGGUGGGCAACAAUGAAUCACCGGCAGAAUCACUGUUCAGACAGGCGGAGACGGGUCUUUCUCGCCCUCUGAUGAGUCACCACUGUGGUGGGGGGGAGUGGACAGUCAGCCAGACAGAUAAUGUGUCAGUCUCUCUCCUCAGCCUGACCCUGGA

>hsa-mir-425

GUCCUCAGUUUGACUGAGGGUUCCCAACCCUGCUAAGCAGUUGUCUCCAGGUCAUGCACCUUCAGAAUGGAAAGCGCUUUGGAAUGACACGAUCACUCCCGUUGAGUGGGCACCCGAGAAGCCAUCGGGAAUGUCGUGUCCGCCCAGUGCUCUUUCGGCGCCUCCCAGCAGGGCCUCAGCCCUGGCCCAGAAAGGGGCCU

>hsa-mir-647

GGAAAAACACCUGAACGCAGCCAGACACAUUUUCCGUCGUCUGGUCAGCCAAGGAAGUGUUGGCCUGUGGCUGCACUCACUUCCUUCAGCCCCAGGAAGCCUUGGUCGGGGGCAGGAGGGAGGGUCAGGCAGGGCUGGGGGCCUGACCGCCCACACUCCUCCUCAGGCCUGCGGGGAACGCCCUGCUCCCCAACUAAGCA

>hsa-mir-675

CAUUGCGCAGCAAGGAGGCUGCAGGGGCUCGGCCUGCGGGCGCCGGUCCCACGAGGCACUGCGGCCCAGGGUCUGGUGCGGAGAGGGCCCACAGUGGACUUGGUGACGCUGUAUGCCCUCACCGCUCAGCCCCUGGGGCUGGCUUGGCAGACAGUACAGCAUCCAGGGGAGUCAAGGGCAUGGGGCGAGACCAGACUAGG

>hsa-mir-214

UUGUAUCUGUCUAUGAGCAAAGGAAACCUGAAGGAACCAAGGGCCUGGCUGGACAGAGUUGUCAUGUGUCUGCCUGUCUACACUUGCUGUGCAGAACAUCCGCUCACCUGUACAGCAGGCACAGACAGGCAGUCACAUGACAACCCAGCCUGAAUGACAACCAGCCAUUGAAAGAAAGCAGCCCUCACACCAUAGCAUCU

>hsa-mir-708

GGGUUUUCAGAAACCUAACCCCCAUGGUUGGCGAGGGACUGCUGUGUGUGAAAUGGUAACUGCCCUCAAGGAGCUUACAAUCUAGCUGGGGGUAAAUGACUUGCACAUGAACACAACUAGACUGUGAGCUUCUAGAGGGCAGGGACCUUACCCUAGUCAUCUCUCUUCUCACCCUGCACACCCUCCCUGAGGGAUCUCAU

>hsa-mir-501

AGUCAAAUAUAUAUGGAGAUAUACAUGCAGGGUGCAGGUGCCUGAGUCUUCUGCUCUGCUCUUCCUCUCUAAUCCUUUGUCCCUGGGUGAGAGUGCUUUCUGAAUGCAAUGCACCCGGGCAAGGAUUCUGAGAGGGUGAGCCCCCUCUGCGUGGAGAACAGAAGAUCUGUAUGUCACCUCUCAGCUGCUUGCUGCUUGCC

>hsa-mir-27a

UGCCACCGAGGAUGCUGCCCGGGGACGGGGUGGCAGAGAGGCCCCGAAGCCUGUGCCUGGCCUGAGGAGCAGGGCUUAGCUGCUUGUGAGCAGGGUCCACACCAAGUCGUGUUCACAGUGGCUAAGUUCCGCCCCCCAGGCCCUCACCUCCUCUGGCCUUGCCGCCUGUCCCCUGCUGCCGCCUGUCUGCCUGCCAUCCU

>hsa-mir-24-2

CCUUGCCGCCUGUCCCCUGCUGCCGCCUGUCUGCCUGCCAUCCUGCUGCCUGGCCUCCCUGGGCUCUGCCUCCCGUGCCUACUGAGCUGAAACACAGUUGGUUUGUGUACACUGGCUCAGUUCAGCAGGAACAGGGGUCAAGCCCCCUUGGAGCCUGCAGCCCCUGCCUUCCCUGGGUGGGCUGAUGCUUGGAGCAGAGA

>hsa-mir-615

CCUGCGGAGCCGGCUCCGCCGGCGCUUGCGGCUCCGGAGGAUUCCAGCGACUCGGGAGGGGCGGGAGGGGGGUCCCCGGUGCUCGGAUCUCGAGGGUGCUUAUUGUUCGGUCCGAGCCUGGGUCUCCCUCUUCCCCCCAACCCCCCCUCAGCCCCUCCGGCUGCAGAGUGAAGGCUGCGGUGGAAAGUUUCCUGCCUGGG

>hsa-mir-744

CAGUGCUGCACUGAGCCAGGCGGGAGCUGGAAGAAGACGCAGCACACUGGGUUGGGCAAGGUGCGGGGCUAGGGCUAACAGCAGUCUUACUGAAGGUUUCCUGGAAACCACGCACAUGCUGUUGCCACUAACCUCAACCUUACUCGGUCCUGACCGGCUCGGCUUCUGUUUGUUUAUUUCAUCUCUACUCAGUACUGCCC

>hsa-mir-1184-3

GGUGAAUGGGAUGGAUCAGACUCCCUGUCCUGAGGGGGAGAUGGUUUCUUGCAGAACGAGGUGAAGGAGGUGGUUCUGCUCAGCAGUCAACAGUGGCCACAUCUCCACCUGCAGCGACUUGAUGGCUUCCGUGUCCUUUUCGUGGGUAGCCAUGACCAAAGACUGGAGCAGCAGAAAGAGCUCCUCGGGAAGCUGGCCGC

>hsa-mir-30c-2

GUACUGGGUUUCCUGAGGCUUGUGCUGCUGACUGCCAACCCCAUCCUAGAGAGCACUGAGCGACAGAUACUGUAAACAUCCUACACUCUCAGCUGUGGAAAGUAAGAAAGCUGGGAGAAGGCUGUUUACUCUUUCUGCCUUGGAAGUCAACUAAAGAGAAAUGGAUUUUGAAUAUUUCUAUGUCUUAGAAUUGAUCCUAU

>hsa-mir-495

GACCCUCAGUGUCCCUUCACGCCCAGGUGUGCCUCUGGCAGGGAGGACGUGCUCAUCUCUGGUACCUGAAAAGAAGUUGCCCAUGUUAUUUUCGCUUUAUAUGUGACGAAACAAACAUGGUGCACUUCUUUUUCGGUAUCAAAUAUCUCCUUGAAGUGCCUCCAUCCCCGACGGGACCCUGAGCAUGGGACCUGGUGUCA

>hsa-mir-106b

CCUUAAAGGGGUAGCUCCUUACCGUGCUCUCAUUGCCGCCUCCCCACCUCCCGCUCCAGCCCUGCCGGGGCUAAAGUGCUGACAGUGCAGAUAGUGGUCCUCUCCGUGCUACCGCACUGUGGGUACUUGCUGCUCCAGCAGGGCACGCACAGCGUCCGUGGAGGGAAAGGCCUUUUCCCCACUUCUUAACCUUCACUGAG

>hsa-mir-376a-1

ACUUUCUUUUCUGAUGACUCAAGCACAGGUGCACGCUUUCCUGGAUGGAAUCCUUCUUUGGUAUUUAAAAGGUAGAUUCUCCUUCUAUGAGUACAUUAUUUAUGAUUAAUCAUAGAGGAAAAUCCACGUUUUCAGUAUCAAAUGCUGCUUUGAAAACCUCGGAGGACGUGAAGUCGCCAUGGAAGAGGAGAUGUUAUCUG

>hsa-mir-1305

UGGUUCUGUUCCUUUAGAUAGCUUAACUGAGUACAAAAUUUGGGGUAUAGCAUUUCAGAAGAUCCUGCUGUUUCUACCAUUAGUUUUGAAUGUUUAUUGUAAAGAUACUUUUCAACUCUAAUGGGAGAGACAGCAGGAUUCUCCCAAAAAUUCAAGUAAAAAUCUGCACGAGGAAAAGAAGUCUCCUGAGAUGGAUUGAA

>hsa-mir-643

CAAAAUUAACCCACAAUUCUAUAGAAGUGUUAGGUAUUAUGUUCGACACACCAAGUGAUAUUCAUUGUCUACCUGAGCUAGAAUACAAGUAGUUGGCGUCUUCAGAGACACUUGUAUGCUAGCUCAGGUAGAUAUUGAAUGAAAAAUCUACACUAGUUUAAAGAAUAUCAUAACUUUUUAUGGAAAAGUAUAAUAAAACU

>hsa-mir-302d

UAUUGUAUUGACCGCAGCUCAUAUAUUUAAGCUUUAUUUUGUAUUUUUACAUCUGUUAAGGGGCCCCCUCUACUUUAACAUGGAGGCACUUGCUGUGACAUGACAAAAAUAAGUGCUUCCAUGUUUGAGUGUGGUGGUUCCUACCUAAUCAGCAAUUGCGUUAACGCCCACACUGUGUGCAGUUCUUGGCUACAGGCCAU

>hsa-mir-520g

UAACCUGGUCAAGGAAAAUUCCAACAAGAAACCCAGAGUGCUGGAGCAAGAAGAUCCCAUGCUGUGACCCUCUAGAGGAAGCACUUUCUGUUUGUUGUCUGAGAAAAAACAAAGUGCUUCCCUUUAGAGUGUUACCGUUUGGGAAAAGCAGUGUUGAAGUUGAUGCUGAUGUUGGUAAUAUAUUUGCAUGCUUAUUAUCA

>hsa-mir-551b

UAUCACCUUCUAGCUAACUGUCCUGACUUCAGACCUCUGUUAGAUCUGCCAGAUGUGCUCUCCUGGCCCAUGAAAUCAAGCGUGGGUGAGACCUGGUGCAGAACGGGAAGGCGACCCAUACUUGGUUUCAGAGGCUGUGAGAAUAACUGCAAUUUAGAGGGAAUACCAUUUAUGUUUAUGCAGGACUUCCAGAGAAAAAA

>hsa-mir-1200

GAACCAGGUUUCAAAUCCAGAGUUCUGUGACCCCAAAGCCCACAUUCUUCCUAGUUUACUAUGCUACUUCUCCUGAGCCAUUCUGAGCCUCAAUCACUUGCCAGAGAGAUUGGUUCAGGAAUUUGUCAGGGAUAGCCUGAAGUCCCAAAGUCUUCAGCCAGCAUCUGAGCAGUGUUAGAAAAGGCUGAGACUCACACGAU

>hsa-mir-329-2

CAGGACUGAAUGUCAAGUUUGGGGAAGGAAUCAGUGGUGUUCUUGUCAGUGUUACUUGGUGGUACCUGAAGAGAGGUUUUCUGGGUUUCUGUUUCUUUAUUGAGGACGAAACACACCUGGUUAACCUCUUUUCCAGUAUCAAAUCCCAUCUUGGAGGCCUUCUGGUCCAGACCUCAGCUUCAGGGAAGGGGUGCUGUGGA

>hsa-mir-130a

AGCUGAGUGGGCCAGGGACUGGGAGAAGGAGUGAGGAGGCAGGGCCGGCAUGCCUCUGCUGCUGGCCAGAGCUCUUUUCACAUUGUGCUACUGUCUGCACCUGUCACUAGCAGUGCAAUGUUAAAAGGGCAUUGGCCGUGUAGUGCUACCCAGCGCUGGCUGCCUCCUCAGCAUUGCAAUUCCUCUCCCAUCUGGGCACC

>hsa-mir-337

CUGCCAUCCGAGCGCUUGCACUGCGCUUCCGGGAGGAGGGUUGCGGCCCGUAGUCAGUAGUUGGGGGGUGGGAACGGCUUCAUACAGGAGUUGAUGCACAGUUAUCCAGCUCCUAUAUGAUGCCUUUCUUCAUCCCCUUCAACCACGCGCAGCCCCCGGACCCUCCUCUGCACCCUUGGCUGCACGGGGACGCGUCCUCA

>hsa-mir-449b

GUUUCAUGUUACAAAUUUAGCCUCAGUGACUGCCUGGGCCACGAGAAUCGGCAGUGACCUGAAUCAGGUAGGCAGUGUAUUGUUAGCUGGCUGCUUGGGUCAAGUCAGCAGCCACAACUACCCUGCCACUUGCUUCUGGAUAAAUUCUUCUUGUCAAUGAAGUGCUCUGGAUACCUGUGUGUGAUGAGCUGGCAGUGUAU

>hsa-mir-100

AAUGGUUGUAAUAUUUUAUUUUCAGACAUGUCACAGCCCCAAAAGAGAGAAGAUAUUGAGGCCUGUUGCCACAAACCCGUAGAUCCGAACUUGUGGUAUUAGUCCGCACAAGCUUGUAUCUAUAGGUAUGUGUCUGUUAGGCAAUCUCACGGACCUGGGGCUUUGCUUAUAUGCCAUUCAAUAUCCCUUCGAGUUAUUUC

>hsa-mir-3622a

UUAGUGGCAAGGUCUUGUUUUGUCACCCAGGCUGGAGUGCAGUGGUGUGAUCAUAGCCAAUAGAGGGUGCACAGGCACGGGAGCUCAGGUGAGGCAGGGAGCUGAGCUCACCUGACCUCCCAUGCCUGUGCACCCUCUAUUAUAUCACUCGUAUGUCUACCAUUGUUUGCAGAUCGUGAGCUGCUUGAUGACUGAUGCUA

>hsa-mir-200a

CCGGUUCUUCCCUGGGCUUCCACAGCAGCCCCUGCCUGCCUGGCGGGACCCCACGUCCCUCCCGGGCCCCUGUGAGCAUCUUACCGGACAGUGCUGGAUUUCCCAGCUUGACUCUAACACUGUCUGGUAACGAUGUUCAAAGGUGACCCGCCGCUCGCCGGGGACACCACCGAGGCACAUCCGGAGCUCCUACUCCAGGG

>hsa-mir-7-3

UGGGCAGGGGUCUCAGACAUGGGGCAGAGGGUGGUGAAGAAGAUUAGAGUGGCUGUGGUCUAGUGCUGUGUGGAAGACUAGUGAUUUUGUUGUUCUGAUGUACUACGACAACAAGUCACAGCCGGCCUCAUAGCGCAGACUCCCUUCGACCUUCGCCUUCAAUGGGCUGGCCAGUGGGGGAGAACCGGGGAGGUCGGGGA

>hsa-mir-892a

AUAAAAGAUGCAGGGGACAAUGGUGGGGGAUGGGGCGGCACCUUCACAAUCAGCCAUGCUGUGGGCAGUGCCUUACUCAGAAAGGUGCCAGUCACUUACACUACAUGUCACUGUGUCCUUUCUGCGUAGAGUAAGGCUCACUAAGUACAAGUUUGUGGUGGCCUUCGGACAGGUAAUAGGGUGGAGCUGCAGGAGUUGUC

>hsa-mir-3156-2

UUUUCAGUAAUCUGUGCUUAGAUGAGCUAAAUAUUUAAAGGUUGGAGACUGCCAUGAAGCUCUGCAGAAGAAAGAUCUGGAAGUGGGAGACACUUUCACUAUAUAUAGUGGCUCCCACUUCCAGAUCUUUCUCUCUGUAUAUAUAGUACUUAGAGAAAUCCAACUAUCAGGACUCAGUUUUUCUAGCAGUCUCUCUCCUU

>hsa-mir-941-1

CCCGGCUGUGUGGACAUGUGCCCAGGGCCCAGGACAGCGCCACGGAAGAGGACACACCCGGCUGUGUGGACAUGUGCCCAGGGCCCGGGACAGCGCCACGGAAGAGGACGCACCCGGCUGUGUGCACAUGUGCCCAGGGCCCGGGACAGCGCCACGGAAGAGGACGCACCCGGCUGUGUGCACAUGUGCCCAGGGCCCGG

>hsa-mir-185

GGAGACCUGCUGGCUAGAGCUGGGUUGGGGGCCGGUGGGCAGUGGGCCUGGCUCGAGCAGGGGGCGAGGGAUUGGAGAGAAAGGCAGUUCCUGAUGGUCCCCUCCCCAGGGGCUGGCUUUCCUCUGGUCCUUCCCUCCCAAUGACCGCGUCUUCGUCGAGGCCACAGCCCUUGGCUCUGCGCCCACACCUCCAGUGCCAG

>hsa-mir-362

CUACACAUGCACACAUACAAACACACAAAAAGGGCAGGUGUCAGAGCCUUCUUGUCUGCUCCCCCUCUUGAAUCCUUGGAACCUAGGUGUGAGUGCUAUUUCAGUGCAACACACCUAUUCAAGGAUUCAAAGAGGCUGAGCCUUGUCUACAUGUAGAAGGACCAACAACCUGUCCCCUUCUUUCACAUGUUUGUGUUUGC

>hsa-mir-642a

CUGGUGGGACCAGGAAGUUCUCAGUCCAUUUCCUAUCUCCUACACUCUCCACAGUUUAUCUGAGUUGGGAGGGUCCCUCUCCAAAUGUGUCUUGGGGUGGGGGAUCAAGACACAUUUGGAGAGGGAACCUCCCAACUCGGCCUCUGCCAUCAUUUAACUCUCCCAGCCUAUCACUCCCAUACUGGAAUUUUCCGUUCCUC

>hsa-mir-520b

UUUAACCUGGUUAAGGAAGAUUCCAACAAAAAAUCCACGGUGCCACAGCAAGAAGAUGUCAGGCUGUGUCCCUCUACAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAAGAAAGUGCUUCCUUUUAGAGGGUUACCGUUUAAGAAAAGCAACGUUUAGGUGGAUGCUGAUCUUGGCAAUAAUACAUUUGCAGAGCAUGCUU

>hsa-mir-106a

AUCUGUGAGGACGGAAAAGAAGAGCUCCUGGAAGACUUAAAAUUUUGCUACAGGAAUAGGCCUUGGCCAUGUAAAAGUGCUUACAGUGCAGGUAGCUUUUUGAGAUCUACUGCAAUGUAAGCACUUCUUACAUUACCAUGGUGAUUUAGUCAAUGGCUACUGAGAACUGUAGUUUGUGCAUAAUUAAGUAGUUGAUGCUU

>hsa-mir-202

GGACCCUCCCCCAGGACAGCCACCUCCCAGUGCUGAAGAGCCGGCCCGCCUCAGAGCCGCCCGCCGUUCCUUUUUCCUAUGCAUAUACUUCUUUGAGGAUCUGGCCUAAAGAGGUAUAGGGCAUGGGAAAACGGGGCGGUCGGGUCCUCCCCAGCGGCACCUGCACCAGUGCACCUGCACCUGCUCCAGCAGCACCUGCC

>hsa-mir-640

AUGAUGGUGAGGAGGUUACAUUGGGAGAAUGAGCCCUGCGUGCUGCCUGUGUGCUCUGUGACCCUGGGCAAGUUCCUGAAGAUCAGACACAUCAGAUCCCUUAUCUGUAAAAUGGGCAUGAUCCAGGAACCUGCCUCUACGGUUGCCUUGGGGAUUCAGAGAUGCUGUGUGAGCAUAGUACCUGGAACAUACUCCUAAGU

>hsa-mir-296

GGGAAGAUCCUGAGUGAAAUUGUGAAAUCAGGCCCAGCCUCAUGUGGGAGGUGAGGAGAAAGGACCCUUCCAGAGGGCCCCCCCUCAAUCCUGUUGUGCCUAAUUCAGAGGGUUGGGUGGAGGCUCUCCUGAAGGGCUCUGAAGAGCGCUGCACCCGCAGCUGUGUGCCAGGAGUGGAGACAGGACAGUCGAUACAAGAG

>hsa-mir-548h-4

AGAAAACUUGAAGCCAAACUUGUGAUCCUUCGUUGUUCCAUUUCCAAAGCUAUUAGGUUGGUGCAAAAGUAAUCGCGGUUUUUGUCAUUACUUUAAUUACUUUACGUUUCAUUAAUGACAAAAACCGCAAUUACUUUUGCACCAACCUAAUACUUGCUAUCAUCACUUCUUGUCUAUUUUCCAUUCCUCUUAUAAAUGUU

>hsa-mir-548i-3

CCAAACUUUGUUGAUCUUCAUCAAUCCCUCUGAUGCAGAUGGCUCCGAAGUUUACAUCCUAUUAGGUUUGUGCAAAAGUAAUUGCGGAUUUUGCCAUUAAAAGUAAUGGCAAAAAUAGCAAUUAUUUUUGUACCAGCCUAGUAUCUUUUCUCCUUCUACCAAACUUUGUCCCUGAGCCAUCUCAUCACCUAUAACUACCU

>hsa-mir-525

UUUAACCCAGUGAAGGAAGAUUUCAACCAAAAACCCACGGUGCUGGAGCAAGAAGAUCUCAAGCUGUGACUCUCCAGAGGGAUGCACUUUCUCUUAUGUGAAAAAAAAGAAGGCGCUUCCCUUUAGAGCGUUACGGUUUGGGUAAAGCAACGUUGAAGUUGAUGCUGAUCUUGGUAAUAUAUUUGCAGAGCAUGCUUAUA

>hsa-mir-496

AGUAUCCCGUCCGUCCUCAGGCCUGCUGCUGGGACGCGCUGGAAGCGAGCACCCAAGUCAGGUACUCGAAUGGAGGUUGUCCAUGGUGUGUUCAUUUUAUUUAUGAUGAGUAUUACAUGGCCAAUCUCCUUUCGGUACUCAAUUCUUCUUGGGAAACGUCACGAGGGGAAAGCCCAGCCGGCACCUGCGCAGGGUAAGGA

>hsa-mir-431

GUGGGUGGGUGGCUGCUGUGUGGCUGGGUGGGGCCUCCUGCACGUCGUUGUCCUGCUUGUCCUGCGAGGUGUCUUGCAGGCCGUCAUGCAGGCCACACUGACGGUAACGUUGCAGGUCGUCUUGCAGGGCUUCUCGCAAGACGACAUCCUCAUCACCAACGACGUGCAGCUCCAGGUAGCGGUUCUGACGCAGGGCAGGG

>hsa-mir-1281

GGCCGGUGCGGCGGCGGCGGCGCGGAGCGCGGCGGCAGGAGGAGGGUUCGGAGGGUGGGGGCGCAGGCCCGGGAGGGGGCACCGGGAGGAGGUGAGUGUCUCUUGUCGCCUCCUCCUCUCCCCCCUUUUCGCCCCCGCCUCCUUGUGGCGAUGAGAAGGAGGAGGACAGCGCCGAGGAGGAAGAGGUUGAUGGCGGCGGC

>hsa-mir-1972-1

CAGACUGGUAUUGAACUUCUGAGCUUAAGCCAACAUCUUGCUUGUCUCCUGAGUAGAGGGACUAUAGGCAUGUGCCACCACACCUGGCUUAAAUGUGUCAUUUAAAAAUUCAGGCCAGGCACAGUGGCUCAUGCCUGUAAUCCCAGCAAUUUGGGAGGCUGAGGCAGGCGGAUCACCUGAGGUCAGGAGUUCGAGACCAG

>hsa-mir-3179-1

CCUCCCACCUUGGGCUCCCUAAGUGUUGGGAUUACAGGCAAGAGUCACCACGCCCAGCCAGGAUCACAGACGUUUAAAUUACACUCCUUCUGCUGUGCCUUACAGCAGUAGAAGGGGUGAAAUUUAAACGUCUGUGAUCCUGGGGUUGUUGAAGAUGCCACCCAUCUACAUAUUCUUUCAGAUGCACAAUAUUUCACUGU

>hsa-mir-524

UUUAACCUGGGCAAGGAAAAUUCCAACAAAAAACCCAGAGUUCUGGAGCAAGAAGAUCUCAUGCUGUGACCCUACAAAGGGAAGCACUUUCUCUUGUCCAAAGGAAAAGAAGGCGCUUCCCUUUGGAGUGUUACGGUUUGAGAAAAGCAGCGUUGAAGUUGAUGCUUAUCUCGGUAAUACAUUUGUAGAGCAUGCUUAUC

>hsa-mir-764

UAUACUCUGCCAUAGUAUAAAGAAUCCUGGUGUGUUCGGGUGAUAUUUUCAAUCUAAAAUCUAGGAGGCAGGUGCUCACUUGUCCUCCUCCAUGCUUGGAAAAUGCAGGGAGGAGGCCAUAGUGGCAACUGUUACCAUGAUUAAUUUCGUUGGGAUAGAAGAUGGACCCGCUGGUUGUAAUCAAUGCAUUGAGGACUCUC

>hsa-mir-1913

GGCCUGCAGAAGCUGGGCACACCCUGCUGUUCCUUCUCGGCCGUGGGCAGCGCAGUUGCAAACCUCUACCUCCCGGCAGAGGAGGCUGCAGAGGCUGGCUUUCCAAAACUCUGCCCCCUCCGCUGCUGCCAAGUGGCUGGUGUCAAGUCCCAUCCCACGUGUCAUUUACAUUACUUGCUAGGGUGCUUUUCUGAAGAAAU

>hsa-mir-520e

CAAGGUUUUAGAAUCCAAGGAAACCAAUAAACACCCAGAGUGCUGGAGCAAGACUGUCUCCUGCUGUGACCCUCAAGAUGGAAGCAGUUUCUGUUGUCUGAAAGGAAAGAAAGUGCUUCCUUUUUGAGGGUUACUGUUUGAGAAAAGCAACCUUGAGGUUGAUGCUGAUGUUUGUAACACACCUGCAGAGUAUACUUAUA

>hsa-mir-526b

UUUAACUUGGUCAAAGAAAAUUCCAGGAAAAAAUCCACGGCAUCAGAGCAAGAAGAUGUCAGGCUGUGACCCUCUUGAGGGAAGCACUUUCUGUUGUCUGAAAGAAGAGAAAGUGCUUCCUUUUAGAGGCUUACUGUCUGAGAAAAGCAACGUUGUAGUUGAUGCUGAUCUUUGUAAUAUCUUUGCAGAGCACGCUUAUA

>hsa-mir-3150b

GCCAGCUUGGCCGCCUCCCUGCAGAGGGCUGACGCUUCUCCAGAAGUUGUAAGAAAAGGAGGGAAAGCAGGCCAACCUCGAGGAUCUCCCCAGCCUUGGCGUUCAGGUGCUGAGGAGAUCGUCGAGGUUGGCCUGCUUCCCCUCACUCCUCGGGCCUUGCUCUUCCCCCAGGUGCCCACUGCCCUCCCUGCUGUGUACCA

>hsa-mir-518b

UGGUCAAGGAAAAUUCCAACAGCAACAUCAAAAAACCAGUGUUGGAGCAAGAAUAUGUCAUGCUGUGGCCCUCCAGAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAACAAAGCGCUCCCCUUUAGAGGUUUACGGUUUGAGUAAAGCAGCGUUGAAGUUGAUGCUGAUCUUGGUAAUACAUUUGCAGAGCGUGCUUAUCA

>hsa-mir-330

CUUGGUGACUCCCUUCUUCCAGGAUCGCGUCCCUGCCACUUCGUGCUGUGUGAUCUUUGGCGAUCACUGCCUCUCUGGGCCUGUGUCUUAGGCUCUGCAAGAUCAACCGAGCAAAGCACACGGCCUGCAGAGAGGCAGCGCUCUGCCCCUUACUCGGCCCCGUUUUCAUCGGAGACCUCCGGGGAGCGGUGGGGGUGGAG

>hsa-mir-1227

AGCGAGGAGCAGUGUCAGGAGUGGAUGGAGGCUCUGCGUCGGGCCAGGUGGGGCCAGGCGGUGGUGGGCACUGCUGGGGUGGGCACAGCAGCCAUGCAGAGCGGGCAUUUGACCCCGUGCCACCCUUUUCCCCAGCUACGAGUUCAUGCGGAGAAGCCUCAUCUUCUACAGGAACGAAAUCCGGAAGGUGACGGGCAAGG

>hsa-mir-145

ACUCCAGCUGGUCCUUAGGGACACGGCGGCCUUGGCGCUGAAGGCCACUCGCUCCCACCUUGUCCUCACGGUCCAGUUUUCCCAGGAAUCCCUUAGAUGCUAAGAUGGGGAUUCCUGGAAAUACUGUUCUUGAGGUCAUGGUUUCACAGCUGGAUUUGCCUCCUUCCCACCCCACAGUUGCCCCCCAAUGGGGCCUCGGC

>hsa-mir-320b-2

AUUGUUAGUGCCAUUUUUAUUGUAAAUAUCAGAAUUGUUAUUUUUUGUCUUCUACCUAAGAAUUCUGUCUCUUAGGCUUUCUCUUCCCAGAUUUCCCAAAGUUGGGAAAAGCUGGGUUGAGAGGGCAAAAGGAAAAAAAAAGAAUUCUGUCUCUGACAUAAUUAGAUAGGGAACCAGUUGGGAAGCUGUAAGAAUAAUGC

>hsa-mir-148b

CUAAGUCACCCAAUCUCCCACAAAACAAUCUGCCUAUACAUCAUUUCCAAGCACGAUUAGCAUUUGAGGUGAAGUUCUGUUAUACACUCAGGCUGUGGCUCUCUGAAAGUCAGUGCAUCACAGAACUUUGUCUCGAAAGCUUUCUAGCAGCUACCCAUUUUGGGAGUGGGAGGGAAGAAUAGACCUUUUAAAUUCUUUCA

>hsa-mir-372

CUAUGGCCGUUUCCUCGUGAUAUAAAUUUCUUGGCCGGGGCUCUUGCAGAUGGAGCUGCUCACCCUGUGGGCCUCAAAUGUGGAGCACUAUUCUGAUGUCCAAGUGGAAAGUGCUGCGACAUUUGAGCGUCACCGGUGACGCCCAUAUCAACGGAUGCCGUGGAGCUCGGUCUUCUGCAGGAACUAAAGAGCCUGUGGUU

>hsa-mir-30d

CUGAAGAUGAUGACUGGCAACAUUUAUGUCUGUUCCUCCUCUUAAAUUUCUUGUUCAGAAAGUCUGUUGUUGUAAACAUCCCCGACUGGAAGCUGUAAGACACAGCUAAGCUUUCAGUCAGAUGUUUGCUGCUACCGGCUAUUCACAGACAUCCUCUUGAUAUAAUUCUGUCCCGGAGUGGAGUUGAGGAGGCUAUAAAA

>hsa-mir-1301

UGCAAACAGCCUUUCCACUGACGCAGUGCCUUGGGGGCUCUGCCAAGCGACCCCUAGAAUGGGGAUUGUGGGGGGUCGCUCUAGGCACCGCAGCACUGUGCUGGGGAUGUUGCAGCUGCCUGGGAGUGACUUCACACAGUCCUCUCUGCCUCCAGGGUCACCCGGAACGGGGUUGCGGGGGACAAGCUGUGGGCGGGGGG

>hsa-mir-3116-1

UACUCAUGUCUUCAGUUUUGCUUUUCUUUGUUCUUUCUUUCUUGUUCAUUCAUUCAUCAAGCACUUUAUUGAGUCCCUACUAUGUUCCAGGCACUGGGUAUCGUAGGUGCCUGGAACAUAGUAGGGACUCAAUAAAGGAGCUAUGCUUCCUUUAUGUGAAUUAAAUGUCACUGAUGUAGCUGGCAUUUAGUAGGCUUUCA

>hsa-mir-654

UGGGAUCAUGGCUGGACUGAAGCCACCAUCAGGGACGUGAGGUGGGGCUGAGCCCUCCAGGGUAAGUGGAAAGAUGGUGGGCCGCAGAACAUGUGCUGAGUUCGUGCCAUAUGUCUGCUGACCAUCACCUUUAGAAGCCCCCUUUCGCUGAGGAGCCAGCUUGGUGCACAGGCUGUGGUGUGUUGUCACAGCUAUGCUAC

>hsa-mir-720

UCAGGUGGCGCCCCGCCUCCGAGCCGGCCGUCCUUCCGGGGGAGCCUGGAGCGAGACCGGAUCUCACACGGUGGUGUUAAUAUCUCGCUGGGGCCUCCAAAAUGUUGUGCCCAGGGGUGUUAGAGAAAACACCACACUUUGAGAUGAAUUAAGAGUCCUUUAUUAGCCGGCGACCGAGAGACCGCUAACACUCAAAAUUC

>hsa-mir-217

GAGAAUAAAGUUGUUGCAUUUGGAAAUAAAUGAUAUUUAGUAUAAUUAUUACAUAGUUUUUGAUGUCGCAGAUACUGCAUCAGGAACUGAUUGGAUAAGAAUCAGUCACCAUCAGUUCCUAAUGCAUUGCCUUCAGCAUCUAAACAAGCACCAGUAAAUACCUCAAGUUAGAUUUGCUGUGAUGUGUUCAUGGUCAUCCA

>hsa-mir-3118-4

UUGCCUCUCCCAGGACCCCAGCCUGGCCACAUCUGCUUACAGGGCACUCUCAGGUGCCCACACAUACUACAAUAAUUUUCAUAAUGCAAUCACACACAAUCACCGUGUGACUGCAUUAUGAAAAUUCUUCUAGUGUGAUUUACAGCUCUGUCAGGUCAGUUAUUUUCUUCUUUAUACUUGCUAUUUUGUCUGUUAGUUCC

>hsa-mir-99b

GCUGAGGGCCUGGACUCCUGGGUUCCUUGGGGAGGAGGGGCCGGGGGCCCGGACUCCUGGGUCCUGGCACCCACCCGUAGAACCGACCUUGCGGGGCCUUCGCCGCACACAAGCUCGUGUCUGUGGGUCCGUGUCGGGGGCUCACCAUCGCGGCUGGGGCCUCCCCGGCCCUCCCCCUCAUCCCUGGUCCUCCUGGUCCC

>hsa-mir-624

UGUUCUUGUAAUGAAAAAGAAAAAAAGGUUAAAAAAGGAUGUGCUUUUGACCAAUAUAUAAUGCUGUUUCAAGGUAGUACCAGUACCUUGUGUUCAGUGGAACCAAGGUAAACACAAGGUAUUGGUAUUACCUUGAGAUAGCAUUACACCUAAGUGGUUUCAGUGAACAAGAUUUAAAAGACUAGAAUUAAAGCAAUUAU

>hsa-mir-633

GUCCUGGCUUAUUGCUUACCUGAUUAAUGGUUUUGGUUAUGCUACUCAACCUCUCUUAGCCUCUGUUUCUUUAUUGCGGUAGAUACUAUUAACCUAAAAUGAGAAGGCUAAUAGUAUCUACCACAAUAAAAUUGUUGUGAGGAUAAAAAAAAAUAUUAAUUAGGAUGCAGUAUGAAAAAAAUAAAAGUUAGCUAUCUUUA

