Target 1000
Saccharomyces_eubayanus-NC_030977.1-34060_35067 1
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 1
Naumovozyma_dairenensis-NC_016479.1-33471_34029 1
Naumovozyma_castellii-NC_016492.1-33471_34048 1
[Candida]_glabrata-NC_006028.2-33471_34133 1
Torulaspora_globosa-NC_050729.1-33471_34139 1
Kazachstania_barnettii-NW_024545244.1-33471_34040 1
Tetrapisispora_phaffii-NC_016522.1-33471_34030 1
Kazachstania_africana-NC_018941.1-33471_34025 1
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 1
Torulaspora_delbrueckii-NC_016506.1-33471_34042 1
Tetrapisispora_blattae-NC_020185.1-33471_34024 1
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 1
Kluyveromyces_lactis-NC_006040.1-33471_34014 1
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 10
Lachancea_thermotolerans-NC_013082.1-33471_34032 10
Eremothecium_cymbalariae-NC_016452.1-33471_34019 10
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 47
Kazachstania_naganishii-NC_035922.1-33471_34026 1
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 49
Kluyveromyces_marxianus-NC_036029.1-30462_30992 1
Eremothecium_gossypii-NC_005788.4-33471_33905 1
Debaryomyces_hansenii-NC_006044.2-33471_33969 61
Kuraishia_capsulata-NW_019172956.1-31256_31755 22
                                                       .........10........20........30........40........50.........

Target 1012
Saccharomyces_eubayanus-NC_030977.1-34060_35067 10
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 1
Naumovozyma_dairenensis-NC_016479.1-33471_34029 1
Naumovozyma_castellii-NC_016492.1-33471_34048 1
[Candida]_glabrata-NC_006028.2-33471_34133 50
Torulaspora_globosa-NC_050729.1-33471_34139 6
Kazachstania_barnettii-NW_024545244.1-33471_34040 13
Tetrapisispora_phaffii-NC_016522.1-33471_34030 19
Kazachstania_africana-NC_018941.1-33471_34025 34
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 1
Torulaspora_delbrueckii-NC_016506.1-33471_34042 25
Tetrapisispora_blattae-NC_020185.1-33471_34024 1
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 1
Kluyveromyces_lactis-NC_006040.1-33471_34014 13
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 70
Lachancea_thermotolerans-NC_013082.1-33471_34032 70
Eremothecium_cymbalariae-NC_016452.1-33471_34019 70
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 107
Kazachstania_naganishii-NC_035922.1-33471_34026 34
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 109
Kluyveromyces_marxianus-NC_036029.1-30462_30992 1
Eremothecium_gossypii-NC_005788.4-33471_33905 49
Debaryomyces_hansenii-NC_006044.2-33471_33969 121
Kuraishia_capsulata-NW_019172956.1-31256_31755 82
                                                       .........70........80........90........100.......110........

Target 1041
Saccharomyces_eubayanus-NC_030977.1-34060_35067 39
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 37
Naumovozyma_dairenensis-NC_016479.1-33471_34029 44
Naumovozyma_castellii-NC_016492.1-33471_34048 57
[Candida]_glabrata-NC_006028.2-33471_34133 110
Torulaspora_globosa-NC_050729.1-33471_34139 43
Kazachstania_barnettii-NW_024545244.1-33471_34040 73
Tetrapisispora_phaffii-NC_016522.1-33471_34030 79
Kazachstania_africana-NC_018941.1-33471_34025 94
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 55
Torulaspora_delbrueckii-NC_016506.1-33471_34042 62
Tetrapisispora_blattae-NC_020185.1-33471_34024 19
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 20
Kluyveromyces_lactis-NC_006040.1-33471_34014 73
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 130
Lachancea_thermotolerans-NC_013082.1-33471_34032 130
Eremothecium_cymbalariae-NC_016452.1-33471_34019 130
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 167
Kazachstania_naganishii-NC_035922.1-33471_34026 94
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 169
Kluyveromyces_marxianus-NC_036029.1-30462_30992 25
Eremothecium_gossypii-NC_005788.4-33471_33905 109
Debaryomyces_hansenii-NC_006044.2-33471_33969 181
Kuraishia_capsulata-NW_019172956.1-31256_31755 142
                                                       .........130.......140.......150.......160.......170........

