Target 3546
Naumovozyma_castellii-NC_016492.1-35658_36625 54
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 48
Torulaspora_delbrueckii-NC_016506.1-35681_36176 48
Kazachstania_barnettii-NW_024545244.1-35680_36179 48
Kazachstania_naganishii-NC_035922.1-35655_36625 61
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 48
Tetrapisispora_phaffii-NC_016522.1-35667_36167 48
Tetrapisispora_blattae-NC_020185.1-35649_36149 48
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 48
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 48
Torulaspora_globosa-NC_050729.1-35661_36143 48
Kluyveromyces_marxianus-NC_036029.1-32614_33115 48
Kluyveromyces_lactis-NC_006040.1-35634_36134 48
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 48
Candida_tropicalis-NW_003020055.1-34716_35189 48
Lachancea_thermotolerans-NC_013082.1-35635_36129 48
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 48
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 48
Eremothecium_cymbalariae-NC_016452.1-35632_36122 49
Candida_albicans-NC_032091.1-34721_35188 48
Hyphopichia_burtonii-NW_017963729.1-35742_36067 48
Candida_parapsilosis-NW_023503280.1-33582_33921 48
Scheffersomyces_stipitis-NC_009068.1-33931_34428 48
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 48
                                                       .........10........20........30........40........50.........

Target 3606
Naumovozyma_castellii-NC_016492.1-35658_36625 114
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 108
Torulaspora_delbrueckii-NC_016506.1-35681_36176 108
Kazachstania_barnettii-NW_024545244.1-35680_36179 108
Kazachstania_naganishii-NC_035922.1-35655_36625 121
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 108
Tetrapisispora_phaffii-NC_016522.1-35667_36167 108
Tetrapisispora_blattae-NC_020185.1-35649_36149 108
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 108
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 108
Torulaspora_globosa-NC_050729.1-35661_36143 108
Kluyveromyces_marxianus-NC_036029.1-32614_33115 108
Kluyveromyces_lactis-NC_006040.1-35634_36134 108
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 108
Candida_tropicalis-NW_003020055.1-34716_35189 108
Lachancea_thermotolerans-NC_013082.1-35635_36129 108
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 108
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 108
Eremothecium_cymbalariae-NC_016452.1-35632_36122 106
Candida_albicans-NC_032091.1-34721_35188 108
Hyphopichia_burtonii-NW_017963729.1-35742_36067 108
Candida_parapsilosis-NW_023503280.1-33582_33921 108
Scheffersomyces_stipitis-NC_009068.1-33931_34428 108
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 108
                                                       .........70........80........90........100.......110........

Target 3666
Naumovozyma_castellii-NC_016492.1-35658_36625 174
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 168
Torulaspora_delbrueckii-NC_016506.1-35681_36176 168
Kazachstania_barnettii-NW_024545244.1-35680_36179 168
Kazachstania_naganishii-NC_035922.1-35655_36625 181
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 168
Tetrapisispora_phaffii-NC_016522.1-35667_36167 168
Tetrapisispora_blattae-NC_020185.1-35649_36149 168
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 168
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 168
Torulaspora_globosa-NC_050729.1-35661_36143 168
Kluyveromyces_marxianus-NC_036029.1-32614_33115 168
Kluyveromyces_lactis-NC_006040.1-35634_36134 168
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 168
Candida_tropicalis-NW_003020055.1-34716_35189 168
Lachancea_thermotolerans-NC_013082.1-35635_36129 168
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 168
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 168
Eremothecium_cymbalariae-NC_016452.1-35632_36122 166
Candida_albicans-NC_032091.1-34721_35188 168
Hyphopichia_burtonii-NW_017963729.1-35742_36067 168
Candida_parapsilosis-NW_023503280.1-33582_33921 168
Scheffersomyces_stipitis-NC_009068.1-33931_34428 168
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 168
                                                       .........130.......140.......150.......160.......170........