>hsa-mir-506

CAUCUGUAGUUUCCCCGUGUUACUAUUAAGAUGGUCAGUGCCACCACCAUCAGCCAUACUAUGUGUAGUGCCUUAUUCAGGAAGGUGUUACUUAAUAGAUUAAUAUUUGUAAGGCACCCUUCUGAGUAGAGUAAUGUGCAACAUGGACAACAUUUGUGGUGGCAUUGGUAAUGACGAGUGGAAUUUCAGUGACAAUACUG

>hsa-mir-601

AGUCUCUAUCCAGACAACUCAGCGGCUACACGCUGACUUCCUGUGAUGCCUUGAAAAAGUGCAUGAGUUCGUCUUGGUCUAGGAUUGUUGGAGGAGUCAGAAAAACUACCCCAGGGAUCCUGAAGUCCUUUGGGUGGAAAGGGGGAGGCCCCCAUGUCUGUCUGGCUCUCAGAAAAUGGGAAAGAAGGUAAGGGACAUGG

>hsa-mir-635

CCGGAAGUAGUGUUUGGGCCAAGACUUGGAGCAUCAGCUCCUAGAGCCAGAGAGGAGCUGCCACUUGGGCACUGAAACAAUGUCCAUUAGGCUUUGUUAUGGAAACUUCUCCUGAUCAUUGUUUUGUGUCCAUUGAGCUUCCAAUUGUAAAAGGAUGGAGUGCAGGUCUGGCUUCUUUCUCCCGCAGAUCCGUGGAACCC

>hsa-mir-454

UAGAUUAUCAUAAUUGCUUAGUGAAUUUCUGCCAUCUAACUAAAAAAAAUUCUGUUUAUCACCAGAUCCUAGAACCCUAUCAAUAUUGUCUCUGCUGUGUAAAUAGUUCUGAGUAGUGCAAUAUUGCUUAUAGGGUUUUGGUGUUUGGAAAGAACAAUGGGCAGGCUGCAGAAAGUAUGUAGCAGAAACAAGCAAAAGUC

>hsa-mir-186

CCAUUAUAAUUAAGGUUUACAGAACACCCAUCAUAUUCUUCCCAAACAUUUUUUCAUUGCUUGUAACUUUCCAAAGAAUUCUCCUUUUGGGCUUUCUGGUUUUAUUUUAAGCCCAAAGGUGAAUUUUUUGGGAAGUUUGAGCUAAAUUCCUUCAACCAAAAUAUACAAGUGAAGAAAAAAAAUUUGUAUUUAAACAUUUG

>hsa-mir-548w

GGACAAAUUUUUCCAAGAGGAAAGGACUGUAACAUCACCUGAUGUUAAGAUAGGGCCUAGUUAGGUUGGUGCAAAAGUAACUGCGGUUUUUGCCUUUCAACAUAAUGGCAAAACCCACAAUUACUUUUGCACCAAUCUAAUAGGUUGAUUGCCAAGUCUCCUUGCACUUUCCAUCAUCUAUUACCGUUUCAUUCGUACGC

>hsa-mir-650

GCAUGGAGGUCCCGCCCUUCUCUGAGGCAGAGGGAUAAGACAGGGCUGGGGGCAGGCCCAGUGCUGGGGUCUCAGGAGGCAGCGCUCUCAGGACGUCACCACCAUGGCCUGGGCUCUGCUCCUCCUCACCCUCCUCACUCAGGGCACAGGUGAUGCCUCCAGGGAAGGGGCCACAGGGACCUCUGGGCUGAUCCUUGGUC

>hsa-mir-517c

UAAAUAAAUAAAUACAUAAAUACAUAAAAAAUAACCCAGAGUACUGGAGCAAGAAGAUCUCAGGCAGUGACCCUCUAGAUGGAAGCACUGUCUGUUGUCUAAGAAAAGAUCGUGCAUCCUUUUAGAGUGUUACUGUUUGAGAAAAUCAACGUUGAAGAUGCUGCUGAUCUUGGUAACACAUUUGCAGAGCGUGCUUAUCA

>hsa-let-7i

GAGCGCCGGAGCCGCUUUGCUGCCCUCCGCGUGGUCCCGUGCCUCCCCGACACCAUGGCCCUGGCUGAGGUAGUAGUUUGUGCUGUUGGUCGGGUUGUGACAUUGCCCGCUGUGGAGAUAACUGCGCAAGCUACUGCCUUGCUAGUGCUGGUGAUGCUCAGCGCCGCGGAGGACAAUGGCUGGGAAUCCCCUUUGUUUUC

>hsa-mir-885

UGCCACCGUCUCCAGGGAGCCUAGGACGACACCGUGACUGCAGAAGGCCCAGUCUGCUACUCGGCCCGCACUCUCUCCAUUACACUACCCUGCCUCUUCUCCAUGAGAGGCAGCGGGGUGUAGUGGAUAGAGCACGGGUUCAAGUCCCGGCUCCACCACUCACAGCUGUGUGACCCUGGGCCAUCACUCAAGCUCUCUGA

>hsa-mir-1205

CUUCUGGAUGGAUGCACCACGAUAGGGAAAUCAGCAAGCUGAAGAUAGGGAAAGUGAACACUUAUCACUGAAGGCCUCUGCAGGGUUUGCUUUGAGGUACUUCCUUCCUGUCAACCCUGUUCUGGAGUCUGUCUCCAUUUUUCAGACACAAAAACUGAGGCAUAGAUAACUGUUUUCUGUUUUUUGUGGGGAGAGAGUAU

>hsa-let-7a-2

ACUAACUUGUAAUUUCCCUGCUUAAGAAAUGGUAGUUUUCCAGCCAUUGUGACUGCAUGCUCCCAGGUUGAGGUAGUAGGUUGUAUAGUUUAGAAUUACAUCAAGGGAGAUAACUGUACAGCCUCCUAGCUUUCCUUGGGUCUUGCACUAAACAACAUGGUGAGAACGAUCAUGAUUCCUCCAGGCCUUUUCUCCCUAUG

>hsa-mir-891a

AUUAUAAUUACGUAGCUUCUUUGUUUUUUUCUAGGUUCCCAAAGAGUCUACAAAUGUUGUCUCCUUAAUCCUUGCAACGAACCUGAGCCACUGAUUCAGUAAAAUACUCAGUGGCACAUGUUUGUUGUGAGGGUCAAAAGAGAUAAUCUCUACAGGCCUCAUGGACACUGCAAACCAUGUAAGUCAUCAGUUAUGUAGCU

>hsa-mir-29b-1

AGGUUGUCUUGGGUUUAUUGUAAGAGAGCAUUAUGAAGAAAAAAAUAGAUCAUAAAGCUUCUUCAGGAAGCUGGUUUCAUAUGGUGGUUUAGAUUUAAAUAGUGAUUGUCUAGCACCAUUUGAAAUCAGUGUUCUUGGGGGAGACCAGCUGCGCUGCACUACCAACAGCAAAAGAAGUGAAUGGGACAGCUCUGAAGUAU

>hsa-mir-1202

CAAAGUCAGCUGGUGGUAGUGAUGGCAGCAGCAGCCCAUCUGGAGCACCUGCUGCAGAGGUGCCAGCUGCAGUGGGGGAGGCACUGCCAGGGCUGCCCACUCUGCUUAGCCAGCAGGUGCCAAGAACAGGUGGGAGCCCCACCCCCUACUGAGUUGGCAGGAUGGGAGCCCCUUGCUCCCUGGCACACAGCUACAGCUGC

>hsa-mir-507

GACUGAGAGUGUUGGGAUUCUGACUGAAAUGGCGGAGUGAGGGACAUUUUCCGCUGUGCUGUGUGUAGUGCUUCACUUCAAGAAGUGCCAUGCAUGUGUCUAGAAAUAUGUUUUGCACCUUUUGGAGUGAAAUAAUGCACAACAGAUACAAGUCAGAACUACCCACUCAGUGAUGGGUCAACUCAUACAACCCUUUAAAG

>hsa-mir-935

UCGAGCGCAGCCGCGAGGCGCACUGCCAGUCUCGCUCGGACCUGCUCAAGGCCGGCGGGGGCGCGGGCGGCAGUGGCGGGAGCGGCCCCUCGGCCAUCCUCCGUCUGCCCAGUUACCGCUUCCGCUACCGCCGCCGCUCCCGCUCUAGCUCCCGCUCCAGCGAGCCGUCGCCGUCGCGGGACGCGUCUCCCGGCGGCCCC

>hsa-mir-511-2

AAGUAUAUUUGCUUUAUCAACAUUCUAAGUAUUGGAAUGAUCCAACGAUAAGAAAACAAUAGACACCCAUCGUGUCUUUUGCUCUGCAGUCAGUAAAUAUUUUUUUGUGAAUGUGUAGCAAAAGACAGAAUGGUGGUCCAUUGAAUCCCCAGGAUGAAGACAUGAGGAGACGUGGGAGGGAUGCUAUCUGCUGGGAAUAG

>hsa-mir-377

CAGGCAAUGCCGCCUUUGGUGAAGAGGCAUCUCGGUGUGUUCUUGCCCGUGCUGAUGUUUGACCCUUGAGCAGAGGUUGCCCUUGGUGAAUUCGCUUUAUUUAUGUUGAAUCACACAAAGGCAACUUUUGUUUGAGUAUCAAAUCCUGCUUGGGAUGGCUUCCGGGACCCAGUGGCAAGCUCAGGGGCAUCUACACCCCU

>hsa-mir-582

ACAGAGCCCUGCUGAACACCACUAGCAAAUCUCUCUCUAGUAGACCACAACAAGUCAAUCUGUGCUCUUUGAUUACAGUUGUUCAACCAGUUACUAAUCUAACUAAUUGUAACUGGUUGAACAACUGAACCCAAAGGGUGCAAAGUAGAAACAUUUCAUUGUGAAGUCGGCUGGGGACAAAGAAAACACCACCAGAACCC

>hsa-mir-937

AGACACUCUGGGGGCUCUGCCCAAUCUUCGGGAGCUGUGGCUUGACCGGAACCAGCUGUCAGCACUGCCCCCGGUGAGUCAGGGUGGGGCUGGCCCCCUGCUUCGUGCCCAUCCGCGCUCUGACUCUCUGCCCACCUGCAGGAGCUCGGGAACCUGCGGCGCCUGGUGUGCCUGGACGUGUCGGAAAACCGGCUGGAGGA

>hsa-mir-448

UUUCAGCAGAAACUGGAACUUCAUGGUGCAGCAGUUCAUCUUCGCAUGGGCCGGGAGGUUGAACAUCCUGCAUAGUGCUGCCAGGAAAUCCCUAUUUCAUAUAAGAGGGGGCUGGCUGGUUGCAUAUGUAGGAUGUCCCAUCUCCCAGCCCACUUCGUCAUGACAGACACCAGAAACACCACUCUGCUUCACUGAAGAAC

>hsa-mir-1185-2

GAGAUGUCCACUCCGGCAAAGACCCGGCAUGGUCCUCACCUGCUCUUUGAGCCACCCUUUGGUACUUAAAGAGAGGAUACCCUUUGUAUGUUCACUUGAUUAAUGGCGAAUAUACAGGGGGAGACUCUCAUUUGCGUAUCAAACUGUCGGAGAAGACACUCAUACCCUGCUUGUCUCCAGGACAAAGCCUCGGAUGUCAG

>hsa-mir-921

CGGGAAAUCAUCUAGCUCAUUUGCUUCUUUUACAGAUGGGGACGCUGAAGCCCAGAAAAGGGCAGUGCCACAACUAGUGAGGGACAGAACCAGGAUUCAGACUCAGGUCCAUGGGCCUGGAUCACUGGCUAAUUCUGUGGGUCAGGGCUGGAGGCACCCAGCACACCUAGUCUUCAAAGCAGCAGUCAGUGGUCACCUCC

>hsa-mir-1825

UGCUGAGGAGGUUGGAGAGAGAAAGGGUGAAAGCAGAGAGACCAGUGCAGGGCUGUUAACAGGGUUGCAGGCGAGAGACUGGGGUGCUGGGCUCCCCUAGACUAGGACUCCAGUGCCCUCCUCUCCCAAGAGACAAAGGCCAUUGCAUUGAAGGAGGUGGGAAAUGAUUAGAUUCUGAACAUAUGUAAUUAUUUUUCAGU

>hsa-mir-194-1

UACUUAGAGAUAUCGUACAGCUCCCAUGAUGAGCAAAAGGAAUCUCCUUAUAUGUUUAAUGGUGUUAUCAAGUGUAACAGCAACUCCAUGUGGACUGUGUACCAAUUUCCAGUGGAGAUGCUGUUACUUUUGAUGGUUACCAACUUGCUACAAUAUAAAGGUAUAAUAAAGAAAGACAGAAAAUUGUGGUCACUUGGACU

>hsa-mir-576

UGUAUUUAACUUUUGAGAAACUGCCAAACUGUUUUCCAAAGUAACUGCACCAUUUUACAAUCCAACGAGGAUUCUAAUUUCUCCACGUCUUUGGUAAUAAGGUUUGGCAAAGAUGUGGAAAAAUUGGAAUCCUCAUUCGAUUGGUUAUAACCAUCCUAGUGGAUGUGAAAUGUUAUCUCGUUGUUUUGAUUUUCAUUUUC

>hsa-mir-376b

GCUUCCAUUUUCCAUGAACUGUGUUCAGAUUUGUCCUUUCCAGAGCCCAGUCCUUCUUUGGUAUUUAAAACGUGGAUAUUCCUUCUAUGUUUACGUGAUUCCUGGUUAAUCAUAGAGGAAAAUCCAUGUUUUCAGUAUCAAAUGCUGCUUUGGAAAUGUUUCUGGAAGAGACCGUAGGGCCUGAGUAGGUGCAAAGAUGG

>hsa-let-7f-1

UGUUGAAAUUUUCUUUCGAAAGAGAUUGUACUUUCCAUUCCAGAAGAAAACAUUGCUCUAUCAGAGUGAGGUAGUAGAUUGUAUAGUUGUGGGGUAGUGAUUUUACCCUGUUCAGGAGAUAACUAUACAAUCUAUUGCCUUCCCUGAGGAGUAGACUUGCUGCAUUAUUUUCUUUUUAUUUAGAUGAUAUUAAAACUCAG

>hsa-mir-3120

AGAUGCUAUGGUGUGAGGGCUGCUUUCUUUCAAUGGCUGGUUGUCAUUCAGGCUGGGUUGUCAUGUGACUGCCUGUCUGUGCCUGCUGUACAGGUGAGCGGAUGUUCUGCACAGCAAGUGUAGACAGGCAGACACAUGACAACUCUGUCCAGCCAGGCCCUUGGUUCCUUCAGGUUUCCUUUGCUCAUAGACAGAUACAA

>hsa-mir-592

CUCUUGCCCUUCCUGGGGCCAGGCUGUGGGGAGUGCUGAUGAAUUUAAUUUGAUGAUAUUAUGCCAUGACAUUGUGUCAAUAUGCGAUGAUGUGUUGUGAUGGCACAGCGUCAUCACGUGGUGACGCAACAUCAUGACGUAAGACGUCACAACGCCAGUUAAAGACGUGAUUCCAGAAGGGUUUUUAAACUGAGCAACAA

>hsa-mir-494

AAGAUUCGGCAGUUCUGUUUUGAUUUUUUUUGUUUGUUUUUUGAUCAGUGCUAAUCUUCGAUACUCGAAGGAGAGGUUGUCCGUGUUGUCUUCUCUUUAUUUAUGAUGAAACAUACACGGGAAACCUCUUUUUUAGUAUCAAAUCCCACCCUGGAGGCACUUCCUGUUCCUGAUGCAGCCUUCAGGGAGGGACGUUGCCG

>hsa-mir-1207

CCUGAGGAAUCAGAGAUAGGAGCCCUUUCUUUUUCCUGGCCGCCAGGCCUCCAUGUGCAGGGCUGGCAGGGAGGCUGGGAGGGGCUGGCUGGGUCUGGUAGUGGGCAUCAGCUGGCCCUCAUUUCUUAAGACAGCACUUCUGUUAGCUGACCUACACAGAAGCAGGUCAUUUCGAGAUGUUUGCGUCUUGGAGCCACUGA

>hsa-mir-1182

CAGGAGCAGAACUCCCUGCACGACAGGAGGGACCGAGGCCCUCCUCGGGACUUGUCACUGCCUGUCUCCUCCCUCUCCAGCAGCGACUGGAUUCUGGAGUCCAUCUAGAGGGUCUUGGGAGGGAUGUGACUGUUGGGAAGCCCUUCCUACUGGACACGCUGUCAUCAUUUGCUGCUUCUCUUGCAAGAAAGCACCUCCGU

>hsa-mir-1827

AAGUCAAGUGGGCCUGCAACAGAGGAAAUGACAGGAGUCAGACCCCAUGGGACCCUGAAGGCCAUGUUCAGCAGCACAGCCUUCAGCCUAAAGCAAUGAGAAGCCUCUGAAAGGCUGAGGCAGUAGAUUGAAUUGAUUCAGGUCCCUUAGAAUUGGGUCCCUGCAACAGGUGGACCCAGGACCGGCAGAGAAUGCAGAUA

>hsa-mir-320d-2

UUUAAGCAAGUGGGAACUUUUAGCCUUUCUAAAGUUGUAAUUCUACUUCUGAAAUGUCUUCAAAUGUAUCAAUAAGCCUUCUCUUCCCAGUUCUUCUUGGAGUCAGGAAAAGCUGGGUUGAGAGGAGCAGAAAAGAAAAAAGAAAAAAAAAUCGUUAUUUUUAAAUUCAAGAAAAAAAGCUGGAUUUCCCACUAUUAUAU

>hsa-mir-135a-1

CCCUCAGGGAGGAGGGGAGGGUUGGGGUGGAAGAAGUGCCUGCAAGAGCAGCCCCAGGCCUCGCUGUUCUCUAUGGCUUUUUAUUCCUAUGUGAUUCUACUGCUCACUCAUAUAGGGAUUGGAGCCGUGGCGCACGGCGGGGACAGCCAGCGGAGGGUUCUGACACUGAGCAAGGGGGCUCAAAAGGAGGCAGGACAGUG

>hsa-mir-548p

GAAAUUGUCACAUUUGAUUUUUGGAAGAAGAAUAACAUUUUAAGAGAAAAAACUAUCAUUAUUAGGUUGGUAUAAAAUUAAUUGCAGUUUUUGUCAUUACUUUCAAUAGCAAAAACUGCAGUUACUUUUGCACCAAUGUAAUACUUCUAAACUUUUAGACUUCUUUAUUUAAAUAUAAACACAAACCAAUAUUCCUUGUU

>hsa-mir-1248

GUUUUAUAUUAAUGUUGAGAGAGAGGUAACUGUCUGAUUGUUAGACAUUAUUUUACCUUCUUGUAUAAGCACUGUGCUAAAAUUGCAGACACUAGGACCAUGUCUUGGUUUUUGCAAUAAUGCUAGCAGAGUACACACAAGAAGAAAAGUAACAGCACUAGAUUGUAAAGACUGGGGUGGACCUCUUUCUUAAUGUCCAA

>hsa-mir-568

AAGUUAAGCAUGUGCUAGUGUCUGAACCCAGUUCAGUUUAUCUCCAGUUGAAACGAUAUACACUAUAUUAUGUAUAAAUGUAUACACACUUCCUAUAUGUAUCCACAUAUAUAUAGUGUAUAUAUUAUACAUGUAUAGGUGUGUAUAUGUGCAUAUAUACACACAUGCACAUAACAAAAUCAGAUGCUCAUUACAAAUCC

>hsa-mir-548y

AAACAACUGUUUGUUGUUUAAGCCACCAGCCUAUAGUAGUUUGUGACAGCAGCCUAAACUAUUAGGUUGGUGCAAAAGUAAUCACUGUUUUUGCCAUUACUCUCAGUGGCAAAAACCGUGAUUACUUUUGCACCAACCUAGUAACACCUUCACUGUGGGGGUGCAGACAUGGCAGAUGUGGAGCAUCCAAGCUGGACUCU

>hsa-mir-101-2

UGGCCCAUCUGAGGUUGGUGAGCUGGGUGGCAGGGAAUAUUCAGGUAGAUAUGAGACUGAACUGUCCUUUUUCGGUUAUCAUGGUACCGAUGCUGUAUAUCUGAAAGGUACAGUACUGUGAUAACUGAAGAAUGGUGGUGCCAUCACAUUGAGAAAGGGUUGAGGACUGCGGUGGGGCUAUGCACCCUUGGGCCAUGGCG

>hsa-mir-637

GCUGGGAGGCAGACGCUGUUGGGGCCUCUCACUGCCGGGCUGUUGACCUUGAUCCUUUGGCUAAGGUGUUGGCUCGGGCUCCCCACUGCAGUUACCCUCCCCUCGGCGUUACUGAGCACUGGGGGCUUUCGGGCUCUGCGUCUGCACAGAUACUUCGAGUCUCCAAGGAGACUUCUGCCUGUUCAUUUCUGCUGCUGUCA

>hsa-mir-1249

AGGAGGCUGACGGGGCUCCCGAAGUCUCAGUCCCAGCUCAUCCUGCUCCUCAGAUUAUUGUUGGCAUGGGGAGGAGGGAGGAGAUGGGCCAAGUUCCCUCUGGCUGGAACGCCCUUCCCCCCCUUCUUCACCUGGCGAACUCCUACUCGUCCUUCAAGACCCAGCUCCAGCGGCAUCUCCUCCAGGAAGCCUUCCCUGAU

>hsa-mir-1290

AGUUGAGCAUCCCUACUCCCAAGUUCCAAAGUCCAAAAUGCUCCAAUGAGCAUUUCCUUUGAGCGUCACGUUGACACUCAAAAAGUUUCAGAUUUUGGAACAUUUCGGAUUUUGGAUUUUUGGAUCAGGGAUGCUCAACUUGUCAUGCGUUCCUCAUACGCUUAUGUGGUGGAUUCAGUGAGAUGAUCCUGUCUCACUUA

>hsa-mir-483

UUGGCACCCCAAGGUGGAGCCCCCAGCGACCUUCCCCUUCCAGCUGAGCAUUGCUGUGGGGGAGAGGGGGAAGACGGGAGGAAAGAAGGGAGUGGUUCCAUCACGCCUCCUCACUCCUCUCCUCCCGUCUUCUCCUCUCCUGCCCUUGUCUCCCUGUCUCAGCAGCUCCAGGGGUGGUGUGGGCCCCUCCAGCCUCCUAG

>hsa-mir-609

UGUGGUUGGUGUGGUGGCUCCUCGGGGUCAGCGUCCAGUCUCCCGCUGUCAUGCUGCUCGGCUGUUCCUAGGGUGUUUCUCUCAUCUCUGGUCUAUAAUGGGUUAAAUAGUAGAGAUGAGGGCAACACCCUAGGAACAGCAGAGGAACCCUAAACCACCGGUGUAUUUUGGGAGCCAAUGGGGAGGGAAAAGGAUGAGGG

>hsa-mir-1302-7

AAAAGAUAUUGAGCACCAGCUAAACGUAGGUACAUUUCAAUUCAUCCAAACUUGAAUUCCAUAUAAACAACAUGUUUUUAGGACAUGUAUGUCUGGUGCAAUAAUUGGGACAUACUUAUGCUAAAAAAAUUAGUGUUCACUAUUUAGCUGAGAUUAAAAUUUAGCUGGGCCUCCUGUUUUCAUGUGGAAACCCUACCCCG

>hsa-mir-556

UGGACUACAGCAGUUGUUCCAUGCACAGGGUUCCAAGGUCCCUAGGAGUUCACAAAGAUAGUAAUAAGAAAGAUGAGCUCAUUGUAAUAUGAGCUUCAUUUAUACAUUUCAUAUUACCAUUAGCUCAUCUUUUUUAUUACUACCUUCAACAAGGCCUUCUAGACUUAUCAAAACACUGGAUAUCAGUUAGGUAAUGUAAU

>hsa-mir-1275

CCAAGUUUUUACCCAGGACCCACAAGUCUUUGGUCUUCACCAAGAUCACCAUCUAAGGACUCCUCUGUGAGAAAGGGUGUGGGGGAGAGGCUGUCUUGUGUCUGUAAGUAUGCCAAACUUAUUUUCCCCAAGGCAGAGGGAACUCAGCUUCUGUGAGUAGCCCCCAUGCGGUGGCUGCGGAGUUGCUGACCCUGGUGUGA

>hsa-mir-218-1

CUCCAUUUUCCUCUUGGUCUUACCUUUGGCCUAGUGGUUGGUGUAGUGAUAAUGUAGCGAGAUUUUCUGUUGUGCUUGAUCUAACCAUGUGGUUGCGAGGUAUGAGUAAAACAUGGUUCCGUCAAGCACCAUGGAACGUCACGCAGCUUUCUACAGCAUGACAAGCUGCUGAGGCUUAAAUCAGGAUUUUCCUGUCUCUU

>hsa-mir-200b

ACUGAGCUUCCCAGCGAGUCCCAUGCAACCCUCAGCCGGGCGGCCCCCGGACCCAGCUCGGGCAGCCGUGGCCAUCUUACUGGGCAGCAUUGGAUGGAGUCAGGUCUCUAAUACUGCCUGGUAAUGAUGACGGCGGAGCCCUGCACGCAGCGACCGGCCGACCCCGUCCCGGCCCCCAGGGCCUCCCGCCGAGCCCCACA

>hsa-mir-3119-1

AUAGCUGUAUGGUGAGUUUUAUUCUGGAAGUUCCAAGUGCUUUUUAGGAAAUGUUGUUAUUAACUCUGGCUUUUAACUUUGAUGGCAAAGGGGUAGCUAAACAAUCUAUGUCUUUGCCAUCAAAGUUAAAAGCCAUAGUUAAUUUCCUCCUCAGAGACUGAUUCUUCUGAAAAGGGAUCAACGCAAGAGAGGAUACCUCC

>hsa-mir-552

UGUUCACAGCAGCUUUAUUUGUAAUAGUCGAAUAUACUACAGUUUGUUUAACCAUUCAAAUAUACCACAGUUUGUUUAACCUUUUGCCUGUUGGUUGAAGAUGCCUUUCAACAGGUGACUGGUUAGACAAACUGUGGUAUAUACACAGGAUGGAAUACUACUCAGCAAUAAACAAGCAACAAGCUAUUGAUUACAAACAA

>hsa-mir-548b

CAUUGUGCUUGGUACUAUUAAUUAUUUAAUACUAUUUAUUAUUCCAUUUCAGACUAUAUAUUUAGGUUGGCGCAAAAGUAAUUGUGGUUUUGGCCUUUAUUUUCAAUGGCAAGAACCUCAGUUGCUUUUGUGCCAACCUAAUACUUCACAUAUAUUUUCCAACAGACUUGAGAAAAUGUAACUGGAAUAUAUUAAUCAUA

>hsa-mir-641

AGGUCACUGAGCCCCUAGUGCCAUGCAUUCCUUGCUCACCAGGUUCCAGGCUGGGUGAAAGGAAGGAAAGACAUAGGAUAGAGUCACCUCUGUCCUCUGUCCUCUACCUAUAGAGGUGACUGUCCUAUGUCUUUCCUUCCUCUUACCCCUGAGCCUCAGGCUGCCCUGAGCAUCUCUGCCUACAGCCAGUCCAGCAUUUC

>hsa-mir-486

ACCAUCUCCAGCAGGUGUGUGUGGUGCUGGGGGCUUCAGCGGCCGGCUCUGAUCUCCAUCCUCCCUGGGGCAUCCUGUACUGAGCUGCCCCGAGGCCCUUCAUGCUGCCCAGCUCGGGGCAGCUCAGUACAGGAUACUCGGGGUGGGAGUCAGCAGGAGGUGAGGGGGCAUGGUGGCCCCAGUGCAGCACUAACCAGGCC

>hsa-mir-2355

UGUGAAUUAUGCAUUGGCCCUUUCAGCUACAUUCACGUGCAUAGAAAAUAACAUUGUCAGACGUGUCAUCCCCAGAUACAAUGGACAAUAUGCUAUUAUAAUCGUAUGGCAUUGUCCUUGCUGUUUGGAGAUAAUACUGCUGACUUUAUUCCUCUCAUACAUGUGAAUGUGGCUGUAGGGAGCACGUGACAUCUGUGGCU

>hsa-mir-544b

UUGUACAAAUUAGAGGUUUCUAAUACAGUGCUUCUCAACUUUGAGUAUAUAUGAAUUACCUGGGAAUUUUGUUAAAAUGCAGAAUCCAUUUCUGUAGCUCUGAGACUAGACCUGAGGUUGUGCAUUUCUAACAAAGUGCCAGCUGAAACUGCAGACCACACUGAGUAGAGGGCCGUAAAUAUGCUUUCCAAUACAGUUUG

>hsa-mir-320a

GGCGCGGGGCGGAAGUGACGUUAGGGGGGCGGGACUGGGCCACAGUAUUUAUCAGGCGGCGCUUCGCUCCCCUCCGCCUUCUCUUCCCGGUUCUUCCCGGAGUCGGGAAAAGCUGGGUUGAGAGGGCGAAAAAGGAUGAGGUGACUGGUCUGGGCUACGCUAUGCUGCGGCGCUCGGGGGUCUUGGCCUCCGGGCGGUGG

>hsa-mir-676

CAUGAAAAUGACCCUUUGCUCCUUCCAAGUUCAACACGAGACUUCAUAUCAGAUUCUCACCUGAACGCAUGACUCUUCAACCUCAGGACUUGCAGAAUUAAUGGAAUGCUGUCCUAAGGUUGUUGAGUUGUGCAUUUCUGGGCAUUUCAUCUCUAUGGGGAAGUACCCAUUCCCUCACCCCAAAGACUGAAGUAGAGAGA

>hsa-mir-638

CGGCCAGAGCGCCGGCAAGAGCUCGGUGCUGGAGAACUUCGUGGGCCGGUGAGCGGGCGCGGCAGGGAUCGCGGGCGGGUGGCGGCCUAGGGCGCGGAGGGCGGACCGGGAAUGGCGCGCCGUGCGCCGCCGGCGUAACUGCGGCGCUUGCGUGCCCGCGGCGGGGAACCGGACGGGGUCGGGGAGGCGGGCCCUGUGGG

>hsa-mir-367

UGUGGUGGUUCCUACCUAAUCAGCAAUUGCGUUAACGCCCACACUGUGUGCAGUUCUUGGCUACAGGCCAUUACUGUUGCUAAUAUGCAACUCUGUUGAAUAUAAAUUGGAAUUGCACUUUAGCAAUGGUGAUGGAUUGUUAAGCCAAUGACAGAAUUUAAACCACAGACUUACUUUGAUAGCACUCUUAAUGGUAUAAC

>hsa-mir-152

AUAGCGCAGGUCCAGCCCGGCCAGGGAUCAGCUGGAAGAAGGAGGCUCGGCCCGCUGUCCCCCCCGGCCCAGGUUCUGUGAUACACUCCGACUCGGGCUCUGGAGCAGUCAGUGCAUGACAGAACUUGGGCCCGGAAGGACCUUCUGCACCCAACGGGCACAGCGCCCACUCGGGGCCUGCAGUGGAACAUCUGCCUGGG

>hsa-mir-1910

UCAGACUCGGGAAAUGACCUGCUUGAGGUGGCACAGCUCCUCUAGACUCCCAAUUCUUUCUUGUCCCUUCAGCCAGUCCUGUGCCUGCCGCCUUUGUGCUGUCCUUGGAGGGAGGCAGAAGCAGGAUGACAAUGAGGGCAAGUUCAGGGACACUGUGGGAGAUGAGAAAACUUGCUGUGUGAAAACUCUCCACGUGGGAG

>hsa-mir-3199-2

AUACAUCUGUGGAGUUAGGGCUGCCUCCAAAAAAAUAACGGAAAUGGACUGACUCAGUGACUCCCAGGGACUGCCUUAGGAGAAAGUUUCUGGAAUGUCAGAACUUCCAGAAACUUUCUCCUAAGGCAGUCCCUGGAGUCACCGAGUUUCUCUUAUGUGUGACUAGUGCUAGUUAUUGUGAGGGCAGAGAUUUAAGGAAA

>hsa-mir-571

CUGGACUGUAGCUGAGAUUGAAUUUGAGAGAGGUUACAGAACUGCUUCAGAAUCCUCAGUAAGACCAAGCUCAGUGUGCCAUUUCCUUGUCUGUAGCCAUGUCUAUGGGCUCUUGAGUUGGCCAUCUGAGUGAGGGCCUGCUUAUUCUAAAUAACCCUCGAUCUCUGGCUCCACUGAGGUUUCACAACCCUAACCAUAGG

>hsa-mir-3622b

UAGCAUCAGUCAUCAAGCAGCUCACGAUCUGCAAACAAUGGUAGACAUACGAGUGAUAUAAUAGAGGGUGCACAGGCAUGGGAGGUCAGGUGAGCUCAGCUCCCUGCCUCACCUGAGCUCCCGUGCCUGUGCACCCUCUAUUGGCUAUGAUCACACCACUGCACUCCAGCCUGGGUGACAAAACAAGACCUUGCCACUAA

>hsa-mir-541

CUGGCCUCUUGCUCCACUUGUAGCAAGGCGCAGAGGGCUCUCUGAGCUCAUGCCAACGUCAGGGAAAGGAUUCUGCUGUCGGUCCCACUCCAAAGUUCACAGAAUGGGUGGUGGGCACAGAAUCUGGACUCUGCUUGUGGCAUCCAUCGUCUGGCCCGAUGCUUGCUGGCUGCCCGCUCCAGGAGGCACCUUCUGGGUGU

>hsa-mir-384

AUGCCAGUGUAUGAUCAAGUUCCUUGCCUUUUAACUAGUAUUUAUGUUAUAGGCAGAAUGUUAAAUCAGGAAUUUUAAACAAUUCCUAGACAAUAUGUAUAAUGUUCAUAAGUCAUUCCUAGAAAUUGUUCAUAAUGCCUGUAACAUAUAUGCAAAUAACAAGAUGCCUGAAAUACAUAGGAAACCUUCAAGAUGCUAAC

>hsa-mir-3913-2

UUUAGAGAACAAAUUUUUAGACAUCCGUCAACUUAGAGAAAGUAGAAAACUGUCUAUAAUAAACUGAAAUAUUUGGGACUGAUCUUGAUGUCUGCCAAGGUUUUGGCAGACAUCAAGAUCAGUCCCAAAUAUUUCAGUUUAUUAUAAACAAAGACUAAUAAGUCGUCUCUACUAUUGGAGGAAAAAAAAAAAAAAGACCG

>hsa-mir-1307

ACUCCCUGACAGAUAUCUCCCUCUUCCAUUUCAUCAAGACCCAGCUGAGUCACUGUCACUGCCUACCAAUCUCGACCGGACCUCGACCGGCUCGUCUGUGUUGCCAAUCGACUCGGCGUGGCGUCGGUCGUGGUAGAUAGGCGGUCAUGCAUACGAAUUUUCAGCUCUUGUUCUGGUGACCUUUUGAAUACGUCUUGUCU

