Target 4026
Saccharomyces_eubayanus-NC_030977.1-37081_38073 29
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 40
Naumovozyma_dairenensis-NC_016479.1-36306_37105 28
Naumovozyma_castellii-NC_016492.1-36301_37070 40
Kazachstania_barnettii-NW_024545244.1-36322_37111 47
Tetrapisispora_phaffii-NC_016522.1-36309_37101 34
Kazachstania_africana-NC_018941.1-36303_37082 46
Tetrapisispora_blattae-NC_020185.1-36309_37086 44
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 61
[Candida]_glabrata-NC_006028.2-36307_37090 41
Torulaspora_delbrueckii-NC_016506.1-36348_37111 46
Eremothecium_cymbalariae-NC_016452.1-36297_37070 35
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 25
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 34
Lachancea_thermotolerans-NC_013082.1-36302_37080 31
Kazachstania_naganishii-NC_035922.1-36301_37081 47
Torulaspora_globosa-NC_050729.1-36312_37094 43
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 28
Kluyveromyces_marxianus-NC_036029.1-33471_34067 43
Kluyveromyces_lactis-NC_006040.1-36576_37072 43
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 32
Eremothecium_gossypii-NC_005788.4-36300_36928 52
Hyphopichia_burtonii-NW_017963729.1-36678_37177 37
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 35
                                                       .........10........20........30........40........50.........

Target 4086
Saccharomyces_eubayanus-NC_030977.1-37081_38073 89
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 94
Naumovozyma_dairenensis-NC_016479.1-36306_37105 82
Naumovozyma_castellii-NC_016492.1-36301_37070 91
Kazachstania_barnettii-NW_024545244.1-36322_37111 79
Tetrapisispora_phaffii-NC_016522.1-36309_37101 94
Kazachstania_africana-NC_018941.1-36303_37082 91
Tetrapisispora_blattae-NC_020185.1-36309_37086 86
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 103
[Candida]_glabrata-NC_006028.2-36307_37090 91
Torulaspora_delbrueckii-NC_016506.1-36348_37111 97
Eremothecium_cymbalariae-NC_016452.1-36297_37070 95
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 82
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 85
Lachancea_thermotolerans-NC_013082.1-36302_37080 91
Kazachstania_naganishii-NC_035922.1-36301_37081 92
Torulaspora_globosa-NC_050729.1-36312_37094 94
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 74
Kluyveromyces_marxianus-NC_036029.1-33471_34067 100
Kluyveromyces_lactis-NC_006040.1-36576_37072 100
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 78
Eremothecium_gossypii-NC_005788.4-36300_36928 100
Hyphopichia_burtonii-NW_017963729.1-36678_37177 90
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 73
                                                       .........70........80........90........100.......110........

Target 4134
Saccharomyces_eubayanus-NC_030977.1-37081_38073 137
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 136
Naumovozyma_dairenensis-NC_016479.1-36306_37105 136
Naumovozyma_castellii-NC_016492.1-36301_37070 139
Kazachstania_barnettii-NW_024545244.1-36322_37111 136
Tetrapisispora_phaffii-NC_016522.1-36309_37101 136
Kazachstania_africana-NC_018941.1-36303_37082 136
Tetrapisispora_blattae-NC_020185.1-36309_37086 137
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 150
[Candida]_glabrata-NC_006028.2-36307_37090 136
Torulaspora_delbrueckii-NC_016506.1-36348_37111 139
Eremothecium_cymbalariae-NC_016452.1-36297_37070 137
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 139
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 136
Lachancea_thermotolerans-NC_013082.1-36302_37080 139
Kazachstania_naganishii-NC_035922.1-36301_37081 137
Torulaspora_globosa-NC_050729.1-36312_37094 136
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 130
Kluyveromyces_marxianus-NC_036029.1-33471_34067 142
Kluyveromyces_lactis-NC_006040.1-36576_37072 142
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 134
Eremothecium_gossypii-NC_005788.4-36300_36928 142
Hyphopichia_burtonii-NW_017963729.1-36678_37177 136
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 130
                                                       .........130.......140.......150.......160.......170........

