Motitf #1

CDSA CDS B
Motif # | IGR ID Tell-like Telll-like Tell-like Telll-like
CDS ID Product Description CDS ID Product Description CDS ID Product Description CDS ID Product Description
237 |TcCLB.508277.20  protein kinase, putative TcCLB.509941.120  protein kinase, putative TcCLB.508277.30  hypothetical protein, conserved TcCLB.509941.140  hypothetical protein, conserved
246 |(TcCLB.508277.140 phosphomevalonate kinase protein, putative |TcCLB.507913.20  phosphomevalonate kinase protein, putative  [TcCLB.508277.150 proliferative cell nuclear antigen (PCNA), putative |TcCLB.507913.30  proliferative cell nuclear antigen (PCNA), putative
4788 |TcCLB.508277.220 hypothetical protein TcCLB.509945.30  hypothetical protein TcCLB.508277.230  nucleolar RNA binding protein, putative No_ortholog -
— IGR 4788
I 000 IGR 246
— IGR 237
[ I I I I 1
¢} 200 400 600 800 1000
Nucleotide position (bp)
IGR_237 _(Teclil-like)/1-774 1---ATTATGAAAAACAGCGAGTGTTACCCAGCACCTTCTTTTGGAACCATTTGGACAGAACGGGCGGTCGGATGGGC TAAGAAAGATGATATATTGCATTTTTGGTCCCCGCTGTTTCTTTACTGGGAACTTGACTTGCTTCCGACGATACCGCACGTTGGAAGGTAGCAGGGTGTGAGTT 178
IGR_237_(Tcli-like)/1-788 1---ATTATGAAAAACAGCGAGTGTTACCCAGCATCTTCTTTTAGAACCATTTGGACAGAACGGGCGTCCGGATGGGCCAAGAAAGGTGATATATTGCATTCTTGGTCCCCGCTGTTTCTTTACTGGGAACTTGAGTTGCTTCCGACGATACCGCACGTTGGAAGGCAGCAGGGTGTGAGTT 178

IGR_4788_(Tcli-like)/1-901
IGR_246_(Tcli-like)/1-542
IGR_246_(Tcl)/1-544
IGR_246_(Tel_JRecl#)/1-540
IGR_246_(Teli-like)/1-543

Consensus

IGR_237_(Telil-like)/1-774
IGR_237_(Tell-like)/1-788
IGR_4788_(Tecli-like)/1-901
IGR_246_(Tell-like)/1-542
IGR_246_(Tcll)/1-544
IGR_246_(Tel_Rcl4)/1-540
IGR_246_(Telll-like)/1-543

Consensus

IGR_237 _(Teli-like)2-774
IGR_237 _(Tcli-like)/1-788
IGR_4788_(Tell-like)/1-901
IGR_246_(TclI-like)/1-542
IGR_246_(Tcl)/1-544
IGR_246_(Tel_JRecl#)/1-540
IGR_246_(Tell-like)/1-543

Consensus

IGR_237_(Telil-like)/1-774
IGR_237_(Tell-like)/1-788
IGR_4788_(Teli-like)/1-901
IGR_246_(Tell-like)/1-542
IGR_246_(Tel)/1-544
IGR_246_(TelJRel4)/1-540
IGR_246_(Telll-like)/1-543

Consensus

IGR_237 _(Teli-like)1-774
IGR_237 _(TelI-like)/1-788
IGR_4788_(Tcil-like)/1-901
IGR_246_(TcI-like)/1-542
IGR_246_(Tcl)/1-544
IGR_246_(Tci_JRcl#)/1-540
IGR_246_(Telil-like)/1-543

Consensus

IGR_237 _(Teli-like)2-774
IGR_237 _(Tell-like)/1-788
IGR_4788_(Tell-like)/1-901
IGR_246_(TclI-like)/2-542
IGR_246_(Tcl)/1-544
IGR_246_(Tel_JRecl#)/1-540
IGR_246_(Tclli-like)/1-543

Consensus

1CCCGCGTCTTCTTGTATTATATATATATGTATATATAGAGAGAGAGAGACGTGAAAGAAACAGGCGGCCGGATGGGCTAAGAAAGGTGATATATTGCATTCTTGGTCCCCGCTGTTTCTTTACTGGGAAATTGAGTTGCTTCCGACGATACCGCACGTTGGAAGGCAGCAGGGTGTGAGTT 181
-GGGGTGTGAGTT 12
-GGGGTGTGAGTT 12
-GGGGTGTGAGTT 12
-GGGGTGTGAGTT 12

- - -ATTATGAAAAACAGCGAGTGTTACCCAGCATCTTCTTTTAGAACCATTTGGACAGAACGGGCGGCCGGATGGGC TAAGAAAGGTGATATATTGCATTCTTGGTCCCCGCTGTTTCTTTACTGGGAACTTGAGTTGCTTCCGACGATACCGCACGTTGGAAGGCAGCGGGGTGTGAGTT

179 CTTTGTCCATCCCATTACCAACAACAATA - ATAATAATAATAATAATAATACTGCAATTGCCCTCTGCACAGGGGAGTCCGGCGGTTGTGGGGCGCGAAAGGATGCCAATTTGTGATATTGCGGCATGCCCGGTTATCGCAGCAGGTGTGTTTTGCATCTGTTTGTTGATGGGCGTAT 355
179 CTTTGTCCACCCACTACCAATAAATA- - A- TAATTAATAATAATAATAATACTGCAATTGCCCTCTGCACAGGGAAGTCCGGCGGTTGTGGGGCACGAAAGGATGCCAATTCGTGATATTGCGGCATGCCCGGTTATCGCAGCAGGTGTGTTTTGCACCTATTTGTTGATGGGCGTAT 353
182 CTTTGTCCACCCACTACCAATAAATAATAATAATAAATAATAATAATAATAATACCGCAATTGCCCTCTGCACAGGGGAGTCCGGCGGTTGTGGGGCGCGAAAGGATGCCAATTCGTGATATTGCGGCATGCCCGGTTATCGCAGCAGGTGTGTTTTGCACCTATTTGTTGATGGGCGTAT 362
13CTTTGTCCACCCACTACCAATAAATA- -A- TAATAATAAATAATAATAATACTGCAATTGCCCTCTGCACAGGGAAGTCCGGTGGTTGTGGGGCGCGAAAGGATGCCAATTCGTGGTATTGCGGCATTCCCGGTTATCGCAGCAGGTGTGTTTTGCACCTATTTGTTGATGTGCGTAT 187
13CTTTGTCCACCCACTACTAATAAATA- -A- TAATTAATAATAATAATAATACTGCAATTGCCCTCTGCACAGGGGAGTCCGGCGGTTGTGGGGCGCGAAAGGATGCCAATTCGTGATATTGCGGCATGCCCGGTTATCGCAGCAGGTGTGTTTTGCACCTATTTGTTGATGGGCGTAT 187
13CTTTGTCCACCCACTA- -CC-AATAA--T- TAATTAATAATAATAATAATACTGCAATTGCCCTCTGCACAGGGGAGTCCGGCGGTTGTGGGGCGCGAAAGGATGCCAATTCGTGATATTGCGGCATGCCCGGTTATCGCAGCAGGTGTATTTTGCATCTATTTGTTGATGGGCGTAT 184
13CTTTGTCCATCCCATTACCA-ATAAT--A----ATAATAATAATAACAATAATACTGCAATTGCCCTCTGCACAGGGGAGTCCGGCGGTTGTGGGGCGCGAAAGGATGCCAATTTGTGATATTGCGGCATGCCCGGTTATCGCGGCAGGTGTGTTTTGCATCTGTTTGTTGATGGGCGTAT 186

CTTTGTCCACCCACTACCAATAAATAATA----TAATTAATAATAATAATAATACTGCAATTGCCCTCTGCACAGGGGAGTCCGGCGGTTGTGGGGCGCGAAAGGATGCCAATTCGTGATATTGCGGCATGCCCGGTTATCGCAGCAGGTGTGTTTTGCACCTATTTIGTTGATGGGCGTAT

356 TGAGTGTTGTCTGAATCCCCTCCGAGTTGTGGGGGATGTCGGGTGCATTGAACCAACTTGTGGTCTTCTTTGTGTTTTGTCTCTTTGTAGGAATAGGAGGGGAGCTGGGCCTCATTCAGGTGAATATTCGCGTTGTTGTTATGTGTCC-TCTGTTGTTATTTTCTGTGTTTTCCACCCCTT 535
354 TGAGTGTTGTCTGAATCCCCTCCGAGTTGTGGGGGATGTCGGGTGCATTGAAACAACTTGTGGTCTTCTTTGTGTTTTGTCTCTTTTTGAGAATAGGAGGGGAGCTAGGCCTCATTCAGGTGAATATTTGCGTTGTTGTTATTTGTCC -TCTGTTGTTATTTTCTGCGTCTTCCACCCCTT 533
363 TGAGTGTTGTCTGAATCCCCTCCGAGTTGTGGGGGATGTCGGGTGCATTGAAACAACTTGTGGTCTTCTTTGTGTTTTGTCTCTTTTTGGGAATAGGAGGGGAGCTAGGCCTCATTCAGGTGAATATTTGCGTTGTTTACCATGTTATTTGTATAAATGTTTTGATGAACTACGATGCATG 543
188 TGAGTGTTGTCTGAATCCCCTCCGAGTTGTGGGGGATGTCGGGTGCATTGAAACAACTTGTGGTCTTCTTTGTGTTTTTC-TTTTTTTGAGAATAGGAGGGGAGCTAGGCCTCATTCAGGTGAATATTTGCGTTGTTGTTA-TTTGTCCTCTGTTGTTATTGTTGTTGTTGTTACGCATTT 366
188 TGAGTGTTGTCTGAATCCCCTCCGAGTTGTGGGGGATGTCGGGTGCATTGAAACAACTTGTGGTCTTCTTTGTGTTTTTC-TCTTTTTGAGAATAGGAGGGGAGCTAGGCCTCATTCAGGTGAATATTTGCGTTGTTGTTA-TTTGTCCTCTGTTGTTATTGTTGTTGTTGTTACGCATTT 366
185 TGAGTGTTGCCTGAATCCCCTCCGAGTTGTGGGGGATGTCGGGTGCATTGAACCAACTTGTGGTCTTCTTTGTGTTTTGTCTCTTTGTAGGAATAGGAGGGGAGCTAGGCCTCATTCAGGTGAATATTCGCGTTGTTGTTA-TGTGTACTCTGTTGTTATTGTTGTTGCTTTTACGCAT - - 362
187 TGAGTGTTGTCTGAATCCCCTCCGAGTTGTGGGGGATGTCGGGTGCATTGAACCAACTTGTGGTCTTCTTTGTGTTTTGTCTCTTTGTAGGAATAGGAGGGGAGCTGGGCCTCATTCAGGTGAATATTCGCGTTGTTGTTGTTGTGTCCTCTGTTGTTATTGTTGTTGTTTTTACGCAT - - 365

TGAGTGTTGTCTGAATCCCCTCCGAGTTGTGGGGGATGTCGGGTGCATTGAAACAACTTGTGGTCTTCTTTGTGTTTTGTICTCTTTTTGGGAATAGGAGGGGAGC TAGGCCTCATTCAGGTGAATATTTGCGTTGTTGTTATTTTGTCCTCTGTTGTTATTGTTGTTGTTTTTACGCATTT

536 GTCTTTTAAAGCT-TTCTCCCATTCTTATTTGCTGTA-TTTGTG-GGCCCATTTATAAAA- -GATTTATATATGGCCGTTTCCCTTTTTGAATATGTAAATTTGCA- - - -TGCATGCATGTCCTGTGCTTATATACTATTGTTGCTATCCTTTCCCCTTCCTTCTCTTTAACTTTTTGCGT 707
534 GTGTTGTAAAGCT-TTCTCCCACTCTTATTTGCTGTA-TTTGTG-GGCCCATTTATAAAA- -GATTTATATGTGGCCGTTTCCCTTTTTGAATATGTAAATTTGCA- - - - TGCATGCATTTCCTGTGCTTATATACTATTGTTGCTATCCTTTTCCCTTCCTTCTCTTGAACTTTTTGTGT 705
544 CATGA-CTAACCAACCCCGCAGATCATATCACATGGATGCTGAGCTGTACATTTTTATTTTTTATTTATTTTTTGTTTTTGTTGTTGACTGTTTCCTCTCTTTTTCACACTGTCTGTACATTGATTTTTAGTAGG- -CATGTGTGCGTGCATG-CATCTCCTTCATTCTCTGTTTGTACGC 720
367 TT- -TTTTGTCCAATTCTCCTTTTGCTCTTACCATGTCTTCTTTCTTTCCATTCGCTCAG- -TACGTGGTAAACGCAGCAGGCGATTAAAAATAACTAAGAATATAAAACGAGAGAGAACACAAAAAGGGATATAATAAAGTGAAACGACAGAACCCGCGAAGAAGAATATCATTTGATC - 542
367 TTTTTTTCGTCCAATTCTCCTTTTGCTCTTACCATGCCTTCTTTCTTTCCATTCGCTCAG- - TACGTGGTAAACGCAGCAGGCGATTAAAAATAACTAAGAATAGAAAACGAGAGAAAACACAAGAAGGGATATAATAAAGTGAAACGACAGAACCCGCGAAGAAGAATATCATTTGATC - 544
363GTTTTTTCATCCAATTCTCCTTTTGCTTTTACCATCCCTTCTTTCTTTCCATTCGCTCAG- - TACGCGGTAAACGCAGCAGGCGGTTAAAAATAACTAAGAATAGAAAACGAGAGGAAGCACAAGAAGGGATATAATAAAGTGAAACGACAGAACCCGCGAAGAGGAATATCATTTGATC - 540
366 GTTTTTTCGTCCAATTCTCCTTTTACTCTTACCATGCCTTCTTTCTTTCCATTCGCCCAG- - TACGCGGTAAACGCAGCAGGCGGTTAAACATAACTAAGAATAGAAAACGAGAGGAAACACAAGAAGGGATATAATAAAGTGAAACGACAGAACCCGCGAAGAAGATTATCATTTGATC - 543

GTTTTTTCATCCAATTCTCCTTTT+CT+TTACCATGHCTTCTTTCTTTCCATTCGC+CAG--TACGTGGTAAACGCAGCAGGCGTTTAAAAATAACTAAGAATAGAAAACGAGAGGAAACACAAGAAGGGATATAATAAAGTGAAACGACAGAACCCGCGAAGAAGA+TATCATTTGATCT

708 TTGTGTTATTATT T - - - - - - - - - - - - - - - - TTACATCGTTGTGCGCACCTGATTTGTTTGCAATGAATAAGTT -GCCGTCCAC
706 TTATGTTATTATTATTATTATTATTATTATTTTACATCATTGTGCGCACTTGATTTGTTTGCAATGAATAAGTT -GCCGTCCGC
721 CTATTTTTTTGTTTTAAAGGTTTTTGTTT- -CATGCGCCTGATGGACCTTCCGTTTCATGCCCATGCATCAGATTTTTTATCGATAAACGTTTGCATGCGATGTGGCCTCTTTAATTTTATTTGCCCATCTCTATCTGTCTATATATATCTATATCTCTCATCCTCTCACTTTCTCCCTCT 899

774

900 GT
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491 |TcCLB.508781.70 palmitoyl acyltransferase 3, putative TcCLB.506855.10 palmitoyl acyltransferase 3, putative TeCLB.508781.80 hypothetical protein, conserved  TcCLB.506853.70  hypothetical protein, conserved
2434 |TcCLB.506931.10 haloacid dehalogenase-like hydrolase, putative  TcCLB.510131.40 haloacid dehalogenase-like hydrolase, putative  TcCLB.506931.4  hypothetical protein, conserved ~ TcCLB.510131.44 hypothetical protein, conserved

I IGR 2434

I IGR 491
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Nucleotide position (bp)
IGR_2434_(Tecl_SylvioX10)/1-250 e BT =0 N i = i 1 e - 17
IGR_491_(Tci_JRcl4)/1-242 1GCACCATTTCCCTGGCGG TATGGGGGGTTTTGGCACACC TG TTGGCAAAGGAAAAATAATAATAATAAATGAGCGAGAGGAAAGAAAAATGAAGAGGGTG 100
IGR_491_(Tci_SylvioX10)/1-228 1GCACCATTTCCCTGGCGGTATGGGGGGTTTTGGCACACC TG TTGGCAAAGGAAAAATAATAATAATAAATGAGTGAGAGGAAAGAAAAATGAAGAGGGTG 100
IGR_491_(Tcii-like)/1-669 1GCACCATTTCCCTGGCGGTATGGGGGGTTTTGGCACACCTTTTGGCAAAGGAAAAATAATAATAATAAATGAGCGAGAGAAAAGAAAAATGAAGAGGGTG 100
IGR_491_(Tcii)/1-682 1GCACCATTTCCCTGGCGGTATGGGGGGTTTTGGCACACC TG TTGGCAAAGGAAAAATAATAATAATAAATGAGCGAGAGAAAGAAAAATAGAAGAGGGTG 100
IGR_2434_(Tcli-like)/1-1054 1 AATATGTTTTTCTTAAAAAAA - - AAAAAAAAAAGGAGAGTAGAGGGAG 68
IGR_ 2434 _(Tcii)/1-1002 1 AATATGTTTTTCTTAAAAAAA - - - - - - AAAAAAGGAGAGTAGAGGGAG 64
IGR_2434_(Tci_JRci4)/1-632 1 CAGATGGGTTTT- - - AAAAAATGGATGGGAGTGGGAGAGTGGAGAG -G 66
1

IGR_2434_(Telil-like)/1-586

Consensus

IGR_2434_(Tcl_SylvioX10)/1-250
IGR_491_(Tel_JRcl4)/1-242
IGR_491_(Tci_SylvioX10)/1-228
IGR_491_(Tcll-like)/1-669
IGR_491_(Tcil)/1-682
IGR_2434_(Teli-like)/1-1054
IGR_2434_(Tel)/1-1002
IGR_2434_(Tel_JRcl4)/1-632
IGR_2434_(Telil-like)/1-586

Consensus

IGR_2434_(Tel_SylvioX10)/1-250
IGR_491_(Tel_JRcl4)/1-242
IGR_491_(Tei_SylvioX10)/1-228
IGR_491_(Tell-like)/1-669
IGR_491_(Teil)/1-682
IGR_2434_(Teli-like)/1-1054
IGR_2434_(Teli)/2-1002
IGR_2434_(Tcl_JRcl4)/1-632
IGR_2434_(Telli-like)/1-586

Consensus

IGR_2434_(Tel_SylvioX10)/1-250
IGR_491_(Tel_JRcl4)/1-242
IGR_491_(Tei_SylvioX10)/1-228
IGR_491_(Teli-like)/1-669
IGR_491_(Teil)/1-682
IGR_2434_(Teil-like)/1-1054
IGR_2434_(Tei)/2-1002
IGR_2434_(Tel_JRcl4)/1-632
IGR_2434_(Telil-like)/1-586

Consensus

IGR_2434_(Tel_SylvioX10)/1-250
IGR_491_(Tel_JRcl4)/1-242
IGR_491_(Tci_SylvioX10)/1-228
IGR_491_(Teli-like)/1-669
IGR_491_(Tel)/1-682
IGR_2434_(Teli-like)/1-1054
IGR_2434_(Tell)/1-1002
IGR_2434_(Tel_JRcl4)/1-632
IGR_2434_(Telil-like)/1-586

Consensus

IGR_2434_(Tel_SylvioX10)/1-250
IGR_491_(Tel_JRcl4)/1-242
IGR_491_(Tei_SylvioX10)/1-228
IGR_491_(Teli-like)/1-669
IGR_491_(Teil)/1-682
IGR_2434_(Teli-like)/1-1054
IGR_2434_(Teli)/2-1002
IGR_2434_(Tel_JRcl4)/1-632
IGR_2434_(Telli-like)/1-586

Consensus

IGR_2434_(Tel_SylvioX10)/1-250
IGR_491_(Tel_JRcl4)/1-242
IGR_491_(Teci_SylvioX10)/1-228
IGR_491_(Teli-like)/1-669
IGR_491_(Teil)/1-682
IGR_2434_(Teil-like)/1-1054
IGR_2434_(Tel)/2-1002
IGR_2434_(Tel_jRcl4)/1-632
IGR_2434_(Telli-like)/1-586

Consensus

IGR_2434_(Tel_SylvioX10)/1-250
IGR_491_(Tel_JRcl4)/1-242
IGR_491_(Tci_SylvioX10)/1-228
IGR_491_(Tcli-like)/1-669
IGR_491_(Tel)/1-682
IGR_2434_(Teli-like)/1-1054
IGR_2434_(Tell)/1-1002
IGR_2434_(Tel_JRcl4)/1-632
IGR_2434_(Telil-like)/1-586

Consensus

IGR_2434_(Tel_SylvioX10)/1-250
IGR_491_(Tel_JRcl4)/1-242
IGR_491_(Tei_SylvioX10)/1-228
IGR_491_(Teli-like)/1-669
IGR_491_(Tcl)/1-682
IGR_2434_(Teli-like)/1-1054
IGR_2434_(Tel)/1-1002
IGR_2434_(Tel_JRcl4)/1-632
IGR_2434_(Telil-like)/1-586

Consensus

IGR_2434_(Tel_SylvioX10)/1-250
IGR_491_(Tel_JRcl4)/1-242
IGR_491_(Teci_SylvioX10)/1-228
IGR_491_(Teli-like)/1-669
IGR_491_(Teil)/1-682
IGR_2434_(Teil-like)/1-1054
IGR_2434_(Teli)/2-1002
IGR_2434_(Tel_JRcl4)/1-632
IGR_2434_(Telli-like)/1-586

Consensus

IGR_2434_(Tel_SylvioX10)/1-250
IGR_491_(Tel_jRcl4)/1-242
IGR_491_(Tei_SylvioX10)/1-228
IGR_491_(Tell-like)/1-669
IGR_491_(Teil)/1-682
IGR_2434_(Teli-like)/1-1054
IGR_2434_(Tel)/1-1002
IGR_2434_(Tel_JRcl4)/1-632
IGR_2434_(Telli-like)/1-586

Consensus

IGR_2434_(Tel_SylvioX10)/1-250
IGR_491_(Tel_JRcl4)/1-242
IGR_491_(Tei_SylvioX10)/1-228
IGR_491_(Teli-like)/1-669
IGR_491_(Tel)/1-682
IGR_2434_(Teil-like)/1-1054
IGR_2434_(Tei)/2-1002
IGR_2434_(Tel_JRcl4)/1-632
IGR_2434_(Telil-like)/1-586

Consensus

IGR_2434_(Tcl_SylvioX10)/1-250
IGR_491_(Tel_JRcl4)/1-242
IGR_491_(Tci_SylvioX10)/1-228
IGR_491_(Teli-like)/1-669
IGR_491_(Tcil)/1-682
IGR_2434_(TclI-like)/1-1054
IGR_2434_(Tel)/1-1002
IGR_2434_(Tcl_JRcl4)/1-632
IGR_2434_(Tcili-like)/1-586

Consensus

CATATGGTTTTAAAAAAAAAAGGGGTGGGAGTGGGAGAGTGGAGGG -G 69

. ST W O E R RATTASEr b

+CACCATTTCCCTGGCGGTATGGG+GGTTTGGGCACACCTTTTGG TAAAGGAAAAATHATHHTAATAAA+HAFTCGAGAGHAAA+T+A+HAGAGHAGAGGGTG

x| - g g TGTGTGTGTGTGTGT TTG-AGTGAG TG TG T TG T T - = - - = = = = =« = = = = & oo oo oo oo mm o mm o i oo so
101 GGG TGAACGCCGTTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATTGTATGTAATATTAA-GGTCCGT - - - = = - = =« = = = = == == oo oo 172
101 GGG TGAACGCCGTTA - - - - - = - - = = = = = - TGTGTGTGTGTGTGTGTGCATTGTATGTAATATTAA-GGTCCGT - = - - = - = = = — = =« =« oo oo oo oo 1ss
101 GGTTGAACGCCGTTA - - - - - « - - = - - = - - TGTGTGTGTGTGTGTGTGCATTGTATTTAATATTAA-GGTCCGTTTTTTT-CTCCCCTGTCATTTTCTTCT 184
101 GGTTGAACGCCGTTA- -TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATTGTATTTAATATTAAGGGTCCGTTTTTTTCTCCCCCTGTCATTTTCTTCT 198
69 GGTC----GCTGCTC - - - - = === ===~ TATATTTATTTAT-TTTTTGGCGTATACGCTACT - - -GGCC T TTT T T T T T - - - - - o o - oo o e o oo oo 125
65 GGTC----GCTGCTC - - - - - === == -« - TATATTTATTTAT-TTTGTGGCGTATACGCTACT - - -GGCCTTT T TTT T T - - - - - o o - oo o e oo oo oo 121
67 GGTT----GCTGETC - ------------- TACATTTATTTAT-TTTGTGGCGTATACGCTACT - - -GGCCTTTGTTG T T - - - - = == = == = == === «=-- 123
FOGGTT----GETGETC - - - - - ==~ =-~=-- TATATTTATTTAT - TTCGTGGCGTATACGCTACT - - -GGCCCTTGTTGTT - - - - = = = = == = == = = === ==~ 126
GGTTGAACGC+G+T+- -TGTGTGTGTGTGTGTGTGTGTGTGTGTTTG+AGTGTATATG+TATTAA-GG+CC+TTTTTTT---CCCCTGTCATTTTCTTCT

185 TGTGG TG TTGCTTTTGCACCTT TTTTTTTTTTCTTTTTTTTAGGAGC TTGTGAAAAGAATGATCGTGGGAGAGCTGGCCAACTTAATTAATGTATGTTTA 284
199 TGTGG TG TTGCTTTTGCACC - -TTTTTTTTTTCTTTTTTTTAGGAGC TTGTGAAAAGAATGATCGTGGGAGAGCTGGC TAACTTAATTAATGTATGTTTA 296
126 - - - - - - - - - - -t et c et e s e e e et s s - TAGGAGCTTGTGAAAAGAATGATCGCGGGAGAGCTGGC TAACTTAATTAATGTATGTTTALSS
122 - - - - - s e s e e et ettt e e e e e e e s e s e s e .- AGGAGCTTGTGAAAAGAATGATCGCGGGAGAGCTGGC TAACTTAATTAATGTATGTATA 180

TGTGGTGTTGCTTTTGCACC - -TTTTTTTTTTCTTTTTTTTAGGAGC TTGTGAAAAGAATGATCGH+GGGAGAGCTGGCTAACTTAATTAATGTATGTTTA

285 TATCCTGATAAATGAAGGCATTCTTTATGATACTCTC TACCGTATGAATCTTTTGGGAAGAATACGAATTTGTAGGGGCAGGGAGCCGATAGAGGCCAGA 384
297 TATCCTGATAAATGAAGGCATTCTTTATGATACTCTC TACCGTATGAATCTTTTGGGAAGAATACGAATTTGTAGGGGCAGGGAGCCGATAGAGGCCAGA 396
186 TATCCTGATAAATGAAGGCATTCTTTATGGTACTCTC TACCGTATGAATCTTTTGGGAAGAACGCGACTTTGTAGGGGCAGGGAGCCGATAGTGGCTGGA 285
181 TATCCTGATAAATGAAGGCATTCCTTATGATACTTTCTACCGTATGAATCTTTTGGGAAGAACGCGACTTTGTAGGGGCAGGGAGCCGATAGTGGCTGGA 280

TATCCTGATAAATGAAGGCATTCTTTATGATACTCTC TACCGTATGAATCTTTTGGGAAGAA++CGA+TTTGTAGGGGCAGGGAGCCGATAG+HGGC+H++GA

5L --------- R - - - - - - - - - - - - - - - - - - - mmm s = e m e m e e e e e e o e e e o e e e o o o e e e e e e e e e e eeao oo 59
178 - - - == = - - - RN - - - - - - - - - - - - - - - - - — o o & o & o o m o m o m o e o f o h o e o h o o e o oo e o e e e e e eoaoaoaoo- 187
159 - - - - - - - - - IR DTN - - - - - - - — - — - = - — - — - = - =~ = - = = = = = = = = = = & = & = & = = = = = & = - = - = - = - - - = == == ===~ 173

385 TAATATTTGTTTTTATTTTGCCATCCCACCCACCTCCTGTTTATTCCCACCACGCGGCGGGGTCTTGTGGTTGGAGGACCCCAAAGTCTGCCACTTCGTA 484
397 TAATATTTGTTTTTATTTTGCCATCCCACCCACCTCCTGTTTATTCCCACCACGCGGCGGGGTCTTGTGGTTGGAGGACCCCAAAGTCTGCCACTTCGTA 496
286 TAATATTTGTTTTTATTTTGCCATTCCACCCACCCCCTTTTGATTCCCACCACGCGGCGGTGTCTTGTGGTTGGAGGACCCCAAAGTCTGCCACTTCGTA 385
281 TAATATTTGTTTTTATTTTGCCATTCCACCCACCCCCTTTTGATTCCCACCACGCGGCGGTGTCTTGTGGTTGGAGGACCCCAAAGTCTGCCACTTCGTA 380
-------- LT o o < i i e KTt
-------- Y 1 74

*_--__

TAATATTTGTTTTTATTTTGCCAT+CCACCCACCHCCTHTTHATTCCCACCACGCGGCGG+HGTCTTGTGGTTGGAGGACCCCAAAGTCTGCCACTTCGTA

127

485 AGTAATAAA- - - TTCAAATCCTAGCTGAGGACAAAATACCATGCAAATGGTCAATAGAATTCCATATATATTGGATGAA- - - AAAACGTTCAAACAATTASTS
497 AGTAATAAA- - - TTCAAATCCTAGCTGAGGACAAAATACCATGCAAATGGTCAATAGAATTCCATATATATTGAATGAA- - - AAAACGTTCAAACAATTA SS90
386 AGTAATAAATACTTCAGATCC TAAGTAAGGACAAAGCACCATGC TAGTGGTCCACAGAATTCTATATATATTGAATGAAAAGAAAACATTGAGGCAATTA 485
38l AGTAATTAT-ATTTCAAATCCTAAGTAAGGACAAAGCACCATGCTAGTGGTCCACAGAATTC - -TATATATTGAATGAAAAGAAAACATTGAAGCAATTA 47T

AGTAATAAA-A-TTCAAATCCTA++THAGGACAAA+HACCATGCHA+TGGTCHAH+AGAATTCCATATATATTGAATGAAAAGAAAACHT THAAF+CAATTA

579 ACTAACGAACCTTTTT T-CTTAACTTGTTTGGTTCCATAGATAATT TCAGGATCCGGCCAGC TGCCCGGAAGA - - - - - - - - - - - - - - = - oo o 0o oo oo 650
591 ACTAACGAACCTTTTTTCCTAACTTGTTTGGTTTCCATAGATAATTTCAGGATCCGGCCAGTTGCCCGGAAGA - - - - - - - - - - - - - - - - oo - oo oo oo 663
486 ACTAACGAACCCTTTTTCCTTAACTTGTTTGGTTCCATAAATTATTTCAGGATCCGGCCAGCTGCCCGGAAGATTATTCGTTTTTGGTACACACACGATG 585
478 ACTAACGAACCCTTTTTCCTTAACTTGTTTGGTTCCATAAATTATTTCAGGATCCGGCCAGCTGCCCGGAAGATTATTCGTTTTTGGTACACACACGATG 577
135
138

.................................................................................... TGGTACACACACGATG 150
.................................................................................... TGGTACACACACGATG 153

ACTAACGAACCHTTTTTCCTTAACTTGTTTGGTTCCATA+ATHATTTCAGGATCCGGCCAGCTGCCCGGAAGATTATTCGTTTTTGGTACACACACGATG

TTTT T T T TCCAATTT - - - ----------- ATTTCTGTGTGTTTGT 90
TRTCRTC T TG TG TTA - - - - ---------- TTGCTTCTGCATTTTA 218
INRTCE RTC NG IGIINTA - - - - - - ------ - - TTGCTTCTGCATTTTA 204
R - - - - - - - - - - - = - - - - - - - - .- 661
R R - - - - - - - - - - - - - - - - - - - - - - - -~~~ 674
586 TCTGTGGG TG TGCGATGTCTTGTCGTAACTCACCGTTATTTTCTTCTCCTCTTTTTTTTCTTTTTTTTTTTTTTTTTTTIGTTTGTTTCTTTTGTGTTCTG 685
578 TCTGTGGG TG TGCGATGTCTTGTCGTAACTCACCGTTATTTTCTTCTCC - - - - - - TCTTTTTTTCTTTTTTTTTTTTTGTTTTGTTTCTTTTGTGTTCTG 671
151 TCTGTAGGTGTGCGATGTCTTGTCGTAACTTATTTTTATTT - - - - - - - ------- TTTGTTTTTTTGTTGTTGTTGTTGT----TTTGTTTTGTGTTCTG 232
154 TCCGTAGGTGTGAGATGTCTTGCCGTAACTCATTGTTATTT - - - - - - - - - - - - - - RTINSO, - - - - - - - - - - - TTTCTTTTGTGTTCTG 228
TCTGT+GGTGTGCGATGTCTTGTCGTAACTCA++GTTATTTTCTTCTCC - - - - - - TTTTTTTTTCTH+TTTTTTTTTTTGTTTTIGTTTCTTTTGTGTTCTG
9L TTGTTTGTTTCTGACTGALC - - - - - - - - = - - = = = = - -~ TGAGATGCTTTTCTTGTGACACGAGAAGAGGCAAAAGGAAAAAAGAAAAAAAAAAAAAAAAAALTR
219 T T T TAT T T TATT - - - - - - - - = = = & & - s e e e e e e e e e e e e e e s e s e s e s s s s s s s e s m s e s s s s s s s e s s s s s s s e s s e s mmmmmmmmm = 230
205 MR TA TN T T TATT - - - - - - - = = = = = = = & = = & s s e e e s e e e e e e e s e s e s s s e s e e s s e s s s e s e e s e s e s s s e s e s s ... 216

686 TCGTTTGTT - -TGACTAACATGTGCGGAACGAAAGC - AAAATTGAGCGTTAGAGGGAAGAAGAAG - - - - - - - - - - - - - AAAAGTGAAAAAAGAGTGAAAG 769
672 TCGTTTGTT - -TGACTAACATGTGCGGAACGAAAGC - AAAATTGAGCGTTAGAGGGAAGAAGAAG - - - - - - - - - - - - - AAAAGTGAAAAAAGAGTGAAAG 755
233 TCGTTTGTT- -TGACTAACGTCTGCGAAACGAAAGCAAAAATTGAGCGTTAGAGGGAAGAAGAAGAAGAAAAAAAAAAAAAGTAGAAAAAAGAGTGAAAG 330
229 TCGTTTGTT - -TGACTAACGTGTGCGGAACGAAAGC - AAAATTGAGCGTTAGAGGGAAAAAGAAG - -TAAAAACAAAAAAAGTGGCAAAAAAATTGAAGG 323

bl el esssees sislesieesinlal. o i i

TCGTTTGTTATTGACTAACHTGTGCGGAACGAAAGC - AAAATTGAGCGTTAGAGGGAAGAAGAAGA-GAAAAA-AAAAAAAGHTIGAAAAAAGAGTGAAAG

770 GAAGAAAAGTGGTGTTTTGTTGCGTAAGCGACACGGAAAGAAAGAAA - - - - - - - - - - - - GAAAGGAGGGCCGAAGTTATTGCACCGAGCAGCCGGGGAAT 857
756 GAAGAAAAGTGGTGTTTTGTTGCGTAAGCGACACGGAAAGAAAGAAA - - - - - - - - - - - - GAAAGGAGGGCCGAAGTTATTGCACCGAGCAGCCGGGGAAT 843
331l GAAGAAAAGCGGTGTTTTGTTGCG TAAGCGACACGGAAAGAAAGAAAGGAAGGAAGGAAAGAGGGAGGGCCGAAGTTATTGCACCGAGCAGCCGGGGAAT 430
324 GAAGAAAAGCGGTGTTTTGTTGCGTAAGCGACACGGAAAGAAAGAAA - - - - - - - - - GAAAGAGGGAGGGCCGAAGTTATTGCACCGAGCAGCCGGGGAAT 414
GAAGAAAAGCGGTGTTTTGTTGCGTAAGCGACACGGAAAGAAAGAAA - - - - - - - - - GAA++A+GGAGGGCCGAAGTTATTGCACCGAGCAGCCGGGGAAT

CACTTGCC 211
TTCTTGAA 238
TTCTTGAA 224
------------------------------------------------------------------------------------------------ TGAA 665

858 ACAACCGGAGAATTTTTAAAAAAAAGGAACCCGCGTTGAAGGAATAGGC TTCTCTGTCTCTCTGTCTGTCTGTCAGTCTGTCTGTCTGTC --TGTGTGAA 955
844 ACAACCGGAGAATTTTT - AAAAAAAGGAACCCGCGTTGAAGGAATAGGCTTCTCTGTCTCTCTGTCTGTCTGTCAGTCTGTCTGTCTGTC--TGTGTGAA 940
431 ACAACCGGAGAATTTTTTAAAAA- -GGAACCCGCGTTGAAGGAATAGGCTTGTCTGTCCGTCTATCTGTCCGTCTGTCTGTCTGTGTGTGTGTGTTTGAAS28
415 ACAACCGGAGAATTT - - - AAAAAGGGGAACCCGCGTTGAAGGAATAGGC TTGTCTGTCTGTEC - - - - - - - - - - - = - - - = = - == oo oo oo - - - TGTGTGAA 481

. . . ]

ACAACCGGAGAATTTTT - AAAAAAAGGAACCCGCGTTGAAGGAATAGGCTTHTCTGTCTHTCTGTCTGTCTGTCAGTCTGTCTGTCTGTC--TGTTTGAA

212 GGGGTAGGGAAAACAGCGGAAAAAAAAGAGATACA - - - - - - = = = = = = = = = = & & o oo oo e e e e e e e e e e e oo oo oo 250
- 1 < 1 =1 - 1 242
L < 1 - 228
666 GTAT - - = = = = = = = = = = = & & o e e e e e e e e e m e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e oo oo 669
L T < 1 =1 - 1 682
956 AAAAAAAAAGCGGCGGGAATTTGCATGGAAACCGGAACAACGAAGGCAAAAAGAA 1049
941 GCAAAGTGGGGAAATTTGGAGGAGGAAAAGAAGAAGAAGAAAAAAA - - - - - - - AGCGGCGGGAAT TTGC - - = - = = = = = = = = = = = & — oo oo oo ommmm oo 1002

529 GCAAAGAGGGGAAATTTGGAGGAGGAAAAGAAGAAAAAGGAAAAAAAAAAAA-AGCGGCGGGAAGTTGCACGGAAACCGGAACAACGAAGGCAAAAAGAAG2T
482 GCAAAGAGGGGAAATTTGGAGGAGGAAAAGGAGAAAAGGAAAAAAAAAAAAAAAGCGGCGGGAATTTGCACGGAAACCGGAAAAACGAAGGCAAAAAGAASSEL

h“_.__

GCAAAGHGGGGAAATTTGGAGGAGGAAAAGAAGAAGAAGAAAAAAAAAAAAAAAGCGGCGGGAATTTGCACGGAAACCGGAACAACGAAGGCAAAAAGAA

1050 1054
628 632
582 586

CAGAG




Motif #3

CDS A CDS B
Motif # | IGR ID Tell-like Telll-like Tell-like Tellldike
CDSID  Product Description CDS ID Product Description CDSID  Product Description CDS ID Product Description
892 |TcCLB.509233.50 hypothetical protein, conserved ~ TcCLB.509437.70  hypothetical protein, conserved ~ TcCLB.509233.60 hypothetical protein, conserved TcCLB.509437.60  hypothetical protein, conserved
3 | 1408 (TcCLB.510257.80 peptidase M20/M25/M40, putative TcCLB.509213.120 peptidase M20/M25/M40, putative  TcCLB.510257.90 autophagocytosis associated protein, putative |{TcCLB.509213.130  autophagocytosis associated protein, putative
6694 |TcCLB.510761.44 cyclophilin-like protein, putative ‘No_ortholog - TcCLB.510761.60  casein kinase I, putative No_ortholog -
— IGR 6694
— T IGR 1408
I IGR 892
| T T T T T |
(0] 500 1000 1500 2000 2500 3000
Nucleotide position (bp)
IGR_892_(Telil-like)/1-2601 1 e N e TGTATACATATAT- -ATTTATATAAGGAGGATGAGAGGAGAGGAAAA 45

IGR_1408_(Tell)/1-1988
IGR_6694_(Tcll-like)/1-2913
IGR_6694_(Tcll)/1-2893

Consensus

IGR_892_(Telil-like)/1-2601
IGR_1408_(Tel1)/1-1988
IGR_6694_(Tell-like)/1-2913
IGR_6694_(Teil)/1-2893

Consensus

IGR_892 _(Telil-like)/1-2601
IGR_1408_(Tel1)/1-1988
IGR_6694_(Tell-like)/1-2913
IGR_6694_(Tcll)/1-2893

Consensus

IGR_892_(Telll-like)/1-2601
IGR_1408_(Teil)/1-1988
IGR_6694_(Tcll-like)/1-2913
IGR_6694_(Tcll)/1-2893

Consensus

IGR_892_(Telll-like)/1-2601
IGR_1408_(Teil)/1-1988
IGR_6694_(Tcll-like)/1-2913
IGR_6694_(Tcll)/1-2893

Consensus

IGR_892_(Telll-like)/1-2601
IGR_1408_(Tcil)/1-1988
IGR_6694_(Tcll-like)/1-2913
IGR_6694_(Tell)f1-2893

Consensus

IGR_892_(Telll-like)/1-2601
IGR_1408_(Tcil)/1-1988
IGR_6694_(Tcll-like)/1-2913
IGR_6694_(Tell)f1-2893

Consensus

IGR_892_(Telll-like)/1-2601
IGR_1408_(Teil)/1-1988
IGR_6694_(Tcll-like)/1-2913
IGR_6694_(Tell)f1-2893

Consensus

IGR_892_(Telll-like)/1-2601
IGR_1408_(Tcll)/1-1988
IGR_6694_(Tcll-like)/1-2913
IGR_6694_(Tell)/1-2893

Consensus

IGR_892_(Telll-like)/1-2601
IGR_1408_(Tcll)/1-1988
IGR_6694_(Tell-like)/1-2913
IGR_6694_(Teil)/1-2893

Consensus

IGR_892_(Telll-like)/1-2601
IGR_1408_(Teil)/1-1988
IGR_6694_(Tcll-like)/1-2913
IGR_6694_(Tell)/1-2893

Consensus

IGR_892_(Telll-like)/1-2601
IGR_1408_(Teil)/1-1988
IGR_6694_(Tcll-like)/1-2913
IGR_6694_(Tcll)/1-2893

Consensus

IGR_892_(Telll-like)/1-2601
IGR_1408_(Teil)/1-1988
IGR_6694_(Tcll-like)/1-2913
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IGR_6694_(Tcll-like)/1-2913
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1 ATAAAAGCGGAGCAAGATCCAGTCAAGACTGAAAAAAAAAGAAGTAGAGACAAAATACACATAAATATATCCACAGTATTAAAAACAACCAAAAAAAGAA 100
1 ATAAAAGCAGAGCAAGATCCAGTCAAGACTGAAAAAAAAAGAAGTAGAGACAAAATACACATAAATATATCCACAGTATTAAAAACAACCAAAAAAAGAA 100

TAAAAGC -GAGCAAGATCCAGTCAAGACTGAAAAAAAAAGAAGTAGAGAC

TACACATAAATATATCCACAGTATTAAAAACAACCAAAAAAAGAA

>

A A
AA

»
»

46 TGGAATGGAACG - - - - - - - - GGGTGAAG - - - - - - GGAATTCGTTGTGTTCCACAGCTGTGGCTCATTGGCAGCT - - - - - - o ------- ATTGGTGCTTT 118

101 TGCAATGAAAAGAAAGAGAGGGG TAAAAAAAAAATAAAGGGGTGAGGATCCAGACGTCGGACGCATTTTCGACACAAAGTTTCCTTGTGTTTGATTAAAA 200
101 TGCAATGAAAAGAAAGAGAGGGGTAAA - - AAAAATAAAGGGGTGAGGATCCAGACGTCGGACGCATTTTCGACACAAAGTTTCCTTGTGTTTGATTAAAA 198

TGCAATGAAAAGAAAGAGAGGGGTAAA- -AAAAATAAA

A-------- TGTTGGG TG TGGGTGATGGATGGTGGATGGCAGGGGGGGGGGAGGGGAATATTGTCTGAGCGCATTTGTTTGAT 210
201 GAAAAACAATCACTACAGACGCGGCATACACGTTTTTTTTAAAAGCCGAAGGCGGTGTGGGTGCAGTAATGAACCTGACATAGCAGCGCATTTCGTTATA 300
199 GAAAAACAATCACTACAGACGCGGCATACACGTTTTTTTTAAAAGCCGAAGGCGGTGTGGGTGCAGTAATGAACCTGACATAGCAGCGCATTTCGTTATA 298

GAAAAACAATCACTACAGACGCGGCATACACGTTTTTTTTAAAAGCCGAAGGCGGTGTGGGTGCAGTAATGAACCTGACATAGCAGCGCATTTCGTTATA

b

------- GTCTCTTGCATAATGGTGTTATTCAT ------6CGATG-----------------ceee--------CEAAGAAGTTCCAACGCCACACGCAT 268
0L TTTTGTTTTCTTTGGATTGCCAGCCTCTTTCTTCCAACTGCGATGCTTTATTTTTGGACGTAAAATATTCGGTTTGCAGATCTTCTTAAAATTTAAGCAG 400
299 TTTTGTTTTCTTTGGATTGCCAGCCTCTTTCTTCCAACTGCGATGCTTTATTTTTGGACGTAAAATATTCGGTTTGCAGATCTTCTTAAAATTTAAGCAG 398

TTTTGTTTTCTTTGGATTGCCAGCCTCTTTCTTCCAACTGCGATGCTTTATTTTTGGACGTAAAATATTCGGTTTGCAGATCTTCTTAAAATTTAAGCAG

269 ACATACATATACACACACAGGAAAAAAAAAAAAAAAGAAAGTGAAAGTAAATGGAGGGAATGCCTTTTTAGTGAATATTTCAATGTTTTTTTTTTTTGTT 368

401 AGGTCCAAC - - - - - - CACCGAA-CAAGAAAAAAAAAGAAAC - - - -CGBTTCAT - - - - - - - - - e e e e e e e e e e e e GTGTGTTGTACCTGGA 457

399 AGGTCCAAC - - - - - - CACCGAA-CAAGAAAA-AAAAGAAAC - - - -CBTTCAT - - --------- e e e e e e m e e e GTGTGTTGTACCTGGA 454
AGGTCCAAC------ CACCGAA-CAAGAAAAAAAAAGAAAC - - - -CGBTTCAT - - - - - 5 s s e e e e e e e e e e e e e e e e m o GTGTGTTGTACCTGGA

369 ATTGTTGTTTGTCTTTTCCTGTTATATGAAGCAAAGTTTTTTATTTTTATTACTATTATTTTTTTTTTTTTTTTTTGGTTGTAAAAAAAAAGAAAAACAT 468

458 AAAGAGGAAA- - ------=-=-=-=--- AAGGAAACAAG - - - - - - - - - - s e e e e e e e e e e e e CGATAGTCAAACGAAAAAAAAAAAAAAAGGAT 510
455 AAAGAGGAAA--------=--=-=--- AAGGAAACAAG - - - - - - - - - - s s e s e e et e et e CGATAGTCAAACGAAA- - - -AAAAAAAAGGAT 503
AAAGAGGAAA-----------=--- AAGGAAACAAG - - - - = - 5 s s e e e e e e e e e e e e e e e CGATAGTCAAACGAAAAAAAAAAAAAAAGGAT
469 GTGGAGGGAATGT -GCACCCGGTTGAGGCTTAAATCAG- - - -TGAATGGGTGTTTTTATTCATCTGCCCTGTTTTGTTACAAA- - - - - - TAACTTGAATT 557
l---cccceaaaaanannn CCCAAATTGCGAGAGAGAAAGGAAAGAGAAACTCGTTCAACTCCCTATTTGTGTCTCTTTTTGCCGTTTTGGGGGTACGGC - - - 81

511 CGCCACGATATCATACCGTTAATGGACAGTGCGAAAATTGC - TGAATTTGTCTTCAGTTCCTCCCTCCCCCTCCTTTTGCTGTTTGCTCCTCATTTTTTT 609
504 CGCCACGATATCATACCGTTAATGGACAGTGCGAAAATTGC - TGAATTTGTCTTCAGTTCCTCCCTCCCCCTCCTTTTGCTGTTTGCTCCTCATTTTTT - 601

TR TT R TR AT A TR

CGCCACGATATCATACC+H+TAAT+GA+AGTG+GAAAA+TGC -TGAATTTGTCTTCAGTTCCTCCH+TCCCH+CTCHTTTTGCTGTTTGCTCCTCATTHTTTT

558 TTTTGTCTCCAATGATGCCACGTTGGAGGGTGGCAGGCGTAGTTCTTCTTAAGGTCCACCCCAACTCCCCAATCCACTGCTAAG- - - -ACTGACCTCCAC 653
82 - - ---- ATGCTTCATTGGCGGCG -GGGGAAACGGACACGTGG - - ---- - - - GAGGGCAAAACGAATTGAACGTCATTCTTTTTT----TTTTTAGTCCCC 161
BlO TTTTTTCTAGTAAACTGCGGTGA-GAATTTGAGAACATATGAGGC TAAATAAATGGGTGATTGTATTGTCCATCTATCATTGTTTCTTTGTCTGTAACTG 708
602 -TTTTTCTAGTAAACTGCGGTGA-GAATTTGAGAACATATGAGGC TAAATAAATGGGTGATTGTATTGTCCATCTATCATTGTTTCTTTGTCTGTAACTG 699

TN T TR R TR T P T TR T s

TTTTTTCTA+TAAACTGC+GTGA-G+A+TTGAGAACA++TG+GGCTAAATAAA+GG+H+GAT+HGHATTGTCCATCTATCATTGTTTCTTTGTCTGT++CT+

654 ACTGTGGTGT - - - - - - - GCGTGCGTGCGTGCGTGCGCGTGGCGGTTTTAAATGGCAATGAATACCGCCACTTCTTGACTGCAAAAGAAACCCCGGGTTTA 746
162 GETTIG - - - - - - - - - - - - - ----- TGGCAGCATCCCC -TTCCTTTTTT--TCTTCTTTTTATTCCCCCATAGAATTCTCCAA-GAACTTGT---G----- 231
70O GAGTTGGGTTTCAAGGCTATTGCGTTGAAAGGTAGCG - AGGAAGTTTT--TTTTCTATAAATTCAAGGATGGCTACTTCCCAATAAAAAGTACCGGGAAT 805
JOO GAGTTGGGTTTCAAGGCTATTGCGTTGAAAGGTAGCG - AGGAAGTTTT--TTTTCTATAAATTCAAGGATGGCTACTTCCCAATAAAAAGTACCGGGAAT 796

v R TR Ay T j T WT A 1 T

G++TTGGGTTTCAAGGCTATTGCGT+GAA++GTA+C+-+GG+AGTTTT--TTTTCTATAAATTC+A++ATGGCT+HCTTCCCAATAAAAAGTACCGGGA

747 GGGATTGGTTTATGAGAGAATTGGTTTACTGGCGTGTACGTGGGTCGGAGGTGAATCGAACCCGAAGTGATTGGAG - - - - - - - - - - - - - - - - - - - - ATGT 826
232 - - - - - - - - e - GAAAAAAAAAATGCGCGCAGAT - - - -GCGACCGAGAAAGTGAAAAGGAGAGTTGTTTTTATATTTCGATCGCTTGGCCGAAGGCT 312
806 GGAAGGG - -ATATTAGGCACACACTTTGGACAGCAAT----TCCACCAACACGCTC - - - - - - CGAATTGCTTGACCTTTACGTATACTATTTCCCATGGT 893
797 GGAAGGG - -ATATTAGGCACACACTTTGGACAGCAAT----TCCACCAACACGCTC - - - - - - CGAAGTGTTTGACTTTTACGTATACTATTTCCCAAGGT 884

FTRTTT WR gy "Tirgey T RETREERET

GGG - -ATATTAG+CA+ACACTTTG+AC++CAAT - - - -+C+ACCH+A+ACGCTC - -AA--CGAA+TGTTTGA+TTTTACGTATACTATTTCCCAAGGT

GGAA

827 TGGGCGAATTGAGTTGGAGTAATTTTGTCTTCTCGTGTTTCTTTTTTTTTCTTTTCTT---CATCCATTCAAGGATGGCCGCTTCTCTC-TCTACACATC 922
313 CGG6TATG - - - - - - - - CCTTCCACGGCGGCGCGCCGGAAATAGCGAAGGCGTTTTTATTTAAGAATG - - - - - - - - - - - GCCGCTTCTTTCTCTACAAATCC 393
894 GGG TCTCGATGAACGGGATTGACCTTGTCGTGTCGGATGGTGCAGATGATAGGATGCAGCACGATGACGCGGTGTGCGAAAGCGCGGCGGGCATGCGCAC 993
885 GGG TCTCGATGAACGGGATTGACCTTGTCGTGTCGGATGGTGCAGATGATAGGATGCGGCACGATGACGCGGTGTGCGAAAGCGCGGCGGGTATGCACGC 984

R TR TIRER T TR e ——

GGGTCTCGATGAACGGGATTGACCTTGTCGTGTCGGATG+TGCAGATGATA+++TG+TGCAC+HATGACGCGGTGTGCG++++++C+G++GG+ATG+AC-C

923 CTCTGGCTGGCCACAGTTTTTGGCGAGTCATCTCTCACCACGCATAAACACGGCGAGGGCAATTGGACGGATGCGGGACATGTTGGCCGCTGAAAATCTG 1022
394 TCTGGCTGGCCACGGTTCGTGGGCGAGCCATCTCTCACCACGCATGAACGCGGCGGGGGCGATTGGACGGGGGCAGGGCATGCTAACCACCAAAAATCTG 493
994 TCCGAGCTGGCCACAGTTTTTGGCGAGTCATCTCTCATCACCCATGAAAGCGGCGAGGGCAATTGGATGGAGGCGGGGCATGTTGGCCGCTGAAAATCTG 1093
985 CCCGTGCTGGCCACAGTATTTGGCTGGCCA- -TCTCATCACCCATGAAAGCGGCGAGGGCGATTGGATGAGGACAGGGCATGTTGGCCGCTGAAAATCTG 1082