>hsa-mir-1296

UUAUCGGCACCAGGGAAAGAAAGUGUUGGCAUUCAUAAUUGAAAUCAACGAAUCACCUACCUAACUGGGUUAGGGCCCUGGCUCCAUCUCCUUUAGGAAAACCUUCUGUGGGGAGUGGGGCUUCGACCCUAACCCAGGUGGGCUGUAACACUGCUGUGUUUUCUAAGGGGCAGAGUUUUCUACUACUUUUCCGCUGGCCC

>hsa-mir-630

AAGGCUCACUGAGGUUAAAUAACUCCCUCAAUUUUUCAUUUCCUUCUACCUGAAACUUAACAUCAUGCUACCUCUUUGUAUCAUAUUUUGUUAUUCUGGUCACAGAAUGACCUAGUAUUCUGUACCAGGGAAGGUAGUUCUUAACUAUAUUGUACUUUUAAACCACAUUAAAGACUAUUAUAAAUGCCUAUCACUGCUAC

>hsa-mir-3158-1

CCCUGUGUGCUUGUGUAUGAGCGGGGUGUAGGGUGGGGUUUGAUCUGGCGUUAGGAUCAUUAUUCAGGCCGGUCCUGCAGAGAGGAAGCCCUUCUGCUUACAGGUAUUGGAAGGGCUUCCUCUCUGCAGGACCGGCCUGAAUAAUGUAAUCAGCUCCAUCGGGGAAGAGAAACUUGAAUGAGUAUCUAGUAUAGUACCUG

>hsa-mir-421

AUUCCUUAAGGGCAAGGACAGUGCCUUACUCAUCUUUGUAUUCACAGUGCCUAAUCCGGUGCACAUUGUAGGCCUCAUUAAAUGUUUGUUGAAUGAAAAAAUGAAUCAUCAACAGACAUUAAUUGGGCGCCUGCUCUGUGAUCUCCAUGGGCUCAGCUUGUCCCCGCCAGUUGCCAACAACGUCCAAGCUCUCUUCAGAA

>hsa-mir-2861

GGGGCCGCCGCUAGUAGUGGCGGCGGCGGAGGCGGGGGCAGCGGCGGCGGCGGCGGAGGCGCCUCUGCAGCUCCGGCUCCCCCUGGCCUCUCGGGAACUACAAGUCCCAGGGGGCCUGGCGGUGGGCGGCGGGCGGAAGAGGCGGGGUCGGCGCCGCGAGGCCGGAAGUGGCCGUGGAGGCGGAAGUGGCGCGGCCGCGG

>hsa-mir-890

AUGAAAGCUGCAGUGCACGAUGGUGGAUGAUGGGGCAGCACCUCUACAAUCAGACAUGCUGUGGGAAGUGCCCUACUUGGAAAGGCAUCAGUUGCUUAGAUUACAUGUAACUAUUCCCUUUCUGAGUAGAGUAAGUCUUACCAAGUACAAGUUCAUGGUGACCUUCGGACAGGUGAUGCAGUGGAGUUGCUGGAGGCUUU

>hsa-mir-548f-4

AAACUUAGAAACAUUAAAUAUAAAUUCUACAAUAUACAGUAUAAAAAUGAGUUCUAACGUAUUAGGUUGGUGCAAAAGUAAUAGUGGUUUUUGCCAUUAAAAGUAAUGACAAAAACUGUAAUUACUUUUGGAACAAUAUUAAUAGAAUUUCAGAGGAGAGAAAAGGGAGAAUGAUGGAGAAUCAAUUAAAAUACGUAACA

>hsa-mir-548aa-1

CAUGAGAAGAAAAUGCCACAAAUAAGAGAUAAGAAACAAAUAUAACCUUGUAUUUCUUUAUUAGUCUGGUGCAAAAGAAACUGUGGUUUUUGCCAUUACUUUUACAGGCAAAAACCACAAUUACUUUUGCACCAACCUAAUAUAACUUGUUUCAUAUUUGAAAUAAAUGUAGUAUUUAUUUUAACUGCUUAAAACAAUGU

>hsa-mir-520c

UUUAACCUGGUCAAGGAAGAUUCCCACAAAAAAUCCACAGUGCCAGAGCAAGAAGAUCUCAGGCUGUCGUCCUCUAGAGGGAAGCACUUUCUGUUGUCUGAAAGAAAAGAAAGUGCUUCCUUUUAGAGGGUUACCGUUUGAGAAAAGCAACAUUGAAGUUGAUGCUGAUCUUGGUAAUACAUUUUCAGAGCAUGCUUAUC

>hsa-mir-328

CUCGUGGAAGCUCUGGUCUUGGCCGAAGAACAUGGGUGAGAAGUCCUGGGCUGUCUCAGAGCCUGGAGUGGGGGGGCAGGAGGGGCUCAGGGAGAAAGUGCAUACAGCCCCUGGCCCUCUCUGCCCUUCCGUCCCCUGCUCUUGGCCAUGCUGUGCCCAGUCCAGGCCACUCACAGGGCUCCCCAACACGGAGCAGCUCA

>hsa-mir-335

GGUGCCAUUAACCUCAUUUUAUAGGUGAAGAAACUGAGAAACAGAUUGGAAAUGAUUUGUUUUGAGCGGGGGUCAAGAGCAAUAACGAAAAAUGUUUGUCAUAAACCGUUUUUCAUUAUUGCUCCUGACCUCCUCUCAUUUGCUAUAUUCAAUUAAGUAAGUAUACAAUUUUUAUUAUGUUGGCUUGGGUUACUUCCAGU

>hsa-mir-1469

UUCGCUCUGCGCGAGUUGGGUCUUUGUGAUAUAAAAUUCGCCGAGCGCCGCGAGCCGUGCUUUGCCAAUGGCGCGCUCGGCGCGGGGCGCGGGCUCCGGGUUGGGGCGAGCCAACGCCGGGGUUUCUUUGUGUUUCUGCGAGAGCGACUCUCCCGGUCCGGAGUCAGAUAACAGCCUGGGCCCGAGCCUCGCCGGCUUUC

>hsa-mir-450a-1

GUAUACCAAAAGUCUAGAGGUGGUUAUCGCUGACUUGUGUCACUAUAGGCAAUCAAAAACGAUACUAAACUGUUUUUGCGAUGUGUUCCUAAUAUGCACUAUAAAUAUAUUGGGAACAUUUUGCAUGUAUAGUUUUGUAUCAAUAUACAGAUGAAAAGAUGGAGGGAAUAAGCAAAAAAUCUAACAGCGGCUAUCUGUGG

>hsa-mir-943

UGCCCGCCAGGGGUUUGGCCCUUCCCCUCUGCGGCGCUAGCCUAGAAGAGGGUGGGACGUUCUGAGCUCGGGGUGGGGGACGUUUGCCGGUCACUGCUGCUGGCGCCCUGACUGUUGCCGUCCUCCAGCCCCACUCAAAGGCAUCCCGAAGCAGGCGCCCUUCAGAAGCCCCACGGCGCCCAGCGUCUUCAGCCCCACAG

>hsa-mir-1282

GCGAAGGGCAAGAGGGUUGGACACGAAGCCACAAAGCUACUUGGGUUCCUCCUUCUUCUCGUUUGCCUUUUUCUGCUUCUGCUGCAUGAUCUCCGAGUCCCUGGGGGUAGAGAUGAUGGGGCACUGGGAGGUACCAGAGGGCAAAAAGGACAAGAUGCAGGGGGAUGAAGGGCACAAAGGAUAAGAUGGAAGUGGAUGGG

>hsa-mir-29c

AAAUCAGACUUGCCACCUGGACUGUCGAGGUGCAGACCCUGGGAGCACCACUGGCCCAUCUCUUACACAGGCUGACCGAUUUCUCCUGGUGUUCAGAGUCUGUUUUUGUCUAGCACCAUUUGAAAUCGGUUAUGAUGUAGGGGGAAAAGCAGCAGCCUCGAAGCCUCAUGCCAACUCUGGGCAGCAGCAGCCUGUGGUUU

>hsa-mir-107

GUCUGAGCAUCCUUGCACAUAACUGCAGGUAAAAUGCUCGACUUGCAAUAUUCGAUAUUCUCUCUGCUUUCAGCUUCUUUACAGUGUUGCCUUGUGGCAUGGAGUUCAAGCAGCAUUGUACAGGGCUAUCAAAGCACAGAGAGCUUGCUACAGCCAAGGCCAGCCAGAGUCCCAGGCACAAAAAGGGGUGGAGCUGGUGA

>hsa-mir-580

UUUUAUUAUUUUGCACAUAUCUGAGUAAAAAUACAGAUAUGUGAAGUUAGAUAAAAUUUCCAAUUGGAACCUAAUGAUUCAUCAGACUCAGAUAUUUAAGUUAACAGUAUUUGAGAAUGAUGAAUCAUUAGGUUCCGGUCAGAAAUUUUUCAUUCAGUUUCAGAAUCUUUGGUUUUGACAAAAUUGUUGUCAGUGUUUUG

>hsa-mir-1246

AAUGUGAACCAUCAAUGAAGUAGGACUGGGCAGAGAUAAGAGACAUUGCAUUUGGAGGCGGUCAGAUUUGUAUCCUUGAAUGGAUUUUUGGAGCAGGAGUGGACACCUGACCCAAAGGAAAUCAAUCCAUAGGCUAGCAAUCAACCUAUUUUUUGUUUUUGUAGCAUUUGAUCGUUAUCGAGUUUUGCUGAAUCCUACUU

>hsa-mir-671

GCUUCUACAACGCUGACUACCUGGCGGCCCGAGCCCGGCUGGCAGGUGAACUGGCAGGCCAGGAAGAGGAGGAAGCCCUGGAGGGGCUGGAGGUGAUGGAUGUUUUCCUCCGGUUCUCAGGGCUCCACCUCUUUCGGGCCGUAGAGCCAGGGCUGGUGCAGAAGUUCUCCCUGCGAGACUGCAGCCCACGGCUCAGUGAA

>hsa-mir-29a

AAUGUAUGCUGGAUUUAGUAAGAUUUGGGCCCUCCCAACCCUCACGACCUUCUGUGACCCCUUAGAGGAUGACUGAUUUCUUUUGGUGUUCAGAGUCAAUAUAAUUUUCUAGCACCAUCUGAAAUCGGUUAUAAUGAUUGGGGAAGAGCACCAUGAUGCUGACUGCUGAGAGGAAAUGUAUUGGUGACCGUUGGGGCCAU

>hsa-mir-105-1

CUUCGUCCUCAGUAUCUACUCCUAUAUAUUGGAUGUCAGCUUCUGUUGCAGAACCUGAGUGUGCAUCGUGGUCAAAUGCUCAGACUCCUGUGGUGGCUGCUCAUGCACCACGGAUGUUUGAGCAUGUGCUACGGUGUCUACUUUUGCUACAUUGCCGUCUGCUUCUGGACCAAAGCCAUUUGUUCCUGUGCUCUGUGUUU

>hsa-let-7b

GGCAGGGGCUGGUGCUGGGCGGGGGGCGGCGGGCCCUCCCGCAGUGCAAGGCCGGGCCUGGCGGGGUGAGGUAGUAGGUUGUGUGGUUUCAGGGCAGUGAUGUUGCCCCUCGGAAGAUAACUAUACAACCUACUGCCUUCCCUGAGGAGCCCAGUGACACGACCCCAUGGGAGGGCCGCCCCCUACCUCAGUGACACGAC

>hsa-let-7c

UGGAGGAGCUGACUGAAGAUAUGAUAAGGAGUUUGAAGCAACAUUGGAAGCUGUGUGCAUCCGGGUUGAGGUAGUAGGUUGUAUGGUUUAGAGUUACACCCUGGGAGUUAACUGUACAACCUUCUAGCUUUCCUUGGAGCACACUUGAGCCGUCGAGGAAUUCUUCAUCACUUUAACCUGAUUGAGCCAAUUUGUGUGCA

>hsa-let-7e

AUCCCUGGUCCUCCUGGUCCCUGUCUGUCUGUCUGUCGGGUCUGUCCACCUGCCGCGCCCCCCGGGCUGAGGUAGGAGGUUGUAUAGUUGAGGAGGACACCCAAGGAGAUCACUAUACGGCCUCCUAGCUUUCCCCAGGCUGCGCCCUGCACGGGACGGGGCCCGGCGGGGACCCCCAGCCCCACUCAGGGACCCUUAGC

>hsa-let-7g

UCUCAAGUGCAUCCUGAAGAGUUCCUCCAGCGCUCCGUUUCCUUUUGCCUGAUUCCAGGCUGAGGUAGUAGUUUGUACAGUUUGAGGGUCUAUGAUACCACCCGGUACAGGAGAUAACUGUACAGGCCACUGCCUUGCCAGGAACAGCGCGCCAGCUGCCAAGUGGGGCUGAGAGGAUGGCGUCACCCUGCUCAUCUCUG

>hsa-mir-10a

CGAAGAAGGCGCGGAAAGUAGGAGAACUGGAAAAUUUCUGGGCCAAGAAGAUCUGUCUGUCUUCUGUAUAUACCCUGUAGAUCCGAAUUUGUGUAAGGAAUUUUGUGGUCACAAAUUCGUAUCUAGGGGAAUAUGUAGUUGACAUAAACACUCCGCUCUUAUUUUUCCAGAAGAAAAAAAUAUAUAUAUAUGUAUAUGUA

>hsa-mir-1197

GGCUUUCUGGAGGUGAUAGCAGGUGAAAGGAAGAGAGCCAGGGGUCAGCGUCACUUCCUGGUAUUUGAAGAUGCGGUUGACCAUGGUGUGUACGCUUUAUUUGUGACGUAGGACACAUGGUCUACUUCUUCUCAAUAUCACAUCUCGCCUUGGAAGACUUCCAGGAGGUGAUAUCAGCUUUGCGGAAGAGCCACUGUCCU

>hsa-mir-1204

UUAUUAGGAGAAAAACCUUCCCGGAAGCUGCAGAAGGACAAAUACAGAAUCCGUGUCUGGGAGAAACCUCGUGGCCUGGUCUCCAUUAUUUGAGAUGAGUUACAUCUUGGAGGUGAGGACGUGCCUCGUGGUCUAAAGCUUCGGCACAAGGGCCCAACUGGAAUUCCACUUACGGGUAUGACUGUGGGGUAUAUGCUGUA

>hsa-mir-122

AUCAGUGACAAUGGUGGAAUGUGGAGGUGAAGUUAACACCUUCGUGGCUACAGAGUUUCCUUAGCAGAGCUGUGGAGUGUGACAAUGGUGUUUGUGUCUAAACUAUCAAACGCCAUUAUCACACUAAAUAGCUACUGCUAGGCAAUCCUUCCCUCGAUAAAUGUCUUGGCAUCGUUUGCUUUGAGCAAGAAGGUUCAUCU

>hsa-mir-124-3

ACGCAAGCCCGAGCCGGUCCCGACCCUGGCCCCGACGCUCGCCGCCCGCCCCAGCCCUGAGGGCCCCUCUGCGUGUUCACAGCGGACCUUGAUUUAAUGUCUAUACAAUUAAGGCACGCGGUGAAUGCCAAGAGAGGCGCCUCCGCCGCUCCUUUCUCAUGGAAAUGGCCCGCGAGCCCGUCCGGCCCAGCGCCCCUCCC

>hsa-mir-1244-3

AUCUCAAAGGAGAAAAAAAAAACUUGUAAAAAAUGCAAAAAUGACAACAGAAAAACCAUCUUAUUCCGAGCAUUCCAGUAACUUUUUUGUGUAUGUACUUAGCUGUACUAUAAGUAGUUGGUUUGUAUGAGAUGGUUAAAAAGGCCAAAGAUAAAAGGUUUCUUUUUUUUCCUUUUUUGUCUAUGAAGUUGCUGUUUAUU

>hsa-mir-1251

UCAGUAAUUUCAUUGCACUGUGUAAUUAGGUGAAGAAACUCCACCCGAGCGUCCAUGGGUCAGCUAUGUGGACUCUAGCUGCCAAAGGCGCUUCUCCUUCUGAACAGAGCGCUUUGCUCAGCCAGUGUAGACAUGGCCUGAUAAACAAUGGAACUUCUCCCUUGAGAACUGGAGUUUGGAUUGAUCUAAUUCCUUAAUUC

>hsa-mir-1258

CCCCCUCCCGGUAGAGUUUGCACUUUGUCUCAAGGUCCCACUUGUAGAGGAGGGCGCCCAGGCGCCUGUGGCUUCCACGACCUAAUCCUAACUCCUGCGAGUCCCUGGAGUUAGGAUUAGGUCGUGGAAGCCACAGGAGCAUACUCCUCUGUUCCCCAGGGUAGGCUCCAAUUCCCAAGGACGGAUGGAGAGGGGAAAGG

>hsa-mir-125b-1

AGAAAUUGCCUGUCAUUCUUGUUUUGCUUUGCUUUGUCUCAAGAAAGAAAACAUUGUUGCGCUCCUCUCAGUCCCUGAGACCCUAACUUGUGAUGUUUACCGUUUAAAUCCACGGGUUAGGCUCUUGGGAGCUGCGAGUCGUGCUUUUGCAUCCUGGAAAUUUGGUGGAAUUUUAUUCUUUAAAGCAAAAACAAAAGAAA

>hsa-mir-1261

CUUUUCUGCUGCAGCUUCCUCACUUCUCUCAGCCUUCAUAGAACUGAAGAACUAGAGACUUGCUAUGGAUAAGGCUUUGGCUUAUGGGGAUAUUGUGGUUGAUCUGUUCUAUCCAGAUGACUGAAACUUUCUCCAUAGCAGCAGUGAGGCCAUUUUGCUUUCUUCUCAUUUGCGUGUUCACUGAAGUAACAUUUUUAAUU

>hsa-mir-1262

AUCUAUUGAUCAUAAACAAUUCUCUGAAUUUCAUCCUUCUACAAAUUCACCCCUCACAUUAUCUACAAUGGUGAUGGGUGAAUUUGUAGAAGGAUGAAAGUCAAAGAAUCCUUCUGGGAACUAAUUUUUGGCCUUCAACAAGAAUUGUGAUAUUUAAUUCUGUGUUUUCUGAUGCUUCUGAGGAAAGCUCCAUAAAGAGA

>hsa-mir-1266

UGUAACUGCCAUAACAGAACGGAGCCCAAAGCAGGCUCGUGUUGGCCUUGUUUGAUGCUAGACAGGUAGUGUCCCUCAGGGCUGUAGAACAGGGCUGGGAUUACUAAAGCCCUGUUCUAUGCCCUGAGGGACACUGAGCAUGUCAUUUCACUUCUCAGAGUCUUCAUCUUCUCUCUUUGAAAUGAAAAUAUUGGACCGGG

>hsa-mir-1284

UUGUAAAUUAUUUUAAUGCUGCAUUUCUGCUUAAACCUCAUGAUUUUGAUAUAUAAGCCAGUUUAAUGUUUUCUAUACAGACCCUGGCUUUUCUUAAAUUUUAUAUAUUGGAAAGCCCAUGUUUGUAUUGGAAACUGCUGGUUUCUUUCAUACUGAAAAUCUGUCUCGCGCGGCGUGAUGCCAUGUGGCAAAGGAGUAGU

>hsa-mir-1303

UUCCAACACUUUGGGAGGCCAAGUGGGAGAAACACUUGAGGCCGGGAGUUUGAGAUCAGGCUGGGCAACAUAGCGAGACCUCAACUCUACAAUUUUUUUUUUUUUAAAUUUUAGAGACGGGGUCUUGCUCUGUUGCCAGGCUUUGUGCAGCAUGUAAACUGUACAGCCCUAAGUGGGAGCCCUACUGCUAAUGCUUCCCC

>hsa-mir-130b

AGCCAGCCUGCAUUCCAGGUCUCAGAUCCCUGCAGACCACCCUGGGGGAGGCACUGGCAGGCCUGCCCGACACUCUUUCCCUGUUGCACUACUAUAGGCCGCUGGGAAGCAGUGCAAUGAUGAAAGGGCAUCGGUCAGGUCCAGCCUGCUACCCUGGGAGGGGGAAAGGGAGCUUGCUGCCUCACUCCACUUUCCAGUUG

>hsa-mir-1324

GGACUCCAUGCACACAGAGGAUGCACACCUUGAGGCUGGACUAUGAGGAGAACAUUCCUGAAGAGGUGCAUGAAGCCUGGUCCUGCCCUCACUGGGAACCCCCUUCCCUCUGGGUACCAGACAGAAUUCUAUGCACUUUCCUGGAGGCUCCAUGCUGGUCUGUUCAUUUGGAAGUUUGAGGCUGUCCAUGAGGAAGUAAC

>hsa-mir-133b

CUUGAGACACACCAAGAUACCUGCACACUAGAGGCUGCAGUCACCUCAGAAGAAAGAUGCCCCCUGCUCUGGCUGGUCAAACGGAACCAAGUCCGUCUUCCUGAGAGGUUUGGUCCCCUUCAACCAGCUACAGCAGGGCUGGCAAUGCCCAGUCCUUGGAGAAACAGAAGAGAUUCAACUGCAACUGAAAUUACCUACUA

>hsa-mir-140

CCUCUCCAGGCUCUGCUUGGUGGGCUUCUGGUGUGGCCGCGCCCUGUGUGUGUCUCUCUCUGUGUCCUGCCAGUGGUUUUACCCUAUGGUAGGUUACGUCAUGCUGUUCUACCACAGGGUAGAACCACGGACAGGAUACCGGGGCACCCUCUGCGUCGACGGACUCCUCGUCUGCCCAGCCACAAACAGCCCAGCAGCUG

>hsa-mir-146b

GGGAGACGAUUCACAGAAGAAAGCAUGCAAGAGCAGCGUCCAGGCUGAAAGAACUUUGGCCACCUGGCACUGAGAACUGAAUUCCAUAGGCUGUGAGCUCUAGCAAUGCCCUGUGGACUCAGUUCUGGUGCCCGGCAGUGCUACAACAUCAAUGCCAAGGCCGUGGGGCAGCUGAUGGUUUGGGCUCCCAACUUCCCAGC

>hsa-mir-1471

CGAGGGACUUGCAUUUCCUGUGGGUUCUGGGAUGGUUUUUAUCCCAUUCCCGGCUCAUCUCUCACGCGGACGAGCCCGCGUGUGGAGCCAGGUGUAGAGGCGGAGCACAGCUGGCUCUAAUUUGAGGGGCCUUCUGCCUUUAAAGAUGACCUCACUCCAUUCCCUUGACUUUUUAAUGUGCAAUUCAUGCCACUUUUCCA

>hsa-mir-150

GGGACUGGGCCCACGGGGAGGCAGCGUCCCCGAGGCAGCAGCGGCAGCGGCGGCUCCUCUCCCCAUGGCCCUGUCUCCCAACCCUUGUACCAGUGCUGGGCUCAGACCCUGGUACAGGCCUGGGGGACAGGGACCUGGGGACCCCGGCACCGGCAGGCCCCAAGGGGUGAGGUGAGCGGGCAUUGGGACCUCCCCUCCCU

>hsa-mir-15a

CUGAAAGAAAAUAUUUUUUAUAUUCUUUAGGCGCGAAUGUGUGUUUAAAAAAAAUAAAACCUUGGAGUAAAGUAGCAGCACAUAAUGGUUUGUGGAUUUUGAAAAGGUGCAGGCCAUAUUGUGCUGCCUCAAAAAUACAAGGAUCUGAUCUUCUGAAGAAAAUAUAUUUCUUUUUAUUCAUAGCUCUUAUGAUAGCAAUG

>hsa-mir-15b

UAUUCUUGUUACUUUUUUUUCUAUAAAGCUAGGUUGGAUGAAUCCUACAUUUUUGAGGCCUUAAAGUACUGUAGCAGCACAUCAUGGUUUACAUGCUACAGUCAAGAUGCGAAUCAUUAUUUGCUGCUCUAGAAAUUUAAGGAAAUUCAUUCAAAACUAUGUUUUCAUCAUCAGAUGUUCGUUUUAUGUUUGGAUGAACU

>hsa-mir-16-2

UCAAAACUAUGUUUUCAUCAUCAGAUGUUCGUUUUAUGUUUGGAUGAACUGACAUACUUGUUCCACUCUAGCAGCACGUAAAUAUUGGCGUAGUGAAAUAUAUAUUAAACACCAAUAUUACUGUGCUGCUUUAGUGUGACAGGGAUACAGCAACUAUUUUAUCAAUUGUUUGUAUUUCCCUUUAAGGUAACAUUUUAAAU

>hsa-mir-188

UGCCUCUUGCCUCCUAGAGCAUACCCAUAUGUCGUGCCAAGAGAGCAAGCCCUUCCCUGCUCCCUCUCUCACAUCCCUUGCAUGGUGGAGGGUGAGCUUUCUGAAAACCCCUCCCACAUGCAGGGUUUGCAGGAUGGCGAGCCUCAGCUUUCCUUGCUCUCUUGUGCAUGUGUAUAUACACAUACGCACUCCUUCACCAA

>hsa-mir-18a

ACAGCUGCCUCGGGAAGCCAAGUUGGGCUUUAAAGUGCAGGGCCUGCUGAUGUUGAGUGCUUUUUGUUCUAAGGUGCAUCUAGUGCAGAUAGUGAAGUAGAUUAGCAUCUACUGCCCUAAGUGCUCCUUCUGGCAUAAGAAGUUAUGUAUUCAUCCAAUAAUUCAAGCCAAGCAAGUAUAUAGGUGUUUUAAUAGUUUUU

>hsa-mir-191

AUGUGGCCCCAGGGCGAGUGACCUGGGGGCAGGAGCUCCCCCGCCCCCCGCCAACGGCUGGACAGCGGGCAACGGAAUCCCAAAAGCAGCUGUUGUCUCCAGAGCAUUCCAGCUGCGCUUGGAUUUCGUCCCCUGCUCUCCUGCCUGAGCAGCGCCCUGGCCCAGAUGGGGUGCCCCUGACCCCCAGACAUACUUUACUG

>hsa-mir-197

GCUCUGUCACACUUGCAGUCCCUGGCCCAACACCGAAAUCCUUCUGGAAUCUGUGCUCUGGGGGCUGUGCCGGGUAGAGAGGGCAGUGGGAGGUAAGAGCUCUUCACCCUUCACCACCUUCUCCACCCAGCAUGGCCGGCACACUUUGGUCUACGGCACAUCUCCAAGUAUAGAGUGGGUUUUGAAUGCUGUUAUGUCUC

>hsa-mir-20a

UAAUUUUGUGUACUUUUAUUGUGUCGAUGUAGAAUCUGCCUGGUCUAUCUGAUGUGACAGCUUCUGUAGCACUAAAGUGCUUAUAGUGCAGGUAGUGUUUAGUUAUCUACUGCAUUAUGAGCACUUAAAGUACUGCUAGCUGUAGAACUCCAGCUUCGGCCUGUCGCCCAAUCAAACUGUCCUGUUACUGAACACUGUUC

>hsa-mir-215

GUUUUGUAACACCAAAAAGAUCCAAUAAUGGAAGAGGAUUAAAGUCAUCAUUCAGAAAUGGUAUACAGGAAAAUGACCUAUGAAUUGACAGACAAUAUAGCUGAGUUUGUCUGUCAUUUCUUUAGGCCAAUAUUCUGUAUGACUGUGCUACUUCAAUAUCAGAAAUCGACUAACACCACGCAACCAACGCAAUGGCAGGU

>hsa-mir-216b

ACCAGAAAGAUCACUGUAGAAUGACGACAACUUUUUUCUAUCUUAAGUACAACUUCAAAGUGGCAGACUGGAAAAUCUCUGCAGGCAAAUGUGAUGUCACUGAGGAAAUCACACACUUACCCGUAGAGAUUCUACAGUCUGACAUCUUCAAGCAUCGAACCAUUUCAUCAACUAUGCUUUUGUUAUAAGCAGUUCUUUGG

>hsa-mir-26a-2

CCUAAUCAUGACCUGGACAGACUGUCCUGUCGGAGCCAAGGACAGAAAGCUCCCAUAGAGGCUGUGGCUGGAUUCAAGUAAUCCAGGAUAGGCUGUUUCCAUCUGUGAGGCCUAUUCUUGAUUACUUGUUUCUGGAGGCAGCUGAUGGUCCGCCGCCGGAAACAGAGAUGGCUCCUGGGACAUGGUGUGUGCGCUUCUUC

>hsa-mir-302a

UGUGUUUUAAGGUUACUAAGCUUGUUACAGGUUAAAGGAUUCUAACUUUUUCCAAGACUGGGCUCCCCACCACUUAAACGUGGAUGUACUUGCUUUGAAACUAAAGAAGUAAGUGCUUCCAUGUUUUGGUGAUGGUAAGUCUUCCUUUUACAUUUUUAUUAUUUUUUUAGAAAAUAACUUUAUUGUAUUGACCGCAGCUC

>hsa-mir-302f

UAUGAAGUUUGUAUUCUUCAAUAAAACUUAAAUCACUAGUUAUUCUCUAAUACUAUAAUUGUCAAUGAUAAUGUCUUCUGUGUAAACCUGGCAAUUUUCACUUAAUUGCUUCCAUGUUUAUAAAAGACAUAAAAGAUGAUUAACAUCUGGUCUACUGUGGAACAGGCCUUGGAAAUUACUUAAAUAACUUUCCGUUGAUA

>hsa-mir-3074

UGGGAGCCCCAGCUCUCCUGAGCCUCGGGCACUUACAGACACGAAGGCUUUUUGCUCAAGGGCUCGACUCCUGUUCCUGCUGAACUGAGCCAGUGUGUAAAAUGAGAACUGAUAUCAGCUCAGUAGGCACCGGAGGGCGGGUCCAAUCGACAGCCCGGAGAAGCAGCGCCUCAGCUGGGAGCUCCGUGGGCACCGUCUGC

>hsa-mir-30e

UGUCACCUCCUUACUAGAGUAGGGUGUGCCUCACUGCGUCUCCGUUCUUUCUGGGCAGUCUUUGCUACUGUAAACAUCCUUGACUGGAAGCUGUAAGGUGUUCAGAGGAGCUUUCAGUCGGAUGUUUACAGCGGCAGGCUGCCACGGUCGUCCCCAGCUACGCACCGGCUUUGAAACAUUGCAGGUUUGUGCCCACAGGC

>hsa-mir-3160-1

CAUCCCUCCAGCCCAAAGCAACUGUCAAUCUGUUUGAAAAGUUGAUAAGUUUUUCAGUUGGACCUGCCCUGGGCUUUCUAGUCUCAGCUCUCCUCCAGCUCAGCUGGUCAGGAGAGCUGAGACUAGAAAGCCCAGGGCAGGUUCAUAUAACAGCCAAGCAGAAAGAUAGUAAUUGUGUCUCCAGGAUGAUGAGUGUUUAC

>hsa-mir-320e

UACACUCCAGCCUGGGCAACAAGAGCAAAACUCUGUCUCAAAAAAAUGAAAAGAAAAGAAAAUACCUCCAUGGGGCCUUCUCUUCCCAGUUCUUCCUGGAGUCGGGGAAAAGCUGGGUUGAGAAGGUGAAAAGAAAAAACAAACCUUGACUGGGCACAGUGGUUCACACCUGUAACCCCAGCACUUUGGAGGCUGAGGCA

>hsa-mir-33a

CAAACAGAGCUGAAGACCACCCUGGGCACCUCCUUGGCUGGCCGCAUACCUCCUGGCGGGCAGCUGUGGUGCAUUGUAGUUGCAUUGCAUGUUCUGGUGGUACCCAUGCAAUGUUUCCACAGUGCAUCACAGAGGCCUGCCUGGCCCUCGAGAGACUGCCCUGACUGAAGGCCCUAUCAGGUGGGGGAGGGGAUCCUGAU

>hsa-mir-33b

AUCAGGAGGGCUGGACAGCUGCUCCCGGGCCGGUGGCGGGUGUGGGGGCCGAGAGAGGCGGGCGGCCCCGCGGUGCAUUGCUGUUGCAUUGCACGUGUGUGAGGCGGGUGCAGUGCCUCGGCAGUGCAGCCCGGAGCCGGCCCCUGGCACCACGGGCCCCCAUCCUGCCCCUCCCAGAGCUGGAGCCCUGGUGACCCCUG

>hsa-mir-34b

GGCCCCGACCCCGCGUCGGCGCUGCGGACCGUCCGGGAGCUGCAGCCGCGGGUGCCCGGUGCUCGGUUUGUAGGCAGUGUCAUUAGCUGAUUGUACUGUGGUGGUUACAAUCACUAACUCCACUGCCAUCAAAACAAGGCACAGCAUCACCGCCGCCCGGCCGGGAAGAAGACGCCGGCUCGGGCAGCCCGCAGCCUUCG

>hsa-mir-370

CGGUUGGACCCACGAGGGCGCUGCAUUCCUCAUUCUACAAACCGUACAAGUCGGGGCACAAGACAGAGAAGCCAGGUCACGUCUCUGCAGUUACACAGCUCACGAGUGCCUGCUGGGGUGGAACCUGGUCUGUCUGUCUGUCUAACACCAGAGCUCGGGCGCUGCUGCAGAGGGAGCCAAGAUUUGGGUGAGGGAGGGGG

>hsa-mir-381

CCCGGGAGAGGAGGCCGGCCCCGUGAAUGAUAGUGAGGAACCUGCCCAGUGCUAUUGUUUGGUACUUAAAGCGAGGUUGCCCUUUGUAUAUUCGGUUUAUUGACAUGGAAUAUACAAGGGCAAGCUCUCUGUGAGUAUCAAACCUUGUCUUGGACCCAGUCCACACUCAGCAAGGGAUGCGGUAUGUGUGUGCAUGACCG

>hsa-mir-382

GCCACUCCCCUUGGAGAAGUGGAAGGGGACUCCUUGUCUGUCUUGUCUCUGCUUUUCUGUGGUACUUGAAGAGAAGUUGUUCGUGGUGGAUUCGCUUUACUUAUGACGAAUCAUUCACGGACAACACUUUUUUCAGUACCAAAUGCUACCUCUAAGGACUUCCUGGACACAAUGGCAGCUUCAGGAAAGAUAGUCUUUGU

>hsa-mir-383

UGUGUAUUGUUUGAUUAUGUUUGCAUAAUUUAUCAAGAGACUUCAGAAUCUCCCCGUCACCUGCUCCUCAGAUCAGAAGGUGAUUGUGGCUUUGGGUGGAUAUUAAUCAGCCACAGCACUGCCUGGUCAGAAAGAGCAAGUGUCCUAGCCUUUACCUCAUGAGACCUUGGGUAUCCAUCCAGCGUAGGUCCCAAGGGAAC

>hsa-mir-3926-1

AUGAAAUUUUAAGUUCUGUUAAAAUUAUCACAGUAAAGUUCCUUGACUUUAAAAGCUUGCUUUUAAAAUGGAGCUGGCCAAAAAGCAGGCAGAGACUUUAAAAGCGUCUCUGCCUGCUUUUUGGCCAGCUCCGUUUUUCAUCACUGACGCUUAUAAUUGUUAUCAUUCCUUGUUUACCAGAGCCUGUCAUUUGUUUUCUU