Target 4194
Saccharomyces_eubayanus-NC_030977.1-37081_38073 194
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 196
Naumovozyma_dairenensis-NC_016479.1-36306_37105 196
Naumovozyma_castellii-NC_016492.1-36301_37070 196
Kazachstania_barnettii-NW_024545244.1-36322_37111 196
Tetrapisispora_phaffii-NC_016522.1-36309_37101 196
Kazachstania_africana-NC_018941.1-36303_37082 196
Tetrapisispora_blattae-NC_020185.1-36309_37086 197
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 196
[Candida]_glabrata-NC_006028.2-36307_37090 196
Torulaspora_delbrueckii-NC_016506.1-36348_37111 196
Eremothecium_cymbalariae-NC_016452.1-36297_37070 197
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 199
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 196
Lachancea_thermotolerans-NC_013082.1-36302_37080 199
Kazachstania_naganishii-NC_035922.1-36301_37081 197
Torulaspora_globosa-NC_050729.1-36312_37094 196
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 190
Kluyveromyces_marxianus-NC_036029.1-33471_34067 202
Kluyveromyces_lactis-NC_006040.1-36576_37072 202
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 191
Eremothecium_gossypii-NC_005788.4-36300_36928 199
Hyphopichia_burtonii-NW_017963729.1-36678_37177 192
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 190
                                                       .........190.......200.......210.......220.......230........

Target 4254
Saccharomyces_eubayanus-NC_030977.1-37081_38073 254
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 256
Naumovozyma_dairenensis-NC_016479.1-36306_37105 256
Naumovozyma_castellii-NC_016492.1-36301_37070 256
Kazachstania_barnettii-NW_024545244.1-36322_37111 256
Tetrapisispora_phaffii-NC_016522.1-36309_37101 256
Kazachstania_africana-NC_018941.1-36303_37082 256
Tetrapisispora_blattae-NC_020185.1-36309_37086 257
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 256
[Candida]_glabrata-NC_006028.2-36307_37090 256
Torulaspora_delbrueckii-NC_016506.1-36348_37111 256
Eremothecium_cymbalariae-NC_016452.1-36297_37070 257
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 259
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 256
Lachancea_thermotolerans-NC_013082.1-36302_37080 259
Kazachstania_naganishii-NC_035922.1-36301_37081 257
Torulaspora_globosa-NC_050729.1-36312_37094 256
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 250
Kluyveromyces_marxianus-NC_036029.1-33471_34067 262
Kluyveromyces_lactis-NC_006040.1-36576_37072 262
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 251
Eremothecium_gossypii-NC_005788.4-36300_36928 259
Hyphopichia_burtonii-NW_017963729.1-36678_37177 252
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 250
                                                       .........250.......260.......270.......280.......290........

Target 4314
Saccharomyces_eubayanus-NC_030977.1-37081_38073 314
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 316
Naumovozyma_dairenensis-NC_016479.1-36306_37105 316
Naumovozyma_castellii-NC_016492.1-36301_37070 316
Kazachstania_barnettii-NW_024545244.1-36322_37111 316
Tetrapisispora_phaffii-NC_016522.1-36309_37101 316
Kazachstania_africana-NC_018941.1-36303_37082 316
Tetrapisispora_blattae-NC_020185.1-36309_37086 314
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 316
[Candida]_glabrata-NC_006028.2-36307_37090 316
Torulaspora_delbrueckii-NC_016506.1-36348_37111 316
Eremothecium_cymbalariae-NC_016452.1-36297_37070 314
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 313
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 316
Lachancea_thermotolerans-NC_013082.1-36302_37080 313
Kazachstania_naganishii-NC_035922.1-36301_37081 314
Torulaspora_globosa-NC_050729.1-36312_37094 316
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 310
Kluyveromyces_marxianus-NC_036029.1-33471_34067 316
Kluyveromyces_lactis-NC_006040.1-36576_37072 316
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 311
Eremothecium_gossypii-NC_005788.4-36300_36928 316
Hyphopichia_burtonii-NW_017963729.1-36678_37177 312
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 310
                                                       .........310.......320.......330.......340.......350........

Target 4374
Saccharomyces_eubayanus-NC_030977.1-37081_38073 374
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 376
Naumovozyma_dairenensis-NC_016479.1-36306_37105 376
Naumovozyma_castellii-NC_016492.1-36301_37070 376
Kazachstania_barnettii-NW_024545244.1-36322_37111 376
Tetrapisispora_phaffii-NC_016522.1-36309_37101 376
Kazachstania_africana-NC_018941.1-36303_37082 376
Tetrapisispora_blattae-NC_020185.1-36309_37086 374
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 376
[Candida]_glabrata-NC_006028.2-36307_37090 376
Torulaspora_delbrueckii-NC_016506.1-36348_37111 376
Eremothecium_cymbalariae-NC_016452.1-36297_37070 374
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 373
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 376
Lachancea_thermotolerans-NC_013082.1-36302_37080 373
Kazachstania_naganishii-NC_035922.1-36301_37081 374
Torulaspora_globosa-NC_050729.1-36312_37094 376
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 370
Kluyveromyces_marxianus-NC_036029.1-33471_34067 376
Kluyveromyces_lactis-NC_006040.1-36576_37072 376
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 371
Eremothecium_gossypii-NC_005788.4-36300_36928 376
Hyphopichia_burtonii-NW_017963729.1-36678_37177 372
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 370
                                                       .........370.......380.......390.......400.......410........