Target 3726
Naumovozyma_castellii-NC_016492.1-35658_36625 234
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 228
Torulaspora_delbrueckii-NC_016506.1-35681_36176 228
Kazachstania_barnettii-NW_024545244.1-35680_36179 228
Kazachstania_naganishii-NC_035922.1-35655_36625 241
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 228
Tetrapisispora_phaffii-NC_016522.1-35667_36167 228
Tetrapisispora_blattae-NC_020185.1-35649_36149 228
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 228
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 228
Torulaspora_globosa-NC_050729.1-35661_36143 228
Kluyveromyces_marxianus-NC_036029.1-32614_33115 228
Kluyveromyces_lactis-NC_006040.1-35634_36134 228
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 228
Candida_tropicalis-NW_003020055.1-34716_35189 228
Lachancea_thermotolerans-NC_013082.1-35635_36129 228
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 228
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 228
Eremothecium_cymbalariae-NC_016452.1-35632_36122 226
Candida_albicans-NC_032091.1-34721_35188 228
Hyphopichia_burtonii-NW_017963729.1-35742_36067 228
Candida_parapsilosis-NW_023503280.1-33582_33921 228
Scheffersomyces_stipitis-NC_009068.1-33931_34428 228
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 228
                                                       .........190.......200.......210.......220.......230........

Target 3786
Naumovozyma_castellii-NC_016492.1-35658_36625 294
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 288
Torulaspora_delbrueckii-NC_016506.1-35681_36176 288
Kazachstania_barnettii-NW_024545244.1-35680_36179 288
Kazachstania_naganishii-NC_035922.1-35655_36625 301
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 288
Tetrapisispora_phaffii-NC_016522.1-35667_36167 288
Tetrapisispora_blattae-NC_020185.1-35649_36149 288
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 288
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 288
Torulaspora_globosa-NC_050729.1-35661_36143 288
Kluyveromyces_marxianus-NC_036029.1-32614_33115 288
Kluyveromyces_lactis-NC_006040.1-35634_36134 288
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 288
Candida_tropicalis-NW_003020055.1-34716_35189 288
Lachancea_thermotolerans-NC_013082.1-35635_36129 288
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 288
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 288
Eremothecium_cymbalariae-NC_016452.1-35632_36122 286
Candida_albicans-NC_032091.1-34721_35188 288
Hyphopichia_burtonii-NW_017963729.1-35742_36067 288
Candida_parapsilosis-NW_023503280.1-33582_33921 288
Scheffersomyces_stipitis-NC_009068.1-33931_34428 288
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 288
                                                       .........250.......260.......270.......280.......290........

Target 3846
Naumovozyma_castellii-NC_016492.1-35658_36625 354
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 348
Torulaspora_delbrueckii-NC_016506.1-35681_36176 348
Kazachstania_barnettii-NW_024545244.1-35680_36179 348
Kazachstania_naganishii-NC_035922.1-35655_36625 361
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 348
Tetrapisispora_phaffii-NC_016522.1-35667_36167 348
Tetrapisispora_blattae-NC_020185.1-35649_36149 348
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 348
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 348
Torulaspora_globosa-NC_050729.1-35661_36143 348
Kluyveromyces_marxianus-NC_036029.1-32614_33115 348
Kluyveromyces_lactis-NC_006040.1-35634_36134 348
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 348
Candida_tropicalis-NW_003020055.1-34716_35189 348
Lachancea_thermotolerans-NC_013082.1-35635_36129 348
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 348
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 348
Eremothecium_cymbalariae-NC_016452.1-35632_36122 346
Candida_albicans-NC_032091.1-34721_35188 348
Hyphopichia_burtonii-NW_017963729.1-35742_36067 348
Candida_parapsilosis-NW_023503280.1-33582_33921 348
Scheffersomyces_stipitis-NC_009068.1-33931_34428 348
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 348
                                                       .........310.......320.......330.......340.......350........