>hsa-mir-4283-1

GAAGCAGGUGGUGUCCUGUCCCGGCAAAGGCAGACAUGGGGCUGACACAGAACGGCCCAGGGACUCUGAUCCUGGGGCUCAGCGAGUUUGCAAGGGGUGUUUCUGUCCAUGGUCAGGCUUGCCAGCCUUGGUCCUUGGGCCCACCAUAAGGUGGCCCAGUCCUGACCCUGUCUUGGAAUUGCUGAGAGCAGAAAUGCAGU

>hsa-mir-449a

UACCCUGCCACUUGCUUCUGGAUAAAUUCUUCUUGUCAAUGAAGUGCUCUGGAUACCUGUGUGUGAUGAGCUGGCAGUGUAUUGUUAGCUGGUUGAAUAUGUGAAUGGCAUCGGCUAACAUGCAACUGCUGUCUUAUUGCAUAUACAAUGAACAUCAGAGUGUAACUGAAUCUGUAAUUAGUGUGUGUUUAUGUGUACUU

>hsa-mir-487a

GGACUAGCUGGAAGGAAGGCAGACUCUGGUGAAGACGUGGGCCGUCACCGUCAGCCUUCGGUACUUGAAGAGUGGUUAUCCCUGCUGUGUUCGCUUAAUUUAUGACGAAUCAUACAGGGACAUCCAGUUUUUCAGUAUCAAAUACUGCUUUGGAAGGCUUCCCGGACAGCGUCCCGCCUUCAGGCAAGGGGUCUUGGCUU

>hsa-mir-509-3

AUGGUUGUUUCAAAGGUGAAUGGGUGGGUAUUAAGGCAAGGCUGCCAUCCUCAGACAUGCUGUGUGUGGUACCCUACUGCAGACGUGGCAAUCAUGUAUAAUUAAAAAUGAUUGGUACGUCUGUGGGUAGAGUACUGCAUGACACGUGCAACAUACAUGAUGACACUGUGUGUGUGUUGGAGGCAUUUAGUUGCAUGCAG

>hsa-mir-510

UUUGAAAAGUGUGUGAUUAAGUAUUUAGGCUGUGCUCCCAUUUUCAGGAAUGCUGUGUAUGUGUGUGGUGUCCUACUCAGGAGAGUGGCAAUCACAUGUAAUUAGGUGUGAUUGAAACCUCUAAGAGUGGAGUAACACAUGACAUGUACUACAUAUGCAAUGAUAUUGCAGAUAUUUAGUUGCAUGCAGUGGUAUGCUUU

>hsa-mir-518d

UUUAACCUGGUCAAGGAAAAUUCCAACAAGAAACCCAGAGUGCUGGAGUGAGAAGAUCCCAUGCUGUGACCCUCUAGAGGGAAGCACUUUCUGUUGUCUGAAAGAAACCAAAGCGCUUCCCUUUGGAGCGUUACGGUUUGAGAAACUCAAUGUUGAAGUUGAUGCUGACUUCAGUAAUACAUUUGUAGAGGAUGCUUAUC

>hsa-mir-518e

CAUUUUAACCCGGUGAAGGAAAAUUCCAACAAAAAACCCACAAUGCUGGAGCAAGAUCUCAGGCUGUGACCCUCUAGAGGGAAGCGCUUUCUGUUGGCUAAAAGAAAAGAAAGCGCUUCCCUUCAGAGUGUUAACGCUUUGAGAAAAGCAACGUUGAUCUUGGUAAUACACUUGCAGAGAAUGCUUAUAAUCAACCAUGG

>hsa-mir-519c

UUUAACCUGGUCAAGGAAAAUUCCAACAAAAAAUCAAUGGUGCUGGAGCAAGAAGAUCUCAGCCUGUGACCCUCUAGAGGGAAGCGCUUUCUGUUGUCUGAAAGAAAAGAAAGUGCAUCUUUUUAGAGGAUUACAGUUUGAGAAAAGCAACGUUAACGUUCAUGCUGAUCUCGGCAAUACAUUUGCAGAGCGUGCUUAUC

>hsa-mir-519e

CAUUUUAACCUGGUAAGGAAAAUUCCAACAAAAACCCAGAGUUUUGGAGCGAGAAGAUCUCAUGCAGUCAUUCUCCAAAAGGGAGCACUUUCUGUUUGAAAGAAAACAAAGUGCCUCCUUUUAGAGUGUUACUGUUUGAGAAAAACCACGUUGAAGUUGAUGCUGAUCUUGGUAACGCAUUUGCAGAGCGUGCUUAUCAU

>hsa-mir-520h

UAACCUGGUCAAGGAAAAUUCCAACAAGAAACCCAGAGUGCUGGAGCAAGAAGAUCCCAUGCUGUGACCCUCUAGAGGAAGCACUUUCUGUUUGUUGUCUGAGAAAAAACAAAGUGCUUCCCUUUAGAGUUACUGUUUGGGAAAAGCAGUGUUGAAGUUGAUGCUGAUGUUGGUAAUAUAUUUGCAUGCUUAUCAUCAGA

>hsa-mir-526a-1

UUUAACCUGGUGAAGGAAAAUUCCAACAAAAAACCCACAGUGCUGGAGCAAGAAGAGCUCAGGCUGUGACCCUCUAGAGGGAAGCACUUUCUGUUGCUUGAAAGAAGAGAAAGCGCUUCCUUUUAGAGGAUUACUCUUUGAGAAAAACAACAUUGAAGUUAAUGCUGAUCUUGGAGAUCAUGCUUAUAAUCAGACUUGGA

>hsa-mir-542

UAAAAAGUCUUUAGGGGUCAUGGGUGAUACAGAAAUUUGGGAUCGGUCAAGGAUGCACAGAUCUCAGACAUCUCGGGGAUCAUCAUGUCACGAGAUACCAGUGUGCACUUGUGACAGAUUGAUAACUGAAAGGUCUGGGAGCCACUCAUCUUCAUAGCAAAACAUGUGGUAAGUAUUACAAGACGAAUCAAUGAAAAGAU

>hsa-mir-548j

ACCCCUGCACUCCACGAUGAUUGCAUUCCUGAGCCUGGCCCAGGUGGGCAGCCAGUGAAUAGUUAGCUGGUGCAAAAGUAAUUGCGGUCUUUGGUAUUACUUUCAGUGGCAAAAACUGCAUUACUUUUGCACCAGCCUACUAGAACGCUGAGUUCAGUGCCUUAAGCGGUGUUUCACAGAGAGGGAGCAAGGGGCAGCGC

>hsa-mir-548l

UCUGGCCCAACCACUAGUUGUAUGACCUUGAGCAACCGCAUCCCUUAUCCCUUGGUUUGUAUUAGGUUGGUGCAAAAGUAUUUGCGGGUUUUGUCGUAGAAAGUAAUGGCAAAAACUGCAGUUACUUGUGCACCAACCAAAUGCUUCGUAGAUUUAUGAGAUCUAAAUGGAUUAAAUAGUGUCUGUUGCACAGUAGGUAA

>hsa-mir-548m

UUACGAUUUUAUUUUCUUGUUGGUUCAUAUGAGUUUUUUUUGUUGGUGUUUAUUCUAGAUAUUAGGUUGGUGCAAAGGUAUUUGUGGUUUUUGUCAUUAAAGUAAUGCAAAAGCCACAAAUACCUUUGCACCAACCUAAUAUUAGCCCCUCGGAAUUAUAGACAUGGCAAGUAUCUACUAUCAGUAAGUUGACUGGAGUA

>hsa-mir-548t

UUGCUUGUAAGUGCUGGGUGAUUGAAUCUAUAAUUUGCGUCAAGAGAAGUGAAGAAAAAUGUUAGGGUGGUGCAAAAGUGAUCGUGGUUUUUGCAAUUUUUUAAUGACAAAAACCACAAUUACUUUUGCACCAACCUAACCUUGUUUUAGGCAUGUAUCUAUUUAAAGACACUUUAUUUUACCUAUAACGUUGAUGGGUU

>hsa-mir-553

CCUUAUAUGUUGAGCAAGAAGAUUAGCCUGGAGAAUCUCCAAAAUCCUUCUAACUAUAACAUUCUUCAAUUUUAUUUUAAAACGGUGAGAUUUUGUUUUGUCUGAGAAAAUCUCGCUGUUUUAGACUGAGGCAGUGUGUUAUGAUAGAGAGCACUAAACAGAGAGUGAGAAGACCUAAAUUUUAGUCCCAUGUCCUGUCA

>hsa-mir-574

CAGGGAGGACCCGGCUCUGGGGUGAGGGUCUGGGGCGGCGCGGCCGAGGGACCUGCGUGGGUGCGGGCGUGUGAGUGUGUGUGUGUGAGUGUGUGUCGCUCCGGGUCCACGCUCAUGCACACACCCACACGCCCACACUCAGGGUCUGCCCCCUCGGCCUGCGUGAACCUCCGCGGAGCCUGCCUGGAUCUCCCAAAGUA

>hsa-mir-577

UUGGUAAAUAACUGUGACCUGAGGGGGAAGUUUCAGGCACCCAAGGCAGGCUGUAUUUGGGGGAGUGAAGAGUAGAUAAAAUAUUGGUACCUGAUGAAUCUGAGGCCAGGUUUCAAUACUUUAUCUGCUCUUCAUUUCCCCAUAUCUACUUACUGUAGGUACGGCCUCAUUAAAAAAUAUAAACUCUCUGAAGACAGAAC

>hsa-mir-578

CAACAAUUAUUAUUACCUCAUUAUGGUAUUUCCCACUGUUGGUCUACAGAUAAAUCUAUAGACAAAAUACAAUCCCGGACAACAAGAAGCUCCUAUAGCUCCUGUAGCUUCUUGUGCUCUAGGAUUGUAUUUUGUUUAUAUAUAUUUUUUAAUCCUGAAUGUCUAGUAUUAUGCUUGGGACAUAGUGGCCACUCAGUGAA

>hsa-mir-579

CUGUCUCUAUAGAUUUGCCUAUUCUAGAGAUUUCAUAUAAAUGGAGUCAUAUUAGGUUAAUGCAAAAGUAAUCGCGGUUUGUGCCAGAUGACGAUUUGAAUUAAUAAAUUCAUUUGGUAUAAACCGCGAUUAUUUUUGCAUCAACUUACUACAGUCUAUGGUCUUUUGUGUCUGGCAUCGUUCACUUAGCGUGUUUUCAU

>hsa-mir-587

AAUACCCAGGCAAGAGAGAGUUGCUGUCCUUUAAAAGGUCUCUUUCUGCCCCUCCUAUGCACCCUCUUUCCAUAGGUGAUGAGUCACAGGGCUCAGGGAAUGUGUCUGCACCUGUGACUCAUCACCAGUGGAAAGCCCAUCCCAUAUCCCACCUAAACCACUCUUUGGUGCCCAGGAUCCCAAGGGCCCUGAACUCACUU

>hsa-mir-588

AACACCAAAUUGAACAACUAUUUAAAUAAAAAAGCACCUUCAUGAGAACCGAAAAUCAGCUUAGGUACCAAUUUGGCCACAAUGGGUUAGAACACUAUUCCAUUGUGUUCUUACCCACCAUGGCCAAAAUUGGGCCUAAGGGGUCCCAAUUCCCGGCCUCAGCUCUUGGAUGGAAUUUCUAGACCUGCCCUGGGCCAGCG

>hsa-mir-591

AUAGUGUAUGAAUCUUGAGAAUUGAUAGAUCUGUCAGAUUAUAGAGGAGGAGGGAGUCUUAUCAAUGAGGUAGACCAUGGGUUCUCAUUGUAAUAGUGUAGAAUGUUGGUUAACUGUGGACUCCCUGGCUCUGUCUCAAAUCUACUGAUUCAUAAUUUUUGGGUGUGGGGCUUGGGAAUGUGUUUUAAACAAGCUCUCCA

>hsa-mir-607

AACCCAAUCGUGUAUCCCAUUUUAUAACAGAGCACAGAGAGGUUAAGUAACUUGCCUAAAGUCACACAGGUUAUAGAUCUGGAUUGGAACCCAGGGAGCCAGACUGCCUGGGUUCAAAUCCAGAUCUAUAACUUGUGUGACUUUGGGCGAGUUACUUAAAGCCGGCUCUUUAACCAUCACACUAUUUUUUGCUUCCAGUG

>hsa-mir-611

GCUAGGCGCCUGCUCCUGCCGACGUGUUCUUCCGGUGGCGGAGCGGCGGAUUAGCCUUCGCGGGGCAAAAUGGUGAGAGCGUUGAGGGGAGUUCCAGACGGAGAUGCGAGGACCCCUCGGGGUCUGACCCACACCGCGCUUAUCUCCUCAGACGCCGGAGAUCCAGAGGGCUAGACGCUCCUGGAACCUCCGGCUUGGGC

>hsa-mir-612

CUGGCCUGACAUGUGUGUCCCUGAGCAGGUUACAGUCCUCUCUGAGCCUCUGCUUCCCAUCUGGACCCUGCUGGGCAGGGCUUCUGAGCUCCUUAGCACUAGCAGGAGGGGCUCCAGGGGCCCUCCCUCCAUGGCAGCCAGGACAGGACUCUCAAAUGAGGACAGCAGAGCUCGUGGGGGGCUCCCACGGACCCGCCGUG

>hsa-mir-613

UAUAAUAUAUUUUCUAUUUCUACUAGGUGUGGGCUUUAUUGGUUGAUUUCUCGGUGAGUGCGUUUCCAAGUGUGAAGGGACCCUUCCUGUAGUGUCUUAUAUACAAUACAGUAGGAAUGUUCCUUCUUUGCCACUCAUACACCUUUAUGUGCAUCUCACAUGGUGUUCUUCCCCAGGUGGAUGUGAUUCUCCAUGCCAGU

>hsa-mir-614

AAGUGCUGGGAUUACAGGCAUGAGCCACCGCGCCCGGCCCCGUUGUUUCCCUUCUAAGAAACGCAGUGGUCUCUGAAGCCUGCAGGGGCAGGCCAGCCCUGCACUGAACGCCUGUUCUUGCCAGGUGGCAGAAGGUUGCUGCUCAUUUGAGCAGUACCUGUCACCCCUCCUCCCACUGCUGCGGCUGUUAACUCAUCUUC

>hsa-mir-617

UAGCUAAAGAGUAGAGUUGAAGGGAUGGCCUGGAGCCAUGUCACGGAAGCUACCAUAAGCCAUCAUAAGGAGCCUAGACUUCCCAUUUGAAGGUGGCCAUUUCCUACCACCUUCAAAUGGUAAGUCCAGGCUCCUUCUGAUUCAAUAAAUGAGGAGCAUUCUGGAAAAGAGAUUUCAUCCAAGGCUUGAUCUCAAUUGAA

>hsa-mir-619

UGCCAUGUUGGCCAGGCUGGUCUCGAACCCCUGACCUCAAGUGAUCCGCCCACCUCAGCCUCCCAAAAUGCUGGGAUUACAGGCAUGAGCCACUGCGGUCGACCAUGACCUGGACAUGUUUGUGCCCAGUACUGUCAGUUUGCAGAGUGUCCCUCAGUGUGAGUGUGUCUGAUGUUCUUGUGUGAUUCCACCGGGCACGU

>hsa-mir-622

AAGAUCAUGGCAGACAUUCGGCCCAAUACGAUGAGCUGGCUGGGAAGAACCGAGAGAAGCUGGACAAGUACUGGUCUCAGCAGAUUGAGGAGAGCACCACAGUGGUCAUCACACAGUCUGCUGAGGUUGGAGCUGCUGAGAUGACACUCACGGAGCUGAGACAUACAGUCUAGUCCUUGGAGAUCGACUUGGACUCCAUG

>hsa-mir-636

GGAGGACCCCGCCUCGCGACUGGGGAAAUGGCGUCUGGCGGCGAGAUAAUGGCGGCCUGGGCGGGAGCGCGCGGGCGGGGCCGGCCCCGCUGCCUGGAAUUAACCCCGCUGUGCUUGCUCGUCCCGCCCGCAGCCCUAGGCGGCGUCGCCGCAGCCGAUCCCGGAGUCGGAGUCGUUCCAGGUCUCGCAGCCGAUCUCGC

>hsa-mir-642b

GAGGAACGGAAAAUUCCAGUAUGGGAGUGAUAGGCUGGGAGAGUUAAAUGAUGGCAGAGGCCGAGUUGGGAGGUUCCCUCUCCAAAUGUGUCUUGAUCCCCCACCCCAAGACACAUUUGGAGAGGGACCCUCCCAACUCAGAUAAACUGUGGAGAGUGUAGGAGAUAGGAAAUGGACUGAGAACUUCCUGGUCCCACCAG

>hsa-mir-645

GCUCAGGUGGUCAUGCUCAGUCGCUCGCCACUCACCUCCUGCCAUGCAGUCCAGUUCCUAACAGGCCUCAGACCAGUACCGGUCUGUGGCCUGGGGGUUGAGGACCCCUGCUCUAGGCUGGUACUGCUGAUGCUUAAAAAGAGAGGGUUUGCCAGAAAUCAGAUGGGACAAAAGGGCAAAGGCCGUGCCACAGAGUGCCC

>hsa-mir-646

ACCUGCCAGGACAGCACUGACUACCACAGCCAGGACAGUUCAGAAGCCUGGAGAUCAGGAGUCUGCCAGUGGAGUCAGCACACCUGCUUUUCACCUGUGAUCCCAGGAGAGGAAGCAGCUGCCUCUGAGGCCUCAGGCUCAGUGGCCUAUCUUUACCCCAAUGCAUGCAGGUCAGAAUGUAGCUGAACAGCAGCCCAGGG

>hsa-mir-651

GUACAAAUGUAUGAUACAGAUAACAAAAUGUAUUAACAAUUCCCUAGAUCUACAGAAAUCUAUCACUGCUUUUUAGGAUAAGCUUGACUUUUGUUCAAAUAAAAAUGCAAAAGGAAAGUGUAUCCUAAAAGGCAAUGACAGUUUAAUGUGUUUCUGACAUGCAACCUUCAAGAGAUCCAUAUAUGAACCAUUUUGUGUGG

>hsa-mir-655

UCUGGAAGCAAAGACAACGGUGGGGAAGAGGCCAUGGUUUUCGUUUCAGAACUAUGCAAGGAUAUUUGAGGAGAGGUUAUCCGUGUUAUGUUCGCUUCAUUCAUCAUGAAUAAUACAUGGUUAACCUCUUUUUGAAUAUCAGACUCUGCCUCGGAGGGCCGCCCCCACAGGAGACGUGAGAGUGUGUGCCUUGUGUGAGC

>hsa-mir-657

CACUCCAGGCCUCAGUUUCCCCAUCAAUUCCCACCUCCUGGGGAGCCGAGAGUGAUAGUGUAGUAGAGCUAGGAGGAGAGGGUCCUGGAGAAGCGUGGACCGGUCCGGGUGGGUUCCGGCAGGUUCUCACCCUCUCUAGGCCCCAUUCUCCUCUGCACUGUAACAUUUGAGGCCCACGCACACAGUCCCUCCCCAGGUCU

>hsa-mir-662

GCCAGUGGGGCUGGUGGGGCUGGCGUCCAGGCCGAGCUGGCCCAGGGUGGAGCUGUUGAGGCUGCGCAGCCAGGCCCUGACGGUGGGGUGGCUGCGGGCCUUCUGAAGGUCUCCCACGUUGUGGCCCAGCAGCGCAGUCACGUUGCCAACAUCCAGGCUCUGCGGAGAGGGGUGGGGCAGAGGGGCCGUGGGGCCAACUU

>hsa-mir-664

AAUUCCAAAGUGUUAAGUUCAGUUCAGGGUAGCUUCCCUGCUCUGUUAAUUAAACUUUGGAACAUUGAAACUGGCUAGGGAAAAUGAUUGGAUAGAAACUAUUAUUCUAUUCAUUUAUCCCCAGCCUACAAAAUGAAAAAAGGUACAAUAAACGUUAUUGUAUGUACAUCUUUAUGUAGAGGUCUGGUUAAUUUAUUCAA

>hsa-mir-765

GUCAUAACUCAGGAAGACAAGGCACAUACCUACCUGACCUAAGGGCUUUAGGCGCUGAUGAAAGUGGAGUUCAGUAGACAGCCCUUUUCAAGCCCUACGAGAAACUGGGGUUUCUGGAGGAGAAGGAAGGUGAUGAAGGAUCUGUUCUCGUGAGCCUGAACUUUCUAGACAAAACAUGUGGAAGCGGUCACCUCAGGCUG

>hsa-mir-767

UGGGCAUAUUCCUCAUUGUGUUAUUCACUCUUGUAUCACACCCACCUGCUUUUAUAUUGUAGGUUUUUGCUCAUGCACCAUGGUUGUCUGAGCAUGCAGCAUGCUUGUCUGCUCAUACCCCAUGGUUUCUGAGCAGGAACCUUCAUUGUCUACUGCUUUACAGGGAAAUAGUGUUUUAUGCAUCGUGUAUAUGAGUUUAG

>hsa-mir-891b

ACUAUAAUUACGUAGCUUCUUUGUUUCUUUGUAGGUCCCAAAAGAGUCUACAAAUGUUGUCUCCUUAAUCCUUGCAACUUACCUGAGUCAUUGAUUCAGUAAAACAUUCAAUGGCACAUGUUUGUUGUUAGGGUCAAAAGAGAUAAUCCAUCUAAAGGCCUCAUGGACAUUGCAAACCAUGUAAGUCAUCAGUUAUGUAG

>hsa-mir-922

UUCAGUUCUGGAGCUUCUGAGCCAGGCCUUUCUCAACCACCUCUCCUGCUGCUGAAACGGGGAUGGCGUUUUCCCUCUCCCUGUCCUGGACUGGGGUCAGACUGUGCCCCGAGGAGAAGCAGCAGAGAAUAGGACUACGUCAUGGGCAUUUCGUCCACUUAUUUGGGUAUUUUGGGGGCCACAGAACAAUCCUGACUAUC

>hsa-mir-924

GUUUCUGUUAUUUAUCCUAAGAUAGAUUGCUGGUGAAAAUUCCUCAACUGACCACCCACAGACCACCUAAGCCAGUCAAUAGAGUCUUGUGAUGUCUUGCUUAAGGGCCAUCCAACCUAGAGUCUACAACUGAUUCCCUUCCAUCCUAUGGUUUUUGCCUUUAUAAUAAUUUUCUACUCCUUGACUCCUCUUCGGUGUGU

>hsa-mir-933

GGCAGAGGAAAAAGGAAUAACGGCUCCCUCUUAGACCCCUCCCUCCGAAUUAUCUUCACCCUACUUGGGUCAGUUCAGAGGUCCUCGGGGCGCGCGUCGAGUCAGCCGUGUGCGCAGGGAGACCUCUCCCACCCACAGUCCUUGGGUUGGGCGGGGAGAGGGCCCACUCUGGUCUCCCCACCCAGUAUUCAAGCGAUUGA

>hsa-mir-934

AAGUAGGUAUCUGGGCCAGCCUUUGAUGGUGUGUGUCUGUAUCCUGAGAACGAACUUGAGAAAUAAGGCUUCUGUCUACUACUGGAGACACUGGUAGUAUAAAACCCAGAGUCUCCAGUAAUGGACGGGAGCCUUAUUUCUAUCACUCAGUGUUUUCAUAGAUAGAAUUUGUUUCAUUUUAGCCUCAAAAAAGAGUAUAU

>hsa-mir-936

CAGACAGGGCUGUCCCGUGGCUGAUGGCUGCGUGGGCUCCUGGGACACAAUGUGCUUCAAGGCCACUGGGACAGUAGAGGGAGGAAUCGCAGAAAUCACUCCAGGAGCAACUGAGAGACCUUGCUUCUACUUUACCAGGUCCUGCUGGCCCAGACGGACACCAAGGCCCAAGAGGUUGGUCACUCAUCUGCUGCCCCCAG

>hsa-mir-939

CCUGGAGGUGUACAGCGUGGACUUCAUGGUGGACAAUGCCCAGCUGGGUUUUCUGGGUAUGUGGGCAGGGCCCUGGGGAGCUGAGGCUCUGGGGGUGGCCGGGGCUGACCCUGGGCCUCUGCUCCCCAGUGUCUGACCGCGACCGCAACCUCAUGGUGUACAUGUACCUGCCCGAAGGUGAGUGCUUCCUCCACCCCCUC

>hsa-mir-93

AUGUGUCCUAGAUCCUGUGCUACAGACCUUCCUUUCUGUCCUCCCGUCUUGGACCUCAGUCCUGGGGGCUCCAAAGUGCUGUUCGUGCAGGUAGUGUGAUUACCCAACCUACUGCUGAGCUAGCACUUCCCGAGCCCCCGGGACACGUUCUCUCUGCCAAUUGUCUUCUUGGCUGAGCUCCCCAAGCUCCAUCUGUCAUG

>hsa-mir-96

UGCAGGGAUGCAAGGCCCCUCGUCCAGUGUGUCCCCAGAGAGCCCGCACCAGUGCCAUCUGCUUGGCCGAUUUUGGCACUAGCACAUUUUUGCUUGUGUCUCUCCGCUCUGAGCAAUCAUGUGCAGUGCCAAUAUGGGAAAAGCAGGACCCGCAGCUGCGUCCGCCUCCCCUGCAUCCUUGUGUCAGGGCCCCAGCCUGC

>hsa-mir-127

ACCCACAGGUUCCCAAGGCGCGGUGGAGGGACACUCGUAAAAGGUCUCGCUGUGAUCACUGUCUCCAGCCUGCUGAAGCUCAGAGGGCUCUGAUUCAGAAAGAUCAUCGGAUCCGUCUGAGCUUGGCUGGUCGGAAGUCUCAUCAUCUGCUUCCUUCGGGUUAAACACGUCGGCCAGGUCUGAGUAUGGGUGUGGCAGUC

>hsa-mir-155

AAAUCUGUGGUUUAAAUUCUUUAUGCCUCAUCCUCUGAGUGCUGAAGGCUUGCUGUAGGCUGUAUGCUGUUAAUGCUAAUCGUGAUAGGGGUUUUUGCCUCCAACUGACUCCUACAUAUUAGCAUUAACAGUGUAUGAUGCCUGUUACUAGCAUUCACAUGGAACAAAUUGCUGCCGUGGGAGGAUGACAAAGAAGCAUG

>hsa-mir-181c

UCUCUGGUUCCCUGCCACCUACCCCACCCCCGACUCCAGGUCCCGGAAAAUUUGCCAAGGGUUUGGGGGAACAUUCAACCUGUCGGUGAGUUUGGGCAGCUCAGGCAAACCAUCGACCGUUGAGUGGACCCUGAGGCCUGGAAUUGCCAUCCUCCUGCCGGUGACUCUGACCUUCCAGAUCUAGGGGGGCCUGGGGAGCC

>hsa-mir-184

AAUCAAACGUCCAUUUACAUCUUGUCCUGCAAAGCUUCAUCAAAACUUCUUUGCCGGCCAGUCACGUCCCCUUAUCACUUUUCCAGCCCAGCUUUGUGACUGUAAGUGUUGGACGGAGAACUGAUAAGGGUAGGUGAUUGACACUCACAGCCUCCGGAACCCCCGCGCCGCCUGCACUUGCGUGAUGGGGAAAACCUGGC

>hsa-mir-200c

GCAGCUUUUCCGCAGGGAUCCUGGGCCUGAAGCUGCCUGACCCAAGGUGGGCGGGCUGGGCGGGGGCCCUCGUCUUACCCAGCAGUGUUUGGGUGCGGUUGGGAGUCUCUAAUACUGCCGGGUAAUGAUGGAGGCCCCUGUCCCUGUGUCAGCAACAUCCAUCGCCUCAGGUCCCCAGCCCUUAGCUGGCUGCAGCCCCC

>hsa-mir-206

GAGGAAAGAUGCUACAAGUGGCCCACUUCUGAGAUGCGGGCUGCUUCUGGAUGACACUGCUUCCCGAGGCCACAUGCUUCUUUAUAUCCCCAUAUGGAUUACUUUGCUAUGGAAUGUAAGGAAGUGUGUGGUUUCGGCAAGUGCCUCCUCGCUGGCCCCAGGGUACCACCCGGAGCACAGGUUUGGUGACCUUCUUCCUC

>hsa-mir-433

UGUUCUGGCAGCUCCAUGACGUCAAAGUUGAAGUGGGAGAAGAAGAAGACCCAAUGCCCGGGGAGAAGUACGGUGAGCCUGUCAUUAUUCAGAGAGGCUAGAUCCUCUGUGUUGAGAAGGAUCAUGAUGGGCUCCUCGGUGUUCUCCAGGUAGCGGCACCACACCAUGAAGGCAGCCCGUAUUGGAAGAAUCUUCAUCUC

>hsa-mir-498

UCUGAUUUCAGAUGGACCCUGAGAAUGCUCAAGCCCCAAACCCUCCUUGGGAAGUGAAGCUCAGGCUGUGAUUUCAAGCCAGGGGGCGUUUUUCUAUAACUGGAUGAAAAGCACCUCCAGAGCUUGAAGCUCACAGUUUGAGAGCAAUCGUCUAAGGAAGUUGAUGGCAAUGUUAAUAGUUUUUUAAACAAGCAUGAAAU

>hsa-mir-554

CAACCAGUGGAGAGUCCCAGGGGUGAGAGGAAGGCCUACAGAUAGACCCAGGGUGAAGACCUGAGUAACCUUUGCUAGUCCUGACUCAGCCAGUACUGGUCUUAGACUGGUGAUGGGUCAGGGUUCAUAUUUUGGCAUCUCUCUCUGGGCAUCUUUCCUCUUCUUUUUUAGACCUCAUGACCAAGGCAGCUGGUGUCCCC

>hsa-mir-625

UGCAGGUUUUUAAGUUGUAAUCCUGUGUUGUACAAGAGCUGUACUGAUGUGGUGGUAAGGGUAGAGGGAUGAGGGGGAAAGUUCUAUAGUCCUGUAAUUAGAUCUCAGGACUAUAGAACUUUCCCCCUCAUCCCUCUGCCCUCUACCAACUGUGAGCCUGAGUUGAGUAACUGUCUCUUUUUCUCGGUCAAAGGAUAGAU

>hsa-mir-665

CCAGGGUGGAGGGGGUGGGGCUUUGGCGGACCAGGGCUGGCCCUUUCUGUGCCCCAAGAGGAGGGUCUCCUCGAGGGGUCUCUGCCUCUACCCAGGACUCUUUCAUGACCAGGAGGCUGAGGCCCCUCACAGGCGGCUUCUUACUCUCUCCUUAAACCUGUUCUGGAGACAUUUCCCCUCUCCCCAAGGAUUCCCAACUC

>hsa-mir-670

UCUUCCUCUCUGUCAAGUCCGAAGAUGCCAGCUGAGACGUUCUUCAUCCAGUUUAGGGGUGGACCUGAUGUCCCUGAGUGUAUGUGGUGAACCUGAAUUUGCCUUGGGUUUCCUCAUAUUCAUUCAGGAGUGUCAGUUGCCCCUUCACGCGACGUUGGAGAGCAUUACAGCAAGCAGGUGUCUACUCAUUUAUGGCAAGA

>hsa-mir-940

GCUAGUCCAUUUGGAGCUCCUUCAAGCCGAAGCAUCCAACACCAGUGUCUGUGAGGUGUGGGCCCGGCCCCAGGAGCGGGGCCUGGGCAGCCCCGUGUGUUGAGGAAGGAAGGCAGGGCCCCCGCUCCCCGGGCCUGACCCCACUGCUUCAGCCCCCUCCUGCCUGCCUACAGCCUGGCCUCGAGGGCCCAUCAGGUGAG

>hsa-mir-1224

CCUGACCCGGGCCAGGCCAACAACAGUGAAGGCAGCGACCAUGACUACCUGCCCUUGGUGAGGACUCGGGAGGUGGAGGGUGGUGCCGCCGGGGCCGGGCGCUGUUUCAGCUCGCUUCUCCCCCCACCUCCUCUCUCCUCAGGUGCGGCUGCAGGAGGCACCAGGCUCCUUCCGCCUGGACGCGCCCUUCUGCGCCGCUG

>hsa-mir-1238

CCCUCACUACUGCCAGCCCACUGUGGAUGUCAGCCAGGCCGACUUCCCCCUGGAGGUGAGUGGGAGCCCCAGUGUGUGGUUGGGGCCAUGGCGGGUGGGCAGCCCAGCCUCUGAGCCUUCCUCGUCUGUCUGCCCCAGUCCUUCCACUGCACCUCGCCCCGCAAGAUGGCCUUUGCCAAGAUGGACCCAAGCUGUACCGU

>hsa-mir-1273d

UAACCUGGUGGUGUGUUGGGCACCUGUAAUCCCAGCUACUCGGUAGGCUGAGGUAGGAGAAUCGCUUGAACCCAUGAGGUUGAGGCUGCAGUGAGCCAAGAUCGUGCCACUGCACUUCAGCCUGGGUGACAAGAGCGAAACUUCAUCUCAAAAAAAAAAGAGUUGGGAAAAGGUAACAUUCUAUAAUUCUUUCAUUUCUU

>hsa-mir-1277

AAAUAUAUGAUUGUCUUAUUUUACCCUAAUUUUUUCCAGCAGAAAUGCAGUAUCCAUUUCUAACCUCCCAAAUAUAUAUAUAUAUGUACGUAUGUGUAUAUAAAUGUAUACGUAGAUAUAUAUGUAUUUUUGGUGGGUUUAAUUUUUUUCAUCUUUUUUCAUAGUUUUUUUAGGGGCUUCAUUUAACUUCUGGUUAAGUC

>hsa-mir-1278

UUAUUGCUCUAUGCUAUGUGUUAUUCUAAGUACUUUAUAUGUAUUAACUCAUGUAAUCGUAUUUGCUCAUAGAUGAUAUGCAUAGUACUCCCAGAACUCAUUAAGUUGGUAGUACUGUGCAUAUCAUCUAUGAGCGAAUAGGCUCAGACAGAGUGAGUUCCUGAGGUUUGAAGAACCAGUUGGAACCUUGGCAGUCUGGU

>hsa-mir-1292

CCUGCGUUCGGGCCGCAGACAGGGCCUGGGCCUGGGCCUGGGCCUGCGCCUGCGCCUGCGCCUGCCCUGGGAACGGGUUCCGGCAGACGCUGAGGUUGCGUUGACGCUCGCGCCCCGGCUCCCGUUCCAGGUGCUGUUGCACGUGCUGUUUGAGCACGCGGUCGGCUACGCGCUGCUGGCGCUGAAGGAAGUGGAGGAGA