Target 4434
Saccharomyces_eubayanus-NC_030977.1-37081_38073 434
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 436
Naumovozyma_dairenensis-NC_016479.1-36306_37105 436
Naumovozyma_castellii-NC_016492.1-36301_37070 436
Kazachstania_barnettii-NW_024545244.1-36322_37111 436
Tetrapisispora_phaffii-NC_016522.1-36309_37101 436
Kazachstania_africana-NC_018941.1-36303_37082 436
Tetrapisispora_blattae-NC_020185.1-36309_37086 434
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 436
[Candida]_glabrata-NC_006028.2-36307_37090 436
Torulaspora_delbrueckii-NC_016506.1-36348_37111 436
Eremothecium_cymbalariae-NC_016452.1-36297_37070 434
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 433
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 436
Lachancea_thermotolerans-NC_013082.1-36302_37080 433
Kazachstania_naganishii-NC_035922.1-36301_37081 434
Torulaspora_globosa-NC_050729.1-36312_37094 436
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 430
Kluyveromyces_marxianus-NC_036029.1-33471_34067 436
Kluyveromyces_lactis-NC_006040.1-36576_37072 436
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 431
Eremothecium_gossypii-NC_005788.4-36300_36928 436
Hyphopichia_burtonii-NW_017963729.1-36678_37177 432
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 430
                                                       .........430.......440.......450.......460.......470........

Target 4494
Saccharomyces_eubayanus-NC_030977.1-37081_38073 494
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 496
Naumovozyma_dairenensis-NC_016479.1-36306_37105 496
Naumovozyma_castellii-NC_016492.1-36301_37070 496
Kazachstania_barnettii-NW_024545244.1-36322_37111 496
Tetrapisispora_phaffii-NC_016522.1-36309_37101 496
Kazachstania_africana-NC_018941.1-36303_37082 496
Tetrapisispora_blattae-NC_020185.1-36309_37086 494
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 496
[Candida]_glabrata-NC_006028.2-36307_37090 496
Torulaspora_delbrueckii-NC_016506.1-36348_37111 496
Eremothecium_cymbalariae-NC_016452.1-36297_37070 494
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 493
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 496
Lachancea_thermotolerans-NC_013082.1-36302_37080 493
Kazachstania_naganishii-NC_035922.1-36301_37081 494
Torulaspora_globosa-NC_050729.1-36312_37094 496
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 490
Kluyveromyces_marxianus-NC_036029.1-33471_34067 496
Kluyveromyces_lactis-NC_006040.1-36576_37072 496
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 491
Eremothecium_gossypii-NC_005788.4-36300_36928 496
Hyphopichia_burtonii-NW_017963729.1-36678_37177 492
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 490
                                                       .........490.......500.......510.......520.......530........

Target 4554
Saccharomyces_eubayanus-NC_030977.1-37081_38073 554
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 556
Naumovozyma_dairenensis-NC_016479.1-36306_37105 556
Naumovozyma_castellii-NC_016492.1-36301_37070 556
Kazachstania_barnettii-NW_024545244.1-36322_37111 556
Tetrapisispora_phaffii-NC_016522.1-36309_37101 556
Kazachstania_africana-NC_018941.1-36303_37082 556
Tetrapisispora_blattae-NC_020185.1-36309_37086 554
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 556
[Candida]_glabrata-NC_006028.2-36307_37090 556
Torulaspora_delbrueckii-NC_016506.1-36348_37111 556
Eremothecium_cymbalariae-NC_016452.1-36297_37070 554
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 553
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 556
Lachancea_thermotolerans-NC_013082.1-36302_37080 553
Kazachstania_naganishii-NC_035922.1-36301_37081 554
Torulaspora_globosa-NC_050729.1-36312_37094 556
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 550
Kluyveromyces_marxianus-NC_036029.1-33471_34067 556
Kluyveromyces_lactis-NC_006040.1-36576_37072 556
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 551
Eremothecium_gossypii-NC_005788.4-36300_36928 556
Hyphopichia_burtonii-NW_017963729.1-36678_37177 552
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 550
                                                       .........550.......560.......570.......580.......590........