+CCGGGCTGGCCACAGTTTTTGGCGAGH+CATCTCTCA+CACH+CATGAA

+GCGGCGAGGGCHATTGGA+GG+GGC+GGGCATGTTGGCCGCTGAAAATCTG

1023 AATTCTCAGCGCGACAATGCCCAGGCCATCGGGGATCAACAGCATCTTTGCGCTCTCTCTTCAATGCACAGCTTGTGGCCTAGGAGAAGAGGGACTCCG - 1121
494 AATTTTCGGCACGACTATGCCCAGGCCGCCGGGGACCACCAGCATCTTTGCGCTCTCTTCAATGCGC - -AACTGGCGGCTCAGGAGAAGAGCGACGCCGG 591
1094 AATTTTCGGCACGACTATTCTCAGGCCACCGGGGAGCACCATCATCTTTGCGCTCTCTCTCATTGCGC -AGCTGGCGGCCCAGGAGAAGAGGGACTCC - - 1190
1083 AATTTTTGGCACGACTATTCTCACACCACCGGGGAGCACCAGCATCTTTGCGCTCTCTTC -AATGCGC -AGCTGGCGGCTCAGGAGAAGAGGGACTCC - - 1178

AATTTTCGGCACGACTAT+C+CAGGCCACCGGGGAGCACCAGCATCTTTGCGCTCTCT++-A+TG++C -AGCTGGCGGC+CAGGAGAAGAGGGACTCCG -

1122 - - - TGTGATCCTCGCGGAAGAGCTCTCCGCGAGAAGTGCAGGACTTTTGGGAAAAGGAGACGCGACCGTTGACGAGGAAGAGGCTTGGAGAAGCCAGCGC 1218
592 CTTTCCAAACGCGCCTGAGGGCCCTTCCGCGAGAAGTGCAGGACTTTTGGGAAAAGGAGACGCGACCGTTGACGAGGGAGAGGCTTGGAGAAGCCAGCGC 691
1191 - - -GTGCGACCCTCGCGAAGGGCCTTCCGCGAGAAGTGCAGGACTTTTGGGAAAAGGAGACGCGACCGTTGACGAGGGAGAGGCTTGGAGAAGCCAGCGC 1287
1179 - - -GTGCGACCCTCGCGGAGGGCCTTCCGCGAGAAGTGCAGGACTTTTGGGAAAAGGAGACGCGACCGTTGACGAGGGAGAGGCTTGGAGAAGCCAGCGC 1275

---+TGC+ACCCTC+CGAAGGGCCTTCCGCGAGAAGTGCAGGACTTTTGGGAAAAGGAGACGCGACCGTTGACGAGGGAGAGGCTTGGAGAAGCCAGCGC

1219 TGCCCGAGTTCACCCCCCAACCGCGTGGTGTCAACTCCCTGGCGTCCAAGCGTCGCCTTGTCCCGTGGGAAACTCCTAGCATCCTCTTTTTTGCAACGGC 1318
692 CGCCCGAGTTCACCTCCCAACCGCGGGGTGGCAACTCCCTGGTGTCCAAGCGTCGCCTTGTCCCGTGGGAAACTCCTAGCATCCTCGTTTTTGCGACGGC 791
1288 CGCCCGACTTCACCTCCCAACCGCGGGGTGGCAACTCCCTGGTGTCCAAGCGTCGCCTTGTCCCGTGGGAAACTCCTAGCATCCTCGTTTTTGCGACGGC 1387
1276 CGCCCGAGTTCACCTCCCAACCGCGGGGTGGCAACTCCCTGGTGTCCAAGCGTCGCCTTGTCCCGTGGGAAACTCCTAGCATCCTCGTTTTTGCGACGGC 1375

CGCCCGAGTTCACCTCCCA

ACCGCGGGGTGGCAACTCCCTGGTGTCCAAGCGTCGCCTTGTCCCGTGGGAAACTCCTAGCATCCTCGTTTTTGCGACGGC

1319 GGCGGGGACGATGGTGGTGGCCGTGAGCCCCCCGAATGCATGCGTTCCTCCACTTGCCCAGGGCTCCGCCAACGACGTGCCGAGCCGGGAATTCTCGGGG 1418
792 GGCGGGGAAGATGGTGGTGGCCGTGAGCT -CCCGAATGCATGCGTTCCTCCACTTGCCCGGGGCTCCGCCAACGACGTGCCGAGCCGGGAATTGTCGGGG 890
1388 GGCGGGGAAGATGGTGGTGGCCGTGAGCT -CCCGAATGCATGCGTTCCTCCACTCGCCCAGGGCTCCGCCAACGACGTGCCGAGCCGGGAATTGTCGGGG 1486
1376 GGCGGGGAAGATGGTGGTGGCCGTGAGCT -CCCGAATGCATGCGTTCCTCCACTCGCCCAGGGCTCCGCCAACGACGTGCCGAGCCGGGAATTGTCGGGG 1474

GGCGGGGAAGATGGTGGTGGCCGTGAGCT-CCCGAATGCATGCGTTCCTCCACT+GCCCAGGGCTCCGCCAACGACGTGCCGAGCCGGGAATTGTCGGGG

1419 GATGGGGGGAAGCCCCGGGTTCCTCATTCACGACGCGGC TAAATGGGTCTCTCGTTCCCAGAGTGGGGCTTGCAGGCTCTGGAGCTGCTGCTGCGCAGGA 1518
891 GATGGGGGGAAGCCCCGGGTTCCGCATTCACGACGCGGCTGAATGGGTCTCTCGTTCCCAGAGTGGGGCTTGCAGGCTCTGGAGGTGCTGCTGCGCAGGA 990
1487 GATGGGGGGAAGCCCCGGGTTCCGCATTCACGACGCGGC TAAATGGGTCTCTCGTTCTCAGAGTGGGGCTTGCAGGCTCTGGAGCTGCTGCTGCGCAGGA 1586
1475 GATGGGGGGAAGCCCCGGGTTCCGCATTCACGACGCGGCTAAATGGGTCTCTCGTTCTCAGAGTGGGGCTTGCAGGCTCTGGAGCTGCTGCTGCGCAGGA 1574

GATGGGGGGAAGCCCCGGGTTCCGCATTCACGACGCGGC TAAATGGGTCTCTCGTTC+CAGAGTGGGGCTTGCAGGCTCTGGAGCTGCTGCTGCGCAGGA

1519 GCCCGGCGACTGGGGATAGGAATCCACACATGTTCAGGAGGCGC TCGCGAGTCCCATGGGATGGATCGGGATGGGCGGTGATCTTGGTGCGCCGTCGTCG 1618
991 GCCCGGCGACTGGGGATAGGAATCCACACATGTTCAGGAGGCGCTCGCGAGCCCCATGGGATGGGTCGGGATGGGCGGTGATCTTGATGCGCCGTCGTCG 1090
1587 GCCCGGCGACTGGGGATAGGAATCCACACATGTTCAGGAGGCGC TCGCGAGCCCCATGGGATGGGTCGGGATGGGCGGTGATCTTGGTGCGCCGTCGTCG 1686
1575 GCCCGGCGACTGGGGATAGGAATCCACACATGTTCAGGAGGCGC TCGCGAGCCCCATGGGATGGGTCGGGATGGGCGGCGATCTTGGTGCGCCGTCGTCG 1674

GCCCGGCGACTGGGGATAGGAATCCACACATGTTCAGGAGGCGCTCGCGAGCCCCATGGGATGGGTCGGGATGGGCGGTGATCTTGGTGCGCCGTCGTCG

1619 GTGGTGTTGAATTTCAGCGACGCCCTGCGCACGACGACTTTTGGGTGACATGCCCCAGCATTTTCATGATGGTGCCGCGTTCATGTTTGCACAGGACTAT 1718
1091 GTGGTGTTGAATTTCAGCGACGCCCTGCGCACGATGACTTTTGGGCGGCGCGCCCCAGCATTTTCATGATGGGGCCGCGTTCATTTTTGCACAGGACTAT 1190
1687 GTGGTGTTGAATTTCAGCGACGCCCTACGCACGATGACTTTTGGGCGGCGCGCCCCAGCATTTTCATGATGGGACCGCGTTCATGTTTTCACAGGACTAT 1786
1675 GTGGTGTTGAATTTCAGCGACGCCCTACGCACGATGACTTTTGGGCGGCGCGCCCCAGCATTTTCATGATGGGACCGCGTTCATGTTTTCACAGGACTAT 1774
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GTGGTGTTG TTTCAGCGACGCCCT+CGCACGATGACTTTTGGGCGGCGCGCCCCAGCATTTTCATGATGGG+CCGCGTTCATGTTT+CACAGGACTAT

1719 GGACGAGGCGGGCGCGTTGGCAAATTCTACCCAGCCGCTGACCGTGAAGGAGCAGCGAGCACGATCTTCTCGTGGCCGGCTGTATGGGTTATTTGGGCAA 1818
1191 GTACGAGACGGGCGCGTTGGCAAATTCTACCCAGCCGCTGACCGGGAAGGAGCAGCGAGCACGATCTTCTCGTGGCCGGCTGTGCGGGTTATTTGGGCAA 1290
1787 GTACGAGGCGGGCGCGTTGGCAAATTCTACCCAGCCGC TGACCGGGAAGGAGCAGCGAGCACGATTTTTTCGTGGCCGGCTGTGCGGGTTATTTGGGCAA 1886
1775 GTACGAGGCGGGCGCGTTGGCAAATTCTACCCAGCCGCTGACCGGGAGGGAGCAGCGAGCACGATTTTTTCGTGGCCGGCTGTGCGGGTTATTTGGGCAA 1874

GTACGAGGCGGGCGCGTTGGCAA

ATTCTACCCAGCCGCTGACCGGGAAGGAGCAGCGAGCACGAT+TT+TCGTGGCCGGCTGTGCGGGTTATTTGGGCAA

1819 TAAGCATCTTGGGGC TTCTTGGCGGTAGTGGATGCTCACGGGGCATCCCCCTGATTGGATCTGCGCGCAGCCTTTTTTGACTGAGCGCACCCAGTGGGGC 1918
1291 TAAGCGTCTTGGGGCTTCTTGGCGGCAGTGGATGTGCTGCTGCGTAGCCTCGCGGGATGTTTGCCGCAAGGCGTGTGGGTTTTTGTGTGCGCCGTGTC - - 1388
1887 GAAGCGTCTTGGGGCTTCTTGGCGGCAGTGGATGC TCACGGGGCATCCCCCTGATTGGATTTGCGCGCTGCCGTTTTTGACTGAGCGCACCCAGTGGGGC 1986
1875 GAAGCGTCTTGGGGCTTCTTGGCGGCAGTGGATGC TCACGGGGCATCCCCCTGATTGGATTTGCGCGCTGCCGTTTTTGACTGAGCGCACCCAGTGGGGC 1974

+AAGCGTCTTGGGGCTTCTTGGCGGCAGTGGATGC TCACGGGGCATCCCCCTGATTGGATTTGCGCGC+GCCGTTTTTGACTGAGCGCACCCAGTGGGGC

1919 GCGAAGATTCGTTTTTTGCGGGACGCGGACGTTGGC TGAGGTGGAGGTGACCACCGCCGAATTATTTTGTAATAGATACAT----GTACGTTGTCTATC - 2013
1389 - - - - - - - - - - - TCGTTGCGGGGTTCCGCGCCGCAGCTTGTGGGGGGTCGGTTTGGCACCGTTTATTCTTTTACGTTCGCGCCGTCCCGAT - ------ - - 1467
1987 GCGAAGACTTTTTTTTTGCCGTGTCACGGTCACCCGCATGGAGGCGCTGGTGTTGGAGAAGAGGGTTGCCGAACGTGCCCGGGTTGCCGTGCGGCCATCG 2086
1975 GCGAAGACTTT-TTTTTGCCGTGTCACGGTCACCCGCATGGAGGCGCTGGTGTTGGAGAAGAGGGTTGCCGAACGTGCCCGGGTTGCCGTGCGGCCATCG 2073

GCGAAGACTTTTTTTTTGC+G+GTC+CGGTCACCCGCATGGAGGCG+TGGTGTTGG+GAAGH++GGTTGC+GAACGT+CCCGGGTTGCCGT+CGGCCATCG

2014 -CGACTGTA----AATGATTTCTGCATCCAACATGCAT - - -GTGTCTGTTTTTCTTTTATTTCTCTCACACTCCCCTT---------~--- GCCATTTGTT 2093
1468 - - - - - m e e e e e e e e e e e e e e e e e e TTTGCGCGG - AAGCCGCTTGGTCTTTTTGATGGGGAAAGGAGAGCAAAAAGGAAGTAAAATTTTTTGTT 1535
2087 GCGACTGCGAGTCAGGGGTTGCAACCCGCACTTTTCTCGGCGTGTCCTTTGGTCATTCTTCGCGA-TCGGGGGTGTTGGGCGCTGCGCCTACTTGGTATT 2185
2074 GCGACTGCGAGTCAGGGGTTGCAACCCGCACTTTTCTCGGCGTGTCCTTTGGTCATTCTTCGCGA-TCGGGGGTGTTGGGCGCTGCGCCTACTTGGTATT 2172
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GCGACTGCGAGTCAGGGGTTGCAACCCGCACTTT+CTCGGCGTGTCCTTTGGTCH+TT+TTC+CGA-T+GGGGGTG+TGGGCGCTGCGCCTACTT+H+T+TT

2094 TTCTTTTTTTTTTTTTTTCTTTGTGTACTTGTTTGCGAATGCAGCATGAAATAGTA- - -ACGACTGACAGCAACAGCCCAGAAAACAATAACAAATTTAT 2190
1536 TGCGTCAGACTTCGTGCGCTTGAAGGCGCGGTCCCTGCATACTTCCTTTTTTCCCCTCCGGGTCCCGGAAGCCCGG-CGTAAAAGC -GCGC - - AACAACT 1631

2186 TACGCAGCACGCTTTTTTTTTGCGGTG - - - - - - - CCGGATGGTTCATTTTTCCTCGTTGGCGTTTGCCAATTATGTGCCGCAAGGC -GTGA- -AT-TTCC 2274
2173 TACGCAGCACGCTTTTT-TTTGCGGTG - - - - - - - CCGGATGGTTCATTTTTCCTCGTTGGCGTTTGCCAATTATGTGCCGCAAGGC -GTGA- -AT-TTCC 2260
TACG+AGCACH+TTTTTT+TTGCGGTG---GT--CCGGATG+TTCATTTTT+CTCGTTGGCGT+TGCCAATTA+G+GCCGCAA+GC-GTGA- -A+-TTC+
2191 TTGAGCTTTTTTTTTTTTTTTTTIGTGTGTGTGTGTGTGTGTTTGTGTGGTTTTAGCTTTGCGTAGCACG - - TCCCGATACATTTTCCCGCCAA- - - - - - - 2281
1632 GT- -GCGTCTCCGTTTTTTTCATAACGGACGTAA- - - - - - TATGTAATATTTAAACAATGTAAAAAAAAAAAATACAGCCCAGATGGCGCACTGGTGGCC 1723
2275GT----GTGGGCATTGCGTTGTTGCGGGGCGCCG- - - - - - - (. CTTGTG- - - - - AAGGGGGCTGTGCGGAATTGCGCGET - - - - - - - 2337
2261GT----GTGGGCATTGCGTTGTTGCGGGGCGCCG- - - - - - B--------------- CTTGTG- - - - - AAGGGGGCTGTGCGGAATTGCGCGET - - - - - - - 2323
GT--GCGTG+GCATT+++TTGTTGCGGGGCGCCG - - - - - - +-TGT----TTT-A-CCTTGTG-A--AAAGGGGGCT+TGCGGAATTGCGCGCT - - - - - - -

2282 - -GCAGCCGGGAGACATCGCCTGACGGGACTTACATCGTAGCAACACGCCGAAGGAAATTCGGCTGTTTCTGTTTCGGTCTCCTCGCCATTCGCAGGC - - 2377
1724 CAAGCCCTGCCACACCTCTTTACA- - - - - AA-CCCTTTTTTAAATTTGCGAAAACAACTCTGAAATG - - - - - - - - = === ===~ - - GCTGTCAGTA- - - - - 1794

2338 - TCGGCTTGGAGGAGTTCGATTTGATGGCGT-GTTTTTTTTTTTTTTGCATTTACAACATTCACGCACTTTTTTTTTTTACACTCGCGGTCACAGAACAA 2435
2324 -TCGGCTTGGAGGAGTTCGATTTGATGGCGT -GTTTTT---TTTTTTGCATTTATAACATTCACGCACTTTTTTTTTTTACACTCGCGGTCACAGAACAA 2418
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-TCGGC+TGGA+GA+TTCGATTT+ATGGCGT-G+TTTTTTTT++TTTGCAT++ACAACHTTH+HACGCACTTTTTTTTTTTACACTCGCGGTCA+A+AACA

>

2378 - -GTCAGTGCGGTTTAACAGGCAAACGCAACGTGGE6G - - - - - - - - - - - - - - GAGTTTCCCAGCAAAGAACGTTGGTGACTTTTGGCGGCGAAACGACCGA 2461
1795 - - o e e e e e e e e e e e e e e e e - AATAAATAAATAAATAATAAATAAATCCGGAAAC - - - - - - - - - - GGTGGTTGCCGCCCTCGAAAAAAAAAA 1855
2436 CCTTGCAGACGACCTAACACGTCGTGGCACCTTCAGTTCTGATTAATTGGCAAAGAGTGAGGCGGAGGCGCCTGGCTGTTGCGGGGCCCGAAAGGCTGCC 2535
2419 CCTTGCAGACGACCTAACACGTCGTGGCACCTTCAGTTCTGATTAATTGGCAAAGAGTGAGGCGGAGGCGCCTGGCTGTTGCGGGGCCCGAAAGGCTGCC 2518

CCTTGCAGACGACCTAACACGTCGTGGCA+CTTCAGTTCTGATTAATTGGCAAA+AGTGA+GCGGAGGCGCCTGG++GTTGCGGG+CCCGAAAGGHTGC+

2462 GAGACGGAGT - -GGAG - - - -GGACAAACAGCAGTAAAAAAAAAAAAAAA - - - - - - - - - - - o oo o - - GAAAAAATAACAGCAACAAAGAGAAGGAAAAAGA 2538
1856 AAATACTCCTATTCCCTCTCT- - - - - CCTCCCATAAGAAAA- - - -ACAACTACAACAACAAATGGCCAATGTTTAAGT - - - -------=---- GTAAATAA 1932
2536 AATTGTTGAT-TTCTCAATGAGCCCGGCTGCTTTATAATGAATTATGAGCTATTACTTTTACGGGTCTATGGGTGTTGGAGACACATCGGCTGAGTTGTG 2634

2519 AATTGTTGAT-TTCTCAATGAGCCCGGCTGCTTTATAATGAATTATGGGCTATTACTTTTACGGGTCTATGGGTGTTGGAGACACATCGGCTGAGTTGTG 2617

RN TRWTE R PR T RRET N AT -

AATTGTTGAT-TTCTCAATGAGCCCGGCTGCTTTA+AA++AATTA+GA+CTATTACTTTTACGGGTC+HATGGGT++TGGAGACACATCGGCTGA+++GT+

2539 CAGTGAGAAGAGGA- - -TTCTTTGGC TTCAAAAATTTTTGTC T TTTTTTAAATTTTTTGAGGAAGG - - - - - - - - - - - - - - - e e e e e e e e e m 2601
1933 AAGAAAAACGGGAAGAACAAATACAG - - -AGGATATTTTCTCCC TE TE TACC G TAT TTG - - - - - - - - - - - - - - e e e e e e e e e e e e e e e e e e mmm o - - 1988
2635 GAGAATTTCGGG TAAACCGAACCAAAATGGGTCTATCTTCTTGCTTTTTTTTTTTTTGAAGAGGGGAGAAGACTTCATCCGGGCGCATATATAAATATAT 2734
2618 GAGAATTTCGGG TAAACCGAACCAAAATGGGTCTATCTTCTTGCTTTTTTT - -TTTTGAAGAGGGGAGAAGACTTCATCCGGGCGCATATATAAATATAT 2715

AA+T+CGGGTAAACCGAA+CAAAATGHGTHTATHTTCTHGCTTTTT+T-TTTTT++AGAGGGGAGAAGACTTCATCCGGGCGCATATA

TAAATATA

—

2735 ATTTACAGGCAGGCAGGGACTCATTCTCTTCTATTTTTTTTTGTGCCTAATTTTTTTTTTCTATATATATATTTGTGGCTTGTTTGCAACCAGCCTTTAG 2834
2716 ATTTACAGGCAGGCAGGGACTCATTCTCTTCTATTTTTTTTTGTGCCTAATTT-TTTTTTCTATATATATATTTGTGGCTTGTTTGCAACCAGCCTTTAG 2814

ATTTACAGGCAGGCAGGGACTCATTCTCTTCTATTTTTTTTTGTGCCTAATTT-TTTTTTCTATATATATATTTGTGGCTTGTTTGCAACCAGCCTTTAG

2835 GGG TTTTAAGTGG TG TATATGTGAATACATACACATACATCATTTATATTTCTTAGGAGAAAGGGTTTTGTTTGAGAGG
2815 GGGTTTTAAGTGGTGTATATGTGAATACATACACATACATCATTTATATTTCTTAGGAGAAAGGGTTTTGTTTGAGAGG

2913
2893

GG T T TTAAG T TGG TG TATATG TGAATACATACACATACATCATTTATATTTC T TAGGAGAAAGGGTTTTGTTTGAGAGG



Motif #4

CDSA CDS B
Motif # | IGR ID Tell-like Tcllldike Tell-like Telll-like
CDS ID Product Description CDS ID Product Description CDS ID Product Description CDS ID Product Description
1861 |TcCLB.511071.120 hypothetical protein, conserved |TcCLB.511901.20  hypothetical protein, conserved [TcCLB.511071.100 hypothetical protein, conserved TeCLB.511901.30  hypothetical protein, conserved
1869 |TcCLB.511067.30 transketolase, putative TeCLB.511903.120 transketolase, putative TcCLB.511067.20  60S ribosomal protein L26, putative (TcCLB.511903.130 60S ribosomal protein L26, putative

IGR_1869_(Telli-like)/1-1196
IGR_1869_(Tecl_SylvioX10)/1-4369
IGR_1861_(Telil-Iike)/1-1198
IGR_1861_(Tel_SylvioX10)/1-1180
IGR_1861_(Teli-like)/1-1211
IGR_1861_(Teil)/1-1230

Consensus
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Consensus
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Consensus
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Consensus
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Consensus
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Consensus
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Consensus
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Consensus
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IGR_1861_(Tell-like)/1-1211
IGR_1861_(Tel)/1-1230

Consensus

IGR_1869_(Telll-like)/1-1196
IGR_1869_(Tel_SylvioX10)/1-4369
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Consensus
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Consensus
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Consensus
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Consensus
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Consensus
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Consensus
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Consensus
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Nucleotide position (bp)
L e e GGCAATGTGTCTAA- - - --=---- GATTACGACCG - - = = = = -« = = & mw s o @ m e e oot e 25
e GGCAATGTGTCTAG- - - - -« - - - - GATTACGACCG - - = = = = -« = = & o e s @@ m et @ et e 25
1TAGTTGGTGTCATCTGCGCCACTAAAAAAGAAATGCTTCCAGTTTTGTTTTCGATTGTGGTCGTTTTGT « - - - <« = - m v e — - - - TGTTGTTGTTTTTTGGAGTGAACATGGCTTG 100
1TAGTTGGTGTCATCTGCGCCACTAAAA - AAAAGTGCTTCCAGTTTTGTTTTTGATTGTGGTTGTTTTGT--TGTTGTTGTTGTTGTTGTTGTTGTTTTTTGGAGTGAACATGGCTTG114
1TAGTTGGTGCCATCTGCGCCACTAAA- - AAAAATGCTTCCAGTTTTGTTTTTGATTGTGGTCGTTTTTT - - - -« - - - - TTGTTGTTGTTGTTGTTTTTTGGAGTGAACATGGC TGG 105

1TAGTTGGTGCCATCTGCGCCACTAA- - - AAAAATGCTTCCAGTTTTGTTTTTGATTGTGGTCGTTTTTTTGTGTTGTTGTTGTTGTTGTTGTTGTTGTTTGGAGTGAACATGGCTGG 114

. i linhiy sl —

TAGTTGGTG+CATCTGCGCCACTAAAA-A+AAATGCTTCCAGTTTTGTTTTTGATTGTGGTCGTTTT+T--TGTTGTTGTTGTTGTTGTTGTTGTTTTTTGGAGTGAACATGGCT+G

26 - -GAAGGGAAAAGAGGAAAAAATAAATGCGT - - -« === =--=c-n-- 11711 AAGGAACA67
26 - -GAAGGGAAAAGAGGAAAAAATAAATGCGC - - -« = -~ ==~ == - - ATTET - - - = = - = = = = = = === "= m e e — e e et e e e AAGGAACAG7
101 TTGAGGGAAAGATTGGGAGGGTTGAATGCTTGCCTATATTTTTCACAATTTT - - - - - TGTTGTTGGTGTTTTCTGGAGGTTATACTGTGGGGCTCATGCGAAAGGTTGGGGGAGG TG 212
115 TTGAGGGAAAGATTGGGAGGGTTGAACGCTTGCCTACATTTTTCACAATTTT - - - - - TGTTGTTGTTGTTTTCTGGAGGTGATGCTGTGGGGCTCATGCGAGAGTTTGGGGGAGG TG 226

106 TTGAGGGAAAGATTGGGAGGGTTGAACGCTTGCCCATATTTTTCACAATTTTTTTTCTGTTGTTGTTGTTTTCTGGAGGTGATGCTGTGGGGTTCATGCGAGAGGTTGGGGGAGGTG 222
115 TTGAGGGAAAGATTGGGAGGGTTGAACGCTTGCCTATATTTTTCACAATTTTTGT - -TGTTGTTGTTGTTTCCTGGAGGTGATGCTGTGGGGTTCATGCGAGAGGTTGGGGGAGG TG 229

kil . S

TTGAGGGAAAGATTGGGAGGGTTGAA+GCTTGCCTATATTTTTCACAATTTTT-T--TGTTGTTGTTGTTTTCTGGAGGTGATGCTGTGGGG+TCATGCGAGAGGTTGGGGGAGGTG

68 ACTCGAAGA AGATGGTAACCG GGCTAGTAACA99
68 ACTCGAAGA AGATGGTAACCG GGCTAGTAACA9Y
213 AGTAGAAGAATGAGGTGTTTTTGTGTGTTTGATTTTCGTTTCTCCCTTGTTTCTTGGCAGCACTTTTACTCCCCTGCAGATCCCAGCCGTTGGCGAGGGCTTCCGCAGCTGGAGACT 329
227 AGTAGAAGATTGAGGTGTTTTTGTGTGTTTGCTTTTCTTTTTTCCCTTGTTTCCTGGCAGCACTTTTACTCCTCTGCAGATCCCAGCTGTTGGCGAGGGCTTCCGCAGCTGGAGACG 343
223 AGTAGAAGATTGAGGTGTTTTTTTGTGTTTGATTTTCGTTTTTCCCTTTTTTCTTGGCAGCACTTTTACTCCCCTGCAGATCCCAGCTGTTGGCGAGGGCTTCCGCAGCTGGAGACG 339
230 AGTAGAAGATTGAGGTGTTTTT-TGTGTTTGATTTTCGTTTTTCCCTTTTTTCTTGGCAGCACTTTTACTCCCCTGCAGATCCCAGCTGTTGGCGAGGGCTTCCGCAGCTGGAGACG 345

S P e ———

AGTAGAAGATTGAGGTGTTTTTGTGTGTTTGATTTTCGTTTTTCCCTT+TTTCTTGGCAGCACTTTTACTCCCCTGCAGATCCCAGC+GTTGGCGAGGGCTTCCGCAGCTGGAGACG

100 AGGTTGCGGGCCCCAAAAGTG GCAGAGACGAGTTAAAAAGGAAAAGGAGACAAAGAAGATGAA ATTCATAL72
100 AGGTTGCGGGCCCTAAAAGTG GCAGAGGCGAGTTAAAAAGGAAAAGGAGACAAAGAAGATGAA ATTCATAL72
330 CGGGAGGGGTCCCAAGGAATGTCCCGTTTGGAATGCCGAGCCCGAATGGATGTAATGGAACGGTGAGGGAAGCCATTGGAAGGGATTTTGACTCCGCGTGTTCCACTTGCACTCTTA44G
344 CGGGACGGGTCCCAAGGAATGTCCCGTTTGGAATGCCGAGCCCGAATGGATGTAATGGAAGGGTGAGGGAAGCCATTGGAAGGGATTTTGACTCCACGTGTTCCACTTGCACTCATAA4G0
340 CGGGAGGGGTCCCAAGGAATGTCCCGTTTGGAATGCCGAGCCCGAATGGATGTAATGGAACGGTGAGGGAAGCCATTGGAAGGGATTTTGGCTCCACGTGTTCCACTTGCACTCATAA4LSE
346 CGGGAGGGGTCCCAAGGAATGTCCCGTTTGGAATGCCGAGCCCGAATGGATGTAATGGAACGGTGAGGGAAGCCATTGGAAGGGATTTTGACTCCACGTGTTCCACTTGCACTCATAA4G2

CGGGAGGGGTCCCAAGGAATGTCCCGTTTGGAATGCCGAGCCCGAATGGATGTAATGGAACGGTGAGGGAAGCCATTGGAAGGGATTTTGACTCCACGTGTTCCACTTGCACTCATA

173TT---ATTGTTTGGGATAAACTTAAAAAAAAAAAAAAAAAAAAAACAAGCTAAATAAAAAA- - - - - - - - - CAACAAGAGAAAAGTAATGT - - - - - - TTTTATTTTAATTTGAGGCGT 271
173T7T---ATTGTTTGGGATAAACT - - - - ---------o-u-- AAAAAAAAGCTAAATAAAAAA- - ------- CAACAAGAGAAAAGTAATGT - - - - - - TTTTATATTAATTTGAAGCGT 253
447 TTCCCATTGGTGGGTECTG - - - - - - - - - - - - - - oo AGAGCCCGGCGATCTCAATGCTTGCACTCTCAGCTTGTGTGCGTGCATGTGTTTTGTTTTGTTT--TTTTGAATTTTS39
461 TTCCCATTGGTGGGTCTG - - - - - - - - - ------coomn- AGAGCCCGGCGATCTCAACGCTTGCACTCTCAGCTTGTGTGTGTGCATGTGTTTTGTTTTGTTTTGTTTTGAATTTTSS5
457 TTCCCATTGGTGGGTETG - - - - - - - - - - - - - v mme e AGAGCCCGGCGATCTCAAGGCTTGCACTCTCAGCTTGTGTGTGTGGATGTGTTTTGTTTTGTTT--TTTTGAATTTTS49
463 TTCCCATTGGTGGGTCTG - - - - - - - - -----c--ommnn- AGAGCCCGGCGATCTCAAGGCTTGCACTCTCAGCTTGTGTGTGTGCATGTGTTTTGTTTTGTTT--TTTTGAATTTTSSS

TTCCCATTGGTGGGTCTGAACT AGAGCCCGGCGATCTCAA+GCTTGCACTCTCAGCTTGTGTGTGTGCATGTGTTTTGTTTTGTTTTATTTTGAATTTT

272 GTGAATAGCACGTGCATCTATACAGGACCAAATAAAAGGGCAGGGGTATTCATCGATCCAACCTGTTTGTTTACAATTTGATGATTGGATTGGTTACCAAAGACACCGCGTTGGAGG 388
254 GCGAATAGCATTTGCATCTATACAGGACCAAATAAAAGGGCAGGGTTCTTCATCGATCCAACCTGTTTGTTTACAATTTGATGATTGAATTGGTTACCAAAGACACCGCGTTGGAGG 370
5S40 GTTGAGGG-ATGTGCATCTATACAGGAACAAATAAAAGGGCAGGGGTATTCATCGATCCAACCTGTTTGTTTACAATTTGATGATTGGATTGGTTACCAAAGACACCGCGTTGGAGG 655
556 GTGGAGGG -ATGTGCATCTATACAGGACCAAATAAAAGGGCAGGGGTCTTCATCGTTCCAACCTGTTTGTTTACAATTTGATGATTGAATTGGTTACCAAAGACACCGCGTTGGAGGATL
550 GTGGAGGG -ATGTGCATCTATACAGGACCAAATAAAAGGGCAGGGGCCTTCATCGATCCATCCTGTTTGTTTACAATTTGATGACTGAATTGGTTACCAAAGACACCGCGTTGCAGG 665
556 GTGGAGGG - ATGTGCATCTATACAGGACCAAATAAAAGGGCAGGGGCCTTCATCGATCCATCCTGTTTGTTTACAATTTGATGACTGAATTGGTTACCAAAGACACCGCGTTGCAGGATL

GTGGAGGGCATGTGCATCTATACAGGACCAAATAAAAGGGCAGGGGTCTTCATCGATCCAACCTGTTTGTTTACAATTTGATGATTGAATTGGTTACCAAAGACACCGCGTTGGAGG

389 ATGGCGAGGAGTAGTTGTCTCGTCCATCTCGCTCAGCCCCCGACGACGACTACTCTCCACGCAGAGGAAAGTCCGACGGTTGTGGGACCCCGGGAAAAACCTGCTGCTTTGCGGGGTS05
371 ATAGCGAGGAGTAGTTGTCTCGTCCATCTCACTCAG-CCCCGACGACGACTACTCTCCACGCAGAGGAAAGTCCGACGGTTGTGGGACCCCGGGAAAAACCCGCTGCTTTGCGGGGT 486
656 ATGGCGAGGAGTAGTTGTCTCGTCCATCTCGCTCAGCCCCCGACGACGACTACTCTCCACGCAGAGGAAAGTCCGACGGTTGTGGGACCCCGGGAAAAACCTGCTGCTTTGCGGGGT 772
672 ATAGCGAGGAGTAGTTGTCTCGTCCATCTCACTCAG-CCCCGACGACGACTACTCTCCACGCAGAGGAAAGTCCGACGGTTGTGGGACCCCGGGAAAAACCCGCTGCTTTGCGGGGT 787
666 ATAGCGAGGAGTAGTTGTCTCGTCCATCTCACTCAGCCCCCGACGACGACTACTCTCCACGCAGAGGAAAGTCCGACGGTTGTGGGACCCCGGGAAAAACCTGCCACTTTGCGGGGT 782
672 ATAGCGAGGAGTAGTTGTCTCGTCCATCTCACTCAGCCCCCGACGACGACTACTCTCCACGCAGAGGAAAGTCCGACGGTTGTGGGACCCCGGGAAAAACCTGCCACTTTGCGGGGT 788

ATAGCGAGGAGTAGTTGTCTCGTCCATCTCACTCAGCCCCCGACGACGACTACTCTCCACGCAGAGGAAAGTCCGACGGTTGTGGGACCCCGGGAAAAACCTGCTGCTTTGCGGGGT

506 TACGGCGAGCCCGGCTATCATGGATTGCTTTGTGACCCAAACTGCCCACCGTTGATGTATGCATGTGGACTCAACCCCTTCTGAAGTGGGAAATGTTGAGCCCATCAAAATGAATTT 622
487 TACGGCGAGCCCGGCCATCATGGATTGCTTTGTGACCCAAACTGCCCACCGTTGATGTATGCATGTGGACTCAACCCCTTCTGAAGTGGGAAATGTTGAGCCCATCAAAATAAACCGGO03
773 TACGGCGAGCCCGGCTATCATGGATTGCTTTGTGACCCAAACTGCCCACCGTTGATGTATGCATGTGGACTCAACCCCTTCTGAAGTGGGAAATGTTGAGCCCATCAAAATGAATTG 889
788 TACGGCGAGCCCGGCCATCATGGATTGCTTTGTGACCCAAACTGCCCACCGTTGATGTATGCATGTGGACTCAACCCCTTCTGAAGTGGGAAATGTTGAGCCCATGAAAATAAACCG 904
783 TACGGCGAGCCCGGCTATCATGGATTGCTTTGTGACCCAAACTGCCCACCGTTGATGTATGCATGTGGACTCAACCCCTTCTGAAGTGGGAAATGTTGAGCCCATCAAAATAAACTG 899
789 TACGGCGAGCCCGGCTATCATGGATTTCTTTGTGACCCAAACTGCCCACCGTTGATGTATGCATGTGGACTCAACCCCTTCTGAAGTGGGAAATGTTGAGCCCATCAAAATAAACTG 905

TACGGCGAGCCCGGCTATCATGGATTGCTTTGTGACCCAAACTGCCCACCGTTGATGTATGCATGTGGACTCAACCCCTTCTGAAGTGGGAAATGTTGAGCCCATCAAAATAAACTG

623 TGATCTTCTT----TTGTTGTTGTTGTTGTTGTTCCGTGTCTTTTTGTAGGAATAGGAGGAAAATTTCTCAGTCAGACGCATATTGTGATTTATTGTCCTGTTTTCTTTTCCCATTT 735

604 TGATCTTCTT - - - - - - - TTGTTGTTGTTGTTGTTCCGTGTCTTTTTGTAGGAATAGGAGGAAAATTTCTCAACCAGACGCATATTGTGTTTTCTTGTCCTGTTTCCTTTTCCCACTT 713
890 TGATCTTCTT----TTGTTGTTGTTGTTGTTGTTCCGTGTCTTTTTGTAGGAATAGGAGGAAAATTTCTCAGTCAGACGCATATTGTGTTTTCTTG - - - - - ---- oo 981
905 TGATCTTCTT - - - - - - - TTGTTGTTGTTGTTGTTCCGTGTCTTTTTGTAGGAATAGGAGGAAAATTTCTCAACCAGACGCATATTGTGTTTTCTTG - - - - --------mmmam-- 993
900 TGATTTTCTTTTTTTTGTTGTTGTTGTTGTTGTTCCGTGTCTCTTTGTAGGAATAGGAGG - AAATGTCTCAGCCAGACGCATATTGTGTTTTCTTG - - - - - - - - - - mmmm e oo o 994
906 TGATTTTCTTTTTGTTGTTGTTGTTGTTTTTGTTCCGTGTCTCTTTGTAGGAATAGGAGG - AAATGTCTCAGCCAGATGCATATTGTGTTTTCTTG - - - - - - - ----mmmmm e oo 1000

TGATCTTCTTTTT-TTGTTGTTGTTGTTGTTGTTCCGTGTCTTTTTGTAGGAATAGGAGGAAAATTTCTCAGCCAGACGCATATTGTGTTTTCTTGTCCTGTTT-CTTTTCCCA-TT

736 CTCTATTTTGGCCCTTTTCAAACAAATTCTCTTGAGGAGTCGTTGTGTTTCACATTTCTCGGTGGGAGTTGCTGACGAGATTATA - - - -~ - -- - - TGGGTATATGGGTATGTTTTS40
714 CTCTACTTTGGCCCTTTTCAAACACATTCTCTTGAGGAGTCGTTGTGTTTCACATTTCTCGGTGGGAGTTGCTGACAAGATTATATATAGATATATGTATATATATGGGCATGTTTT 830
- CCTCGCCGAAAG - - - = = === === mmmmmmmemmeaomaooao oo ACATGGGAGTTTC - - 1006
1 CTTCGCCGAAAG - - ~ = = = == === mmmmmeomeoomaomeooenon ATATGGGAGTTTC - - 1018
1 CTTCGCCGAAAG - - = = = = == === m e mmeomemoeaomecnenon ACATGGGAGTTTT - - 1019
17 CTTCGCCGAAAG - - - = = = == === = mmmemmemmeaomaooanan ACATGGGAGTTTT - - 1025

CTCTA-TTTGGCCCTTTTCAAACA-ATTCTCTTGAGGAGTCGTTGTGTTTCACATTCH+TCGCCGAAAGTTGCTGAC -AGATTATA------cma--- T---TA+ATGGGAGTTTTTT
B41 TTTGTGT- - -GGGGGGGAAACTAGGGCGGATGATTCGGTCGGCATTGTGTGGGGTTGCTGGGTTTCTCTTTT - - - - - TGTGTGTGTGTGTGTTTGTAGACGAGCGTTTTCTTTGGGA49
831 TTTGTGTGGAGGGGGGGAAACAAGGGCGGATGATTCGGTCGGCATTGTGTGGGGTTGCTGGGTTTCTCTTTTGTGTGTGTGTGTGTGTGTGTTTGTAGACGAGCGTTTTCTTTGGGG 947
. 1., 7 B - - B - - - --- - - - RN - - - - - R, - - - - - - - - - - - - - ------------ 1041
LD = = - m = = i B - -GS - - - --- - - - RN - - - - - R - - - - - - - - - ------------ 1057
L0Z0 = = = == = = = B - - - - - - - - - - - BRI - - - - - R, - - - - - - - - - - - - - - - - - 1054
LOTE = = = = = i i GCA--GTGTGCTCTCTCTCTCTCTCTCTCTC- - - - - R RAACHRTACHRRN - - - - - - - - - - - - - - ------- 1073

TTTGTGT---GGGGGGGAAAC - AGGGCGGATGATTCGGTCGGCATTGTGTGCGGTTGCTGGCTCTCTCTCTC - - - - - T+TGTGTGTGTGTGTTTGTAGACGAGCGTTTTCTTTGGG -

950 TGTGAACGCGGGTGGGTGGACGGGCGGGTCTTTGGCGTGCTATTTTTAGGGGAATAAGAACCATTGGTCAGATGCCGAAGCTTGCATAACGGTCTTTGCTCTTTTCTTGGCTTTGCT 1066
948 TTTGAATGCGGATGGGTGGACGGGCAGGTCTTTGGCGTGCTATTTTTAAGGGAATAAGAACTATTGGTCAGATGCCGAAGCTGGCATAACGGTCTTTGCTCTTTTCTTGGCTTTGCT 1064

2 CATTTTTCTCTTTTTTTTC1060
11 T CTTTTTTCTC-TTTTTTTC1075
1= J CTTTTTTCTC-TTTTTTCC 1072
72 S CTTTTTTCTC-TTTTTTCC1091

T-TGAA-GCGG-TGGGTGGACGGGC -GGTCTTTGGCGTGCTATTTTTA-GGGAATAAGAAC-ATTGGTCAGATGCCGAAGCT -GCATAACGGTCTTTGCTTTTTTCTCGTTTTTTCC

1067 TTGTTT---CCGTGTCATTTTGTCATTATTATGCCTTTC-TTTTATTCTCTCGTGCTCCTGCTTT-TATTCCGCCCCCTCTTTTTCTTTTTTCTTTTTTCTCTCTACTGCCACCCGC1178
1065 TTGTTT---CCGTGTCATTTTGTCATTATTATGCCTTTCTTTTTATTCTCTTGTGCTCCTGCTTT-TATTCCGCCCCCTCTTTTTCTTTT---TTTTCTC--TCTACTGCCACCCGC1172

1061 CTGTCTGCACCATTCCCTTTTGTC - - - - - - - - - - - - - Ic------- TCTCTTGCTCGCCCGCCCTGTGTTTTCCCTCATTTATTTCTCTTCCCTTTTCT---TGTGATG------- - 1146
1076 TTGTTTGCACCATTCCCTTTTGTC - - - - - - - - - - - -~ Ic------- ACTCTTGCTCGCCCGCCCTGTGTTGTCCATCATTTATTTCTTTTCCCTTTTCT---TGTGATG-------- 1161
1073 TTGTTTGCCCCATTCCCTTTTGTC - - - - - - - - - - - - - me------- TCTCTTGCTTGCCTGCCCTGTGTTGTCCCTCATTTATTTCTCTTCCCTTTTCT---TGTGATG-------- 1158
1092 TTEGTTTGCCCCATTCCCTTTTGTC - - - - - - - - - - - -~ ne------- TCTCTTGCTCGCATGCCCTGTGTTGTCCCTCATTTATTTCTCTTCCCTTTTCT---TGTGATG-------- 1177

TTGTTTGC+CCATTCCCTTTTGTCATTATTATGCCTTTC-TTTTATTCTCTTGCTCGCCTGCCCTGTGTTGTCCCTCATTTATTTCT+TTCCCTTTTCTC--TGTGATGCCACCCGC

1179 RBTCTCARRGGETTICEGE - - - - - - = - = = = = = = = = = = = = = = @ & & e e & & e e e e e e e e e e e e e e e e e e e 1196
1173 AGTCTCAAAGACTTCCGCATGGCCAGCATCAAGTGTGGAAGCCGTCGCAAGGCCCGCCGCGCCCACTTTCAGGCGCCGAGTCATGTGCGCCGCATCCTCATGAGTGCCCCTCTCTCG 1289
1147 - - - - - Lo Yol Y3 < i < 1161
1162 - - - - - L7V, ol - YoX < i £ 1176
1159 - - - - - L7V, ol XX c & 1 1173
1178 - - - - - LoV ol 7YX < 2 £ 1192

1407 CTCCGTTGGGTGATTCACATCGACAAGGTGAACCGTGAGAAGGCGAACGGCACCACCGTCCCCGTTGGGGTGCATCCCTCCAATGTGGAAATCACGAAGCTGAAGCTCAACCACAACLS2S

1524 CGCAAGGCGATCCTTGAGCGCAAGGACCGCAGCACAAAGAGCGACAAGGGAAAGGGCAAGGTGACTGCCGCCGAGAAGGCCATGCAGCAGATGGACTAGAGAGTAACACGAAAGAGG 1640

1641 GAGAAAAATTGGTGGGGAGGGGCAATGAGGCATAATTTCTTTGTTGTTCTTTTACTGATTTTTTTTTATGATTCTTTTTCACTTTGTTCAAACCAATTTAATTTTCTCTTCAGTGAGLTSY

1758 GGGAAGCATCCCTGTGTCACTTTTAGGGCAGTTTGCCTTATGTCAGACGGTGCGGCAATGAAGTTGCGTGATGATCTCCTCTCTTTGTTTGTTTGTTCTTCTTTCCTTTTAATTGCC 1874

1875 AACGAAAGGTACTGCTGCCCCTGTCGCTGCTGTTTGCAGAGGCAGAGAGAATGAATTGCGTTGCGGACATATCTTACATGGGAATATCACGTGCTAATGGAATGGACAAATGGTTGAL9]

1992 TGTAAGCTTCTTCCATTGACGCTTGGTGAAAATGGAATGCTGCGGCAGCGGGTTGTTTTCAGGCCACAGAAAGCTCTGGTCCCACAGGCCATCGGAACCCCTCGGAGAGAGTGAGAAZ2LOS

2109 AAAATATATATGGAGGCAAAAGGGAAATTCTCGTGAGGCAACGGTGGAAGAAATGCGGTTGACACGGTGATCCAATGCCGTGGCTCCCATAGTGTAGCGGTTATCACCTCGGACTCT 2225

2226 GAATCCGATAACCCTGGTTTGAGTCCAGGTGGGAGCAATTTTTTCTCTTATTTATTGGCGTGACTTGTAGATCTCCGTGGATTGTGTCAATTTGGCGCGGCCAGTTGTTGGAGGT TG 2342

1 TTTG1165
1 e GTTG1180
e 7 GTTG1177
1 . - P U R GTTG119
----------------------------------------------------------------------------------------------------------------- GTTG

1166 BENBRIRIRH - - - - - - - - - - - - = == === == "="=""""2"2"2"2"2"2"2"22%%%%%2+2+2+2+2+2cc2«%%2222+2+2cce%%2%2222+2+2+25¢0ccsesc2°°9999599929+00eeeccs"""22°9%90e6c2s2n-¢ 1171

7= 1% 1ol 1183

=05 1 1 1202
S <35 S

2577 GCAAAGATCAGAGCCAGCTATATACTTCAGCCGTTGCAGGACGTCAAGGTAGTCGACGCCAGTGGAGGATGTGGGAGTTTCTTCAACATCACAGTGGTGTCGCATGCATTTCGTGAT 2693

3 - CCBGCGEAGGA - - = = = = = = = = = = = m e @ mm e m e e e e e e e e e e e e e e e e e e m e e e e e e e e 1182

1 - CCBGCGEAGGA - - = = = = = = = = = = = m w @ mm e e e e e e e e e e e e e e e e e e e e e e e e e e 1194

g ERCIEERAEIEI - - - - - - - - - - - - = = == - === =" " %% ®@"°-"®“®“@@°-"®“@@2°°‘"-6@°"@@@67°-"@@62f"f6@67"2cea:- 1213
------------------------------ CCGGCGBCAGGA -~ = - -mmmmcmoemcoocecccceccccccccccecccccccccccccccccccccccccccccoccec-noo----

2811 TTATATTGCACGGCCTCTCGTCACACGTTACTTCTTCCATTATTATTATTTTTTTTTCTTTGCGTGTGTGCGTGGGGGAAAGTCTTTTGTTATTTTTTGTTCTTGTTGTTGTGTTTA2927

2928 TCCGGTAACAGAAAAGAAAAGGGAAAAGGGAGGAGGAGCGATGAGGATGTTATTTACTTTTATTTTTATTATTGTTATTTGCCCTGAAGCCATCCCTTTTCTTTTTGTTTTTGTTCC 3044

3045 TTTTCTCTCTTCGCTGTGAAGCGCACAAAAAGGGC TTAAGAGGGTCACGCGAGGATTATTCCCTCACATCCACACGCTGGCATTGTCAGGATGAAACAAGAACATGAAGAAATGGAC 3161

- ATTCCTCAGATATTCA - - = = === == w o m e o memmmacmeomeaaeaeaeaenn- 1198

- J ATTTCCTCAGATAT TTA - = - === - smmmmmmemmeacmacmeaaaaaeao e aaon- 1211

1204 = = - m s s m e e e e e e e e ea e eeaeaeaoaao-aaon ATTTCCTCAGATATTCA - = - - = = == == s o memmeaomecmeaaaaeaeeamn- 1230
--------------------------------------------------------- ATTTCCTCAGATATTCA- - --m--emoomcmecooocceomeoeeoeeoneeemn-

3279 GATGAGTGTGTGTCGCTTCTTGTGCGTTTGCAGGAGGCCTTGCAGCTGCAGGACGACCGTGACGCCACTCTTCCTACTGTCGCTGAAGATCCAAATGGTGTGGCGGCAGCGTTATAT 3395

3396 CGTCTTGATCGTATCATCGCCCGCTATCAGGAGTCCCCGCATCTGCTGCACGGGTACTTGGAGGTGCTGCTTGGGCCACTTGTGGCGACGCTGCAAGACCTTCTCCCTGCTGCCACG 3512

3513 GATATATGGCGCATGGAAGATGGAATTGAGAGACCAGAAGGCGATAATGCGGTGTCGGCTCAGGAGGAACCTGATTACACGCTGGGTGCAAACTATGATGAGTACGATGTGGATGCA3629

3630 GCGAAGACGGCGATTCACCACGTTAGCCGTGCCATTTATGTCATTGTGAAAACCGCGGGTGAAAAGTGTTGTACGTCATATTTCTCCAACGATGTGAAACTCTATGAAGATGTGTTT 3746

3747 TATGCCCTGCGTTTGTGGCAGCGTAGTGCCAAATACCGCCGTGAATGGGAAGTCCGCTATTGTCTGCTTCTATGGCTCTCAAACCTCGTACTTGTACCGTTTTCACTTAGTATCATT 3863

3864 GACTCCACAGATCGTGGCGGATCCCTCTCCGACGCCGTACTTGAGACGGCAATGGCGTTTTTGAGTGACACTTCCAAGTGTCGTGAAGGGGCGGCTCTTCTTGTTGCTCGGCTCCTT 3980

3981 ACAAGGCCGGACGGAGAGGCGCATCGTAGGCGTTTCTTTGCGTACGCCAGAGAAGTGATTACAGACATCTCCAAGAGCAGTTTCCCGTTACACGGTGTGCTTCTGGCCCTTGCAAAG 4097

4098 ACGCTAAAATGTGGGCAACGCCGTGAATTGGCGCCCTACGCTCCGGGGCTTATCCCAATCGTCGCTGGTGTGCTGGAATCCCGCAGTAGTGATGCGTTGGTGTGCAAAGCAGCCGTA4214

4215 AAGGTGGAACAGCGGCTGGCACTCGTCTTGTTGAGGGGCCGTTCTGCCCCGTGGAAGTACCAAAGACATGTGTCTTCTCTCGACAAAAATTTGGCTGTCTCTACGCCTTTAGACGTT 4331

4332 GCTGCGGATGTGACTTCCTCAATTGGGGCCCATCGGAC

4369




Notit #5

CDSA CDS B
Motif # | IGRID Tell-like Tcllldike Tcll-like Tellldike
CDS ID Product Description CDS ID Product Description CDS ID Product Description CDS ID Product Description
2848 |TcCLB.511585.180 hypothetical protein, conserved [TcCLB.510155.170 hypothetical protein, conserved |TcCLB.511585.170 protein kinase, putative TcCLB.510155.160  protein kinase, putative
2854 (TcCLB.511585.125 hypothetical protein, conserved [TcCLB.510155.115 hypothetical protein, conserved |TcCLB.511585.120 hypothetical protein, conserved |TcCLB.510155.110 hypothetical protein, conserved
2865 |TcCLB.511585.20  KREL1 TcCLB.510155.20  KREL1 TeCLB.511585.10  hypothetical protein, conserved |TcCLB.510155.10  hypothetical protein, conserved
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1ATTTAAGTTTTTACTTATCAACGTTTGTTTTCCTTTTTCATTTTTCCTTTTCTTTTCGTTTTTTTTTTTTTTTACTTTTCGGTAAAAAAAAAATATATAT
1ATTTAAGTTTTTACTTATCAACGTTTGTTTTCATTTTCCTTTTTCCTT -TTCTTTTCGTT---TTCTCTTTTACTTTTCGGTAAAAAAAAATATATATAT
ATTTAAGTTTTTACTTATCAACGTTTGTTTTC-TTTT-C-TTTT-C-T-TTCTTTTCGTT---TT-T-TTTT---TTT--G--AAAAAAAA-ATATATAT

10l ATTTTCCCCTTTTGACTTGTTCATTTGGACAAGGCAATCGTGTGTTTCTTTCTTAAAAACTTCCCCCCCCCCCCCCGCGTGGTGTGGGCAGAGCATCGGA
97 ATTTTCCCCTTTTGACTTGTTTATTTGCACAAGGCAATTGTGTGTTTCTTTCTTCTCAAAAACTT - -CCCCCCCCCGCGTGGTGTGGGCAGAGTATCGGA

e s ———————— | || /N
ATTTTCCCCTTTTGACTTGTT-ATTTG-ACAAGGCAAT-GTGTGTTTCTTTCTT---AA---C----CCCCCCCCCGCGTGGTGTGGGCAGAG-ATCGGA