Target 3906
Naumovozyma_castellii-NC_016492.1-35658_36625 414
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 408
Torulaspora_delbrueckii-NC_016506.1-35681_36176 408
Kazachstania_barnettii-NW_024545244.1-35680_36179 408
Kazachstania_naganishii-NC_035922.1-35655_36625 421
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 408
Tetrapisispora_phaffii-NC_016522.1-35667_36167 408
Tetrapisispora_blattae-NC_020185.1-35649_36149 408
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 408
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 408
Torulaspora_globosa-NC_050729.1-35661_36143 408
Kluyveromyces_marxianus-NC_036029.1-32614_33115 408
Kluyveromyces_lactis-NC_006040.1-35634_36134 408
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 408
Candida_tropicalis-NW_003020055.1-34716_35189 408
Lachancea_thermotolerans-NC_013082.1-35635_36129 408
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 408
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 408
Eremothecium_cymbalariae-NC_016452.1-35632_36122 406
Candida_albicans-NC_032091.1-34721_35188 408
Hyphopichia_burtonii-NW_017963729.1-35742_36067 408
Candida_parapsilosis-NW_023503280.1-33582_33921 408
Scheffersomyces_stipitis-NC_009068.1-33931_34428 408
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 408
                                                       .........370.......380.......390.......400.......410........

Target 3966
Naumovozyma_castellii-NC_016492.1-35658_36625 474
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 468
Torulaspora_delbrueckii-NC_016506.1-35681_36176 468
Kazachstania_barnettii-NW_024545244.1-35680_36179 468
Kazachstania_naganishii-NC_035922.1-35655_36625 481
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 468
Tetrapisispora_phaffii-NC_016522.1-35667_36167 468
Tetrapisispora_blattae-NC_020185.1-35649_36149 468
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 468
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 468
Torulaspora_globosa-NC_050729.1-35661_36143 468
Kluyveromyces_marxianus-NC_036029.1-32614_33115 468
Kluyveromyces_lactis-NC_006040.1-35634_36134 468
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 468
Candida_tropicalis-NW_003020055.1-34716_35189 468
Lachancea_thermotolerans-NC_013082.1-35635_36129 468
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 468
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 468
Eremothecium_cymbalariae-NC_016452.1-35632_36122 466
Candida_albicans-NC_032091.1-34721_35188 468
Hyphopichia_burtonii-NW_017963729.1-35742_36067 468
Candida_parapsilosis-NW_023503280.1-33582_33921 468
Scheffersomyces_stipitis-NC_009068.1-33931_34428 468
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 468
                                                       .........430.......440.......450.......460.......470........

Target 4026
Naumovozyma_castellii-NC_016492.1-35658_36625 534
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 528
Torulaspora_delbrueckii-NC_016506.1-35681_36176 528
Kazachstania_barnettii-NW_024545244.1-35680_36179 528
Kazachstania_naganishii-NC_035922.1-35655_36625 541
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 528
Tetrapisispora_phaffii-NC_016522.1-35667_36167 528
Tetrapisispora_blattae-NC_020185.1-35649_36149 528
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 528
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 528
Torulaspora_globosa-NC_050729.1-35661_36143 528
Kluyveromyces_marxianus-NC_036029.1-32614_33115 528
Kluyveromyces_lactis-NC_006040.1-35634_36134 528
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 528
Candida_tropicalis-NW_003020055.1-34716_35189 527
Lachancea_thermotolerans-NC_013082.1-35635_36129 528
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 528
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 528
Eremothecium_cymbalariae-NC_016452.1-35632_36122 526
Candida_albicans-NC_032091.1-34721_35188 524
Hyphopichia_burtonii-NW_017963729.1-35742_36067 527
Candida_parapsilosis-NW_023503280.1-33582_33921 528
Scheffersomyces_stipitis-NC_009068.1-33931_34428 527
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 528
                                                       .........490.......500.......510.......520.......530........