>hsa-mir-1306

GCCCGCAGGAGAAGCGGUGAUGGAGAGCCGAGCUCGCCCCUUCCAAGCGCUGCCCCGUGAGCAGUCUCCACCACCUCCCCUGCAAACGUCCAGUGGUGCAGAGGUAAUGGACGUUGGCUCUGGUGGUGAUGGACAGUCCGAACUCCCUGCUGAGGACCCCUUCAACUUCUACGGAGCUUCUCUUCUCUCCAAAGGAUCCU

>hsa-mir-23a

UCUCUUUCUCCCCUCCAGGUGCCAGCCUCUGGCCCCGCCCGGUGCCCCCCUCACCCCUGUGCCACGGCCGGCUGGGGUUCCUGGGGAUGGGAUUUGCUUCCUGUCACAAAUCACAUUGCCAGGGAUUUCCAACCGACCCUGAGCUCUGCCACCGAGGAUGCUGCCCGGGGACGGGGUGGCAGAGAGGCCCCGAAGCCUGU

>hsa-mir-25

AGCCCAGUGGCGUUCAAAAGGGUCUGGUCUCCCUCACAGGACAGCUGAACUCCGGGACUGGCCAGUGUUGAGAGGCGGAGACUUGGGCAAUUGCUGGACGCUGCCCUGGGCAUUGCACUUGUCUCGGUCUGACAGUGCCGGCCCAACACUGCGGAUGCUGGGGGGAGGGGGGAUUCCACUCCUGUUUUGUGAGUAGGCGA

>hsa-mir-31

GAAAGGAAAAAUUUUGGAAAAGUAAAACACUGAAGAGUCAUAGUAUUCUCCUGUAACUUGGAACUGGAGAGGAGGCAAGAUGCUGGCAUAGCUGUUGAACUGGGAACCUGCUAUGCCAACAUAUUGCCAUCUUUCCUGUCUGACAGCAGCCAUGGCCACCUGCAUGCCAGUCCUUCGUGUAUUGCUGUGUAUGUGCGCCC

>hsa-mir-195

ACCCUGGGAGUAAGUUCUGCCUCAAGAGAACAAAGUGGAGUCUUUGUUGCCCACACCCAGCUUCCCUGGCUCUAGCAGCACAGAAAUAUUGGCACAGGGAAGCGAGUCUGCCAAUAUUGGCUGUGCUGCUCCAGGCAGGGUGGUGAAAACUACCGAGGAGGGGCUGAGCCCCCAUGGGCCGAGGAGAGAAGAGGGAACAG

>hsa-mir-339

GGCAGGAAGCGUCCCAUGCUCUGCAGGGGUGGCAGGAAGCGUCCUGUGCUCCGCAGGGGCGGGGCGGCCGCUCUCCCUGUCCUCCAGGAGCUCACGUGUGCCUGCCUGUGAGCGCCUCGACGACAGAGCCGGCGCCUGCCCCAGUGUCUGCGCCGGGACCAUGGAGUGGCCAGCUCGCCGCGGAGACGUCGCCGCGCUUU

>hsa-mir-600

GCCUGUCCCUGGCUGCAGUGCCAGGUGUGGCCUUUCCUGUGACAGCAAGUCACGUGCUGUGGCUCCAGCUUCAUAGGAAGGCUCUUGUCUGUCAGGCAGUGGAGUUACUUACAGACAAGAGCCUUGCUCAGGCCAGCCCUGCCCCUGCCUACAGGCACAGGUGCUUUGCCAUCUGUCCCGUUUUCCUGCUUAGGGAACCA

>hsa-mir-631

UUUGCCCCCUGUGGGACAGAGGAACAGGCAGAGAUCAGAGGGCAGGCUCAGGUUGGGAGGAGUGGGGAGCCUGGUUAGACCUGGCCCAGACCUCAGCUACACAAGCUGAUGGACUGAGUCAGGGGCCACACUCUCCCUCCUCUGGUGAUGUGACCUCAGCUGGUUUCUUCCCACUCGGCCAUGGGUUUCCCAUCCUGGAG

>hsa-mir-649

UCCUCUCACCUCAGCCUCCCAAAGUGAUGGGAUUACCGGUGUGAGCCACUGGGCCUAGCCAAAUACUGUAUUUUUGAUCGACAUUUGGUUGAAAAAUAUCUAUGUAUUAGUAAACCUGUGUUGUUCAAGAGUCCACUGUGUUUUGCUGGGGAUUUCUACAUCUAUAUUCAUAAGGGAUUUUGGUCUGUGGUUUUCUUUUC

>hsa-mir-653

CCAGACCAGGAACUGAUGCAGAUUAUUACUGCUCAUCUGACAACAGAGGUUCUAAUUUUUCAUUCCUUCAGUGUUGAAACAAUCUCUACUGAACCAGCUUCAAACAAGUUCACUGGAGUUUGUUUCAAUAUUGCAAGAAUGAUAAGAUGGAAGCUACUUUCAUCAGCAUGAAUUAUAACUACUCGUAUACAGAUUGUCGU

>hsa-mir-661

UCUCCUGCCGUGGCCCAGGAGAGGCGUCUCCAUCCCAGAUCCCUGGGACCCCAGGAGAGGCUGUGCUGUGGGGCAGGCGCAGGCCUGAGCCCUGGUUUCGGGCUGCCUGGGUCUCUGGCCUGCGCGUGACUUUGGGGUGGCUGUCCCGGCCACCGGUGGGGCCAGGUGCUGUGUUGAGUGACCUGCGCAGGGCCCUCUGG

>hsa-mir-1250

GCCCCUGGUAUGUCAUGACGCAGAAUGGGCCAAGGAGCUGGCUCUGCCCACCUGUCCCGCUGGCCUGGCAGGUGACGGUGCUGGAUGUGGCCUUUUUGCCUUUUCUAAAGGCCACAUUUUCCAGCCCAUUCAACCUUCCAGAGCCCUCUGAAGUGGCCACAGGCCCCAUCAACCAGUGAGGAGCUGCGUGCCUGGGGGGC

>hsa-mir-1253

AGUGAGGGGAUGGCCUGGCUACUGGGCUACUGGAAGAGUUUGUCAUCAGAGCAGCAAGAGAUAGAAUCCAAAAGAGAAGAAGAUCAGCCUGCAGAUGUGGACUGCUAAAUGCAGGCUGAUCUUCUCCCCUUUGGGAUUCUCUUAUGAGAAGCCAUAAACGCCAGGACGAGCACCCAGUGGGGUGCUUCUAGUUGCCAGGC

>hsa-mir-3202-2

UGACUGUCAACUGCUUUGGGGCCACUGGUGCUGUAAGUGAGCCCUAGUAGCUGAGAAAUACAUUAAUAUGGAAGGGAGAAGAGCUUUAAUGCUCUGAAAAUGACUCCAAUCAUUAAAGCUCUUCUCCCUUCCAUAUUAAUAAAUUUCGCACUCAAGAGGGUGGGCGGGUAGGCGGGCUCAGGGAGAGAGAAGGGUGGGCU

>hsa-mir-3689a

GUGAUCCUGUUCUUCCUGAGAGGUGUGAUCCUGUGCUCCCUGGGGGGUCUGAUCCUGUGCUCCCUGGGAGGUGUGAUAUCAUGGUUCCUGGGAGGUGUGAUCCUGUGCUUCCUGGGAGGUGUGAUAUCGUGGUUCCUGGGAGGUGUGAUCCCGUGCUUCCUGGGAGGUGUGAUACUGUGCUUCCUGGGAGGUGUGAUCCC

>hsa-mir-3689b

GUGAUCCUGUUCUUCCUGAGCGGUGUGAUCCUGUGCUCCCUGGGGGGUCUGAUCCUGUGCUUCCUGGGAGGUGUGAUAUCAUGGUUCCUGGGAGGUGUGAUCCCGUGCUUCCUGGGAGGUGUGAUAUUGUGGUUCCUGGGAGGUGUGAUCCCGUGCUCCCUGGGAGGUGUGAUCCCGUGCUCCCUGGGAGGUGUGAUCCC

>hsa-mir-4679-1:10:90823030:90823231

UUUCUCUCCAUUAUGACUUAUAUAAAAGAAACAAAAGCAGAAACAAAAACUUUUGCUUUACCGUCUUUUUUCUGUGAUAGAGAUUCUUUGCUUUGUUAGAAACAAAAAGCAAAGAAUCUCUAUCACAGAAAAAAGAUAGUAAUAAGCACAGAUGCCCAAAGAAGCCAGGCAGACUUUUUUUUUAAAGGUUUAAGUUUUAU

>hsa-mir-4776-2

CUCUUGCACUGCUGUGUUUUUGCAUCCCCUUCUACCUUCUGGCUUCCUGAGAUGGAGCAGACUAUAUGCAGUGGACCAGGAUGGCAAGGGCUCUACUGUCCUUUCAGGAGAGCCCUUGCCAUCCUGGUCCACUGCAUAUAGCCGAGCUCCCACUGACCUGGAACCCUCAUCCUGGACUGUUGUCCAAAAGAGAGAUAGAU

>hsa-mir-4436a:2:89111827:89112028

GACAUGAAUUUCUCCCUUGUUUCAGCCACCGGCAUCCCAGGCCAGGACUCCUCAUGGCCUCACUUUUCCACUUAUGCCUGCCCUGCCCCUCGAAUCUGCUCCACGAUUUGGGCAGGACAGGCAGAAGUGGAUAAGUGAGGACACUUCUCACUCAUGGGGAGAACACGACUGUGUUGCCCCAUGUUGAAGCUGUGUGAUGG

>hsa-mir-548al:11:74110226:74110427

CAAACUAGGGUUCCAAUCUCAUUUCAGAUCCCCUCAGCUGGCAGUUAUUUUAUUAGGUCGGUGCAAAAGUAAUUGCUGUUUUUGCCAUUAAAAAUAAUGGCAUUAAAAGUAAUGGCAAAAACGGCAAUGACUUUUGUACCAAUCUAAUAUCUCUGCUGCUAUAGUAAACUAGGAGGUAGGGAGAACAAGAUUACUGGAAA

>hsa-mir-518a-2:19:54242530:54242731

UUUGAACUGGUUAAGGAAAAUUUCAACAAGAAACCCAGAGUGCCGGAGCAAGAAGAUCUCAAGCUGUGGGUCUGCAAAGGGAAGCCCUUUCUGUUGUCUAAAAGAAGAGAAAGCGCUUCCCUUUGCUGGAUUACGGUUUGAGAAAGCGACGUUGAAGUUGAUGCAUUUGCAGAGCAUGCUUAUCAUCAGGCUUGGACAAU

>hsa-mir-3591

CAGAUGAACCUUCUUGCUCAAAGCAAACGAUGCCAAGACAUUUAUCGAGGGAAGGAUUGCCUAGCAGUAGCUAUUUAGUGUGAUAAUGGCGUUUGAUAGUUUAGACACAAACACCAUUGUCACACUCCACAGCUCUGCUAAGGAAACUCUGUAGCCACGAAGGUGUUAACUUCACCUCCACAUUCCACCAUUGUCACUGA

>hsa-mir-4520b:17:6558694:6558895

CAGGCUUGCAUACACGUGCAUAACUCCUACCCCUACCUCGCCUGCCUGCUGUACCAGGGGUUGAUUCCUUCUUCCUGCGUGUUUUCUGUCCAAAUCCUUUUCUGAUUUGGACAGAAAACACGCAGGUGGCACACAGUAAGCGCUUAAUAAAUUUUCCGGCUACCUGAUCUUCUUGGAAUUGAGGGCAUGCUCCUGUGCGC

>hsa-mir-516a-2:19:54264333:54264534

CUUGAUCUAGGAAAAUUCCAAAAAAAAAAACCCACGGUGCUGGAGCAAGAAGAUCUCAGGUUGUGACCUUCUCGAGGAAAGAAGCACUUUCUGUUGUCUGAAAGAAAAGAAAGUGCUUCCUUUCAGAGGGUUACGGUUUGAGAAAAGCAACGUCGAAGUUGACGCUGAUCUUGGUAAUACAUUUGCAGAGCGUGCUGAUC

>hsa-mir-103b-2

ACAAGCCAUAAGCUGCACCAACUGGAUCCUAGAUCCUCUUUUCCCAAGGGCAGCCCAUUCUUGGUUCUUUCAUAGCCCUGUACAAUGCUGCUUGACCUGAAUGCUACAAGGCAGCACUGUAAAGAAGCUGAAAGCACAAAGACGCAGCUCUGCUGAGGUGGGGGAGCCAAGGAGGGCACCCCUCGGCCUGCUCAGUCUUC

>hsa-mir-219-2

CUGGCGCUUUUUAGGAGCGAAGGGGAACCCCGCAGGAGACCAGGGCCCUGAACUCAGGGGCUUCGCCACUGAUUGUCCAAACGCAAUUCUUGUACGAGUCUGCGGCCAACCGAGAAUUGUGGCUGGACAUCUGUGGCUGAGCUCCGGGCGCAACAGGGGCGGGGGCCCCAGGGACAGGGCUCAGCGCGGGCGAGACCUCU

>hsa-mir-199a-1

GCACGGCCUGGCCUGGUGGCCCCAGCGUCUGCCUGGGGGGUUCUGCAGGAUGGAUAGCCGGCCCCGCCAACCCAGUGUUCAGACUACCUGUUCAGGAGGCUCUCAAUGUGUACAGUAGUCUGCACAUUGGUUAGGCUGGGCUUGGGUGAGCGGCUCGUCGAGACAGGCCCCCCAAACUCGCCGGCAGGUGAGUGUCAUUU

>hsa-mir-3529

ACACGUGGAAGGAUAGCCAAAAAGGGGGGCUGCCCCCAUUUCCUGCACCCCGCUGCGAUGGCUGGCACCAUUAGGUAGACUGGGAUUUGUUGUUGAGCGCAGUAAGACAACAACAAAAUCACUAGUCUUCCAGAUGGGGCCAGCCGGUCCACUCUGUAUCCAGGCCAGUUCUGCAAGGCGUUCGAGGACCACCCCCCUCC

>hsa-mir-103a-2:20:3898077:3898278

GAGAAGACUGAGCAGGCCGAGGGGUGCCCUCCUUGGCUCCCCCACCUCAGCAGAGCUGCGUCUUUGUGCUUUCAGCUUCUUUACAGUGCUGCCUUGUAGCAUUCAGGUCAAGCAGCAUUGUACAGGGCUAUGAAAGAACCAAGAAUGGGCUGCCCUUGGGAAAAGAGGAUCUAGGAUCCAGUUGGUGCAGCUUAUGGCUU

>hsa-mir-512-2:19:54172358:54172559

UUCUGCAUAGAGGAUGUGCCUGCAGUUUCCAGGUACUGGACAAUACAGGGAGGGUACUUCUCAGUCUGUGGCACUCAGCCUUGAGGGCACUUUCUGGUGCCAGAAUGAAAGUGCUGUCAUAGCUGAGGUCCAAUGACUGAGGCGAGCACCGAAAAAACACCAUGGGGGGGAGGGGGGGCGGGGGGCUCCAGGAGCCACUG

>hsa-mir-3689f

GUGAUAUCGUGGUUCCUGGGAGGUGUGAUCCUGUGCUUCCUGGAAGGUGUGAUCCUGUGCUUCCUGGGAGGUGUGAUAUCGUGCUUCCUGGGACGUGUGAUGCUGUGCUUCCUGGGAGGUGUGAUCCCACACUCGCUGGGAGGUGUGAUCCCGUGCUCCCUGGGAGGUCUGAUCCCGUGCUUUCCUGGGAGGUGUGAUCC

>hsa-mir-548ad:2:35696411:35696612

UUACAAGAAUUCUAUAAGGAUCCAGGAUCAAAACACAACAAUUUUCACAUACGUGUCAACUGUUAGGUUGGUGCAAAAGUAAUUGUGGUUUUUGAAAGUAACUUGGCGAAAACGACAAUGACUUUUGCACCAAUCUAAUACAAUCAACAGUUGUGGGAAGAAUUUUAACUUUUCACUCUAUGUUUGUACUGUUUUAGUGU

>hsa-mir-3198-1

CAUGAAAAAGCACAAGGUCCUGGCUGCUUGCAGUCACAUUCUGGUUCUCUGUGUUUUGUGGACUGUGCUCUCACUGUUCACCCAGCACUAGCAGUACCAGACGGUUCUGUGGAGUCCUGGGGAAUGGAGAGAGCACAGUCUGACGCCCUGCCAAGUAGCCAGGAGUUGACUUGCCCAUGGUCCGCUGGCUUUCCCACCAC

>hsa-mir-4509-2:15:28671583:28671784

CUCAUAUUCAAAUGUGGUCAGAAUCCGGACAUUUUGAGUGAGCCUACAGAAAGCUUUAAUACUAUCUCAAACUAAAGGAUAUAGAAGGUUUUCCCUUUCUCUUGCCCUGAAACCUUCUGUAUCCUUUAUUUUGAGAUAGUAUUAGAAUUCUUACUAUCUUACUGACAAUUCUCACUAUCUUGUUUUAUAACUUGGAACAU

>hsa-mir-1236

GGCUCUGAAGAAGCAAAGUAGCAGCAGCACAACCAGCCAAGGUGGUGUCAAACGCUGUGAGUGACAGGGGAAAUGGGGAUGGACUGGAAGUGGGCAGCAUGGAGCUGACCUUCAUCAUGGCUUGGCCAACAUAAUGCCUCUUCCCCUUGUCUCUCCAGCACUAUCAGAGCAGCCUGUCAUGGACACAGCCACAGCAACAG

>hsa-mir-548x-2

GAGAAUGAUAAUCUUUUAGAAGAUGUCAUGCUUCAGUGGUAAACCCCAUAGAUGCCAAAUAUUAGGUUGGCACAAAAGUAAUUGUGGCUUUUGCCAUUAAAAGUAAUGGUAAAAACUGCAAUUACUUUCGUGCCAACCUAAUAUUUGUGUGAGGUCUUACAAAUUUCCUAAGGUAAGGUCAGAGAACAACGAACAAAUCC

>hsa-mir-4662b

GGUCAAUAGAAUCUUGAUGUUUUGUCGAUGGCUUCAUGGUAUUCCAUUGUAUGGAUGUACCACAAUUUCUAUUUAGCCAAUUGUCUAUCUUUAGGCAUUCAGAAUAGCUAAAGAUGGACAAUUGGCUAAAUAGACACUGUGGUACACAAUGGCUUUUUCUGUUGCAGCCAUGGUUGCAGUAAACUUCCUUGUAUAUAAAU

>hsa-mir-3678

AUCUUCCAGAAUGAAGCACUCCAAAUAGAGGACCAGGUCUUAAAAUAUUUGAGAAUCCGGUCCGUACAAACUCUGCUGUGUUGAAUGAUUGGUGAGUUUGUUUGCUCAUUGAUUGAAUCACUGCAGAGUUUGUACGGACCGGAUUCUCCAAUAUAGGCCGAACACUGUGCUGGGGAUAGAACAGAAAUCUUGGCCCUUAA

>hsa-mir-4306

UUGCUGGGUGAGGCCUGCAUGAGGACUUUACUCAUGGGCUCAUAGAAGCCCUUUUAAGCUGCUUAGUGUCCUUAGAGUCUCCAGAGGCAUCCCUAACCCAGAAUCUUUUGACUGUCCUCUGGAGAGAAAGGCAGUAGGUCUGUACCAAGACCAAGGGGCUUGAAGGCUUGGACGCUCUGCUUCCACCUGCCUCUGGAGUG

>hsa-mir-3201

AGAUGUCCUUUAUUAGGAAAGAUAGACAGAAGUCCAUAAACAAGCAAAUGCACAGUGUGUCAGAGGUGUCCAGGGAUAUGAAGAAAAAUAAGAGGCUAGGAUUGCCUCUUAUUUUUACAUGCCCAUAAUCCCAACACUUUGGGAGGCUGAUACAGGUGGAUCUCUUGAGCCCAGGAGUUGGAGACCAGCCUGGGCAACAU

>hsa-mir-3618

GAAGAAGAAAGGUGCCACUCCGGCAUGAAGACAGACUCGCUUAGUCGCCAGUCACUUAAGCUGAGUGCAUUGUGAUUUCCAAUAAUUGAGGCAGUGGUUCUAAAAGCUGUCUACAUUAAUGAAAAGAGCAAUGUGGCCAGCUUGACUAAGCCGCCAGCGCACAGCGCGGCAGGACGCGCCCGGGUCUCAGCGGACUUGUG

>hsa-mir-4263

AAGCUAGUUUAUGGCUUUGGUAAGAGUCUGUUUACUUCUGGUUCACUUCUGUUCUGGGAUAGUGCUCUUCAGGGUUUUACUUGGGAGAUUGGAGUGGCCAGUGUUCCUAAACAAUUCUAAGUGCCUUGGCCCACAACAUACUUCAGAAUAGAAUUCUCUGUCGUUUGUCAAAUAUUUAAACACACAAGCAGUGUGGAUCU

>hsa-mir-4302

GGAGAGCAGAGCUCUAAGCAUGGUGGAUACUGAUGAGGAAUUCUGAAACUGUGAUGCAGAUCCUGGGGUCACUUCAGGAGGGACCAGUGUGGCUCAGCGAGGUGGCUGAGUUUACUUAAGGUAUUGGAAUGAGGUAGAAUUACUAUUUCUAUUCCCAAAUCACCAAAGUCAUGAAGCUUAAAAAAAGCAUCUCUUCCAAA

>hsa-mir-3653

GUGGGAAGGUUGCGUCAUGGACCCAGCCAGUGAGGCUAGGACUCCCUGGGGACCCCUGGCAGCCCCUCCUGAUGAUUCUUCUUCCUGAGCACGCUCAUGAUGAGCAAACUGAGCCUCUAAGAAGUUGACUGAAGGGGCUGCUUCCCCAAGGAAGCCUGGGGGCCAGUAGGUCCUGACCCUUGGGCAGACCGGGGCUAGGG

>hsa-mir-4258

GAAAGUCAGUCCCCUACUUUUGCUAACUCCAGGACGCUCCCCCAUCCCACGCUUCGAGAACGCCCCCCGCCCCGCCACCGCCUUGGAGGCUGACCUCUUACUUUCGGUCGGUCUUCUUCCCUGGGCUUGGUUUGGGGGCGGGGGAGUGUCCUAAGGGCCAAUUCAGCGUGAUGUCUCUUUCACCACCAUUGAAAACGAAA

>hsa-mir-3607

AUUGGAAAGAGUGUCAUAGUUUAGAGGGGGAAUAACUUAUCCAAGCUACUAAUGCGGAAAGGUUGCGGUGCAUGUGAUGAAGCAAAUCAGUAUGAAUGAAUUCAUGAUACUGUAAACGCUUUCUGAUGUACUACUCAAACUGAUAGAAAAUAUUUUCAUGAAACUACAUGAUUUCUGUUAAAUGAAUGGGAUUUUUAAAA

>hsa-mir-3621

GGGUGCGCGCUGCGCCCGCUCUGCGCCUGGCUGCGCCGGCACCCGCUGCCCGCGUCAGGUGAGCUGCUGGGGACGCGGGUCGGGGUCUGCAGGGCGGUGCGGCAGCCGCCACCUGACGCCGCGCCUUUGUCUGUGUCCCACAGAGGCCGAGACGGUGCUCUGCGUGUGGCCGGGACGCCUGACGCUCAGCCCCCUGACUG

>hsa-mir-3656

GAAAACUUUCAGUUAUCCGCUGGAUCUGCUGCUCAAGCUACACGAUGAGCGUGUGUUGGUUGCUUUCGGCCAGCGGGACGGCAUCCGAGGUGGGCUAGGCUCGGGCCCGUGGCGGGUGCGGGGGUGGGAGGGCCCCAGUGCUGUAGAAGUGGGCUGGUUGUAGGUGCGGGGUUGGGGGAAAAGGGGUUGUGUCGGGUCCC

>hsa-mir-4256

CUUGCUUUCUGGUUCAUCUUAGAUACUUAAAAAACAUGUUGUUUGAGGGGAAUUAAUGAUGUUUUAUUUUUGUUCCAUUUAUCUGACCUGAUGAAGGUCUCCUGGCAUUGAUUAGGUCUGAUGAUCCAUUUCUGGGGUGGCUGUGGAGCAGCAUGGUGUCCCGCAUGCAUUUUCUAAACUUGCUCUAUCUGAAGAAUCAC

>hsa-mir-4292

UGGAAAACACUGGCUCAGACAGCGGCUUCAAGCACCACGCAGGCCCUUCACAGCCACGAGAGGCAGGAGACACCAGAAGGCCACCUGCUUAGGAGGCCAGAGGUGCCCCUGGGCCGGCCUUGGUGAGGGGCCCGUUUAAAUGACUGCGUGUAAAUGAAAGAAAAUGAAGUUAGAAACAGGAUGUUGCAUUUUUUACUCCC

>hsa-mir-4298

UAUUUCUAGAUUCAUCUGGAACGAAUUGGCUAGAUCCUUCUAUCCCAAGUCCCAUUGCUUUUCUGAGGGGAGGUACCUGGGACAGGAGGAGGAGGCAGCCUUGCCUCAGAAACCAAACUGUCAAAAGUGUAGGUUCCACUCAGGAAGGAGGAGCACAGGCACUUUUGAGAUGAGGGGGACGUGCUCUUCUCUGGAGCAGA

>hsa-mir-4487:11:47422457:47422658

GAGGGCGAUGCAAAUUCAGACCACAAUGAGAUGCUAUUUACACCAUCUGAAGGGCAGAAGGGAACUGUCCUUCAGCCAGAGCUGGCUGAAGGGCAGAAGGGAACUGUCCUUCAGCCAGAGCUGGCUGAAGGGCAGAAGGGAACUGUCCUUCAGCCAGAGCUGGCAAGGAGGGGAGCAGCAGGCCCUCCUGCAUGUGGCUA

>hsa-mir-4421:1:51525441:51525642

GGAGCUACCCACUUCAGGUCUCCUCUACUUGUCAGUAUGACCUGCCUGUGGAAAAGAGCUACUCACUCUGGGUCUCCUUUCUGCUGAGAGUUGAACACUUGUUGGGACAACCUGUCUGUGGAAAGGAGCUACCUACUCUGGGUUUCCUCUCCCCUGAGAGCUGGACACUCAUCUGGACAACCUGCCUGCAGCUAGGAGCU

>hsa-mir-4492:11:118781357:118781558

CGGAGAGGCAGAGCGAGCGAGCGACAGCCAGCGAGGCAGCGAGCGGGAGGCGGACAGGACUGCAGCGUGCUUCUCCAGGCCCCGCGCGCGGACAGACACACGGACAAGUCCCGCCAGGGGCUGGGCGCGCGCCAGCCGGCAAGAGCUUGGCGAGCCCCGGGUGCUGCCAGCAGAGGCUCAGAGACCCACAGACACCCGAA

>hsa-mir-4728:17:37882679:37882880

GCUACUUCUCUACCACCUGAGGGCUUUGGGCUGUCCCUUGGGACUGUCUAGACCAGACUGGAGGGGGAGUGGGAGGGGAGAGGCAGCAAGCACACAGGGCCUGGGACUAGCAUGCUGACCUCCCUCCUGCCCCAGGUUGGAUGAUUGACUCUGAAUGUCGGCCAAGAUUCCGGGAGUUGGUGUCUGAAUUCUCCCGCAUG

>hsa-mir-3911

AUCUGUUUUAUUCAGUUUCUUCAGUGUGUCCAGCAGUUUCUGUGGGGUGAGGAUGUGUGUGGAUCCUGGAGGAGGCAGAGAAGACAGUGAGCUUGCCAGUUCUGGUUUCCAACACUUCCUUUCCUGCGCUUCUCGAUUCCCAGAUCUGCACCCACCCCCCUCCCCAACCCUGGUCUGGGUAUAGUGGAAGCAGGGAGGGG

>hsa-mir-4287

UUAAUGAACCGACACUGGGGUCUGGGUGGAGUGGUGCCUUGUGCAGCCUCGCCCAGGUGCUCUCUAGUUCUUUUUCUCCCUUGAGGGCACUUUUCAGUUCCUGAGAUCAAUGUGGUCCCUACUGGGGAGACCAUAGGAGCCCUGCAGGCCAUGACUUUGCUCAAUGCAUGGUAAGCAUGGGCCAUGGGCCAGAGACAUCC

>hsa-mir-3140

AUAUAGUUAUACUGAGUAUGAAUGUCUUGGUAGGCUUGGAAGCCUACCAUUUAUGUCCUCUUGAGGUACCUGAAUUACCAAAAGCUUUAUGUAUUCUGAAGUUAUUGAAAAUAAGAGCUUUUGGGAAUUCAGGUAGUUCAGGAGUGACUUUUCUAAAAAACAGAACUGAGCACCAUACACUACUUCUUAUAGCCUUUUAA

>hsa-mir-4322

CCAGGGGUCCCGCCUCGAGAUUCUGGGAAGACUGGGGGUGGGGGACCAGAUCGCAGCAGCAGCUGCACCGCGAGUUCCGCGCCUGGCCGUGUCGCCCCACGAGGGGGACUGUGGGCUCAGCGCGUGGGGCCCGGAGCAUCUGACAAGGACAGAGACAGAGGAGGGGGUGGAAAUCCCCGGGUGAGUCAACCCGUGCCUGA

>hsa-mir-4284

CUUGGCUUCCCAAAGUGCUGGGAGUAUAGGUGUGAGCCGCCACCAUGCCCGGCCUGAGCAUGUUCUGUGAGGGGCUCACAUCACCCCAUCAAAGUGGGGACUCAUGGGGAGAGGGGGUAGUUAGGAGCUUUGAUAGAGGCGGCUCAGAGGGGCCUCCUCUCUUUAAGAUAUCGUACCACCUCCCCAGCAGCUAAAAUAAA

>hsa-mir-3161

CAUUGUCUCUCUAAAGUACCUGAAGCCAGUAGUUCUCAAACUUUGGAGAGGGUUUUGAGUCACCUCGAGAGCUGAUAAGAACAGAGGCCCAGAUUGAAGUUGAAUAGUGCUGGGCCUUUGUUUUUACCAAGUUCCCUGGAUGGUUCUGCUACCUCCUAGCCUGUGAGAACUACUCCUUUGUGAUUUCUUGCCAUUGAAAU

>hsa-mir-4325

UCGUGUGUGUUAAAAAAGGAGAGUGCAGUGUGGGGAGGGAGAGUGGAGGUAAGGAGAUGGGGAAGAUGUUGCACUUGUCUCAGUGAGAGAUGCUUCUAGAUCCAGGAGGCAGACCUCAAGGAUGGAGAGAAGGCAGAUCCUUUGAGAUUGUUCCUAUUCAAGUAAGCUAUGGUCAAACCUGUUUUGGAAAUGUUGUACAC

>hsa-mir-629

AGAUGAUGGCACAGUGACAGCUGGGAGGGAUGGGAUGUGCUUGCUUCAUGUCCCUUUCCCAGGGGAGGGGCUGGGUUUACGUUGGGAGAACUUUUACGGUGAACCAGGAGGUUCUCCCAACGUAAGCCCAGCCCCUCCCCUCUGCCUGCCUCAACCCUACACAGUCCUGUCUGGUGACGUGCCAAAGUCCUUCCUGCCUU

>hsa-mir-4293

AAGGGCCUGACAAGGGCAGAGCAAUUAGUGAAAGUCGUGAUAUUGGUUGCCGGAGGUAUGGCAGAGACACCUGUUCCUUGGGAAGCUGGUGACAUUGCUAAUUCAUUUCACACCAGCCUGACAGGAACAGCCUGACUGAAGCAAGCGGUCAGUGAUGAAGAAGAAAUAGGAUUUCCCCUCUCCCGAGAGAGCCAGUUCCC

>hsa-mir-3655

GGAAAGGCUGCGAACGCAAAGCAGUGUGGGUUGAUUCUGAGGUGCACUGUGGGAAAGAGCUUGUCGCUGCGGUGUUGCUGUUGGAGACUCGAUUGUUGGUGACAGCGAAAGAACGAUAACAAAAUGCCGGAGCGAGAUAGUAAGGCUCAGGCCAUCCGUUAUUUCUUCCCCAUGGCACUUGGGGCACUUGGCGCAUUAUU

>hsa-mir-4255

CAGGAAAGCCUGUGGGAAAGGUGGGCCAUGGAGCCAUCUAAUGUAAGAGGUCAUUGAACUUUAUAGAGCAUCCUUCAGUGUUCAGAGAUGGAGUCAGUAUUGGUCUGGCCAUUUUUAGGGCAAAGAGGCAGCAUCAUGCUGGAAGCAGUAGUCUGCAAUGCUAGGAUGUGACUCCCAAGCCCUUGGUCAUACCCUCUACA

>hsa-mir-4320

CCACGUAUGAAUUGAGAGCAGGAAUGUGUGCAAGCUCUUGACUUGUCAAGGCCUUUGCUCACCAGAGUGACAUGUGGGGUUUGCUGUAGACAUUUCAGAUAACUCGGGAUUCUGUAGCUUCCUGGCAACUUUGCCCUGACAGCCCCCACUUUGUGGUCCCCUGUGAUUUGCCCUCUUAGCUCCAUUCUUCACUUUGUGGU

>hsa-mir-3669

CGGAAUAUAUAUAUACGGAAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUAUAUAUACGGAAUAUGUAUACGGAAUAUAUAUAUACGGAAUAUGUAUACGGAAUAUAUAUAUACGGAAUAUGUAUACGGAAUAUAUAUUACGG

>hsa-mir-4276

UGUGUAUUUUUUCUUAUGUGUUCCUUGAGUCAAUGAGUUAAAUAAUGGGAUAUGCUGUGGGCAUGUCACAGUCUGACUCAGUGACUCAUGUGCUGGCAGUGGCCACGUAAAUAGAGCUACUGUGUCUGAAAGCAAUGGGUAGCUAGAAACCUUUUUGACAGCUCAUAUGAAAACUUAAAGAAUUUCAAAACAGGCUGGGU

>hsa-mir-4297

CGGAUGGAGGAGCCACAGAAAACGCUUUUAUUCAGCCUCCUUGUAAAGGCCACAAACAGUGUUGUCAGCACGCACGUGCCUUCCUGUCUGUGCCUGCCUUCGAAGUGCACGGCAGGGCCAGGACGGGUCGCUGUGGGUGGGGACUGGUCUCCACACCCGCAGACGGAACUGGUACUGAAGGGCAGUGAUAACUGGCCGGU

>hsa-mir-3195

GGGGCGCCGCCUGCACCACCCUCUUGGGCGACUCGGCCUUGACCCCCGGCGCCGGCGCCGCAGCCGCCGCGCCGGGCCCGGGUUGGCCGCUGACCCCCGCGGGGCCCCCGGCGGCCGGGGCGGGGGCGGGGGCUGCCCCGGCGCUGCCCCCGUUCUGGGCGGCGGCGGGGGGCGGCACGGCGGGCGCGGCGGUCGGGGGU