201 CGCGGAGTGCGCAGCTGAGGAACAGAACAGAAAAAGGGTATGAAGGACGCATGTTTTTTTCGTGTTCCTTCTTTCTCCCCTTCTCCGTTGGCTGTGCGTT
195 CGCGGAGTGCGCAGC TGAGGAACAGAACAGAAAAAGGGTATAAAGGACGCATGTTTTT-TTGTGTTCCTTCTTTCTCCCCTTCTCCGTTGGCTGTGCATG

30l TGTGTGTTTGGGGTTCCATACGTGGATTTCCCTGTCTGTGTCCGTATCTGTGCTTTCGAAACACTTTTTTTTCCTTTTTTTTTTT
294 TGTGTGTTTGGGG TTCCATACGTGGATTTCCCTGTCTGTGTCCGTATCTGTGCTTTCGACACACTTTTTTTTTCTTCTTTTTTATTTTATTTATTTATTT

P GCGGCGTTATTCCGTTTTGC
L o m m m m m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e GCGACGTTATTCCGTTTTGC
0 GCGGCGTTATTCCGTTTTGC

386 - - - - - --------- GCGCCTTCTCACTT T T TGAACAGAT TTTAT - - - - = = = = = = & & & & & o o o e o e e e e oo oo oo e e e e e oo e e oo o

394 ATTTATTTAATTTTGCGCCTTCTCACTTTTTGAACAGATTTTATTATTATTATTATTATTATTATTATTATTATTATTATTATTATTTTTTGCGGTTTGT

GCGGCGTTATTCCGTTTTGC

2LTTT---TATTACTTTTTCCGTTTGTGA- - -------=-=---- GTTTCTTGAAGAGAAATGACAGGTAAAATTCCTGGTGCTGTGTAGGGGGAAGCGTAGGA
21TTT---TATTACTTTTTCCGGTTGTGA- - - - ------=---- GTTTCTTGAAGAGAAATGACAGGTAAACTTCCTGGTGCTGGGTGGGAGGAGGCGTAGGA
21LTTT- - -TATTACTTTTTCCGGTTGTGA - - --------=---- GTTTCTTGAAGAGAAATGACAGGTAAACTTCCTGGTGCTGGGTGGGAGGAAGCGTAGGA
416 - - - - - - TATTATTATTTTTGTTTGGGAGCATGTGGGGGGAACTTCGC TCACGAGATGTTGTAACCAAAATATCTTTTTGCGGTTCGACGTGGGGGCCCGC

494 TTGTGCGATTTTTTTGTTTGTTTGGGAGCATGTGGGGAGAACTTCGCTCACGAGATGTTGTAACCAAAATGTCTTTTTACGGTTCGACGGGGGGGCCTGC

TTT---TATTACTTTTTCCGTTTGTGAGCATGTGGGG-GAAGTTTCTTGAAGAGAAATGACAGGTAAAATTCCTGGTGCTGGGT+GG+GGAGGCGTAGGA
104 GAGGGG - - - -ACTAACGAAAATGATAGCGACTGCCCTTTTTAATTC - - - - - TCTTGACTTTTGGTA- -TATTAATTAAATTGTTT-TTTTTTCCTTCAGG
104 GAGGGG - - - -ACTAACGAAAATGATAGCGACTGCCCTTTTAAATTC - - - - - TCTTGACTTTTGGTA- -TATTAATTAAATTGTTT-TTTTCTTCTTCAGG
104 GAGGGG - - - -ACTAACGAAAATGATAGCGACTGCCCTTTTAAATTC - - - - - TCTTGACTTTTGGTA- -TATTAATTAAATTGTTT--TTTCTTCTTCAGG

B T I I I R R GGGGGAAAAAGAGGCAGGTGGAAGGTGAGGATGAAATGAAAGTTGTTGTGGGCGCGA

B T T I I T I A GGAGGAAAAAGAGGCAGGTGGAAGGTGAGGATGAAATGAAGGGTGTTGTGGGCGCGA
B I I I I I GGAGGAAAAAGAGGCAGGTGGAAGGTGAGGATGAAATGAAAGGTGTTGTGGGCGCGA
B R R R GGAGGAAAAAGAGGCAGGTGGAAGGTGAGGATGAAATGAAAGGTGTTGTGGGCGCGA

510 GGAGGGTGTGTGCGACCGGAATGTG- - - -TGTGGGGTGGGGAAGGAGGAAAAAGAGGCAGGTGGAAGGTGAGGATGAAATGAAGGGTGTTGTGGGCGCGA
594 GGAGGG TG TG TGCGACCAGAAAGTGTGTGTGTGGGGTGGGGAAGGAGGAAAAAGAGGCAGGTGGAAGATGAGGATGAAATGAAAGTTGTTGTGGGCGCGA

GAGGGGTGTGACTAACGAAAATGATAGCGACTGCCCTTTT+AAGGAGGAAAAAGAGGCAGGTGGAAGGTGAGGATGAAATGAAAGGTGTTGTGGGCGCGA

192 GG TATCACGTTGGAAGGCA - ACGATGTGTAGTTGTTATT- - -ATTATTTCTGCCGTCCCATCCACAGCCACCACCTTCTCTGTTGCCCTCCACGCTGAGG
192 GGTATCACGTTGGGAGGCA - ACGATGGGTAGCTATTATTT - -TTTTTTTCTGCCGTCCCATCCACAACCACCACCTTCTCTGTTGCCCTCCACGCTGAGG
191 GGTATCACGTTGGGAGGCA - ACGATGGGTAGCTATTTATTTTTTTTTTTCTGCCGTCCCATCCACAACCACCACCTTCTCCGTTGCCCTCCACGCTGAGG
58 TGTCTTCTGCCCCGTTCCTTTTACTTGAGGCTTTTTTTTTCTGCCGTCCCACCCACAACCACCACAACCACCACCTTCTCTGTTGCCCTCCACGCTGAGG
S8 TGTCTTCTGTCCCGTTCCTTTTACTTGAGGCTTTTT-TTTCCTGCCGTC CCATCCACAACCACCACCTTCTCTGTTGCCCTCCACGCTGAGG
S8 TGTCTTCTGTCCCGTTCCTTTTACTTGAGGCTTTTTTTTTTCTGCCGTC CCATCCACAACCACCACCTTCTCTGTTGCCCTCCACGCTGAGG
SB TGTCTTCTGTCCCGTTCCTTTTACTTGAGGCTTTTTTTTTTCTGCCGTC CCATCCACAACCACCACCTTCTCTGTTGCCCTCCACGCTGAGG
606 TGTCTTCTGTCCCGCTCCTTTTACTTGAGGCTTTTTTTTCCTGCCGTCCCA TCCACAACCACCACCTTCTCTGTTGCCCTCCACGCTGAGG
694 TGTCTTCTGCCC-GTTCCTTTTACTTGAGGCTTTTTTTTTCTGCCGTCCCA CCCACAACCACCACCTTCTCTGTTGCCCTCCACGCTGAGG

TGTCTTCTGTCCCGTTCCTTTTACTTGAGGCTTTTTTTTTCTT+C+TTCC+GCCGTCCCATCCACAACCACCACCTTCTCTGTTGCCCTCCACGCTGAGG

288 GGGAGT - -GCAACGGCTGCGGGCCCTTAAAA AAAAGACTCCACCTTGTGAGTTTATAAGGAGCCCGGCTGCCATAACTTTCATGCATTCATTTGT
289 GGAAGT - -GCAACGGC TGCGGGCCCTTAAAAAAAAAAAAAGACTCCACCTTGTGAGTTTATAAGGAGCCCGGCTGCCATAACTTTCATGCATTCATTTGT
290 GGAAGT - -GCAACGGCTGCGGGCCCTTAAAAAA- - - AAAAGACTCCACCTTGTGAGTTTATAAGGAGCCCGGCTGCCATAACTTTCATGCATTCATTTGT
158 GGGAGTC - -CAACGGCTGCGGGCCCT- - -TTTAAAAAAAGACTCCCACCTTGTGAGTTTACAAGGAACCCGACTGCCATAACTTTCATGCATTTATTTGT
149 GAGGGAGTGCAACGGCTGCGGGCCC - - - - TTAAAAAAAAAGACTCCACCTTGTGAGTTTATAAGGAGCCCGGCTGCCATAACTTTTATGCATTCATTTGT
150 GGAAGTG - -CAACGGC TGCGGGCCCTTAAAAAA - AAAAAGAACTCCACCTTGTGAGTTTATAAGGGGCCCGGCTGCCATAACTTTCATGCATTCATTTGT

150 GGAAGTG - - CAACGGCTGCGGGCCCTTAAACAAAAAAAAAGACTCCACCTTGTGAGTTTATAAGGAGCCCGGCTGCCATAACTTTCATGCATTCATTTGT
697 GAGGGAGTGCAACGGCTGCGGGCCCT - - - - TAAAAAAAAAGACTCCACCTTGTGAGTTTATAAGGAGCCCGGCTGCCATAACTTTTATGCATTCATTTGT
784 GGGAGT - -CCAACGGCTGCGGGCCCT - - - TTTAAAAAAAGACTCCCACCTTGTGAGTTTACAAGGAGCCCGACTGCCATAACTTTCATGCATTCATTTGT

n ACCTTGTGAGTTACAAGGAGCCCGACTGCCATAACTTTCATGCATTCTATTGT

GGGAGTGTGCAACGGC TGCGGGCCCTTAAA+TAAAAAAAAAGACTCCACCTTGTGAGTTTATAAGGAGCCCGGCTGCCATAACTTTCATGCATTCATTTGT

381
387
385
253
245
247
248
793
879

54

TCACGGGTGTGTGAGTGTTGGATGAATTTACTTCTTAGTGTGTGG -GGTGTTGGGCCAAACTGCCACTCCCCGTTGTGTCACACACACACAACCTCTCTC
TCACGGGTGTGTGAGTGTTGGATGAATTTACTTCGTATTGTGTGGGGGTGTTGGGCCAAACTGCCACTCCCCGTTGTGTCACACACGCACAACCTCTCTC
TCACGGGTGTGTGAGTGTTGGATGAATTTACTTCGTATTGTGTGGGGGTGTTGGGCCAAACTGCCACTCCCCGTTGTGTCGCACACGCACAACCTCTCTC
TCACGGGTGTGTGAGTGTTGGATGAATTTACTTCGTAGTGTGTGGG-GTGTTGGGCCAAACTGCCACTCCCCGTTGTGTCACACACACACACACACACAC
TCACGGGTGTGTGAGTGTTGGATGAATTTACTTCTTAGTGTGTGGG-GTGTTGGGTCAAACTGCCACTCCCCTTTGTGTCACACACACACAACCTCTCTC
TCACGGGTGTGTGAGTGTTGGATGAATTTACTTCGTATTGTGTGGGGGTGTTGGGCCAAACTGCCACTCCCCGTTGTGTCACACACGCACAACCCCTCTC
TCACGGGTGTGTGAGTGTTGGATGAATTTACTTCGTATTGTGTGGG-GTGTTGGGCCAAACTGCCACTCCCCGTTGTGTCGCACACGCACAACCTCTCTC
TCACGGGTGTGTGAGTGTTGGATGAATTTACTTCTTAGTGTGTGGG-GTGTTGGGTCAAACTGCCACTCCCCGTTGTGTCACACACACACAACCTCTCTC
TCACGGGTGCGTGAGTGTTGGATGAATTTACTTCGTAGTGTGTGGG-GTGTTGGGCCAAACTGCCACTCCCCGTTGAGTCACACACACACACACACGCAC
TCA-CGGTGTGTGAGTGTTGGATGAATTTACTTCGTAGTGTGTGGG-TGGTTGGGCCAAACTAGCCACTCCCCGTTCGAGTGACACACACACACACACAC

TCACGGG TG TG TGAGTGTTGGATGAATTTACTTCGTAGTGTGTGGGGGTGTTGGGCCAAACTGCCACTCCCCGTTGTGTCACACACACACAACCTCTCTC

480
487
485
352
344
347
347
892
978
152

CCTTTCTCCGTGTG TCTTTTTTCTTTTTGTAGGAATAGGGGACAGGGTCTTGGACAGGAGCGTATTCTTATATCAAGTTTTTTTTTTTTCCCG
CCTTTCTCCGTGTG TCTTTTTTCATTTTGTAGGAATAGGGGACAGGGTCTTGGACAGGGGCGTGTATATCA AGTTTTTTTTTCCCG
CCCTTCTCCGTGTG TCTTTTTTCGTTTTGTAGGAATAGGGGACAGGGTCTTGGACAGGGGCGTGTATATCA AGTTTTTTTTTCCCG
ACAACCTCTCTCCCTTTCTCCGCGTGTCTTTTTTTGTAGGAATAGGGGACAGGGTCTTGGACAGGGGCGTATACTTATATCGCCTGTAAAATTGATTCTT
TGTGTCTTTTTTCTTTTTGTAGGAATAGGGGACAGGGTCTTGGACAGGAGCGTATTCTTATATCGCCTGTAAAATCGTTTCTT
TGTGTCTTTTTTCATTTTGTAGGAATAGGGGACAGGGTCTTGGACAGGGGCGTATACTTATATCGCCTGTAAAATTGTTTCTT
TGTGTCTTTTTTCATTTTGTAGGAATAGCGGACAGGGTCTTGGACAGGGGCGTATACTTATATCGCCTGTAAAATTGTTTCTT
TCTTTTTTCTTTTTGTAGGAATAGGGGACAGGGTCTTGGACAGGAGCGTATACTTATATCGCCTGTAAAATCGTTTCTT
ACAACCTCTCTCCCTTTCTCCGCGTGTCTTTTTTTGTAGGAATAGGGGACAGGGTCTTGGAAAGGGGCGTGTATAT ----CAATTCCTGTTGGGTTTCTT
ACAACCTCTCTCCCTTTCTCCGCGTGTCTTTTTTTGTAGGAATAGGGGACAGGGTCTTGGACAGGGGCGTGTATAT ----CAATTCCTGTTGGGTTTCTT

CCTTTCTCCGTGTGTTT++++TCTTTTTTCTTTTTGTAGGAATAGGGGACAGGGTCTTGGACAGGGGCGTATACTTATATCGCCTGT+HA++TTGTTTCTT

573
573
571
452
437
440
440
985
1074
248

TCCTCTGTTGCGC TTGG TAATATTTGATATGAGTGATTAAGAAAGACACTTTTTTATTATTATTATAATTTTTTTTTTGTTTTACGCATTTTTTTGGTTT
TCCTCTGTTGTGCTTGGTAATATTTGATATGAGTGATTAAGAAAGACACGTTTTTTTAATTTCTTT GCATTTTTTTGGTTT
TCCTCTGTTGTGCTTGGTAATATTTGATATGAGTGATTAAGAAAGACACGTTCTTTTATTTCTTTT GCATTTTTTGCATTTTTTGGTTT
TCTCTTT--TTTTTGCTCGCATATTTGGGATTGAAATGACGGATGTATCTTTTTT--TTTTTTTGTATTTT TACTGCTGTTCCTTT
TCTTTTTTTTTTTTGTTCGCATATTTGGGATTGAAATGACGGATGTATCTTTTTTTTTTTTTTTGCATTTT TACTGCTCCTCATTT
TTTTTGTTCGCATATTTGGGATTGAAATGACGGATGTATCTTTTT---TTTTTTTGCATTTT TACTGCTCTTCCTTT
TTTTTGTTCGCATATTTGGGATTGAAATGACGGATGTATCTTTTT---TTTTTTTGCATTTT TACTGCTCTTCCTTT
TCCGGTTGCTGTACAGAAAGGAATTGAGGAGTAACCGCGTGGGTTTGTTTC TCACGCAGAAGCAC TCGAGGAATTCACTACCCTGTCGT
TCCGGTTGCTGTATAGAGAGGAATTGAGGAGTAACCGTGTGGGTTTTTTTC TCACGCAGGAGTAC TCGAGGAATTCACTACCCCGTTGT
TCCGGTTGCTGTATAGAGAGGAATTGAGGAGTAACCGTGTGGGTTTGTTTC TCACGCAGGAGTAC TCGAGGAATTCACTACCCCGTCGT

TCCT+TTTTTTTTTGGTCACAAATTGAGGAGTGAAATTACGGATGTATCTTTTTTTTTTTTTTTGTATTTT TACTGCTATTCATTT+++TG+T+T

673
655
660
534
523
516
516
1074
1163
337

GTTTTGGCTTGACTTGCTTAGT - -GGATTTTCTT--TGGTCTCT--TTCTGTCACATGTCCTTTTTTTTT--TTTTTTTCTCTGCCT----GTTTG- - - -
GTTTTGGCTTGACTTGCTTAGC - -GGATTTTCTT--TAGCCTTT--TTCTGTCACATGTCCCTTTTTTTT--TTTCTTTCTCTGCCT----GTTTG- - - -
GTTTTGGCTTGACTTGCTTAGC - -GGATTTTCTT--TAGCCTCT--TTCTGTCACATGTCCCTTTTTTTT--TTTCTTTCTCTGCCT----GTTTG- - - -
---CCAGAGAAACGCGCGCAAGCATTTATTTACAT -GCAAATGTGTTTTTGACACCTCTTCTGTCTGCGATTTTTAATTATTGTGGAATTTGTTTCTCCA
---CCAGAGAAACGCGCGCAAGCATTTATTTACAT -GCAAATGCGTTTTTGACACCTCTTCTGTCTGTGATTTTTAATTATTGCGGAATTTTTTTCTTCG
---CCAGAGGAACGCGCGCAAGCATTTATTTACAT -GCAAATGTGTTTTTGACACCTCTTCAGTCTGCGTTTTTTAATTATTGCGGAATTTGTTTCTCCA
---CCAGAGGAACGCGCGCAAGCATTTATTTACAT -GCAAATGTGTTTTTGACACCTCTTCAGTCTGCGTTTTTTAATTATTGCGGAATTTGTTTCTCCA
CTCCAAGGGGGAAGGGCACACCACGGACATTGCGCGCCGCATATATACGTATCAGC TTTGTTCCTGTCGCTCGTTTTTTT- - - -
CTCCAAGGGGGAAGGGCACACCACGGACATTGCACGCCGCATATATATTTATCAGC TTTGTTTCTGTCGCCCGTTTTTTT- - - -
CTCCAAGGGGGAAGGGCACACCACGGACATTGCACGCCGCATATATATTTATCAGC TTTGTTTCTGTCGCCCGTTTTTTT- - - -

iy I PR It = rreree F P .

+T+CCAGAGGGACGCGCGCAACCAGGAATTTACATGGCGCATGTGTTTTTGTCACCTCTTCTGTCTGTGTTTTTTATTTCTTTCGCHATTTGTTTCTCCA

757 TGCA - - -TTTETET TG T TG TCATGG T T TATTTCATGTA - - - - - - = - = = - - === oo BEEEE - - - -------------------------- CAGTGCG

739 TGCA---TTTCTGTTGTTGTCATGGTTTATTTCACGTA - - - - = - === = = mmmmmmm o - GCGAG - = = = = = = = = m e e m e e e e CAGTGCG

744 TGCA- - -TTTCTGTTGTTGTCATGG T TTATTTCACGTA - - - - - - = = = = = == === = = = - - B - - - - - - - - - - - - - - --- CAGTGCG

630 TGCCCTTTTTAAAGTGTTGTGCTCATTTCTCTATTGCCACATGTTTT----TTTTTCTTGTGCCTCTTTGCTTGCCTCAATATCCCATGAAAAGTGGACG

619 TGCCCTTTTTAAAGTGTTGTGCTCATTTCTCTATTGCCACATTCTTTTTTTTTTCCCTTGTGCCTCTTTGCTTGCCTCAATGTTCCATGAAAAGTGGACA

612 TGCCCTTTTTAAAGTGTTGAGCTCATTTCTCTATTGCCACATTTTTTTTT-TTTTCCTTGTGCCTCTTTGCTTGCCTCAATGTCCCATGAAAAGTGGGCG

612 TGCCCTTTTTAAAGTGTTGAGCTCATTTCTCTATTGCCACATTTTTTTT--TTTTTCTTGTGCCTCTTTGCTTGCCTCAATGTCCCATGAAAAGTGGACG

1154 - - - - - - - TTTTTTACGT - - - - - TAATTTGAGTCTTTTTGGC --- -GTTTTTTGCC - - - -GG TATTG - - = = = = = = = = = == e m o mmm o e e e e e e e o -

1243 - - - - - - - TTTTTTTTTTTIGEGTTACTTTGATTCTTTTTGGE - - - -GTTTTTTTTT----BGCGGGTATTG| - - - - - - - === === =c"ccccccacceen--

417 - - - - - - - IR - - - - - - - - CGTTACTTTGATTCTTTTTGGE - - - -GTTTTTTTTT--- -BCGGGTATTG - - - - = - - = = === ===~ “=““2=---=---
TGCCCTTTTTATA+TGTTGTGCTCATTTCTTTCTTGTCACATTTTTTTTTTTTTTH+HCTTGCGH+HGTCTTTGCTTGCCTCAATGTCCCATGAAAAGTGGGCG

804 TCGAGCGAAAATATTCCCGTTTTA- - - - - - U

786 CCGGGCGAAAATCTTCCCGTTTTA- - - - - - | g

791 CCGGGCGAAAATCTTCCCGTTTTA- - - - - - e e g

726 TGCCGTGACTGCATTGACGTTGCCCTTGTTTTTTTTTTTTTTTTAGCTCCTTCCACCCCCCTATTAAAGAGCGTTACAGGGCATT

719 TGCCGTGACTGCATTGACGTTGCCCTTGTTTTTTTTTTTTTTTTTTTAGCTCCTTCCCCTTTATTAAAGAGCGTTACAGAGCATT

711 TGCCGTGACTGCATTGACGTTGCCCTTGTTTTTTTTTTTTTA- - - - - GTCTCCTTCCCCCTCATTAAAGAGCGTTACAGAGCATT

710 TGCCGTGACTGCATTGACGTTGCCCTTGTTTTTTTTTTTTTA- - - - - G-CTCCTTCCCCCTCATTAAAGAGCGTTACAGAGCATT

TGCCG TGACTGCATTGACGTTGCCCTTGTTITTTTTITTTTITITITTITITTAHTT - - -=-G-CTCCTTCCCCCTHATTAAAGAGCG TTACAGAGCATT
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Motif #6

CDSA CDS B
Motif # | IGR ID Tell-like Tellldike Tell-like Tellldike
CDS ID Product Description CDS ID Product Description CDS ID Product Description CDS ID Product Description
149 |TcCLB.506529.70  hypothetical protein, conserved TcCLB.508593.130 hypothetical protein, conserved TcCLB.506529.80  hypothetical protein, conserved TcCLB.508593.140 hypothetical protein, conserved
156 |TcCLB.506529.140 hypothetical protein, conserved TcCLB.510885.50  hypothetical protein, conserved TcCLB.506529.150 hypothetical protein, conserved TcCLB.510885.60  hypothetical protein, conserved
175 |TcCLB.506529.340 Protein kinase domain, putative TcCLB.510889.30  kinase, putative TcCLB.506529.360 cytochrome c oxidase subunit IV, putative [TcCLB.510889.50  cytochrome ¢ oxidase subunit IV, putative
176 |TcCLB.506529.380 serine/threonine protein phosphatase, putative |TcCLB.510889.80  serine/threonine protein phosphatase, putative  |TcCLB.506529.400 hypothetical protein, conserved TcCLB.510889.100 hypothetical protein, conserved
189 (TcCLB.506529.610 hypothetical protein TcCLB.510889.290 hypothetical protein TcCLB.506529.620 hypothetical protein TcCLB.510889.300 hypothetical protein
. IGR 189
I GR 176
L IGR 175
— IGR 156
L IGR 149
I T T T T T 1
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IGR_176_(Tcli-like)/1-2118
IGR_176_(Tel_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Tciii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925

Nucleotide position (bp)

IGR_189_(Tcli-like)/1-307 4 1 GAAAC TATCGACAGGATGGATCAAAAGAAATAAAAAAATATCAATGAAATGACAGCCATGCGGAAGGAGGAAGCACGTACAAAAAAAAAAAAAGAAAAAA
IGR_189_(Tciii-like)/2-3013 1 GGAAACCATCGACAGGATGGATCAAAAGAGATAAAAAAATATCAATGAAATGACAGCCATGCGGAAGGAGTAAGCACGTACAAAACCAAACAAAAAAAGAA
IGR_189_(Tc/_SylvioX10)/1-2900 1 GAAACCATCGACAGGATGGG TCAAAAGAAATAAAAAAATATCAATGAAATGACAGCCATGCGGAAGGAGGAAGCACGTACACACACACAAAAAAGAAGAA
Consensus
e ———————————— S
GCGAAACCATCGACAGGATGGATCAAAAGAAATAAAAAAATATCAATGAAATGACAGCCATGCGGAAGGAGGAAGCACGTACAAAAACAAAAAAAAAAAGAA
ey I i g oy T T S S e
IGR 376 (TEl IREISIA-ASTT = mm s s s e e e e e e e e e e e e e e e e e e e e e i e e e i
R b = = Y = 2 < S
R L I B U =) 3 ) - L
R Wy o Iy T T . e G e e
IR I o oy F I e S e
ey Ry o T T 17 L 7 P S
IGR 375 (Tell-BhmlA-3408 = mm s s s s e e e e e e e e e e e e e e e e e e e e e i i e e e e e e
e i = = ) s B - L
IGR_156_(Teclii-like)/1-925 = = =& = & @ o & m o o o m ot o m o h o mm o mm o mm o mh e mh o mh o mh o mh e mhmhh o hhmmf o mfmhfmmmmmf o hf o hf o hf o hf e hf o hf o h e m e e o e e oo o oo - o
IGR_189_(Tclii-like)/1-307 4 101l TAAAAATAAATAAGAAAAGGGGC TAAAACAACGGCAATATG TGAAGCGCCAACAATCAAAGGACGAAGTCAAGGATGGGGGAGGATTACAACTGCACTTG
IGR_189_(Tciii-like)/2-3013 101 - - - - - AATAAATAAAAAAGTGGC TAAAACAGCGGCAATATG TGAAGCGC CAACAATCAAAGGACGAAGTCAAGGATGGGGGAGGATTACAACTGCATTTG
IGR_189_(Tc/_SylvioX10)/1-2900 101 - - - - - AATAAATAAAAAAGTGGC TAAAACAGCGGCAATATG TGAAGCGCCAACAATCAAAGGACGAAGTCAAGGATACGGGAGGATTACAACTGCACTTG
Consensus
B e ———————————————————————————— T —————— .
————— AATAAATAAAAAAG TGGC TAAAACAGCGGCAATATG TGAAGCGCCAACAATCAAAGGACGAAGTCAAGGATGGGGGAGGATTACAACTGCACTTG
B bl o B oy s T L T e e e
IGR_ 376 _(TE4 JRcIEIMA-I933 = = e e e e e e e e e m e e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e a e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e -
IGR 176 (Teli-hkel/l-2048 == == o - s o s s s s = e e s e e e = m s = e e E e e e E e e e e E e e e e e E e e e e e R e m e e = e e e ==
MGR 349 (Tel IREIEIA 2438 0 mmmmmm s s e e e e e e e e e e e e e e i e e e e e e e e e e e e e e e e e i
IGR_149_(Tecli-like)/1-2307 = = = = = o e e e e e e mm o mm e mm e e e e e e e m e mm e m e e m e et e e m e e m e e m e e e e e e e e e e e e e e e e e m e e m e e m e e e e e e e e e e e e e e e e e o - - -
IR W o oy T T e
IGR_175_(Tcli-like)/1-1436 00 = = =& = & = = & & & e o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e - - - -
) b = L =y Y B e e T e
IGR_156_(Tcli-like)/1-956 =00 = = = = = = & & & & & o o e o e s s e s s s e e s e e e e e e s e e s e s e e s s e e e s e s e e s e e e e e e e e e m e e e e e e e e e e e e e e e e e e e e e e e e e - e - - - - - - -
IGR_156_(Tclil-like)/1-925 0 = = = & - & - & & - & & & - D & Do m Do o e m o e = e m o e o e m e e m e m m m m e = e e m e m e e o e m e e e e e & e m e m e o e m e e e m e e e m e e e e m e e e m e — m e - - - - - - -
IGR_189_(Tcli-like)/1-307 4 20l CAGCAGAGGGGG TG TAGAGAAGGGAAAGATGATG TTTAC TGAAAGCCAATAGGAAGGAATGCC TGCAGTCATGCACGTTTGTGTATGTTATGGTCTTTCT
IGR_189_(Tciii-like)/1-3013 196 CAGC TGAGGGGG TG TAGAGAAGGGAAAGATGATG TT TAC TAAAAGCCAATAGGAAGGAATGCCTGCAGTTATGCACGCTTGTGTAATGTTATG-TTCTTT
IGR_189_(Tci_SylvioX10)/1-2900 196 CAGC TGAGG TGG TG TAGAGAAGGGAAAGATGATG TT TAC TAAAAG TCAATAGGAAGGAATGCC TGCGGTTATGCACGCTTGTGTATGTTATGTTCTTTCT
Consensus
e ————————————————— Pl _e e
CAGC TGAGGGGG TG TAGAGAAGGGAAAGATGATG TT TACTAAAAGCCAATAGGAAGGAATGCCTGCAGTTATGCACGCTTGTGTATGTTATGGTCTTTCT
IGR_176_(Tecli-Iike)/1-2118 = = = = =& & & e e e e e e m e m e e e m e e e e e m e e m e e e e e e e m e et e e e e e m e et e e e e e e e e e e e e e e m e e m e e m e e m e e e e e e e e e e e e e e o e oo
I By o T TS T T L S e e
IR B o o oy s T O e e e
IGR_349 (T4 JRcl4)fI-24383 = o o c o o o o o o o= = - 2= =222 ccc=cc=2ccccccfcccccccccc-cccccccccccccccccccccccccccsce ===
IGR 149 (Tel-BhelE-230F = @ mmmmmimm s s e s e e s s e e e e e e e e e e e e e e e e i e e e e e e
IGR_149_(Teclii-like)/1-27 47 = = = = =@ & & o e e e e mm o mm o m e mm e m e e e m e m e mm e e m e e mm e e m m e m e mm mm e e ek e e e e e e e ek m e mmmm e e m m e e m e e e e e e e e e e e e e e e e — o - -
B b = o Y s B < T
I By o oy T T . e G 0 e e
L IR L By oy I T L e e 0 e
Iy o T L
IGR_189_(Teli-like)/1-307 £ 301 TTCTCTCTCTCTCCCTCTCTCTCGCATGTGAGTATGCATCCAGGC TAGAGCG-CTTTGATGCCATTGAGCCATAATTTGATGTGCAGTC TAAATGAAACA
IGR_189_(Tcii-like)/2-3013 29SS CTC TC TC TC TCTCCC TC TC TC TCGCATGTGAGTATGCATCCGGGC TAGAGCG - CTTTGATGCCATTGAGCCATAATTTGATGTGCAGTC TAAATGAAACA
IGR_189_(Tci_SylvioX10)/1-2900 296 €T - -------- - TTCTC TC TC TCGCATGTGAGTATGCATCCGGGC TAGAGCGATTTTGATGCCATTGAGCCATAATTTGATGTGCAGTC TAAATGAAACA
Consensus
il e —————————————————————————————————rree e ————
CTCTCTCTCTC TCCCTC TC TCTCGCATGTGAGTATGCATCCGGGC TAGAGCG-CTTTGATGCCATTGAGCCATAATTTGATGTGCAGTC TAAATGAAACA
IGR_176_(Tcli-like)/1-2118 = = = = = = = = = = = = = = & & & & D s s D s s s s s s s s s s s m s s e s s s s s s s s s s s s s mm i m s o m ks s m i m s m s s s ks ek s s s e s s s s e s s s s s e s s - e - - - - - - -
IGR_176_(Tc/_JRcI4€)/1-1931 = = = = = = = = = = = = = = = = = & & & & s s s s s s s s s m s m s s m s m s s s m s s m s s s m s m s s m s s s m - m s mm s m s m s s s s s s s s s s s - m s s s - s s s s - - - - - - - - - -
I b B g oy o T T S
R I S T T T T e G e e
IOR 149 (TRl-BkedfA-2307 3= == - - s = s s s c s s s e == e s s e === s = mmmm === mm === m s === s = s === = s == m e e mmm == e mmmm == m e s === ===~
IGR 149 (TEl-Mhel/l- 2747 = — s s s s s L e e L s s L L s s s e e s s s e s s e e s e e s s e s e e s e s s e s s m s s s s s s s s
ISR 375 (TEl-BERE-3436 == mmmmmmm s s e e e e e e e e e e e e i e e e e e e e e e e i
R b = o = Y e 1 S
R Ry o Y T TR L S G N G
IGR 156 (Teli-Rkelfi-925 =00 0 m o s s s s s s s = s m e e = = e e e e = e e e e e e e e e e e e e e e e e e e s e e e e e e e e e = e e e e e e e e e e = s = e e === === = =
IGR_189_(Tecli-like)/1-307 4 400 GTCCAGAACCGCTGETGE - - - - - - TGCTGTTACTCATGCATG-CGGGCAATGACGTCCAGCAACGTGGCCGACGTTCATGAGTTTAATTAAAACCATTTC
IGR_189_(Tciii-like)/2-3013 394 GTCCAGAACCGC TGC TGC TGC TGC TGC TG TTAC TCATGCATG - TGGGCAATGACGTCCAGCAACGTGGCCGACGTTCATGAGTTTACTTAAAACCATTTC
IGR_189_(Tci_SylvioX10)/1-2900 386 GTCCAGAACCGC TGC TGC TGC TGC TG TTA- - -CTCATGCATGTGGGCAAATGACGTCCAGCAAAGTGGCCGACGTTCATGAGTTTACTTAAAACCATTTC
Consensus
o ———————————————————————————rrmraeetiE e ————————————————————
GTCCAGAACCGC TGC TGC  TGC TGCTGC TG TTACTCATGCATG - -GGGCAATGACGTCCAGCAACGTGGCCGACGTTCATGAGTTTACTTAAAACCATTTC
IGR_376_(Tel-Nike)fi-22338 = s e e m e m e h e e e h e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e m e e e e me -
IGR I76 (Tel JReISIA-ASTT = mm s s m s e e e e e s e e e e e e e e e e e e e e e e i e e e e e e e e e
IMGR 376 (TEMINReMA-2048 @ mmm s s s s s e e e s e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e
R L R B U =) 3 ) - L
R I o T oy T T e G 0 N e
IR Wy o o F I v G S e
IGR_175_(Teli-like)/1-1436 e U0 UG O U U U UG U N)O G U U U U U B - - - - - - - - - - - - - - - - - - oD acoaaoaaon-
IGR_175_(Telii-like)/1-1403 P D - - - - - - - - - - - - - - — - == === === ======22+2=
IGR 156 (TEN-BERNE-SSE = mmmmmm s s e e s e s e e e e e e e e e e i e e e e e e e e e e i e e e e e e e e e
B e =y o Y 3 L
IGR_189_(Tcli-like)/1-307 4 493 ATTCATATTTATTTATTTTTATTTTTAT TTTTATTTTTATTTTTAATTTTTCTATCGGGCCTATGTCTTATTACTTCTATTTATTTATTTATTTTATTTT
IGR_189_(Teiii-like)/1-3013 493 ATTCATATTTTTAT T TTTAAT T T T T T T - - - - - - - - - - o o oo oo oo ATTTTATCGGGCATATGTCTTATTACTTCTATTTATTTA- - - - - - - - - - - - -
IGR_189_(Tel_SylvioX10)/1-2900 483 ATTCATTATTTTTTATTTTTATTATTATTTTT T T ------ -~ - - TATTATTTTATCGGGCCTATGTCTTATTACTTCTTATTTTTT T T - - - - -~ -
Consensus
N —— B W
ATTCATATTTTTITTATTTTTATTTTTAT T I I T -T -~ --------- ATTATTTTATCGGGCCTATGTCTTATTACTTICTATTTATTITAT - - - - - - - - - - - -
IRl o oy T L e 0 e e
IR B o T s T T e 0 U U e
IGR_I76_(Tell-lika)fi-2043 = = 0 o m oo o o o e m m m e e mm e m e e e e e e e e e m e e e m e e m e m e e e e m e e m e m e m e e e e m e e e e e m e e m e e e e e e e m e e e e e e me e e
IGR 349 (TEl JREISIA-S4T0 = mm s s s e e e e e e e e e e e e e e i e e e e e e e e i e e e e
IGR_149_(Tecli-Iike)/1-2307 = = = = = e e o et e e mm e mm e e e m e m ot e et e mm mm e mm e e e m m e m e e m m e m e e m e e e e e e e e e e e e e e e e e m e e f m e m m e e e e e e e e e e e e e e e oo - -
R L R o o Y =
IGR_175_(Tcli-like)/1-1436 12 - - - - - ----- GGGGCCCTGACGGTGATGGAGACGCCACCGAGTCCTGATAAGTAATCAAAGCCACGCCATCGGTGATAATTGTGGTGGTGGTAGTAGTAG
IGR_175_(Telii-like)/1-1403 12 - = = = = = = = - - GGGGCCCTGGCGGTGATGGAGACGCCACCGAGTCC TGATAAGTAATCAAAGCCATGTCATCGGTGATAATTGTGGTGGTGGTAGTAGTAG
IGR_I56_(Tel-like)fi-956 = m o m e m e o m m e m e e e e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e me e - e -
IGR 156 (TEl-BhelA- 825 00 s s s s s s s s s e s s e e e s s e e e s e e s e i s e i e e e e e e e e e e e e e e e e e e e
IGR_189_(Tcii-like)/1-307 4 S92 ATTTTATTTTATTTTTATTTTATTTTTTGCGATGATAACATAAACATATGGGTTTTCT-TCTTTTTATCTCTC T T T T T T T T T - - - = = = = = = = = = = = = -~ T
IGR_189_(Teciii-like)/1-3013 559 - - - = = = = = = = = = = CTTATTTTATTTTTTGCGATGATAACATAAACATATAGGTTTTCT-TCTTTCTATCCCTCTTT T T T T T T T T - - - - - - = = = = = — - - - =
IGR_189_(Tei_SylvioX10)/1-2900 SEL - - - - = = = = - - e . mmmm— == TTTTTATTGCGATGATAACATAAACATATAGGTTTTTCTTCTTTCTATCCCTCTTGTTTTTCTTCTTTTTCTTCTTTTCT
Consensus . . . - . . . . - - . . . . -
---------- GGGG+++TH+HT THT T TAT TGCGATGATAACATAAACATATAGGTTTTCHATCTTTCTATCTCTCTTHTTTTTHTH+HGTGGTGGTAGTAGTA+
IGR_176_(Tecli-Iike)/1-2118 = = = = = o & o o e e e m m o m e mm e e e e e e e e m e e m o m e e e e e et e et e et e e m e e e e e e e e e e e e e et e et e e m e e m e e e e e e e e e e e e e e e e e e e e o - o
e I B o T 7o T e e e
I B o o T . e e G P e
IGR_349 (Tl JRcIEIA-2433 = = m e e e e m e e e m e e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e a e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e -
IGR 149 (TeliBhked/d- 2307 = = == o s s s e s e s = e e s e e e = mE e = e e E e e e e E e e e e E e e e e e e E e e e e R e e e = e e e ==
e I W g o ey L O ey
IGR_175_(Tecii-like)/1-1436 102 TATTGG TGGC TGCGGC GGG TG TAGCATGAAAGG - - - - - - - = = = = = = = - - AAAATGACGC - - - - - - - - - CACAGGGCAAGTAGGAAAGAATGAGTTTTGGC
IGR_175_(Teciii-like)/1-1403 102 TGTTGGTGGC TGCGGC GGG TG TAGCATGAAAGG - - - - - - - = = = = = = = - - AAAATGACGC - - - - - - - - - CACAGGGCAAGTAGGAAAGAATGAGTTTTGGC
T IRl oy I T L
IGR_156 (Teli- kel 925 000 s s s s o s s s s s s s s s s s s s s s s s s s s e = s s e m s s s s s s s s m s s s s s s s s s s s s s s s m s s s s s s s s mm s s e s s mm s m s mm s == — === =
IGR_189_(Teii-like)/1-307 4 675 TETTAAAG - ACGET - -TTATGTTGAATTCAA - - - - - - - - CTCTTTTATTATATTTATTATTATTGGTACTTTTGTTTCCTTTCAAATATATATTGTCGCC
IGR_189_(7elii-like)/1-3013 630 CCTAAAGG-CGCTT--TATGTTTGAATTTAA - - - - - — - - CTCTTTTATTATATTTATTATTATTGGTACTTTTGTTTCCTTTCAAATATATATTGTCGCC
IGR_189_(Tci_SylvioX10)/1-2900 G4l TC T TAAAGGCGC TTTACG T T T T TGAAT T TAACTC T T T T T T T T T TATATTATATTTATTATTGTTGGTACTTTTGTTTCCTTTCAAATATATTTATGTGTG
Consensus . . . . . - - * w
TCTTAA+GGCH+GCTGCH+GH+HTGTTGAATTHAAGG - - - - - - CTCTT T TAT TATAT T TATTATTATTGGTACTTTTGTTTCCTTTCAAATATATATTTTTGHC
IGR_176_(Tecli-like)/1-2118 P GCAGGTGAGAGACACCATCACATC - -
IGR_176_(Tei_JRcl4)/1-1931 T GCAGGTGAGAGACGCCATCACTTC - -
IGR_176_(Teciii-like)/1-2043 L & m s m m e e e e e e e e e e e e e e e e e e e et e e e h e e e e e e e m e e e m e e e m e e e e mm e e e e oo oo GCAGGTGAGAGACGCCATCACTTC - -
IGR 349 (Tl JRclfIfA-2489 == o mm e e m e e e e m e e m e s s s e e s e s e e e e m = e e e e m e e e = e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e = =
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IGR_349 _(Telil-like)fi-2747 = = 0 0 o o c oo e oo mm s o e m e o e e e o e s e e e e e e e e e e e e e e mim e e e s s e e e ce e mee e e e e
IGR_175_(Tcli-like)/1-1436 17 7T  GATGAAT T TATAT TC TG TATATATATATATATATACATGCATACATGTGCATTTACGTTTGTTTGTGTCTGTGGATATATACATCATGTGACGATAGCTG
IGR_175_(Tcili-like)/1-1403 177 GATGAAT TTATATTC TG TATATACAT - - - -ATATACATGCATACATGTGCATTTACGTTTGTTTGTGTC TG TGGATATATACATCATGTGACGATAGCTG
IGR_156_(Tcli-like)/1-956 = =0 = = & & & & & e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e m e e e e e e e e e e e e e e e = e = m - -
IRy o oy T T L e o G G e
IGR_189_(Tcii-like)/1-307 4 TEA G TGCAAT TTCG TATG TATATATG TATATATATCTATATATTTTTTTCTGCACGGGC  TTTTTTTTTTTTTT - - - - - - - - - - - - - o = o - o o o o o o o - - - - - -
IGR_189_(Tciii-like)/2-3013 IO GTGCAAT TTCG TATG TAT T T T T T TAT T T T TAT T T T TAT T TTTTCTTCTGCACGGGC TTTTTTC TTTTCTTTTTCTTTTGGATATTATTATATTTATTA- -
IGR_189_(Tc/_SylvioX10)/1-2900 FTAL TG TG TG TGET - - - - - - = = = = = = = = = = = = & & & & & & & oo m - === - GTGGTCGCCGTGCAAT - - - - - - - - - TTCGTATGTATTTTTTATTTTTTCTTC - -
Consensus . . - . . - . - . -
GH+TGAATTTH++++THTHTATATATATATATATATAH+ATGH+THCHTGEGTGCACGHH+CTTTTHTTTHTHTHTGTHHFGCGTATGTAAF+FTGATGHCATCACTTCTG
IGR_176_(Tcli-like)/1-2118 25 - - - TCCCCTGCCTTCACTTTGTACCT - --TTCTTTTTTTT------- - TTTTTTTTTTTTTTTCGCCTTCTCCTTCCAGCAGTTGTCCACCTCATCTTCT
IGR_176_(Tc/_JRcl4)/1-1931 25 - - -TECCCTGCCTTCACTTTGT - - - - - - = - - = = = = = - - - c----=---- CCTTTTTTTTTTTTCCGCCTTCTCCTTCCAGCAGTTGTCCACCTCATCTTCT
IGR_176_(Tclli-like)/1-2043 25 - - - TCCCCTGCCTTCACTTTGTCCCT---CTTTT--TTTT------- - TTTTTTTTTTTTTTTCGCCTTCTCCTTCCAGCAGTTGTCCACCTCATCTTCT
IGR_149_(Tel JRcI€)/1-2433 = = = = = = & & o e o e o e m e e m e e e e e e e e e m o m e e m e mm e e e e m e e m e m e e m e e e e o e e e e m e o e m e m e e m e e o e e e m e m e e e e m e e e e e e e e e e - - -
IR I o oy T I . S N
IGR 349 (Telll-Bhkalfi-2747 = == s o s m e s s s m e e e = e e e e e e e e e e e = e s e e e e e s e e e e e s e e e e = e e e e e e e e e e = e e e e s e e e === === = =
IGR_175_(Tcli-like)/1-1436 27T CTGC TC TTTGCCG TC TCTTTCCAATGGG TTGCG TGACACATC TACCGC TGC TGCAACCAATACCACCACCACCACCACCACCATCACCGCCGCTGTCGCC
IGR_175_(Tciii-like)/1-1403 273 CTGC TC TTTGCCG TC TC TTTCCAATGGG TTGCG TGACACATC TACCGC TGC TGCAATCAATACCACCACCAC - - -CACCACCATCACCGCCGCTGTCGCC
L BT =y =y o B L e i i i
e e = o ) o B - - L
IGR_189_(Tecii-like)/1-307 4 834 - - - - - - - — e e e e ool oo TTGGATATTATTATTAT - - - - - - - - TATTATTATTATTTTGAGCACCTCCCTTCGTGGGTTGAAGTGAAGTTATGCC
IGR_189_(Telii-like)/1-3013 817 - - -TATTTATTACCACGATGCCGTTGATTATTATTATTAT - - - - - - - - TATTATTATTATTTTGAGCACCTCCCTTATTGGGTTGAAGTGAAGTTATGCC
IGR_189_(Tel_SylvioX10)/1-2900 793 - - - TGCACGGGCTTTTTTTTCTTTTTGTTTTGGATATTAT - - - - - - - - TATTATTATTATTTTGAGCACCGCCCTTATTGGGTTGAAGTGAAGTTATGCC

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tci_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tcili-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tciii-like)/1-3013

IGR_189_(7el_SylvioX10)/1-2900

111
97
109

203
206
882

Consensus

IGR_176_(Tell-like)/1-2118
IGR_176_(7el_JRcl4)/1-1931
IGR_176_(Telli-like)/1-2043
IGR_149_(Tel_JRcl4)/1-2433
IGR_149_(Teli-like)/1-2307
IGR_149_(Telii-like)/1-27 47
IGR_175_(Tell-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Telii-like)/1-925
IGR_189_(Teli-like)/1-307 4
IGR_189_(Telii-like)/1-3013

IGR_189_(7el_SylvioX10)/1-2900

173
159
171

460
453

1001
1003
981

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tcl_JRcl4)/1-1931
IGR_176_(Tclil-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcii-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

219

1073
1081
1053

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tc/_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

303

302
21
21
21

603

582
12
12

1157
1173
1149

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tci_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tcili-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tci_SylvioX10)/1-2900

1247
1247
1208

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tci_jRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Tciil-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

Consensus

IGR_176_(Teli-like)/1-2118
IGR_176_(Tel_jRcl4)/1-1931
IGR_176_(Telli-like)/1-2043
IGR_149_(7cl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Telii-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Teli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Teli-like)/1-307 4
IGR_189_(Telii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-207 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

572

560
364
362
323

954
138

1530
l4e8
1376

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tcl_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tcili-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tei_SylvioX10)/1-2900

652

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tcl_JRcl4)/1-1931
IGR_176_(Telii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

750
731
745

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tciii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

850

1811
1739
1630

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tci_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

248

241
709
738
703
1359
1326
516

1509
1838
1728

Consensus

IGR_176_(Tclil-like)/1-2118
IGR_176_(Tcl_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tc/_SylvioX10)/1-2900

1048
1026
1041

833
803

614
600
2009
1938
1827

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Telii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Teclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

1113
1085
1105
883
886
888

675
664
2093
2023
1916

Consensus

IGR_176_(Teli-like)/1-2118
IGR_176_(Tel_jRcl£)/1-1931
IGR_176_(Telii-like)/1-2043
IGR_149_(7c/_JRcl4)/1-2433
IGR_149_(7cli-like)/1-2307
IGR_149_(Telii-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Teli-like)/1-956
IGR_156_(Teill-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Telii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

1185
1158
1177
269
268
o976

745
734
2188
2113
2003

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tcili-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tciii-like)/1-3013

IGR_189_(7el_SylvioX10)/1-2900

793
757
2276
2201
2093

Consensus

IGR_176_(Tell-like)/1-2118
IGR_176_(7ecl_JRcl4)/1-1931
IGR_176_(Telli-like)/1-2043
IGR_149_(Tel_JRcl4)/1-2433
IGR_149_(Teli-like)/1-2307
IGR_149_(Telii-like)/1-27 47
IGR_175_(Tell-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Telii-like)/1-925
IGR_189_(Teli-like)/1-307 4
IGR_189_(Telii-like)/1-3013

IGR_189_(7el_SylvioX10)/1-2900

797
761
2370
2294
2191

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tcliil-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcii-like)/1-956
IGR_156_(Teclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

1339
1267
1313
1221
1220
1234

852
821
2466
2392
2288

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tci_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclli-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

1395
1279
1349
1227
1224
1332

885
854
2554
2486
2385

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tcl_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tci_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tcili-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tci_SylvioX10)/1-2900

2654
2586
2485

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tci_jRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Tcliii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

1571
1431
1509
1344
1296
1505

Consensus

IGR_176_(Teli-like)/1-2118
IGR_176_(Tel_jRcl£)/1-1931
IGR_176_(Telli-like)/1-2043
IGR_149_(7cl_JRcl4)/1-2433
IGR_149_(Teli-like)/1-2307
IGR_149_(Telii-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Teli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Teli-like)/1-307 4
IGR_189_(Telii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

1le28
1489
1566
1407
1311
1605

2830
2761
2655

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-207 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

1711
1570
1641
1457
1356
le88

2923
2861
2748

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tcl_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tcili-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tei_SylvioX10)/1-2900

1781
1662
1723
1541
1440
1786

3021
2960
2847

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tcl_JRcl4)/1-1931
IGR_176_(Telii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Tciii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

1855
1699
1807
1le28
1520
1884

IGR_189_(Tel_SylvioX10)/1-2900

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tci_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tciii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

1931
1759
1882
1721
1588
1966

IGR_189_(Tel_SylvioX10)/1-2900

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tci_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

IGR_189_(Tel_SylvioX10)/1-2900

Consensus

IGR_176_(Tcil-like)/1-2118
IGR_176_(Tcl_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

2100
1913
2025
1878
1772
2163

IGR_189_(Teci_SylvioX10)/1-2900

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

1978
1861
2261

IGR_189_(Tel_SylvioX10)/1-2900

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tcliii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

2078
1961
2361

IGR_189_(Tel_SylvioX10)/1-2900

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tci_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tcili-like)/1-27 47
IGR_175_(Teli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tciii-like)/1-3013

2154
2025
2461

IGR_189_(7el_SylvioX10)/1-2900

Consensus

IGR_176_(Tell-like)/1-2118
IGR_176_(7Tel_JRcl4)/1-1931
IGR_176_(Telli-like)/1-2043
IGR_149_(Tel_JRcl4)/1-2433
IGR_149_(Teli-like)/1-2307
IGR_149_(Telii-like)/1-27 47
IGR_175_(Tell-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Telii-like)/1-925
IGR_189_(Teli-like)/1-307 4
IGR_189_(Telii-like)/1-3013

2247
2109
2561

IGR_189_(7el_SylvioX10)/1-2900

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tcliil-like)/1-2043
IGR_149_(Tcl_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Telii-like)/1-1403
IGR_156_(Tcii-like)/1-956
IGR_156_(Tclii-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

2344
2204
2661

IGR_189_(Tel_SylvioX10)/1-2900

Consensus

IGR_176_(Tcli-like)/1-2118
IGR_176_(Tc/_JRcl4)/1-1931
IGR_176_(Tclii-like)/1-2043
IGR_149_(Tci/_JRcl4)/1-2433
IGR_149_(Tcli-like)/1-2307
IGR_149_(Tclii-like)/1-27 47
IGR_175_(Tcli-like)/1-1436
IGR_175_(Tclii-like)/1-1403
IGR_156_(Tcli-like)/1-956
IGR_156_(Tclli-like)/1-925
IGR_189_(Tcli-like)/1-307 4
IGR_189_(Tclii-like)/1-3013

2304

IGR_189_(Tel_SylvioX10)/1-2900

Consensus

7TGCCTGGGTTTCCCTTGCCACCGGTGGAAAAATAGTC

CTGTCCHC TGCCTTCHC TTTC TATTGGH+HT TTHG TTATTATTCTACCGC TATTHTTATTATTTTCACCACCTCCHTCHA+++FGTTGACCHCCHCTTHTGCC

CCGTGCAGTGACATCACGACC - - - - - - - ACTGCTTCAGCGAGCAGC
CCGTGCAGTGACATCACGACC - - - - - - - ACTGCTTCAGCGAGCAGC AGCTACATTAAGGCAGATGCCGG
CCGTGCAGTGACATCACGACC - - - - - - - ACTGCTTCAGCGAGCAGC AACTACATTAAGGCAGATGTCGG

AAATACATTAAGGCAGATGTCGG

AAAAACAAGC TAAACAAGGAGTAGATAAAGAAGGAGAAAAATGATGG
GTCTGGGATTCCCTTGCCACCGGTGGAAAAATAGTC AAAAACAAGC TAAACAAGGAGTAGATAAAGAAGGAGAAAAATGATGG

GTGGGGAGCGGCAAGAGAGAGACAGAGAATAGAGG T TAGGAGGAGGACGTGGTTGAAACATGAAAACAAA - -AACAAAAAGACATGCACACCGATGAGGT
GTGGGGAGCGGCAAGAGAGAGACAGAG - ATAGAGG TTAGGAGGAGGACGTGGTTGAAACATGAAACCAAA - - AACAAAAAGACATGCACACCGATGAGGT
GTGGGGAGCGGCAAGAGAGACAGAGAG - AGAGAGG TTAGGAGGAGGACGTGGTTGAAACATGAAAACAAAAGACAAAAAAGACATGCACACCGATGAGGT