Target 4086
Naumovozyma_castellii-NC_016492.1-35658_36625 588
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 588
Torulaspora_delbrueckii-NC_016506.1-35681_36176 585
Kazachstania_barnettii-NW_024545244.1-35680_36179 576
Kazachstania_naganishii-NC_035922.1-35655_36625 589
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 576
Tetrapisispora_phaffii-NC_016522.1-35667_36167 567
Tetrapisispora_blattae-NC_020185.1-35649_36149 588
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 585
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 585
Torulaspora_globosa-NC_050729.1-35661_36143 585
Kluyveromyces_marxianus-NC_036029.1-32614_33115 588
Kluyveromyces_lactis-NC_006040.1-35634_36134 588
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 571
Candida_tropicalis-NW_003020055.1-34716_35189 582
Lachancea_thermotolerans-NC_013082.1-35635_36129 588
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 588
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 574
Eremothecium_cymbalariae-NC_016452.1-35632_36122 586
Candida_albicans-NC_032091.1-34721_35188 579
Hyphopichia_burtonii-NW_017963729.1-35742_36067 582
Candida_parapsilosis-NW_023503280.1-33582_33921 585
Scheffersomyces_stipitis-NC_009068.1-33931_34428 582
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 574
                                                       .........550.......560.......570.......580.......590........

Target 4137
Naumovozyma_castellii-NC_016492.1-35658_36625 639
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 627
Torulaspora_delbrueckii-NC_016506.1-35681_36176 624
Kazachstania_barnettii-NW_024545244.1-35680_36179 609
Kazachstania_naganishii-NC_035922.1-35655_36625 628
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 620
Tetrapisispora_phaffii-NC_016522.1-35667_36167 606
Tetrapisispora_blattae-NC_020185.1-35649_36149 624
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 645
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 633
Torulaspora_globosa-NC_050729.1-35661_36143 624
Kluyveromyces_marxianus-NC_036029.1-32614_33115 630
Kluyveromyces_lactis-NC_006040.1-35634_36134 630
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 594
Candida_tropicalis-NW_003020055.1-34716_35189 615
Lachancea_thermotolerans-NC_013082.1-35635_36129 639
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 615
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 574
Eremothecium_cymbalariae-NC_016452.1-35632_36122 631
Candida_albicans-NC_032091.1-34721_35188 612
Hyphopichia_burtonii-NW_017963729.1-35742_36067 618
Candida_parapsilosis-NW_023503280.1-33582_33921 609
Scheffersomyces_stipitis-NC_009068.1-33931_34428 615
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 574
                                                       .........610.......620.......630.......640.......650........

Target 4197
Naumovozyma_castellii-NC_016492.1-35658_36625 693
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 687
Torulaspora_delbrueckii-NC_016506.1-35681_36176 681
Kazachstania_barnettii-NW_024545244.1-35680_36179 669
Kazachstania_naganishii-NC_035922.1-35655_36625 688
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 666
Tetrapisispora_phaffii-NC_016522.1-35667_36167 666
Tetrapisispora_blattae-NC_020185.1-35649_36149 684
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 705
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 693
Torulaspora_globosa-NC_050729.1-35661_36143 684
Kluyveromyces_marxianus-NC_036029.1-32614_33115 690
Kluyveromyces_lactis-NC_006040.1-35634_36134 690
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 654
Candida_tropicalis-NW_003020055.1-34716_35189 675
Lachancea_thermotolerans-NC_013082.1-35635_36129 699
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 675
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 621
Eremothecium_cymbalariae-NC_016452.1-35632_36122 691
Candida_albicans-NC_032091.1-34721_35188 663
Hyphopichia_burtonii-NW_017963729.1-35742_36067 678
Candida_parapsilosis-NW_023503280.1-33582_33921 669
Scheffersomyces_stipitis-NC_009068.1-33931_34428 675
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 624
                                                       .........670.......680.......690.......700.......710........