Target 4614
Saccharomyces_eubayanus-NC_030977.1-37081_38073 614
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 616
Naumovozyma_dairenensis-NC_016479.1-36306_37105 616
Naumovozyma_castellii-NC_016492.1-36301_37070 616
Kazachstania_barnettii-NW_024545244.1-36322_37111 616
Tetrapisispora_phaffii-NC_016522.1-36309_37101 616
Kazachstania_africana-NC_018941.1-36303_37082 616
Tetrapisispora_blattae-NC_020185.1-36309_37086 614
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 616
[Candida]_glabrata-NC_006028.2-36307_37090 616
Torulaspora_delbrueckii-NC_016506.1-36348_37111 616
Eremothecium_cymbalariae-NC_016452.1-36297_37070 614
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 613
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 616
Lachancea_thermotolerans-NC_013082.1-36302_37080 613
Kazachstania_naganishii-NC_035922.1-36301_37081 614
Torulaspora_globosa-NC_050729.1-36312_37094 616
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 610
Kluyveromyces_marxianus-NC_036029.1-33471_34067 616
Kluyveromyces_lactis-NC_006040.1-36576_37072 616
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 611
Eremothecium_gossypii-NC_005788.4-36300_36928 616
Hyphopichia_burtonii-NW_017963729.1-36678_37177 612
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 610
                                                       .........610.......620.......630.......640.......650........

Target 4674
Saccharomyces_eubayanus-NC_030977.1-37081_38073 674
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 676
Naumovozyma_dairenensis-NC_016479.1-36306_37105 676
Naumovozyma_castellii-NC_016492.1-36301_37070 676
Kazachstania_barnettii-NW_024545244.1-36322_37111 676
Tetrapisispora_phaffii-NC_016522.1-36309_37101 676
Kazachstania_africana-NC_018941.1-36303_37082 676
Tetrapisispora_blattae-NC_020185.1-36309_37086 674
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 676
[Candida]_glabrata-NC_006028.2-36307_37090 676
Torulaspora_delbrueckii-NC_016506.1-36348_37111 676
Eremothecium_cymbalariae-NC_016452.1-36297_37070 674
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 673
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 676
Lachancea_thermotolerans-NC_013082.1-36302_37080 673
Kazachstania_naganishii-NC_035922.1-36301_37081 674
Torulaspora_globosa-NC_050729.1-36312_37094 676
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 670
Kluyveromyces_marxianus-NC_036029.1-33471_34067 676
Kluyveromyces_lactis-NC_006040.1-36576_37072 676
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 671
Eremothecium_gossypii-NC_005788.4-36300_36928 676
Hyphopichia_burtonii-NW_017963729.1-36678_37177 672
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 670
                                                       .........670.......680.......690.......700.......710........

Target 4734
Saccharomyces_eubayanus-NC_030977.1-37081_38073 734
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 736
Naumovozyma_dairenensis-NC_016479.1-36306_37105 736
Naumovozyma_castellii-NC_016492.1-36301_37070 736
Kazachstania_barnettii-NW_024545244.1-36322_37111 736
Tetrapisispora_phaffii-NC_016522.1-36309_37101 736
Kazachstania_africana-NC_018941.1-36303_37082 736
Tetrapisispora_blattae-NC_020185.1-36309_37086 734
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 736
[Candida]_glabrata-NC_006028.2-36307_37090 736
Torulaspora_delbrueckii-NC_016506.1-36348_37111 736
Eremothecium_cymbalariae-NC_016452.1-36297_37070 734
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 733
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 736
Lachancea_thermotolerans-NC_013082.1-36302_37080 733
Kazachstania_naganishii-NC_035922.1-36301_37081 734
Torulaspora_globosa-NC_050729.1-36312_37094 736
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 730
Kluyveromyces_marxianus-NC_036029.1-33471_34067 736
Kluyveromyces_lactis-NC_006040.1-36576_37072 736
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 731
Eremothecium_gossypii-NC_005788.4-36300_36928 736
Hyphopichia_burtonii-NW_017963729.1-36678_37177 732
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 730
                                                       .........730.......740.......750.......760.......770........

Target 4786
Saccharomyces_eubayanus-NC_030977.1-37081_38073 786
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 788
Naumovozyma_dairenensis-NC_016479.1-36306_37105 788
Naumovozyma_castellii-NC_016492.1-36301_37070 788
Kazachstania_barnettii-NW_024545244.1-36322_37111 788
Tetrapisispora_phaffii-NC_016522.1-36309_37101 788
Kazachstania_africana-NC_018941.1-36303_37082 788
Tetrapisispora_blattae-NC_020185.1-36309_37086 786
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 788
[Candida]_glabrata-NC_006028.2-36307_37090 788
Torulaspora_delbrueckii-NC_016506.1-36348_37111 788
Eremothecium_cymbalariae-NC_016452.1-36297_37070 786
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 785
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 788
Lachancea_thermotolerans-NC_013082.1-36302_37080 785
Kazachstania_naganishii-NC_035922.1-36301_37081 786
Torulaspora_globosa-NC_050729.1-36312_37094 788
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 790
Kluyveromyces_marxianus-NC_036029.1-33471_34067 788
Kluyveromyces_lactis-NC_006040.1-36576_37072 788
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 791
Eremothecium_gossypii-NC_005788.4-36300_36928 788
Hyphopichia_burtonii-NW_017963729.1-36678_37177 789
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 790
                                                       .........790.......800.......810.......820.......830........