G+GTGGAGTGH+CATH+HACH+HACCAGAGAGAACAGAGTCH+++GAGHAGHACG TGG TTGAAACATGAAAACAAAGGA+THAAAAATACATGHAGACAGATGA+GG

N-------- AAACAATGEEAT - - - - - - B - - - - - - - - - - - - - - - - - e e e e e e e e e o oo GTACGCACTTGTATATGTATGTATA
- ------- AAACAATGCAT - - - - - - I - - - - - - - - - - - - - - C C o o o m o m oo o h e o m—mom— oo GTACGCACTTGTATATGTATGTATA
m-------- AAACAATGCAT - - - - - - IR - - - - - — - - - - — - - - - - - = = - = = — - mm—— oo - - - - - GTACGCACTTGTATATGTATGTATA

GG TAAGGG TAGAATATG TTATG TGAAGAAG TG TAGTAGTGGACATCGTAATCGGCATCAATGAAACGGGCGGGATATTGAGATTTGTGTGTGTGTGTGTG
GG TAAGGATAGAATATGTTTTGTGAAGAAG TG TAGTAGTGGACATCGTAATCGGCATCAATGAAACGGGCGGGATATTGAGATTTTTGTGT

G-------- ATTACATGCAT - - - - - - GCGGACACATAAAATGCATACAACTGTGCGCCTCTCTC - - - - - - - - CCTCTCTGTCCCTCTCTTTGTG - - - - - -
G-------- ATTACATGCAT - - - - - - GCGGACACATAAAATGCATACAACTGTGCGTCTCTCTC - - - - - - - - CCTCTCCCTCTCCCTCTCTTTGTGTGTG
S-------- ATTACATGCAT - - - - - - GCGGACACATAAAATGCATGCAACTGTGCGTCTCTCGC - - - - - - - - CCTCTCCCTCTTTG - - - - - - TGTGTGTG

GG TAAGG - TA+AA+ATGCAT TG TGAAGAAGTHH+FAF+TAAAATGCATHCAACTGTGCGTCTCTCHCACGGGCGGCCTHTHCGHAFT TG TATATGTGTGTHT+

TAC - - - - - - - - - - - - - - AAAGT TGAATAAGTGACTC -CA-TTCAGCGGGGGAGGGGAGGGGAGGGGAAAGGAGG TAAAGAAATTAGTACGACTGACGAGA
ATATATAC - - - - - - - - AA-AGGTGAATAAGTGACTC -CA-TTCAGCGGGGTAGG - - - - - GGAGGGGAAAGGAGG TAAAGAAATTAATACGACTGACGAGA
TATGTATA- - - - - - - - CAAAGGTGAATAAGTGACTC-CA-TTCAGCGGGGGA - - - - - GGGGAGGGGAAAGGAGG TAAAGAAATTAATACGACTGACGAGA

GCGTGGACCCTTTGACAGCT
GCGTGGACCCTTTGACAGCC

--------------------------- B - - - - - - - - - - - - - m o o o o e m e e e e e o e o e o —— = = = - — - — - - [ T T T U
TETETGE TG TEEGEGE TG TGGGGG - - - - - - = = = = = = = = = = = = = = = = = = & & = & & & & & &= & & @ s m e mmmmm oo AAAAGCAGATTT - - - - - - CTGAAAAGCA - - -
----- GTGTGGEGEGEGTGTGGGGG - - - - - - - = = = = = = = = = = = = = = = & & = & & & & o et et e e m e m e~ - -AAAAGCAGATTT------CTGAAAGGCA - - -
----------------------------------------------------------------------------------------- GGATGACGGGA
----------------------------------------------------------------------------------------- GGATGACGGGA
TGCGTGTGTGGCATTGTGGTGTTACTTTC T T T - - - - - - - - TTTCCCTTTTTT----TTGGGAGTGTACGAGTCTCAGATGC - -CTTTGCGGCTGGGC - - T
TGTGTGTGTGGCATTGTGGTGTTACTTTCTTTTTTTCCCTTTTTTTTTTTTT----TTGGGAGTGTATGAGTCTCAGATGC - -CTTTGCGGCTGGGT - - T

TGTG TG TG TGGCAT TG TGG TG TTACTTTC TTTTTTTCCCTTTTTTTTGTTTTGGGGAGGGGAGTGTATGAGTC TCAGATGC - - CTTTGCGGCTGGGT - -T

TGTG TG TG TGGCATTGTGG+GTTH+H++TH+HCGTHACTCCCATTTHAGCHGH+H+T+HGGGG+H+GGGGAGHGHAAHT+AGA+GCAGATHH+ATTHGTCCGHC TGACHGG+

TGAAAAGAACAAAA - - - - - - CAAACAAACAAACAAACAAAAAACAATGAAAAGGAATAAAGAAAAATGGCACTCTCCTGCGTCACATCTATACTTA - - - -
TGAAAAGAACAAAC - - - - - - - - - - - - - - - - - - AAGCAAACAAACAATGAAAAGGAATAAAGAAAAATGGCACTCTCCTGCGTCACATCTATAATTA - - - -
TGAAAAGAACAAAC - - - - - - AAAACA - - - - - - - - - - - AACAAACAATGAAAAGGAATAAAGAAAAATGGCATTCTCCTGCGTCACATCTATACTTA - - - -
TAAATAAGCAAACGCACACACACACACACACAAACAT TGAAGAGGATAAT - - ATTATATACATATATGTACATAATATATGTATGATATATAAGAGATAA
TAAATAAGCAAACG - - - -CACACACACACACAAACAT TGAAGAGGATAAT - -ATTATATACATATATGTATACAATATATGTATGATATATAAGGGATAA
TAAACAAGCAAACA - - - - - - CACACACACAAA- -CATTGAAGAGGATAAT - -ATTATATACATATATGTATATAATATATGTATGATATATAAGAGATAA

-AACAAACAAAAAACAAACAAAAACCAAAATT -AAAT TGCAGAAGGCATTTAGCATCAT TG TGATATTTCAGGAAAA-CCAACCGACATACGCAGGAGGA

-AACAAACAAAAAACAAACACAAACCAAAATT - AAAT TGCAGAAGGCATTTAGCATCATTGTGATATTTCAGGAAAA-CCAAGCGACATACGCAGGAAGA
TATTATCAGCAAAA - - - - - - CAACAA - - - - - - - - B - - - - - - - - - - - = e e e e e e e e e e e e . ... ==------==-=============-=
TATTATCAGCAAAA - - - - - - EARERR - - - - - - - - - - - = = = = = = = = = = = = = = = = = = = = = = = = == === === === === === === === === = = = = = = = = =

TGTGAAGGGCGTGT
TGTGAAGGGCGTGT
TGTGAAGGGCGGGG

TAAAAAGGHC AAAACAAACACAAACAH+ACAAAAACAT TACAAACGATGATHAGHTATATAGATATATGTCAATAAH+ATHCGTCHGATATATACHTGATAA

CGT--GCATGAGGGCGATGAAGCGAGAGGAGAGATCAACAAAAATGGA-GCGTGTGTCTCTGTAGG - - - - - - - - - AAGTGCCGGAGATGTGT -GTGGAGG
7CGT - -GCATGAGGGCGATGAAGGGAGAGGAGTGATCAACAACAATGAA-GTGTGTGTCTCTGTAGG - - - - - - - - - AAGTGCCGGAGATGTGT -GTGGAGG
CGT--GCATGAGGGCGATGAAGGGAGAGGAGTGGTCAACAACAATGAA-GTGTGTGTCTCTGTAGG - - - - - - - - - AAGTGCCGGAGATGTGT-GTGGAGG
GGA- -ATCGTCGAAGAATGAACGAGGAAGGGGATGGAGGAATAATGGAAGGGGGTGCCACATAACG - - - - - - - - - AGTGGCATGAAAGTATC -CAGAGGA

GGA- -ATCATCGAAGAATGAACAAGGAAGGGGATGAAGGAATAATGGAAGGGGGTGCCACATAACG AGTGGCATGAAAGTATC -CGGAGGA
GGA- -ATCATCGAAGAATGAAGGAGGAAGGGGATAGAGGAATAATGGAAGGGGGTGCCACATAACG AG-TGGCATGAAAGTAT -CCGGAGG
AACGAGGGAGAGAAAA- - - -AACGCAAAAAAAAAAAAAGAAGACTTGTCCCTTGCGAAAAACGAAGGAAAGAAAAAAACATCAGAAAGCTGCATTTGGCG
AACGAGGGAGAGAAAA- - - -AACGCAAAAAAAAAAA- - - - - GACTTGTCCATTGCGAAAAATG - AAGGAAAGAAAAAACATCAGAAAGCTGCATTTGGCG
-------------------- ACAACAAAAAAAAAACAACAAAAACAAA-TGAGCCCACTCAAAAGG AAAGACTGAAAAAGGG
——————————————————————————— CAACAACAACAACAAAACAAA-TGAGCCCACTCAAAAGG AAAGACCGAAAAAGGG
CGATGAT TATATATATAT T TATATAT T TATATATATCATGTATATATATATGTTATGTTATGTATAT ATATATTATATTATATT-GCTGTA -
GATGATTATT TATATATCATGTTATGTATAT ATTTATTATATTATATT-GCTGTA -
GATGATTATATTTATATTATC ARG - - - - - - - - = = - - - - - s - e e e e e e e e e e e e e e e e e e - - - .- - -

GG TGAGTATGAGAA+AATGAAGGH+GAAGAGAAAACAAGAATAATGHAAGGG TG TG TCACATAAGGG -AA- - AAAAAATHCCHGAAAAGTGTAGTGG+GG

-GGGAAGAAGGTGGGCTTTTT - - - -
-GGGAAGAAGGTGGGCTTTTTTT - -

TTCTTTC
TTCTTTC

TTTTGTCT
TTTTGTTT

TCTTTACTTTTGGTGTCAACATG
TTTTTACTTTTGGTGTCAACATG

-GGEGAAGAAGG TGGGE T TTTT - ---TTECTTTEC - - - - - - - - - - = - = = - = - = = = = = = = - = - = - - - TTITTGrCm- - - - - - TCTTTACTTTTTGTGTCAACATG
ACGGATAAAATTCTACTCCCTCC - -CGCTTTAAATTGACTCAATTACTGTGCTCTTTTGCTGAGTTTTTCCTCTTTTTCCCTTC - - - - - - AATAAACAGG
ACGGATAAA-GTCTACCCCCTCC - -CACTTTAAATTGACTCAATTACTGTGCTTTCTTGCTGAGTTTTTCCTCTTTTTCCCTTC - - - - - - AATAAACGGG

AACGGATAAAATCTACTCCCTCC - -CACTTTAAATTGACTCAATTACTGTGCTCTCTTGCTGAGTTTTTCC ACTTTTCCCCTTCAATAAACAGT
CCTCTTAAAAG TGGAAAAGAAGAT TC TG TGGAAGAGTGGTGCCTTTTTTTT - -TTTTGT--TTGTTTGATGCATTTTTGACCGCGTTGTTGGTGGTGAAC
CCTCTTAAAAG TGGAAAAGAGGAT TC TG TGGAAGAGTGGTGCCTTTTTTTTTTTTTTTT - -TTGTTTGATGCATTTTTGACCGCGTTGTTGGTGGTGAAC
---ACAGAGTGA GTGGACGAG
- --AAAGGGTGA ATGGACGAG
-CTATATATATATGTATATCTC T - - CTGTATATATAT-ATGTTTTTTTTTTTTCTTC TTC TATCTTTAGTAATATTTGGC TGACTGCGATAGAAGTGAGT
SFE TG TATA- - - - - - - = - = - = = - = - - - - - - m === - T-ATATATATATATTTTCTTC TTCTATC TTTAGTAATATTTGGC TGACTGCGATAGAAGTGAGT
—————————————————————————————————————————————— CTGTTATG TATATATTTATATTAATATATTTGCCTGACCGCGATAGAATTGAGT

ACGGAAGAAAGTGGACTHTC TCC TTC TC T T TAAAT TTACTHAATTTCTGTTHTCTTTTTCTHTGTTTGTHTATTTTTTCCTTACTTTGTTAGTA+ACAGG

CAGTCAT - - - - - - - - TTGTT-GCCGGTTTGTTETTECLC - - - - - - - - - - - - - & & o & o o oo oo oo m oo s m oo ot s o s oo o oo oo oo o= - - CTTTCT
CAGTCAT - - - - - - - - TTGTT-GCCGGTTTGTTETTTE - - - - - - - - - - - = - & & & & ot st s s s s e s s s s e s s s s e s s s s m s m s s = - === === - CTTTCT
CAGTCAT - - - - - - - - TTGTT -GECGGTITTGTTETTIE - - - - - - - - - - - = = & & & & & & - m e o e o e = = = = = = = = = = = = = = = = = = = = = = = — = — = = = = = CTTTCT
CAAAAAAAAAAA- - -AGGAA-TTTGAACGTGGTAACC - - - - - - - - - = - = = = = = = = = - - GAGTGTCCAAGCGTTTCTATTAATACATTTGT - - - - - - - - - -
CAAAAAAAAAAAAGGGGGAA-TTTGAACGTGGTAACC - - - - - - - - - - - - = - - = - - - - - GAGTGTCCAAGCGTTTTCATTAATATATATAT - - - - - - - - - -
CAAAAAA - - - - - - - - AAAAAAAAAGGGAAT TTIGAACG - - - - - - - - - = - = & & & & m & o — & & o m & & — = = & — - m - & — - — - - - - - - - - - - - - - - - TGGT - -
CTA-CTGGTGAATGGAGGCATCACGCATGAATGCGTA- - - - - - - - - - GGGGGGCATTTTGCGTTGG TG TTGTTGGGATTTTTTTTTTTTTTTTTGTATGA
CTA-ATGGTGAATGGAGGCATCACGCATGAATGCGTA- - - - - - - - - - GGGGGGCATTTTGCGTTGG TG TTGTTGGGATTTTTTTTTTTTTTTT--GTATG
GATAATT - - - - - - - - GGACT -G6C - - - - - - - - - - - - = o R e T T R CAGTGG
GATGATT - - - - - - - - GG66CT-6C - - - - - - - - - - - - A - - - - - - - - - - e e e e e e e e e e e e - e - - - - - - - - - = = = = = = = = - = = = = - = - - - - - - - = CAGTGG
CAAAAGAACCGATCGTGGCGAGACGAATGTT TTTTATTTATTTATTTTA- - TGTTTTTTGTTTTACCACCGTTTTATTTTATTTTATTTTATTTTTTTTT
CAAAAGAACCGATCGTGGCGAGACGAATGTT TTTC T TTATTTATTTTATTTTATTTTTTGTTTTACCACCGCTTTATTTTATTTTATTTTTTTG - --ATT
CAAAAGAACCGATCGTGGCGAGACGAAT TTTTTATTTATTTTATATATATAATTTTTTTTATTTT - - - - - - - - - TATTTTT---TTTTGATTGATTGATT

CAAAAAAACCAATHGTGGCHAGACGAATGTTTTTTHCTTTTTATTTTH++G+GTTTTTTGHTTTHCHAFCGTTTTAATTTATTTTTTTTTTTTTCTTTTT

CCTCCTTTATGCTGATCTTACTCCGCCAAATACAGGGTG
CCTTCTTTATGCTGATCTTACTCCGCCAAATACAGGGTG
CCTTCTTTATGCTGATCTTACTCCGCCAAATACAGGGTG
BGTGEGT - - - - - - - = = - = = & = - = = & & & & & o s s s s s e m - e - - - - - - - = - - - = - - -
ATATATATATA- - - - - - - - TATA
AACCGAGTGTCCAAGCGTTTCTA- - - - - -

---------- CATATATATATATATGCAGAC - - - - - -ATC - - -
---------- CATATATATATGTATATGTATGCAGACATC--- - TTGTAATTATT-AGTTT
---------- CATATATATGTATATACATATGCAGACATC--- -TTGTAAT-TATTAGTTT
GTGTGTGTGTGTGTGCTTTGAATTTTTATTATT-ATTTATTTTGGC
TATATATTTGTGTGTGTGTGTGTGTGTATGTGTGCTTT- - -GAATTATTATT-ATTTATTTTGGC
TTAATATATT TGTGTGTGTGTGTGTGTATGC TTTGAATTATTATTACTATTTATTTTGGCG

-TTGTAATTATTTAGTTT

AGAGGTGACGCAACATTTTTCCCTTGTCATCTC - - - - - - - - - - - - TCTATTTAACACTTGGTCTGTTTGGTGTG - -A- - - - - - ACTTCTTCCTTTCTTTT
AAGAGTGACGCCACATTTTTCCCTTGCCATTTC - - - - - - - - - - - - TCTATTTACCACTTGGTCTGTTTGGTGTG - -A- - - - - - ACTTTTTCCTTCCTCTT
AAATTTGGGAGC TGAGTGAGAGAAGAGAAGTGA- - --GA- - - - - - - - - - GAGATGCATGAATATGTCTATTTCA- -AAT----ACTCCGTTTTTTTTTTC
AAATTTGGGAGC TGAGTGAGAGAAGAGAAGTGA - - - -GA- - - - - - - - - - GAGATGTATGAATATGTCTATTTCA- -AAT----ACTCCGTTTTTTT--TT

GATTGATTCTCCCCACCTTTCTTTTTTTATTTTTTTCTTTTCTTTCTTATTCCCATCCTATTTTGTTTACATAGAGAAA - - - -
GATTGATTC TCCTCTCTCTTTTTTTTTTTTTTTTCTTTCTTATTCCCATCCTATTTTGTTTACATAGAGAAA - - - -
NIRRT - - - - - - - - - - - - - - - - - - - - - =@~ === - - CTCTCCTTTCTTTTGTTTACATAGAGAAA - - - -

TCCAGGGTCCGGCCAGC
TCCAGGGTCCGGCCAGC
TCCAGGGTCCGGCCAGC

AATTGTTTC THC TGATTTTTC TC TGCCAATTHCHG TG THT TC T T T THTATATATHTATG TG TATGTTTACTTH+HGAGAAATTATTCTTAF+TTHTTTHTTTH

TATTCCTCTTTTTTTTTCAGC TG TAAGTTTGTGCGAAGGGATGTGCG - -ACCCAATGGAGCCAAGCGGGTGTTGGTTTGGC TTGTTTAGCCGCCCTGCTT
TACTCCTCTTTTTTTTTCAGC TG TAAGATTGTGCGAAGGGATGTG - -CGAGCCAATGGAGCCAAGTGGG TG TTGG TG TGGC TTGTTTAGCCGCCCTGCTT
TACTCCTCTTTTTTTTTCAGC TG TAAGAT TG TGCGAAGGGATG TGCGACCCCCAATGGAGCCAAGTGGGTGTTGGTGTGGCTTGTTTAGCCGCCCTGCTT
GTTTTTTTTTGTTTTGAT T T TG T TGAGAAAATCGTGGAACGTT TG TGCGACCCAATGGAGCCAAGTGGGTGTTGGTGTGGC TTGTTTAGCCGCCCTGCTT
GTTTTTTTTTGTTTTGAT T T TG TTGAGAAAAT TG TGGAACGTT TG TG TGACCCAATGGAGCCAAGCGGGTGTTGGTTTGGC TTGTTTAGCCGCTCTGCTT
TTTTTTTTTTGTTTTGAT T T TG TTGAGAAAATCG TGGAACGTTTG TG TGACCCAATGGAGCCAAGTGGGTGTTGGTGTGGCTTGTTTAGCCGCCCTGCTT
CTTTATTCTTTTTTTTTCC TTTCTAGTAAGC TGCG TGAAGGGATG TGCGACCCAATGGAGCCAAGCGGGTGTTGGTTTGGC TTGTTTAGCCGCTCTGCTT
CTTTATTTC - - --TTTTTTTTTCTAGTAAGC TGCGTGAAGGGATG TGCGACCCAATGGAGCCAAGTGGGTGTTGGTGTGGC TTGTTTAGCCGCCCTGCTT
CTTCGCATTATTTTTTTCCTTTCTAGTAAGC TGCG TGAAGGGATG TG TGACCCAATGGAGCCAAGCGGGTGTTGGTTTGGCTTGTTTAGCCGCCCTGCTT
TTTCGCATTATTTTTTTCC TTTC TAGGAGGC TGCG TGAAGGGATG TGCGACCCAATGGAGCCAAGTGGGTGTTGGTGTGGC TTGTTTAGCCGCCCTGCTT
AGCAGAAGGGAATATTT - - - - - - - - - - - - - - - CTGGAAATATATG TGAGGCCAGATGATGC TACAATAAATAAGCGTATTTTTGTTTAGCCGCCCTGCTT
AGCAGGAGGGAATATTT - - - - - - - - - - - - - - - CTGGAAATATATG TGAGGCCAGATGATGC TACAATAAATAAGCGTATTTTTGTTTAGCCACCCTGCTT
AGCAGGAGGGAATAT TTC TGGAAATATAATATATATATATATATATGAGGCCAGATGATGC TACAATAAATAAGCGTATTTTTGTTTAGCCGCCCTGCTT

TTTTGH+TTTTTTTTTTTCTTTTC TAAGAA++TGCG+GAAGG TATG TGCGACCCAATGGAGCCAAGTGGGTGTTGGTTTGGCTTGTTTAGCCGCCCTGCTT

CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGCGAGTGCCGTTTCTTTTATTTTGTTGCCTCTCCCTGCTGCCGTCCTCCCT
CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGCGGGTGCCGTTCCTTTTATTTCGTTGCCCC - - -CTGCCGCCGTTCTCCCT
CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGCGAGTGCCGTTGCTTTTACTTCGTTGCCCC - - -CTGCTGCCGTCCTCCCT

C-TTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGCGAGTGCCGTTCCTTTTATTTCGTTGCCCCC ---TGCTGCCGTCCTCCCT
CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGCGAGTGCCGTTCCTTTTATTTCGTTGCCTCTCCCTGCTGCCGTCCTCCCT
CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGGGAGTGCCGTTCCTTTTACTTCGTTGCC---CCCTGCTGCCGTCCTCCCT
CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAAGCAGCGAGTGCCGTTCCTTTTATTTCGTTGCCTCTCCCTGCTGCCGTCCTCCCT
CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGCGAGTGCCGTTCCTTTTACTTCGTTGCCCCC - - -TGCTGCCGTCCTCCCT
CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGCGAGTGCCGTTCCTTTTATTTTGTTGCCTCTCCCTGCTGCCGTCCTCCCT
CCTTTTATTATTGACTTTTATTTCCCATCGACACCACGCCGGGGAGGCAGCGAGTGCCGTTGCTTTTACTTCGTTGCCCC ---CTGCTGCCGTCCTCCCT
CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGCGAGTGCCGTTCCTTTTATTTCGTTGCCTCTCCCTGCTGCCGTCCTCCCT
CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGCGAGTGCCGTTCCTTTTACTTCGTTGCCCCC---TGCTGCCGTCCTCCCT
CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGCGAGTGCCGTTCCTTTTATTTCGTTGCCCCC ---TGCTGCCGTCCTCCCT

CCTTTTATTATTGACTTTTATTTCCCATCGATACCACGCCGGGGAGGCAGCGAGTGCCGTTCCTTTTATTTCGTTGCCCCTCCCTGCTGCCGTCCTCCCT

CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGGTT - -
CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGG - TC -

TTTTTTCAAAGACTGCCGCACCGTGACTTTGCAACGAGAGATCCCGGC TGCTGGTGGCGTGT
TTTTTTCAAAGACTGCCACCCCGTGACTTTGCAACGAGGGATCCCGGC TGCTGGTGGCGTAT
CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGG TT T-TTTTTTCAAAGACTGCCACCCCGTGACTTTGCAACGAGAGC TCCCGGCTGCTGGTGGCGTAT
CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGGTC - - TTTTTTCAAAGACTGCCACCCCGTGACTTTGCAACGAGAGATCCCGGCTGCTGGTGGCGTAT
CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGG TTTTTTTTTTCAAAGACTGCCACCCCGTGACTTTGCAACGAGAGATCCCGGCTGCTGGTGGCGTAT
CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGTTTT-TTTTTTCAAAGACTGCCACCCCGTGACTTTGCAACGAGAGATCCCGGCTGCTGGTGGCGTAT
CACCACGTGGGAGGAGGAGGC TGGCGGTTGCGGGT-T-TTTTTTCAAGGACTGCCACCCCGTGACTTTGCAACGAGAGATCCCGGCTGCTGGTGGCGTAT
CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGG TTT-TTTTTTCAAAGACTGCCACCCCGTGACTTTGCAACGAGAGATCCCGGCTGCTGGTGGCGTAT
CACCACGTGGGAGGAGGAGGC TGGCGGTTGCGGG T -T-TTTTTTCAAAGACTGCCGCACCGTGACTTTGCAACGAGAGATCCCGGCTGCTGGTGGCGTGT
CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGG TTT-CTTTTTCAAAGACTGCCACCCCGTGACTTTGCAACGAGAGC TCCCGGCTGCTGGTGGCGTAT
CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGG T -T-TTTTTTCAAAGACTGCCACCCCGTGACTTTGCAACGAGAGATCCCGGCTGCTGGTGGCGTAT
CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGG TTT-CTTTTTCAAAGACTGCCACCCCGTGACTTTGCAACGAGAGATCCCGGCTGCTGGTGGCGTAT
CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGGT-C-TTTTTTCAAAGATTGCCACCCCGTGACTTTGCAACGAGGGATCCCGGCTGCTGGTGGCGTAT

T
i
T
i

CACCACGTGGGAGGGGGAGGC TGGCGGTTGCGGGTTT-TTTTTTCAAAGACTGCCACCCCGTGACTTTGCAACGAGAGATCCCGGCTGCTGGTGGCGTAT

GCCTTTTGCATGCG TGCG TTTTAATGG TAG TG TATGCATGCGCGG TGAATCC TC TCTGAGG TG TG TG TTTTGTAGGGGATGTTGTCTCTTCTTTTTCTTT
GCCTTTTGCATGCGTGCGTTTTAGTGG TGG TG TATGCATGCGCGGTGAATCCCC TC TGAGG TG TG TG TTTTGTAGGGGGTGTTGCCGCTTCTTTTTCTTT
GCCTTTTGCATGCGTGCGTTTTAGTGG TGG TG TATGCATGCGCGG TGAATCCCCTC TGAGG TG TG TG TTTTGTATGGGATGTTGTCTCTTCTTTTTTCTT
GCCTTTTGCATGCGTGCGTTTTAGTGG TGG TG TATGCATGCGCGG TGAATCCCCTCCGAGGTGTGTGTTTTGTAGGGGATGTTGGGTGCGGTGAACTCAG
GCCTTTTGCATGCGTGCG TTTTAATGG TAGTG TATGCATGCGCGGTGAATCCTC TCTGAGG TG TG TG TTTTGTAGGGGATGTTGTCTCTTTTTTT
GCCTTTTGCATGCGTGCG TTTTAGTGG TGG TG TATGCATGCGCGG TGAATCCCC TC TGAGG TG TG TG TTTTGTAGGGGATGTTGGGTGCGGTGAACTCAG
GCCTTTTGCATGCG TGCG TTTTAATGG TAG TG TATGCATGCGCGGTGAATCCTCTCTGAGGTGTGTGTTTTGTAGGGG
GCCTTTTGCATGCGTGCGTTTTAGTGG TGG TG TATGCATGCGCGGTGAATCCCCTC TGAGGTGTGTGTTTTGTATGGG
GCCTTTTGCATGCGTGCG TTTTAATGG TAGTG TATGCATGCGCGGTGAATCCCCTC TGAGGTGTGTGC TTTGTAGGGGATGTTGTCTCTTCTTTTTTT - -
GCCTTTTGCATGCGTGCGTTTTAGTGG TGG TG TATGCATGCGCGGTGAATCCCC TC TGAGG TG TG TG TTTTGTATGGGATGTTGTCTCTTCTTTTTTCTT
GCCTTTTGCATGCGTGCG TTTTAATGG TAGTG TATGCATGCGCGG TGAATCCTC TCTGAGG TG TG TG TTTTGTAGGGGATGTTGTCTCTTCTTTTTCTTT
GCCTTTTGCATGCG TGCG TTTTAGTGG TGG TG TATGCATGCGCGG TGAATCCCC TC TGAGG TG TG TG TTTTGTATGGGATGTTGTCTCTTCTTTTTTCTT
GCCTTTTGCATGCG TGCG TTTTAGTGG TGG TG TATGCATGCGCGGTGAATCCCCTC TGAGG TG TG TG TTTTGTAGGGGATGTTGTCTCTTTTTGTTTTT -

GCCTTTTGCATGCGTGCGTTTTAGTGG TGG TG TATGCATGCGCGG TGAATCCCCTC TGAGG TG TG TG TTTTGTAGGGGATGTTGTCTCTTCTTTTTTHTT

1 R T T e - - - - - - TTCCTTCCCCCTTC TG TAAGAATAGGGGGAGTGGGCGGAGGAGGCCGCAGCCAAGTGA
1 R R I - - - - - - - - - - - - TTCTTCCCCTTC TG TAAGAATAGGGGGAGTGGGCGGAGGAGGCCGCAGCCACGTGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - BRI - B - - - - - - CCCCCTTCCCCTTC TG TAAGAATAGGGGGAGTGGGCGGAGGAGGCCGCAGCCACGTGA
ACGGTGGTCCCTCACTGTTGTCTCTCTTTT------------- - - -~ TTTTGTTTCTGTAGGAATAGGG - AGATGG - - - - - - - - GGCTGCAGTCATGCGT
—————————————————————— TTTTTTTT-----------------TTTTTTTTCTGTAGGAATAGGGGGGTCAG--------GGCCGCAGTCATGCGT
ACGGTGGTCCCTCACTGTTGTCTCTCTTTTTTTTTT - - - - - - TTTTTTTTTGTTTCTGTAGGAATAGGGGGTTAGGGCCA - - - - - - - - - CAGTCATGCGT
-------------------------------- TT-T------TTTCCTTCCCCTTCTGTAAGAATAGGGGGAGTGGGCGGAGGAGGCCGCAGCCACGTGA
e TTTT-T------ TCCCCTTCCCCTTCTGTAAGAATAGGGGGAGTGGGCGGAGGAGGCCGCAGCCACGTGA
TTTTTCTGTAGGAATGGGGGTCAGGGCCGCAGTCATGCGCTTTTATTTTT - - - - - - - - - - - - TATTGTTGTTGTTGTAG- - - -TTGCTGCCTTCTTGTGT
TTTT- - TTTAGGAATAAAGGACAGGGCCGCAGTCATGCGCTTTTTGTTTTTAT - - - - - - - - - TTTTGTTGTTGTTGTAG- - - -TTGCTGCCTTCTTGTAT
------- GTAGGAATAAAGGACAGGACCGCAGTCATGCGCTTTTTGTTTTTATTGTTGTTGTTGTTGTTGTTGTTGTAG - ---TTGCTGCCTTCTTGTAT

T+++TG+TTAGGAATHGH+HGGEGTCH+G++++++HT T TTATGCGC TTTTTCTTTTHCHT TC TG TAAGAATAGGGGGAGTGGGCGGAGGAGGCCGCAGTCATGTGT

CTGTTCTTTTA--CATT---TT--TACGTATATGTGAAATGA - ---TT-------- TGACCCGAAAAAG - -CTTTTT-GTTATATGTGCA - - - - - TT-TG
CTGTTCTTTTA--CATT---TT--TACGTATATGTGAAATGA- ---TT-------- TGACCCGAAAAAG - -CCTTTTTGTTATATGCGCC - - - - - TG -TG
CTGTTCTTTTA--CATT---TT--TACGTATATGTGCAATGA----TT-------- TGACCCGAAAAAG - - TTTTTT-TTTATATGCGCA - - - - - TG -TG
GCATTTTTTTTTTTGG TATAATTCCACGAATGTGCGTTTAGATATATATAAATATATATTTG - -TTTT-------- - - TTTCTTTTGTCT-TTTTT-TTT
----- GCATTTTT TGG TATAAT TCCACGAATGTGCGTT TAGATATATATATATATATTTGTT - -TTTT----------TTTTTTCTTTCT-TTCTTTCTT
GCATTTTTTTT - -GGG TATAATTCCACGAATGTGCGTTTAGA- - - -TATATATT - -TATATAAATATTT - -GTTTTTTTTTCTTTTTTCT-TTTGCT-TT
CTGTTCTTGTT--TTGG---TT--GCTGCTTCCTTGGTTTTA----TT-------- TCGGCTGCTTTTT--TGTT---GTCATCTGTGCG - - - - - CC-TT
CTGTTATTGTT--G6TGG---TT--GCTGCTTTCTTGGTGTTA----TT------- - TTGGCTGCTTTTT--TGTT---GTCATCTTTGCG - - - - - CC-TT

TTATTTCTAA- - - - -
TTATTTCTAA- - - - -
TTATTTCTAG

TGGACAT TGCATATATATATATATATATATATATATGTTTTTGGCGCACTCTTCTGCTTTTTCTTTACTTTTGCCTTTTTTTTTT
TGGACAT TGCATATATATATATATATATATACAT - -GTTTTTGTTGTACTCTTCTGCTTTTTTTTTACTATTGCCTTTT - - -
TGGACATTGCGTATATATATATATA - - - - - - TACATGTTTTTGGTGCACTCTTCTGCTTTTGTTTTACAATTGTCCTTTTT -

CTH+TTTTTTTT T T++TTH+++ATTHCACG TATATG TG TATAGATATATATATHTTTTTGHCCCGCTHTTHTGCTTTTTTTTTATTTTTGCCTTTTTTTTTT

GATAGT - - - - - - - AGAATACA - - - - - - - TGTG TG TG TG TG TG TG TG TG TG TATG TATGCACGACTGCCTTTTCTTTTATACTTTGCGG - - - - - - - - - - -
GATAGC - - - - - - - GGAATACA - - - - - - - TGT------------ GTGTGTACATGTATGCACGACTGCCTTTTCTTTTATGCTGTACGG - - - - - - - - s- - -
GATAGT - - - - - - - AGAATACA - - - - - - - TGTGTGT - - - - - - - - - - - - GTATATGTATGCACGACTGCCTTTTCTTTTATACTGTGCGG - - - - - - - - c- -

TGTTTTGTGTGTGTGTGTGCA - - - - - - - TCTGTCTGTTTGGGTGCATGTGTATATCATATTA TATATGTTTGTGTGTGTTTGGTT

T
TCTGTC TG TT TGGG TGCG TG TATATATACATATATACATGTATATGTCTGTGTGTGTGTGTGTGTTTGATAT

TTGCTTTTGTTTTTGCGTGCA - - - - - - -

USRI - - - - - - - TGCGTGCA- - - - - - - TCTGTC TG TTTGGG TGCG TG TATATG TG TACACATATGTTTGTGTGTGTTTGGTTTGCAG - - - - - - - - A - -
errccT - - - - - - - TTTGTCCT - - - - - - - GTTTTTTTTTTTTGTTCEGTTT - ------ === ===« cCCTT- - - - - TTTTTCCC - - - - - - - - c- -
cerrccp- - - - - - - TTTGTCCT- - - - - - - P T T IR TCECL - - - - - - - - - - - = - & & - & & - = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = «— = = =
TTTTTCCCCTTTC TACGCACAGACGCACACATACAGG TAGAGTGAGACCGATTATCTCTATGTC - - TTCTGCCTTCCAATGGTGTAGG - - - - - - - - AT - -
TCTTTTTCCTTTC TACGCACAGACACACACATACAGG TAGAGTGAGACCGATTATCTTTATGTC - - TTCCGCCTTCCAATGGTGTGGG - - - - - - - - AT - -
TTTTTTTCCCTTCTACGCACAGACACACACATACAGG TAGAGTGAGACCGATTATCTTCATGTCTTCTCTGCCTTCCAATGGTGTAGG - - - - - - - - AT - -

—————————— GAAGTCAACAAACACCACCACGGAAGAAGAAGAAAAAGGAAAG
—————————— AAGTCAACCACAA-CAACCACGGAAGAAAAAAAAA - - - - - - - - - - - = - - - - = - = - -
AAGTCAACCCCCCCCCCCCCGGAAGAAGAAAAAGAAAAAAGAAAAAGGAAGAAGA

- -G TAATGAAAGGCATTTTCTTTTTACATGTTTTTTT- - - -CTTTTTTTATTAGAGGACAGC TGCGCAAGCTGTAACAAATAATAAAAAGAGTTTTTTCC
--GTAATGAAAGGCATTTTCTTTTTACATGCTTTTT - - - - - ATTTATTTATTTGAGGAAAGC TGCGCAAGC TG TAACAAATAAAAAAAAGAGTTTTTTCT
- -G TAATGAAAGGCATTTTC T T TTTACATGTC TT TT T TTTTTTAAAT TTATTAGAGGAAAGC TGCGCAAGC TG TAACAAATAAAAAAAAGTGTTTTTTCT

GCGTAATGAAH+GGH+AF+TTTHH+THTHAF+ATHATTHTTT - - - - TTHATTTA+TCGAGGACAGCHGCGHAAGHHGHAATAAATAAAAAAAAGAGTTTTTTCT

CTCTTCTTCATTCTCTGCTCTTTCTTTTTTTTTCTTTTTTCTTCTT
CTCTTCTTTATTTITITTCTGCTCCTTCTTCCTTTTTETTITTEN - - - - - - - - = - = = = = = = = = = = = = = = = = = = = = = = = = = = = = = — = - — -
CTCTTCTTTATTCTCTGCTCCTTCTTTCTTTTTTTTTTTTT TTTTTCTTGTGTATGTAACGAC - -GATATA
- AAGAAGGGGGGGGGGGAAAGGAGTTGCCATTGC TG TCGTTTTTTTTTTATGTTATGTTA- -TGTTATCTGC TGCGGTGGGTGTGAGAGGAGCCAATAGA
- AAAAAAGAAGGGGAAAAAAGGAGTTTTCATTGC TG TTGGTTTTTTTTTTCTCTTTTCTC - -TTTTCTTTATATATCTTTATATCTATTTA TTTA
AGAAGGGGGGGGGGGGGGAAGGAGTTGCCAT TGC TG TCGTTTTTTTTTTTTTTTTTTTTTAATGTTATC TGC TGCGGTGGGTGTGAGAGGAGCCAATAGA

CGCTTTTCCTTTGCCGCCTCTGCCTAT RIS - - - - (AR - - - - - - - - - GG TGGAAGTGTGTGCG
CGCTTTTCCTTTGCCGCCTCTGCCTATTTCTCTTT----GTTTTTT TGTGGAACTGTGTGCG
TCAAAGG TG TCATGCGTGCC - - TACAGGCATGCGTGCAGGTTTTTGCGCCCCCTCTCCC -G-CGAGCTGGGCCGGCATAAATCCTGGCGCCCGAGAGAGT
TCAACGG TG TCATGCGCGTC - - TACAGAAATGCGTGCAGGTTTTTGCGCCCCCCTCTCCCGCGAGC TGGGCCAGGCATAAATCCTGGCGTCCGCGAGAGT
TCAACGG TG TCATGCGCGTC - - TACAGACATGCGTGCAGGTTTTTGCGCCCCCCTCTCCCG-CGAGCTGGGCCGGCATAAATCCTGGCGTCCGCGAGAGT

TCAAAGGH+G TH+++GCGC TTCTHTATTGHCATCTCTGCCGTTTTTTTTTTTTTTTTTTCTTG-TGTTCTGH+HGH+HTGHCHTGTGTGHG+H+GAGGACGCGATA+A

e - - - - - ------------- B - - - - --------------"-------- ATATATTTTTTTTCTTTTTTTTTCTTTAGGCTTTTCTTTTTTTTT
-------------------------------------------------------------------------------- TTTAGG - - ------TCTTTT
e - - - - - - ------------ B - - - - - - - ------------------- B - - - - - - - - - - TAGGCTW - - - - - - - - - - TRTAT
B - - - - - - - - - - - - s oL oL L L L L L oL oo oo
|

GCAGACGGATACGAGGATGCCTTAGTGTTCCCATAAGGTGCGGCGCCGTTAAAT -GAGGGTTCGCCTGCTTACTGTTGCACCC - -TGTTTTT---TTTCT
GCAGACGGATGCGAGGATGCC TTACTG TACCCATAAGGTGCGTCGCCGTTAAAT -GAGGGTTCGCCTGC TTACTGTTGCACCC - -TGTTTTTTTTTTTCC

TATGACGGATGCGAGGATGCC TTATATTTCCCATAAGGTGCGHCGCCGTTAAAT -GTGGGTTTGH+THCTTACTGTTGCA++CGGTTTTTHTTTTTTTCT

TTTTTTTCT - - - - - - TCCCTTCTTTTCTGTTATTTATTTATTTATTTT - - - - - - TTCT-TTTTCTTTTTCTTTGTGTGTGTGTGTGTGT - - - - - - GTGTG
TTTTTTCTT- - - - - - TCCCTTCTTTTCTGTTATTTATTTA- - - - - - - - = = = = = = = = = = = = - - TTTTTCTTTTTCTTTGTGTGTGTGTGT - - - - - - GTGTG
TTTTTTTCT - - - - - - TCCCTTCTTTTCTGTTATTTATTTATTTATTTT - - - - - - TTCT-TTT------- TTCTTTTTGTGTGTGTGTGT - - - - - - GCGTG

_____________________________________ AGGAGCGCAGGG

GGAGGGGGGGGTTA- -AATCGCAGTGAAATTTGAT - - -GGGAGAAG
TTAGTTG - -TATTTGTGTGCCTTT
TTATTTTTCCCTACAACATACGTGCATCCCTGGCT

TGCTGGCTATAGAGCTGCCTACATACGTACGCA - - - - - - CACG-TTGACATTACTGATAGTCGGGTGGGG
TGCTGGCTATAGAACTGCCTAAATACGTACGCA - - - - - - CACG-TTGACATTACTGATAGTCGGGTGGGG
TTTTTTGCCGCCAAGTGCCCGC TGCCAAT TG TCC TG TTTGACGTGAGGGG TTGGGACGC TG TGAAAAACGAAACGGCGGAACACGGGATACGCGCAATTG
TTTTTTGCCCCCAAGTGCCCGC TGCCAAT TTTCC TG TTTGACGTGAGGGG TTGGGACGC TG TGAAAAGCGAAACGGCGGAACACGGGATACGCGCAATTG
TTTTTTGCCCCCAAGTGCCCGC TGCCAATTTTCCTGC TTGACG TGAGGGG TTGGGACGC TG TGAAAAGCGAAACGGCGGAACACGGGATACGCGCAATTG

TTTTTTGC TCCCAAGTGCCCGC TTTTCA+TTACCTATTTHAGHA+AGGGG TTGGGACGCTTTGHATTACTHATCGG+HG+HGTH+HGTGGATACGCGCGTTTG

TAGCACCAACG TG TTGC TGC TGC TGC TGC TGC TG TTTTG TACACGCCGTCAGACGCACGCGCACACGCAGGAAGAAG - ---T-ACGGAGACGGCGGCAGG
TAGCACCAACGT - - - - - - - - - GTTGCTGC TGC TG TTTTGTACACGCCGTCAGACGCACGCACACACGCAGGGAGAAG - ---T-AAGGAGACGGCGGCAGG
TAGCACCAACGT - - - - - - - - - GTTGCTGC TGC TG TTTTGTACACGCCGTCAGACGCACGCACACACGCAGGGAGAAG - ---T-AAGGAGACGGCGGCAGG
AAGGGGAAATATATTTTTTATTTTTGTAGTGCACGTTTT - - - - - - - - - - - - TGC - - - - - - G------ CCCAA------------ TGACTTGGGGAACATC
CAT - -AACATATTTTTTTTTTTTTTTACATGGACTTTTT - - - - - - - - - - - - TG6T- - - - - - G- - --- - L

CGTCAACCACGTCTGTGTTTT--TTCTTCCCCTCTTTTTCTGTTACCTTGCGGC - - - - - - G----- GCCCAGAGTCGTAACAGCATGAGGGGAGAACAAC
CGTCAACCACGTCTGTGTTTT--TTCTTCCCCTCTTTTTCTGTTACCTTGCGGC - - - - - - S ----- GCCCAGAGTCGTAACAGCATGAGGGGAGAACAAC
CGTCAACCACGTCTGTGTTTT--TTATTCCCCTCTTTTTCTGTTACCTTGCGGC - - - - - - a8----- GCCCAGAGTCGTAACAGCATGAGGGGAGAACAAC

CATCAACHACGTCTTTHTTTTGTTTCTHCTGC TCTTTTTCTCTCHCCH+HTC+H+GGCGCACGCGCACACGCCCAGAGTAGTAACTGAATGAGHGGGGA+CA++

GACG - - - - - - - ACAAGGE - - - - - - - - = = = = = = = = = = = = & = - = - = === == - -~ AGAAGGAGGAGGCATAAAAAAG -GGGGCCTGCCCGGAGTGCAGGGTG
GACG - - - - - - - ACAAGGE - - - - - - - - - - = = = = = = & & & = & = - & - = === === -~ AGAAGGAGGAGGCATAAAAAAAGGGGGCCTGCCCGGAGTGCAGGGTG
GACG - - - - - - - B - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -~ AGAAGGAGGAGGCATAAAAAAG - TGGGCCTGCCCGGAGTGCAGGGTG
- ----------=--=--- TTTTTTACAT - -GCGAGATACTT - - - - - - - - - - - - - GCATCCATGGCTGCTTGCATCTTTT---TTTATCTCTCCCCCCC - - -
-------------------------------------------------------------------- TGTAATTTTT---GTTGT - - - - - - - - - - - - - -

TATG TT TG TATACATC TG TT T TTATTTTGGTT T TTC TTTTC TC TC TG T TC T T TATATAAATATATATTTATATTTGTGTGCCTTTGCGTACGCATAACAA
A- - - - - - - - - CATTCTCTTTTTAT TT T TG TATAATATTTGCATC TACCTGT-GTGCGCATGGTGTTTTTTTTTTCTTTTTTTTTTTTCTCCCCATGCAT
A-------=--- CATTCTCTTTTTAT TT T TG TATAATATTTGAATC TACCTGT-GTGTGCATGGTGTTTTTTTTTTCTTTTTTTTTC-TCTCCCCATGCAT
A------=-=-=-- CATTCTCTTTTTATTTTTTTATAATATTTGCATC TACCCGT-GTGTGCATGTTTTTTTTTTTTT TGTTTCTCTCCCCATGCAT

AACG - - - - - - - ACATCTGTTTTTATTTTTGTATAATATTTGCATCTACCHGT -+TATGCATGH++G+TTTATATTT+T++GC+TTT+C+C+CCCCA+GCA+
AGG-GTGGGGCTCGTGGG - - TGGTGGCGGTGGT- - - -GGTGGGG TAGGGCGCATCAAAGGAGTGCGCCGACAAAAGAGAGAG - - - - - - - AGAGACAG - - -
AGG -GTGGGGCTGGTGGG - - TGGTGGCGGTGG - - - - - - - TGGTGTAGGGCGCATCAAAGGAGTGCGCCGACAAAAGAGAGAG - - - - - - - GGAGAGGGA - -
GGG -CTGGTGGGTGGT - - - - - - - - - - - GGCGGT- - - -GGTGGGGTAGGGCGCATCAAAGGAGTGCACCGACAAAAGAGAGAG - - - - - - - AGGGAGACA - -
- - - - - - - - - - - - - - - - - - - - - - - =~ == - - === - - =~ ATTTATTAGGGT- - - TGGGGTGCTTGTAAGT - - -TTG- - TATACATC - -
-------- ATTT - - - - - - - - — = = = — = = = = = = = - o e oo === - — - - - - - - - TATTAGGAAAAG) - - - AAAAGAAAAAAGAAGT - - -TTTHTNTGTGTGTT - -
AATTTTTTTTTTTTTTCTTCTTTTACATGTAAT - - - -TTTTGTGTGTGTTGTATTTTATT - - - - - - AGGAAAAAAGAGAAGA - - - - - - - AAAAAAAGAAG

ACGTGTTTATG TC TATATA-TTTTTCCTTTAGTC TG TCCACATGAACGGCGCATCGCGCCATTGGACGC TG TTGTGCCACGTTCTTTTTTTCTT
ACGGG  TT TATATATATATATTTTTTTCTTCAGTC TG TCCAAATGAACGGCGCATCGCGCCACTGGACGC TG TTGTGCCACGTTCTTTTTTTCTTTTTTCT
ACGTGTTTATATCTATATT - TTTTTTCTTCAGTCTGTCCACATGAACGGCGCATCGCGCCACTGGACGC TG TTGTGCCACGTTCTTTTTTTCGT

ACGTGTTTATTTCTH+TATH+H-TTTTTH+HC TG TAGTC TG TCCTGG TG TA+GGCGCATCA+++GAGTGHACGGAGAAAAGAGA+GTTCTTTTTTTA+A+A+A- -

-------------------- GGGGA----------GGGGCGGGGGAAAGAAAAAAGAAAGGAACATAAAAACAACAAGCACGAAGAGAGGGAGGAAATAA
-GAAA - - - - - - - GGGGGGAGGGGGGAGGGGGGGGGGCGGGGGGAAATAAAAAAAAGAAAGGAACATAAAAACAACAAGCACGAAGAGAGGGAGGAAATAA
-6666 - - - - - - - GAGGGGGAGGGG6G6G - - - - - - - - - - GGGCGGGGGGAAAGAAAAAAGAAAGGAACATAAAAACAACAAGCACGAAGAGAGGGAGGAAATAA
TGTTTTTTTGTTTTTTGTTTTGCGTGT - - - - - - - - GTGTG TG TG TG TG TGTGTGTGGGATGCGGGAATGAAA- - - -GACAGAGGGAGAGGGAGAGA - - - -
TGTGTGTTTGTGTGTTTGTGTACGTGT - - - - - - - - GGGATGCGGGAATGAAATAAAAAAACAATGAGAAAGA - - - -GAGGGAAAGAGAGGGAGGGA - - - -

TTTTTGTT TG TTTTTTTGTT TG TTTGTTTGTGTGTGGGG TGCGGGAATGAAAAGAAAAAAGAATG - -GAAGAGAGAGAGAGGGAGGGAGGGAGGGAGGGA
- TTCTTTTTGC TG TTGTTGTTGCC TC TTATTTCGTGCGATTTGGTGC TG TTTGGG TG TAGTGAGGGGAAAAGAGG - AAGGGGGTGAGAGCGTGCGAGTGA
TTTCTTTT TG TTG TTAT TG TTGCC TC TTATTTATTGCGATTTGGTGC TG TTTGGG TG TAGTGAGGGGAAAAGAGG - AGGAGGG TGAGAGCGTGTGAGTGA
- TTCTTTTTGC TG TTG T TG TTGCC TC TTAT T TGG TGCGATTTGGTGC TG TTTGGG TG TAGTGAGGGGAAAAGGGGAAGGGGGGTGAGAGCGTGTGAGTGA

T+HTCTTTTTGTTGTTGT+HG TTGCG THT TATTTGGTG+GATGGGGH+AATGAAAAGAGAAAGGAAGGHHFAAAA+AAGAAGGAGGGAGAGAGGGAGGGAGTGA

A-AAGGCTTTCAGGGGACTGACAGACACAAGAAGAG
A-AAGGCTTTCAGGGGAGGACTGAAAGACACAAGAA
A-AAGGCTTTCAGGGGACTGAAAGACACAAGAAGAG - - - - - - - - - - - - - AAATATATATATATATATATATCCATACCCCACCCCAGGCCA--AGTGTAT
—————————— GGGAGGGAGCAATGGC TCATGATTACGTC TTTACACCGAACGCCGGTCAATGAGTTGTTTTATTATATAAATCTAATACGCATGCAT - - -
—————————— GGGAGGGAGCAATGGC TCACGATTACTTC TTTACACCGAACACCGG TAAATGAGATGTTTTATCATACATGTGCATAC - - - - - --AT - - -
GGGAGGGAGGGAGGGAGC - - AATGGC TCATGATTACGTC TTTACACCGAACACCGG TAAATGAGATGTTTTATTATATCTATCTCTATCTCTATATATCT

——————— ATTGTGGGTGC TAACGCGTGGAATTTTAG- - - - - - AGAAGGAGAGGGTGTGTGTAGAAGG
——————— ATTGTGGGTGC TAACGCGTGGAATTTTAG- - - - - - AGAAGGAGAGGGTGTGCGTAGAAGG
------- ATTGTGGGTACTAACGCGTGGAATTTTAG- - - - - - AGAAGGAGAGGGTGTGCGTAGAAGG

A-AAGGCATTGAGGGGGC TAA+GGGCG CAAGAT TAGGTC T T TA+A+H+FGAAAH+HHF TG TAAATAH+AAHGGTTTTATHATACCHATCCCA+GCCH--AGTHTAT
AGTATTGCACGTGTACATATT - - - - - - - - - AATATTAATATATTAATATATATATAG - AACCCAAAGGAAAAGAAATA - - - - - - - - - AAGA - - - - - CACA
----------------- GAAA- - - - - - - - - AAAATATATAT T TATATAAATATATAGAACCCAAAAGGAGAAGAAATA---------AAGA-----CACA
AGTATTGCACGTGTACATATT - - - - - - - - - AATATTAATATATATATATATATAGAA-CCCAAA-AGGAAAAGAAATA - - - - - - - - - AAGA - - - - - CACA

------- GCATGTAATATG TACGG TGGAGTCATGATGTTGTTTTTGTTTAAAACAAACAAACAAACAAAAAAAAGGATGATGATGATGATGATGATGATG
------- GC-------ATGTACGATGGAGCCATGTTGTTGTTGTTGTTTTAAAAAAAGAAAAGAAAAAAAAAAAGGAG - -----------------GAGG
CTATATGCATGCGTGCATG TACGATGGAGTCATGTTGTTGTTTTCGTTTAAAAAAACAAAA- -ATAGGAGGAGGAG - - - - - - - - - - - GAGG - - - - - AGGA

CGCA+ATH+HH+AH+ACH++GCH+HH+AAF+TGHAATAF+FT T TG TATTGAAAAGAGGCATH+TCAATGCGHH+H+AAACATHATAF+FTCAACAACAACAAT+AAT+AAAFTGG++

AGTAATAACGGAAAAAGTAGTCAATTGCATTGTTTTTGAGCGATTTGCATT
AGTAATAACGGCAAAAGTAGTCAATTGCATTGTTTTTGAGCGATTTACACC

TTAGTGTTTGTCTTTTTGCGAG
TTAGTGTCTGTCTTTTTGCGAG
TTAGTGTCTGTCTTTTTGCGAG
ATGTATGTACGCATG TGTGTAAACAAGAAGATACCTCTATATCTGCATGCACGCAGGCAGAGAG
ATGTATGTACGCATGTGTATATATATTATA TTATATACAAGGAGACATGTATACATATGTATATACATGTACATGCATGCACACAGACAGAGAG
ATGTATG TACGCATG TG TATATATATATATAGAGACAAGGAGACATGCCCCTATATACCTCTATATACCTCTATTGATATGCGTGCACGCAGGCAGAAAG