Target 4257
Naumovozyma_castellii-NC_016492.1-35658_36625 753
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 747
Torulaspora_delbrueckii-NC_016506.1-35681_36176 741
Kazachstania_barnettii-NW_024545244.1-35680_36179 729
Kazachstania_naganishii-NC_035922.1-35655_36625 748
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 726
Tetrapisispora_phaffii-NC_016522.1-35667_36167 726
Tetrapisispora_blattae-NC_020185.1-35649_36149 744
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 765
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 753
Torulaspora_globosa-NC_050729.1-35661_36143 744
Kluyveromyces_marxianus-NC_036029.1-32614_33115 750
Kluyveromyces_lactis-NC_006040.1-35634_36134 750
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 714
Candida_tropicalis-NW_003020055.1-34716_35189 735
Lachancea_thermotolerans-NC_013082.1-35635_36129 759
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 735
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 681
Eremothecium_cymbalariae-NC_016452.1-35632_36122 751
Candida_albicans-NC_032091.1-34721_35188 723
Hyphopichia_burtonii-NW_017963729.1-35742_36067 738
Candida_parapsilosis-NW_023503280.1-33582_33921 729
Scheffersomyces_stipitis-NC_009068.1-33931_34428 735
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 684
                                                       .........730.......740.......750.......760.......770........

Target 4317
Naumovozyma_castellii-NC_016492.1-35658_36625 813
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 807
Torulaspora_delbrueckii-NC_016506.1-35681_36176 801
Kazachstania_barnettii-NW_024545244.1-35680_36179 789
Kazachstania_naganishii-NC_035922.1-35655_36625 805
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 786
Tetrapisispora_phaffii-NC_016522.1-35667_36167 786
Tetrapisispora_blattae-NC_020185.1-35649_36149 801
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 819
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 813
Torulaspora_globosa-NC_050729.1-35661_36143 804
Kluyveromyces_marxianus-NC_036029.1-32614_33115 804
Kluyveromyces_lactis-NC_006040.1-35634_36134 804
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 774
Candida_tropicalis-NW_003020055.1-34716_35189 795
Lachancea_thermotolerans-NC_013082.1-35635_36129 813
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 795
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 741
Eremothecium_cymbalariae-NC_016452.1-35632_36122 808
Candida_albicans-NC_032091.1-34721_35188 783
Hyphopichia_burtonii-NW_017963729.1-35742_36067 798
Candida_parapsilosis-NW_023503280.1-33582_33921 789
Scheffersomyces_stipitis-NC_009068.1-33931_34428 795
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 744
                                                       .........790.......800.......810.......820.......830........

Target 4377
Naumovozyma_castellii-NC_016492.1-35658_36625 873
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 867
Torulaspora_delbrueckii-NC_016506.1-35681_36176 861
Kazachstania_barnettii-NW_024545244.1-35680_36179 849
Kazachstania_naganishii-NC_035922.1-35655_36625 865
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 846
Tetrapisispora_phaffii-NC_016522.1-35667_36167 846
Tetrapisispora_blattae-NC_020185.1-35649_36149 861
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 879
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 873
Torulaspora_globosa-NC_050729.1-35661_36143 864
Kluyveromyces_marxianus-NC_036029.1-32614_33115 864
Kluyveromyces_lactis-NC_006040.1-35634_36134 864
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 834
Candida_tropicalis-NW_003020055.1-34716_35189 855
Lachancea_thermotolerans-NC_013082.1-35635_36129 873
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 855
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 801
Eremothecium_cymbalariae-NC_016452.1-35632_36122 868
Candida_albicans-NC_032091.1-34721_35188 843
Hyphopichia_burtonii-NW_017963729.1-35742_36067 858
Candida_parapsilosis-NW_023503280.1-33582_33921 849
Scheffersomyces_stipitis-NC_009068.1-33931_34428 855
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 804
                                                       .........850.......860.......870.......880.......890........