Target 4845
Saccharomyces_eubayanus-NC_030977.1-37081_38073 845
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 847
Naumovozyma_dairenensis-NC_016479.1-36306_37105 847
Naumovozyma_castellii-NC_016492.1-36301_37070 847
Kazachstania_barnettii-NW_024545244.1-36322_37111 847
Tetrapisispora_phaffii-NC_016522.1-36309_37101 847
Kazachstania_africana-NC_018941.1-36303_37082 847
Tetrapisispora_blattae-NC_020185.1-36309_37086 845
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 847
[Candida]_glabrata-NC_006028.2-36307_37090 847
Torulaspora_delbrueckii-NC_016506.1-36348_37111 847
Eremothecium_cymbalariae-NC_016452.1-36297_37070 845
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 844
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 847
Lachancea_thermotolerans-NC_013082.1-36302_37080 844
Kazachstania_naganishii-NC_035922.1-36301_37081 845
Torulaspora_globosa-NC_050729.1-36312_37094 847
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 850
Kluyveromyces_marxianus-NC_036029.1-33471_34067 847
Kluyveromyces_lactis-NC_006040.1-36576_37072 847
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 851
Eremothecium_gossypii-NC_005788.4-36300_36928 847
Hyphopichia_burtonii-NW_017963729.1-36678_37177 849
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 850
                                                       .........850.......860.......870.......880.......890........

Target 4902
Saccharomyces_eubayanus-NC_030977.1-37081_38073 902
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 904
Naumovozyma_dairenensis-NC_016479.1-36306_37105 904
Naumovozyma_castellii-NC_016492.1-36301_37070 904
Kazachstania_barnettii-NW_024545244.1-36322_37111 904
Tetrapisispora_phaffii-NC_016522.1-36309_37101 904
Kazachstania_africana-NC_018941.1-36303_37082 904
Tetrapisispora_blattae-NC_020185.1-36309_37086 902
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 904
[Candida]_glabrata-NC_006028.2-36307_37090 904
Torulaspora_delbrueckii-NC_016506.1-36348_37111 904
Eremothecium_cymbalariae-NC_016452.1-36297_37070 902
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 901
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 904
Lachancea_thermotolerans-NC_013082.1-36302_37080 901
Kazachstania_naganishii-NC_035922.1-36301_37081 902
Torulaspora_globosa-NC_050729.1-36312_37094 904
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 910
Kluyveromyces_marxianus-NC_036029.1-33471_34067 904
Kluyveromyces_lactis-NC_006040.1-36576_37072 904
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 911
Eremothecium_gossypii-NC_005788.4-36300_36928 904
Hyphopichia_burtonii-NW_017963729.1-36678_37177 909
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 910
                                                       .........910.......920.......930.......940.......950........

Target 4962
Saccharomyces_eubayanus-NC_030977.1-37081_38073 962
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 964
Naumovozyma_dairenensis-NC_016479.1-36306_37105 964
Naumovozyma_castellii-NC_016492.1-36301_37070 964
Kazachstania_barnettii-NW_024545244.1-36322_37111 964
Tetrapisispora_phaffii-NC_016522.1-36309_37101 964
Kazachstania_africana-NC_018941.1-36303_37082 964
Tetrapisispora_blattae-NC_020185.1-36309_37086 962
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 964
[Candida]_glabrata-NC_006028.2-36307_37090 964
Torulaspora_delbrueckii-NC_016506.1-36348_37111 964
Eremothecium_cymbalariae-NC_016452.1-36297_37070 962
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 961
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 964
Lachancea_thermotolerans-NC_013082.1-36302_37080 961
Kazachstania_naganishii-NC_035922.1-36301_37081 962
Torulaspora_globosa-NC_050729.1-36312_37094 964
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 970
Kluyveromyces_marxianus-NC_036029.1-33471_34067 964
Kluyveromyces_lactis-NC_006040.1-36576_37072 964
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 971
Eremothecium_gossypii-NC_005788.4-36300_36928 964
Hyphopichia_burtonii-NW_017963729.1-36678_37177 969
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 970
                                                       .........970.......980.......990.......1000......1010.......

