Blue lettering indicates the region analyzed (minimum 50nts, maximum 100

+OHT/PW
Clone#22
Query 20
Sbjct 40
Query 80
Sbjct 99
Query 140
Sbjct 159
Query 200
Sbjct 219
Clone#24
Query 14
Sbjct 34
Query 73
Sbjct 94
Query 133
Sbjct 154
Query 193
Sbjct 214
Clone#25
Query 4
Sbjct 22
Query 60
Sbjct 82

Query

120

TGATGCGGCGTGCGCGCCCTCTGAGATTGGGCCCGATGCCTGCGGGGCGGTGCTTCGCTC

FErrrrrrrrrrrrrrrrrrrrrrrrrr rerrrrrrrrrrrrrrrrrrrrrrrrrr e
TGATGCGGCGTGCGCGCCCTCTGAGATT-GGCCCGATGCCTGCGGGGCGGTGCTTCGCTC

CGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGAGACAG

CErrrrrrererrerrrrerrerrrr et ettt ettt e
CGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGAGACAG
AsiSI site
CGTCAGGCGCTAGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGGTAAAA
CErrrrrrerr rerrrrerrerrrr et ettt ettt et r e
CGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGGTAAAA

GTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 235

FErrrrrrrrrrrrrrrrrrrrrrrrrrrrrer
GTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 254

GGGTCCTGATGCGGCGTGCGCGCC-TCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTT

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrre
GGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTT

CGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGA

CErrrrrrererrerrrrerrerrrr et ettt ettt e
CGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGA
AsiSI site
GACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGG
CErrrrrrererrerrrrerrerrrr et ettt ettt e
GACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGG

TAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 233

Frrrrrrrrrrrr e rrrr et
TAAAAGTCTATTGCACTGAGCTGTGGCARACAGCAAATGAG 254

GGGCGGGTTCCGGGATCCTGATGC--CGTGCGC-CCCTCTGAGATTGGCCCGATGCCTGC

FEErrrrrrrrrrr rerrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
GGGCGGGTTCCGGGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGC

GGGGCGGTGCTTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGT
FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
GGGGCGGTGCTTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGT

GCGATCGCGTGAGACAGCGTCAGGCGCTAGATTTCCCTGAGTCCCGGTGCCTCAGCTGCC

nts)
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Sbjct 142
Query 180
Sbjct 202
Clone#28
Query 20
Sbjct 34
Query 79
Sbjct 94
Query 139
Sbjct 154
Query 199
Sbjct 214
Clone#34
Query 18
Sbjct 34
Query 77
Sbjct 94
Query 137
Sbjct 154
Query 197
Sbjct 214
Clone#35
Query 20
Sbjct 40
Query 80
Sbjct 99

CErrrrrrererrerrrrerrer e et ettt ettt e
GCGATCGCGTGAGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCC
AsiSI site

CAGTGCCCACGGTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 232

FEErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrer e
CAGTGCCCACGGTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 254

GGGTCCTGATG-GGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTT

FErrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
GGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTT

CGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGA

CErrrrrrererrerrrrrrrerrrr et ettt ettt e
CGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGA
AsiSI site
GACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGG
CErrrrrrererrerrrrerrerrrr et ettt ettt e
GACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGG

TAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 239

Frrrrrrrrrrrr e et et ey
TAAAAGTCTATTGCACTGAGCTGTGGCAARACAGCAAATGAG 254

GGGT-CTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTT

FEEE rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
GGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTT

CGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGA

CErrrrrrererrerrrrerrerrrr et ettt ettt e
CGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGA
AsiSI site
GACAGCGTCAGGCGCTAGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGG
CErrrrrrererr e rerrerrrr et ettt ettt e
GACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGG

TAAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGA 237

Frrrr rrrrrrr e rrrr et
TAAAA-GTCTATTGCACTGAGCTGTGGCAAACAGCAAATGA 254

TGATGCGGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTTCGCTC

FEErrr rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrr e
TGATGC-GGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTTCGCTC

CGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGAGACAG

CErrrrrrererrerrrrrrrererr et ettt ettt e
CGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGAGACAG
AsiSI site
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Query
Sbijct
Query

Sbijct

140

159

200

219

CGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGGTAAAA

FErrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
CGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGGTAAAA

GTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 235

FEErrrrrrrrrrrrrrrrrrrrrrrrrrrrere
GTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 254

+OHT/PW +ML216

Clone#7
Query 1
Sbjct 39
Query 61
Sbjct 98
Query 121
Sbjct 158
Query 181
Sbjct 218
Clone#8
Query 8
Sbjct 34
Query 67
Sbjct 94
Query 127
Sbjct 153
Query 187
Sbjct 213
Clone#10
Query 24

Sbijct

42

CTGCATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTTCGCT

FEErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
CTG-ATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTTCGCT

CCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGAGACA

CErrrrrrrrerrerrrrrrrerrrr et et r ettt et e
CCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGAGACA
AsiSI site
GCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGGTAAA
CErrrrrrererrrrrrrerrerrrr et ettt et ettt e
GCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGGTAAA

AGTCTAATTGCACTGAGCTGTGGCAAACAGCAAATGA 217

FErrr trrrrrr e et e
AGTCT-ATTGCACTGAGCTGTGGCAAACAGCAAATGA 254

GGGTC-TGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTT

FEEEE rrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
GGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTT

CGCTCCGCGGGGCCTGACGGTGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTG

FErrrrrrrrrrrrrrrrrr rerrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrre
CGCTCCGCGGGGCCTGACGG-GAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTG

AGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACG

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
AGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACG

GTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 228

Frrrrrrrrrrrrrrrrrrr e et
GTAAAAGTCTATTGCACTGAGCTGTGGCARACAGCAAATGAG 254

ATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTTCGCTCCGL

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrre
ATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTTCGCTCCGL
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Query 84
Sbjct 102
Query 144
Sbjct 162
Query 204
Sbjct 222
Clone#l4
Query 18
Sbjct 37
Query 78
Sbjct 95
Query 138
Sbjct 154
Query 198
Sbjct 214
Clone#16
Query 6
Sbjct 21
Query 63
Sbjct 81
Query 123
Sbjct 141
Query 183
Sbjct 201
Clone#17
Query 17
Sbjct 32

GGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTG-TGC-ATCG-GTGAGACAGCGT

Frrrrrrerrrrrrrerrrrrrrrrrrrrrr et r et
GGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGAGACAGCGT

CGGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGGTAAAAGTC

Frrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
CAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACGGTAAAAGTC

TATTGCACTGAGCTGTGGCAAACAGCAAATGAG 236

FErrrrrrrrrrrrrrrrrrrrrrrrrrrre
TATTGCACTGAGCTGTGGCAAACAGCAAATGAG 254

TCTTGTTGCGGCGTTGCGCGCCCTCTTGAGATTGGCCCGATGCCTGCGGGGCGGTGCTTC

FErr rrrrrrrr rrrrrrrrrrr reerrrrrrrrrrrrrrrrrrrrrrrrrrre
TCCTGATGCGGCGT-GCGCGCCCTCT-GAGATTGGCCCGATGCCTGCGGGGCGGTGCTTC

GCTCCGCGGGGCCTAGACTGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGA

FEErrrrrrrrrrr rer rerrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
GCTCCGCGGGGCCT-GACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTGA

GACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCALCGG

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrre
GACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCALCGG

TAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 238

Frrrrrrrrrrrr e rrrr et
TAAAAGTCTATTGCACTGAGCTGTGGCARACAGCAAATGAG 254

GGGGCGGGTTCGGGGGET-CTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTG

FEErrrrrrer reeer rrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
GGGGCGGGTTCCGGGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTG

CGGGGCGGTGCTTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGG

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrre
CGGGGCGGTGCTTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGG

-GCGATC-CG-GA--CAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGC

CErrrr reeer o rrrrrrrer ettt ettt e
TGCGATCGCGTGAGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGC
AsiSI site

CCAAGTGCCCACGGTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGA 236

FEErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrerr e
CCA-GTGCCCACGGTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGA 254

CGGGGT-CTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGC

FEEErr rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
CGGGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGC
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Query 76
Sbjct 92
Query 136
Sbjct 152
Query 196
Sbjct 212
Clone #18
Query 16
Sbjct 33
Query 75
Sbjct 93
Query 135
Sbjct 153
Query 195
Sbjct 213
Clone#19
Query 5
Sbjct 22
Query 61
Sbjct 82
Query 121
Sbjct 142
Query 181
Sbjct 202
Clone#26
Query 2
Sbjct 21

TTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTAGGGT-CGATCGCGT

CErrrerrererrererrerrererrrrrer et e errert  rrrrr e
TTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGT
AsiSI site
GAGACAGCGTCAGGCGCTAGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCAC
CErrrrrrererrereer rrerrrr et ettt ettt e
GAGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCAC

GGTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 238

Frrrrrrrrrrrr e e e et e et
GGTAAAAGTCTATTGCACTGAGCTGTGGCAARACAGCAAATGAG 254

GGGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCT

FErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
GGGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGCGGGGCGGTGCT

TCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGG-TT-GTGCGATCGCGTG

CErrrrrrererrerrrrrrrerrrr et et r ettt e
TCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGTGCGATCGCGTG
AsiSI site
AGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACG
CErrrrrrererrerrrrrrrerrrr et et et ettt e
AGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCCCAGTGCCCACG

GTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 236

Frrrrrrrrrrrrrrrrrrr e et
GTAAAAGTCTATTGCACTGAGCTGTGGCARACAGCAAATGAG 254

GGGC-GGTTCCGGGGT-TTGA-GCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGC

FEEE rrrrrrrerrr rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
GGGCGGGTTCCGGGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTGC

GGGGCGGTGCTTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGT

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrre
GGGGCGGTGCTTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGGT

GCGATCGCGTGAGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCC

CErrrrrrererrerrrrerrerrrr et ettt ettt et e
GCGATCGCGTGAGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGCC
AsiSI site

CAGTGCCCACGGTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 233

FEErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrer e
CAGTGCCCACGGTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 254

GGGG-GGGTT-TGGGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTG

FEEE rreer rrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrre
GGGGCGGGTTCCGGGGTCCTGATGCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCTG
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Query 60
Sbjct 81
Query 120
Sbjct 141
Query 180
Sbjct 201
Clone#35
Query 1
Sbjct 21
Query 58
Sbjct 80
Query 118
Sbjct 140
Query 178
Sbjct 200

CGGGGCGGTGCTTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGG

FErrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
CGGGGCGGTGCTTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTGG

TGCGATCG--TGAGACAGCGTCAGGCGCTAGATTTCCCTGAGTCCCGGTGCCTCAGCTGC

CErrrerr o rrrerrrrrrrerrrr et et ettt e
TGCGATCGCGTGAGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTGC
AsiSI site

CCAGTGCCCACGGTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 233

FErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrer e
CCAGTGCCCACGGTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGAG 254

GGGGCTTT-TCGGGGGT-CTGTTGCCGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCT

FErrrrer rereeer ree rererrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
GGGGCGGGTTCCGGGGTCCTGATG-CGGCGTGCGCGCCCTCTGAGATTGGCCCGATGCCT

GCGGGGCGGTGCTTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTG

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrre
GCGGGGCGGTGCTTCGCTCCGCGGGGCCTGACGGGAGGCACTGGCTGCTTCCTTGGTTTG

GTGCGATCGCGTGAGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTG

CErrrrrrererrerrrrrrrerrrr et ettt ettt e
GTGCGATCGCGTGAGACAGCGTCAGGCGCTTGATTTCCCTGAGTCCCGGTGCCTCAGCTG
AsiSI site

CCCAGTGCCCAACGGTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGA 232

FEErrrrrrrr rerrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrer e
CCCAGTGCCCA-CGGTAAAAGTCTATTGCACTGAGCTGTGGCAAACAGCAAATGA 254
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