>hsa-mir-3928

CAGUCACAUGACGCGGAGCCGCCCCUCUCGGAGGGACUUCCGGCCCCAACCGGAAGAGGUUAAUUUCCAUGGCUGAAGCUCUAAGGUUCCGCCUGCGGGCAGGAAGCGGAGGAACCUUGGAGCUUCGGCAGCUUUUCAAAGAGCUUUGGGUUCGGGGCUCCUAAAAGAAAAAAACUGAUUCCGGCCGGGCGCGGUGGCUC

>hsa-mir-4300

AGUAAGAUGAUGUCAUAUAUGCUGGGGUACAAAAAAAAAACCCCAGUGUUUUCUAUGAGUUUAGAAGAGGGCCAGCUAAAUCAGCAGAGACAUGAGGUGAUCAAAAACCUUUUUUCAAAGCAGUGGGAGCUGGACUACUUCUGAACCAAUAUGGCCUAUGCUAAUGUAACUUAAAGAUAACCACCUGGCUCAAACAUAAA

>hsa-mir-4257

GAGUGAGAUCUCCAUCUCAAAAAAAAAAAAAAAGCCUUUUGUGUGUGCCUGAGCCGGCUUAGAAACAGUCCCUAGGUAGGAUUUGGGGAGGAGCUAAGAAGCCCCUACAGGGCCCAGAGGUGGGGACUGAGCCUUAGUUGGAGGGCUGAGGUCAGCCCCUGACCAUGUAGCCUCUACAGAUGGACAAGGCAGUGAUCCUC

>hsa-mir-2113

UCUUAAGAGUAAAACUGACGGAGAGAAGCAGUAUACCUUUCACAGAGGCAGAUAUUUUCAAAGCAAUGUGUGACAGGUACAGGGACAAAUCCCGUUAAUAAGUAAGAGGAUUUGUGCUUGGCUCUGUCACAUGCCACUUUGAAAACCUACCCUCAAACUGUCUAUAAAUUUUCAUGCCCAUCUUUUUCUCCUUACUCUUU

>hsa-mir-3605

GAUGACAUGGGGGAAGGUUUGAGGAGGGCUGGCCUCUGUGCCUGGAUACUUUAUACGUGUAAUUGUGAUGAGGAUGGAUAGCAAGGAAGCCGCUCCCACCUGACCCUCACGGCCUCCGUGUUACCUGUCCUCUAGGUGGGACGCUCGUCCCUGCUGGUGGGGAAUCUCAAGAAGAAGUAUGCACAGGGGUUCCUGCCUGA

>hsa-mir-3935

ACAGAACAGGCAUUGCCCUAAGUAUUUGGGGGUAUGAAAGAAGCUGAUGUGGAUGUGUUCCUGUCCCAGAAGGAGCUGAUGGUUGUAUCUAUGAAGGUAAGCAUUUUUGUAGAUACGAGCACCAGCCACCCUAAGCAAAGGCAGAGAAUGCUUAGGCCAGACAGAGGGCUAGGGCACUUGAAUAGAAAGAGAGCAAUUCU

>hsa-mir-4294

UUCCUCUGCAGCCCCAUCCUGGCUUGACUGCUCCCCUGCCCUCGCCUCCAGCAGCGGACUCUGCUUCCGAUGCCUCGGGAGUCUACAGCAGGGCCAUGUCUGUGAGGGCCCAAGGGUGCAUGUGUCUCCCAGGUUUCGGUGCAGAGCGGCUUCCCUCCUCCCAGCAAUGCGAGCUAAUCCUGGAGGACCCCACUGGAGCA

>hsa-mir-378c

GGAGCCUCCCCUCCUGCUGUAGCUCCCAGGGCCACCCACGGAAUCCUCCACCCUCCACUCGGAGGCCAUCACUGGACUUGGAGUCAGAAGAGUGGAGUCGGGUCAGACUUCAACUCUGACUUUGAAGGUGGUGAGUGCCUCAAACUCAAACGUUCAUGCAUGGUGAGGAUAAAAAGUAACUGCCCUGGGAGGAUGAAACC

>hsa-mir-4282

AAGUUUGAGACCUGCCUAGACAACAUAGUGAGAACCUACUGAGACAUCUUUAACUUCUUAGGUGUGAAUGGUGAAGUUCCAGGGGAAGAUUUUAGUAUGCCACAUUUCUAAAAUUUGCAUCCAGGAACAUCAUCCUAUUCACCUUCUGACUGAUAUCUUAAGUGACCUUAAUGGUUUUUAGAACCUUGUAUGGAAAACUC

>hsa-mir-378b

AUUUUCUGUCUCAGUUGUGAACCACACGUCCUGGGGCCUCAGUUUCCUCCGCUGAAGAAUGGGAGGAGGCUGGUCAUUGAGUCUUCAAGGCUAGUGGAAAGAGCACUGGACUUGGAGGCAGAAAGACCCAACUUGCAUCCUGGCUCUGCCACAUCUGGUGCCUUGACUGUGGACAAGCCACACUAGCUCUCUGGUUGUCC

>hsa-mir-3651

CCCUGCCCUGUGGUUGCUGGAUGCUGUUGUGCAUGGACAGCUCUCCAGUGGAUUCGAUGGGCCAUAGCAAUCCUGUGAUUUAUGCAUGGAGGCUGCUUCUCCUCAGCAGCUGCCAUAGCCCGGUCGCUGGUACAUGAUUCUUCCUGAAUAGUCAAUGCUGUUAUACUGAGUGUUUAUGCUUGACGUAAUAAUGCAGUGAU

>hsa-mir-3125

UUCCAUAGCUAUUCUGCUAAAACAGUGAAAUUGGAGAUGAGGAGUCUGGCUUGCGCUGGGUGAGAAUGGGUAGAGGAAGCUGUGGAGAGAACUCACGGUGCCUGUGGUUCGAGAUCCCCGCCUUCCUCCUCCUUUCCUCUGCCCCUUGGGUUUCACCUUUUCACCUCCGUCACAUCUCGACAGCUAGUAAGUCUCGUGGG

>hsa-mir-3915

UAUGAGGAAGGGAUGAAUGUCCAUUUUUUCCCAUAUAGAUCCAACUGAAACAACAAGUUGGCACUGUAGAAUAUUGAGGAAAAGAUGGUCUUAUUGCAAAGAUUUUCAAUAAGACCAUCCUUUCCUCAAUAUUCUGUGGUGUCAUCUUUGACGAAAAUAUUAGAAAUAAAAUGCCUAUACGUGCAUGGAUCAGUUUAUGG

>hsa-mir-3193

CCAGACUCGGCCUCCUCACUCUGGCCUGGCUCUGUCGGCAGUUCAAACAAAUCUCCCCCACCAACCCCGGGGCUCCUGCGUAGGAUCUGAGGAGUGGACGAGUCUCAUUACCCAGCUCCUGAGCAGGAAAAAUAUGUCAUUGGCAAGGGUCUAAGAAUCUUCCUGGACAUGUAUGUGGAUUUCUACUCAGGGGAGCAUGU

>hsa-mir-3939

CUUAGGAGACGCCUGCCGGCCGCUUUGGGAUAGGGCCUGUCUGCCCAUGCUGGCUUCCAAAGGCCUCUGUGUGUUCCUGUAUGUGGGCGUGCACGUACCUGUCACAUGUGUACGCGCAGACCACAGGAUGUCCACACUGGCUUCCAAACACAUCUCUGUGUUUCUGUCUGUGAGUGUGUACGCAGGUGUCAAAUGUGUAC

>hsa-mir-2116

UUGGCUUCCUCUCGGCAGAAGGGCUCCUCUGCCGGCCGUCAGCAUCUCCUCCGUCAGUGGGACCUAGGCUAGGGGUUCUUAGCAUAGGAGGUCUUCCCAUGCUAAGAAGUCCUCCCAUGCCAAGAACUCCCAGACUAGGAGUCCUCCCAUGCUAAGUCCUCCCGAAGUCCUCCCAUGGUAAGAACUCCUAGACUAAGUUC

>hsa-mir-3196

GAGUGACGGGCACGUGACAGGGUGUGACGCUGCUGCCUGGGUUGGCUUCAGGGGGCUGUGCCAUGUGAGGGUGGGGGCGGGGCGGCAGGGGCCUCCCCCAGUGCCAGGCCCCAUUCUGCUUCUCUCCCAGCUUACCCCUUGGGCACAGCCCAUUGCCUGUCGCCAUACCACCCCCAACAGUGCCCAGCACACAGCAUCUG

>hsa-mir-4278

CUCUGUGAUACACAGGAGUGAAACGUUACUUAGCAGAUGCAGCCUCACGUUUCCGUGAUACUGUAAUCAUCUAACACCAGGAGAAUCCCAUAGAACAUUGACAUCAACACUAGGGGGUUUGCCCUUGUGGGGAAGAAUCUAAGGUAACAUCAUGAGGACUCUAAUAAAUGCAAUGGUGUUUAAUUAUGGUUUAGGGCUCU

>hsa-mir-3117

UCAGUUUCCACACCUGUAAACAACAACAACAAAGAAAUUUACACUAGAUGGAAUCGAAUUUCCCUAAAGGGCCAGACACUAUACGAGUCAUAUAAGGGAAGGCAUUAUAGGACUCAUAUAGUGCCAGGUGUUUUGUGGGACACUAUUCGAUGGAUCUCAGGAGAACAUCGUUAAUGGAAACCAAAUCCAUUUCUGAAUGA

>hsa-mir-4309

GACAGAAAGGCCCUACGUGGCCCCUGAGCAGCUCUGGGGAACAUUCUUGGUCCGGGUUCCUGUCUGGGGGUUCUGGAGUCUAGGAUUCCAGGAUCUGGGUUUUGAGGUCUUGGGUUGUAGGGUCUGCGGUUUGAAGCCCCUCUUGUAACCCAGGACAGAGGUGAAAGCAGUGGGGUGGACUGGGCAGCCCCCAAAGUUCA

>hsa-mir-3200

AAGUGGAGGUACGGCGUGACCUGGAUGAGGCAUCAUCGAGAGAGACAAAGAAGGAGGUGGUCGAGGGAAUCUGAGAAGGCGCACAAGGUUUGUGUCCAAUACAGUCCACACCUUGCGCUACUCAGGUCUGCUCGUGCCCUCCCAUGAUAUCAGCUCUCCUACUUCAAUGUGGGAAUCUCCGUUUUCCUUGGAGAACAAAA

>hsa-mir-4268

UUGUAUCUGUACUGGACAUGAUUAACUUUCAAGUUCAUAGAAAUCGUGCAACUCUGGUUUCCCUGGCAAAAUGCACAUCAGGUUCUAGAGGUUUUGCCCUAGCGGCUCCUCCUCUCAGGAUGUGAUGUCACCUGGGGGCAUCUUCACUGUGUGACAUCAUUUGUUAUGCAAUGGUGAGUUUGAGGUGCUGGGAAUAUUCU

>hsa-mir-3142

AGUUUCUUAACUUGCCAGCUGUGUGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAAUCUUCAGAAAGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAAUCUUCAGAAAGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAAUCUUCAGAAAGGCCUUUCUGAACCUUCAGAAAGGCUGCUGAACCUUUCUGAGCCUAAUUU

>hsa-mir-4324

CAACUUCUGUGUCCUGGGCUUCUGGGCGACAGUCAUCACACAUCGCUGCUGUGAGAGGUAAGGCCGGCCCCUUUGUUAAGGGUCUCAGCUCCAGGGAACUUUAAAACCCUGAGACCCUAACCUUAAAGGUGCUGCAAAGACCCAUGUUCACACAUUUCAACCUUGGGUGCACUUGCAAGCCCUCUACCUUCCCCAUAGCU

>hsa-mir-3912

AUUAUUUCUUACAGGAAAAUUAUAGAGACGAUUUCAGUGUCUAUCAAGAGAGGAAUGAACAGUUAAAUUAUAACAUGUCCAUAUUAUGGGUUAGUUGUGGACACAUACUAACGCAUAAUAUGGACAUGUUAUAAUUUAACUGUUCCUUUCUGAGAGCUCCUGUGUCACAUAAAGCUUUGAGUCACUUAAAUUUGUUAUGC

>hsa-mir-3613

CCCGGGUGGGGCCGCCCGGGAAGAAAGUCUCCCAGUUAAGCUGCCGUGCAAUUAAGAUGGUUGGGUUUGGAUUGUUGUACUUUUUUUUUUGUUCGUUGCAUUUUUAGGAACAAAAAAAAAAGCCCAACCCUUCACACCACUUCAUCCGCAUCUCAAGACCAGAAGCCGACCCCAGCGGCUUGGGGAAAUGGAGCCCCGCA

>hsa-mir-4272

CAGGAAUCCUCCUCCCAUAGAAAGGGCACCAUUAACCAACGGAGUUGUGUUAUCCAAAGGGCUGGAUCUUUUCUGCACAAAUUAAUCAGUUAAUGCAUAGAAAGCAUUCAACUAGUGAUUGUGUUAUAAGAGAUCUGCUCAAUAUUACUGUGUGUCUACCUUAUGGGGACACAUUGGUAAACAAAAACUGUCAUGGACCG

>hsa-mir-4304

UCCCUCUCAGCCUCAGAUCUAUACCUGGGUCCACUUGGCUCUCAGGGAACUGUCCGGUCUCCUAGCUUGGAGAGAAGUGGCCGGCAUGUCCAGGGCAUCCCCAUUGCUCUGUGACUGCUGCCAUCCUUCUCCUCACGCAGACACCCUGGUGGUUCCUUCCCCAGAACCCCCCACCUCUUGUUCAAGGGCCGGUGCUGCUG

>hsa-mir-3132

AUCUUCCUGCUGCCGAAUCCGCAUCAGUUGCACGCGUCGGCGCUGCCGGCUGAUGACCACUGUGGUGGGAUGGGUAGAGAAGGAGCUCAGAGGACGGUGCGCCUUGUUUCCCUUGAGCCCUCCCUCUCUCAUCCCACCUGUGGCUCUAGGCUUCCAGAUUCCUCUUGUCCAUAACCCCUUACUCCCACCCUGUCACUUCC

>hsa-mir-3648

GGGGGACCGGCCGCGACUGCGGCGGCGGUGGUGGGGGGAGCCGCGGGGAUCGCCGAGGGCCGGUCGGCCGCCCCGGGUGCCGCGCGGUGCCGCCGGCGGCGGUGAGGCCCCGCGCGUGUGUCCCGGCUGCGGUCGGCCGCGCUCGAGGGGUCCCCGUGGCGUCCCCUUCCCCGCCGGCCGCCUUUCUCGCGCCUUCCCCG

>hsa-mir-4265

CCUGGGAUCUGCACCCUAAAUUCACAUCCGAUUUCACGAUAGAGAAAAGUGCAGUGGGUUGGAGCUUCAGCCUACACCUGUAAAGAAUUGGUCAGCCUGGGGACUGGUGAUCUCUGCAGCUGUGGGCUCAGCUCUGGGCUGGGCCUGGUCACUGGGAAAGGCAGGCAUGUGCCUAGGUGCUGCAGAGGUCUCGAGCCCCU

>hsa-mir-3154

GGUAGGAGCGGCCUCCUCCCCCCACCCCUCCCUUCCUGCCGGCCGGCCCCCUCCUCAGGCCCCUCCUUCUCAGCCCCAGCUCCCGCUCACCCCUGCCACGUCAAAGGAGGCAGAAGGGGAGUUGGGAGCAGAGAGGGGACCACGGGCUGGCUGGUCUGGGGCUAGGGGGACACAGGCUGGGGUUGGGGGGUUCUCGGAUC

>hsa-mir-3124

CGACGCCGAAAGUGAGCUGGUAAACUUCCGGCAGUGGCUCCGGGGGCAACUCGAGUCCGGACGCUGGCGGGCUUCGCGGGCGAAGGCAAAGUCGAUUUCCAAAAGUGACUUUCCUCACUCCCGUGAAGUCGGCGGAACCCUCCACUAACGGCGUCUGAGCGGACGGCUCCGAUGUGUAAAUCCCACUCCUCGAGGCCUCU

>hsa-mir-3175

GUAACAGCAGGGUCAACGGCGGCGCCUUCGGCAGCCUCCGCCCCGUGACGUCAGACGGCUCCCCUGGGGGGCGGGGAGAGAACGCAGUGACGUCUGGCCGCGUGCGCAUGUCGGGCGCUUUCUCCUCCCCCUACCCAGGGAGCCGCACGCCGAGGGGAAAAGGAAGGGAACUCUAGUUGGGACUUUCCGGUGGGCGGCUU

>hsa-mir-3187

CGCGAGGCGUCCAGCGGCACGUGGAUGGUCAUGUGGCGGCGCGCGGGGUCGUCCAGCGAGGGCGCGCUGGCCCUGGGCAGCGUGUGGCUGAAGGUCACCAUGUUCUCCUUGGCCAUGGGGCUGCGCGGGGCCAGCAGGUCCACGUCCACGCUGGCGCGCUUCAGGCUGCCCAGCGAGGUCUUCUCGCGGGCCACGGGCCG

>hsa-mir-3131

UCUGCAGGGUGGGGGUAGGUUGAGACUUGGGCUGCCCACACUUGUUGGCGCCUCGAAUCUCAGAGUCUCAGAGUCGAGGACUGGUGGAAGGGCCUUUCCCCUCAGACCAAGGCCCUGGCCCCAGCUUCUUCUCAGAGUCAGCUGCACAGUCUCUUGGGCUCUCAGGACCCAGGCACACCAGGAGGCAGCAACCAAGGAUG

>hsa-mir-3122

CAGAAUGAAGGUUAUCCAACUCAAAAUGAAGGAGUAUAACUUUGGGUUUUGUAAAAGUUAGUGACCAGCUCUGUUGGGACAAGAGGACGGUCUUCUUUUGGAAGGAAGACCAUCAUCUUGUCCGAAGAGAGCUGGUAGCAUGUUUCAGAAAUCUUCAGGUUUCACAGUUAAUUUAGUGUUCCUAGAAGUAGCUGACUAGG

>hsa-mir-4253

GACUGGCUGUAACCGGACGGCACCCAAUCCUCACUCUGAGCUUUUCUGCAGGUAGACCUGGGACUCGGCCAGCCAUCGCCCUUGAGGGGCCCUAGGACUUACUUGUGCAGGGCAUGUCCAGGGGGUCCAGGUCUGCUCUGUAGUAGCCAUUGCGGCAGACACAGUUGGUGGCCCCUUCAGAAGUGGUCCGGCUGUUGAUG

>hsa-mir-4271

AUCAUAUCAAGCAGAUCCUUUGUGACCUCUUGGCUAGAAUUGUUGAGUGGCAUGUUUGAGUCAGCCUUCAAAUCUCUCUCCAUAUCUUUCCUGCAGCCCCCAGGUGGGGGGGAAGAAAAGGUGGGGAAUUAGAUUCUCUUUCAAGAAAAUAUUGAAGGGAAACUCAGUUUUAGAUAAUCUCAAAGACAAAAACUUACUGG

>hsa-mir-3147

UGGCUACUGAUUUCGGACACCUCCUUGCCAUGGGAUGUGAGUCCGGAGAGGGACAGGAGGGGCAGGUCCGGGUUGGGCAGUGAGGAGGGUGUGACGCCGCGAAGUGCACCUCGCCCUUGUCCAACUCGGACGGGUGUGGUCCUCACCUCACUUCCCGCUGCUAGGCUGGGUUCCCUCUCCCACCUGCACCCGGGGUCUUU

>hsa-mir-3659

UGGUAUGCAUAUGUGUCCUUGUGUGUGGAUGCACACGUGCUGCUUGUGUCUCUACAAGCAGAUACAAGGAUGCCCUUGUACACAACACACGUGCUGCUUGUAUAGACAUGAGUGUUGUCUACGAGGGCAUCCUUGUGUCUGUGUGUGUGCCUGUGUUGGUCUGGGCAUGAGUGCAUAUGAGUCUAUGGUUUUAUAUGUGU

>hsa-mir-4289

CAUGAGUGACAGCAGCUAGCAUGGUAUCUCUGCCCUAGAUGCACUGAUGGCAGCAGAGAGCUCUGUCCCUUGGGAGGGCAUUGUGCAGGGCUAUCAGGCAGUUUCCUGGGCCCUGUCUGCAGAGCCUAAACAGAUCACAUCUGGCCAGUCUCAACAGGGCCUCCUUACCCUAUAAACCAUGCAUGUAUUUAUGUAACACU

>hsa-mir-3919

GUAUGGCAUAAUGAGAAAUAAUAGUCUUAUUUUAUUCCAAGUAGUUAACCCUUUACCUGAGCACCAUUUACUGAGUCCUUUGUUCUCUACUAGUUUGUAGUAGUUCGUAGCAGAGAACAAAGGACUCAGUAAAUGGUGCUCAGGAAUCUUUACCAUAUGUUAAAAAUAAAUCCAUUAGAAUCUGUUUCUGAACUACCUUC

>hsa-mir-3183

GUGUCCCCAACCCAGCUGCUGAGCUGGAAGCCAGGGGUAGGUCCUGGCAGCCCCUCCCUCUCUGCCCUGCCUCUCUCGGAGUCGCUCGGAGCAGUCACGUUGACGGAAUCCUCCGGCGCCUCCUCGAGGGAGGAGAGGCAGGGUCUUGGCAACUCCCGUCUCCCCCGUUGCCAGCUUGCCAGCCCCGCCGUGCCUCUCAC

>hsa-mir-3934

CAACCCACAGACCCAGAUGCUUCAUCGCAAAAUUUGGCCUGCUCCACACAGCCCUUCCUGUCCCCAGUUUUCAGGUGUGGAAACUGAGGCAGGAGGCAGUGAAGUAACUUGCUCAGGUUGCACAGCUGGGAAGUGGAGCAGGGAUUUGAAUCCUGGUGUGUGGACUCAGCACAUGCUGUGGAGUUGAGCAGGCACUGGGA

>hsa-mir-3650

UAAAAAACACGUUGGCCUUGGUGCUGGUGCAUCACAUAAAUCACAGAUGAAACAAACAAGCCUGUUUCCUACUCAAGGUGUGUCUGUAGAGUCCUGACUGCGUGCCAGGGGCUCUGUCUGGCACAUUUCUGAACUUUGCAAAAUUAAUUGUGCCGAAGAGAACACCAUCAAACGCGUCCGGCAUACAGCGUAAACAUCUU

>hsa-mir-3189

CCCCCAAGCAGCCCCCAUAUCUAAUCAGGGAUUCCUCAUCUUGAAAAGCCCAGACCUACCUUUGAGCCUCAGUUGCCCCAUCUGUGCCCUGGGUAGGAAUAUCCUGGAUCCCCUUGGGUCUGAUGGGGUAGCCGAUGCCUGAUUUGCACCCACAACGUGGGAGGUUAUAACCUGUCCCCAAGUUGCAAAUGGGGAAACUG

>hsa-mir-4290

AGGGAGGGAUUUGAGCAGAGAGGAACACAGCCCUUGGCCCCAUGGUGGGCUGCCACCAAGAAGGUGAAGGGAGGGUCAGUCCCAAUCUGAAUCCCACCAAAAUAGGUGGUAGAGGGUUGCCCUCCUUUCUUCCCUCACCUCUGACCCCGCUCUUCGAAGCCCUGGUCCUGUCAAGGCACCUAUCCCAUGGCCCAUGUGGC

>hsa-mir-4267

CCCAGAGUAGGCCCAGGGGUGGUAUCUCCGAAGGAGCCGAGGAUUCUCCGUGAUGACUUGCAAACUCAGCAGGCUCCAGCUCGGUGGCACUGGGGGAAGGCUCCAGACCCCAGCCUCUGUCAUCCCUGCAUGGAGCCCACAUCUCCAAGGAGGCUGGGAGAUCCUGUUUGGGGGUCAAUUUAAAUGUGAAGGAGCAGAAU

>hsa-mir-3136

UUUGAGUGUUGCCCUUUGUCUAGCUCAUAACUAUAUUACUGAUAUUACAAGUAAAAAUUAAUAUGAAACUGACUGAAUAGGUAGGGUCAUUUUUCUGUGACUGCACAUGGCCCAACCUAUUCAGUUAGUUCCAUAUUAGUUUAUUUCAUAUUGAUAAGUAAAGCGUGUUAUUAUGAGAUGAAUCAUAGGUAUCUUGGACU

>hsa-mir-3918

CCAGAGGCUUAGGUAACAUAAUUGUGUUUAACGUAAAUAUACACAGAUACCAAUAGGCGGUUAAGCCAUGGGACAGGGCCGCAGAUGGAGACUGCUCAAGGUCAAAGGGGUCUCCAGCUGGGACCCUGCACCUGGUUCGUAGCCCCUCUGCAGACGCACAGUGCCUCACGCCUGCUGCAACCUGGAACCUUGAGGCCUUC

>hsa-mir-3184

CUGUCUCUCUUCACACUGCCCCUGAGAGCAUCCAAGCGGGGAGAAACUCAAGCGCGGGUUAGGAAGCAAGACUGAGGGGCCUCAGACCGAGCUUUUGGAAAAUAGAAAAGUCUCGCUCUCUGCCCCUCAGCCUAACUUCCUUUAUUUCCUCACAAGUUUCUCCCUCAAACUUCGGGCUUCCAUCCGGGAAAAUGUACGGG

>hsa-mir-3176

ACUCUCGGCCCCUGCUUUUUGAGCACCAGGCCGAGUUUCAGACCUCGGGAUGGCCUCUCCAGUCUGCAGCUCCCGGCAGCCUCGGGCCACACUCCCGGGAUCCCCAGGGACUGGCCUGGGACUACCGGGGGUGGCGGCCGUGGCUCUGGCUAUGGGGAGGGAGGCAGAGCCGCGGGGCAGGCGUGGGGUCUGCUGUGCCG

>hsa-mir-4318

UACCUUCUUACCUACCUGUACCAUCUGUUAUUACCUCUUAAUUCCUUCAUGAGUUUGUAGGAGCUUCUUAAUUAUGUCAUAAACCCACUGUGGACAAGGGCCUUGUCUUAGACAGUCACUGUGGGUACAUGCUAGGUGCUCAAAAACUUGUUUCAAUGAUUGAUUUCUAUAUUCAUGAGGAUCAAAAUAAUCCCAAAGGA

>hsa-mir-3148

UGCUUCAGCAACAUCCUCUCCCAUGCACCUUAAACGUCUCUUUCUUUCUCAGCUCCUUUCUGGAGUUAAGAUGGAAAAAACUGGUGUGUGCUUAUUGAUGUAGCCAACAAGCAUACAUCAGUUUUUUCCAACUUAACUCCAGUAUUUUCCCCAAUUCAUCCUGAAAUUGCUGCCCUAUCCAUUCUCCCUCCUACACAGCC

>hsa-mir-4274

CCAGGGCCACCCCUGCAGAGCCCAGUGGCCCUGAGCAUCCAAUCUGGUAGGCGAGGGGCAUUUAGGGUAACUGAGCUGCUGCCGGGGCCUGGCGCUCCUCUACCUUGUCAGGUGACCCAGCAGUCCCUCCCCCUGCAUGGUGCCCAGUGCUAUUUGAGGGUCUGAGCCAGCCAAUGGGUUGAGAGUACCCCCGCUCCCCA

>hsa-mir-1273c

UUGAAGAUCAGUUGAGCCCAGGAGGUCAAGGCUUCAGUGAGCUAUGUUCACGCCUCUGCACUGCAGCCUGGGCGACAAAACGAGACCCUGUCUUUUUUUUUUUCUGAGACAGAGUCUCGUUCUGUUGCCCAAGCUGGAGUGCAUGAUCUCACCUCUCUGCAACCUCCGCCUCAGUACCAAGUAGCUGGGACCACAGGUGC

>hsa-mir-4260

ACCGGCAGCCCCAAGCUUGUGGCCCUGAGGCUGGAGAUGUCUUCGUUGCCUGACCUGACACCCACCUUCAACAAGGUGACUUGGGGCAUGGAGUCCCACUUCCUGGAGCCCACACCCCAGCUUGUCACACACCAACUGCUGCCACCUGCUUCCUAUUAGGGCAGAUCUGCCCCUGUGAGAACCCCACUCCCCCAGCCAUC

>hsa-mir-3666

GCCUAUUUUUUUUUUUUCCUUCUGCUGUGUCUGACUGAUGGAAAAGUAAGGUCCGUCAGUUGUAAUGAGACCCAGUGCAAGUGUAGAUGCCGACUCCGUGGCAGAGUUCAGCGUUUCACACUGCCUGGUCUCUGUCACUCUAUUGAAUUAGAUUGAUGAUGGCAGAUUGCAGGGGGCACUAACUGGACCUCAGUGGGAAU

>hsa-mir-4311

CCAAUGGCAGACAGUAAGUGGCUAGACACCAAAGUGAGUGGUUUAACAAUUCAGAGAGGGGAAAGAGAGCUGAGUGUGACCUGGAGCAGCUCAGGAGGGCUUCCUGGGUGAGGUGGCAGGUUACAGGUUCGAUCUUUGGCCCUCAGAUUCAGCACCUGUGGUGGUGGUGGCUGCAGAAAGUGAGGCACUUCGGACUGGCU

>hsa-mir-3941

AAAAUGAUGGUGAGGGCAGGGGUUUCUUACUGUACAAUGUCUGCAGGUAGAGUCAGAAUUCUCAUCAGGCUGUGAUGCUCAGUUGUGUGUAGAUUGAAAGCCCUAAUUUUACACACAACUGAGGAUCAUAGCCUGAUGGUUCCUUUUUGUUUUACUCUUAAGUCCAAAAUACCAGUCAGAGAUAUUUAAGUGCUUCUGCA

>hsa-mir-3166

AUAUAUGACAAAUUGUACUUAUUUUGUCUUGUCUGUCUCCACCUACAAGAAGGUAAAUUUUUUUGAGGCCAGUAGGCAUUGUCUGCGUUAGGAUUUCUGUAUCAUCCUCCUAACGCAGACAAUGCCUACUGGCCUAAGAAAAAUUUACCUUCUUGUGGGUGGAGACAGGACAAGACAAAAUAAAUACAAUUUGUCAUAUA

>hsa-mir-3121

UCAAUGAAUGGCGCCAAUAGAAGCUAUGAUUGUCUCAUGAACAACCUUGUCUUAUUGCUUCUUAAAUGGUUAUGUCCUUUGCCUAUUCUAUUUAAGACACCCUGUACCUUAAAUAGAGUAGGCAAAGGACAGAAACAUUUUAAGUUCUCUAACACAGCAGUCCCCACCCUUUUUGGCACCAGGGACUGGUUUAGUGGAAG

>hsa-mir-3668

UCUCUUCUAUUUAUAACUAUUUUACAACUAUUUAAAAAUGUCUUAGAGUUUAACUGGCCUAAAAUAUAUGAAAUGUAGAGAUUGAUCAAAAUAGUUUCUAUCAAAAUAGUUUUGAUCAAUCUCUGCAAUUUUAUAUAUGAGGAAACUGAAGUCUGAAAGUAUUAUGCCCUUUGUGUCUCUAUUUUGAAAGGCAGUGACAA

>hsa-mir-1243

UUGGUUGACUCUGUACUCUUUUAUUUUAUUCCUGUAACUGGGCCAGUUUCUGCCCUUAACUAAAACUGGAUCAAUUAUAGGAGUGAAAUAAAGGUCCAUCUCCUGCCUAUUUAUUACUUUGCUUUGGUAAUAAAUCUAUUUUUAAAAGAACCUAUUACAGAGACUUCCAUUUGGAAUUAUGCAUACUUGGUGUCAAAUGG

>hsa-mir-1321

GGUCCACAAUAUGCUAGAUAUUUUAUAUUAUUUUUUGAUUACUUAAUGCAAAUAUAGCAACAUUAUGAAGCAAGUAUUAUUAUCCCUGUUUUACAAAUAAGGAAAUAAACUCAGGGAGGUGAAUGUGAUCAAAGAUAGAUAUAUAGUUAAGAAAGUUAAAGAGACAGGAUUCAAGCCUAAGUCUGUCUGACUUCAAAUCU

>hsa-mir-1470

CCCCCAGGGGUCGCAGAGGUGGGGGCUGCGCCGCGCGGGCCCACUCCUCGGGGGUCCAGGGUCCGGGGGAUGAGCCCUCCGCCCGUGCACCCCGGGGCAGGAGACCCCGCGGGACGCGCCGAGGUAGGGGGGACACCUGCCCCAAGACCCCCGCCCCUCCCCCCACCUGCACGGCCCCGCCCCCGGCCAGGCCCCGCCCC

>hsa-mir-2115

AUAGGUGUGAGCCACCGUGCCUGGCCACCUCUCAUUUUCUUUCAGCAUUUUGACUGUCAUCCCACUGCUUCCAGCUUCCAUGACUCCUGAUGGAGGAAUCACAUGAAUUCAUCAGAAUUCAUGGAGGCUAGAAGCAGUAUGAGGAUCAUUUACAUGUGAUAUUCACUUCUCCCUUUCUGCUUUUUGGAUUCUCUCUUUGC

>hsa-mir-2276

CUCAGUGCCUUCUGCUGCGGUUUUCCAUGCUCCAUCAGCAUCCCUGGGUUCCUUGUGUUCUUCCAGUCCGCCCUCUGUCACCUUGCAGACGGCUUUCUCUCCGAAUGUCUGCAAGUGUCAGAGGCGAGGAGUGGCAGCUGCAUCUCUGCAGGAGGACUCUGGAUUUCAGGACCCUCCCUUCUGCCACUGCUUCUGACUGA

>hsa-mir-2278

AUUGAGCCGCAGUCUUGGUAUCUGGAAGGCUAACAGGUCUUCCCAGCUGAUUGUGCUGCAGGUGUUGGAGAGCAGUGUGUGUUGCCUGGGGACUGUGUGGACUGGUAUCACCCAGACAGCUUGCACUGACUCCAGACCCUGCCGUCAUGUCACAGGUAAGAAGGUCAGGAAGAGGCUGGAGCGUGCCGGUGAAUGGGUGA

>hsa-mir-3139

AGGGCCUUUGGCUGCUGUGCUCCUGGGCUGGGUGCUGUGUCUUGAGCCCCUGUGCAAUGCCUGGCUCAGAGUAGGAGCUCAACAGAUGCCUGUUGACUGAAUAAUAAACAGGUAUCGCAGGAGCUUUUGUUAUGUGCCAUGUGUGGAAUGCAAGGAAGGAAAGGCCCACUCUCUGCCCUUAAGGAGUUUCUAAUCUGUUU

>hsa-mir-3145

UCUACCACUAACUCCAUGCAAAAACUAGUACAAUUUUGAAAGGAAAAAAAAUGUAUUUGUUUAUAUGAGUUCAACUCCAAACACUCAAAACUCAUUGUUGAAUGGAAUGAGAUAUUUUGAGUGUUUGGAAUUGAACUCGUAUACACUGAUACACCGAUACCAGUCAACUUCCCAUCUUCUAAAUUACUAAAUGGCAAAAU