Target 5000
Saccharomyces_eubayanus-NC_030977.1-37081_38073 1001
Vanderwaltozyma_polyspora-NW_001834692.1-36339_37132 1002
Naumovozyma_dairenensis-NC_016479.1-36306_37105 1002
Naumovozyma_castellii-NC_016492.1-36301_37070 1002
Kazachstania_barnettii-NW_024545244.1-36322_37111 1002
Tetrapisispora_phaffii-NC_016522.1-36309_37101 1002
Kazachstania_africana-NC_018941.1-36303_37082 1002
Tetrapisispora_blattae-NC_020185.1-36309_37086 1001
Zygotorulaspora_mrakii-NC_050724.1-36318_37126 1003
[Candida]_glabrata-NC_006028.2-36307_37090 1002
Torulaspora_delbrueckii-NC_016506.1-36348_37111 1002
Eremothecium_cymbalariae-NC_016452.1-36297_37070 1001
Lachancea_lanzarotensis-NW_019212881.1-36311_37086 1001
Zygosaccharomyces_rouxii-NC_012995.1-33471_34046 1002
Lachancea_thermotolerans-NC_013082.1-36302_37080 1002
Kazachstania_naganishii-NC_035922.1-36301_37081 1001
Torulaspora_globosa-NC_050729.1-36312_37094 1002
Wickerhamomyces_ciferrii-NW_011887462.1-35681_36463 1002
Kluyveromyces_marxianus-NC_036029.1-33471_34067 1002
Kluyveromyces_lactis-NC_006040.1-36576_37072 1002
Wickerhamomyces_anomalus-NW_017567110.1-36334_37006 1003
Eremothecium_gossypii-NC_005788.4-36300_36928 1002
Hyphopichia_burtonii-NW_017963729.1-36678_37177 1003
Suhomyces_tanzawaensis-NW_017963640.1-35576_36146 1002
                                                       .........1030......1040......1050......10

                                                                                                               T

                                                                                                                *
                                                                                                                GA
                                                                                                               TGA
                                                                                                               TGC
                                                                                                               TGT
                                                                                                               TGA
                                                                                                               TGA
                                                                                                               TGA
                                                                                                               TGA
                                                                                                               TGG
                                                                                                               TGA
                                                                                                               TGG
                                                                                                               TGT
                                                                                                               TGA
                                                                                                               TGA
                                                                                                               TGA
                                                                                                               TGT
                                                                                                               TGT
                                                                                                               TGT
                                                                                                               TGA
                                                                                                               TGG
                                                                                                               TGT
                                                                                                               TGA
                                                                                                               TCG
                                                                                                               TGA
                                                                                                               TGG

                                                                                                                  G

                                                       A
                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  G

                                                       CC

                                                                                                                  A

                                                       CC

Frame +2 p = 1.4e-05

  C

   H
   AT
  CAT
  CAC
  CAT
  CAT
  CAC
  CAA
  CAG
  CAA
  CAT
  CAT
  CAG
  CAA
  CAA
  CAA
  CAT
  CAA
  CAT
  CAT
  CAA
  CAT
  CAA
  CAA
  CAT
  CAT

     G

      E
      AG
     GAG
     GAA
     GAA
     GAA
     GAA
     GTA
     GAG
     GAA
     GAA
     AGA
     GAA
     GAG
     GAA
     GAA
     GAA
     GAG
     GAA
     GAA
     GAA
     GAA
     GAG
     GAA
     GAA
     GAG

        C

         L
         TT
        CTT
        CTT
        TTT
        TTT
        CCT
        CTC
        CTT
        CTT
        CTG
        CTC
        CTC
        CTC
        CTT
        CTT
        CTC
        CTC
        CTC
        TTT
        CTC
        CTC
        TTT
        TTT
        TAC
        TAT

           A

            K
            AG
           AAA
           AGA
           AAT
           AAG
           AAA
           AAT
           AGT
           AGA
           AGG
           AAT
           AAA
           AAG
           AAC
           AAA
           AAG
           AAG
           AAA
           AAA
           AAA
           AAA
           AAT
           AGT
           AAT
           AAA

              G

               E
               AA
              GAA
              GAT
              GAT
              GAT
              GAT
              GAT
              GAC
              GAT
              GAT
              GAT
              GAT
              GAT
              GAT
              GAT
              GAT
              GAC
              GAT
              GAT
              GAT
              GAT
              GAT
              GAT
              GAT
              GAT

                 C

                  R
                  GC
                 CGT
                 TTC
                 CGT
                 CGC
                 CTT
                 TTC
                 CTT
                 CTA
                 CTC
                 CTC
                 CGT
                 CTA
                 CTC
                 CTT
                 CTC
                 CTC
                 CTC
                 CTT
                 TTG
                 GTG
                 CTT
                 CTT
                 CTT
                 CTT

                    A

                     K
                     AA
                    AAA
                    AAA
                    AAT
                    AAA
                    AAG
                    AAA
                    AAT
                    AGA
                    AAA
                    AAA
                    AAT
                    AGG
                    AAC
                    AAG
                    AAA
                    AGG
                    AGC
                    AAA
                    AGG
                    AGG
                    AGA
                    AGC
                    AAA
                    AAA