A+++ATHH+H+H+GCA+HAGTAGTCAAT TGCAT TG TTTTTGAGCGAT TTGCAH+CTATGTA-ACATTAGTHTCTGTCTTTHTGH+HGH+HGTGCACGCAGGCAGAGAG

TGAGTTTGGGTCTATTTTT
TGAGGTTGGGTCTATTTTT
TGAGGTTGGGTCTATTTTT
GGGGAGAATGAGAAGGAC TGACAGACGGAGATG TGCG TG TG TG TATTTATGTATG TTTTGGGGGCAAATAGGGACGTTGGGTGAAGGGAGGAAGGGGGGG

GAGGAGAATGAGAAGGACTGACAGACGGAGATGTGCGTGTGHGTHTH++THTATHTTTTGGGEGG -AAA- - -GGGACGTTGGGTGAAGGG - - -AAGGAAAAG

CAAGGAAATGAAAGAAAGAAAGAAAACAGTAAGTTGTT TAT TAAAAGGAAGGAATGGAATAT TAATACATGTGTGCATGTGTGTGTCTATGGAGGGGAGT

TGGGAGGGGATGTCACCTTCCACGCAT
ATTTGGAGAGGAGACAAACGTTAAAACAAAAGGGGTGGCGTGTCTCTCTGTG---------GGAGG - - - - - - - GGGGAGGGGATGTCACCTTCCACGCAT
ATGTGGAGAGGAGGCAAACG T TAAAACAAAAGGGG TGGCG TGCC TCTC TC TCTCTCTCTCTCTCTGTGGGAGGGGGGAGGGGATGTCACCTTCCACGCAT

TTTATCCAAACACTAAGAGGGAAT T TAAAACCGCAGT TAAAAGGGAGAGAAGGAAGACAAACAAACAACAAGAACAGCGAGGCAAATAAA - - - - - - - - - -
TTTATCCAAGCACCGGGAGGGAATTTAGGACCGCAGTTAAAAGGGAGAGAAGGAAGACAAACAAACAAACAAGAAAAAACAACAACAACAACGAGGCAAA
TTTATCCAAGCACCGGGAGGGAAT T TAAAACCGCAGT TAAAAGGGAGAGAAGGAAGACAAACAAAAAACAACAACGAGGCAAATAAA - - - - - - = - - = - - -
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1604

1710
1569
1640
1456
1355
1687

2922
2860
2747

3020
2959
2846

3074
3013
2900

1930
1758
1881
1720
1587
1965

2026
1839
1551
1813
1677
2062

2099
1912
2024
1877
1771
2162

2118
1931
2043
1977
1860
2260

2077
1960
2360

2153
2024
2460

2246
2108
2560

2433
2303
2747

2307




Motif #7

Motif # | IGR ID

TcCLB.510285.100 eukaryotic translation initation factor 4 gamma, putative

CDSA CDS B
Tell-like Telll-like Tell-like Tellldike
CDSID  Product Description CDSID  Product Description CDSID  Product Description CDSID  Product Description
TcCLB.510283.160 hypothetical protein, conserved TcCLB.503823.120  hypothetical protein, conserved TcCLB.510285.20  hypothetical protein, conserved [TcCLB.503823.130  hypothetical protein, conserved

TcCLB.504827.130  eukaryotic translation initation factor 4 gamma, putative  [TeCLB.510285.110 hypothetical protein, conserved |TcCLB.504827.120 hypothetical protein, conserved

IGR_973_(Tclll-like)/1-1993
IGR_982_(Tcli-like)/1-3525
IGR_982_(Telll-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Tell-like)/1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Tell-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Teil-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)/1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Teil-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Tell-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Teil-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Tell-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)/1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Tell-like)/1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)/1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telll-like)/1-1993
IGR_982_(Tcll-like)/1-3525
IGR_982_(Tclll-like)/1-3493

Consensus

IGR_973_(Tclil-like)/1-1993
IGR_982_(Tell-like)/1-3525
IGR_982_(Tclil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telll-like)/1-1993
IGR_982_(Tcll-like)/1-3525
IGR_982_(Tclll-like)/1-3493

Consensus

IGR_973_(Tclll-like)/1-1993
IGR_982_(Tcli-like)/1-3525
IGR_982_(Telll-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Tclll-like)/1-1993
IGR_982_(Tcli-like)/1-3525
IGR_982_(Telll-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Tell-like)/1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Tell-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)/1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Teil-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)/1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Teil-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Tell-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)/1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Teil-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Tell-like)/1-3525
IGR_982_(Telli-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telli-like)/1-1993
IGR_982_(Tell-like)/1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)/1-3525
IGR_982_(Telil-like)/1-3493

Consensus

IGR_973_(Telil-like)/1-1993
IGR_982_(Teli-like)f1-3525
IGR_982_(Telil-like)/1-3493

Consensus

- IGR 982
—_ IGR 973
[ I I I I I I |

(o] 500 1000 1500 2000 2500 3000 3500

Nucleotide position (bp)

1AATTTTCCTTAACTCCCCAATTACCCATACACATTGCAAATAAGTTCTAATTTTAATCATGTCAGTCACGCAAGTACACTCTTTTCTCATACCAATGGGC 100

NN T TN NN NN N N NN NN ... CACCAGCA- - -8
e R N CACCAGCA---8
----------------------------------------------------------------------------------------- CACCAGCA- - -

101 TGCTGTAGGTATGAAGATGAGGCAGAAAAAGCGGACAGAAGCAAATAAACAGCTATATTGAATGGAAGCAAATGAAGTATGGCTCTTTCCCACCCACCCC 200
L CGAATAAAG - - - - = =~ = ==~ — =~ — === ==~ - T18
L CGAATAAAG - - - - = = = = = = = == = = m == m - c1s

20lCCACTCG - -CTAAATTATGATCCCAGGCATCCTACGTACAAATAAGAAGAAAGAGGCGGAGAACAACGACATCAAAAAGGAAAACAACCAAAATAAAAAAZIS

19 CCAGCGG - - CTAACACATGAATAAAGGE - - - - - - - - - - == ========--- BAGGCGGAG - - - - - - - - = = = = == = = = = = ==& & & m o e m oo~ 53
19 CCAGCGG - - CTAACACATGAATAAAGGE - - - - - - - -~~~ =-=========--- BAGGECGGGG - - - - - - - - =~ = === === %=~ =%~ %~ “~“®“®““~“®““~““=2--- 53

CCAGCGG - -CTAACACATGAATAAAGGC - - - - - ------------------- GAGEGCGGAG --~---=---------c-=-c-r--cc-c-ccccmmcem-- ]

299 GGGGAATAGAAAGGACAAATGGGAGAACAAAAACAGAAAACTAAAAATATTAAGAGAAACAGCGAGTTGAGCTTTTTTACCTTCCTCTGCTTTTTTTTTT398

54 - - --c------- GGACAAATGEGG - - - - - - - -----==========2--- TGGGTGCGGCAGEG - - - - - - - - TTTTCTAACAGTGACGGATTT---- - - - 100
TGGGTGCGGCAGCG - - - - - - - - TTTTCTAACATTGACGGATTT---- - - - 100
TGGGTGCGGCAGCG - - - - - - - - TTTTCTAACATTGACGGATTT - - - - - - -
399 T T T T T T T TAGA - - - - - - - AATAGAT - - - - - - - - - TTCTACGGCGGGAGTGTGGTTGAGTGTGGGTGTTTTCTTGTGGTTTTTTCGTGTTTTTTTTTTTTA482
101 ----------GA----- ACCAAACAT - - - - - - - - - me - - - - -------- TGTGTTCAA - ~ - = = = = = = = = m o o oo m o m o e e e e e e e oo e e oo 122
101 -------=---GA--- - - ACCAAACAT - - - - - - - - - 17— TGTGTTCAA - - - = = = = = m = = o m e e e e m e e e e e e e e e e e n o 122

483 TTTTTCCTTTTCCCCTCCTTTTTGTGTAGATGAGTATATGAGTGCATAGGATTTGATTTTGATGTGATGGTTCGTTTTTT-TTTTTTTTTATATTCATTTSSL
- S ;1 | TTTTTTTTTTAATCCATTT152
123 - - - |TIRTRSRTRTRSRTRTRRRRRERRIE] - - - - - - - - - - - - - - - - - = = = = = = = === MM m MM e e e TTTTTTTTTATATTCATTT154

= -~ TTCTTC NTECC - T - ~---=- -~ === - - - - - oo - oo oo - - oo oo TTTTTTTTTATATTCATTT

582 TC - -TTATTGGTGCAATTTTTT - ------------ GGAGGGA- -AGAGTGTGCGGCATTTATG - - - - - - - - AATGGAGGGGGAGGGAAGGAGGAGTCAACESE
153 TC - -TTATTGGTGCAATTTTTT - - ----------- GTAGAGAAGAGAGTGTGCGGCATTTATG - - - - - - - - AGTGGAGGGGGAGGGGAGGAGGAGTCAAC 229
155 TC - -TTATTGGTGGAATTTTTT - - -------=--- - GGAGAGA- -AGAGTGTGCGGCATTTATG - - - - - - - - AATGGAGGGGGAGGGAAGGAGGAGTCAAC 229

TC--TTATTGGTGCAATTTTTT

AATGGAGGGGGAGGGAAGGAGGAGTCAAC

657 GATGG - - - - - - - - - - - - - - - - - - -~ ATGGTGCC - - - -TCTTTTTTGAAC-GTTCCCGCCCACCCGA----GTTTCGGTT-GCCCGATTTTT------- - c 718
230 GATGEG - - - - - - - - - - = = = ===~ ATGGTGCC - ---TCTTTTTTGAAC-CTTCCCGCCCACTTGA----GTTTCGGTT-GCCTGATTTTC - ----- - - C 291
230 GATGEGE - - - - - - - --=-------=-=-=-- ATGGTGCC - - - -TCTTTTTTGAGC-CTTCCCGCCCACTCGA----GTTTCGGTT-GCCCGATTTTT-------- €291

ATGGTGCC - - --TCTTTTTTGAAC-CTTCCCGCCCACTCGA----GTTTCGGTT-GCCCGATTTTT=-------- C

719 TCTTAAAAGACACCGCCTTGGAGGGCAGCGA - - - - - - - - GTGCAGTTTCTTTTTATTTCTCATTCCACCCGCCCA----CTCCCT---CACCACCACCACES03
292 TCTTAAAAGACACCGCCTTGGAGGGCAGCGA - - - - - - - - GTGCAGTTTCTTTTTATTTTTCATTCCACCCGCCCA----CTCCCTCACCACCACCACCAC379
292 TCTTAAAAGACACCGCCTTGGAGGGCAGCGA - - - - - - - - GTGCAGTTTCTTTTTATTTTTCATTCCACCCGCCCA----CTCCCT---CACCACCACCAC376

-CTCCCT---CACCACCACCAC

804 CA-CTACTACTGTGACTCTCCGCA- - - - - TGGGGGGGAGTTTTGTTGGC TGCGAGGCTCCCCCTTTTTTTT - - - - - - - TTTT----TTTAGGGACCGCCG 886
3B0CA-CTACTACTGTGACTCTCCGCA - - - - - TGGAGGGGAGTTTTGTTGGCTGCAAGGCTCCCCCTTTTTTTT----- - - NN - - - - - TTTAGGGACCGCCG 461
377 CA-CTACTACTGTGACTCTCCGCA - - - - - TGGAGGGGAGTTTTGTTGGCTGCGAGGCTCCCCCCTTTTTTT--------------- TTTAGGGACCGCCG 455

CA-CTACTACTGTGACTCTCCGCA TTTAGGGACCGCCG

887 CTTCGTGGGGTCCGCAGCGCGCCCGGTTTTCATAGGACGAGCCTCAATGGACCGATTGGTTTACTGATGTATGGGC - - - - - - - - - - - - - GTGGGGTGAAT 973
42 CTTCGTGGGGTCCACAGCGCGCCCGGTTGTCATAGGACGAGCC TCAATGGACCGATTGGTTTACTGATGTATGGGC - - - - - - - - - - - - - GTGGGGTGAAT S48
456 CTTCGTGGGGTCCGCAGCGCGCCCGGTTTTCATAGGACGAGCCTCAATGGACCGATTGGTTTACTGATGTATGGGC - - - - - - - - - - - - - GTGGGGAGAATS42

CTTCGTGGGGTCCGCAGCGCGCCCGGTTTTCATAGGACGAGCCTCAATGGACCGATTGGTTTACTGATGTATGGGC

GTGGGGTGAAT

974 TTTTTCACTACGAGTGCGGGGGC - - -TGCCAGGCGCACTGAACCCAGCCGTCATCTCCCCACCGTTGCCCCCTTCTCTGTCTGTGGGAATAG-GGGGGAC 1069
S49 TTTTTCACTACGAGTGCGGGGGC - - -TGCCAGGCGCACTGAACCCAGCTGTCATCTCCCCACCGTTG-CCCCTTCTCTGTCTGTAGGAATAG -GGGGGACG43
S43 TTTTTCACTACGAGTGCGGGGGC - - -TGCCAGGCGCACTGAACCCAGCCGTCATCTCCCCACCGTTGCCCCCTTCTCTGTCTGTAGGAATAG-GGGGGACGE38

TTTTTCACTACGAGTGCGGGGGC - - -TGCCAGGCGCACTGAACCCAGCCGTCATCTCCCCACCGTTGCCCCCTTCTCTGTCTGTAGGAATAG-GGGGGAC

1070 CA- - - - - - GGCCGCATCCCGG - - - - - - - - CGCACATTACTTTCTTTTC- - - - - TTTTCTTTTTTTACCCTCCTCTTTCCCCTTTTTTTTTGTGTTTGTTT1150
644 CA- - - - - - GGCCGCATCCCGG - - - - - - - - CGCACATTACTTTCTTTTCTTTGTTTTCTTTTTTTTACCCTCCTCCCTCCCC--TCTTTTTGCGTTTGTTT 727
639 CA----- - GGCCGCGTCCCGG - - - - - - - - CGCACATTACTTTCTTTTC - - - - - - --=-=---- TTTTACCCTTCTCCCTTCCCC-TCTTTTTGCGTTTG - - - 707

1 I B = ol

CA------ GGCCGCATCCCGG - - - - - - - - CGCACATTACTTTCTTTTC - - - - - TTT--TTTTTTTACCCTCCTCCCTCCCC--TCTTTTTGCGTTTGTTT

1151 GT-TTTTGTTTTGTTTTGTGCAGTTGTCATCTTTTCTGTTTGTGCCCCCGAATTCTTTTTTTTTTCTTTACTTTTTTT ---->--->-----0----n------ 1227
T2 GTGTTTTTTTTTTTTTTTTTCCCGCATCGTTTTTTTC - - - - - - -------- ATCGTTTTTTTTTTTTTTTTTTT--TTGTGAGTTGTCAAGAGCCGTCACESE11
708 - - - - - -~ === --- TTTTTTTCCCGCATCTTTTTTTCC-------=-=-=-=---- ATCGTTTTTTTTTTTTTTTTTTT--TTGTAAGTTGTCAAGAGCCGTCACT7S

GT-TTTT-TTTT-TTTTTTTCCCGCATC-TTTTTTCC--n----------- ATCGTTTTTTTTTTTTITTITTITITIT--TTGT-AGTTGTCAAGAGCCGTCAC

1228 = = = = = . mm e e e e e e e e e e e e e e e e e e - TTTTCCAT T TACT = - - = = = = = = = = o m o oo o e o e m o o e e e e e e e e e m e oo 1240
812 GCACGACGCACAGCGGTGCATGTTGGTTGGCGGGCACGACGACTTTACATCGCCTCCGCGGAGTTGGTGGCGGGGGGGGGAGGGGGAGT - - - - - - - - - - - 900
779 GCACGACGCACGGCGGTGCATGTTGGTTGGCAGGCACGACGACTTTACATCGCCTCCGCGGAGGTGGTGGCGGGGGGAGGGGGAGC - - - - - - - - = - - - - - 864

GCACGACGCAC-GCGGTGCATGTTGGTTGGC -GGCACGACGACTTTACATCGCCTCCGCGGAG-TGGTGGCGGGGGG-GG-GG-G - - === ===« -~

--------------------- CCAAAAAGAAGAAAACAAAAA------------------CAAAAACAACAACAACAACATGGGAGCATGAGGATGTGGC 961
--------------------- CCAAAAAGAAGAAAAAAAA- - ------------------CAAAAACAAAAACAGCAACGTGGGAACATGAGGATGTGGC 923

901
865

962 GAGGAAT AAAAGAAAAGAAAAAAAA - - - - - - - - m o o o e e e e e e e e e e e e e e e e s e e s e e s e s s e s s s s - .- - - - AAAAAAGAAGAACTC 1001
924 GAAGAATAAAAAAAGAAAAAAAAAACGGGEG - - - - - - = = = = = & & = s s e e e e e s e e e e e e e e s e e s e s s s e - - AAACCCAAAGAGAAGAACTC974

1002 B ARG T T A A A - - - - - i e e eeaaoo 1011
975 GAG T TAACAT - = - = = = = = = = & & o e e o o & e e e e e e e e e e e e e e e e e e e e e e e e e e e e e i 984

-GTGTGTGATCGCGTGGCACCTGAAAAGAAAGATAAAAAAAAATAATGA - - - - - - - - - - - - - - - - - - - - - AACCTAAATAAATAAATTAAAAAAAAAGAALOSY
-G TG TG TGATCGC G TGGCACC TEAAAAGAAAGATAAAAAA - - - - - - - - = s s s e e e s e e s e e e m == AATAATGAAAGTTAAATTAAAGAAAAAAAALODSS

1012
285

1241
1090 AAAGTG - - - - - - GGGAGGGGGCGGGGGAGGGTTGGAGGAGGTGTTGAGAAGTCCC - - - - - - - TTTTTT-----------eeeee---- TTTTT------- 1149
1054 AA- - ---------=-=-=-=-- GGGCGGGGGAGGGTTGGAGGAGG TG TTGAGAAGTCCCTTTTTTTTTTTTT -------->->->->--------- DR - - - - - - - 1110

1268 - - - -CTTTTTTCGTTGCCGT--TTGTTGTTGTTGCCGTTCTGC---TTTATGC - - - - - - - - - AACGCTCCCTGE - - - - - - - - - - - - - - - - = - = === - - AA1325
1150 - - - -TTTTGTTTGGCGGCAT - -GCGCTGCCTGTGAGTTTGTGCGCATGTCTGT - - - - - - - - - TGGGCGGCGTGGC TGGAAGGAAAAAAACTGGCGGGAAALRSS
1111 - - - -TTTTGTTTGGCGGCAT - -GTGCTGCCTGTGTCTTTGTGCGCATGTCTGT - ----- - - - TGGGCGGCGTGGC TGGAAGGAAAAAAA - - - - - - - - - AAllse

- -TTTTGTTTGGCGGCAT--GTGCTGCCTGTG-CTTTGTGCGCATGTCTGT

1326 TTTTETETGGEGEGEGETGE TTGTG - GAGTAG - - - - - = = = = = = = = = = = & & & & & & & & & & & @& o @ m o o @t ot o m o fm f o f e e e e e oo oo- oo GTTCAT1360
1235 AGGCGGTGGGGGAGTTGGTGATG - GGACGCAAACAATAAA- - - TAAATAGTGGGAGAGAAGGAGAGAAGAGGG - - - - - - - - - - — =~ — = -~ — - - - GGATTT1309
1187 TGCTGGCGGGGGAGTTGGTGATG - GGACGCAAACAATAAA- - - TAAATAGTGGGAGAGAAGGAGAGAAGAGGGGAGGGGGGGGGGGACGTGGATGTGGAT 1282

TG -TGGCGGGGGAGTTGGTGATG -GGACGCAAACAATAAA- - - TAAATAGTGGGAGAGAAGGAGAGAAGAGGG - - - - - = = = = = = = = = = = = = = - = GT--AT

1361 6@ - - - - - - - EEEREEE - - - - - - - - ---------------- TCCAGEG - - - - - - - - AARAAACGE - - - -AATGEETTTARAT - - - - - - - - - - - - - - - - - - - 1398
1310 GGATGGG TGGAGAAAATAAAAGTTGC - - - - - - = = - = = - - - - GCCCACG - - - - - - - - AGAGACGGCGAAGACGACTGTAAAT - -GGCGAAATAAAATAATAL384
1283 GGATGGATGGAGAAAATAAAAGTTGEC - - - - - - = =~ = = - - - - GCCCACG - - - - - - - - AGAGACGGCGAAGACGACTATAAAT - -GGCGGAATAAAATAAAAL3ST

I e " " 1 FT T

GGATGG - TGGAGAAAATAAAAGTTGC - - - = = = = = = = = = = - - GCCCACG - - - - == -~ AGAGACGGCGAAGACGACT-TAAAT - -GGCG-AATAAAATAA-A

1385 BN - - - - - - - - - - - - - - - - - cccccee----- AAAAAAAAAAAAGGGGATGAA - - - - - - - - - - - - - - CAAAGAAATAAGCAACGACGACGATGACGAC 1440
1358 TAAAAG - - - - - - - - = - - = = = = = = = = 0= === === AAAAAAAAAAAAACAGATGAA - - - - - - - - - - === == ==~ AAAAGAAATAACGCCGACGATGACGAC1412

1441 - - - - - - - - - - - - e oo --o--- CAAAAACAACAACAACAAAAAATAAAAAATAAAA- - - - - AATAAAAAACAGCAGCAGCAG 1497
1413 AT - - = = = = = = = === m e e e e e e e e e CAAAAACAACAACAAACGACAAAAAAAAAAACAA - - - - - - - - - - - - - - CAGCGGCAGCAG 1460

- CAAAAACAACAACAA---A-AA-AAAAAA-A-AA- - - - - - - - - oo o - - CAGC-GCAGCAG

------------------------------------------------------------------ GAAGAGAGAGGGAGAGAGAAATAAAA - - - - - - - - 1424
L= o - GCAGCAAGAAATGAATAAACATCAACCGAGAAAAAAAAAAGAAAAAAAAAAGA - - - - - - - - 1552
1461 Bl - - - - - - - - - - - o oo e h o e e aooaaooo- GCGGCAAGAAATGAATAAAAATTAAACGAAAAAAAAAAGAAAAGAAAAGAAAA- - - - - - - - 1515

------------------------------------------------------------------------------------------- GGAAAAGTG 1433
----------------------------- A A ARG ARA - - - - - - - = - - o f m e e e e e e e e e ---------AGAAATATG1571
-------------------------------------------------------------------------------------------- GAAATATA1523

1434 CAT
1572 CATGAGTGA - - - - - - - - - - - - == - ===~ ATGAACACAACATAT - - - - - - ATGCATATATTTATGTTTACATCTTCCCCTTCCCCTCTTTCCCCTCTCTCT 1646
1524 CETGAGTGA - - - - - - - - - === ===~ ATGAACACAACATATACATATATGCACATATTTATATTTACATCTTCCCCTTCGCCTCTCTCC - - - - - - - - - 1595

- N ... GGAGGCAGGGAGA - - - - - -~ — -~ — - - - - 1449
1647 CTCTCTCTCTCACCGTCTCCCCCAATCAACAACAGCAATAA - - = - - = = = = == = = oo o oo e oo e mmm o ACAACAGAAGAGGGGAAG - - - - - - - - - - = = - - - 1705
1596 - - - -G TCTCTCACCGTCTCCCCCAATCAACAGGAGCAATAA - - - - - - -~ - === =========2=22-- ACAACAGAAGAGGGGAAG - - - - = = = = = = = = = = = 1650

- - - -CTCTCTCACCGTCTCCCCCAATCAACA- - AGCAATAA

--------------------------- GGAACCGCGAGGAAGGCGGAAAAAACAAGATTGAACGGAGGATG - - - - - AAAAAACAACAAAA- - - - - -----1507
----------------- AGGAAGGAATGGAAGGGAAAGGAAGGGAAAATGGAGTGGGCTTGACG - - -GATGGCCAGAGAAAACAACAAAA- - - - - -----1775
--------------------------- AGGAATGAAGGGAAGGGAAAATGGAGTGGGCTTGACG - - -GATGGCCAGAGAAAACAAAAAAA----------1710

-------------------------------------------------------------------- TAAAACAAAAAAAAGAAATGT - - - - - - - - - - - 1528
---------------------------------------------------------------- ACAACAACAAAAAGACAAGAAAATTGGCAGGG - - - - 1807
---------------------------------------------------------- AAAAAACACACAACAAAAAGGCAAGAAAATTGGCAGGGGGGG 1752

11 ATAATGTTTTGATAACATGC TTGCGTGGC - - =~ - - = = = = = = = = = = & = & & & o = oo oo oo oo oo 1557
1808 - -G T TGAT - - - - = = = = = = = = = = = e = e e e mm oo GTAACGGGAAGGAGACATG- -GGCATGGCCTCCTCGACGGTGGTGACTATTATTATTA- - - - - - - 1869
1753 BGBGTTGAT - - - - - - - == == ============---- GTAACGGGAAGGAGACATG- -GACATGGCCTCCTCGACGGTGGTGACTGTTATTTATTATTTATT1823

--------------------------- GTAACGGGAAGGAGACATG- -GGCATGGCCTCCTCGACGGTGGTGACT -TTATT - -T-=--+-+--

ST -GTTGAT

1558
1870
1824

- - - - - - - eerged - - - - - - ------ CTGGGGATACAAAG - - = = = = = = = = = = = = = & oo oo m e m e mm e e e e e e e e e e e e e oo e e oo e oo 1581
--TTATTATTTTCACGCACACGAGAGAAATTGAGGAAAGAAAGAAAGGAAGAAAAAA - - - - - AAAAAAAGAAGAA - - - - - - - - - - AAAAGCCATCAAAGA 1952
AAAAGCCATCAAAGA1913

1953 AACCCAATAGACACACAC - - - - - - - - - - - - - - ACAAAA - - - - - - - - - - oo e m - AGATATATATATATTTGTATATATGTATTTTTTT- - - - - ATAT 2014
1914 AATCCAATAGACACACACAAACACACAAACAAACAAAA - - - - - - - - - - - - - - - - - - - CGATATATTTAAA- - - - - - - - TATGTATTTTTTTT----ATATI1982

AA-CCAATAGACACACAC

1582 - TTG TG TGCGCC TGCG T - - = - = = = = = = = = = = = & & & & oo o @ oo oo o oo e o mm e oo e oo - < 1< 1 GG 1606
2015 TTTATACGCGTATATATAAAAAAAAAAAAAAAACATATAA - - - - - - - - - - - ATGGGGAGGATGTTG - - - - - - - - - - - - ATGATGTGGTCTGAATTTGAGG 2091
1983 TTTATACGCGTATTTAT - AAAAAGAAAAAAAAACATATAA - - - - - ---- - - ATGGGGAGGATGTTG - - - - - ---- - - - ATGATGTGGTCTGAATT TGAGG 2058

il ol o —— il ]

TTTATACGCGTAT-TAT -AAAAA-AAAAAAAAACATATAA- - - - - === ===~ ATGGGGAGGATGTTG - - - === ===~~~ ATGATGTGGTCTGAATTTGAGG

1607 BA- - - - - - - oo e i i BB TG T T T TG T T T TG T T TG T T - = = = = = = = = = = = = & & & md e e e e e e e e e e e e e e e oo o oo TGTTTGTTTGTTTTTTT1645
2092 CA------------ CGTGGAAGTGATGTTTTTTTTTTTTTTTT - - - - - - - CTTTTTTCTTCTTTTATTAAATGACTCTC - - - = = = = = = = = - - - - TTCCTA?2157
2059 CA------------ CGTGGAGGTGATGGTTTTTCTTTTTTTTC-TTTTTTTCTTCTTCTTCTTTTATTAAATGACTCTCTTCCTCTTTTTTTTTTTTTTT 2145

TGACTCTC----T-TTT-TTT-TTTTTTT

TT-TTCTTCTTTTATTAA

>

1646 BRI - - - - - - - - - - - - - - - - - - - - - - === ===~~~ -« . - - - - - - - - -----------------"----- GC TG 1669
2158 TGTTTTGGTATTGTCGTTGCTGCTTCCTTTTCATTCCGCATCCCCCCTCCTTAACCCCCCTCTTCTTCTC - = - = = = = == = === = == = == = - TTAAAGCCG 2236
2146 TTCTTTTGTATTGTCGTTGCTGCTTCCATTTCATTCCGCATCCCCCCTCCTTAACCCCCCTCTTCTTCTC - - - = = = = == = = == = == === -« TTAAAGCCG 2224

1670 BGGAAA - - - - - - - - - - - ===~ - L 0 7 TTATTTTTTTCATTTT T - - - === === ==~ 1699
2237 TGAAGT - - - - - - - --=====--- TTTTACTCGACGCAACGACACACACACA- - - - - - CACGCATTTGTGGTGATTTCCCCCCTTTT T -------=----- 2300
2225 TGAAGT - - - - - -------=---- TTTTACTCGACGCAACGGCACACACACACACACACACGCATTTGTGGTGGTTTCC - - - = = = = = = === = ==~ = == - - 2285

TEGAAGT - ---------------- TTTTACTCGACGCAACG-CACACACACA- - - - - - CACGCATTTGTGGTGATTTCC - -C-TTTTT-mmoomeeeen--- ]

---------------- Bl - - - - - - - - - - - - - - - - - --- - - - - - - ==& % ==&« “==——=2----------1719
---------------- TTTTTT T T I T T IT T TG T TA------------"-“““"“"=““-=---------TOAAAACCGATAATAAAAAAAAAAAAAAGAAAAARAR 2356
---------------- CTTTTTTTTCTTTTTTGGTA----------------------------TCAAAACCGATAAAAAACA-------- - - AAAAAAA2331

1720 = === =-:cccccccccccciccccscczcccscc======- EEEEEe - - - - - - - - - -------------"-"-==--=- AETGTACET - - - - - - 1742
2357 GAGGGAAAATTGGGGAGGAGGCAACCGC T - - - - - - - - - - - - GCGGTTTGGGCTGCGGAG - - = - - = = - = = = = == = =~ == = == = = =~ - GACGCACAC - - - - - - 2412
2332 GAGAGAAAATTGGGGAGGAGGCAACCGC T - - - ------- - - GCGGTTTTGGCCGEGGAG - - - - - - - - = === = === ======2=-- GACGCACAC - - - - - - 2387

---------------------------------------------------------- GTGGGATCTACGCTGTG - - - - =~ - -~~~ =------=------1759
------------------------------------------ GGGAGGGGGGAGAGGAAGGAGACATGCGCCGAT - - - - -GATAAGGAA - - - - - - - - - - - 2454
---------------------------------------- GGGAGGGGGAGGAGGAGGAGGAGGCATGCGCCGGT - - - - -GATAAGGAA - - - - - - - - - - - 2431

.......................................... G-G-GGG-GGAG--G-AGGAGACATGCGCCG-T

1760 - - -CGACATGECATACTACTGTT - - - - - - - -----=--=------ GeeTeee - - - ---------- AARGAA - - - - - - - - - - - - - - ACAGCAAGTGGEG - - - 1805
2455 - - -GGAGGAGTTTTTCCTCAATT - - - - - = - - == ===““====-- GGGTGEE - - - - - - ---- - - - AAACACACCAGA - - - - - - - - GCACTGAGCGGCG T TG 2509
2432 - - -GGAGGAGTTCTTCCTCAAT T - - - = = === = = = = mmmmmmm o - GGGTGCC - - == - = = = == = - - AAACGCACCAGA- - - - - - - - GCACTGAGCGGCGT TG 2486

GCACTGAGCGGCGTTG

1806
2510 TGTCTTGCGGG - - - - - - AAGGAACGG - - - - - - - - - - GAATGAATGGGTTGAATGGATGCGTAAA
2487

GAGAAGCTA- - -AAGCACACAGGA - - - 1844
GAAAATTCCC - -TCGCATGTAAAA- - - 2579
GAAAATCCC- - -TCGCATGTAAAA- - - 2546

-TCGCATGTAAAA-

------------------- CACCGGEGACTCG TG TGGATCCCGCAACAACACCACAA- - - - - --------- -ATAATAG - - - - --------------AR2627
------------------- CACCGGGGACTCGTGTGGATCCCGCAACAACAACAACACAAACAATAATAATAATAATAG - - - - - -------------TAA2609

2580
2547

= CACCGGGGACTCGTGTGGATCCCGCAACAACA-CA- ~A------omoommnm-- ATAATAG--~-------=~-=-=- -

1845 - - - - - - - - - - - - e e e - -ttt e~ AGAGAAAAGAGAGGGAGTCCGTGAGACG - - - - - - - - - GGGGGAGGCTCAGA - AGGAACAALBY4
2628 TAATGCGGAAACCCCCCC - - - -CAACAACAACA-GAAAAGAAAAAAAAAAAAAAGTGGGAGGGAGGCGTTTGC - - - -GGGAGATGTGCAGAGAAGAACCAZ271S8
2610 TAATGCGGAAACCCCCCAACAACAACAACAACAACAACCGAAAAAAAAAAAAAGGTGGGAGGGAGGCGTTTGC - - - -GGGAGATGTGCAGAGAAGAACCAZ2705

TAATGCGGAAACCCCCC - - - - - CAACAACAACA- -AA- -GAAAAAAAAAAAAAGGTGGGAGGGAGGCGTTTGC - - - -GGGAGATGTGCAGAGAAGAACCA

189S HEBEEEEREE - - - - - - - - - - - - - - - - - - - - - - s s m e o e e e e e o e e e e e emmeamaem—aa——a GAAARGEAG - - - - - - -------- 1913
2719 CACGAGTGAAATG - - AGCGCATGAGATGACTC TTTGAAAAAAAAAAAAAAA - - - - - — -~ — =~~~ ~ - - AAAAAAAAAGAAAAGAAGAGA - - - - - - - - - - - 2788
2706 CACGAATGAAATG - - AGCGCATGAGATGACTCTTTGAAAAAAAAAAAAAGA - - - - - = = = = = = = = = = = = - AAAAAAGAGAAAAGAAGGGA - - - - - - - = = - - 2774

1914 AGCGACT - - 1920
2789 GTGGAATGAAACCCCTATTTTTTTCTTTTCCTCGCATCCCCGAA- - - - - - - - - - AAGATGTGAAGAAGCGGAAGGAAGGGGAAGAAAAAGAAAAGAAT - - 2876
2775 GTGGAATGAAACCCCCATTTTTTCCCTTTTCTCGCATCCCCGAA- ------- -~ AAGATGTGAAGAAGCGGAGGGA - - - - - AAAGAAAAGAAAAGAAT - - 2857

CC-ATTTTTT-C-TTT-CTCGCATCCCCGAA--=---=-=---- AAGATGTGAAGAAGCGGA-GGA

--------------- AGGEATA - - - - - - - - = - - o - o e e e e e ieeii i ieceeeeae e - - - - - - [ITACTTGCG - - ATCACGEATECAT - - - - - - - 1949
--------------- GCGCACGTAAATCCCCTTTTCTTTTTTTGTGTGTGTCTGTGTGTGTGTGTGCGTTTGTTTGCGGAACATCATTTCCATTTTTTGG 2961
--------------- GCGCACATAAATTCCCTTTT--------seee----==-"--TTTGTGTGTATTTTTCTTTGCGGAACATCATTTTCATTTTTTGG 2921

1950 ACGCCCGC
2962 GTGCCTGC
2922 GTGCCTGC

=1 AACATAGC - - - = = = = = = = = = o oo m e e e m e e e e e e e e e oo — oo o - 1970
3009 - - - - - ---““=“=“==2=--- TCTTTCTCTCTCTCCATCTTTTTGAAAGCGTGGCGTTCGTGTGCCCAATTGTGGTGGTGTTTGTGTGCATCATCTACCG T 3088
298] - - - ----------------- TCTCTCTTTCTCTCTGTCTTTTTGAAGGCGTGGCGTTTGTGTGCCCGTTTGTGGTGGTGTTTGTGTGCATCATCTACCG T 3060

T TCT-TCT-TCTCTC--TCTTTTTGAAAGCGTGGCGTT-GTGTGCCC - -TTGTGGTGGTGTTTGTGTGCATCATCTACCGT

3089 ACTTATCGCCATTTTTTCCTTTTTTTTGTGTGTGTGTTTTTGCGCGTTGTTTTTTGTTGTTTTTTTTTGGTCTTGCCGTTTTCCCTTCCCCTTTTACTTT 3188
306l ACTTATCGCCATTTTTTTTTTTCTTGTGTGTGTTTTTTTTCTTGTTTT-------- TTTTTTTTTTCTGGTCTTGCCGTTTTCCCTTCCCTTTTCACTTT 3152

TT-TTTTTTT-TGGTCTTGCCGTTTTCCCTTCCC-TTT-ACTTT

L R g CAACAACTACAGEA - - - - - - - - - - - - -~ - - - oo - 1984
3189 AACCTTTTGAATTATTTCCTTTTCT----CTCGTCTTCTTCTTCTTCCTCCTTTTCTATGTGTAATAAATAAAGTGGGCGGCGCTCTGTATTTCTTCTTT 3284
3153 AACCTTTTGATTTATTTTTTTTTTTTCTCGTTTTCTTTCTCCTCTTCCTCTTTTTCTATGTGTAATAAATAAAGTGGGCGGCGCTCTGTATTTCTTTTTT 3252

AACCTTTTGA-TTATTT--TTTT-T----- T--TCTT--TC-TCTTCCTC-TTTTCTATGTGTAATAAATAAAGTGGGCGGCGCTCTGTATTTCTT-TTT

3285 TGGCTGC TGCGGTGC TGCCGTCCACCGCCGTGAGTCATTCTGCCCCTTTGGAACCTACTGTCTCTTTCTCTCTTTCTCTCTT----TGTGTATGTGTGTG 3380
3253 TGGCTGCTGCAGTGCTGCCGTCCACCGCCGCGAGTCATTCTGCCCTTTTGGAACTTACTGTCTCTTTCTCTCTTTCTCTCTTTGTCTGTGTGTCTGTGTG 3352

TGGCTGCTGC -GTGCTGCCGTCCACCGCCG-GAGTCATTCTGCCC-TTTGGAAC-TACTGTCTCTTTCTCTCTTTCTCTCTT----TGTGT-T-TGTGTG

1 g B - - - - - - - - - - - - - - - o - - o o o o oo e o e o oo e m oo m e mm e e — e m— e - - - 1993
3381 TCACAAAACACGGACGCGAAACGATGCCTGGATGGATCAGGGGATTGTTACACACATTGTTGTTTGCAGTGCAGGGAGGGAGGGAGACGCCAGTTTGT T T 3480
3353 TCACAAAACACGGACGCGAAACGATGCCTGGACGGATCAGGGGATTGTTACACACATTGTTTTTTGCAGTGC - - - - AGGGAGGGAGAAGCCAGTTTGTTT 3448

TCACAAAACACGGACGCGAAACGATGCCTGGATGGATCAGGGGATTGTTACACACATTGTT-TTTGCAGTGC - - - -AGGGAGGGAGA-GCCAGTTTGTTT

3481 CCACCAATTGAACACACAGCCACGGGTATTATTTATTAGCCACGC
3449 CCACCAATTGAACACACAGCCACGGGTATTATTTATTAGCTACAC

3525
3493

CCACCAAT T TGAACACACAGCCACGGG  TATTATITTATITAGC _AC - C



Motif #8

IGR_933_(Tell-like)/1-877
IGR_949_(Telll-like)/1-859
IGR_949_(Tcil-like)/1-866
IGR_949_(Tcll)/1-832

Consensus

IGR_933_(Tcll-like)/1-877
IGR_949_(Telll-like)/1-859
IGR_949_(Tcll-like)/1-866
IGR_949_(Tcll)/1-832

Consensus

IGR_933_(Tcll-like)/1-877
IGR_949_(Telll-like)/1-859
IGR_949_(Tcll-like)/1-866
IGR_949_(Tcll)/1-832

Consensus

IGR_933_(Tcll-like)/1-877
IGR_949_(Tclll-like)/1-859
IGR_949_(Tell-like)/1-866
IGR_949_(Tcll)/1-832

Consensus

IGR_933_(Tcil-like)/1-877
IGR_949_(Telll-like)/1-859
IGR_949_(Tell-like)/1-866
IGR_949_(Tell)/1-832

Consensus

IGR_933_(Tcil-like)/1-877
IGR_949_(Telll-like)/1-859
IGR_949_(Tcil-like)/1-866
IGR_949_(Tell)/1-832

Consensus

IGR_933_(Tell-like)/1-877
IGR_949_(Telll-like)/1-859
IGR_949_(Tcll-like)f1-866
IGR_949_(Tcll)/1-832

Consensus

IGR_933_(Tcll-like)/1-877
IGR_949_(Telll-like)/1-859
IGR_949_(Tcll-like)/1-866
IGR_949_(Tell)/1-832

Consensus

IGR_933_(Tcll-like)/1-877
IGR_949_(Tclll-like)/1-859
IGR_949_(Tell-like)/1-866
IGR_949_(Tcll)/1-832

Consensus

IGR_933_(Tcil-like)/1-877
IGR_949_(Telll-like)/1-859
IGR_949_(Tell-like)/1-866
IGR_949_(Tell)/1-832

Consensus

IGR_933_(Tcil-like)1-877
IGR_949_(Telll-like)/1-859
IGR_949_(Tell-like)/1-866
IGR_949_(Tcll)/1-832

Consensus

CDSA CDS B
Motif # | IGR ID Tell-like Telll-like Tell-like Tellldike
CDS ID Product Description CDS ID Product Description CDS ID Product Description CDS ID Product Description
s 933 |TcCLB.510719.60  biotin/lipoate protein ligase, putative |TcCLB.509749.10 biotin/lipoate protein ligase, putative |TcCLB.510719.70  hypothetical protein, conserved [TcCLB.509747.110 hypothetical protein, conserved
949 |TcCLB.510719.220 hypothetical protein TcCLB.509745.20 qglycosyl transferase-like, putative  [TcCLB.510719.230  hypothetical protein, conserved [TcCLB.509745.10  hypothetical protein, conserved
— IGR 949
I IGR 933
| T T T T |
0] 200 400 600 800 1000

Nucleotide position (bp)

1CCTCTGGAAGTGCGCGTGTGTGTTTGTGTGCGTGTGGGCGATGATGGATGGGAGTTGTCACCACCACGTGCGGCTGATTACTGCCCCATCGATTGCATAC 100

« U ACAAAT 6
T = D ACAAAT 6
L = R e e e ACAAAT 6

101 GTGAACCACAGCGCCGTTTCTCTGTGTATCATTACAAAACAATAACAAAAAAAAAAAAAAAAAAAGGGCTTTCGTAGAGAAAACGTGCGGCCACACGGGG 200

7 GAAACCAACAACAACAA- - ----=----- TAAAGAAGGCACAAT - - -AAT-------- AAGAATAATAATAATAATAGAGATGAATTGAGCAAACAACAAG 84
7GAAACCAACAGCAACAA----------- TAAAGAAAGCAAAAAAGCAAA-------- AAAAAAAAAAAAAAGAATAGAGATGAATTGAGCAAACAACAAG 87
7GAAACCAACAGCAACAA----------- TAAAGAAAGC - - - - - - - - - - A-------- AGAAAGCAAAAAAAGGATAGAGATGAATTGAGCAAACAACAAG 77

@
>
>
>
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>
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>
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>
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>
>

AAAAAAAAAAAAATAATAGAGATGAATTGAGCAAACAACAAG

20l CCAAATAAAAATAAATAAATAAATGAAAGTGTGTTTTTTTTTGTTGGTCGTAGGCGTTTTTTTCCTTCTTTTTTTTACGTGTGGATTGGGTTGTTTCTTA 300
85 -----cccnnn-n CCAAAAGAGCAGAGAAGGAATATATGTATATATATATATATACATTTTCCTTTTTTTTTTCTTTTCCGCGTGGATTGGGTTGTTTCTTA 173
ATATATGCATTTTTTTTTTTCTTCTTTTACGTGTGGATTGGGTTGTTTCTTA 168
ATATATGCATTTTT---TTTCTTCTTTTACGTGTGGATTGGGTTGTTTCTTA 155

----------- CAAAAAGH+GCAGA+AAGGAA+A+ATA+AT -

---TATATATGCH+TTTTTTTTTTT+TTCTTTTACGTGTGGATTGGGTTGTTTCTTA

301 AGATGCCGCGAGGGAAGGCAGGAAGTGGAGGTCTTTTTTCCTTTTGTTCCACTCTCTTTCTACTGCTGCTCTCCACGAGGGGAGGTTGGGAGGTGGCGGG 400
174 AGATGCCGCGAGGGAAGGCAGGAAGTGGAGGTCTTTTTTCCTTTTGTTCCACTCTCTTTCTACTGCTGCTCTCCACGAGGGGAGGTTGGGAGGCGGCGGEG 273
169 AGATGCCGCGAGGGAAGGCAGGAAGTGGAGGTCTTTTTTCCTTTTGTTCCACTCTCTTTCTACTGCTGATCTCCACGAGGGGAGGTTGGGAGGTGGCGGG 268
156 AGATGCCGCGAGGGAAGGCAGGAAGTGGAGGTCTTT-TTCCTTTTGTTCCACTCTCTTTCTACTGCTGATCTCCACGAGGGGAGGTTGGGAGGTGGCGGG 254

AGATGCCGCGAGGGAAGGCAGGAAGTGGAGGTCTTTTTTCCTTTTGTTCCACTCTCTTTCTACTGCTG+TCTCCACGAGGGGAGGTTGGGAGGTGGCGGG

401 GCCTCTTGATGAATGCCACGTTGTCCTTTTCACAAAGAGGCCCGGTGATCATTGCGGTTTTTATTTATGAACACATCCTTCTACGTTTGCGCATGCGTGT 500
274 GCCTCTTGATGAATGCCACGTTGTCCTTTTCACAAAGAGGCCCGGTGATCATTGCGGTTTTTATTTATGAACACATCCTTCTACGTTTGTGCATGCGTGT 373
269 GCCTCTTTATGAATGCCACGTTGTCCTTTTCACAAAGAGGCCCGGTGATCATTGCGGTTTTTATTTATGAACACATCCTTCTACGTTTGTGCATGCGTGT 368
255 GCCTCTTGATGAATGCCACGTTGTCCTTTTCACAAAGAGGCCCGGTGATCATTGCGGTTTTTATTGATGAACACATCCTTCTACGTTTGTGCATGCGTGT 354

GCCTCTTGATGAATGCCACGTTGTCCTTTTCACAAAGAGGCCCGGTGATCATTGCGGTTTTTATTTATGAACACATCCTTCTACGTTTGTGCATGCGTGT

501 TTGAATGGGTCTCAGTCGGAGTGTGGGGGATGTTGGGCGCATGGAACCAAACGGTCATCTCC - - -GCCCGTTGTGTCGTCCGCTCCGTCTTTGTGGGCAC 597
374 TTGAATGGGTCTCAGTCGGAGTGTGGGGGATGTTGGGCGCATGGAACCAAACGGTCATCTCCTCCGCCCGTTGTTTCGTCCGCTCCGTCTTTGTGGGCAC 473
369 TTGAATGGGTCTCAGTCGGAGTGTGGGGGATGTTGGGCGCATGGAACCAAACGGTCATCTCC - - -GCCCGTTGTGTCGTCCGCTCCGTCTTTGTGGGCAC 465
355 TTGAATGGGTCTCAGTCGGAGTGTGGGGGATGTTGGGCGCATGGAACCAAACGGTCATCTCC - - -GCCCGTTGTGTCGTCCGCTCCGTCTTTGTGGGCAC 451

TTGAATGGGTCTCAGTCGGAGTGTGGGGGATGTTGGGCGCATGGAACCAAACGGTCATCTCC - - -GCCCGTTGTGTCGTCCGCTCCGTCTTTGTGGGCAC

598 GCGGGCCTCAGCTAAGCGCACATGTCTACACTCTTGATCGCTAGCAGGTGTTGGTACAATATTTTTTTTTTCCTT -GAACGACTACATTTTTT-TTTCTT 695
474 GCGGACCTCAGCTAAGCGCACATTTATTTATCTTTTATTATTTACTTTATTTTTTAAATTGACTGCTGCCTTTCTGTGTTGAGTATACTGAAGAGTTGGA 573
466 GCGGGCCTCAGCTAAGCGCACATTTTTTTAAT - - - - - TTATTTACTTTATTTTTTAAATTGACTGCTGCCTTTCTGTGTTGAGTATACTGAAGAGTTGGA 560
452 GCGGGCCTCAGCTAAGCGCACTATTTTTTTT---------- TACTTTTATTTTTTAAATTGACTGCTGCCTTTCTGTGTTGAGTATACTGAAGAGTTGGA 541

GCGGGCCTCAGCTAAGCGCACATTTTTTTATT-TT-ATTATT+ACTTTATTTTTTAAATTGACTGCTGCCTTTCTGTGTTGAGTATACTGAAGAGTTGGA

69 TTCTTTTTTCCCTCTTGCCCACCTTCTTTTATTGACGTTTTAATTTGTCACTCAGCGTGTGCCGTCGCTTGA- -GTTTTGGATAACGCGGCACGTTGTGA 793

574 TACTT--TTCCCACGAGCGAATACACTTTT-TTTTCTTTTTGGTGTATGTGTGTGT----GTGAGTGATTTTTTT-TGTGAGTAATTTCTTCCATTGCTT 665
561 TACTT--TTCCCACGAGCGAATACACTCTT-TTTTTTTTTTTTTTGGTGTATGTGTCTGTGTGAGTGATTTTTTTTTGTGAGTAATTGCTTCCATT - - - - 653
542 TACTT--TTCCCACGAGCGAATACACTTCT-TTTTTTTT---- - TGGTGTATGTGTCTGTGTGAGTGATTTTTTTGT - TGAGTAATTGCTTCCATTGCT - 631

TACTT--TTCCCACGAGCGAATACACTTTT-TTTT+TTTTT--TT+GTGTATGTGTCTGTGTGAGTGATTTTTTTTTGTGAGTAATTGCTTCCATTGCT -

794 GTTGAAGTGACGATCCGCGTTGCCTCCAATTGAAACCGGGAGGGGGACAACACCAAAATAAAAGACGTCACGACAGAAGGAAGC - - - - - - - - - - - - - - - -
66 TTTTT--TTAGTGTTT--TTTTTTTTTACTGCATCCCTCGAGTGCCTCATTGCGCGGCAAGAAAATTTTGTTGTTGAATATGTTTTTTTTTCTTT - - - - - 7
654 - - - - - - - GCCTTT--TTTTTTTTTACTGCATCGCTCGAGTGCCTCTTTGCGCGGCAAGAAAATTTTGTTGGTGAATATGTTTTTTTTTTTTTTTCCC 741
632 -TTTT--TTGTGTTTT--TTTTTTTACTTTGCATCGCTCGAGTGCCTCCTTGCGCGGCAAGAAAATTTTGTTGGTGAATATGTTTTTTTTCTTTTTTCCT 726

~TTTT--TTAGG-TTT--TTTTTTTT+ACTGCATC+CTCGAGTGCCTCATTGCGCGGCAAGAAAATTTTGTTGGTGAATATGTTTTTTTTTTTTTTTCC-

757 - - -TTGCTCTTTTATTTCATTTCCCTTTCCTTTCTGTTTGGCTGCGTGTGTCTGTCTCTCACTGTGTGTGTGTG - - - - - - ----c-ccemnn--- TGTGTG 833
A2 TT-TTGCTCTTTTATTTCATTTCCCTTTTCTTTCTGTTTGGCTGCGTGTCTCTCTCTCTCTCTCTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG 840
727 TTTTGTCTCTTTTATTTCATTTCCCTTTTCTTTATGTTTGGCTGCGTGTCTCTCTCTCTCTCTCTCTGTGTGTGTGTGTGT -------------u----- 807

834 TGCTTTGGAGGGGTGACGGCATAAAA 859
B4l TGCTTTGGAGGGGTGACGGCATAAAA 866
808 -GCTTTGGAGGGGTGACGGCATAAAA 832

TGCTTTGGAGGGGTGACGGCATAAAA




Motif #9

CDS A CDS B
Motif # | IGR ID Tell-like Telll-like Tell-like Telll-like
CDS ID Product Description CDSID  Product Description CDS ID Product Description CDS ID Product Description
1208 |TcCLB.503715.10 splicing factor TSR1, putative  [TcCLB.509607.30 splicing factor TSR1, putative  [TcCLB.508569.10 hypothetical protein, conserved TcCLB.509607.20 hypothetical protein, conserved
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B o i - o s - s

TACTTAT - - « = = = = = = © & & & & 2 @ 0 & & f D T D T T T T T e

1501 ACCCTCGAATTGCGGTGCATACAAACGCACACATCCGCATTAAGAAGGAAATAATGAGAAGAAACAAATCAAAACAAATAAAAAACAACAAAAGGAAGTC
127 - - - - - - - - ---_-_-_-_-___ I AR  ~ - - - - - - — — - — — - — - - - - - - — - - — = = = - & — — & D m & D D& D DM D m e o m oD o mm o m e o m e o m e o - m == -
127 - - - - s - e e e m e e GTACAAATGGAC - - - — = = = = = = = = o & & o o o f D h D h o fh o h oo f e o f oo h o f o e o f o i f ol ool o lo oo oo
n Iy R PRIRIMEIPUI - - - - - - - - - - - — — - — = = = = = = = = = = = & & D = & e D e e o e e o e e o e e o e e e e e e meeeeeeemaeo

------------------ BGTACAAATGBECALC - - —~ - - - ---—---- -~ -—---------—---—- - - - - - C . . - - - -~~~ -------

1601 GGAGAGGGAGGTGAAGGGTATGTGTGCGTGTGTGTGTGTGTGTGGGAATTGCGAGGGCATGC TGGC TGAAGCAATTCCCCCATCCCCCTCCACCCCTTTT
L GTGGATGG - - - - - - - = = = = - - ATGC TG - = = = = = = = = = & = & & = o oD oo ool o ool
L GTGGGTGG - - - - - - - = = = = - - ATGC TG - = - = = = = = = = = = = = = = & & & & o oo o oo oo
189 - - - - - - - - - - - oo GTGGATGG - - - - - - - - - - - - - BRI - - - - - - - - - - - - - - - - == ==~~~ @@/ “@“@““@““22--