Target 4437
Naumovozyma_castellii-NC_016492.1-35658_36625 933
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 927
Torulaspora_delbrueckii-NC_016506.1-35681_36176 921
Kazachstania_barnettii-NW_024545244.1-35680_36179 909
Kazachstania_naganishii-NC_035922.1-35655_36625 925
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 906
Tetrapisispora_phaffii-NC_016522.1-35667_36167 906
Tetrapisispora_blattae-NC_020185.1-35649_36149 921
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 939
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 933
Torulaspora_globosa-NC_050729.1-35661_36143 924
Kluyveromyces_marxianus-NC_036029.1-32614_33115 924
Kluyveromyces_lactis-NC_006040.1-35634_36134 924
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 894
Candida_tropicalis-NW_003020055.1-34716_35189 915
Lachancea_thermotolerans-NC_013082.1-35635_36129 933
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 915
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 861
Eremothecium_cymbalariae-NC_016452.1-35632_36122 928
Candida_albicans-NC_032091.1-34721_35188 903
Hyphopichia_burtonii-NW_017963729.1-35742_36067 918
Candida_parapsilosis-NW_023503280.1-33582_33921 909
Scheffersomyces_stipitis-NC_009068.1-33931_34428 915
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 864
                                                       .........910.......920.......930.......940.......950........

Target 4497
Naumovozyma_castellii-NC_016492.1-35658_36625 993
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 987
Torulaspora_delbrueckii-NC_016506.1-35681_36176 981
Kazachstania_barnettii-NW_024545244.1-35680_36179 969
Kazachstania_naganishii-NC_035922.1-35655_36625 985
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 966
Tetrapisispora_phaffii-NC_016522.1-35667_36167 966
Tetrapisispora_blattae-NC_020185.1-35649_36149 981
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 999
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 993
Torulaspora_globosa-NC_050729.1-35661_36143 984
Kluyveromyces_marxianus-NC_036029.1-32614_33115 984
Kluyveromyces_lactis-NC_006040.1-35634_36134 984
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 954
Candida_tropicalis-NW_003020055.1-34716_35189 975
Lachancea_thermotolerans-NC_013082.1-35635_36129 993
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 975
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 921
Eremothecium_cymbalariae-NC_016452.1-35632_36122 988
Candida_albicans-NC_032091.1-34721_35188 963
Hyphopichia_burtonii-NW_017963729.1-35742_36067 978
Candida_parapsilosis-NW_023503280.1-33582_33921 969
Scheffersomyces_stipitis-NC_009068.1-33931_34428 975
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 924
                                                       .........970.......980.......990.......1000......1010.......

Target 4500
Naumovozyma_castellii-NC_016492.1-35658_36625 1002
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 1002
Torulaspora_delbrueckii-NC_016506.1-35681_36176 1002
Kazachstania_barnettii-NW_024545244.1-35680_36179 1002
Kazachstania_naganishii-NC_035922.1-35655_36625 1001
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 1002
Tetrapisispora_phaffii-NC_016522.1-35667_36167 1002
Tetrapisispora_blattae-NC_020185.1-35649_36149 1002
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 1002
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 1002
Torulaspora_globosa-NC_050729.1-35661_36143 1002
Kluyveromyces_marxianus-NC_036029.1-32614_33115 1002
Kluyveromyces_lactis-NC_006040.1-35634_36134 1002
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 1002
Candida_tropicalis-NW_003020055.1-34716_35189 1002
Lachancea_thermotolerans-NC_013082.1-35635_36129 1002
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 1002
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 981
Eremothecium_cymbalariae-NC_016452.1-35632_36122 1001
Candida_albicans-NC_032091.1-34721_35188 1002
Hyphopichia_burtonii-NW_017963729.1-35742_36067 1002
Candida_parapsilosis-NW_023503280.1-33582_33921 1002
Scheffersomyces_stipitis-NC_009068.1-33931_34428 1002
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 984
                                                       .........1030......1040......1050......1060......1070.......