                       A

                        T
                        CT
                       ACC
                       ACA
                       ACC
                       ACA
                       ATT
                       ACA
                       ACT
                       ATG
                       ACG
                       ACG
                       ACG
                       ACC
                       ACA
                       ACA
                       ACA
                       ACT
                       ATC
                       AAT
                       AAT
                       AAC
                       AAC
                       ACG
                       AAT
                       AAT

                          G

                           D
                           AC
                          GAC
                          GAT
                          GAT
                          GAT
                          GAA
                          AAT
                          GAC
                          GAA
                          GAT
                          GCA
                          GAC
                          GCC
                          GCA
                          GAT
                          GCA
                          GAC
                          GAT
                          GCA
                          GCG
                          GCG
                          CCA
                          GCC
                          GCA
                          GCA

                             A

                              T
                              CA
                             ACA
                             ACT
                             ACT
                             ACC
                             ATG
                             ACT
                             ACG
                             ACT
                             ACG
                             ACA
                             ACA
                             ACC
                             ACC
                             ACA
                             ACC
                             ACT
                             ACA
                             ATG
                             ACC
                             ACC
                             ACA
                             AAC
                             ACA
                             ACA

                                A

                                 M
                                 TG
                                ATA
                                ATA
                                ATA
                                ACA
                                ATA
                                ATT
                                ATA
                                ATG
                                ATA
                                ACA
                                ATA
                                ATA
                                ATA
                                ATA
                                ATA
                                ATA
                                ATA
                                ATA
                                ATA
                                ATA
                                ACA
                                ATA
                                GAA
                                GAA

                                   C

                                    Q
                                    AA
                                   CAA
                                   CAA
                                   CAA
                                   CAA
                                   CAG
                                   GAA
                                   CAG
                                   CAA
                                   CAA
                                   CAA
                                   CAG
                                   CAA
                                   CAG
                                   CAG
                                   CAG
                                   CAG
                                   CAG
                                   CAA
                                   CAA
                                   CAT
                                   CAA
                                   CAT
                                   CAA
                                   CAG

                                      T

                                       F
                                       TT
                                      TTC
                                      TCC
                                      TTC
                                      TTT
                                      TTT
                                      TTC
                                      CTT
                                      TTT
                                      TCT
                                      TTC
                                      TTC
                                      TTT
                                      CTG
                                      CTC
                                      CTT
                                      CTT
                                      TTC
                                      CTT
                                      GTC
                                      GTA
                                      TTC
                                      TTC
                                      CTA
                                      CCA

                                         A

                                          S
                                          GT
                                         AGC
                                         AAT
                                         AAA
                                         AAT
                                         AAA
                                         AAT
                                         AGA
                                         AAA
                                         AAA
                                         AAG
                                         AAA
                                         AAG
                                         AGA
                                         AAA
                                         AAA
                                         AGG
                                         AAC
                                         AAT
                                         AAA
                                         AGG
                                         AAT
                                         AAC
                                         ATC
                                         ATA

                                            G

                                             D
                                             AC
                                            GAC
                                            GCT
                                            GAT
                                            GCT
                                            GAT
                                            GCA
                                            GAA
                                            GAT
                                            GAA
                                            GAT
                                            GAG
                                            GAT
                                            GAT
                                            GAA
                                            GAT
                                            GCC
                                            GAG
                                            GAA
                                            GCA
                                            GCC
                                            GAA
                                            GAG
                                            GAG
                                            GAT

                                               A

                                                T
                                                CC
                                               ACC
                                               GTA
                                               GTC
                                               TGC
                                               GTC
                                               GCA
                                               GTG
                                               GAC
                                               GTC
                                               GTC
                                               GTC
                                               GTC
                                               TTC
                                               GTC
                                               GTC
                                               GAC
                                               GTC
                                               GTA
                                               GTT
                                               ATT
                                               GTA
                                               GTC
                                               GTC
                                               GTC

                                                  A

                                                   I
                                                   TT
                                                  ATT
                                                  ATT
                                                  ATC
                                                  ATC
                                                  ATC
                                                  ATT
                                                  GTC
                                                  ATT
                                                  ATC
                                                  ATT
                                                  ATT
                                                  ATC
                                                  ATC
                                                  ATT
                                                  ATT
                                                  ATT
                                                  ATC
                                                  ATT
                                                  TGT
                                                  TGT
                                                  AGT
                                                  ATT
                                                  ATC
                                                  ATC

                                                     T

                                                      L
                                                      TG
                                                     TTG
                                                     TTC
                                                     TTA
                                                     TTG
                                                     TTA
                                                     TTC
                                                     TTT
                                                     TTC
                                                     TTT
                                                     TTT
                                                     TTC
                                                     TTG
                                                     TTC
                                                     TTT
                                                     TTC
                                                     TGG
                                                     TTA
                                                     TTT
                                                     TTT
                                                     TTT
                                                     TTC
                                                     TTA
                                                     TTT
                                                     TTC