------------------------------------- GTGG+TGG - - - ----------ATGCTG------------------------------------

1701 AGAAAAAAGAGGAGG TGAGAGCATGCGAAGATGTCCAATACATACATACATATATACTAATATTATATTATACGATAATATATCTATATTGC TAAGCGTG
153 - - = = = = = = - - L - < T <
153 - - - ------- A
153 - - - - - - - - - - L - < T <

---------- GGAGGT TG - = = = = = = = = = = = = = = = = = = = = = = D D D f DD C D DDt

1801 ATGGATGGGG TG TTGCGCATCCG TG TG TG TG TG TG TG TG TG TG TG TG TG TGCAAGCGAGGCGTC TG TTGAAGGGGGGGGGGGGGAAAAAGCGAGAGGGTT

190l CTC TGAGTT TT TG TC TGG TGAATGGCGG TTTTGATTT TG TG TTTTCAGCACAATTTCCTTTTCTTTTGGTTTCTTTTTTTATTATGCAATTTTTTTTTCT

2001

210l CTTCCCCC TTTTTTTTTTTTTTTTCTTTTGTCCTCGTCCAACGTGTATTTCCCTTCCGTTTTTATTCTTTTCTTTTCTCTCATTGTTCTTTTCTCCCCCC

220l CACCACCCCCTCTTTTTTCCAATTTTTTTTTTTTTTTAGTGTT TT TTTTTTGTTTTTTTTTTTTTGTGTGGC TCCTTCTCGTCGGTGCGGCTGTTTTTTT

2301 TTTTCTTTTTTTTTTTTTAACAAAAAAATAATAAAAATAAAAAATACGCCGTGCATCCGCAATACGTCTGTCTGTCTGTCTGTCTGTCTGTACGTAAGGC
260 - - - - - - - - - - ... .o oo ooooo R — - - - - - - - - - - - - - - - _ o o o o o o e o o o e e mmm e e e mm e mmmm -
- |
m L = e

------------------------------------- TAAAAGA - - - - - - - -------------------- - - --____ - _-_-____ __Co_-______------

2401 CGAAGGGGGAAGGGAGGGGAGGGGAGGGG TTTGCGG TCCACG TG TACATGCG TACACCTC TACGTACACGTGTACACATTAAAATATAAAATATAAAATA

2501

2601 GAGATGAAGTTATTGCTTGTATATATCTACCTCCCTACCTCCCTACCTCCCTGACTCTCTCTCACTGTATATATTTATATATATTTATATATGTTTATAT
T SRS - - - - - - - - - - - - - - - - - - - - - - - - -
n T - - - - - - - - - - - - - - - - - - - - - - - - - -
dB7 = == === - ccc .-t c it et csscccccccc s R - - - - - - - - - - - - - - - - - - - -~ = == - -

------------------------------------------------------------- TCACTGCATTCA - - --------=---=--=-=-==-=-=-=--=-=---

270l G TAAAATGCACGTTACTGCG TG TTGGGAACCGCG T TGCGGATAT TAAT T TAAT T TAAT T TAATTTTATTTTTGTTTGTTTGTGTGGAGGGGAAAACAAAC

2801 CCCCTTCTCCTCAGGAGAAAAAAAAAAAAAAAAAGAAAAAGAGGGCC TGAGCCGTCATCCCTCGCCCCCATGCGCATAGAGACACACACGCAGCCCGCAT

2901l G TGGCCG TGATAGATGAGTGAAGGCATGAAAGAGAGGGAGGGGGAAGGGAACCAAAAGAGCGGCAGAAAAAAAGGAAAAATCAAACAAACAAACGAGAAA

n T B - - - - - - - - - - - - - - - - - - - - - -----"®=®=®“=="=="=2======"===-=
m T e R - — — — _ - - - - - C C - s s C m o e e oo e e e e e e eeeoo-—o---
Ty s R - - - - - - - - - - - - - - — — m m m e e oo mm e e oo o m e e emm o - -

------------------------------------------------- AACCARARA - - - - - === - - -c- === ===

300l CTGGAGGCC TTTGAT TGGCGGAGGGACGG TGC TGCATTGCGGCATGTCGTCACCTGCGAAAGAGAAAGGAAGAAGAAACAAAATCTGTCTTCTTTTCTTT

B0l TCTTTTTT T TTTC T TG TT T TTTTTGTTAT T TGCCATCGGTTGCG TTTAGACAGTAATTAATTTACGTGAGGTGTGTGGAGGGATTGTGCGGCCCAATTTG
186 - - - - - - - - - - - e - e e e e e e - e - e - - - - - - TGCAAT TAAT TAAT TG TAGACAGTAAT TAAT TTACGTGAGG TG TG TGGAGGGATTGTGCGGCCCAATTTG
186 - - - = = = - - - - - s - s - s - e e e - - - - - - - TGCAAT TAAT TAAT T T TAGACAGTAAT TAAT TTACGTGAGG TG TG TGGAGGGATTGTGCGGCCCAATTTG
186 - - - - - - - - - - - - - e - et e e e m s e s - .- TGCAAT TAAT TAAT TG TAGAAAGTAAT TAATTTACGTGAGG TG TG TGGAGGAATTGTGCGGCCCAATTTG

TGCAAT TAAT TAAT TH+H TAGACAGTAAT TAATTTACGTGAGG TG TG TGGAGGGATTGTGCGGCCCAATTTG

3201 AAGGGGG TCGGAGGATAATAGCACTTAGTGG TTAACTCCTCTGC TTTTTTTTTTTTTTTTTTGT--TCCCA--CCCCCCTGATGACGACTGCCCTCCACG
256 AAGGGGG TCGGAGGATAATAGCACTTATTGG TTAACTCCTCTGC TTTTTTTTTTTTCTTTCTTTCGTCCCACCCCCCCCCGATGACGACTGCCCTCCACG
256 AAGGGGG TCGGAGGATAATAGCAAT TAGTGGTTAACTCCTCTGCTTTTTTTTTTTTTTTTTTGT--TCCCA--CCCCCCTGATGACGACTGCCCTCCACG
256 AAGGGGATCGGAGGATAATAGCACTTATTGGTTAACTCCTCTGCTTTTGTTTG - - - - - - - - - - - - - TCCCA---CCCCCTGATGACGACTGCCCTCCACG

AAGGGGG TCGGAGGATAATAGCACTTA+TGGTTAACTCCTCTGCTTTTTTTTTTTTTTTTTTGT--TCCCA--CCCCCCTGATGACGACTGCCCTCCACG

3297 CGGCGAGGGG TTTGCCGGC TGCGGGGCC TTC TTTTAAAGGACTGCCACTTT TG TGCGTTCACAGCGGCCCCGGCCATCGTCACATTTGTGTGTGTGAGTG
356 CGGCGAGGGG TTTGGCGGC TG TGGGGCC TTC TTTTAAAGGACTGCCACTTTTCTGCGTTCACAGCGACCCCGGCCATCGTCACATTTGTGTGTGT - - - - -
352 CGGCGAGGGG TTTGCCGGC TGCGGGGCC TTC TTTTAAAGGACTGCCACTTT TG TGCGTTCACAGCGGCCCCGGCCATCGTCACATTTGTGTGTGTGAGTG
340 CGGCGAGGGGTTTGCCGGC TGCGGGGCC TTC TTTTAAAGGACTGCCGC TTTTGTGCGTTCACAGCGGCCCCGGCCATCGTCACATTTGTGTGTGTGTGTG

CGGCGAGGGGTTTGCCGGC TGCGGGGCCTTC TTTTAAAGGACTGCCACTTTTGTGCGTTCACAGCGGCCCCGGCCATCGTCACATTTGTGTGTGTGAGTG

3397 AGTGAGGATG TTGGG TGCAATGAACCAAACTGCCATCTCTTTCTTTTTTTCTTTTTCTCTCTCTCTCTTTCTCTTTTTTTTTTTTTTGGTTTGTTTCTTG

451 -G TGGGGATG T TGGEG TGCAATGAACCAAACTGCCATCTCTCCC  TTT - - - - - - - - - - = = = = = = = = = = = = = = = = = = = = = — = — - — TTTTTTGTGTGTGTGCGG
452 AGTGAGGATG TTGGG TGCAATGAACCAAACTGCCATCTCTTTCTTTTTTTCTTTTTCTCTCTCTCTCTTTTTTTTTTTTTTTTTGTGTGTGTGTGTGCGG
440 TG TG TGGATG TTGGG TGCAATGAACCAAACTGCCATCTCTCACTTT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TTTTTTTTTGTGTGTTTGTGTGCGT

AGTGAGGATG TTGGG TGCAATGAACCAAACTGCCATCTCT+HTCTTTTTTTCTTTTTCTCTCTCTCTCTTT-T-TTTTTTTTTTTH+HTH+HTGTH+HTGTGTGCGG

3497 TTTTTTTATTTATTTATTTATTTTCATTGATTATTAGTCACCGAGACCCCGTCCACATGAGGACGGCCGCAAAAGCAATAACAGAAGGAAATAACAAAAC
S14 N - - - - - - - - - - - - o s C s o s e e s s s m s st s s s s s s s s e mm e memms s mmmc s mmmm—c s mm—m = m—— ===~
] | U
S1) B - — - - - - - — - - - - - = mm s s s m m o m o o C i m m o m o i m m m s o o m o m s o C o m s CC e mm s C o Cmm e s m e s mm s mmm-s oo

IS TTOTOTTOTRTOTRTOTRTOTRTOTRTOTRTOTRTRTRTOTRTORTOTROTRTOTRTRTOTRTOTRTOTRTOTRTRTRTRTRTORTORTRTOTRTRTRTTRTRTCTRTRTRTRTRTRTRTRTRTRTRTRTRTRTERETERETERETERETERETRTCTRTCTETCTESTEST
3597 AAAAGAAGAAAAAAAAAACAAAACTCGTATTCTCTTTGAGTGTGCATTGCATGAACCGTTATGTGTGGCTTTTTTTTTTTTTTTTGGTACCGTCATAAGT
e AACTTGTG - - - - - - B - - - - - - - - - - - - - - - - - - - - - - - - - - - - -~ “""®“2®2=“®=““"=2=====2====
T Tt AACTTGTG - - - - - - R R - - - - - - - - - - - - - - - - - s o o o m o e oo o e e e e e e e e e e e e e eeeeoo—o
SIB - - -~ -~ m - m - AAATTGTG - - - - - - EREIINERINERIREIIRY - - - - - - - - - - — — — — — — - — — = = = = = m mmm m & e DD DD m e oD DD meoo - -

--------------------- AACTTGTG - ---- COAAGTGTGEA- - - - - ----------------------=---=----=-==---=-====--=--==-=---+-

3697 AACAATCGTCTTC TTTTTTGTTTGCATCCGTAACGCC TTTGCCCCCTCTTCTTC TATATCCTTTTATTCTTCTGTACGGGAGACAAAAGAGAGCGGGAGC

3797 GAGTGG TAAAAAGCGTGAGGAGGATGAATAAATAAATAAAAAATATAAATGAGGTGAAGGAATGCCGCGGTCCTGCTCGAGTTTTGTGTTTGTTTTGATT
540 - - - - - - - R R - — - - — — - — - - - — — — — — - - - - - - - = = = = =~ — & & = D — o o & & o DD D m & oD D DD m e D mmm o m o mmm o mmmm—— - = -
578 - - - - - - - e R - — - - - - - - - - - - - - - - - = - = = - — & & s D m oo e e o m o e e e e e e e e e e m e e e e e e e e e e e e m e mmmmm o
537 - - - - - - - A - - - - - - - - - - - - - ~ - == === =====22%2222"2222%2"22"222%22"22222222222222"222222="222222222=2-

------- GAGAAACATGAGGA+GA---------------------"-"---"-"--"-“-“"""-""°°“°"“"""°°°°°-““"”°”°°° - - SSfFSccc- T e cec=FFccF7"=

YT GTTTGCTTTTTTTTTTTTTTTTTTTTCTTGTGGAAAAGAGAGTGGAGGGAAGTTTAAAGACATCCGCAGCAGCAGCAGCAGTGGGCGGGCAGCAAAAAGT

3997 GAGGAGAGAAAAAAAAAAAGGAAAAGAAAAGAGAAAAAAAAAAAC - - AAAAAACGATGCGCGTTAT TG TTGGG TGCGGGGTATGCGTGTGCGGGCCTCTT

557 - - - - - AGGGAAAAAAAGACGGAGGAGAACATATATATATATATATCTATATATATATGTACACTGAT - - - - - - - - - - - - GTATGCATGTG - - - - - - - - - -
595 - - -GGGGGAAAAAAAAGACGGAGGAGA - - - - - - - = = = = = = = — — -~ - - - ACATATATATGTACACTGATGT - - - - - - - - - - GTATGCATGTG - - - - - - - - - -
554 - - -GGGAAAAAAAAAAGACGGACGAGARRARA - - - - - - - - - - - ATATATATATATATATGTACACTGATGT - - - - - - - - - - GTATGCATGTG - - - - - - - - - -

- - -GGG+GAAAAAAAAGACGGAGGAGAAAA-A-A-A-A-A-ATAT-TATATATATATGTACACTGATGT - - - - - - - - - - GTATGCATGTG - - - - - - - - - -
4095 TCTCTCTCTCTCCTTTTATGTGTCTGTCTGGTCTCTGTGTGTGTGCTCTTGATTTTGTTGTCTCTCTCTCTTGGAGGAAGTTGTTGTGCGGGTTGTGGGA
630 - - = = = = === === == ===~ GGG TETGCC TAGT T - - - - = = = = = = = = = = = = = = = = = = = = = = & &= = = = = === = = = - GAG - - - - - - - - - - - GCGGT - - - - - - - -
652 - - - - - - - - ----------- SRR R - - - - - - - - — - - — - - - — — — — - - - - — - — — == - - - - - Bl - - - - - - - - - - - GCGGTGGGTGGCA
620 - - - - -----=-=-=-------- BRI - - - - - - - - - - - - - - - - - - ======"====2==2“9=2222=2= = Bl - - --------- GCGGTGGGTGGCG

------------------- GGGTCTGCCTAGTT------------------------------="-"--"-"-"-----"-"GAG-----------GCGGTGGGTGGCA

4195 ATATTTCCATCCCCCCCTTTTTTTTTTTTTACTGC TGC TGC TGC TGC TGCCGTTGTTGGTTTTGTTGTTATTTCCCCTTCACTCCTCCACCCCATCCCCC

682
650

4295

4395

4495

4595 TTTTTTTTTTCCCGGTTTGGTCTGGTGTCTCTTGAAATATTTATCGGAAAACAACAAAACGAAAAAAAACGAACAAACAAAAAAGTAATGGATTTTTTAT
652 - - - - - - - - - - - - - o - oo oo oo oo I R - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - —mm - - o
D e R - - - - - - - - - - - - - - - - - - - - - - - - - - - mmmmmmmam
652 - - - - - - - - - oo ..o .__.___ GAAAAGAATARA - - - - - — = = = = = = & & m e e oo e e e e e o e e e e o e e eeeoo oo

---------------------------------------------- GAAAAGAATAA - - - - - - -~ = - - - -------""-"-"-"-"-"-""-"="="=-"-=====-=-==---
4695 TTTTACCGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGCCGTGTATTTTGGTTGCGTGTGCATCTTCGACTGAAGGAGGTGATGGAGTGTGTGGGTGGG T
BE3 - - = - - - - - - - - - .o L oL oo oo s oo oo oo oo oo CGTCG-CCGAAGGGGA - - - - - - - - - - - ===~~~ =~ - -
T P CGTCG-CCGAGGBGGGG - - - - - - - = = = = = = = = = = = = = =
=7 CETTCG -CCGAAGAGGA - - - - - - - - - - - ===~ === -

--------------------------------------------------------------- C+TCG-CCGAAGGGG+ - - - - - - - - - - -----------

4795 G TG TGGG TGGGGG TT TTC TG TTTGGATG TTATGTATTTTTCTGGG TAAAGTGAAGAAGAAGGCGAAAAGC TC TGCACACATACGCGTATATGTTTATCAG

4895 TTATGCGTCCCGTTACCGTTACATGCACACACACACACACACACGCATATAAATATTTATATAAAGGTCCTCACTGTAAGTGTGTGGCTCTACACTTATA
678 - - - = = = = == === = - ACCGCTTGATG - = = - = = = = = = = & = = & = & & = oo ool ol ol ool o ool AGTGCAAG - - - - = = = = = = = = = = = = = - - -
e o JPR ACCGCTTGATG - - - - = = = = = = = = = & & & & & o & oo mm e e m o e e e m e e —m oo oo oo AGTGCAAG - - - - = = = = = = = = = = = = = = - _
678 - - - - -~ --~------ RS - - - - - - - - - — - - — — - — — = = = = = = = & & D D& D m e DD emmemoeooo—o AGTGCAAG - - - - - - - - == === === ==~ =

-------------- ACCGCTTGATG - - - - - - - - - - - - - - - - - - - - - - - - - - - -~~~ --AGTGBCAAG-------------------+
4995 ATTCAACGTGTTGTGTTTATTCATTCATTCATTTTTTTTTTTCTTTTTCTTTTCCTCCCTGGCGGGTTGAGTGGTTTTTGTTTGTGTTTGTGTTTGTGGG
= CCGCGCAGGTGAGT TGA - - - = = = = = = = = = = = = = = = =& = oo o o=
2 A g CCGCGCAGGTGAG T TGA - - - - - - — = = — = = = = = = = = = = = == === ===~
= CCGTGCAGGTGAG T TGA - - - - = = = = = = = = = = = & & o oo oo oo

----------------------------------------------------- CCGCGCAGGTGAGTTGA - - - - - - - - = - — = - - - - -------------=-
5095 TGTGGGGGCGGGCGC TTGTTTTTGTTTTTTGTTTTGCGTACACGTAATGAGTGC TCACACGAGGGGTGC TATGAATGGGGGGAGAGGGGGAGAGGAGTGG
;o 7 CATGTTCACACGCG - - - - - - - - - - - GCGGGGGGTA - - - - - - - - ===~ - =
= CATGCTCACACGCG - - - - - - - - - - - ACGGGGGGTA - - - - - = = = = = = = = = - -
T CATGCTCACACGCG - - - - - - - - - - - ACGGAGGGTA - - - - - = = = = = = = = = - -

------------------------------------------------- CATGCTCACACGCG - - - --------ACGGGGGG TA- - - - - =« = = - = - - - - <
5195 GATAAAAAAATATATTTGTTTTTTTCGTATTTAATCGCGCGTGACGGTTGTGTGAAGTGTGTGTGAGGGC TGCAACGTTGTTTTTTCTGCCGTGTGTTGC
7 - - T (RS RESR] - - - - - - - - - - - - - - - - - - - — - - — - = — = = = = = = = = = == = = — === === === == -~ TTGT
1« T TCAACGGCACGT - - - = = = = = = = = = = = = & = & & o C oD LoD o Lol o Lol TTGC
r 7 | JOP RO Ay g ARREERPRERI] - - - - - - - - - - - - — — — = = — = = = = = = = = & & & & & & & & D & DD e D e e D e oD~ TTGC

------------------------------ TCAACGGBCACGBT - - - -~ -~ ---~---—--—------—------—---~--~---—-—-—-—--~~--—-—-~-—"-"-"-~"-"-"-~"--T716¢C
5295 TTCTTTTTTTTTTTTTTTCTTTTTTTCCCCTCCACCCCCACCCCCTTTCACCCCATTCTTTTCCTTCTTTTCACTGTAATCTTTTCCGTCTGCTTTTTTC
7S4 CAAAAT T T T T T T TTTC TGCC T T T TTGEC = - = = = = = = = = = = & = & & = & & o oo oo o f oo ffff oo f o ff D ff o f oo oo oo oo oo TTTTGTGTGCCCTTCTT
786 CAACA - - T T T T T T T TEC TG T TE T T TGE| - - - - - = = = = = = = & = & & o & & o m m o fm o mmmm o mmm i m o e mmmm o e m e e e e e e oo o TTTTGTGTGCTCTTCTT
754 R S R IMRRRIRIMRS - - - - - - - - - - — - — — — — — — — = — = = = = = = = = = & & = D — & mm e D e m o - oo oo TTTTGTGTGCTTTTCCT

CAACATTTTTTTTTTCTGC TTHTTTGC - - - - = = = = = = = = = = = = = = = = = = = & = = = = = 2 = = 2 - =22 2o TTTTGTGTGCT+TTCTT
5395 TTTTCTTTTCCCTGTTTGTTTGTTTGTTTCCTTTATGTGCATTCATCCCCACAGCCCTCACAGCGAGGCAGCACACCGCCCCAAAATGTGTTCCCACCCA
798 TATT - - - - - - - - TATTTATTTATTTATTGCC TCAATA - - - - - = = = = = = = = = = = = = = = = = === == GAACCAAC - - - - - - - - - - - - - - TEGTGT - ------- -
828 [NINEEN - - - - - - - - - - - - SRR TS TR TR TNE R R - — - - - - - - - - — - - — — - — - - — - - — - - — - I - - - - - - - - - - - - - - GG - - - - - - - - -
7O T T T T - - - = = = = = = = = = = = = TTATTTATTGCC TCAATA - - - - - — = = = = = — & = o oo oo oo oo oo GAAACAAC - - - - - - - - = = - - - - TGTGT - - - - - - - - -

TTTT-------- T-TTTATTTATTTATTGCCTCAATA - - - - - - = = - = - = - - ------------- GAAGCAAC - - - - - - - - - - - - - - TGTGT - --------

S49S CCATGG TT TTGATGCACGGACATCCACATTGCAGTTTT TTTTTC TTTTTTTTTTATTGTCTTTGGTCCTTTTTTTTTTTTTTTTGGCTGCCTTTTTGTTG

5595 GGGGGCCCCTTC TCCTTCTCCCCCTCGTGGCGCGGC TCCACAAAAAAGAAAAAAAAAAACAATTTTAGGCGATC - - - - - CAACGTCCATAAGAGCGATTG
8B40 - - - - - - - - - - - e - et e s e s e s s e s - - - - - GCGCCAAAAAAAACA - - - - - - - - = - - - = = = - = GAGCAGCCGTTAGCAGCGGCAATAGGAGCATTTG
866 - - - - - - - - - s - e e e e e e e e e e e e - s - - - .- - GCGCCAAAAAAAAAAAAAAAA-AAACA - - - - - GAGCAGCCGTTAGCAGCGGCAATAGGAGCATTTG
= I T GCGCCAAAAAAAAAAAGAAAACAAACA - - - - - GGGCAGCCGTTAGCAGCGGCAATAGGAGCATTTG

G+GCAGCCGTTAGCAGCGGCAATAGGAGCATTTG

S0 CGTT TG TT TG TG TT TG TAGAGGGGCAGGGGGGGAACGGGGGGAGTGTTGGGCGGCGCCACGGC TGAATTTATTCAAAATAATAAAAATAATAATAATAAA
ACACAAGAGACACGCAGGCAACATCGTTCAGGACT - - - - - - - GATTTTCACGAAAC - - - - - - - - - - - - AACAAACAA
ACACAAGAGACACGCCGGCAACATTGTTCAGGACT - - - - - - - GATTTTCACGAAACAACA - - - - - - - - AACAAAC-G
ACACAAGAGATACGCAGGCAACATTGTTCAGGACC - - - - - - - GATTTTCACGAAACAACA - - - - - - - - AACAAACAA

926
894

AACAAACAA

5790 AAAAAAAAAGGGCAATGAAGAAAGAAAAGAAAAAAAAAAAGTATTCGCATATC TAAACACAACACCAAGAGTGGATAACTAATAAAAGTCAAGTGGTGTA
952 AAAAAAAGCGGAAACCAAAAAAACAAAACAAAAAAACAAAA - - - - - - - = = = = = = = = = = = = = = = = & & m D e D m e D e D m o mmmm e mmmmm e mm e m -
992 AAAAAAAGCGGGAACCAAAAAAACCAAAAAAAAACAAAA - - - - = = = = = = = = & = & oo m e m e e e e e e e f e e o e e e e e e e e e e oo oeo oo
961 AAAAAAAGCGGAAACCAAAAAAACCAAAAAAAAAGAAAAG - - - - - = = = = = = & o & & o o oD f oo h oD h oo h o h o e o h e o h e o h e f ol o oo oo

AAAAAAAGCGGHAACCAAAAAAACHAAAAAAAAAAAAAAA

5890 AATATAAATG TG TG TG TT TATG TG TG TATG TATC TATG TATC TATG TATT TG TATC TATGTATCCCTGTATGTATGTACACGTATGTATTCGGTTTTGTT

S990 GAT TAGGAAT TTC TG TGG TGCC TGGGACGG TTG T T TATAATAATGTAATTACAGAGGGC TGCATC TATCTTGTTTTTTTTTTTTTTTTTAAATTTCAAAA

G090 CGATATTTG TG TTC TTACAT TACAGAGACAAGTACCACCACTAATGAATGCATGAATGAATGAATTATTATTATTGTATGCTTGCATGTAATTAACATTC

= ACAAAAACAAAAA - - — - - — = = = = = & & mf oD f oo fm o f oD m oD h e o h oo h o m o h o mh o fm o e e o e e oo m o - oo o o =
3031 - - -~ --~--~--~~=--~---~--_ CCAAAAACAAACARARACARARGARRGIA - - - - - - = = = = & & o & f o e o e e e e e e e e e e e e e e eeao- - AACAAGC
1001 - - = = = = = = = & oo o - oo . 7 0 o 0

--------------------- ACAAAAACAAA-A-----AC-AA------------“---“--“-“-“-“-“-“<““-"“-“““-“<<-<--<----------AAcaAa--c

Bl90 CATCAACGG TAACAATGTATCGATTGCG TTGTATC TG TTGTC TTCTTTTTTCTT TTTTTCTTTTCTTTTTTGGTTTTTCAGTAATGCTTGTATTAAATAT

1007 [P R N — — - - - - — — - — — - - — - - - - - — = - = = - = = = = = = = — = & D = DD = D =& D= m DD e D= e D= e Do o m e e m o m e o m e o mmmm - m = - AAAGGC
1063 AAACAACACCGACAA - - = - = = = = & = = & — & o o f oo f oo e oo e e e e h o e o e o i h o e e e e e e e e e e o e e e e e e e ool oo ioiooo- AAAAGC
1010 - - -CAACAGCAACAA - - - - - = = = = = = = = = = = & & o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e em e eeeeo o AAAAGC

CAACAACAGCAACAA - - - — = = = = = = = = = = 2 & & & & & & & & 2 DD D DD L T e AAAAGC
6290 AAATATTTATAAATATATATATATATCGTGCGATCATTTTTTTTTCTTTTCTTTTTATTTTGTGTTTCTTTTCTTGTCATGTGTGCCTCGCAGTGTTGTA
1028 AA - - - = = = = = = = = = == m &= m e D m & DD m Do e m e D e D e e o mmm e m D mm o m D e m o m D e mmmmmmmm e mm e D e D mm e mm e e m e mm e mm e m e mm - — - -
I 1=
m L -7

AR - - - - -------------- - -- - .- - . .- .- - - . . - - - . - - - - - .- - -~
6390 ATTTCTTTTTTTTTTATTTTTTTTAAAATTTTTCAGTTGTTTGATTTCCACCTCGTGTGTGCGTGC TCGGGGAGGGAGGAGGGGAGGAGGATGCCGTCGT
I =T S CAGAGA - AAAAAAAAAAAGAAGGG - - - - - - - - -
m 7 P g gt CAGAGA - - AAAAAAAGAAGAAGCA - - - - - - - - -
2OBO =~ = = =~ = = = = = om e m e m e n e e e e e e e m e e e e e m e e e e e e e e e m e e e e e e e e e CAGAGAGAAAAAAAAAGAGAAGCG - - - - - - - - -

------------------------------------------------------------------- CAGAGAGAAAAAAAA++AGAAGH+- - - - - - - - -
6490 TTGTTTCTCAACGTTTGTTTTGTTTGCATGCAACTCACCCGAAATGTTTGGCGGC TGCACGTTTCCCCCCCCCCCCCCTTTTTTTTTITTTITTTITTTTCCC

BS990 CCTTCTCATCACCGACGACACCGCCACGTGGACTTTTT TTTTCGTATTTTTTTTTTTTTAACTACACTTTTGTTT-TGTGGTGTTTTTTATGTTTGTTTC

m 1+ = A AT RS - - - - - - - - - - - - - - - -
m T - S S et ATACTTTTIGTTTCCECTGGTGT - - - - - - - - - - - - - - - -
o < T E T T T T r e —— R AR R - - - - - - - - - - - - - - - -

--------------------------------------------------------------- ATACTTTTGTTTCHCTGGTGT - - - - - - = = - - - - - - - -
6689 TGCCGGACGGGCG TGCGGGGGGAGGAGGGGAGGAGGCATGTGGGC TGCGATCCACAAGGGGGAGAAGGGCGGCGCCTACTTTTTTTTTTTTTTTTTCATT
2074 - - - - - - - - ---_-__-_-______.- S S - - - - - - - - - - - - — — — — - - - - - - - = = = - = - - = = == - = = & m - o m - - m - o - - - - - - - ATT
o T T e R RS - - - - - - - - - — - - - - - - - - - - - o o & & o D D o D e e DD oD e e oD oo e e e oo oo e eoo - ATT
n T = T R RS - - - - - - - - - - - - - ~ ~ = = = = = === ====="2"="==2292"2"2"2"22292"=2"22229=222222==+-= ATT

----------------------- +AAGTGGCTGAGGCAG - ---------------------"-----"-"--"-"-"-"-"---“-“-"-""-“““-“-“-“<“<<-<-=-=<-<=AT°TT™T
6789 TCTTCTCCTCGTGGCTGTCTTCCTGCAGGCGTCAAGGCACATCCCTCCACCTCCCTGCCTTCTTTCTTTCTTTCTTTTATTTATTTATTTTTTTATTTAT
1093 [N - - - - - - - - - - - - - - - - - - - - - - - - - - - R e e R R - - - - - - - — - - - - - - - - - - - - - - - - — = = - = - - = —— - - - - —m - m— - - mm - - - o
114 [N - - - - - - - - - - - - - - -~ = ®“®““=2222-- R R - - - - - - - - - - - - - - - - -~ - - - = = = = = == === === ~%~%®%~-%°"%2=29=2222=2=====
1094 BN - - - - - - - - - - - - - - - - -- RS RPURR - - - - - - - - - - - — - — — — — — = = — = = = = = = = & = = & & & e DD DD eoo oo

TCT-------"-="-"-"-"-="=="=-="-=======--+- GTCH+GGGA+CTACCC - - - = = = = = = = = = == === =="="-"="="""""-""="""""-""=""""="="=n"="=="===-"=----
6889 TTTTTGTTTTTGTTTGTATGCGTCCACCGGACGCCTCGGGGCGTAATGGACCAGCGGGGAGGG T TGGGAGGAGGAGTGTCATAATGAAGTTGAAGAGAAC
o T B o AGGTGTTGGACGGA - - - - - - - - - - - ===~~~ - - GAACAAAAC
T AGGTGTTGGACGGA - - - - - - = = = = = = = = = = = - - GAACGAAAC
m T T o AGGTGTTGGACGGA - - - - - - - - - - - = === - - - - GAACAAAAC

GAACAAAAC

6989 GATAAGGAGTCATC TGCGGATG TGACG TGGGAGCACACTGTT TTGTAT TG TATTGCG TG TGCATGGTTAAATAATTTCAGTTGTTTCCTTCATGTATTTC

1134 ACTACGAAAAAAT - TACGAC - - -GAAGTCGGAGAA - - - - - - - - = = = = = = = = = = = = = = = =~ = = - = GGAAAACAAA - - - - - - - - - = = = === === == =2 - - -
1189 ACTACGAAAAAAT - TACGAC - - -GAAGTCGGAGAA - — - - — = - — = = — = = - = = o o o oo oo oo oo GGAAAACAAA - - — - - — = = — = = o — oDl o oo
1135 ACTACGAAAAAAT - TACGAA - - -GAAGTECGGAGAA - - - - - - - - = = = = = = = = = = = = = = = = = === GGAAAAACAA - - - - - - = = = = = = = = = = e e mm -

ACTACGAAAAAAT -TACGA+ - - -GAAGTCGGAGAA

7089 ACACTCTCCCTCCCATCTCTATTCCCCAACCGTAATTCCCCCAGTCCAATCTATTTTTTTTGTTTTIGTTTTGTTTTGTTTTIGTGTGTGTGTGTGTGGGAG
1175 - - = = = = = = m e = e m = e m e m e e mm oo o CAACAGCAA - - - - = = = = = = & & o o DD oD Do o h o fh D f oD f oo h oo h oo h D f o f e o e oo f ool o oo oo
1230 - - = = = = = = = = = .= m e - m e o e e m oo oo CAACAGCAA - - - - = = = = = = = = & & & oo e o mh o fh o e e o e e m e e e e m o e o h e e e e o e e e e oo oo oo oo
1176 - - - - - -~ - - - -~ - - - - - _-__-_-____ DEEURURERIN - - - - - — - - — — - — - - - = = = = m m e o m e D oD Do m o e e oo e oo e o e e o e Mmoo e o em oo

-------------------------- CAACAGCAA - - -~ = === ========coe oo o L e e e e mermemmee== e oD oD D
7189 GGAAATTTCACTCTATTTTTGTTACCGCTGGAGCAAAAATAAATAAGAAGAAAAAAAAAAGTATAAAATAAATAAATAAATAAATATTTTATTAATGATT
i = GAAGCAAGCATAGGAAACAACAACAACAACAACAACAAAAAAGGAGAGA - - - - - - - = = - = = = = = = = — = = - -
1239 - - - - - m - s s - s - - s oo oo oo GAAGCAAGCATAGGAAACAACAACAACAACAA - - - - AAGGAGAGAGAGA - - - - - - - - - - = = = = = = =~ = = - =
= GAAGCAGGCATAGGAAACAACAACAAAAACAA- - - - AAGGAGAGAGAAA - - - — = - — = = = = = o = o oo oo o=

----------------------------- GAAGCAAGCATAGGAAACAACAACAA+AACAA-A- -AA+GA+AGAGAGA - - - - - - - - - - - - - - --------
7289 TTTTCTTCTTCTTATGGGTTTTCCATTTTGGTGTGGGGCGATGCAACCCCTCCTTCTTTCTTTCCTTTTTTTTTTTTCTTTTITTTTTAAAATTTITTITTTT

7389

7489 CGTT TG TG TG TG TGGCGG TG TTGC TTGGG TCGAAACG TG TACGG TCGG TTTTGGATGCGTCGTTC TTTTTGTAAGATACTCATTTTTTTGGGGAAGTGAA

1233 - - - - - GTGTTTGTGGGG - - - - - - = = = = = = = = = = = & = & & & o & & & ot Do s o e o m o s o s s s o oo e e s o oo o oo - - - - - - - - - - TTTGCAGAGAAACAAA
1284 - - - G R - - - - - - - - - - - - - - - - - - - - - - - s - s e s e e e s s e e e e e e e s e - - - - - - - TTTGCAGAGAAACAAA
1230 - - - - - GTGTGTGTGGAG - - - - - - = = = = = = = = = = = = & & & & DD m ot o mmmmm oo o s s o mmmm s m s s mm s - - s s s - s s - - - - - o TTTGCAGAGAAACAAA

- - - - TG TG TG TG TGGAG - - - = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = TTTGCAGAGAAACAAA

7589 CAACGACGTACACACATCAGAAACGGGG

300

400

800

900

1000

1200

1400
119
115
119

1500
126

126

1500

138
138

1700
152
152
152

1800
159
159
159

1900

2000

2100

2200

2300

2500

2600

2700
178
178
178

2800

2900

3000
185
185
185

3100

3296

351
339

3396
450
451
439

3496
513

510

3696
539
577
536

3796

3896
556
594
553

3996

4094

651
619

4194
651
681
649

4294

683
651

4394

4494

4594

4694
662
694
662

4894

4994
696
728
696

5394
797
827
797

5494
839
865
832

5594

5789

991
960

5889
992

1030
1000

5989

6089

6289
1027
1083
1027

6589

6688
1073
1128
1074

Joss8
1174
1229
1175

7188
1183
1238
1184

7388

7488

7588
1260
1313
1257




Motit #10

CDSA DS B
Motif # | IGR ID Tell-like Telll-like Tell-like Telll-like
CDSID  Product Description CDSID  Product Description CDSID  Product Description CDSID  Product Description
" 1292 {TcCLB.508169.90 eukaryotic translation initiation factor 3 subunit L, putative  [TcCLB.506581.30 eukaryotic translation initiation factor 3 subunit L, putative  |TcCLB.508169.100 hypothetical protein, conserved TeCLB.506581.40  hypothetical protein, conserved
1305 {TcCLB.510289.30  phosphatidylinositol-4-phosphate 5-kinase, putative TeCLB.503891.30  phosphatidylinositol-4-phosphate 5-kinase, putative TeCLB.510289.40  GPIinositol deacylase precursor, putative |TcCLB.510967.10 GPIinositol deacylase precursor, putative

IGR_1292_(Tecili-like)/1-1315
IGR_1292_(Tell-like)/1-1310
IGR_1292_(Teil)/1-1297
IGR_1305_(Tc/_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tcil)/1-1417

Consensus

IGR_1292_(Telli-like)/1-1315
IGR_1292_(Tell-like)/1-1310
IGR_1292_(Tcil)/1-1297
IGR_1305_(Tel_JRcl4)/1-1436
IGR_1305_(Tell-like)/1-1423
IGR_1305_(Tel)/1-1417

Consensus

IGR_1292_(Tecill-like)/1-1315
IGR_1292_(Teli-like)/1-1310
IGR_1292_(Teil)/1-1297
IGR_1305_(Tecl_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tcil)/1-1417

Consensus

IGR_1292_(Tcili-like)/1-1315
IGR_1292_(Tcli-like)/1-1310
IGR_1292_(Teil)/1-1297
IGR_1305_(Tel_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tecil)/1-1417

Consensus

IGR_1292_(Teili-like)/1-1315
IGR_1292_(Tcli-like)/1-1310
IGR_1292_(Tecil)/1-1297
IGR_1305_(Tc/_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tecil)/1-1417

Consensus

IGR_1292_(Teil-like)/1-1315
IGR_1292_(Tecli-like)/1-1310
IGR_1292_(Tel)/1-1297
IGR_1305_(Tc/_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tcii)/1-1417

Consensus

IGR_1292_(Tcill-like)/1-1315
IGR_1292_(Tcli-like)/1-1310
IGR_1292_(Tcil)/1-1297
IGR_1305_(Teci_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tecil)/1-1417

Consensus

IGR_1292_(Tecili-like)/1-1315
IGR_1292_(Tcli-like)/1-1310
IGR_1292_(Teil)/1-1297
IGR_1305_(Tel_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tecil)/1-1417

Consensus

IGR_1292_(Teili-like)/1-1315
IGR_1292_(Tecli-like)/1-1310
IGR_1292_(Tecil)/1-1297
IGR_1305_(Tc/_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tecil)/1-1417

Consensus

IGR_1292_(Telli-like)/1-1315
IGR_1292_(Tell-like)/1-1310
IGR_1292_(Tcl)/1-1297
IGR_1305_(Tel_JRcl4)/1-1436
IGR_1305_(Tell-like)/1-1423
IGR_1305_(Tcil)/1-1417

Consensus

IGR_1292_(Tecill-like)/1-1315
IGR_1292_(Teli-like)/1-1310
IGR_1292_(Teil)/1-1297
IGR_1305_(Tcl_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tcil)/1-1417

Consensus

IGR_1292_(Tecili-like)/1-1315
IGR_1292_(Tcli-like)/1-1310
IGR_1292_(Teil)/1-1297
IGR_1305_(Tc/_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tecil)/1-1417

Consensus

IGR_1292_(Teil-like)/1-1315
IGR_1292_(Tecli-like)/1-1310
IGR_1292_(Tecil)/1-1297
IGR_1305_(Tc/_JRcl4)/1-1436
IGR_1305_(Tell-like)/1-1423
IGR_1305_(Tecil)/1-1417

Consensus

IGR_1292_(Tecill-like)/1-1315
IGR_1292_(Tecli-like)/1-1310
IGR_1292_(Teil)/1-1297
IGR_1305_(Tc/_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tcii)/1-1417

Consensus

IGR_1292_(Tecili-like)/1-1315
IGR_1292_(Teli-like)/1-1310
IGR_1292_(Teil)/1-1297
IGR_1305_(Te!l_JRcl4)/1-1436
IGR_1305_(Tcli-like)/1-1423
IGR_1305_(Tecil)/1-1417

Consensus

SN

IGR 1292

1000 1500

Nucleotide position (bp)

1 TTTGAGTCACCATTTTGC TG TTCTTCCCTTCCTTTTTATATGAATATAAATTTATTTGTTTGTTTGTCTCTCTTTCTTTATTTG - - - - - GGATTTGGCCGTAATG
1 TTTGAGTCACCATTTTGCTGTTCTTCTCTTCCTTTATATATTTATTTATATATTTAT TTTTTTTCTCTCTCTCTCTAATTGGAATTGTCTGTAATG
1 TTTGAGTCACCATTTTGC TG TTC TTC TCTTCC T TTATATATTTATTTATATTTATTTATTTTTCTCTCTCTCTCTCTCTCTCTCTAATTGGAATTGTCTGTAATG

e n el
ST-T -

TTTGAGTCACCATTTTGCTGTTCTTCTCTTCCTTTATATATTTATTTATATTTATTT-TTT TCTCTCTCTCTCTCTCTCTAATTGGAATTGTCTGTAATG

2 ---------- AGAGAGACCGCGTCTTTTTTTTTTGCTTATGCATACGCACAAGCGCAAATGGTTTTCTTACAGTT - - - - - - - i - - - - - - - - - - - - - T
1----- AGAGAGAC - - -CGCGTCTTTTTTTTTTTTGCTTATGCATACGCACAAGCGCAAATGAGTTTTTTACATAT - - - - - - - (T5T] - (G TATR T TATATCET] - [T - - - - [T
2 ----- AGAGAGACCGCGTTTTTCTTTTCTTTTTTGCTTATGCATACGCACAAGCGCAAATGAGTTTTTTACATAT - - - - - - - ST - (ERTRRRE - - - - - - - - - - TTT

101 GTTGTGCTGAGCGGAGTTTGTTTTTTTGTTTTTTGTTTTCTTTGGTTCTTTGAGGTATATTTTATGTTTCCTTTTTC - - - - - CTTACTCTACGATGAAATATATA

97 GTTGTGCTGAGCAGTTTTTTTTT T T ---------- TTTCCTTTGATTCTTTGAGATGCATTGTATTTTTTCTTTTTCCCGGTTTACGATGAAAAAAATATATATT

106 GTTGTGCTGAGCAGTTTT - - -TTTT---------- TTTCCTTTGATTCGTTGAGATGCATTGTATTTTTTCTTTTTCCCGGTCTACGATGAAAAAAATATATATA

76
85

TTTTTGTATGTTGTGGGC  TGC TGCCATCTTT-TTTTTTTTTTGTTGTTGTTGTTTGGAATCTCTCACTTTTTGTACTCAAGTTTTTTTGTTTTTCGTTGC -CTGA
TTTTTGCATG TTGTGGGC  TGC TGCCATCTTTTTGTTGTTGTTGTTGTTGTTGTTTGGAATCTCTCACTTTTTTTACTCAAGTTTTTTTGTTTTTCGTTGC -CTGA
TTTTTGCATGTTGTGGGC TGC TGCCATCTTGTTGTT---GTTGTTGTTGTTGTTTGGAATCTCTCACTTTTT- -TACTCAAGTTTTTTGTTTTTCGTTGC-CTGA
20l TTTTTATTCCGC TTGACTTGACGACATGAGGTTTTTTATTTAT - - TTTTTACTTAAGCGTTTTGTTCGG-GTGCATCGATGGGTTTTTTTAATCCTTTTAATTGA
192 -
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X

-
0
-
X

+
1]
1]
+
-
-
-
-
-
+
-
+
+
-
+
0
+
-
-
+
+
X

+
-
[n]
X

179
189
182
303
291
298

TTGAGGAAATAATATCTTGACCGATAAAAAGACAGA - -ACATGAGAGGACCTTAACAATGTAAGTT - - - -GGCATTGGCATTGGGACATTGTTGACAC
CGATGAAAGCGTTTTCCTGAACACTGTGGGGGAAAAGGAAGTGGCAGG TG TAAAAAAATATTTI TTTTTTTTTGTATTTAATGATTGAATGAATGACTCTGCGTAT
TGATGAAAGCGTTGCCC TGACCAC TG TGGGGAAAAGGACGTGAC -AGGTGT - AAAAAAAATATATATTTTTTTAATTTAATGATTGAATGAATGACTCTGCGTAT
TGATGAAAGCGTTGCCCTGACCACTGTGGGGAAAAGGACGTGAC -AGGTGT - AAAAAAAATATATATTT-TTTAATTTAATGATTGAATGAATGACTCTGCGTAT

T+++G+AA++++TATCHTGACCH+TH+++++GA+AT+AGAACATGAGAGGH+H+HTHAAFAATHTAFGTTTTTTH+CA+THTHAT+H+++++ATHH++HTGACHCTGCGTAT

»

271
281
274
408
394
400

————————— CCTTGTGCCTTCCCCGCTCAATTCAACGCCTCACGTTGCACGGTAACATGTGCCCCCCCGATCTCATGGTGT
--------- CCTTGTGCTTTCCCCACTCAATTCAACGCCTCACGTTGCACGGTAACATGTGCCCC -CAAACCTCATTGTGT
--------- CCTTGTGCGTTCCCCACTCAATTCAACGCCTCACGTTGCACGGTAACATGTGCCCCCCAAACCTCATTGTGT
7T GG TGC TAGAGGTTATGTGAGTTGTTTGTAGCCCAAAGGGGGC TGCAGGACGGATTAAGCCTGTT- - -CCAGCAATGGGGATTCTTCAGGAGGGC TACATCTCTCT
GG TGC TAGAGGTTATGTGAGTTGTTTGTAGCCCAAATGTGGC TGCAGGACGGATTAAGCCTGTT- - -CCAGCAGTGGGCATTCTTCAGGAGGGGTACATCTCTCT
GG TGCTAGAGGTTATGTGAGTTGTTTGTAGCCCAAATGTGGC TGCAGGACGGATTAAGCCTGTT- - -CCAGCAGTGGGCATTCTTCAGGAGGGC TACATCTCTCT

A A A

A

A A

A

++TG+TAGA+++T+TGTG++TT+TTTGTAGCCC+++TGTG+CT+C+++AC++A+T++++C+++TCAC+++GCAC+G++A++T+T+C+++A+GGAT+++++T+T+T

A A A

430
439
433
609
596
601

TACAACTGCGTGCCTCAGCAAGACGCAGCCGGTCCGC - - -GCACT---6GTT----------------- GATGCCGTCAGCCCTGTACAAACAGAAACA-ATCCC
TACAACTGCGTGCCTCAGCAAGACGCAGCTGGCCCGC - - -GCACT---66GTT----------------- GATGCCGTCAGCCCTGTGCCAACAGAAACA-ATCCC
TACAACTGCGTGCCTCAGCAAGACGCAGCTGGTCCGT---G6CGTT---6GTT----------------- GATGCCGTCAGCCCTGTGCCAACAGAAACA-ATCCC
TGCACTTGAGGC TTTCAGGAATACGAATGCAGTGATCGGC TCAATACTCGTCAATCCGATCTCATTGATTTTTTGGCGAGCTCTTTGCGTCGTCCCCGCTCACAT
TGCACTTGAGGC TG TCAGGAACACGAATGCAGTGATCGGC TCAATACTCGTCAATCCGATATCATTGATTTTTTGGCGAGCTCTTTGCGTCGTCCTCGCTCACAT

TGCACTTGAGGC TG TCAGGAACACGAATGCAGTGATCGGC TCAATACTCGTCAATCTGATATCATTGATTTTTTGGCGAGCTCTTTGCGTCGTCCCCGCTCACAT

TH+CA++TG+G+++CTCAG+AAGACG+A++C+GT+++CGGCHCAATACTH+GTH+AATCCGATATCATTGAT++T+++G++AGCHC T+TGCG++++++A+++T++C++

511 GTGCGGGAAACAT - -TGTTGGTTTTTGGCTTTCCCCGACAATACGTG - - - - - GCAATTGGCCCTGGCAACACTTTGGTG - - - - - CAGCCAACCATTAAATTAAAA
S20GTGCGGGAAACAT - -TGCTGGCTCTTGGCTTTCCCCGACAATATGTG - - - - - GCAATTGGCCCTGGCAACACTTTGGTG - - - - - TAGCCAACCATTAAATTAAAA
514 GTGCGGGAAACAT - -TGTTGGCTCTTGGCTTTTCCCGACAATATGTG - - - - - GCAATTGGCCCTGGCAACACTTTGGTG - - - - - TAGCCAACCATTAAATTAAAA
714 TTGAGGAAAAAAAGGTGAAGACTTC TGAGGCATTCCTGGATTTTTT - - - - - - - - - TTTTTCTCCAGGGGCGTTTTCCAACGTGCGCCCCAAACGCTACTGTATGG
701l TTGAGGAAAACAAGGTGAAGGC TTC TGAGGCCGTCCTGGATTTTTTTTTTTTTTTTTTTGCTCCAGGGGCGTTTTCTAATGTACGCCCCAAACGCTACTGTGTGG
706 TTGAGGAAAACAAGGTGAAGGCTTCTGAGGCCGTCCTGGATTTTTT - ----- - - - TTTTGCTCTAGGGGCGTTTTCTAATGTACGCCCCAAACGCTACTGTGTGG

604
613
607
810
806
802

GTGGATGAGGCGGCGCTCC - - -CAACGTT -
GTGGATGAGGCGGCGCTCC - - -CAACGTT-TTTCTGCGGGAATTCACATCCGAAGTATTTTTACGGGGTCTGTACTTTTGTGGCAAGAATGTTCTACATTGCATT

G+G+AT+A+++G+++CT+C TACHAACCHTGT+++AGCA+GAA++++CA++++AAGTATTA++A+++GGTCTGHA+A+T+H+TGGCA++A+++T T+++++++++A++
7S CTTTTTTTTTTTTTTTTTTGAGC TTGCGGGAGGAATATGTGACCAGATGGGGCCGAACCGATGATAACGCGTCTCGGATGCATTCCTTGGCTTTTTATTGAAAGC
CGGTTTCT--TTTTTTTTTGAGCCTGCGGGAGGAATTTGTGACCAGATGGGGCCGAACCGATGATAACGCGTCTCGGATGCATTCCTTGGCTTTTTACTGAAATC
CGGTTCTT--TTTTTTTTTGAGCTTGCGGGAGGAATGTGTGACCAGATGGGGCCGAACCGATGATAACGCGTCTCGGATGCATTCCTTGGCTTTTTATTGAAATC
GTCTAATCTTGCTTACTTCGAGCA- - - -CGAGGAATGTGTGACCAGATGGGGCCGAATCGATGATAACGCGTCTCGAATGCATTCCTTGGCTTTTTATTGAAAGC
GTCTAATCTTGCTTACTTCGAGCTTGCGGGAGGAATTTGTGACCAGATGGGGCCGAACCGATGATAACGCGTCTCGGATGCATTCCTTGGCTTTTTATTGAAATC
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CTGATGTTTGTTGTTAACGG TATCGCGTTGGAGGG TGGCAAGTGCAGCTTTTGTTTCATCTGTTGTCCCAGTCACCTCCTCGGTGACTCTTCACGCGGAGATGAG
CTGATGTTTGTTGTTAACGG TATCGCGTTGGAGGG TGGCGAGTGCAGCTTTTGTTCCATCTGTTGTTCCAGCCACCTCCTCCGTGGCTCTTCACGCGGAGAGGAG
CTGATGTTTGTTGTTAACGGTATCGCGTTGGAGGG TGGCGAGTGCAGCTTTTGTTCCATCTGTTGTTCCAGCCACCTCCTCCGTGACTCTTCACGCGGAGAGGAG
CTAATGTTTGTTGTTAACGG TATCGCGTTGGAGGG TGGCAAGTGCAGCTTTTGC TCCATCTGTTTTCCTAGCCACCTCCTCGGTGACTCTTCACGCGGAGATGAG
CTGATGTTTGTTGTTAACGGTATCGCGTTGGAGGG TGGCGAGTGCAGCTTTTGTTCCATCTGTTGTCCCAGCCACCTCCTCCGTGACTCTTCACGCGGAGAGGAG
CTGATGTTTGTTGTTAACGGTATCGCGTTGGAGGGTGGCGAGTGCAGCTTTTGTTCCATCTGTTGTTCCAGCCACCTCCTCCGTGGCTCTTCACGCGGAGAGGAG

CTGATGTTTGTTGTTAACGG TATCGCGTTGGAGGGTGGCGAGTGCAGCTTTTGTTCCATCTGTTGTHCCAGCCACCTCCTCCGTGACTCTTCACGCGGAGAGGAG

915
922
911
1117
1117
1113

TCCGGCAGCTGCGGGGGCACTTGTAATGACTGCCACTTCGTGAGC TCACAACGAGCCTGGC TG TCATGGATGAACTTGGGAACCGTTTGGTTTACTGGTGTGCGT
TCCGGCAGCTGCGGAGGCACTTGTAATGACTGCCGC TTCGTGAGC TCACAACGAGCCTGGC TG TCATGGATGAACTTGGGACCCGTTTGGTTTACTGGTGTTTG -
TCCGGCAGCTGCGGGGGCACTTGTAATGACTGCCGC TTCGTGAGC TCACAACGAGCCTGGC TG TCATGGATGAACTTGGGAACCGTTTGGTTTACTGGTGTGCG -
TCCGGCAGCTGCGGGGGCATC TG TAATGACTGCCACTTCGTGAGC TCACAACGAGCCTGGC TG TCATGGATGAACTTGGGAACCGTTTGGTTTACTAGTGTGAGT
TCCGGCAGCTGCGGGGGCACTTGTAATGACTGCCACTTCGTGAGC TCACAACGAGCCTGGC TG TCATGGATGAACTTGGGACCCGTTTGGTTTACTGGTGTGCGT
TCCGGCAGCTGCGGGGGCACTTGTAATGACTGCCACTTCGTGAGC TCACAACGAGCCTGGC TG TCATGGATGAACTTGGGAACCGTTTGGTTTACTGGTGTGCGT