Target 4500
Naumovozyma_castellii-NC_016492.1-35658_36625 1002
Vanderwaltozyma_polyspora-NW_001834692.1-35676_36175 1002
Torulaspora_delbrueckii-NC_016506.1-35681_36176 1002
Kazachstania_barnettii-NW_024545244.1-35680_36179 1002
Kazachstania_naganishii-NC_035922.1-35655_36625 1001
Zygotorulaspora_mrakii-NC_050724.1-35681_36176 1002
Tetrapisispora_phaffii-NC_016522.1-35667_36167 1002
Tetrapisispora_blattae-NC_020185.1-35649_36149 1002
Lachancea_lanzarotensis-NW_019212881.1-35633_36120 1002
Zygosaccharomyces_rouxii-NC_012995.1-32608_33041 1002
Torulaspora_globosa-NC_050729.1-35661_36143 1002
Kluyveromyces_marxianus-NC_036029.1-32614_33115 1002
Kluyveromyces_lactis-NC_006040.1-35634_36134 1002
Scheffersomyces_spartinae-NW_025065066.1-33957_34425 1002
Candida_tropicalis-NW_003020055.1-34716_35189 1002
Lachancea_thermotolerans-NC_013082.1-35635_36129 1002
Lodderomyces_elongisporus-NW_001813683.1-32197_32555 1002
Wickerhamomyces_anomalus-NW_017567110.1-35637_35977 1002
Eremothecium_cymbalariae-NC_016452.1-35632_36122 1001
Candida_albicans-NC_032091.1-34721_35188 1002
Hyphopichia_burtonii-NW_017963729.1-35742_36067 1002
Candida_parapsilosis-NW_023503280.1-33582_33921 1002
Scheffersomyces_stipitis-NC_009068.1-33931_34428 1002
Wickerhamomyces_ciferrii-NW_011887462.1-35091_35557 1002
                                                       .........1090......11

                                                                           T

                                                                            *
                                                                            GA
                                                                           TGA
                                                                           GAG
                                                                           TGA
                                                                           GGA
                                                                           GGG
                                                                           TGA
                                                                           GAA
                                                                           GAT
                                                                           GGA
                                                                           GGT
                                                                           TGA
                                                                           GAT
                                                                           GTT
                                                                           GGA
                                                                           GGA
                                                                           GGA
                                                                           TGG
                                                                           GCA
                                                                           GGG
                                                                           GGA
                                                                           GCT
                                                                           GGG
                                                                           GCA
                                                                           GCA

Frame +1 p = 0.002

                       G

                        V
                        TA
                       GTT
                       GAT
                       TTG
                       GTA
                       GTG
                       GTA
                       GTA
                       GAG
                       GTG
                       GTG
                       TTT
                       GTG
                       GTC
                       GTC
                       GTA
                       GTG
                       GTA
                       GTA
                       GTT
                       GTG
                       GTC
                       GTA
                       GTT
                       GTA

                          A

                           I
                           TT
                          ATT
                          ACT
                          ATT
                          ATT
                          ATG
                          ATT
                          ATG
                          ACT
                          ATT
                          ATT
                          ATG
                          ATA
                          ACA
                          ACC
                          ACA
                          ATC
                          ACG
                          ACC
                          ATA
                          ACC
                          ACC
                          ACT
                          ACT
                          ATT

                             T

                              S
                              CC
                             TCC
                             TCT
                             TCA
                             TCA
                             ACA
                             TCT
                             TCA
                             TCT
                             TCT
                             TCT
                             TCG
                             TCT
                             TCT
                             TCA
                             TCA
                             TCT
                             TCT
                             TCA
                             TCA
                             TCA
                             TCT
                             TCA
                             TCT
                             TCA

                                A

                                 T
                                 CC
                                ACT
                                GCC
                                ACC
                                ACT
                                CAC
                                GCT
                                ACT
                                ACT
                                ATT
                                ACC
                                ACT
                                ACC
                                ACA
                                ACT
                                ACT
                                ACT
                                ACT
                                ACA
                                ACC
                                ACT
                                ACT
                                ACG
                                ACA
                                ACT

                                   C

                                    L
                                    TA
                                   CTG
                                   TTT
                                   CGC
                                   CTT
                                   CTA
                                   CTT
                                   CTA
                                   CTT
                                   CTC
                                   CTT
                                   CTT
                                   CTT
                                   CGT
                                   CTT
                                   CTT
                                   CTC
                                   TTC
                                   TTT
                                   CTT
                                   CTT
                                   CTT
                                   CGT
                                   ATG
                                   TTG