>hsa-mir-3149

CUUGAGGUAUGUAGGAUAUCUUCAGGUAAAGAAAUUUAAAAAGGACAUCAAAAUGGGAUAUACAUACAUGUACACACACAUGUCAUCCACACACAUACAUAUAUAUAUGUUUGUAUGGAUAUGUGUGUGUAUGUGUGUGUAUACACAGAACCGACAGAUUUCCUCAUGUCUGAAAACAAUAACAUUUAAGAAUAUCUUAA

>hsa-mir-3153

CGUUUGAGUCCUGAAGCACCGUACUAGAACAUGGUGGCUGUAAUCGAUCAGUAAAAUUAGACAAAUUUUAAAUGUCCCUGUCCCCUUCCCCCCAAUUAAAGUAGAUUGGGGGAAAGCGAGUAGGGACAUUUAAAAUUUGUUGUCCUUACUGUAUGCGGGACACUUCAUUUAGGGCGUGGCUUCAGAAAACAGUCAACCCC

>hsa-mir-3162

UGUUUUAUAGUGAAUUUUUACAUAGUAAAAUCAUUUAAAAUUUCAAAGUUAAUUUUGAAGCUGACUUUUUUAGGGAGUAGAAGGGUGGGGAGCAUGAACAAUGUUUCUCACUCCCUACCCCUCCACUCCCCAAAAAAGUCAGCUUCUCUUGUUAACUUCUCUCUAUCCAGUGGGUAGCAUAGGGUCUGGCACACAUGGGU

>hsa-mir-3169

GUGACAGUGUUGAUAAGGUUGCUAAUAAUACUUUGUACUGUGACUUAUGCUACUAACAUAUGUGAAAACAUAGGACUGUGCUUGGCACAUAGCACAAAGUCUUAUGGUACUGUGUGCCAAGCAUAGUCCUGUGUUUUUACAUAUGUCAUCCCACAUGAAUCCUCACAAAACCUUGUAAUAUUUCAUACCAAUUUUACAAC

>hsa-mir-3170

ACAAGACUCCAUCUCAAAAAAAAAAAAAAAGCAGUUCUCAGAUCUUCACUCCAUAUGUCAUCUGGUAACACUGGGGUUCUGAGACAGACAGUGUUAGCUCCAGAAGCAUUGCCUGUCUUAGAACCCCUAUGUUACCAGACGACAUAAGGAGUGAAUAAAAUCUUCAAAAGGCUUUGAUGGACCGUAGGUGAGGAAGGUGA

>hsa-mir-3178

CAAGGCCCCGCGUGCCGCAACGCUCCCAGAGUUGCGCGUCAGCCUGGACUCAGCGCCUGCGCUACGAGGCUGGGCGGGGCGCGGCCGGAUCGGUCGAGAGCGUCCUGGCUGAUGACGGUCUCCCGUGCCCACGCCCCAAACGCAGUCUCUGGCCUGGAUGUGCUCGGAGCCCACGAGGUGCAGAGGCUCGGACGGCGAAA

>hsa-mir-3194

UUUAGAAGGCAGAUGUCACUGAGGUUUGAUGGGACGUAGUGGUGUAGAGAGGCAUUAAGAACGCAGGUGGCAGGGCCAGCCACCAGGAGGGCUGCGUGCCACCCGGGCAGCUCUGCUGCUCACUGGCAGUGUCACCUGCGGAAACUCUCCAUCAUCUAUCCCCUGAAAAGCAGGGACAGUGACAGUGCCUACCCACAAAG

>hsa-mir-3606

UUUCAGCAACACACGAACCCUUUUUAAAAGUUCAAAUGACGUCCUCUCUUUGUAACCAAAAUAUUGUUGCUAUCUAGGUUAGUGAAGGCUAUUUUAAUUUUUUUAAAAUUUCUUUCACUACUUAGGGUCCUGCUGGAGAGCGUGGUGCUCCAGGCCCUGCAGGGCCCAGAGGAGCUGCUGGAGAACCUGGCAGAGAUGGC

>hsa-mir-3610

CACAGGUACCAUUUUGACCGUAAACAUCCUGCCGAUUUGAACCGAGGAUUUGGGCGGCAGGAAGAGCCGCGGCGUAACGGCAGCCAUCUUGUUUGUUUGAGUGAAUCGGAAAGGAGGCGCCGGCUGUGGCGGCGGCGGGAGCUGCUCGGAAGCUACACCUCGCAAGGGCUCCCCCCUUUCCCCACCCCCUCCCCCGACCC

>hsa-mir-3615

CCGCGGAGGUCCCCACCCUCAGCGCGGCCCCGCCCCCGGGGUAAGGAGCCGGGGCGGACUCUGGGACGCUCAGACGCCGCGCGGGGCGGGGAUUGGUCUGUGGUCCUCUCUCGGCUCCUCGCGGCUCGCGGCGGCCGACGGUUCCUGGGACACCUGCUUGCUUGGCCCGUCCGGCGGCUCAGGGCUUCUCUGCUGCGCUC

>hsa-mir-3646

CUUGCCAGGCUUCCUGCUACCAGCAGGUAUCAGUCACUGGGCUGUGCUUUUUCCACACUUCAGUAGGUUGGGUUCAUUUCAUUUUCAUGACAACCCUAUAUGGGAAAAUGUUGUGAAAAUGAAAUGAGCCCAGCCCAUUGAACCUAUUACAAUUCCUCCCUUUUUGUGGAUGAAGGAACUGAGGCCCACAAUGGUUAAGC

>hsa-mir-3657

UUGUCCUUUUUAGUGAGUUAAAUCAGGAGUCACUAAUGUUGUUGUGUCCCAUAAUUAAAUAAUGAAAUCUGAAAUCACCAAUAAUGGGACACUAAUGUGAUUAAUGUUGUUGUGUCCCAUUAUUGGUGAUUUCAGAUUUCAUAUAUGAUUAAGGACAUAUCUACCAGAUUUCUUUAUAAAGGUGCCUUUUUCCCUCUGUA

>hsa-mir-3661

UUUCCUCGGCGGGCUCGGCCCCGCGGCGGCUGUCCGCAGCCGUACUACAGCUCACCUUCUCGCAGAGGCUCUUGACCUGGGACUCGGACAGCUGCUUGCACUCGUUCAGCUGCUCGAUCCACUGGUCCAGCUCCUUGGUGAACACCUUCUCGUCCAUGAUGCCACCCGCCCCAGCCGGCUGCCGCUCCGCGCUGCUCCCG

>hsa-mir-3665

CGGCCGGGGGGCUCCGAGGACCCAAAGGCUGCAGGCCAGCGGGGGGCGGCGCGGCGGGCGGCGGCGGCGGCAGCAGCAGCAGGUGCGGGGCGGCGGCCGCGCUGGCCGCUCGACUCCGCAGCUGCUCGUUCUGCUUCUCCAGCUUGCGCACCAGCUCCUGCAGCUUCUUCACCUCCAGCUCCGCGUUCACCACCGGCCCG

>hsa-mir-3671

UUCUUUCAGGAUAUUUAGGAUCUGGCCUAAUUCAAAAGAAUAUUUACUGAAUGCCUAUGUUAUUGCUGCUGCUGUCACAUUUACAUGAAAAUAAAAUGUAAAUUAUUUUAUUUCUAUCAAAUAAGGACUAGUCUGCAGUGAUAUCUGGCACAUAUCGAUUUCAGGAAUACGAAGCUGUAAACACCAAGCCAGCAUCACGU

>hsa-mir-3682

UCAUAGCCCCCGUCCGUAUCUAUAUCUCUAUAUCUAUAGAGACAUAACUUCUUUCUUCGUAAGUUAUAUAUGUCUACUUCUACCUGUGUUAUCAUAAUAAAGGUGUCAUGAUGAUACAGGUGGAGGUAGAAAUAUAUAACUUAUCUCUUCAUAAGGGCUAAAAUGAGAACUAAAAGUAAUGAGAAUUCAGUUGAAUAUGA

>hsa-mir-3684

UAUAAUUUGGAAAAACUUGCACGUGGAGGAGUGUUGCUUGAUCUAAAAAUAGCAUUACCGAACAAUCUAAAGGACCUGUACUAGGUUUAACAUGUUGAGCAUUACUCAUGUUAGACCUAGUACACGUCCUUUAGAUUCUUUAAAAUUCCCAAAUUCUAUCUUGUUGUGGCCUGUGUGGGACCUGAAAUUAAGAAACAGUG

>hsa-mir-3907

AGCUGUGGCACAGGUGUGGGGUUGGAAAGCUGUAGGUGUGGAGGGGCAUGGAUACGGGGGCCAUGAGGGUGGGGUCCAGGCUGGACCAGGCCUGCCCUGAGUCCCCCAGCAGGUGCUCCAGGCUGGCUCACACCCUCUGCCUCUCUCUCUUCCUUCCUGGCCCCAACCCUUGAGGCAGCAGACUGUGCCAGGCACCAGGC

>hsa-mir-3909

GGAGAACCCUGGCGCCUGCCCUGGUCACCAGCCUGGCUGAGGUAUGCUGUUGCGCUGUCCUUCCUCUGGGGAGCAGGCUCCGGGGGACAGGGAAAAGCACACAAGGAACUUGUCCUCUAGGGCCUGCAGUCUCAUGGGAGAGUGACAUGCACCAGGACCACCGCUGUGAAGGGCUAAGUGCUGUCCUGGAGGGGGCACCA

>hsa-mir-3921

UCACUAUAAUGUAAGUGGUUUGGCCUUGAUCCUGUUUAAGGACCCAUCCUAAACAUCACCUAGCCCAGUACAAGGCAUAUGGUACUCAAGAGACUUAGAAAUCCCUAAGUCUCUGAGUACCAUAUGCCUUGUACUGGGCUAGGGAGAAACUAGACACAGACACUGUCCCUAUUCUCAUGGAACCUGUAACCUAGCUAGAG

>hsa-mir-3922

UUCUCUUUAUCAAUGUUUAACAUAUUCCAUUCAUAAGCACCCUCAAAUUGAACUUAAAGGAAGAGUCAAGUCAAGGCCAGAGGUCCCACAGCAGGGCUGGAAAGCACACCUGUGGGACUUCUGGCCUUGACUUGACUCUUUCCAGAUAUCUGAGUCAGACGUUUUCAAAGCAUGCACCAUGACCCACGGGUGUGUUGUAA

>hsa-mir-3943

GGCCAGGGAGCGGGUGAUGAAGGACUUCAGCAUCUUUAUCAGCGCCCCCCCACACAGACGGCAGCUGCGGCCUAGCCCCCAGGCUUCACUUGGCGUGGACAACUUGCUAAGUAAAGUGGGGGGUGGGCCACGGCUGGCUCCUACCUGGACAGGCCUCCAGCUAACUCCGGGCUUGCACAGCAAAUACAAGAAAAAAAGAA

>hsa-mir-3945

AUGUACUCAAAUAUCACCUCAAAUAAGAUGAGGUCUUUCUGAGAGAAAAGAGAUGUUGAUGCACGUGACGGGGAGGGCAUAGGAGAGGGUUGAUAUAAAAUGCAAUUACAGCCUCUUAUGCUUUCCAAAGUGGGGGAUGAUUCAAUGAUUCCUGACUGGUCCACAGCCAUAUAUCAAUUGAGGUUAUAAUACUAAUUUGA

>hsa-mir-4251

CAGAAGCCUGGGUGCUGUGGCCAUGGAGGAGGGGCUCCCGCCUCUGGUCAGCCUUCUGGCAUCUGGGAACACGUCCUCCAGCUUUUUUCCUUAGUGGCCAAUUCCUGAGAAAAGGGCCAACGUGCUUCCAUCCACUUCAGAGGGCACUUGUAUGAAAAUCUCCUCCCCUCCCCCGUCAGCCCCGCUGUGGAGGGAUCAAC

>hsa-mir-4259

GCAGCAGAAGUCCGGAGUCAGGGCGUGUGGCUGAGGAGAUGGUGAGGGAGAACCUCAGAUGGGCCCCUUGUGUCCUGAAUUGGGUGGGGGCUCUGAGUGGGGAAAGUGGGGGCCUAGGGGAGGUCACAGUUGGGUCUAGGGGUCAGGAGGGCCCAGGAGUAAGGAGAACACCUCUAGAAGAAGCAAGGGAGAUCCUGAGG

>hsa-mir-4288

ACUCAAGAGUGUGCUGGGUUUGCUCCAAUUACUUGUGCCUGCUAAGCUGGUUCCUGGAUCAGUAGAGGGAUGGAGGUGGAGAGUCAUCAGCAGCACUGAGCAGGCAGUGUUGUCUGCUGAGUUUCCACGUCAUUUGCUAUUAAAGAAACGUUACACUCUCAAACUGUGUUUGAUUAUUCUUUCUGUCAGUGGCAUCACUG

>hsa-mir-4303

GGAGUUCAGUUCUUCCACCUGGCUCUCAGGGGAAUGCUGAAAUGAGAUCUUGGUUGACAUGAAAUUUACAGAAAAUAGCUUCUGAGCUGAGGACAGCUUGCUCUGCUUUUCUUUAGCUUAGGAGCUAACCAUGGUCUUGGUUGAGGCUUGGGCUUCUGUAAUUCCUUCUCUGGUAUUUUGCAUAGUGAUUAAGUGUUUAG

>hsa-mir-4305

UGUUGGAAUACCACAAUAAAGAGUCAAGCUUCUGCUACUGCGGUUUCUUUCUAGAGCUGCCUUAGACCUAGACACCUCCAGUUCUGGGUUCUUAGAGGCCUAAUCCUCUACAAACUCAGUUUUCAGACUGUGAGGGAAAUUCUCUGUCUUAUUGCUUUCUAGGUAUGCUGUCAAUAACAGAGCCUGAUUGCCACCUCAAA

>hsa-mir-4307

GGAGAGAGAGAAAGGCACCUAGGGAAAACAGAUGACUUUUUGGAAAGAUAAAUGGGCUUUCAGAAGAAAAAACAGGAGAUAAAGUUUGUGAUAAUGUUUGUCUAUAUAGUUAUGAAUGUUUUUUCCUGUUUCCUUCAGGGCCAUAAUACUCCCCUGGAGAAGGGGUUUGAGGUAGGUUUUAUUUACAUUUUCCCUUCUGG

>hsa-mir-4317

UGUUAGGCACAAUCCCACAAAAGAAAUGUGGACUUUGCGGAUGAAGUAGACCUCAAUGUUGCCUUGCAUCUAAAAGGCGAGACAUUGCCAGGGAGUUUAUUUUGUAGCUCUCUUGAUAAAAUGUUUUAGCAAACACUAGCGUGCCAGGCUUGGUCCUAAGCCCUUUGCCGGUGUUAACCCAUGUAAUCCUCGUGACAGCU

>hsa-mir-4327

GGUGCCAGGGCCUGGAAAAGUCUCAAACAAUGAGGCCGGAUGACCUCCGAGAAAGCCACAGGCCUGGGUAGGCUUGCAUGGGGGACUGGGAAGAGACCAUGAACAGGUUAGUCCAGGGAGUUCUCAUCAAGCCUUUACUCAGUAGUGGGUUCUUCAUAGUUAGCAUUAAUGUUUAAUAGAUACAUUUCCCCUUGGGUGAG

>hsa-mir-4329

ACGUGUUCAAAGAGAGCCCUGAGAUAAGCACCCAUGCUUAAGGAAAAGGGAUGAUGGUCCAGGUUCUAGAGAGGAAGGUGUACCAGGGUUUUGGAGUUUUUUUUUCCUCCUGAGACCCUAGUUCCACAUUCUGGAGCUCCUCCACACUUUGAAGUCUCCCGGUGAGAAUACCGAUUGAGGCCAAGGCUUAGAGGACAAGA

>hsa-mir-659

GUGCUGUCACCAGAGGUGACACAAAUUUGGAAAUAAUGGAGCUUAAGCUUUACCGACCCUCGAUUUGGUUCAGGACCUUCCCUGAACCAAGGAAGAGUCACAGUCUCUUCCUUGGUUCAGGGAGGGUCCCCAACAAUGUCCUCAUGGUCCUUUGCUUUUGUAAAAUUUGUGAAAUAUUUUUAUUGCUGAAACCACCUUUG

>hsa-mir-3182

GGGGUUCUGGAGGAUAGCAGUGAGAAGAUGGGGUAAAAAAUUAGAGAGAAGUUUUGCGUUGCCCCAUGGCUGCUUCUGUAGUGUAGUCCGUGCAUCCGCCCUUCGAUGCUUGGGUUGGAUCAUAGAGCAGUGACUGUUGAUGGCUCACCCAGAUCCCCAGGAACCCACCACUCCCAUACAGGCUUUCAACCUGUUAAUCC

>hsa-mir-3652

GCCCGACCUGCUUGCGGUGUAGUGGGCGGACCGCGCGGCUGGAGGUGUGAGGAUCCGAACCCAGGGGUGGGGGGUGGAGGCGGCUCCUGCGAUCGAAGGGGACUUGAGACUCACCGGCCGCACGCCAUGAGGGCCCUGUGGGUGCUGGGCCUCUGCUGCGUCCUGCUGACCUUCGGUGAGUGAUUCUGGAGGAGCAGACG

>hsa-mir-3681

GUCCCCAGCCUGCCUGGCUCACAAGCCCUGCACACCAAGCCCAUCUUCAAGGAGACACUUGUCUACUUCCAGUAGUGGAUGAUGCACUCUGUGCAGGGCCAACUGUGCACACAGUGCUUCAUCCACUACUGGAAGUGUCAUGAGCUACUGUUCAGGAGUCCAGUGCAACCUGGAAUUCUGAGGGUGUUAACUGUCCAAGU

>hsa-mir-3923

AGAAUAUUACUGUGUUUGGGUAUCAGGUGUUGAAAGAGAUAAUUAGGCUAAUAUAAGUCUGGUAGAGUGAGCUCUAAUCCAAUAUUACUAGCUUCUUUAUAAGAAGAGGAAACUAGUAAUGUUGGAUUAGGGCUCACUCUACUAUUCUCAGCAAAAUAUCAGCAAAAUAUCACAAGGACAGGAAACCAAACAAUGCAUGU

>hsa-mir-4275

CUUCAGGAGGAAGCUGCUUUCACUACUUUUUUUUUUUUAAUUACCAUGAGGGUUAGAACAUUUUUGUCCAAUUACCACUUCUUUUUGCCACCUGAGCACAGUCAGCAGUCAGCAUAAAAAAGUGAUAAUGGGAAGUUAAUGUCUAACCAGGUCACAUUUCGCUUCAAAGGAACAAAACACAUACAAAAUGCAUGUUUUUU

>hsa-mir-4314

GCGGGGGAGGGUAGGGGGAGGGGCACUAAGUGGCAGCGCAGCUGGCCAGCCUCCAGGCCAUUCCUCUCUGGGAAAUGGGACAGGUAGUGGCCACAGUGAGAAAGCUGGCCUGUCCUUCUGCCCCAGGGCCCAGAGUCUGUGACUGGAAGGGUGGGAGGUGUUGAAGCUAGGGCUCGGGGACCACAUGGGUGCCCAAAGGC

>hsa-mir-4326

GAGCUGGGCUCCCCAGGCUAGGGUGGGAGGGAGGGUCUCACCCAUAUGCCCCCACGUAGGAGGAGCUGGCGCUGCUCUGCUGUUCCUCUGUCUCCCAGACUCUGGGUGGAUGGAGCAGGUCGGGGGCCAGGGGACAGGAAGGCUAGGGCCCCAGAGACCUGUCCUGGGCCCCAUGUCCAGCUCUGCCCUUAGUGCUUGGC

>hsa-mir-3667

CCUUAAAAGGCCCCUACUCCUGCUGUCUUAGAUGCUUCCAUAAAGAAGUCUUAUCUAGCUUCUCUGAGGAUGAAAGACCCAUUGAGGAGAAGGUUCUGCUGGCUGAGAACCUUCCUCUCCAUGGGUCUUUCAUCCUCAAAGAACAGUUCCCAGCCAACCUGCCAGCUAAACACAGCCACAUACCUGAGCCCAGGCAAGAA

>hsa-mir-3927

GUUGUUCAUCUCAGGCUUCUUAGGGCAUGGUGGUUUCAGGUUUCCAAGAGGGCCAACCCCAAUAUGCCAAUGCCUAUCACAUAUCUGCCUGUCCUAUGACAAACAUGGCAGGUAGAUAUUUGAUAGGCAUUGGCACACUGGCAAAACGAAGUCCUAUGGCCAUGCUCAGCCUCAGCAUGAAAGGGGAAUUCACAGGAGUG

>hsa-mir-3940

UUCAAGUUGUUCAUCAUCCGGGGUUCACCCCAGCAGAUUGACCACGCCAAGCAGCUUAUCGAGGAAAAGAUCGAGGUGGGUUGGGGCGGGCUCUGGGGAUUUGGUCUCACAGCCCGGAUCCCAGCCCACUUACCUUGGUUACUCUCCUUCCUUCUAGGGUCCUCUCUGCCCAGUUGGACCAGGCCCAGGUGGCCCAGGCC

>hsa-mir-4252

AGUCACAUGCUGCUGUGGGGAACGGAGCCCAAGCCCUCUGUCCACCUCCCUGAGAUUCAUGGUGACUCCUGGGGGGCUGGCAGCUCAUCAGUCCAGGCCAUCUGGCCACUGAGUCAGCACCAGCGCCCAAUCACACACAGCACCUGGCAUGGCCUGGGAGGGGGUCAGGGUCCCCCAGCCCCGGAGCCCUGGAGGGCGUU

>hsa-mir-4279

AGUCCUGGGUUAUUAACUAUCAACAAAAAUACAAGCUGCGCCAUGCGUGCUCCAACUUCCUGCCAGCUCCCCAUGCUCUGUGGAGCUGAGGAGCAGAUUCUCUCUCUCUCCUCCCGGCUUCACCUCCUGAGCUCCAGAGCCCCACCCACCCACAGCACUCAGAUCAUUUUUCAUUUAUGAAUGCAUCCAGCCACGCUGUG

>hsa-mir-4296

CGGUGGGUGCUUUGCCUAGCUUAGUGCCUACCAUGCCCAGGCUUGCAAAUGGGGCUGUUUGGGCUUUGAUGUGGGCUCAGGCUCAGAGGGCUGAAGUGGUUGUGGGGAGGGGCUUCUGGGGACUGUGUCCAUGUCUCUGUCGUUUUUCCCCAUCACACCGUACACUCCCUUGAGGCCAGCCGUCCAUCACCAUUGAGUCA

>hsa-mir-4328

UGGCACCUCUUCCCAAAAGUUGAAGCAAUAAUUUGGCCUCUCUGGUAUUUAGAAUUUCCUGAAUUAACCCCAAAACAGUUGAGUCCUGAGAACCAUUGAGAACCAGUUUUCCCAGGAUUAACUGUUCCGAGAGAUAAAAACUAUUUUAGUAAGAACUUAAUUUCCAAAGGCAAAUUUCCCUGCUCCCUGUUCAUCCCUCA

>hsa-mir-4445:3:109321609:109321810

AGAUGAAUAGCUGGGGACUUAAUUAAACUAAAUUAAGCACAGCAAAAUUUUGUGAUUGUCUGUUUUUCCUGCAGAUUGUUUCUUUUGCCGUGCAAGUUUAAGUUUUUGCACGGCAAAAGAAACAAUCCAGAGGGUAAACAGACAACCCACAAAAUGGGAGAAAAUCUUUGCGAUCUAUACAUCCGACAAAGAGCUAACAU

>hsa-mir-4739

AGGCCUGGACCAGCUGGGAUGUUCCCAUCGGCGUGUCCCUCCCGCCCAGGCCACGUGGGCAGGGGAGGAAGAAGGGAGGAGGAGCGGAGGGGCCCUUGUCUUCCCAGAGCCUCUCCCUUCCUCCCCUCCCCCUCCCUCUGCUCAUCUCAUCAUGAGACAGCUGGCAAGGGCCUUCGGCUGCCCUGGAGUGCCCCUGCCCU

>hsa-mir-5584:1:45011092:45011293

ACUCAGCAAGGCAGUUCACGUUAUUCCCACCUUGAGAUUCAGAGGAGGAAGUGACUAAUCCAAGAUCCAUAACAGGGAAAUGGGAAGAACUAGAUUUGAAUCCAGACCUUUAGUUCUUCCCUUUGCCCAAUUAUGCUCCUUGUGGUUUGCUGGAGAAAGCCUGGCAGAGGGUGCAAGGGCAACAGUGGGGGUGGGGGUGC

>hsa-mir-5680:8:103137601:103137802

AAAACAAAAAUUAUCUAGGAGGCUGUUAAACCAUCAUCAAAUACUAAAACCUUUGCUUGCAUUGGGUUAGCAGGUUAGCCCAGCAUUUCCCUUCCUGGACACACAGGAGGAGAAAUGCUGGACUAAUCUGCUAAUCCAAUGCAAGCAAAAAUUUGCAUUGGAAAGUUGGAUUUUUUGGUUUUUGGUUUUUUCUUUUUUCU

>hsa-mir-378i

CUGACCUGGACUUCGCCCUGGGCAGCUUCCUUGGAACUUGUUGCAGCUUAGCAUCUUUGGAAGGGAGCACUGGACUAGGAGUCAGAAGGUGGAGUUCUGGGUGCUGUUUUCCCACUCUUGGGCCCUGGGCAUGUUCUGUUCUGUGCAUCAGAUGUUUUCUGCCUGCCUCCCCCUGAGCUGCCACCAGAGCCACCUGUAGA

>hsa-mir-4472-1:8:143257639:143257840

AAGCUCCUGAAUACUAAUUGAAAAGUGAUUAAUUACAUUCACGGAGCCCCAUCUCCUCACUGGCAGACCCUUGCUCUCUCACUCUCCCUAAUGGGGCUGAAGACAGCUCAGGGGCAGGGUGGGGGGUGUUGUUUUUGUUUUUUUAAGGCUGAGUUGGUUUAAAUCUCAUUUAAUUUUCACAAGGGAGAGCCUUGAGCCUC

>hsa-mir-4726:17:36875871:36876072

GCAGGAGGGACACCCGAGGGAGGAGGGACGGAGAGACCGGCGUGGGCUGGAACCCCUGGGGGAUACGGGAGAAGGGCCAGAGGAGCCUGGAGUGGUCGGGUCGACUGAACCCAGGUUCCCUCUGGCCGCAGGUCCCCCAUCAGCAGCCUCCCCGCACUCUUCGACCAGACAGCCUCUGCACCCUGUGGGGGCGGCCAGUU

>hsa-mir-4648:7:2566635:2566836

UCUCUAAGCGGCAUGACUCUACAUAGAGGUGUCCCCCGGAGUCCUGCUUGCUCGGGGUGGGGCCGCCAGUGUUGUGGGACUGCAAAUGGGAGCUCAGCACCUGCCUGCCACCCACGCAGACCAGCCCCUGCUCUGUUCCCACAGGUUCCGCUCCAUCCACUGCCACCUGUACCCGGACACACCCUGGUGUCCCCGCACUG

>hsa-mir-4438:2:214622737:214622938

GGGCAUUCAAAGUAACUGCACAUAUGGUGACAAUCAGAAAAUGACUAAGUUACUAAGUGUAAACUUAAGGACUGUCUUUUCUAAGCCUGUGCCUUGCCUUUCCUUUGGCACAGGCUUAGAAAAGACAGUCUUUAAGUUUACACUUCAGACUGAUUCUUGGCACAGAGAUAGCCUACAACAGAAUCCUCUUAUGACAAUAU

>hsa-mir-4743:18:46196903:46197104

UGGGACAGCCCCUGCAGGGCUUGAGGGUGGGCAGCACCAGGUAUCUGCUGACUGUCCCUCCUCUCCUGCUGGCCGGAUGGGACAGGAGGCAUGAAUGAGCCAUCUUUCCAAUGCCUUUCUGUCUUUUCUGGUCCAGGUGUGGCAAAGGGAAGCUGGAAGAUGGGGAUGGCAUCAACCUGAAUGACAUCGAGAAGGUCCUU

>hsa-mir-4687:11:3877232:3877433

GAAGUCUCCGGAAGCGGCACGAGCUCAGGCCGCCGCAGCCCCGGCGGACCCACUGUUGGACCUGAGGAGCCAGCCCUCCUCCCGCACCCAAACUUGGAGCACUUGACCUUUGGCUGUUGGAGGGGGCAGGCUCGCGGGUGGCUGGACAGCUGCGGAGCCGCGAGGGCAUCUUGCCUGGAGACCGUCGGCUGCACUCCCGG

>hsa-mir-4660:8:8905892:8906093

UCCUGGCACAUUACUCAAUUGAUAGUUUAAAAAACGUCCUUAAGAAGAAGAAAGACAGCCAAACUCCUUCUGCAGCUCUGGUGGAAAAUGGAGAAGACUUUUCCUUUCCUCCAUCUCCCCCAGGGCCUGGUGGAGUGAGGCGUUGCCCAGCUAUAAACUGUGGUCACUCUUCUGGUGGGGCCAGCAGAUAACAGCUGAUG

>hsa-mir-4420

CAUGGAAGGGCCCUGGCCCGGGAGUCUGGAGACCUUGGUUCUAGUCUUGGGUCUGCCACCAGCUCUUGGUAUGAACAUCUGUGUGUUCAUGUCUCUCUGUGCACAGGGGACGAGAGUCACUGAUGUCUGUAGCUGAGACGGUCUCUCAAGUGAGGGCCUACUAUGUGCCGCUCAGUAACUGGGACUUUAAUUGCUGCUCC

>hsa-mir-5682:3:120768424:120768625

GCACAGAGCUGCUCCUGAUCCGAGAAUUCUGGUAGGGCUGUGGUGGUCUCACUAGUGUCCCAGGCCCAUGGGUCUUAUCCUGCAAGGUGCUGCAGAGACGAGGCCUGUAGCACCUUGCAGGAUAAGGUCUACUGGGCCUAGUUACUCUUCAGCCACAUGGAUUCAGCCCCUUUCCUGGAGACGUGAGGGAGCCUGGCCUC

>hsa-mir-4646

AGGCAUCUUCUUCCUCUUAGGGUAUGGCUGUUCCAAACAGGGAGUGUGGGGUGGAGGUUGGGGCUGAACUGGGAAGAGGAGCUGAGGGACAUUGCGGAGAGGGUCUCACAUUGUCCCUCUCCCUUCCCAGGUUACUUGAGUUUGUCCAAAGUGGUGCCGUUUUCUCACUAUGCUGGGACAUUGCUGCUACUUCUGGCAGG

>hsa-mir-4450:4:77494653:77494854

GAAAUAAAAUCCUCCCUUGCUCAGAUGUCAUCUUUUUUCUCCACUGCCCAGCUGUCUUGCUAAACAGUGUCUGGGGAUUUGGAGAAGUGGUGAGCGCAGGUCUUUGGCACCAUCUCCCCUGGUCCCUUGGCUCUGUCCAUAGCCUUCCCAGCCACUGCUGGCCUCCAACGCUGAAUCCUGCAGCUGGUAAAUCCAUGGUC

>hsa-mir-4784

CGCGGAACUCCCAGGGUGCAGAGGCCUGCGGGGUCUGAAGGGCCUCCUCCCUCUCCAGUGUGGUGACUGGGCUGAGGAGAUGCUGGGACUGAGAGUGUCAUGGUGGAGCCUCCGUCCCUGCUCAUCCUCUCCGCAUGUUGCUUCUGCUCCCGAUGGCUCUCUCUGAAAUGCAGCACAACCUCCCAGGCCAAUGGAAGGAG

>hsa-mir-4683

GUGCCGCUGUGUAAGGGCAUCGGCUACAACUACACCUACAUGCCCAAUCAGUUCAACCACGACACGCAAGACGAGGCGGGCCUGGAGGUGCACCAGUUCUGGCCGCUGGUGGAGAUCCAGUGCUCGCCCGAUCUCAAGUUCUUCCUGUGCAGCAUGUACACGCCCAUCUGCCUAGAGGACUACAAGAAGCCGCUGCCGCC

>hsa-mir-4526:18:13611055:13611256

CUGCCCCCAAAAAUGAGAACAUGAGAAAGUGAUGUCUUCUAGCCACCUGGAGGACCCUGCGGUGACAUCAGGGCCCAGUCCCUGCUGUCAUGCCCCAGGUGACGUGCUGGGCUGACAGCAGGGCUGGCCGCUAACGUCACUGUCCUGGCUUCUAACGCUGGUAGUAACCAACAGAGUUUAGUUUUGCUUUGACAACUCCU

>hsa-mir-4506

CCCAGGCCCUCUUACAUGGAGUGAGGGUUAAGAGCAUGGCCUCUACCAUCAGAAUAUCCACCAUGGCCUCUGCCAUCAGACCAUCUGGGUUCAAGUUUGGCUCCAUCUUUAUGAAAUGGGUGGUCUGAGGCAAGUGGUCUAGGUGUUCUGUGCUUCACUGUCCCCAUCUGUAAUCUGGAGAUAAGAGCAGUACUGACCUC

>hsa-mir-4455

GUAAUCAUAUAAAUGCUCAACAAAGAGCUAACAAAAAUUAUGAUAUAACCAGAUUAGAAAGAUAAGCAGAUGAGAAGGGUGUGUGUGUUUUUCCUGAGAAUAAGAGAAGGAAGGACAGCCAAAUUCUUCAUUUGCAAAGGGAUAAGCCAAUAGAUGAAUGCAUAAAGCUGAAAAAUCAAGGAAAGCAAUAUAAGCAUUUU

>hsa-mir-4705

AGAAUAGAUCUUGACAUUGACAAAAGUCCUUAAGAACAUGCCAAGGAUUUACCACUUCUCUAACCCUCACAAGAUCAAUCACUUGGUAAUUGCUGUGAUAACAACUCAGCAAUUACCAAGUGAUUGGUUUUGUGAGAAUGCUUGUUCAGCUCUUCUAGCCAUUCCUCACAGGCUUGUCAGACCCCGGGCCCUUCUGCAUG

>hsa-mir-4718:16:12814102:12814303

CCUUUUUCAGCCUUGGAGAAAGAAGCCUUUGCCCUAAAAAUACAAAAGUGUCAGCUUCUCUUCUGUGUUCUUUGUAGCUGUACCUGAAACCAAGCACCUGUUUGUGACUUGGCUUCAGUUACUAGCAAGCUUUUCCUAAAGAGGUGUUCAAAUCCCGCACACCAAAGGAUUUGUGCUUCAGUGAAGGAAACUUCUUGUUU

>hsa-mir-4442

GAGAGGCUGUGGCGACAAGGCCCGGAUUGGACAGCAUGGCGCUGACUGACAGCGGGGGCGGCCGCCGCGCCCUCCCUCUCUCCCCGGUGUGCAAAUGUGUGUGUGCGGUGUUAUGCCGGACAAGAGGGAGGUGACCGUGGCGGCGGCGGCGGCGGCUCUGUUUAUUGUCCCUCUCGGUGUGUGUGUGUGAGGAAAUCGGG