TCCGGCAGCTGCGGGGGCACTTGTAATGACTGCCACTTCGTGAGC TCACAACGAGCCTGGC TG TCATGGATGAACTTGGGAACCGTTTGGTTTACTGGTGTGCGT

1020 GTATGTGTTTGTGTGCGTTGGGTGAATTTTCTTTGAATTATGGGGGATGTTGGGTACAGTGAACCAAGCTGTTGCCTCCCACTGTGCTTTGCCCTTTCTTCTTTC
1026 - - - - - - - - - - - TGTGTGCTGGGTGAATTTCCTTTGAATTATGGGGGATGTTGGGTACAGTGAACCAAGCTGTGGCCTCCCACTGTGTTTTGCCCTTTCTTTTTTC
1015 - - - - - - - - - - - TGGGTGTTGGGTGAATTTCCTTTGAATTATGGGGGATGTTGGGTACAGTGAACCAAGCTGTGGCCTCCCACTGTGCTTTGCCCTTTCTTTTTTC
1222 GTGTGTGTTTGTGTGTGTTGGGTGAATTTCCTTTGAATTATGGGGGATGTTGGGTACAGTGAACCAAGCTGTTGCCTCCCACTGTGCTTTGCCCTTTCTTCTTTC
1222 - - - - - - - - - - - - GGGTGTTGGGTGAATTTCCTTTGAATTATGGGGGATGTTGGGTACAGTGAACCAAGCTGTGGCCTCCCACTGTGTTTTGCCCTTTCTTTTTTC
1218 - - - --------- GTGTGTTGGGCGAATTTCCTTTGAATTATGGGGGATGTTGGGTACAGTGAACCAAGCTGTGGCCTCCCACTGTGTTTTGCCCTTTCTTTTTTC

GT-TGTGTTTG TG TG TG TTGGG TGAATTTCCTTTGAATTATGGGGGATGTTGGGTACAGTGAACCAAGC TG TGGCCTCCCACTGTG+TTTGCCCTTTCTTTTTTC

1125
1120
1109
1327
1315
1311

TGGGGGCATGTGACGAGGCC TCACCCAGGCACAATATTTGACTTTGTTTATTGTGCAATTTTCTTGTAGGTCCGATTGTTTCAACTCTCCACTTTGTGGTGAAGC
TGGGGGGCATGTGACGAGGCC TCACCCAGGCGCATATTTGACTTTGTTTATTGTGCAATTTTCTTGCAGGTCCGATTGTTTTAACTCTCCACTTTGTGGTGAAGC
TGGGGGGCATGTGACGAGGCC TCACCCAGGCGCATATTTGACTTTGTTTATTGTGCAATTTTCTTGCAGGTCCGATTGCTTTAACTCTCCACTTTGTGGTGAAGC
TG -GGGGCATGTGACGAGGCC TCACCCAGGCGCATATTTGACTTTGGTTATTTCCATCGCGATGTATTTTCTTTTTTT- -TCAGTTTTTTTTTTTTTTGTTACGG
TGGGGGGCATGTGACGAGGCC TCACCCAGGCGCATATTTGACTTTGTTTATTTCTATCGCGAGGTATTTTTTTTTTTT - -TAGTTTTTTTTTT--TTTTGTACGG
TGGGGGGCATGTGACGAGGCC TCACCCCGGCGCATATTTGACTTTGTTTATTTCTATCGCGAGGTTATTTTTTTTTTT- -AGTTTTTTTTT----TTTTGTACGG

TGGGGGGCATGTGACGAGGCC TCACCCAGGCGCATATTTGACTTTGTTTATT++G6+++++++C+TGTH++TH++++TTHTTTHAAF+THTH+H+CTTTHTHGTHA+GH

1230
1225
1214
1429
1416
1410

CGACCTTACTCCACTTTTTTTTTTTTCTGGGGGTGTGAACTGGTTTCTCTTTAACAGGAAAGCGCGCGAAATCAGGCAGGTGATAA
CGGCCTTACTCCACTTTTTTTTTTTTCTGGGTGTGTGGATTGGTTTCTCTTTAACAGGAAAGCGCGCGAAATCAAGCAGGTGATAA
CGGCCTTACTCCACTTTTTTTTT- -TCTGGGGGTGTGGATTGGTTTCTCTTTAACAGGAAAGCGCGCGAAATCAAGCAGGTGATAA
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Motif #11

CDS A CDS B
Motif # | IGR ID Tell-like Telll-like Tell-like Telll-like
CDSID  Product Description CDS ID Product Description CDSID  Product Description CDS ID Product Description
2449 |TcCLB.505965.50 phosphonopyruvate decarboxylase, putative [TcCLB.510903.50  phosphonopyruvate decarboxylase, putative |TcCLB.505965.60 hypothetical protein, conserved [TcCLB.510903.40  hypothetical protein, conserved
7897 |No_ortholog TCLB.510901.250 hypothetical protein, conserved No_ortholog TcCLB.510901.230  hypothetical protein, conserved
I \GR 7897
I IGR 2449
| | | | |
0 500 1000 1500 2000
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1893 GGAGGGAGAAGGCGAAGGAAGTGTTCTTCTTCTTGTGTTGGTCTTCTTACGC

Nucleotide position (bp)

AACA 4
e AACA 4
e g AACA 4

STCTCTGGAACTCGAGGGGAAGGAAGTGAAATTGGGACGATGTAGGCGATGATTTTCAGCCTGTGGGGTTTTTAA-TGGCCATGCAATGATCGTGCGTGCT 103
STCTCTGGAACTCGAGGGGAAGGAAGTGAAATTGGGACGATGTAGGCGATGATTTTCAGCCTGTGGGGTTTTTAA-TGGCCATGCAATGATCGTGCGTGCT 103
STCTCTGGAACTCGAGGGGAAGGAAGTGAAATTGGGATGATGTAGGCGATGATTTTCAGCCTGTGGGGT-TTTAA-TGGTCATGCAATGATCGTGCGTGCT 102
401l TGTATAGACATCAGG - - - - - - GGATTACGGAGGGAAATATCTTGTGTTCTTTTTTTTTCTTTCCATCTTTTTGAAGGGAGGGGAATTTTTGTAATGTTCT 494

TCTCTGGAACTCGAGGGGAAGGAAGTGAAATTGGGACGATGTAGGCGATGATTTTCAGCCTGTGGGGTTTTTAA-TGGCCATGCAATGATCGTGCGTGCT

104 CTCTTACCGTTTCTAAAA- - ----- - - ACT-ATATCTGCCTGGAAGAGATTCAGTTTTTTGGAGGGAATTTGCGATCATATGTGGGGGAAGGGAGGCTAALSS
104 CTCTTACCGTTTCTAAAA- - - ---- - - ACT-ATATCTGCCTGGAAGAGATTCAGTTTTTTGGAGGGAATTTGCGATCATATGTGGGGGAAGGGAGGCTAALSS
103CTCTTACCGTTTCTAAAA- - - - - - - - - ACT-ATATCTGCCTGGAAGAGATTCAGTTTTTTGGAGGGAATGTGCGATCATATGG - -GGGAAGGGAGGC TAALS0

495 TTATTAGCGATGTGGTGATGTGTTTTGTCTGAAACAACAAAGAAACCAATAGAAACTCACGGAGGGAATGTGCG - -ATCATATGGGGGAAGGGAGGC TAASS2

CTCTTACCGTTTCTAAAA ACT-ATATCTGCCTGGAAGAGATTCAGTTTTTTGGAGGGAAT+HTGCGATCATATGTGGGGGAAGGGAGGCTAA

194 GGAGGAGGTTGGCGTGGTTTTCTCATCCCCCACCATT - --ATTTTTTCTTTCTTTTTACATGTTGGTGCGCTGCAGGACATCGAGTGCATTTCTTTTTGT 290
194 GGAGGAGGTTGGCGTGGTTTTCTCATCCCCCACCATT - --ATTTTT-TTTTCTTTTTACATGTTGGTGCGCTGCAGGACATCGAGTGCATTTCTTTTTGT 289
191 GGAGGAGGTTGGCGTGGTTTTCTCATCCCCCCACCATTATTATTATTTTTTCTTTTTACATGTTGGTGCGCTGCAGGACATCGAGTGCATTTCTTTGTGT 290
593 GGAGGAGGTTGGCGTGGTTTTCTCATCCCCCCACCATTATTATTATTTTTTCTTTTTACATGTTGGTGCGCTGCAGGACATCGAGTGCATTTCTTTGTGT 692

GGAGGAGGTTGGCGTGGTTTTCTCATCCCCCH+C++TTATH+TTHTTTTTTCTTTTTACATGTTGGTGCGCTGCAGGACATCGAGTGCATTTCTTTHTGT

291 TTTCTGTCCTTGCACTCGCCGACTTTCTTAAGACTAATACCGCTGCAGCAACTTGCCACACGGAGGGAATTCTGGCGGTTGCGGTGGCCCTTTTGAAGAC 390
290 TTTCTGTCCTTTCACTCGCCGACTTTCTTAAGACTAATACCGCTGCAGCAACTTGCCACGCGGAGGGAATTCTGGCGGTTGCGGTGGCCCTTTTGAAGAC 389
291 TTTCTGTCCTTGCACTCGCCCACTTTCTTAAGACTAATACCGCTGCAGCAACTTGCCACGCGGAGGGAATTCTGGCGGTTGCGGTGGCCCTTTTGAAGAC 390
693 TTTCTGTCCTTGCACTCGCCCACTTTCTTAAGACTAATACCGCTGCAGCAAATTGCCACGCGGAGGGAATTCTGGCGGTTGCGGTGGCCCTTTTGAAGAC 792

TTTCTGTCCTTGCACTCGCCHACTTTCTTAAGACTAATACCGC TGCAGCAACTTGCCACGCGGAGGGAATTCTGGCGGTTGCGGTGGCCCTTTTGAAGAC

391 TGCCGCCTCAGCGTGGTGCGCCAGGGTCAATCGCCCCGTATTGTCGGGGGAGGCCAGGGGCCAGCCATGCTTTCCTCACGGGCTTGTTGGTGCAGGGC TG 490
390 TGCCGCCTCAGCGTGGTGCGCCAGGGTCAATCGCCCCGTATTGTCGGGGGAGGCCAGGAGCCAGCCATGTTTCCCTCACGGGCTTGTTGGTGCAGGGC TG 489
391 TGCCGCCTCAGCGTGGTGCGCCAGGGTCAATCGCCCCTTATTGTCCGGGGAGGCCAGGAGCCAGCCATGTTTCCCTCACGGGCCTGTTGGTGCAGGGC TG 490
793 TGCCGCCTCAGCGTGGTGCGCCAGGGTCAATCGCCCCTTATTGTCCGGGGAGGCCAGGAGCCAGCCATGTTTCCCTCACGGGCCTGTTGGTGCAGGGC TG 892

TGCCGCCTCAGCGTGGTGCGCCAGGGTCAATCGCCCCHTATTGTC+GGGGAGGCCAGGAGCCAGCCATGTTTCCCTCACGGGCH+TGTTGGTGCAGGGCTG

491 ACGGCATGTATTTTGTGAATATCTTTGTTTGTGGGTGCGTGCG TG TTGGATAAATTGTTTCTAAATTGTGTGTGGG - - - - - - - - - - - - - - - - - - - - - - - - 566
490 ACGGCATGTATTTTGTGAATATCTTTGTTTGTGGGTGCGTGCG TG TTGGATAAATTGTTTCTGAATTGTGTGCGGG - - - - - - - - - - - - - - - - - - - - - - - - 565
491 ACGGCATGTATTTTGTGAATATCTTTGTTTGTGGGTGCGTGCGTGTTGGATAAATTGTTTCTGAATTGTTTGCGGG - - - - - - - - - - - - - - = - - - - - - - - - 566

893 ACGGCATGTATTTTGTGAATATCTTTTTTTGTGGGTGCGTGCGTGTTGGATAAATTGTTTCTGAATTGTTTGCGGGATGCTGGACGCATTGAGCCAGAAT 992

1093 GTTTTGTTC TGGATGGTACCATTATTTATAGTTCTTGTATGTATGCCTGTGTGTGTGTGTGTGCTGGTGTGTAAATACCTTTTAATTTTATTTTTTTAATI1192

1193 TATTTGTTTTGCTGCGTTTTCTCCCATTCACAATTGTTGCCGTGTGACGTGGTTTTTTCCCCTTTCCCTGTTGGTGTTAACTTTGAAAGTTGAAAAAGCALZ92

1293 AGCCATCAAATGCAGATTGTCGACGGCCAGCACTTCAGCGGTGGCGTTCAACGGAGTGAGGCGC TGGAGGATTCCGCCACGGCACTGAAGCATTCCATGC 1392

1393 AGATGGGCCGTTTTTTTGCGTACTACACGCATCCACACCGTCTGCCGCTTAGTCAGAGCGCGGAGGAGCCGATGTGTGAGAAGCTGCCACGCGATGAGGC 1492

1493 GATGC TTGCGCCAGGGGACTTTACTTTTCTCCCCAACCCGACGTACTGTGGCCGGACAACGGTTGACAAAGTGCTCTACAAGCATTGCCTGAGCCTTGAT 1592

1593 ATTCTCTTGTAGCTTCCTTCTCTGCATTGGAGCTGCTGAATTGCGAGAATAAAAAAAATTGTGTGCATGTGTGTGATGCCAATAAGGCTGACAGATAAGALRS2

1693 GAGAAATAATTAGAGCAGCAGCAACAGTGATGGCGGTTGTATTTGTTTTTACTTTCGTCTTACTCTCCTTTTTTCTCCTTCTTCTAACATTCCCTTCTTC1792

1793 GAAGGGGGAGG TAAGGC TG TAGTAAAGGTGTCTGTCTGTCTGGGGGTGGGAAGAGGAGGAGGAGGAGAGACACGGGCGAGAAGGGCAACTTCACACGGTAL892

1944




NMotit #12

CDSA CDSB

Motif# | IGR ID

Tell-ike Telll ke Tell-ike Telll-fike

CDS ID

Product Description

CDSID  Product Description CDSID  Product Description CDSID  Product Description

3859 {TcCLB.507639.10 poly-zinc finger protein 2, putative
3860 |TcCLB.507639.20  universal minicircle sequence binding protein (UMSBP), putative

TCLB.509731.10  poly-zin finger protein 2, putative
TCLB.503781.90  universal minicircle sequence binding protein (UMSBP), putative

TcCLB.507639.20  universal minicircle sequence binding protein (UMSBP), putative
TcCLB.507639.30  universal minicircle sequence binding protein (UMSBP)

TcCLB.503781.90  universal minicircle sequence binding protein (UMSBP), putative
TcCLB.503781.80  universal minicircle sequence binding protein (UMSBP)
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IGR_3859_(Tcll-like)/1-3360
IGR_3860_(Telll-like)/1-526
IGR_3860_(Tell-like)/1-527
IGR_3860_(Tel)/1-521

Consensus

IGR_3859_(Tell-like)/1-3360
IGR_3860_(Tell-like)/1-526
IGR_3860_(Tell-like)/1-527
IGR_3860_(Tell)/1-521

Consensus

IGR_3859_(Tell-like)/1-3360
IGR_3860_(Telll-like)/1-526
IGR_3860_(Te-like)2-527
IGR_3860_(Tel)A-521

Consensus

IGR_3859_(Tcll-like)/1-3360
IGR_3860_(Telll-like)/1-526
IGR_3860_(Tell-like)/1-527
IGR_3860_(Tel)/1-521

Consensus

IGR_3859_(Tell-like)/1-3360
IGR_3860_(Tell-like)/1-526
IGR_3860_(Tell-like)/1-527
IGR_3860_(Tell)/1-521

Consensus

IGR_3859_(Tell-like)/1-3360
IGR_3860_(Telll-like)/1-526
IGR_3860_(Te-like)2-527
IGR_3860_(Tel)A-521

Consensus

IGR_3859_(Tcll-like)/1-3360
IGR_3860_(Telll-like)/1-526
IGR_3860_(Tell-like)/1-527
IGR_3860_(Tel)/1-521

Consensus

. IGR 3860
. IGR 3859
[ I I I I I I I

0 500 1000 1500 2000 2500 3000 3500

Nucleotide position (bp)

1GCACTGCCCTTTGAAGGCTTGCTGGCCAGTTCGGCAATGGGTCGTTCAGTTCAGAAACAAGCTCACTTTTAAGTACAACGCGTCTACGTTCCTGGGCAAG 100
1GCACTGCCCTTTGAAGGCTTGCTGGCCAGTTCGGCAATGGGTCGTTCAGTTCAGAAACAAGCTCACTTTTAAGTACAACGCGTCTACGTTCCTGGGCGAG 100
1GCACTGCCCTTTGAAGGCTTGCTGGCCAGTTCGGCAATGGGTCGTTCAGTTCAGAAACAAGCTCACTTTTAAGTACAACGCGTCTACGTTCCTGGGCAAG 100
1GCACTGCCCTTTGAAGGCTTGCTGGCCAGTTCGGCAATGGGTCGTTCAGTTCAGAAACAAGCTCACTTTTAAGTACAACGCGTCTACGTTCCTGGGCAAG 100

GCACTGCCCTTTGAAGGCTTGCTGGCCAGTTCGGCAATGGGTCGTTCAGTTCAGAAACAAGCTCACTTTTAAGTACAACGCGTCTACGTTCCTGGGCAAG

101 GGGATGTCTCTTCTCTGCTTACCCATTGTAGGGGACAGGAAAAGAACTGACTGCCTCTTATTAAAAGAAAAAAGGAAAAAAAAGAAAAAAAGGAAGGATC 200
101 GGGATGTCTCTTCTCTGTTTACCCCTTGTGGGGGACAGGAAAAGAACTGACTGCCTCTTATTAAAAAAAAAAAAAAAAGGAAAAAAAAAAGGGAAGGGTC 200
101 GGGATGTCTCTTCTCTG-CTACCCCTTGTAGGGGACAGGAAAAGAACTGACTGCCTCTTATTAAAAGAAAAAAGAAAAAAAAA - AAAAAAAGGAAGGATC 198
101 GGGATGTCTCTTCTCTG-CTACCCCTTGTAGGGGACAGGAAAAGAACTGACTGCCTCTTATTAAAAGAAAAAGGAAAA--- - - - AAAAAAGGGAAGGATC193

GGGATGTCTCTTCTCTG-+TACCCCTTGTAGGGGACAGGAAAAGAACTGACTGCCTCTTATTAAAAGAAAAAAGAAAAAAAAA-AAAAAA+GGAAGGATC

201 GGGGAATGAAGGGAAATAAGTAAAATAATTAAATCAAAAACTCTCATATTCTCGATCCTTGCGCAGCGCGTTTGAAGGTAAATACCCAATGATAAAAGGC 300

201 GGGGAATGAAGGGAAATAAGTAAAATAATTAAATCAACAGCCCTCATATTCTCGATCTTTGCGCAGCGCGTGGGAGGGTAAATAGCAAATAAAA- - - - - - 294

199 GGGGAATGAAGGGAAATAAGTAAAATAATTAAATCAAAAACTCTCATATTCTCGATCCTTGCGCAGCGCGTGGGAGGGTAAATAGCAAATAAAA - --- - - 292

194 GGGGAATGAAGGGAAATAAGTAAAATAATTAAATCAAAAACTCTCATATTCTCGATCCTTGCGCAGCGCGTGGGAGGGTAAATAGCAAATAAAA - --- - - 287
GGGGAATGAAGGGAAATAAGTAAAATAATTAAATCAAAAACTCTCATATTCTCGATCCTTGCGCAGCGCGTGGGAGGGTAAATAGCAAATAAAA- - - - - -

301 ACACTTACGGTCATCAAAAATATATACTCTTTTCATGAACTGTAATCCAGTTAATATGGCTGATGTACATCTTTGTTTCCTTTTTTTTTTTTTGAAGGTA 400

- TP [ 298

D0 = = e m e e e e e e e e e e e e e e B - - - - s s e s e e e e 296

DB = = = = = = e I - - = = == im0 e 291
--------------------------------------------------- TURAT = = = = = = == m o = o e e

S0l TGCTTTCCCCTTTCTGTTTTTGTATTTATTTATTTATTATTATTTATTTTTITTITTTITTITTTTGAGGGAGCGCGATAGTTATGGTGCTTTTTTTTTGTTTTE00

DO = = e i RSN - - - - - - TTTGTTCA312
D07 = = = i e RS- - - - - - TTTGTTCA3L0
20T = == = e HEEHEN - - - - - - TTTGTTCA30S

TTTGTTCA

GOLTTTTTCCCCCGTCCCCCCATGTGTTTGCGGAAGAGATGCTGTGTTGTGAGAAATGGGCCAAGGACCCCGGTATACACGTTTAATAGACAAGGGGGTGAAG 700

k] [ 325
11 [ . - - = = - o = 323
06 I - - - = = = = = = = = == = =i i e e 318

T T TIC TG TR TUBIE T = =0 = =t = = = = = = = = o o o e e

701 AAGAGCAATGAGGATGAACGGATTGCCCCTTTTAAACTGAAAGGGGAAAAAAAAAAAAAAAAAAAAAAAAAAGGGAGTTAGCGAGATGGGAAGGAGGACG 800

801 TGTACCCGAAAAGAAAAAAAAGAAAAAAATAAAAGAAACGGAGATGAAATGAGTAGATGAGGAATACAGCTGCTGGAGGGGAAAGAAAAAAAAAAAAAAAYDD

: . I - = = e e 336

B2 = v = BN - = i i i e i 0 e e 334

B0 e e B - - - - - = - == = 329
------------------------- AATATAAAAGA - - == wvvecvnemmmsoeccoseecooeeeosacecoascecoosaeeosaenoaaeeooaennnns

1001 AACTCACCGCCCGCCGCGTTTGTTTTATTTCTTCAAAGTTTTTTTTTTTTTATTTTGTGTTTCCGCCGTTAATGAAGTGTGTTTTTTTTTGTTTTTTGTT1100

BIBT = = = = L 346
SIS = = m i CIIREE - - - - - - - - - 344
IO = = = EEE - - - - - ------------------ 339

1301 ATGAAATATCTTTGTTGTTGACACCAACGGGCTTCTTTTTTACCTGCCTGGTGTGCTGTGAGCAAATAACCCTTAAAGGAGGAAAAGGTTGAAAAAACAG 1400

B0, = == = = e o e N - - = i e e 3 e ACAACAA 396
BITH = o= = o I - = o e e 3 e ACAACAA 394
BT = = = I - - - - - - - - - - - - ccccec-eeccsecesecesccsecaee-an- ACAACAA 389

1401 AAAACAAAAAAAAAATTTAAATATATTAAAATAAATAAAAATAACATTTTTCTTTATATATATATATATATATATCTCCTTTTTCCCCTATCTCTTTCTG 1500

907 N - - - = = = - o e e TTGTTA411

595 [N - = = v = v = i ot o e i TTGTTA409

B0 [ - = = = = = = = = = m = TTGTTAA404
AURTIGE G AN = = = = = = = = = = = o e e e e TTGTTA

1501 TATTTGGGAACTGGCGGGGAGTTGTGAAGGTGCTGCGAGTTTATGTGCCCACTGTGCGGTTCTCTTTTGGGTTGCGTTGCATTTTCTCTTATTATTATTC 1600

1D - - - issseessssmsemmssscAamTasscamaEEEsss TCGTTTAGGTATATTTGCTCTTTTATTTATTATTATTA459

10 DN - - - - - .- Es sy TCGTTTAGGTATATTTGCTCTTTCATTTTTTTTTGTTT 457

A0S I - - - = - = = = i TCGTTTAGGTATATTTGCTCTTTCATTT-TTTTTGTTT451
TTH+TGGGAA - - - mmmmmmoommmeoooooooseeoeocnoaaaaeeoaaaaaeennnns TCGTTTAGGTATATTTGCTCTTTCATTTATT4TT+TTT

160L TCTTCCTTTTTCTTTTTITTTGTGGGTCTTTCTTCTTTTGTCTGTTTCACTCTCTTCCTTTTGAAGGGGCTCTTTCGTCCATCTCATTGTGTGCCTGGC TG 1700

A50 BN - - - IO - - - - = = = o e o i e 470
450 I - - - = = = = = = o = = 471
250 - - - = - == === ===ccmccssascascensas s nE s mE A n s a 465

T T TTCTC T T T T === = == = === = = == s === = e = s s = = s s mm = m s s = m e s msmes s ssss s s nsnss

1701 TCTGTCTGTCTGTCTGTGGTCGTGCTTCCGCGGAGGATGAAGATGGTGAAAAGGGGTGGAGGGTGGGGGAAGAGTGATGGAACTCAGCCGCCGGCTTAGG 1800

2101 CAGGGGAGAAGCCTAACAAAAAGGGTAAGAAACGAACGGAAGGGGGAGTGGAGTGGTCAGTACAACCGGTTTTCCCTATCCCCTTTTTCCAGCTGATGCA 2200

. 1 GTGCA475

7D = = xx e m e m e e e e e e e e e e e e e e e e e e e e e e e e e e GTGCA476

JUESE 1= = = e = 1 e e e i e e e e GTGCA470
----------------------------------------------------------------------------------------------- GTGCA

-
ML = = = = = mm e e e e e e e e e e e e e e e
3
2301 TATTAATCGTGGGAGATTATGGATTTAATGGTGATGGTTTTCTTGGGCGGCAGCGTGATGTGAGGTTTGAGCAGTGGTGGCAGCGGCGGTGTTGCTGC TC 2400
477 - - - - AACCGTAGAAG - - - - - - - - - B - - e 492
478 - - - - AACCGTAGAAG - - - - - - - - - BN - - - - e = v i e 493
472 - - - - AACCGTAGAAG - - - - - - - - - I - - - - = = = = = i e 487

BB = = TC 494
MO = = = e e TC 495
A = == == e s e i e e e = e e e s e = e e s e s e e TC 489
-------------------------------------------------------------------------------------------------- TC
2901 ACCGGTGCGTCGTCGTCTCTGTGAAGAATTCTCATCGCGGGGGCTTGCGATCTGCTGTTGTCTTTGTTGCTCTTCTTGGTTTTAATGGTTTCTTCCTTTT 3000
RIS I — - o o m e e e 498
AOGIIN - ~ = = = = = = i e e 499
MO0 - - = - = = - e e e 493
BGITIE = = = = = = = = e

0L TTTTTTTTTTTTTATTGTTGCATTGTACACGACGAGCACACACGAGCAAAAAATTCTGAGGAACCGCTTAGGGGTGGGGGGAGCAACGGCGATCATAATASLO00

P BN . - - .- - TAATT 509

B00 = =e === e acimn s m e s a s BN - - - -c-samecssmmessese s TAATT 510

BOB = o e - - - - - - e TAATT 504
------------------------------------------------- AAAGTT--cvvveooneemcoaceooaeenoaaanoaannnaee--TAATT

-110] U BN - - - = = = = o e 518
BT - = == o e e I - - - = = = = e e 519
S0 = = === DI - = - = = = == e e 513

3301 AGTACTTTTGTCTGAAAAGAAAAATACACAGAAAACAACACCACCACCAACAACAAAAAG 3360
-1 T DU - - - - - --- ... ... 526
L P . 527
B = - i e e - - ---------------- 521




Motit #13

CDSA CDSB
Motif # | IGR ID Tell-like Tellldike Tell-like Telll-like
CDSID  Product Description CDSID  Product Description CDSID  Product Description CDSID  Product Description
" 4004 |TcCLB.511445.140  hypothetical protein TcCLB.503703.60 hypothetical protein TeCLB.511445.160 - copper-transporting ATPase-like protein, putative |TeCLB.503703.50 ' copper-transporting ATPase-like protein, putative
8957 (TcCLB.511445.160 copper-transporting ATPase-like protein, putative  {TeCLB.503703.50 ' copper-transporting ATPase-like protein, putative  [CLB.503893.30  hypothetical protein, conserved TcCLB.503703.40 hypothetical protein, conserved

IGR_8957 _(Telil-like)/1-780
IGR_4004_(Teli-like)/1-1161
IGR_4004_(Tcll)/1-1147
IGR_4004_(Tclil-like)/1-1187
IGR_8957 _(Tel_SylvioX10)/1-1008
IGR_4004_(Tel_SylvioX10)/1-1008

Consensus

IGR_8957 _(Telll-like)/1-780
IGR_4004_(Tell-like)/1-1161
IGR_4004_(Tcil)/1-1147
IGR_4004_(Te/ll-like)/1-1187
IGR_8957_(Tel_SylvioX10)/1-1008
IGR_4004_(Tel_SylvioX10)/1-1008

Consensus

IGR_8957 _(Telll-like)/1-780
IGR_4004_(Tc/l-like)/1-1161
IGR_4004_(Tcll)/1-1147
IGR_4004_(Te/ll-like)/1-1187
IGR_8957_(Tel_SylvioX10)/1-1008
IGR_4004_(Tel_SylvioX10)/1-1008

Consensus

IGR_8957 _(Telll-like)/1-780
IGR_4004_(Tell-like)/1-1161
IGR_4004_(Tell)/1-1147
IGR_4004_(Telll-like)/1-1187
IGR_8957_(Tel_SylvioX10)/1-1008
IGR_4004_(Tel_SylvioX10)/1-1008

Consensus

IGR_8957_(Telll-like)/1-780
IGR_4004_(Te/l-like)/1-1161
IGR_4004_(Tcll)/1-1147
IGR_4004_(Tcili-like)/1-1187
IGR_8957 _(Tel_SylvioX10)/1-1008
IGR_4004_(Tel_SylvioX10)/1-1008

Consensus

IGR_8957 _(Telll-like)/1-780
IGR_4004_(Tell-like)/1-1161
IGR_4004_(Tcll)/1-1147
IGR_4004_(Teill-like)/1-1187
IGR_8957 _(Tel_SylvioX10)/1-1008
IGR_4004_(Tecl_SylvioX10)/1-1008

Consensus

IGR_8957 _(Telli-like)/1-780
IGR_4004_(Tell-like)/1-1161
IGR_4004_(Tcil)/1-1147
IGR_4004_(Tclil-like)/1-1187
IGR_8957 _(Tel_SylvioX10)/1-1008
IGR_4004_(Tel_SylvioX10)/1-1008

Consensus

IGR_8957 _(Telil-like)/1-7 850
IGR_4004_(Tell-like)/1-1161
IGR_4004_(Tell)/1-1147
IGR_4004_(Tclil-like)/1-1187
IGR_8957_(Tel_SylvioX10)/1-1008
IGR_4004_(Tel_SylvioX10)/1-1008

Consensus

IGR_8957 _(Telll-like)/1-780
IGR_4004_(Tcil-like)/1-1161
IGR_4004_(Tell)/1-1147
IGR_4004_(Te/ll-like)/1-1187
IGR_8957_(Tel_SylvioX10)/1-1008
IGR_4004_(Tel_SylvioX10)/1-1008

Consensus

IGR_8957 _(Telll-like)/1-780
IGR_4004_(Tcll-like)/1-1161
IGR_4004_(Tell)/1-1147
IGR_4004_(Tcll-like)/1-1187
IGR_8957 _(Tel_SylvioX10)/1-1008
IGR_4004_(Tc!_SylvioX10)/1-1008

Consensus

IGR_8957_(Tell-like)/1-780
IGR_4004_(Tell-like)/1-1161
IGR_4004_(Tcll)/1-1147
IGR_4004_(Te/ll-like)/1-1187
IGR_8957 _(Tel_SylvioX10)/1-1008
IGR_4004_(Te/_SylvioX10)/1-1008

Consensus

IGR_8957 _(Telll-like)/1-780
IGR_4004_(Tell-like)/1-1161
IGR_4004_(Tcli)/1-1147
IGR_4004_(Teill-like)/1-1187
IGR_8957 _(Tel_SylvioX10)/1-1008
IGR_4004_(Tel_SylvioX10)/1-1008

Consensus

I IGR 8957

____ I IGR 4004

[ I I I I I |

0 200 400 600 800 1000 1200

Nucleotide position (bp)

B I I AAAAAAAAAAAAAAAGCAAAATAA- -ATCGATAAATAAATTGATTTTGTTTGATCGCTAACTACACTTATATTA
1AAGCTTTTTGTGCCATATTCTTTTCCACCCAGATGCAATAAAAATACAAAAACAAAGCAGGTATCTACAAATACTCCGTGTTG - - - - - - - - - - TAACAAAACTAACATTA
1AAGCT-TTTGTGCCATATTCTTTTCCACCCAGATGCAATAAAAATACAAAAACAAAGCAGGTATCTACAAATACTCCGTGTTG - --------- TAACAAAACTAACATTA
1 AAGCTCCCTGTGCCATATTCTTTTTCACCCAGATGCAATAAAAATATGAAAACAAGACAGATGTCTACAAATACTCCGTGATG - - - ----- - - TAACAAAACTAATATTA
leocccececacacacacacacaaananenenenanns B R A REEGEAGIIRE - - - - - - - - - - - - - - - - -----c-c-cccccccccc-c-c-c-cnc-c---
0 U S R T T P RPN - - - - - - - - - - - - - - -~ --="-"=°-"="-"="-="“=""“°""“°""“°"22"+“2°+2c+=c+=“+--+-+-

AGCT-TTTGTGCCATATTCTTTTCCACCCAGATGCAATAAAAATATAAAA+CAA+ACAGGTATCTACAAATACTCCGTGTTG--=-=-=--=-=---

-

73CGTCCTTAAGATATTACTGTACAGGAAGAAAATATGATTTTTCTTTCTTTTGAAACACAGACATCTATTGGTCCATTGCATTTTAACGGTATTTGTAGAGGCAAGACCTA
101€TTT--------- TAGCCGTGCACGAAAAAAAAAAAAAAAAAGTGC - - - - - - AGATAAAGAACATGAATGCATTAACACCTTTTTCTTTTATTTGTA--------=---- A
W00C€TTT--------- TAGCCGTGCACGAAAAAAAAAAAAACGTGC - - - - - - - - - AGATAAAGAACATGAATGCATTAACACCTTTTTCTTTTATTTGTA- ----------- A
101€TTT--------- TAGCCGTGCACAAAAAAAAAAAAAAAACTCTGC - - - - - - GGATAAAGAAAATGAATGCATTAACACTCTTTTCTTTTATTTGCA- - ---------- A
_____________________________________________________________________________________________________________ A
............................................................................................................. A
CTTT------- TAGCCGTGCACGAAAAAAAAAAAAAAATTCTGC - - - - - - AGATAAAGAA+ATGAATGCATTAACACCTTTTTCTTTTATTTGTA-------=-=-=--- A
183 CACGAAA----- - - TACACAAAGTACTACACAAAAGAATGTCTCCCACAGCTGTCAGGATGAACAACGCCTAAGAGGCGCAGCACGGGCTTGAGTAGCGTTGCGCGGAGA

184 CTCAAAGGTATCAGTATAGAAAGTACTACACAAAAGAATGTCTCCTACGGCTGCCAGGATGAACAACGCCTAAGAGGCGCAGCACGGGTTTGAGCGGTGTTGCGCGTAGA
1830 CTCAAAGGTATCAGTATAGAAAGTACTACACAAAAGAATGTCTCCTACGGCTGCCAGGATGAACAACGCCTAAGAGGCGCAGCACGGGTTTGAGCGGTGTTGCGCGGAGA
184 CTCAAAAATATCAGTATGGAAAGTACTACACAAAAGAATGTCTCCCACAGCTGTCAGGATGAACAACGCCTAAGAGGCGCAGCACGGGGTTGAGTAGCGTTGCGCGGAGA
26 CACGAAA------- TACAAAAAGTACTACACAAAAGAATGTCTCCCACAGCTGTCAGGATGAACAACGCCTAAGAGGCGCAGCACGGGTTTGAGCAGCGTTGCGCGGAGA
26 CACGAAA------- TACAAAAAGTACTACACAAAAGAATGTCTCCCACAGCTGTCAGGATGAACAACGCCTAAGAGGCGCAGCACGGGTTTGAGCAGCGTTGCGCGGAGA

>
>
>
>

CGCCTAAGAGGCGCAGCACGGGTTTGAGCAGCGTTGCGCGGAGA
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ATGTCTCCCACAGCTGTCAGGATGAAC

286 GCGCCCGGCTGATGGCCATTCACTTGGGCATGGTGCCCTCCAGTGCAACGGTGGACCAGCTGCGCATCGCGGTGCGCGGTGCGGCGGAGCCTGAATCGATCACCCCAGTG
294 GCGCCCGGCTGATGGCCATTCACTTGGGCATAGTGCCCTCCAGTGCAACGGTGGACCAGCTGCGCGTCGCCGTGCGCGGTGCGGCGGAGCTTGAACCGATCGCCCCAGTG
290 GCGCCCGGCTGATGGCCATTCACTTGGGCATGGTGCCCTCCAGTGCAACGGTGGACTAGCTGCGCGTCGCCGTGCGCGGTGCGGCGGAGCTTGAACCGATCGCCCCAGTG
294 GCGCCCGGCTGATGGCCATTCACTTGGGCATGGTGCCCTCCAGTGCAACGGTGGACCAGCTGCGCATCGCGGTGCGCGGTGCAGCGGAGCCTGAATCGATCACCCCAGTG
129 GCGCCCGGCTGATGGCCATTCACTTGGGCATGGTGCCCTCCAGTGCAACGGTGGACCAGCCGCGCCTCGCGGTGCGCGGTGCGGCGGAGCTTGAATCGATCACCCCAGTG
129 GCGCCCGGCTGATGGCCATTCACTTGGGCATGGTGCCCTCCAGTGCAACGGTGGACCAGCCGCGCCTCGCGGTGCGCGGTGCGGCGGAGCTTGAATCGATCACCCCAGTG

GCGCCCGGCTGATGGCCATTCACTTGGGCATGGTGCCCTCCAGTGCAACGGTGGACCAGCTGCGC+TCGCGGTGCGCGGTGCGGCGGAGCTTGAATCGATCACCCCAGTG

396 TCGCTGGTGGTGGACGACGGTGAGCTCTCCAACACCACATTTGTCGGCGAGTTTCATGCAATCTCGGAGGATGCTGACGGCTTCCCCTACCCCGATTATACTTTGGAGCG
404 TCGCTGGTGGTGGACGACGGTGTGCCCTCCAACACCACATTTGTCGGCGAGTTTCATGCGCTCTCAGAGGATGCCGACGGCTTCCCCTACCTCGATTATACTTTGGAGCG
400 TCGCTGGTGGTGGACGACGGTGTGCCCTCCAACACCACATTTGTCGGCGAGTTTCATGCGCTCTCAGAGGATGCCGACGGCTTCCCCTACCTCGATTATACCTTGGAGCG
404 TCGCTGGTGGTGGACGACGGTGTGCTCTCCAACACCACATTTGTCGGCGAGTTTCATGCAATCTCGGAGGATGCTGACGGCTTCCCCTACCCCGATTATACTTTGGAGCG
239 TCGCTGGTGGTGGACGACGGTGTGCTCTCCAGCACCACATTTGTCGGCGAGTTTCATGCAATCTCAGAGGATGCCGACGGCTTCCCCTACCTCGATTATACTTTGGAGCG
239 TCGCTGGTGGTGGACGACGGTGTGCTCTCCAGCACCACATTTGTCGGCGAGTTTCATGCAATCTCAGAGGATGCCGACGGCTTCCCCTACCTCGATTATACTTTGGAGCG

TCGCTGGTGGTGGACGACGGTGTGCTCTCCAACACCACATTTGTCGGCGAGTTTCATGCAATCTCAGAGGATGCCGACGGCTTCCCCTACCTCGATTATACTTTGGAGCG

506 AAAGTTCTGTCTTTTCTCTTCATGCGTCTTCTGGTGGTCGTACTTAAGGATGATACATTGCTCGTTGAGTGGCCGGGAATGGATAGGATTGTTTTCTCTTTTGTTGTTGT
514 AAATTTCTGTCTTTTCTATTCATTCGACTTCTGGTGGTCGTACTTAAGGATGATACATTGCTCGTTGAGTGGCCGGGAATGGATAGGATTGTTT--TTTTTTGTGTGTGT

510 AAATTTCTGTCTTTTCTATTCATTCGACTTCTGGTGGTCGTACTTAAGGATGATACATTGCTCGTTGAGTGGCCGGGAGTGGATAGGATTGTTT--TTTTTTGTTGTT - -
514 AAAGTTCTGTCTTTTCTCTTCATGCGTCTTCTGGTGGTCGTACTTAAGGATGATACATTGCTCGTTGAGTGGCCGGGAATGGATAGGATTGTTTTCTCTTTTGTTGTTGT
349 AAAGTTCTTTCTTTTCTCTTCATGCGTCTTCTGGTGGTCGTACTTAAGGATGATACATGGCTCGTTGAGTGCCCGGGAATGGATGGGATT - - - - - - TTTTCTGTTGTTGT
349 AAAGTTCTTTCTTTTCTCTTCATGCGTCTTCTGGTGGTCGTACTTAAGGATGATACATGGCTCGTTGAGTGCCCGGGAATGGATGGGATT - - - - - - TTTTCTGTTGTTGT

AGTTCTGTCTTTTCTCTTCATGCGTCTTCTGGTGGTCGTACTTAAGGATGATACATTGCTCGTTGAGTGGCCGGGAATGGATAGGATTGTTTTCTTTTTTGTTGTTGT

»
>

616 TGTTGGTTGTTTATTTTG - - - - - - - - - - - - - - - - - - - --- - .- - - - - - - - - - -
622T----GTTGTTTATTTTGCCAATTCTTTATA-TTCTATTTATTTTATTAAATTGGCTCATGACTTCTTTGGCAGGGGTCTGATGTTACGCGCGAAGAAATTTCCTTCATT
616 == - = - GTTGTTTATTTTGCCAATTCTTTATA-TTCTATTTATTTTATTAAATTGGCTCATGACTTCTTTGGCAGGGGTCTGATGTTACGCGCGAAGGAATTTCCTTCATT

624 TGTTGGTTGTTTATTTTGCCAATTCTTTATA-TTCTATTTATTTCATTAAATTTGCTTATGACTTCTTTGGTAGGGGCCTGATGTTACGCGTGGAGAAATTTCCTTCAGC
453 TGTTGGTTGTTTATTTTGCCAATTCTTTATATTTCTATTCATTTCATTAAATTGGCTCATGATTTCTTTGGTAGGGGTCTGATGTTACGCGTGGAGGAATTTCCTTCATT
453 TGTTGGTTGTTTATTTTGCCAATTCTTTATATTTCTATTCATTTCATTAAATTGGCTCATGATTTCTTTGGTAGGGGTCTGATGTTACGCGTGGAGGAATTTCCTTCATT

TGTTGGTTGTTTATTTTGCCAATTCTTTATATTTCTATTTATTTCATT TTGGCTCATGACTTCTTTGGTAGGGGTCTGATGTTACGCGTGGAGGAATTTCCTTCATT

>
>
>

659 - - - -- - IBPARRIREREG - - - - - - - - - - - - -cccocean-n GEGCCARGARIR - - - - - - - - - - - - -c-ccccccceee e et c e ce e m e CAT
727 TTCTGGGTTTTGGTTTTGGCTTGTCTTTGGGCGTACGTCGCTGTGCCCTCCACGCGTTCGGCTCGTTCGGCAGTGCTGGGAGACACGCAGCGGGATGCAACTGAAAATAT
720 TTCTGGGTTTTGGTTTTGGCTTGTCTTTGGGCGTACGTCGCTGTGCCCTCCACGCGTTCGGCTCGTTCGGCAGTGCTGGGAGACACGCAGCGGGATGCAACTGAAAATAT
733 TTCTGGGTTTTGGTTTTGGCTTGTCTTTGGGCGTACGTCGCCGTGCCTTCCGTGCGTTCGGCTCGTTCCGCAGTGCTGGGAGACACGCAGCTGGATGCAACTGAAAATAT
563 TTCTGGGTTTTGGTTTTGGCTTGTCTTTGGGCGTACGTCGCCGTGCCTTCCGCGCGTTCGGCTCGTTCCGCAGTGCTGGGAGACACGCAGCGGGATGCAACTGAAAATAT
563 TTCTGGGTTTTGGTTTTGGCTTGTCTTTGGGCGTACGTCGCCGTGCCTTCCGCGCGTTCGGCTCGTTCCGCAGTGCTGGGAGACACGCAGCGGGATGCAACTGAAAATAT

TTCTGGGTTTTGGTTTTGGCTTGTCTTTGGGCGTACGTCGCCGTGCCTTCCGCGCGTTCGGCTCGTTCCGCAGTGCTGGGAGACACGCAGCGGGATGCAACTG

>
>
>
>
-
>
—

682CTTTTT---------cncmemnenmnn- TATTCTTTTTTTTTTTGETT - - - - - - - - - --cvuunun--- BTAAGA- - - - - - - - e e e e e e et e et e e - GT
837 CTTTTTGTTGGTGTTTTTTATGTGGACATTATTTCTTTTCTTCTTTTAGGGTACATGTTAGCCACGTAATATTGACTTGGAGCGGTTTACGTGGAGCATGCGGGGTTGAT
830 CTTTTTGTTGGTGTTTTTTATGTGGACATTATTTCTTTTCTTCTTTTAGGGTACATGTTAGCCACGTAATATTGACTTGGAGCGGTTTACGTGGAGCATGCGGGGTTGAT
B3 CTTTTTGTTAGTGTTTTTTATGTGGACATTTTTTCCTTTTTTCTTTTGGGGCACATGTTAGCCACGTAATATTGACTTGGAGCGGTTTACGTGGAGCATGCGGGGTTGAT
6 3CTTTTTGTTAGTGTTTTTTATGTGGACATTGTTTCTTTTCTTCTTTTGGGGTACATGTTAGCCACGTAATATTGACTTGGAGCGGTTTACGTGGAGCATGCGTGGTTGAT
B3 CTTTTTGTTAGTGTTTTTTATGTGGACATTGTTTCTTTTCTTCTTTTGGGGTACATGTTAGCCACGTAATATTGACTTGGAGCGGTTTACGTGGAGCATGCGTGGTTGAT

CTTTTTGTTAGTGTTTTTTATGTGGACATT+TTTCTTTTCTTCTTTTGGGGTACATGTTAGCCACGTAATATTGACTTGGAGCGGTTTACGTGGAGCATGCGGGGTTGAT

TIEGTT TTEGE TGAACT - - - - - - - - - e e e e e e e e e e e e e e e e e - - CATTTTTTTTTTTCGTGTATTCGTGTGTTAGAGGGTTGTGGAGT - - - ------------
947 GTTTTGTTGGGCTTTGTTTCGGGTACGGGGCAGGACTGCTTTTCTTATTCCC-TTTTTTTTTCCTTTGTACTTATGCGTTGGGCTTTTGATGCGCTCTTTCATCTTTTTT
Q40GTTTTGTTGGGCTTTGTTTCGGGTACGGGGCAGGACTGCTTTTCTTATTCCC - -TTTTTTTTCCTTTGTACTTATGCGTTGGGCTTTTGATGCGCTCTTTCATCTTTTTC
93 GTTTTGTTGGGTTTTGTTTCGGGTACAAGGCTGGACTGCTTTTCTTATTCCCGTTTTTTTTTTCTTTGTACTTATGCGTTGGGCTTTTGATGCGCTCTTTCATCCTTTTT
783 GTTTTGTTGGGTTTTTTTTCGGACAGAGGGCTGGACTGCTTTTCTTATTCCCGTTTTTTTTTTCCTTGTACTTATGCGTTGGGCTTTTGAAGCGCTTTTTAATTCTTTTT
783 GTTTTGTTGGGTTTTTTTTCGGACAGAGGGCTGGACTGCTTTTCTTATTCCCGTTTTTTTTTTCCTTGTACTTATGCGTTGGGCTTTTGAAGCGCTTTTTAATTCTTTTT

GTTTTGTTGGG+TTTGTTTCGGGTACAGGGCTGGACTGCTTTTCTTATTCCCGTTTTTTTTTTC+TTGTACTTATGCGTTGGGCTTTTGATGCGCTCTTTCATCCTTTTT

FE L B L Tt
1056 - --------=--=---- TTTTTTTTTTGGTGGTAGCCGCTTAGTTCTCTTCTAGTTTCAGTTTAAGTA------------ ATTTATTTATTTGTTTATTTATTATTTTTGC
1048 - - - - - - - - e e e a - - TTTTTTTTGGTGGTAGCCGCTTAGTTCTCTTCTAGTTTCAGTTTGAGTA- - ---------- ATTTA-TTATTTG-TTATTTAT-ATTTTTGC
1063 CTCTTTTTTTTTTTTITTITTTTITTTTTTGTGGTAGCCGCTTAGTTCTCTTCTAGTTTCAGTTTAAGTA------- - ATTTATTTATTTATTTATTTATTTATCATTTTTGC
893 L--------------n--- TTTTTTTCGGTGGTAGCCGCTTAGTTCTCCTCTGGTTTCAGTTTAAGTAATTTTTTCATTTATTTACTTATTTATTTATTTATTATTTTTGC
893C----------a TTTTTTTCGGTGGTAGCCGCTTAGTTCTCCTCTGGTTTCAGTTTAAGTAATTTTTTCATTTATTTACTTATTTATTTATTTATTATTTTTGC

GTAATTTTTTCATTTATTTA+TTATTTATTTATTTATTATTTTTGC
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............... TTTTTTTTTTGGTGGTAGCCGCTTAGTTCTCTTCTAGTTTCAGTTT

1139 GTGTGTTTTTGTGCGAGATACTC
1125 GTGTGTTTTTGTGCGAGATACTC
1165GTGTGTTTTTGTGCGAAATACTC
986 GTGTGCCCTTGTGCGAGATACTC
986 GTGTGCCCTTGTGCGAGATACTC

GTGTGTTTTTGTGCGAGATACTC
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CDSA

Motif# | IGR ID

Tell-like Telll-like Tell-like Telll-like

CDS ID

Product Description

CDSID  Product Description CDSID  Product Description CDSID  Product Description

4012 |TcCLB.503893.100 hypothetical protein, conserved
vesicular-fusion ATPase-like protein, putative

4036 |TcCLB.509831.20

TcCLB.508507.40 hypothetical protein, conserved
TcCLB.506629.60 vesicular-fusion ATPase-like protein, putative

TcCLB.503893.120 calcium uniporter protein, mitochondrial, putative
TeCLB.509831.30

TcCLB.508507.30  calcium uniporter protein, mitochondrial, putative
TcCLB.506629.50 hypothetical protein, conserved

hypothetical protein, conserved
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Nucleotide position (bp)

1 AGGAAAGGATCTACGA- - - AAAAAAAACAAAAAAAACAAGGGAGGGGTGAAAGGTAAAGCGTAGAGAAGAAACCGTCATGGCTTTTTTTTCTTTTTTTAATTT100
1 AGGAAAGGATCTACGAAAACCAAAAAAAAAAAAAAACAAGGGAGGGGTAAAAGGTAAAGCATAGAGAAGAAACCGTCATGACTTTT - ------- - TTTTTGTT94
1 AGGAAAGGATCTACGAAAACCAAAAAAAACACAAGACAAGGGAGGGGTAAAAGGTAAAGCATAGAGAAGAAACCGTCATGACTTTT - ---------- TTTTGT92

101 ATTTTTACGTGCCCGCATGC TGGGGAAGTTGTTGATGGGACGGAAGATGACGACCCTTGCTGTGACACTCGTATTTATGCCGTCCCACTCGTAACTGCAATGAZ03
S ATTTTTACGCGCCTGCATGC TGGGGAAGTTGTTGATGGGACGGAAGATGACGACCCTTGCTGTGACACTTGTATTCATGCCGCCCCACTCGTAACTGCAATGALYY
9B ATTTTTACGCGCCTGCATGCTGGGGAAGTTGTTGATGGGACGGAAGATGACGACCCTTGCTGTGACACTTGTATTCATGCCGCCCCACTCGTAACTGCAATGALSS
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204 AAGTACGGGTACTTTTT- - ------ TTTTTTTTGTGTGTGTGTGCCACAGGGATGGGGTGAAGACCGTGGATGGGGGGGAGTGATGAGAAGCAAGAAGATATT298
198 AAGTACGGGTATGTTGTTGTTGTTTTTTTTTTTGTGTGTGTGTGCCACAGGGATTGGGTGAAGACCGTGGATGAGGGAGAGCGGCGAGAAGCAAGAAGATATT300
196 AAGTACGGGTATGTTGTTGTTG---TTTTTTTTTTGTGTGTGTGCCACAGGGATTGGGTGAAGACCGTGGATGAGGGAGAGCGGCGAGAAGCAAGAAGATATT295
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299 CACACACACACACATATATATATATA- - - - - - - - --------- TATATGTGTCTATTGTGTTGGGACCTTGTGAAACTACTGTTTTTGAGAGGGCTGGC TACC384
30l CATATATATATATATATATATATATATATATATATATATATATTATATATGTCTATTGTGTTGGGAGCTTGTGAAACTACTGTTTGTGAGAGGGCTGGC TAACA403
296 CACACATATATATATATATA- - -----------commmannnn- TATATATGTCTATTGTGTTGGGAGCTTGTGAAACTACTGTTTGTGAGAGGGCTGGC TAACS3TS

CACACATATATATATATATATATATA- - - - - - -cm e -- TATATATGTCTATTGTGTTGGGAGCTTGTGAAACTACTGTTTGTGAGAGGGCTGGCTAAC

38 TAATTTAATTAATGTATGATTATAAGAAGAAGAAAACGAAGATATTTATTTACGATTTCTTCGCATCTTATGAATCTTTGGAAGACCGCAATGGGAGGAGCCAA48T
404 TAATTTAATTAATGTATGATTATAAGAAGAAGAAAACGAAGATATTTATTTACGATTCCTTCGCATCTTATGAATCTTTGGAAGACCGCAATGGGAGGAGCCASOS
376 TAATTTAATTAATGTATGATTATAAGAAGAAGAAAACGAAGATATTTATTTACGATTCCTTCGCATCTTATGAATCTTTGGAAGACCGCAATGGGAGGAGCCA4TS

TAATTTAATTAATGTATGATTATAAGAAGAAGAAAACGAAGATATTTATTTACGATTCCTTCGCATCTTATGAATCTTTGGAAGACCGCAATGGGAGGAGCCA

488 ATGAACCGATAACGTCAAGACGAAGCATTTTTTTTTTCTTTTTTTCTTTTTTTTGGAGGGGCAGGGGGTTTGTTTTGGTGTTTTATTTTTGCCGTCACACTCGS90
507 ATGAACCGATAACGTCAAGACGAAGCAATTTTTTTTTTTTTTTTITTTTTITITITITIT - - - - - TGGAGGGGGTTTGTTTGTTTGTTTTATTTTCGCCGTCCCACTCGE04
479 ATGAACCGATAACGTCAAGACGAAGCTTAAATTTTTTTTTTITTIT -------------- TTGGAGGGGGTTTGTTTGTTTGTTTTATTTTCGCCGTCCCACTCGS6ET