                                      G

                                       V
                                       TT
                                      GTT
                                      GTT
                                      GTT
                                      GTT
                                      GTT
                                      GTA
                                      GTT
                                      GTT
                                      GTC
                                      GTA
                                      GTC
                                      GTT
                                      GTA
                                      GTT
                                      TGT
                                      GTT
                                      AGT
                                      GTT
                                      GTA
                                      TGC
                                      GCT
                                      TGT
                                      GCT
                                      GTT

                                         A

                                          K
                                          AA
                                         AAG
                                         AAT
                                         AAA
                                         AGA
                                         AGA
                                         AGT
                                         ATA
                                         AAA
                                         AGA
                                         AGA
                                         AAG
                                         AAT
                                         AGA
                                         AAG
                                         AAC
                                         AGG
                                         AAT
                                         AAA
                                         AGG
                                         AAT
                                         AGA
                                         AAC
                                         AAC
                                         AAA

                                            G

                                             A
                                             CC
                                            GAT
                                            GCC
                                            GCC
                                            GCC
                                            ACC
                                            GCT
                                            GCT
                                            GCT
                                            GCC
                                            GCT
                                            GCT
                                            GCG
                                            GCT
                                            GAA
                                            GAT
                                            GCC
                                            GAA
                                            GCA
                                            GCT
                                            GAA
                                            GAT
                                            GAA
                                            GAC
                                            GCT

                                               A

                                                N
                                                AT
                                               AAT
                                               AAC
                                               AGT
                                               AAT
                                               AGT
                                               AAT
                                               AAC
                                               AAT
                                               ATT
                                               AGT
                                               AGC
                                               AGA
                                               AAT
                                               AGT
                                               AAT
                                               ATC
                                               AGT
                                               AGT
                                               AAC
                                               AGT
                                               AGC
                                               AGT
                                               AAC
                                               AAT

                                                  C

                                                   L
                                                   TT
                                                  TTG
                                                  TTT
                                                  CTC
                                                  TTG
                                                  CTA
                                                  CTT
                                                  TTT
                                                  CTT
                                                  CTC
                                                  CGC
                                                  CTT
                                                  TTC
                                                  TTT
                                                  CTG
                                                  CTG
                                                  CTT
                                                  TTG
                                                  TTT
                                                  CGA
                                                  TTG
                                                  TTT
                                                  TTG
                                                  TTC
                                                  TTT

                                                     G

                                                      V
                                                      TC
                                                     GTT
                                                     GTT
                                                     GTT
                                                     GTT
                                                     GTC
                                                     GTC
                                                     GAT
                                                     GTT
                                                     GTA
                                                     GTC
                                                     GTC
                                                     GTG
                                                     GTG
                                                     GTC
                                                     GTC
                                                     GTC
                                                     GTC
                                                     GTC
                                                     GTT
                                                     GTC
                                                     GTA
                                                     GTC
                                                     GTC
                                                     GTA

                                                        A

                                                         K
                                                         AA
                                                        AAG
                                                        AAA
                                                        AAA
                                                        AAA
                                                        AAA
                                                        AAA
                                                        AAA
                                                        AAG
                                                        AGG
                                                        AAA
                                                        AAG
                                                        AGA
                                                        AGG
                                                        AAA
                                                        AAA
                                                        AAA
                                                        AAG
                                                        AAA
                                                        AGA
                                                        AAA
                                                        AGA
                                                        AAA
                                                        AAA
                                                        AGA

                                                           T

*
AA

                                                           T

AA

                                                           T

AA

                                                           T

AA

                                                           T

AA

                                                           T

AA

                                                           T

AA

                                                           T

AT

                                                           T

AA

                                                           T

AA

                                                           T

AG

                                                           T

AA

                                                           T

AA

                                                           T

AG

                                                           T

AA

                                                           T

AA

                                                           T

AG

                                                           T

AG

                                                           T

AA

                                                           T

AG

                                                           T

AA

                                                           T

AG

                                                           T

AA

                                                           A

GC

                                                           T

AA