                                                        A

                                                         R
                                                         GA
                                                        AGA
                                                        AAT
                                                        AGG
                                                        AGA
                                                        AGG
                                                        AAA
                                                        AGT
                                                        AAA
                                                        AAT
                                                        AGT
                                                        AGT
                                                        AGT
                                                        AGC
                                                        AGG
                                                        AAG
                                                        AGG
                                                        AGA
                                                        AAT
                                                        AAG
                                                        AGA
                                                        AAT
                                                        AGC
                                                        AAT
                                                        AAA

                                                           G

A
CA

                                                           G

CA

                                                           G

CA

                                                           G

CG

                                                           G

CA

                                                           G

CA

                                                           G

CG

                                                           G

CA

                                                           G

CA

                                                           G

CA

                                                           G

CA

                                                           G

CA

                                                           G

CA

                                                           G

CA

                                                           G

CA

                                                           G

CG

                                                           G

CG

                                                           G

CA

                                                           G

AA

                                                           G

CA

                                                           G

CA

                                                           G

CA

                                                           G

CA

                                                           G

CA

                                                           G

CA

  A

   K
   AA
  AAA
  TAA
  AAC
  AAA
  AAA
  TAC
  AAA
  TAA
  AAT
  TAT
  AAC
  AAT
  AAC
  AAC
  AAC
  AAC
  AAC
  TAA
  TAG
  TAA
  TAA
  AAT
  TAT
  TAC

     T

      S
      CA
     TCT
     TCT
     TCT
     TCT
     TCA
     TCT
     TCC
     TCC
     TCT
     TCT
     TCA
     TCA
     TCG
     TCG
     TCC
     TCC
     TCC
     TCA
     TCT
     TCA
     TCA
     TCC
     TCT
     TCT

        A

         S
         GT
        AGA
        AAT
        AAT
        AAG
        ATA
        ATT
        ACA
        ACC
        AAT
        AAT
        AGA
        ACT
        ACG
        ACC
        ACA
        ACA
        AAC
        ACA
        ACT
        ACC
        ACA
        ACC
        AAT
        AGT

           G

            G
            GA
           GGG
           GGA
           GGA
           GGG
           GGG
           GGG
           GGG
           GGG
           GGG
           GGG
           GGG
           GGA
           GGA
           GGG
           GGA
           GGG
           GGA
           GGA
           GGG
           GGA
           GGG
           GGG
           GGG
           GGG

              A

               K
               AA
              AAG
              AAA
              AAA
              AAA
              AAT
              TAT
              AAA
              AAT
              AAA
              AAT
              AAG
              AAC
              AAG
              AAG
              AAA
              AAT
              AAA
              TAA
              AAA
              AAC
              TAT
              AAT
              AAA
              AAA

                 A

                  S
                  GT
                 AGT
                 GAT
                 TAT
                 TAT
                 AAC
                 CCT
                 GGT
                 GGT
                 GGT
                 GGC
                 GGC
                 AAT
                 TTC
                 GGC
                 TTG
                 GGA
                 GGC
                 GGT
                 GGT
                 GGA
                 GGT
                 TGG
                 TGA
                 TAG

                    A

                     K
                     AA
                    AAG
                    GTA
                    AAA
                    AAA
                    AAA
                    AAT
                    AGC
                    AGA
                    AAT
                    AGC
                    AAA
                    AGT
                    AGA
                    AAC
                    GCG
                    AGG
                    AAA
                    AAA
                    AAC
                    AGT
                    AAA
                    AGT
                    TTA
                    TTG

                       T

                        L
                        TG
                       TTG
                       GTG
                       GCA
                       GTT
                       GCA
                       GAT
                       ACA
                       ACG
                       GCC
                       GGT
                       ACA
                       GGT
                       TTA
                       GTA
                       TTT
                       ACC
                       ACT
                       TTT
                       TGT
                       TGA
                       GAT
                       TGC
                       TAA
                       TAC

                          A

                           T
                           CT
                          ATT
                          GTT
                          GCT
                          GAT
                          CCT
                          GCT
                          ACT
                          TCT
                          GTT
                          GTT
                          GCC
                          TGG
                          TCG
                          GAT
                          TCC
                          ACC
                          GCT
                          GTA
                          GAG
                          GAG
                          GTA
                          TGT
                          ATA
                          ACC

                             T

                              *
                              GA
                             TGG
                             TGA
                             TGA
                             TGT
                             TGG
                             TGA
                             TGG
                             TGA
                             TGG
                             TGA
                             TGG
                             TTG
                             GAA
                             TGG
                             GTG
                             T--
                             TGA
                             TCA
                             GAA
                             GAG
                             TCA
                             GGA
                             TCC
                             TCC