ATGAACCGATAACGTCAAGACGAAGCATTTTTTTTTTTITTTTITTIT-TTTTTITITIT -~~~ - TGGAGGGGGTTTGTTTGTTTGTTTTATTTTCGCCGTCCCACTCG

591 GCACTTTTTTCTGATTAC -CCCCCACCTTGAGGCGGTGTCTTGTGGCTGGAGGATCCCAAAGTTTTCTACCTCGTAGGTAATATATATATATATGTGTAGATGES2
60S GCATTTTTTTCTGATTAC-CCCCCACCTTGAGACGGTGTCTTGCGGCTGGACGAACCCAAATTTTACCAATTCGTAAGTAATATAAACATCTCCAATCCGAATT06
S68 GCATTTTTTTCTGATTACCCCCCCACCTTGAGACGGTGTCTTGCGGCTGGACGAACCCAAATTTTACCAATTCGTAAGTAATATAAACATCTCCAATCCGAATET0
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693 TGTACACTTACCTGGTGTTAAACCTCGAGGATATGGTGAATCCCCACTCTTTTTCCATTTATCCCTTTCCTATTCCTATCGGG - - - - - - - - - - - - - ccman 775
707 AGAGCGCAACATGCCAAG - - - - - - - - - - - - ATAGCGGTTATCAGAAATATATATATATATATATATTGCATACTTGAAGCAAGCATGGAGGATATGGCGAGGCT97
671 AGAGCGCAACATGCCAAGATAGCGGTTATCAGAAATATATATATATATATATATATATATATATATTGCATACTTGAAGCAAGCATGGAGTATGTGGCGAGGC
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AGAGCGCAACATGCCAAG--A-C----A--ATA--G-TAATCA-AAATATATATATATATATATATTGCATACTTGAAGCAAGCATGGAG-AT-TGGCGAGGC
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852 AATTTGCTC - - - - - - - - - - - TCTTTCTCTCTTTCGAACAGATGTATATTCATATGCGACTTTGGCCTTTTAAATAAGTTTTTCCTTGATGCAATGC - TGCATA942
901 TATTTATTGGGAGGGTGGGGTGGAAATTTTTTTCAAGAAGG-TTCGTTTGTTCTG- - -CGTGGGCGTTCTTCCCGTCATTCTTCTTCGTGCGTGGGGGGCGGA999
877 TATTTATTGGGAGGGTGGGG TGGAAATTTTTTTTCAAGAAGGTTCGTTTGTTCTG- - -CGTGGGCGTTCTTCCCGTCATTCTTCTTCGTGCGTGGGGGGCGGAITR
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943 TGTGTATATGTTTTTTTATGGTAAGGTAGAGTC TCAGAATTGTTTTCTCTTGTAGAACGAGACGCTACGGATGAA - - - - - - - - - - - - - - oo e e e e e e a 1017

1000 TGAC - - -GGTTGTTTTCATGCACTGGTGGTACCGAGGAAATCCTCACAGAAG - AAACCAACCAGCGGGGGGAGAGGTGGCGCGAAGATGCCCAAAGAAGGGGC1098

977 TGAC - - -GGTTGTTTTCATGCACTGGTGGTACCGAGGAAATCCTCACAGAAG - AAACCAACCAGCGGGGGGAGAGGTGGCGCGAAGATGCCCAAAGAAGGGGC1075

TGAC---GGTTGTTTTCATGCACTGGTGGTACCGAGGAAATCCTCACAGAAG -AAACCAACCAGCGGGGGGAGAGGTGGCGCGAAGATGCCCAAAGAAGGGGC

1099 ATCGGACGACGTCACATGTCACACAACCGGGGTGGGGGAACTCGTTTTCACAGTTGGTCAAGCACGTGAAGGTGATGGTGCTGGTGGAACAAAAGTGGATAAALZ0L
1076 ATCGGACGACGTCACATGTCACACAACCGGGGTGGGGGAACTCGTTTTCACAGTTGGTCAAGCACGTGAAGGTGATGGTGCTGGTGGAACAAAAGTGGATAAALLTS

1202 AGAGAGGAACCAAAATAAAAAGATAAAAATGCCGTTGAACCAAGAAGGTGAGGGGGGTGGAAAAATAAGAGGGAAATATTGGGCTTCTTTTTCTGCCCGC TCAL304
1179 AGAGAGGAACCAAAATAAAAAGATAAAAATGCCGTTGAACCAAGAAGGTGAGGGGGGTGGAAAAATAAGAGGGAAATATTGGGCTTTTTTTCCTGTCCGCTCAL281

AGAGAGGAACCAAAATAAAAAGATAAAAATGCCGTTGAACCAAGAAGGTGAGGGGGGTGGAAAAATAAGAGGGAAATATTGGGCTT-TTTT-CTG-CCGCTCA

1305 TTTATTTTTCTTTACTGTTTTTTTCCGTGCTTTGGATGGCAGTTTTTTCCCCCTTCTCAATATCCCTCCTGTCATTGTTACTGTGAGTAGTGTAATGTTTTTTI1407
1282 TTTATTTTTCTTTACTGTTTTTTTCCGTGCTTTGGATGGCAGTTTTTTCCCCCTTCTCAATATCCCTCCTGTCATTGTTACTGTGAGTAGTGTAATGTTTTTT1384

TTTATTTTTCTTTACTGTTTTTTTCCGTGCTTTGGATGGCAGTTTTTTCCCCCTTCTCAATATCCCTCCTGTCATTGTTACTGTGAGTAGTGTAATGTTTTTT

1408 TTT-GTTTTTTTTTTTTTCTCAAGAGGGTTTGCCCCAGCAATTCACAGCTGGTCCGAGCGCTGGTCGATGCCGTCAGCCCTGCGCCAAAAACAATGACCCCGTLS09
138 TGTTGTTTTTTTTTTTTTCTCAAGAGGGTTTGCCCCAGCAATTCACAGCTGGTCCGAGCGCTGGTCGATGCCGTCAGCCCTGCGCCAAAAACAATGACCCCGT1487

T-T-GTTTTTTTTTTTTTCTCAAGAGGGTTTGCCCCAGCAATTCACAGCTGGTCCGAGCGCTGGTCGATGCCGTCAGCCCTGCGCCAAAAACAATGACCCCGT

1510 TAGGGAAACATGGCTCTTGGCTTTTCCACCTCGGATAATACGGGGCAATTGGCCCTGACGCCACGCTGAGGCGGCCGGCATTGCCAGGGGAGCGGTCTCCAGTILAL2
1488 TAGGGAAACATGGCTCTTGGCTTTTCCCCCTCGGATAATACGGGGCAATTGACCCTGACGCCACGCTGAGGCGGCCGGCATTGCCAGGGGAGCGGTCTCCAGT1S90

TAGGGAAACATGGCTCTTGGCTTTTCC-CCTCGGATAATACGGGGCAATTG-CCCTGACGCCACGCTGAGGCGGCCGGCATTGCCAGGGGAGCGGTCTCCAGT

1613 TGGGCTCTTTGCTTTTTGCTGGGGGC TTGGGTCGTGTGTCACCCGGTCCGCCCACACGACTGGGGTGAGGAGATGTCCGGCTGCGGCGCCCCTTTTCCGACGALTLS
1591 TGGGCTCTTTGCTTTTTGCTGGGGGCTTGGGTCGTGTGTCACCCGGTCCGCCCGCACGACTGGGGTGAGGAGATGTCCGGCTGCGGCGCCCCTTTTCCGACGALGIS
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1716 GCCTGGCAATAGACTGTGATACGCGCATTGCCAACTTCCGCATTTATTCATCGCCGCTGTCTCCGGGTCAGGTGCTTTGC -CCTGCAGGAATGCCGCTGGCATILSLT
1694 GTCTGGCAATAGACTGTGATACGCGCATTGCCAACTTCCGCATTTATTCTTCGCCGCTGTCTCCGGGTCAGGTGCTTTGCCCCTGCAGGAATGCCGCTGGCATLT96
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1818 TGTGGGGCACACGACCATGCGTTGGCAGCACGGCAGCGACCACATCATGGCGCCTTACAGGCTGACATCCAGAACACTCCACTGCAGGATGGTTGACTTTTGG1920
1797 TGTGGGGCACACGACCATGCGTTGGCAGCACGGCAGCGACCACATCATGGCGCCTTACAGGCTGACATCCAGAACACTCCACTGCAGGATGGTTGACTTTTGG1899

TGTGGGGCACACGACCATGCGTTGGCAGCACGGCAGCGACCACATCATGGCGCCTTACAGGCTGACATCCAGAACACTCCACTGCAGGATGGTTGACTTTTGG

1921 CTTCCCGAAGAATTGCACCCGTGTCTCTCGGTGATAGGC TCTGGCACTACGGTGATGTAGTCAACCATGAAGACACCGGTTTTTTTTCGTTCTGGTTGTTGTC2023
1900 CTTCCCGAAGAATTGCACCCGTGTCTCTCGGTGATAGGCTCTGGCACTACGGTAATGTAGTCTACAATGAAGACACCGGTTTTTTCGT--TCTGGTTGTTGT -1999

CTTCCCGAAGAATTGCACCCGTGTCTCTCGGTGATAGGCTCTGGCACTACGGT-ATGTAGTC-AC-ATGAAGACACCGGTTTTTT----- TCTGGTTGTTGT -

2024 GTTTTTTTTTTTTTTTTTTTTTATGCCGGTGTGTTTTCATTTATCCCGATTACACTTTCAATCCGATGGGTAGAGAGAGAAAAAA - - - - - - - - GGGGAAAAAC?2118

2000 -~~~ == - CGTTTTTTGTTTTTTATGCCGGTGTGTTTTCATTTATCCCGATTACACTTTTAATCCGATGGATAGAGAGAGAACAAA- - - - - - - - GGGGAAAAAC 2087
O GATGTGTAGTCAAAGGGATGTGAGGAGGGAAAAAGGGAGAAGGAACAAAAASL
U P GATGTGTAATCAAAGGGATGTGAGGAGGGAAAAAGGGAGAAGGAACAAAAAS]L
PR GATGCGTAATCAAAGGGATGTGAGGAGGGAAAAAGGGAGAAGGAACAAAAASL
U U GATGCGTAATCAAAGGGATGTGAGGAGGGAAAAAGGGAGAAGGAACAAAAAS]L

2119 TGCTGTTAGATTGCATATAATTTCTACTCTAA- - - - - CGGATATTATTATTATAGGAGCTTGTGAAGAGAATGATTGCGGGAGAGCTGGTTAACTTAATTAAT2216
2088 TGCTGTTAGATTGCATATAATTTCCACTCTAA- - - - - CGGATATTATTATTATAGGAGC TTGTGAAGAGGAL - - - - - - - - - - - - - - oo e e e e e e e oo - 2154
52 GGG TGTGGGGAAACGAATAATACGAGAGGGAGGAGGTCCACTGGCGTTGTACCGGTAGCTGTCCCATGGCATGAATT - ---------- GATGACCTCCGGAAG143
52 GGGTGTGGGGAAACGAATAATACGAGAGGGAGGAAGTCCACTGGCATTGTACCGGTAGCTGTCCCATGACATGAATT - - - - - - - - - - - GATGACCTCCGGAAG143
532 GGG TGTGGGGAAACGAATAATACGAGAGGGAGGAGGTCCACTGGCGTTGTACCGGTAGCTGTCCCATGACATGAATT - ---------- GATGACCTCCGGAAG143
52 GGG TGTGGGGAAACGAATAATACGAGAGGGAGGAGGTCCACTGGCGTTGTAACGGTAGCTGTCCCATGACATGAATT - - - - - ----- - GATGACCTCCGGAAG143

144 GGAATTGCCTTATATACCCATTAGA- - - - - - AC - -CAAAGAAGCGTCCAAGGCTTGGCTTGAAGACAGAAGACGAATTGACAAAAAGAAGGAAATGTGTTGGAZ23E
144 GGAGATGCCTTCTATACCCATTAGA- - - - - - AC - -CAAAGAAGCGTCCAAGGCTTGGATTGAGGACAGAAGACGAATTGACAAAAAGAAGGAAATGTGTTGGAZ3S
144 GGAGATGCCTTCTATACCCATTAGA- - - - - - GC - -CAAAGAAGCGTCCAAGGCTTGGATTGAAGACAGAAGACGAATTGACAAAAAGAAGGAAATGTGTTGGAZ23E
144 GGAGATGCCTTCTATACCCATTAGA- - - - - - GC - -CAAAGAAGCGTCCAAGGCTTGGATTGAAGACAGAAGACGAATTGACAAAAAGAAGGAAATGTGTTGGAZ38

GGAGATGCCTTCTATACCCATTAGA------ +C - -CAAAGAAGCGTCCAAGGCTTGGATTGAAGACAGAAGACGAATTGACAAAAAGAAGGAAATGTGTTGGA
2320G/---------- GACATCAGGGAACCGATAGAGGCCAGATAATTTTTTATTTTTATTTTCACCCTCTCACCCACACCCTCTTTTTCATTCCCCACCACGCGGCG2412
239 GCAAAATATGAGTGATTATGAG - - - - - AAAAGGTTTAACCATTTTTACTTTTTATT ------------mmeaaaa TTCCCACCC----ACCCACTTTGTGA311
239 GCAAAATACGAGTGATTATGGGAAGAGAAAAGGTTTAACCATTTTTACTTTTTATC - - - - - - - - - - - - oo oo o oo TTTCCACCC----ACCCACTTTGTGG316
239 GCAAAATACGAGTGATTATGGGAAGAGAAAAGGTTTAACCATTTTTACTTTTTATC - - - - - - - - - - oo oo m oo o e TTCCCACCCACCCACCCACTTTGCGA320
239 GCAAAATACGAGTGATTATGGGAAGAGAAAAGGTTTAACCATTTTTACTTTTTATC - - - - - - - - - - - - - oo oo oo TTCCCACCCACCCACCCACTTTGCGA320
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2413 GAGTCTTGTGGC TGGAGGACCTCAAAGTTTGCTACCTCGTAAGTAATATATATATATATATGTATGTATTTAGATGTACACTTACTTGGTTTTAAACTTCGAG2515

2155 - - - - - - - - e e e ee - CTCAAAGTTTGCTACCTCGTAAGTAA- - - -TATATATATATATATATATGTAGATGTACACTTACTTGGTTTTAAACTTCGAG2233
312 GATTCTTGTGGCTGGAGGACCCCAAAGTTTGCTACCTCGTAAGTAATATATATA- - - - - - - - TATATGTAG- -ATGTACACTTACCTGGTTTTAAACTTCGAG404
317 GGTTCTTGTGGCTGGAGGATCCCAAAGTTTTCTACCTCGTAGGTAATATATATA- - - - - - - - TATGTGTAGATGTGTACACTTACCTGGTGTTAAACCTCGAG4]1l
321 GGTTCTTGTGACTGGAGGATCCCAAAGTTTGCTACCTCGTAGGTAATATATATATA----TATGTGTGTAGATGTATACACTTACCTGGTGTTAAACTTTGAGA41Y
321 GGTTCTTGTGACTGGAGGATCCCAAAGTTTGCTACCTCGTAGGTAATATATATA- - - - - - TATGTGTGTAGATGTATACACTTACCTGGTGTTAAACTTTGAG4LY
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2516 GATATGGTGAATCCCCACTCTTATTCCATTCATCTCTTTCCTATTCCTATCGGGTTTGTTTTCTCCTATTATTGATAAACTCAGGATTTGGCCAGCGGCCCAG2618
2234 GATATGGTGAATCCCCACTCTTATTCCATTTAACTCTTTCCTATTCCTATCGGGTTTGTTTTCTCCTATTATTGATAAACTCAGGATTCGGCCAGCGGCCCAG2336

405 GATATGGTGAATCCCCACTCTTATTTCATTTATCTCTTTCCTATTCCTATCGGGTTTGTTTTCTCCTATTATTGATGAACTCAGGATTTGGCCAGCGGCCCAGS07
412 GATATGGTGAATCCCCACTCTTTTTCCATTTATCCCTTTCCTATTCCTATCGGGTTTGTTTTCTCCTAT---TGATAAACTCAGGATTCGGCCAGCGGCCCAGS11
420 GACATGGTGAATCCCCACTCGTATTCCGTTTATCCCTTCCCTATTCCTATCGGGTTTGTTTTCTCCTATTATTGATGAACTCAGGACTTGGCCAGCGGCCCAGS22
418 GACATGGTGAATCCCCACTCGTATTCCGTTTATCCCTTCCCTATTCCTATCGGGTTTGTTTTCTCCTATTATTGATGAACTCAGGACTTGGCCAGCGGCCCAGS20

GATATGGTGAATCCCCACTCTTATTCCATTTATCH+CTTTCCTATTCCTATCGGGTTTGTTTTCTCCTATTATTGATHAACTCAGGATTTGGCCAGCGGCCCAG

2619 AAGATTATTCAGTGTTGTATTGGAGGGGGGAATTTGCTCTCTTTCTCTCTTTCGAATAGATTTATATTTATATGCGACTTTGGCCTTTTAAATAAGTTT - -TT2719
2337 AAGATTATTCAGTGTTGTATTGGAGGGGGGAATTTGCTCTCTTTCTCTCTTTCGAATAGATTTATATTTATATGCGACTTTGGCCTTTTAAATAAGTTT - - TT2437

508 AAGATTATTCTTTTTAGTTGCTGTCCTCTTCTTTC - - - - - CTCTCTCTCTCTCTCTA- - -TATATATATATATATATATATGCTTTTTTAAAATTGTTTTCTGEO2
512 AGGATTATTCTTTTTAGTTGCTGTCTTCTTCCTCCTCTCTCTCTCTCTCTATATATA- - -TATATATATATATATATATATGCTTTTTTAAAATTGTTTTCTGELL
523 AGGATTATTCTTTTTAGTTGCTGTCCTCTTCCTCCCTCC---CTCTCTCTCTCTC------------w-- TCTATATATATATATATTTTAAATTGTTTTCTGEOY
521 AGGATTATTCTTTTTAGTTGCTGTCCTCTTCCTCCCTCC---CTTTCTCTCTCTC - -------------- TCTATATATATATATATTTAAAATTGTTTTCTGEOS
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2720 CCTTGATGCAATGCTGCATATGTGTATATGGTTTTTTATAGTAAGGTAGAGTCTCAGAATTGTTTTCTCTTGTAGAACAAAACGCTACGGATGAA 2814
2438 CCTTGATGCAATGCTGCATATGTGTATATGGTTTTTTATAGTAAGGTAGAGTCTCAGAATTGTTTTCTCTTGTAGAACAAAACGCTACGGATGAA 2532
603 CGAAGAGGAACTAAGGE - - - - - - --------- R - - - - - - - - - - - - - - - - - -------"-""-"“-“"-"®“-"®“-""“"“-®“"22°-=222=-- 637
612 CGAAGAGGAACTAAGGE - - - - - - - - - - - - - - - R - - - - - - - - - - - - - - - - - --------cc--caeeccccaaaaen-- 646
608 CGAAGAGGAACCAAGGE - - - - - - - - - - - - - - - R - - - - - - - - - - - - - - - - -----------"--“2-““2%2222=:= 642
606 CGAAGAGGAACTAAGGE - - - - - - - -------- R - - - - - - - - - - - - - - - =---“=""=-“-""="=°“"-"%2+"2-"22c222c+2292=4= 640
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Motit #15

CDSA CDS B
Motif # | IGR ID Tell-like Telll-like Tell-like Telll-like
CDS ID Product Description CDS ID Product Description CDS ID Product Description CDS ID Product Description
4425 (TcCLB.507683.34  hypothetical protein, conserved TeCLB.511291.50 hypothetical protein, conserved TcCLB.507683.40  protein kinase, putative TcCLB.511291.40  protein kinase, putative
B 6735 |TcCLB.506211.114 C-terminal motor kinesin, putative |TcCLB.510901.50 C-teminal motor kinesin, putative |TcCLB.506211.120 hypothetical protein, conserved |TcCLB.511289.110 hypothetical protein, conserved
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Consensus
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— I IGR 6735
I IGR 4425

[ I I |

(6] 500 1000 1500

Nucleotide position (bp)

l1CGCGGCACATTTCTTTCTTTTTTTTTTTTTTTTTTTTTTCTTTTAAGGAAAGATGTCTGATGCTGAATGCATTATTCCCGATAATCGTCTTATTTTCCCT 100

1 C6CGCCACATTTC - - ----- - - - - TTTTTTTTITTTITTITTCTTTTAAGGAAAGCTGTCTGATGCTGAATGCATTATTCCCGATAATCGTCTTATTTTCCTT 89
CGCG-CACATTTC----------- TTTTTTTTITTITITTITITCTTTTAAGGAAAG-TGTCTGATGCTGAATGCATTATTCCCGATAATCGTCTTATTTTCC-T

1 T T T L T T - ---------- 3

L = e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e - - - G6W- - - -------- 3

101 TGCAAAAAAAGAGGGGGAAAAAAGAGAATTTTGAGAAGGAATAAATATATTTCTATTTATTCTTGAGAAGCTTAGGGATATGCGTCAGTGAGAAGGGATA 200
90 TGCAAAAAAA - AAGGGGAAAAAAGAGAATTTCGAGAAGGAATAAATATATTTCTATTTATTCTTGAGAAGCTTAGGGACATGCGTCGGTGAGAAGGAATA 188

TGCAAAAAAA-A-GGGGAAAAAAGAGAATTT -GAGAAGGAATAAATATATTTCTATTTATTCTTGAGAAGCTTAGGGA-ATGCGTCGGTGAGAAGG-ATA

A P up SR B - - - - - - - - - - - - - eeiieaaaa 20
B o i e e e e e e I - - - - - - - - - - - - - - - - - - - - - - - - -- - -~ 20
201 ATGTGGAGCCCCCACCCCCTACCACCTGCCCCCTCTCTCCCTTAACGGGGGGAGAACAGTGGTCCAAAACTGATTTCAAACAATCGCTTATGTTTATTTT 300
189 ATGTGGAGCCCCCACCCCCTACCACCCGCCCCCTCTCTCCCTTAACGGGGGGAGAACAGTGGTTCAAAACTGATTTCAAACAATCGC - - - - - - TTATTTT 282
ATGTGGAGCCCCCACCCCCTACCACC-GCCCCCTCTCTCCC+TAACGHG++GA+AACAGTGGT -CAAAACTGATTTCAAACAATCGC - - - - - - TTATTTT

301 GTGGATGGAGGGGAATAGGAGGAAATTGTTGCTGTCCTGCGCTTCCTTTCACTCTTATTTTATTATTATTATTATTATTATTATTATTATTTTTGGTTTT 400

283 GTGGATGGAGGAGAATAGGAGGGAATTGTTGCTGTCCTGCGCTTCCTTTCACTCTTATTTTATTATTGTTATTATTA - - -« - -nmm--- TTGGTTTT 367
GTGGATGGAGG-GAATAGGAGG -AATTGTTGCTGTCCTGCGCTTCCTTTCACTCTTATTTTATTATT -TTATTATTA--------------- TTGGTTTT
2L - I - - - - - ------------ - - - - eeiecccccccaaaaaaan 45
3 IR o 45
401GTTGTTTGTTTTTTTTTTTTGTTTGTTTGTTTGTTTGCGTACTTACTCTCTCCGTTTTTTACTCTTCCTATGTGGGAAATGATGTTCAGAAATTCTTAAT 500
368 GHNNE - - - - - - - - - GTTTTTTGTTTGCTTGTTTGTTTGCCTACTTACTCTCTCCACTCTTTAATCTTCATATGTGGGAAATGATGTTCAGAAATTCTTAAT 458
GTTG= - - TT+TTTGT++GA+TGTTTGT+TGCATACTTACTCTCTCC--T-TTTA-TCTTC-TATGTGGGAAATGATGTTCAGAAATTCTTAA
P upupEpEpupapapap TTGTTGTCGATGCTTCTGGAAAGAATGTGCGGCCAGATGGGACTCGGGAAATGAT 100
46 - ¢ n e e e e e e e e e e e e e e e TTGTTGTCGATGCTTCTGGAAAGAATGTGCGGCCAGATGGGACTCGGGAAATGAT 100

501 TAGAGACATTGACTTCGATTGCCTTTTTA-TTTTCTTCTTTTTTATTATTGTCGATGCTTCTGGAAAGAATGTGCGGCCAGTTGGGACTCGGGAAATGAT 599
459 TAGAGACATTGATTTCGATTACCCTTTTATTTTTTTTCTTTTTTATTATTGTCGATGCTTCTGGAAAGAATGTGCGGCCAGATGGGACTCGGGAAATGAT 558

TAGAGACATTGA-TTCGATT-CC-TTTTA- TTTT TTCTTTTTTATTH+TTGTCGATGCTTCTGGAAAGAATGTGCGGCCAGATGGGACTCGGGAAATGAT

101 AGTGCTGTTTGTTTAACTTCCCTTTCCTTTTTATATATCTGTCAACTGATTTGGGCTTTCTAACTGTGCACG-TTGGAAGACAGCGAGTGGCGTTCTTTC 199
10l AGTGCTGTTTGTTTAACTTCCCTTTCCTTTTTATATATCTGTCAACTGATTTGGGCTTTCTAACTGTGCACG-TTGGAAGACAGCGAGTGGCGTTCTTTC 199
600 AGTGCTGTTTGTTTAACTTCCCTTTCCTTTTTATATATCTGTCAACTGATTTGGGCTTTCTAACTGTGCACG-TTGGAAGACAGCGAGTGGCGTTCTTTC 698
559 AGTGCTGTTTGTTTAACTCCCCTTTCCTTTTTATATATCTGTCAACTGATTTGGGCTTTCTAACTGTGCACGTTTGGAAGGCAGCGAGTGGCGTTCTTTC 658

AGTGCTGTTTGTTTAACTTCCCTTTCCTTTTTATATATCTGTCAACTGATTTGGGCTTTCTAACTGTGCACG-TTGGAAGACAGCGAGTGGCGTTCTTTC

200 ATGTG - -TGTGTGTCTGTGTGTTTGTGTGTTTTTGTGTATTTCCACCCCCTGCTGGCCTCCACGCGGAGAGGCATCCGGCGGCTGCGGGGCTTTATAAAT 297
200 ATGTG - -TGTGTGTCTGTGTGTTTGTGTGTTTTTGTGTATTTCCACCCCCTGCTGCCCTCCACGCGGAGAGGCATCCGGCGGCTGCGGGGCTTTATAAAT 297
699 ATGTG - - - - - - - - - - TGTGTGTCTGTGTGTTTTTGTGTATTTCCACCCCCTGCTGCCCTCCACGCGGAGAGGCATCCGGCGGCTGCGGGGCTTTATAAAT 788
659 TTGTGTGTGTGTGTCTGTGTGTCTGTGTGTTTTTGTGTATTTCCACCCCCTGCTGCCCTCCACGCGGAGAGGCATCCGGCGGCTGCGGGGCTTTTTAAAG 758

ATGTG- -TGTGTGTCTGTGTGT+TGTGTGTTTTTGTGTATTTCCACCCCCTGCTGCCCTCCACGCGGAGAGGCATCCGGCGGCTGCGGGGCTTTATAAAT

298 GACTGCCACCTCGTGAGCTCACAGCGAACCCGGTTCTTATGACCACATGTTTTCTGAATCCATTTGTGTACTGATGTATGAGTGTTTGGTGAATCTTCTC 397
298 GACTGCCACCTCGTGAGCTCACAGCGAGCCCGGTTCTTATGACCACATGTTTTCTGAATCCATTTGTGTACTGATGTATGAGTGTTTGGTGAATCTTCTC 397
789 GACTGCCACCTCGTGAGCTCACAGCGAACCCGGTTCTTATGACCACATGTTTTCTGAATCCATTTGTGTACTGATGTATGAGTGTTTGGTGAATCTTCTC 888
759 GACTGCCACTTCTTGGGC TCACAGCGAGCCCGGTTCTCATGACCACATGTTTTCTGAATCCATTTGTTTACTGATGTATGAGTGTTTGGTGAATCTTCTC 858

GACTGCCACCTCGTGAGCTCACAGCGA+CCCGGTTCTTATGACCACATGTTTTCTGAATCCATTTGTGTACTGATGTATGAGTGTTTGGTGAATCTTCTC

398 TGGATTGTGGGAAGATGC TGGGCGCAGTGAGCAAAAATGCCATCTCACATTGCGTCATTGCCCTCCGTGGGCATAAAGAAAAGGGCCTCATCCACGCGCA 497
398 TGGATTGTGGGAAGATGC TGGGCGCAGTGAGCAAAAATGCCATCTCACATTGCGTCATTGCCCTCCGTGGGCATAAAGAAAAGGGCCTCATCCACGCGCA 497
889 TGGATTGTGGGAAGATGCTGGGCGCAGTGAGCAAAAATGCCATCTCACATTGCGTCATTGCCCTCCGTGGGCATAAAGAAAAGGGCCTCATCCACACGCA 988
859 TGGATTGTGGGAAGATGCTGGGCGCAGTGAGCAAAAATGCCATCTCACATTGCGTCATTGCCCTCCGTGGGCATAAAGAAAAGTGCCTCATCCACGCGCA 958

TGGATTGTGGGAAGATGCTGGGCGCAGTGAGCAAAAATGCCATCTCACATTGCGTCATTGCCCTCCGTGGGCATAAAGAAAAGGGCCTCATCCACGCGCA

498 GGTTTGCTGTTGCTCTTACGCGTCCGGGATGGGCGGCCAGA- - - - - - GAACATGGAGG - - -GAACTGGCGAGTAAAGGACCTGTGAAG - - - - - - - GACAG 581
498 GGTTTGCTTTTGCTCTTGCGCGTCCGGGGTGGGCGGCCAGA- - - - - - GAACATGGAGG- - -GAACTGGCGAGTAAAGGACCTGTGAAG - - - - - - - GACAG 581
989 GGTTTGCTTTTGCTCTTGCGCGTCCGGGGTGGGCAGCCAGAGAAGACGAATATGAAAGGATGAGCTTAAAGTTAAGGCTCATGCGGAGCCATTATAAAAA 1088
959 GGTTTGCTGTTGCTCTTGCGCGTCCGGGGTGGGCGGCCAGAGAAGACGAATATGAAAGGATGAGCTTGAAGTTAAAGCTCATGCGGAGCCTTTATAAAAG 1058

GGTTTGCT+TTGCTCTTGCGCGTCCGGGGTGGGCGGCCAGAGAAGACGAA+ATG+HA+GGATGA+CT+G++++TAAAG+H+C+TG+G+AGCC-TTATHA+AG

582 TGGAAATTATTTTGTTTTGCCTTGTTTATTGTCCTTTTTCTACTTTATTTGGAGCTTATACCTATTGGAGATGCCTTTTTCGATTCATGCATTCAATATC 681
582 TGGAAATTATTTTGTTTTGCCTTGTTTATTGTCCTTTTTCTACTTTATTTGGAGCTTATACCTATTGGAGATGCCTTTTTCGATTCATGCATTCAATATC 681
1089 TGAAGGAAGGAAGATTTGGC TTTTTTTE T T TTTC T T T T - - - - e e m e e e e e e e e e e e TCTTTGCCAA------- ATGTAAAATG 1147
1059 TGAAGGAAGGAAGATTTGGCTTT - ---------- L B R I I I I TCTTTGCCAA------- ATGTAAAATG 1106

— T TTIT . e e

TG+A++++++++++TTT+GCHTTGTTTATTGTCCTTTTTCTACTTTATTTGGAGCTTATACCTATTGGAGATG+CTTT++CHATTCATGCATHHAA+ATH

682 TTGGGTGCCGCTGTACATTTTCACAGTATAAATTTCTAGGGGAGAATATGCTTTT - -ACGGTATTTTGACTTTCTGTATCTCTCATATTCATCTCTTACT 779
682 TTGGGTGCCGCTGTACATTTTCACAGTATAAATTTCTAGGGGAGAATATGCTTTT - -ACGGTATTTTGACTTTCTGTATCTCTCATATTCATCTCTTACT 779
1148 TCGGCCACAACTACTGTTTCTTACATCAC - - - - - - - - - - - - - - oo - TTCTTTTGAATGGTTTGGTGTCTGTTTGTGTTCTGCCAACGCTGCTTTTATT 1228
1107 TCGGCCACAACTACTTTTCCTTACATCGE - - - - - - - - - - - - - oo m ™ TTCTTTTGAATGGTTTGGTGTCTGTTTGTGTTCTGCCAACGCTGCTTTTATT 1187

T+GG6+++C++CT+++C+TT+TH+ACA++A+AAATTTCTAGGGGAGAATATHCTTTTGAA+GGT+T++TG+CT+TH+TGT+T++++C++A++C++CTHTTA+T

7eoNNAEAS - - - - - - --------------------- TTGTTTTTTTTTATGTATTTGTTTGTTAATATGCATATTCTTATCCTGTATTTTTGACGT 852

780 (RNRIRIR - - - - - - - - - - - - - - - TTGTTTTTTTATGTATTTGTTTGTTAATATGCATATTCTTATCCTGTATTTTTGACGT 850

1229 TTTTATTTGCTTATTTTATTTTGTTATTTTTITCTTTTTITTITITTITTTITITITTITTITGTGTGTGTGTTCTCGGATAAATTC - - - -CTT- - - - - TTTGA- - - 1316

1188 [RIRIRARRRRIN - - - - - - - - - - - - ------------ TTATTATTTTTTTTTTTGTGTGTGTGCGTTCTCGGATAAATTC - - - -CTTTTTCCTTTTA- - - 1256
TTTTA++TH+TTH- - --------------------- TT-TTTTTTITTITTITT+TGT+T+TGT+TGT T+++++++A+ATTCTTATC+TGTATTTTTGACGT

853 TTTTTTCTTAATTTTCATTTGG - - - - - AGAAAGAAAGTCGCACAGGCGTGACAAAAGTAGCATTTTTATTGCTGAC- - - - - GCTCACCGTTAGTGGGAAA 942

851 TTTTTTCTTAATTTTCATTTGG - - - - - AGAAAGAAAGTCGCACAGGCGTGACAAAAGTAGCATTTTTATTGCTGAC- - - - - GTTCACCGTTAGTGGGAAA 940

1317 TTTTCTCTCAGTCGGCCTGTGGCTTCCGGTGGAATTGGCGAGCACGC - TGCCTGCGTTTGCATCGGAACGGTGGGCAATTAGCACAGTGTGCGTGTGGAG 1415
1257 TTTTTTCTCAGTCGGCCTGCGGCTTCCGGTGGAATTGGCGAGCACGC - TGCCTGCGTTTGCATCGGAACGGTGGGCAATTAGCACAGTGTGCGTGTGGAG 1355

TTTTTTCT+A+T+++C+T+TGGCTTCCHG++++A++G+CG++CA+GCGTGHC+++++T+GCAT++++A++G++G+CAATTAGCHCA++GT++GTG+G+A+

943 AGTCG - - - - - GAAAAGCCACCAGGAAAAAGAAAGAAAAGAAAGAAAAAAAAGTGGTGTCATCGATTTGTATTTGGCGACATCATTCTCCTTTTGAGTGCT 1037
941 AGTCG - - - - - GAAAAGCCACCAGGAAAAAGAAAGAAAAGAAAGAAAAAAAAGTGGTGTCATCGATTTGTATTTGGCGACATCATTCTCCTTTTGAGTGTT 1035
1416 CGTGACGCACGCACAGACACACGGG TCAAGGGAGCAGGGGGGACGAGCCAA - - - - - - - - - - - c m e e e e e e et e e e e e e e e e e e s TATTGGGTGT - 1476
1356 CGTGACGCACGCACAGACACAAGGG TCAAGGGAGCAGAGGGGAAGAGCCAA - - - - - - - - - - - - c c o s e e e e e e e s e e e e m e m o s TATTGGGTGT - 1416

el el i,

+GT++CGCACG+A+AG+CACHAGG+++AAG++HAGHA+AG+H+++A+A++HHAAGTGGTGTCATCGATTTGTATTTGGCGACATCATTCTCCT+HTTGHGTGTT

1038 ATCGCACGCATACTGCATATTTTTAGGTTTGGAACTGCATTCATAGCATCATTTTTTCGAAC 1099
1036 ATCGCACGCATACTGCATATTTTTAGGTTTGGAACTGCATTCATAGCATCATTTTTTCGAAC 1097
THTT = = = - - - = = e e e e BN - - - - ---------- 1486
1417 -~ - - - - - - - - = m = e m s = o = - ------------- 1426

ATCGCH+CGCATACTGCATATTTTTAGG T T T TGGAACTGCATTCA4+AGCATCATTTITITICGAA




Motit #16

CDSA CDS B
Motif # | IGR ID Tcll-like Tcllldike Tcll-like Tclll-like
CDS ID Product Description CDS ID  Product Description CDS ID Product Description CDS ID  Product Description
16 6481 |TcCLB.506925.70  epsin, putative No_ortholog - TcCLB.506925.80  hypothetical protein, conserved [No_ortholog -
6514 [TcCLB.506925.480 ribokinase, putative No_ortholog - TcCLB.506925.490 hypothetical protein, conserved [No_ortholog -
I IGR 6514
B 2
[ I I I
0 500 1000 1500
Nucleotide position (bp)
IGR_6481_(Tell-like)/1-1439 1TGCCATCGCTGG - - - - AAAAA- - - - - v v e m e e AAATATATATTAAACCTTTTTCTCTACGAAAAATAAAAGGGCGTTTTTATTATTTCTTCTTAATGCCGTTATGTGTGGCTCCG 100
IGR_6481_(Tell)1-1431 1TGCCATCGCTORGCAAAAAAA- - - - -« o e AAAAAATTATTAAATCCTTTTCTCTACGAAAA- TAAAAAGGCGTTTTTATTACTTCTTCTTAATGCCGTTATGTGTGGCTCCG 103
IGR_6514_(Tcll-like)/1-1422 1 ------- ATTGGGTTTAAGAAGCGGGAAGAGAAGTTACGTGACAAGGGAAATATTTGTGAAAC-------- ATGTGAAAAAGAAATAAA- - - -« vrrrnns TTTAGGGGTCATT----- TGGC -
GR 6514 _(Tcl)1-1455  1-wvun-- ATTGGGTTTAAGAAGCAGGAAGAGAAATTACGTGACAAGGGAAATATTTGTGAAAC- ------- ATGTGAAAACGAAATAAA- - - ---vrrennn TTTAAGGGTCATT----- TGGC -

Consensus

IGR_6481_(Tel-like)/1-1439
(GR_6481_(Tell)1-1431
(GR_6514_(Tell-like)1-1422
IGR_6514_(Tell)/1-1455

Consensus

IGR_6481_(Tel-like)/1-1439
IGR_6481_(Tell)-1431
(GR_6514_(Tell-like)1-1422
IGR_6514_(Tell)/1-1455

Consensus

(GR_6481_(Tel-like)/1-1439
IGR_6481_(Tell)A-1431
IGR_6514_(Tell-like)/1-1422
IGR_6514_(Tcll)1-1455

Consensus

IGR_6481_(Tel-like)/1-1439
(GR_6481_(Tell)1-1431
(GR_6514_(Tell-like)1-1422
IGR_6514_(Tell)/1-1455

Consensus

IGR_6481_(Tel-like)/1-1439
IGR_6481_(Tell)-1431
(GR_6514_(Tell-like)1-1422
IGR_6514_(Tell)/1-1455

Consensus

(GR_6481_(Tel-like)/1-1439
IGR_6481_(Tell)A-1431
IGR_6514_(Tell-like)/1-1422
IGR_6514_(Tcll)1-1455

Consensus

IGR_6481_(Tel-like)/1-1439
(GR_6481_(Tell)1-1431
(GR_6514_(Tell-like)1-1422
IGR_6514_(Tell)/1-1455

Consensus

IGR_6481_(Tel-like)/1-1439
IGR_6481_(Tell)-1431
(GR_6514_(Tell-like)1-1422
IGR_6514_(Tell)/1-1455

Consensus

(GR_6481_(Tel-like)/1-1439
IGR_6481_(Tell)A-1431
IGR_6514_(Tell-like)/1-1422
IGR_6514_(Tcll)1-1455

Consensus

IGR_6481_(Tel-like)/1-1439
(GR_6481_(Tell)1-1431
(GR_6514_(Tell-like)1-1422
IGR_6514_(Tell)/1-1455

Consensus

IGR_6481_(Tel-like)/1-1439
IGR_6481_(Tell)-1431
(GR_6514_(Tell-like)1-1422
IGR_6514_(Tell)/1-1455

Consensus

(GR_6481_(Tel-like)/1-1439
IGR_6481_(Tell)A-1431
IGR_6514_(Tell-like)1-1422
IGR_6514_(Tcll)1-1455

Consensus

IGR_6481_(Tel-like)/1-1439
(GR_6481_(Tell)1-1431
(GR_6514_(Tell-like)1-1422
IGR_6514_(Tell)/1-1455

Consensus

-I-IL-—HI-I-II!—-HIH-I-

TGCCATC++TGGGTTTAA+AAGC -GGAAGAGAA-TTACGTGACAAGGGAAATATTT+T+AAACC-TTTTCT+T++GAAAAA+AAA+A++CGTTTTTATTA-TTCTT+T+A++G+C+TTATGTGTGGCTCCG

I0LATTTTATTTTTTTCTCATGTTTTTGGATGTGTGCTGCAGTTCCCATATATGCGTGAAATTCCTTTTTTTITTITTITTTITTITITTTCATATATATCT - - - - - TATTTCTCCGTCTAAGTTTATTGTGCCATAAG 226

104 ATTTTATTTTTCTCTCATGTTTTTGGATGTATACTGCAGT TCCCATATATGCGGGAAAT - - - - - - - - - - - - - - TCTTTTTTTTCATATATATCT----- TATTTCTCCGTCTAAGTTTATTGTGCCATAAG 215
. Y CGTTTTTGCGCATAGAC- - - -GTACCATTTCACGCAGAAAATGGGCCAAGTGTGACCAACTTTTTTCCTACCTCCCTGTGACTAGGGGTCAGTCTGCETTT - v v vnvn s 188
. RN CGTTCTTGCGCATAGAC - - - -GTACCATTTCACGCAGAAAATGGGCCAAGTGTGGCCAACTTTTTTCCTACCTCCCTGTGACTAAGGGTCAGTCTGCGTTT - v nvvn -

W YRTTITH W TTTM T T .

ATTTTATTTTT-TCTCA+GTTTTTG++++TA+ACTGCAGT+CC++T++A+GC+G+HAAATGGGCCAAGTGTG -CHA++TTTTTTCHTA++T++CTGTGACTAT+++TC+GTCT++GTTTATTGTGCCATAAG

227 TAAAGGAGGAAAAAGAAAAGAACGC TGCTGGCGTGCAACTTCCGCCAATTCAAGCCTTTTTGCTCACATGTGTTGAGGCAACGGGAAATTTTCACCCGCCATTGCTATTGGGCACGCCACACGGAAACAAA 357
216 TAAAGGAGGAAAAAGAAAAGAACGC TGCTGGCGTGCAACTTCCGCCAATTCAAGCCTTTTTGCTCACATGTGT TGAGGCAACGGGAAATTTTCACCCGCCATTGCTATTGGGCACGCCACACGGAAACAAA 346
189 ----- GAGGGAGACGA - - - - - - ------ - BN - - o - - n e e e . TACAATCGGTT----- - - - CGGAAACAAT 236
189 ----- GAGGGAGACGA - - - - - - ------- B - - -« - e o e e e - - - TACAATCGGTC---- - - - - CGGAAACAAT 236

TAAAGGAGG+A+A+GAAAAGAACGCTGCTGG+GT++AACTTCCGCCAATTCAAGCCTTTTTGCTCACATGTGTTGAGGCAACGGGAAATTTTCACCCGCCATT+C+AT+GG+CACGCCACACGGAAACAAT

358 CAAGCAACGCAAGGTTACCAATGAAGCCATTCGAGCCGGTGCTTCCACGGAGGAGTTATTGCCGAGAAAACGGGTTGCATCAACGAAATTGGGTAAATTACCCATGCTAAACCCGATTTTAACAAAAGCCG 488
347 CAAGCAACGCAAGGTTACCAATGAAGCCATTCGAGCCGGTGCTTCCACGGAGGAGTTATTGCCGAGAAAACGGGTTGCATCAACGAAATTGGGTAAATTACCCATGCTAAACCCGATTTTAACAAAAGCCG 477

237 CACGC - - - - - - - GTTTCCGTATAAAATGATGTGAG - - - - -« - v eveeeieemeneeees GGCATGAAAA------ ACAAAAACAAA------- AAAAAATGCAAA- -GAATACGGCGTCAAAAAACACGT 320
237 CACGC - - - - - - - GTTTCCGGATAAAATGATGTAAA- - -« - v orevmmieeneneeens GGCATGAAAA------ ACAAAAACAAAACAAAATAAAAAATGCAAA- -GAATACGGCGTCAAAAAACGCGT 327
CA+GCAACGCAAGHTT+C+AAT+AA+++AT++GAGCCGGTGCTTCCACGGAGGAGTTATTG+C++GAAAACGGGTT+CA++AACHAAATTGGGTAAA++A++CA++CT+HAA++CG+H++THAA+AAA+GC++

489 TACGGAGTTTACCCAATTCGAAAACTGCCCTCACGTCGAGGGATTTAGTAGATGAAATTCCAAAGACTCTGCTGTGTGATAAAGATGTCTATGGGATTCGCATAGATGTGCCAATTCTTTCCCCCTTTCGE 619
478 TACGGAGTTTACCCAATTCGAAAACTGCCCTCACGTCGAGGGATTTAGTAGATGAAATTCCAAAGACTCTGCTGTGTGATAAAGATGTCTATGGGATTCGCATAGATGTGCCAATTCTTTCCCCCTTTCGG 608
321 GAAAAAG- - - - - - CAATTTG-------- CTTTATATTAAGAGGGATCGATGTTGA- - - - - CGGGGATTATTCTACAAGCAAAATGGGTCAAT--------- ATATAT - -« v emeeeeeee e 399
328 GAAAAAG - - - - - - CAATTIG-------- CTTTATATTAAGAGGGATCGATGTTGA:- - - - - CGGGGATTATTCTACAAGCAAAAGGGGTCAAT--------- ATATATGTA- - - -« -ccvevemecenennnn 409

+A+++AGTTTACCCAATT+GAAAACTGCCHT+A++T++AGHG+++T+G++G+TGAAATTCCH++GA+T+THCT++++G++AAAGH+GTCHATGGGATTCGCATA+ATGTGCCAATTCTTTCCCCCTTTCGG

620 TAGAGGGGAGTTCTTTATTTACCCCATCATTGA- - -CATTTCGATTTTGTGAAAAGAATGATTGCGAGAGGGCTGGCCACCCAATTTAATATGCACATCCTGATAAGACGAAAATATTTATTTACAATTAT 747
609 TAGAGGGGAGTTCTTTATTTACCCCATCATTGA- - -CATTTCGATTTTGTGAAAAGAATGATTGCGAGAGGGCTAGCCACCCAATTTAATATGCACATCCTGATAAGACGAAAATATTTATTTACAATTAT 736
---------------------------- ATTGATTGTGTTGGGAGCTTGTGAAAAGAATGATTGCGAGAGGGCTGGCCACCCGATTTAATATGCACATCCTGATAAGACGAAAACATTTATTTACAATTAT 502
------------- TATATATATATATTTGTTGATTGTGTTAGGAGCTTGTGAAAAGAATGATTGCGAGAGGGCTGGCCACCCAATTTAATATGCACATCCTGATAAGACGAAAATATTTATTTACAATTAT 527

TAGAGGGGAGTTCTTTATTTACCCCATCATTGATTG++TTT+GA++TTGTGAAAAGAATGATTGCGAGAGGGCTGGCCACCCAATTTAATATGCACATCCTGATAAGACGAAAATATTTATTTACAATTAT

48 TTTCTCTCTTACGGTTCATTTGTAAGACTGCAATGGGAGGAGTCAATGAACCGATAAAGTCACGACGGATTTGTTT---GTTTTTATTTTTGTCGTTCCACTCGGCCCCTTTTGATTCCCCCCACCTTGCG 875

73T TTTCTCTCTTACGGTTCATTTGTAAGACCGCAATGGGAGGAGTCAATGAACCGATAACATCAAGACGGATTTGTTTTTGTTTTTTATTTTTGTCGTTCCACTCGGCCCCTTTTGATTCCCCCCACCTTGCG 867
03TTTCTCTCTTACGGTTCATTTGTAAGACCGCAATGGGAGGAGTCAATGAACCGATAAAGTCACGACGGATTTGTTCT - -
S8 TTTCTCTCTTACGGTTCATTTGTAAGACCGCAATGGGAGGAGTCAATGAACCGATAACGTCAAGACGGATTTGTTT - - -

TTTTTTATTTTTGTCGTTCCACTCGGCCCCTTTTGATTCCTCCCACCTTGCG 631
TTTTTTATTTTTGTCGTTCCACTCGGCCCCTTTTGATTCCCCCCACCTTGCG 655

TTTCTCTCTTACGGTTCATTTGTAAGACCGCAATGGGAGGAGTCAATGAACCGATAA+GTCA+GACGGATTTGTTTT--TTTTTTATTTTTGTCGTTCCACTCGGCCCCTTTTGATTCCCCCCACCTTGCG

876 GCGGTGTCTTGTGGCAGGAGGACCTCAAATTCTACCAATTTTTAACTAATATAAACATCCCCAATCCGAATAGAGCGCAACATGTCACGAGAGCGGCAATTTGAATAAATCTATCTATCTATATATATACT 1006
868 GCGGTGTCTTGTGGCAGGAGGACCTCAAATTCTACCAATTTTTAACTAATATAAACATCCCCAATCCGAATAGAGCGCAACATGTCACGAGAGCGGCAATTTGAATAAATCTATCTATCTATATATATACT 998
632 GCGGTGTCTTGTGGCAGGAGGACCTTAAATTCCACCAATTTTTAACTAATATAAACATCCCCAATCCGAATAGAGCGCAACATGTCACGAGAGCGGCAATTTGAATAAATCTATCTATCTATATATATACT 762
656 GCGGTGTCTTGTGGCTGGAGGACCTCAAATTCTACCAATTTTTAACTAATATAAACATCCCCAATCCGAATAGAGCGCAACATGTCACGAGAGCGGCAATTTGAATAAATCTATCTATCTATATATATACT 786

GCGGTGTCTTGTGGCAGGAGGACCTCAAATTCTACCAATTTTTAACTAATATAAACATCCCCAATCCGAATAGAGCGCAACATGTCACGAGAGCGGCAATTTGAATAAATCTATCTATCTATATATATACT
1007 TGAAGCAAACATGGAGGATATGGCGAGGCCACCGCCTCTCCTTTACCTTTTCTTTCTTGTCCTATTTTTATTTCTTTAGAGAGGT TCGGGATCTGGCTAGCAGCAGAGGTGAGTATTT - - -vvvveven-n 1124
999 TGAAGCAAACATGGAGGATATGGCGAGGCCACCGCCTCTCCTTTACCTTTTCTTTCTTGTCCTATTTTTATTTCTTTAGAGAGGTTCGGGATCTGGCTAGCAGCAGAGGTGAGTATTT - ----vmvmvnn 1116

763 TGAAGCAAACATGGAGGATATGGCGAGGCCACCGCCTCTCCTTTACCTTTTCTTTCTTGTCCTATTTTTATTTCTTTAGAGAGGTTCAGGATCTGGCTAGCAGCCCAGGCGGATGTTTTGCGTTTTTTATT 893
787 TGAAGCAAACATGGAGGATATGGCGAGGCCACCGCCTCTCCTTTACCTTTTCTTTCTTGTCCTATTTTTATTTCTTTAGAGAGGTTCGGGATCTGGCTAGCAGCCCAGGCGGATGTTTTGCGTTTTTTATT 917

TGAAGCAAACATGGAGGATATGGCGAGGCCACCGCCTCTCCTTTACCTTTTCTTTCTTGTCCTATTTTTATTTCTTTAGAGAGGT TCGGGATCTGGCTAGCAGCHHAGG+G++T+TTTTGCGTTTTTTATT
J125 = conn e x - - - - - - - - 1192
JI7 = s I R RN IRERN I - - - - - - - - - - - - - - - - - - - oo ee-eeo. .- SRIRRRIE - - - - - RN - - - - - - ----- - 1184

894 ATTGTTGCGTTTTCCGAAGTTTTTTGCCTGTTTTTTCTCCTCAAATAAAATTTGCGCATATTTGGTAGGCGGGGGTGCTGAGATGTTCTTCATGATGCCACTTTGTATGCAATCTCACTGCCACTCCTCCC 1024
918 ATTGTTGCGTTTTCCGAAGTTTTTTGCCTGTTTTTTCTCCTCAAATAAAATTTGCGCATATTTGGTAGGCCGGGGTGCTGAGATGTTCTTCATGATGCCACTTTGTATGCAATCTCACTGCCACTCATTCC 1048

e = ]

ATTGTTGCHT TTH++GAATTTTH+T++++GT+++TT+++CT+AA+TAAAATTTGCGCATATTTGGTAGGC -GGGGTGCTGAGATGTTCTTCAT+ATGCCACT T T++A+G+A++CT+ACTGCCACTC-T-CC
T80 = = e i e ATGEATCTTTCTACGCGAAGAGA - - - - - - - - - TGTTTTTTATIC - - - AT TTATT I TCT T TATTGTGTTG - - - - - - - - - - - - 1261
B = i i e ATGGATCTTTCTACGCGAAGAGA - - - - - - - - MR- - - - - - - - - TGTTTTTTATIC- - - ATTTATTTTTTCTTTATTGTGTTG - - - - - - - - - - - - 1253
1025 TTCCCTGCCCTTGTCTCTCCCTGTATTTGCACGTACTTGTCTTTGCGTTTGTGTGTGTTTTGTTTCCTGCTCTGATTGTATGTTTTTCTCTC < v v v - - - TTTTTTTTTTATGCGTTGCCGATTGGGATC 1146

1049 TTCCCTGCCCTTGTCTCTCCCTGTATTTGCACGTACTTCTCTTTGCGCTTGTGTGTGTTTTGTTTCCTGCTTTGATTGTATGTTTCTCTCTCTCTCTCTTTTTTTTITTITTCCTGCGTTGCCGATTGGGATC 1179

el mliel Sl

TTCCCTGCCCTTGTCTCTCCCTGTATTTGCA+G+A++TTTCT++GCOA+++++TGTGTTTT+TTTCCHG+T - TGATTGTATGTTTTT+4+TC- - -ATTTATTTTTT+TTTATTG+GTTGCCGATTGGGATC

e . - 