>hsa-mir-4466

CGCCCCAAACGGCGACCGCGCGGGUGGCGCCUCGGGAUCUCGCUUCGCGUUCCCGGGCCUGGGGGAGGGGGGGGACGCGGGUGCGGGCCGGCGGGGUAGAAGCCACCCGGCCCGGCCCGGCCCGGCGAAGCCCUCCCAGGCCUGGACAGCGCGCCGGCCCCCGGGGCGCCCCGACCGCGGCGGGAGGCGGCCGCCCGUCA

>hsa-mir-5590:2:135615316:135615517

UGUUCCUGAUCUUAGAGAAAAAGUUUUCAACUUUUCAUCAUUUUCACCAUCAAGUAUGAUGUUAGCUGUGGGAUUGCCAUACAUAGACUUUAUUGUGUUGAUCAACAAUAAAGUUCAUGUAUGGCAAUCCCACAGCUUUAUUCCUUCUAUACCUAAUUUAUUGAGGUUUUUUAAAGUCAUAAAAGGAUGUAGAAAUUUGU

>hsa-mir-5188:12:125400044:125400245

UGUACAUUCUGAGGGCCAGGUAUGGAAAGGUCCUACUUGAUGCCAACAGGGAGGCAUGGAAAUUUCUCUGGUUUCAAUGGGUACGAUUAUUGUAAGCAGGAUCCAUUCAAUAAUCGGACCCAUUUAAACCGGAGAUUUUAAAAGACAGGAAUAGAAUCCCAACCUUAUUUCAGUGCAGGGUAGGGUGUCAAAUAUGAAAU

>hsa-mir-4666a:1:228649714:228649915

AAACUAAGCCAAAUUUUUAAACUAAGCUUCAUCUCACCUAUCUGAGAUGGGUGAGUGACAAUCACUUAAAUACAUGUCAGAUUGUAUGCCUACAAAAUCCCUCCAGACUGGCAUACAAUCUGACAUGUAUUUAAGAGAUUGCCCCUCACCCAUCUCAGAUGGAAAUUUCAAGUCAGAUUUGCUAAUUAUUAUGCAGUAAA

>hsa-mir-3972:1:17604326:17604527

ACCCAGGCUUGCUCAGGUACCCAGCACAUACCCAGAGGCCACAAUACUCUGGAGGUCGCCCAUUUGCCUUGGCUUGGGGUGGCAGUCCUGUGGGAAUGAGAGAUGCCAAACUGGACCUGCCAGCCCCGUUCCAGGGCACAGCAUGUGGGUCUCAUAGCAGAGGCAUGCCCAAGCACAGCCCCCUGGGAGCUAGGCCUCCG

>hsa-mir-5010:17:40666165:40666366

AGCUCUGCAUGGUGGUCCCACUAAGGCAGUGGGAAGCCAGGAUCCAGGGAACCCUAGAGCAGGGGGAUGGCAGAGCAAAAUUCAUGGCCUACAGCUGCCUCUUGCCAAACUGCACUGGAUUUUGUGUCUCCCAUUCCCCAGAGCUGUCUGAGGUGCUUUGGACCAUGGUGAUCCACAUCGGCCUGAGCGUGAAGAGCUUG

>hsa-mir-3974:12:17826178:17826379

AUCUUGCCUUGAAGUUACUUACAAAAGAUGCAGCAUCUUUUUUUCUAGGAAUAAGUUCAGGGAAAAGGUCAUUGUAAGGUUAAUGCACCCAUAUUUUAAUAUCAAACUAUGACAAAUUUGACUACAGCCUUUCCGUACCCCUGCCAAAACAUUAAGAAGAAAGCUUAAACAACAUGAAACGAGAGGAGGUAUUUCUAAAA

>hsa-mir-4763:22:46509395:46509596

CUUCCCAAGACCAGCCAGCAGCAGCUGCCCCUUCCUGGGGUGCCAUCUCCCCUGUCCCUCCUGCCCUGCGCCUGCCCAGCCCUCCUGCUCUGGUGACUGAGGACCGCCAGGCAGGGGCUGGUGCUGGGCGGGGGGCGGCGGGCCCUCCCGCAGUGCAAGGCCGGGCCUGGCGGGGUGAGGUAGUAGGUUGUGUGGUUUCA

>hsa-mir-5094

CGCCUCUGCUCUGCAGCUUGAGUGAUAGUGACAGAGCAAGACCCUGUCUCAAAAAAAAAAAAGAAAAAAAUCAGUGAAUGCCUUGAACCUAACACACUGCCUUUUAUGUGGUAGGUACAGUGGGCUCACUGAAACAUUCAACUUGUUCAACUCUAUCCAUUUGUCCAAAAACAAAAAGGAAAUGAAAAAUUCUAAAUACA

>hsa-mir-4796

CUAAGGAUGAUAUGGCUUAAGUACAUAUAGAAAAGGAAAUCAAGGCUCAAGUCAUGGCAGUAAAUUUGUGUCUAUACUCUGUCACUUUACUUUUGGCCUCAAGUCAUUGCAGUAAAGUGGCAGAGUAUAGACACAAAUUUAGGCCUUCUUCCUACUACAGACAUUUUCUUUUCACUUCUACUAGAGAUAUUUUCACUUUA

>hsa-mir-5008

CGAGUGGGGGUUCCCCAGACCCCAUGCCUUCUGGCUGGAAGUUGACCUCUGAUGGGGCUGACCCCUAGGGUCAGGUGAGGCCCUUGGGGCACAGUGGUGCCAUCUCCCCUGUGCUCCCAGGGCCUCGCCUGUCCCUUGAGGUCGGCCCCAGCUGCUGCUUCUUGCAGGAAGCCCAGUGACUGCCCAGAUGCCUCCUUCUC

>hsa-mir-4704:13:66792319:66792520

GUCUUUUCUAUGGUUGUAGUCAGUUGGUGGCUGGGACUGGAGUCAUCUUAAGGAUGAAUCUUCUUAUCCUAGACACUAGGCAUGUGAGUGAUUGUCUUCCUCACUCAAUCAGUCACAUAUCUAGUGUCUAGAAUGAGAAGACUCAAACAUCUGGGGGCUAGAACACCUCUUGUCUCUUGAUCAUCUCUCUGUGUGAUCUC

>hsa-mir-4737

AGUUGUAUUUCUAGCAAGCUGCAAGCAGAGCUGCAGUUCAGCCAGUUUGUCCUGGCCCAGCUGCACAGGAUGCGAGGAUGCUGACAGUGCCUCACAGCCGCACAGGACCGAGGAUGCUGACGGUGCCUCACAGCCACACAGGACGCGAGGAUGCUGACGGUGCCUCACAGCCACACAGGACGCGAGGAUGCUGACAGUGC

>hsa-mir-3978:X:109325282:109325483

UACCUCAGUUGACAUGUGACUUGCUCAGUCCUGCUGCUAUAGCCUGCUGCUGGAAGGGCUGCCUCAGUGGAAAGCAUGCAUCCAGGGUGUGGAGCCAAAAUUAGAAGGGCCAAAAUUCUACCUGGCCCACUACCACAGCAACCUUGGGCAUCGUUUUCUUUUGAUCUCUAGUAUCUCCAACUCCUAGAAUUCCAGCCUGG

>hsa-mir-4697

AGGUCUUGACCUCCCAUUCAGAUUUAAUUUCCUAACUGCCAGGUGUGGGGCUGGGGAUAGAGGGCCCAGAAGGGGGCGCAGUCACUGACGUGAAGGGACCACAUCCCGCUUCAUGUCAGUGACUCCUGCCCCUUGGUCUUCAGUGUUUUUCUCUUCCCCAGGAGGGACUUUGAUCAUGCAGGAUAGAAUUCUCCCAUCGC

>hsa-mir-4782

ACAAAACGGGGAAAUGUAUGCACAUGCAAUUAAUUAUAAAAACAUAACCAAACUUUAACUGAUUGCCCAGUUCUGGAUAUGAAGACAAUCAAGAAAAGAUUUGGUGUUCUUGAUUGUCUUCAUAUCUAGAACUGGGCAGUCAGUUAAAGGAGCAGGCUGUGUGUUGGUGUCAGGAUUGAGGUUAGGGAGAUUCCAUCUGG

>hsa-mir-5692b

UACAAAUGAUAUCACAGUAUGUACACUCACUGUGAUAUUAGGAGUCCCAUUUUCCUAGGAUAUUAUGAAUAAUAUCACAGUAGGUGUUCACACAUAAUGUGUACACCAUGUGUGUACACCCAUGUGAUAUUUGAAGUAGUAUGUCCCUAGGAUCUUAUGAAUAAUCUCAAAAGGUGUACACCCCAUGUGACAUUAAAAGU

>hsa-mir-4692:11:72494506:72494707

AUUCUCUGCUAUCUACCUCCUCUGCCUCUAACUCUAGGCAGGUCACUGCCCCUCCCCAGGCCUCAGCAGUUUUACUUGAUACCCACACUGCCUGGGUGGGACACUCAGGCAGUGUGGGUAUCAGAUAAAACCCAAAGGGGACCCCAUUAGAGCCAAAGCCUGCUUUGCUUUGUGAACUGUAUCCUCUUGGAUCUGCCACG

>hsa-mir-4514

AUCUGAUGAAAAGUAAGUGAACAAGUUGCAAAGAGAGAACUGAGGAUUUGGGCAGGACAAGAGGAACUGACAGGUUGAGACAGGCAGGAUUGGGGAAACAUCUUUUACCUCGUCUCUUGCCUGUUUUAGAAGGUGCAUCCACCACUUGGUAUAAGAGAACAUUAUGGGCAUUCUGUUUUGUUUUUAUGUUUUAAAUCGUG

>hsa-mir-5100:10:43492970:43493171

AACCUGGGCUGGUGAGUCCCUCCAUCACCUUCAGAAACAGCCAUGAGGAGCUGGCAGUGGGAUGGCCUGGGGGUAGGAGCGUGGCUUCUGGAGCUAGACCACAUGGGUUCAGAUCCCAGCGGUGCCUCUAACUGGCCACAGGACCUUGGGCAGUCAGCUGACCCUGCCCAGUCCCAGCAUCCUCAUCUGGUCUUAGCUAA

>hsa-mir-4757:2:19548127:19548328

CAUCUGUGACGUCACGAAGUUACGUAAUGGAAUGCCUCUGUGGACCUCAUUCAAGCCUUGUGUUCCAGCCCGAGGCCUCUGUGACGUCACGGUGUCUGCGGGAGGAGACCAUGACGUCACAGAGGCUUCGCGCUCUGAGAGGUGGGACGGGACUCUUUUGAGCCGGCUAUGGGGACACCAAGAUUCUAGGGGAUUUAGGA

>hsa-mir-4502:13:115039242:115039443

UCUCAAAAAAAAAAAAGAGAACACUUUAUUGUUAAAAAAAAAAAUGCUUAUGAUCCUCUAAGCCUUUAGCAAGUUGUAAUCUUUUUGCUGAUGGAGGGUCUUGCCUCCAUGGGGAUGGCUGAUGAUGAUGGUGCUGAAGGCUGGGGUGACCGGUAACUUCUUAAAAUAAGAGUGAAGUUUGCUGCAUUGAUUGACUCUUU

>hsa-mir-4512

GAGGAGGAGUCGGGAUUUAGGCCCACGUGGGCCACUUCCCAAACCUGUGCUUAAUGCAGCCCCUCAGCCCGGGCAAUAUAGUGAGACCUCGUCUCUACAAAAAAUUGAGACAGGGCCUCACUGUAUCGCCCAGGCUGGAGUGCAGUGACAUGAUCUCGGCUCACUGCAACCUCCGCCUUCUGGGUUCAAGCGAUUCUCGU

>hsa-mir-4540

AUACCUGGACCGUCUCUGUCCAGGUCCACUCCUGGAACUCCUCAGGCUCUAGUGGAGAAUUAGGGAGGCUGAGAAGCUGCAUGGACCAGGACUUGGCACCUUUGGCCUUAGUCCUGCCUGUAGGUUUACCAGCCUUAGAGGGAAGUCACCUUUCUGUCUCUGUACCUCAGCCUGCACUUUUAUGGUCUUUUUCCCAGGGC

>hsa-mir-1587:X:39696741:39696942

UAAAAAAACACCCCAAAACUUAGUGGCUUAAAAGAGCAAUCAUUUAUCAGCCCAUGAUUCUGCAGAUCUGCAAUUUGGGCUGGGCUGGGUUGGGCAGUUCUUCUGCUGGACUCACCUGUGACCAGCUGGCAGGUCACCUGGGAACCGAAUGGUCUAGGAUGGCCUCAUGCAGUGUGUCUGGUGGUUGGUGCUGGUUGUCA

>hsa-mir-5192:2:62432908:62433109

GGCGGGGCCUGCCAGCCCUUGGCUGUCAUUUGCCACCUGAGGGACAGGCUGCUUAGUUCCAGCCUCCUGGCUCACCUGGAACCAUUUCUCCUGGGAAGCAUGGUAGCCAGGAGAGUGGAUUCCAGGUGGUGAGGGCUUGGUACUCCUUUUGGGGGAUCCUGAGUGCCAGGAGAAGAGGAUGAAAUCGAUGGACUGGGGGA

>hsa-mir-5699

GCCCAGGCUGGUCUCGAAUUCCAGCAUUUCUUCUGCCUCAGCCCCCCAAAAUGCUUCUGUACCCCUGCCCCAACAAGGAAGGACAAGAGGUGUGAGCCACACACACGCCUGGCCUCCUGUCUUUCCUUGUUGGAGCAGGGAUGUAGAAGCACUUGCCGCAGCCGACUUGAGUACAUCUGACUUUACUUAGCUUUCCUCAU

>hsa-mir-4437

CUCUCACCUGCUGAUUCCUGUGUAAUCCCUCCCAGCCAUUCAUAAGAGGACUCGGAGGUGCAGGCAACUGUACUUUGUGCAUUGGGUCCACAAGGAGGGGAUGACCCUUGUGGGCUCAGGGUACAAAGGUUCACAUUUCACACUUGGGCUUUAAUCUGCAUUAUAAUUGUUGAAUAAGGAAGUAUUUAAGCACACUAGUA

>hsa-mir-4730:17:78393155:78393356

GACAAACGAUGGCGGAGCCCGUUCUGUGCCAGAUGCUGAGCCAUGGCUGGUGUGUGCUGCUCCGCAGGCCUCUGGCGGAGCCCAUUCCAUGCCAGAUGCUGAGCGAUGGCUGGUGUGUGCUGCUCCACAGGCCUGGUGGAGCCUGUUGUGUGCUGGACGCUGAGCAAUGGCUAGUGUGUUCUGCUCCGCAGGGAGCUGAC

>hsa-mir-5092

CGGAAGCAGGGCUGCCCCUUCAGCAUUUCUCUUGAGACCUACCGCACCCCCUCACAAUCCCAGAUCAGAUGCCAAAGCCAGUGGGGACUGGACAACAUGAUGAGCCCAAACCAAUCCACGCUGAGCUUGGCAUCUGAUUUGGGAUUCUCCACCUUGCAGAGAAUCGGAAAGUAUCUCCACAAUUUCUUUUGGACCGAGCU

>hsa-mir-4461:5:134263667:134263868

UUUUUGGAGAGUCAUGUCAGUGGUAGUAAUAUAAUUGUUGGGACAAUUAGUUUUAGCAUUGGAGUAGGCUUAGGUUAUGUACGUAGUCUAGGCCAUACGUGUUGGAGAUUGAGACUAGUAGGGCUAGGCCUACUGCUGCCUUGCAGGCAGCAAAGACUAGUAUGGCGAUAGGUACAAUAUUGGCUAAGAGGGAGUGGGUG

>hsa-mir-5002:3:123851726:123851927

GGUUCCUCCUGCUGGGGCAUUUACACUGUUUUCUCUGAAGUCAAAUCCAUCUUCCUCUCUGUCCUCUGGAAUUUGGUUUCUGAGGCACUUAGUAGGUGAUAGCAUGACUGACUGCCUCACUGACCACUUCCAGAUGAGGGUUACUCUCCUCACAGCACGGCCUUGAGGCAGCUCAUGCCAGGGAUGCUGCCUGUGUUCCA

>hsa-mir-4523:17:27717613:27717814

CCUCCUUACCAGGGGUGGUGUUGGUGGCGGAGGGCUGCGCGUGGGCCCGCCCGCCGAGGGGCCGCGGCGGGGGACCGAGAGGGCCUCGGCUGUGUGAGGACUAGAGGCGGCCGAGGCCCGGGCCGGUUCCCCCGAGGCGGCGACGGAGACGGCUCCCGGCACUUCCCCGCGCCAUCUUAACUGAGCCCAAGCGCUGAGGG

>hsa-mir-5001

CGGAACGUCGGCGCGCAGGCCCGGUUUGGAAGCGGCUAUCUCGGGACGCCAGCUCAGGGCGGCUGCGCAGAGGGCUGGACUCAGCGGCGGAGCUGGCUGCUGGCCUCAGUUCUGCCUCUGUCCAGGUCCUUGUGACCCGCCCGCUCUCCUAAGGGAGCGUGUCCUGGCCCCCUCCCGCAGCGGCUCGGAAAAAAGGCAGC

>hsa-mir-4689

CCCUUGGCAGUUUUCUUGAGUGUCUGCUGGCGCAGUGUCAGAGGCUUCCUGUCUACAGCACAAGCCCGGUUUCUCCUUGAGGAGACAUGGUGGGGGCCGGUCAGGCAGCCCAUGCCAUGUGUCCUCAUGGAGAGGCCGCUCAAGCCUGCCCUGGGUGGGGGCUGAGACCCCGGCUCUGAGACGGCAGCAGUCGGGUAGAA

>hsa-mir-4457

UGGGACUACAGGCGUGAGCCACCACGCCCAGCCCAAACGUCAAUUAUCUUGGCAUGAUGACUCUUUGGAGUACUCCAGUCAAUACCGUGUGAGUUAGAAAAGCUCAAUUCACAAGGUAUUGACUGGCGUAUUCAGAAGAGUCUGGCCUCAGUAGCGGAGAAAAAACCUUCCUCGUGGAUCAACCCCUGCCCUGGUCCCAC

>hsa-mir-4731

UGGAUGUUGAUCUUUGGUGCCCGAGAGAAGGCUGUCUGGGAUGAAGCCUUCUGACUGUGGUCAGGUCCCUGCCAGUGCUGGGGGCCACAUGAGUGUGCAGUCAUCCACACACAAGUGGCCCCCAACACUGGCAGGGACCCGGAGUCAUCUGGCCCAUCCCUCCUUCCUAUCCCAUCGAGCCACAGACCCCUCUGCAAUAU

>hsa-mir-499b

CCCUCCCAGAGCCCCAGGGCUCCCACCCCUUCCCCACAAACCCUGCCCAGGCAGCGUAGGGACGGGAAGCAGCACAGACUUGCUGUGAUGUUCACGUGGAGAGGAGUUAAACAUCACUGCAAGUCUUAACAGCCGCCCGCCCAAGGCACAGGGGACAGGGCAGGGGGUGAAGGACGGGGCUGGAGGCUGCCAAGAGGGAG

>hsa-mir-4721

GGCCGGAGAUAACCUCGGGGCCCUGGUCCGAGGCUUGAAGCGGGAGGACUUGCGGCGGGGCCUGGUCAUGGUCAAGCCAGGUUCCAUCAAGCCCCACCAGAAGGUGGAGGCCCAGGUGAGGGCUCCAGGUGACGGUGGGCAGGGUUGAGCCAAGCUCUCCCCAGCCUCCAGCCAAGCCCAGCUCACCGUCAUUGCUUGCU

>hsa-mir-4794:1:65045468:65045669

CAGGCAGUGUGCUAGAGCCUGAAGAUACAGUGGUGAACAAAAACAUAUAUCGUAUGUUAUCUUUUAACAUCUGGCUAUCUCACGAGACUGUAUGUCCUAACAGUGCUUGUAGUCUCAUGAGAUAGCCAGAUGUUAAAAAAAAAAAACAGCAUCAAAUUUAAUGUGUGUUAUGAGAUGGCUUAUGCAGGGCAUUAUGAGAA

>hsa-mir-5088:19:50185269:50185470

CCGGCAUCCUCUGCAUGUUUGCUGCCAAGGCCGGGGCCCGCAAGGUCAUCGGGGUGAGUCUCCAGGGUGGCCAGGCGGGGCCGGGCCUGAGGGAUGGAGGGGAGCCCAUCAGGGCUCAGGGAUUGGAUGGAGGUGAUGGGGGCAGGGGAUGGGUCUCACCCUCCCUUCUUCCUGGGCCCUCAGAUCGAGUGUUCCAGUAU

>hsa-mir-4440

UCCCUCUCACCAAGCAAGUGCAGUGGGGCUUGCUGGCUUGCACCGUGACUCCCUCUCACCAAGCAAGUGCAGUGGGGCUUGCUGGCUUGCACCGUGACUCCCUCUCACCAAGCAAGUGUCGUGGGGCUUGCUGGCUUGCACUGUGAAGAUGUGAAAUGAGCCUGGAUCACACGUGGGUUGAUUCCCUUCUAAUUAAGCGU

>hsa-mir-4760

GGGAAAGGAUGUACUGUCCAAGCGACAACUAGACUGCAGAGGUAAGGCUGAGACCAGGGCUGCCAUGGUGUUUAGAUUGAACAUGAAGUUAGAAUUCUUAAGUAUCAAAACUAAAUUCAUGUUCAAUCUAAACCCCAUGGCUAUGCCUCUCAAGGUGAGGCCUCUGUGUUGUUCUCUAUGCCUUGAGCACCCUUCCUUCU

>hsa-mir-5694

GCCUAUAUUAGUCUGGAAUUUCCAGAGAGACAGAACCAAUAGGAAGGAGAUAGAUAUUUAUAGCCAACUGCAGAUCAUGGGACUGUCUCAGCCCCAUAUGUAUCUGAAGGCUGAGAAGUCCCAUGAUCCGCACUUGGCAAGCUGGAGACUCAGGAGAGCCAGUGCUGUGAGUUCCAGUCCGAGAACGAAGGCAGGAGAAG

>hsa-mir-4786

AGAUAACUGUGAGUUGAAACUCUCCGUAAGAAGUGGAGGCUCCAGGGAUGCGUUGGCCUGUGGGCAUGGCCUGAGACCAGGACUGGAUGCACCACUCUCCCUGUGAUGAGGUGAAGCCAGCUCUGGUCUGGGCCAUUUCACAGGAUUCCAGAAGCAGGAGCAGAGCCUCAGCAUUUGAACGAACCUUCUUCCACUUCGGC

>hsa-mir-4752:19:54785899:54786100

GGGUGUUCAUAGAGCAUUUAUUAGGGGGACCUCUGCACAGUGGGGCAUCCUUGUCUUCUUGCCCAGUGUCUCCUUGUGGAUCUCAAGGAUGUGCUUCCACAUAGCAGCAUGUUCUUCAGAUGGACAAGGAGACACUGGGUAUUCUAUCCAAAGCUUUAACCUAAAAUAAAAACAAAACCAAAAAUAAACCCCUAGAAAAU

>hsa-mir-4452

UUUUUUUUAGAGAGAGUCUCACGUUGCCCAGGCUAGAGUGCAGUGGCUAUUCACAGGUGCGAUCAUGGAUCACUUGAGGCCAAGAGUGCAAGGCUGUAGUGUGCACAGCCUUGAAUUCUUGGCCUUAAGUGAUCCCUGUCCCAGCCUCCUGAAUAGCUGGGACUACAGGUACACACCACUGUGUCCAGCUAGGGAGUUGA

>hsa-mir-4724:17:29861844:29862045

GUAGUAGACUCAGAUUUUACAUGGCCCUGAGCUGCCCUUGCGUUCAGUUGGAAGCCACGCAAAAUGAACUGAACCAGGAGUGAGCUUCGUGUACAUUAUCUAUUAGAAAAUGAAGUACCUUCUGGUUCAGCUAGUCCCUGUGCGUUGAGAGGCUUUAAGAAACUUCUAGUAAAAAUGUUUUUUUCUUUUAGCUUUGAAUU

>hsa-mir-4664

GGCUGGGGUGGGCGGAUAGGGCACCCAGCGGCCGCAGCCGCGAGCUCGUAGGGUGCACUGACCCCGUUGGGGGCUGGGGUGCCCACUCCGCAAGUUAUCACUGAGCGACUUCCGGUCUGUGAGCCCCGUCCUCCGCACCCCACCUUUCCGCCGCCUAGAGCCUCCGCGCCCUCCUGCGCCCAUCGGAACUUGGCACAGGU

>hsa-mir-4669:9:137271188:137271389

GUGACAGACAGUGGGAGGGGAGGCUGGCUGUCCUGUGGUGAGCUGCUUCUGGGGCACCCUGAGAUGGGGCCUCCCUUCACUUCCUGGCCAUCCAGGCAUCUGUGUCUGUGUCCGGGAAGUGGAGGAGGGCCCCCAGGACCGAGUCGCUGCCCAUCACUGACCGUCUGUGGCAGGCACUGCCAGUGGCCGUGGCCCAGGGU

>hsa-mir-4735

CCCUUCCAAACUUCUAAAAAUCUCAGCUCCACUUCUGCAAGUUUAUCUUCCCUGCUUGCAUAAAAUUGCAGUGCCUAAUUUGAACACCUUCGGUAUUCAUCAAAAAUACCAAAGGUGCUCAAAUUAGACAUUGCAUUUUUUGCGCAUGUCAAGUUGAAAUCUAUUCAUGGAUCUUUAGCUCCUUAAGAGAACAUGCAUAU

>hsa-mir-4714:15:99327591:99327792

GGAUAUCUGAGCAUCUCCCUUUUCUUUUUACUGCUAGAAAGAAUUUCUGCUAGUAGAAUUUUUAUUUUGGCCAACUCUGACCCCUUAGGUUGAUGUCAGAAUGAGGUGUACCAACCUAGGUGGUCAGAGUUGGCCAAAAUACACAUUUUCCUGCUGAGCAAUUUAGUCUAGGUUAAGUCAUACUUGACCAUAUGCCCUAG

>hsa-mir-5193

CCCCCACCCCCCACCCCCUGGCUCCUGUUUCCUGCUAGUCCAGCUCUUCCCCUAGGAAAGGCUGCUGGUAACUGGGAUGGGGGUUGGGGGGAGGUAAGAAGUCUCUGACUCCUCCUCUACCUCAUCCCAGUUCCAUCACCUGAAGUGGACCUCUUGGGACCGUCUGAAGGUACCAGCUGGGCAGCCUGAGAGGACCCUGG

>hsa-mir-4448:3:183604532:183604733

UCAUAACCUAGGAAAAACCGGGCCAUACAGAGGCAGGAGCUGAGGGGACAUAGUGAGGAGUGACCAAAAGACAAGAGUGCGAGCCUUCUAUUAUGCCCAGACAGGGCCACCAGAGGGCUCCUUGGUCUAGGGGUAAUGCCAGCGUCUGGGAAGAUGCCCGUUGCCAAGCAGACUGUGGUCUAGCGGUAGCAUGUCAAGGA

>hsa-mir-4485

AAAAAAAGUAAAAGGAACUCGGCAAAUCUUACCCCGCCUGUUUACCAAAAACAUCACCUCUAGCAUUCUCAGUAUUAGAGGCACCGCCUGCCCAGUGACAUGCGUUUAACGGCCGCGGUACCCUAACUGUGCAAAGGUAGCAUAAUCACUUGUUCCUUAAAUAGGGACUUGUAUGAAUGGCUCCACGAGGGUUCAGCUGU

>hsa-mir-5586

UUUUGAGCAUAUGGAUGUCACUGCAUGUGAGAUGGGUCUCUUGAAGACAGCAUACCAUUGGGCCUUGCUUCUUUAUCCAGCUUGUUACUAUAUGCUUUUUAAAUGGGGCACAGAGUGACAAGCUGGUUAAAGAAGCAAGACCCCUUCAAGAUUAUUAUUGAUAUGUGUGGAUUUGAUUCUGUCAUUGUAUUGUUAUCUGU

>hsa-mir-4638

AGAUCAAACGCGCCAAAAACCACGAACCCUCGUGGGUGAACUAUGCUAGGCCAUUACAGGACCUGCGGACUCGGCUGCGGUGGACAAGUCCGGCUCCAGAACCUGGACACCGCUCAGCCGGCCGCGGCAGGGGUCCCCGGGCCUGUCCUACAAGGGCGCUUGCCUAGAGCUAUCCCGGCCGUCUCAGCCGUGUGUGUCUU

>hsa-mir-4799:4:148703682:148703883

ACAUCGCUGGGUCAAAUGACCUGAAGGUGUUUUGUAAAGCCCUGUGUGGUAAUCGGUUCAGUCACUGCUAAUAUCUAAAUGCAGCAUGCCAGUCCUGAGAUGCAGGGACUGGCAUGCUGCAUUUAUAUAUUAGCAGUCUGAGAUGCCCAGUACUGACUGUGGUACAACUUGUUCUGAGGGGUCAGACCAGUUUGCAAACA

>hsa-mir-4453:4:153457520:153457721

GGAGGAGCCGAGUCGAGCCUAAGCUGCCGCCCGAUCUUACCCCUGACCCGAGGGCGGCCUGGAGAGCUUGGUCUGUAGCGGUUUCCUUCGGGGCAGGUGGGGACUGCUCCUUUGGGAGGAAGGAGGAGGCCCAGGCCGCGUCUUCAGGCAGCUGCGCGCACCACCCGAAGGUGAGGCAUUUGGCCCCAAACAGACCCUCG

>hsa-mir-4484:10:127508247:127508448

CCCUCCUUGAUAGGAGGCUUGAGACUGGUGAGGCUAGGGCCUAAAAACCGUGCAGUGUCUGGGGUUUCCUCUGCCUUUUUUUCCAAUGAAAAUAACGAAACCUGUUAUUUCCCAUUGAGGGGGAAAAAGGCGGGAGAAGCCCCAGCAGAAAUGAAGCUGCUCCUGAAGCUUCCAACAUGAAACUCACCUCGGCACUGGUA

>hsa-mir-4652:7:93346178:93346379

GUCAGACUGGAGUAGUGAUGAGAGUGAUAAUGGCCAACAGUGAUUCAGAAUCGUUUGACUCUAUUGGACGAGGGGACUGGUUAAUAGAACUAACUAACCAGAACUAUUUUGUUCUGUUAACCCAUCCCCUCAUCUAAUAGAGUAUAAACCUCAAUAUAAGCUCAACUAGGCUGAGUAAGGCCAAACAAGCAGUCCCCUAG

>hsa-mir-5090:7:102106128:102106329

GUAACGGGGGGAUGGGCGGGGCGGCUACACUUGUACGAGAAAUGUCAGGUGAAAAAGCCUUCUGAGGUACCCGGGGCAGAUUGGUGUAGGGUGCAAAGCCUGCCCGCCCCCUAAGCCUUCUGCCCCCAACUCCAGCCUGUCAGGAUUGGAGCUGCUUUCCGAGCACCUGGACCCCAAACUCCUGUGCCGCCUGACGCAGC

>hsa-mir-5190:18:13459884:13460085

CCUAGUCUCAUCGUUAGAGGUGCAUAAACUCAAGGUAAGCAUACCCUAAGUUUCCGCUCAAGGUCAUACCCUGGCUCCAGCCCUGUCACAUGGUUAAUGUUCCACAGCCAGUGACUGAGCUGGAGCCAGGGCCACUGCCCCCACGUCGUCACGCCAUGGUCAUUGUCAUUUCACUGCAGUUUCUCCAGCUUCCUUUUGAA

>hsa-mir-4534:22:38384730:38384931

AUUUCUGGGGCUGAGGUACAAGCAUAAAGUUCCCUGGGAGGUCUUCACAGAGUCUCUGGAUCCCUGAGGCUGUGAAUGACCCCCUUCCAGAGCCAAAAUCACCAGGGAUGGAGGAGGGGUCUUGGGUACUGGACCCACCAGCCAGGCAGGUUAUACUGGGGUAUCCGGAGAGCUUUGGGGUGUGGCAGGGGAGGGCCUAU

>hsa-mir-4774:2:169439390:169439591

UAUGGUAUAGAGGGGCCUUGAUGGGCAUGGCCUUUGAAAGACAUGAAAGCUAUAGAUUAGCCUAUAUUGUUGUCUGGUAUGUAGUAGGUAAUAACUGACAAACAGACAAUUGCCUAACAUGUGCCAGAAAACAACAUAGGCAAGGCUUGCAGUUACAAAAUAAUGCAUAGACAAAUGUACAUUUAAUCAAAUUUGGCUGG

>hsa-mir-4793

GCCCUGCCCGGCCCCACAUGUCUGGCCGUGGGUCCAGAUGAACGGGACCAUGUUUCUCCUCGCUGCCCGCACAUCCUGCUCCACAGGGCAGAGGGAGGCCAAGAAGACCUCUGCACUGUGAGUUGGCUGGCUGGAGGAAGGGGGCUUCUCAGGAUGGCAGGUCCCUCCUGGGUGGGGUCUGGGGCCCCCAGAUCUUCCCU

>hsa-mir-4478

CAAGCAGCCACCAAGCCCAGUGGGAGCUGGGUCUCUGGGCUUAGCAAGACAAGAGCCCAGGGGCCGAGGCUGAGCUGAGGAGCCUCCAAACCUGUAGACAGGGUCAUGCAGUACUAGGGGCGAGCCUCAUCCCCUGCAGCCCUGGCCUCUGCAGGGACAAGGGAGAGGAGAGGGUACGUCUGCAGGAGGGAUUGUGGAUU

>hsa-mir-4433:2:64567834:64568035

GACAGCAAUGGGAUGUGGGGGAGUAAGAGGGAAUAGUUUAGGAUGAUGUUCUUUCCCCCAUCCUCCUUACGUCCCACCCCCCACUCCUGUUUCUGGUGAAAUAUUCAAACAGGAGUGGGGGUGGGACAUAAGGAGGAUAGGGAACACAGGAUGAAGGGCAGGUUACAGGGGUCCACGUGCGAGGGGAAGAUAAUGUGUUC

>hsa-mir-4476

AUCUGCUGGGGGCUGGGAAGCCAAGCCACUGAGCUCGUCGGAACUAUGUGCAAAUGAAAGUGGGCAAAAAGCCUGUCCCUAAGUCCCUCCCAGCCUUCCAGAGUUGGUGCCAGGAAGGAUUUAGGGACAGGCUUUGUGCCCACUUUUGGCUACUCAUAGCCGGAUUGCAGGGGCUGGGAUUGUUCAUGGUGCAUUUCAGA

>hsa-mir-378f:1:24255499:24255700

UAGGAAACCUCUCUGGAGCUCCACUCCUCCCACUUCCUGCUCUUCCUCCCCAGCCCCUGGGUCAGGUCCUGGACUCCCAUAGUUUUCAGGCUGCUAAACAACAGAACGAGCACUGGACUUGGAGCCAGAAGUCUUGGGCUCAAGCCCUGCCCUUACUGCUUACUAGCUGAAUAAUUCUGGGCAAAUCAGUUGGACCAGUU