Target 1078
Saccharomyces_eubayanus-NC_030977.1-34060_35067 76
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 91
Naumovozyma_dairenensis-NC_016479.1-33471_34029 85
Naumovozyma_castellii-NC_016492.1-33471_34048 111
[Candida]_glabrata-NC_006028.2-33471_34133 164
Torulaspora_globosa-NC_050729.1-33471_34139 69
Kazachstania_barnettii-NW_024545244.1-33471_34040 127
Tetrapisispora_phaffii-NC_016522.1-33471_34030 133
Kazachstania_africana-NC_018941.1-33471_34025 148
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 95
Torulaspora_delbrueckii-NC_016506.1-33471_34042 88
Tetrapisispora_blattae-NC_020185.1-33471_34024 73
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 80
Kluyveromyces_lactis-NC_006040.1-33471_34014 127
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 184
Lachancea_thermotolerans-NC_013082.1-33471_34032 184
Eremothecium_cymbalariae-NC_016452.1-33471_34019 184
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 183
Kazachstania_naganishii-NC_035922.1-33471_34026 104
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 185
Kluyveromyces_marxianus-NC_036029.1-30462_30992 79
Eremothecium_gossypii-NC_005788.4-33471_33905 163
Debaryomyces_hansenii-NC_006044.2-33471_33969 192
Kuraishia_capsulata-NW_019172956.1-31256_31755 149
                                                       .........190.......200.......210.......220.......230........

Target 1122
Saccharomyces_eubayanus-NC_030977.1-34060_35067 120
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 130
Naumovozyma_dairenensis-NC_016479.1-33471_34029 133
Naumovozyma_castellii-NC_016492.1-33471_34048 156
[Candida]_glabrata-NC_006028.2-33471_34133 176
Torulaspora_globosa-NC_050729.1-33471_34139 119
Kazachstania_barnettii-NW_024545244.1-33471_34040 151
Tetrapisispora_phaffii-NC_016522.1-33471_34030 172
Kazachstania_africana-NC_018941.1-33471_34025 181
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 145
Torulaspora_delbrueckii-NC_016506.1-33471_34042 132
Tetrapisispora_blattae-NC_020185.1-33471_34024 133
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 125
Kluyveromyces_lactis-NC_006040.1-33471_34014 168
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 215
Lachancea_thermotolerans-NC_013082.1-33471_34032 215
Eremothecium_cymbalariae-NC_016452.1-33471_34019 215
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 183
Kazachstania_naganishii-NC_035922.1-33471_34026 154
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 185
Kluyveromyces_marxianus-NC_036029.1-30462_30992 121
Eremothecium_gossypii-NC_005788.4-33471_33905 194
Debaryomyces_hansenii-NC_006044.2-33471_33969 192
Kuraishia_capsulata-NW_019172956.1-31256_31755 149
                                                       .........250.......260.......270.......280.......290........

Target 1170
Saccharomyces_eubayanus-NC_030977.1-34060_35067 177
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 187
Naumovozyma_dairenensis-NC_016479.1-33471_34029 190
Naumovozyma_castellii-NC_016492.1-33471_34048 213
[Candida]_glabrata-NC_006028.2-33471_34133 218
Torulaspora_globosa-NC_050729.1-33471_34139 176
Kazachstania_barnettii-NW_024545244.1-33471_34040 193
Tetrapisispora_phaffii-NC_016522.1-33471_34030 226
Kazachstania_africana-NC_018941.1-33471_34025 220
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 202
Torulaspora_delbrueckii-NC_016506.1-33471_34042 189
Tetrapisispora_blattae-NC_020185.1-33471_34024 190
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 182
Kluyveromyces_lactis-NC_006040.1-33471_34014 217
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 256
Lachancea_thermotolerans-NC_013082.1-33471_34032 256
Eremothecium_cymbalariae-NC_016452.1-33471_34019 256
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 215
Kazachstania_naganishii-NC_035922.1-33471_34026 214
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 217
Kluyveromyces_marxianus-NC_036029.1-30462_30992 175
Eremothecium_gossypii-NC_005788.4-33471_33905 235
Debaryomyces_hansenii-NC_006044.2-33471_33969 195
Kuraishia_capsulata-NW_019172956.1-31256_31755 194
                                                       .........310.......320.......330.......340.......350........

Target 1229
Saccharomyces_eubayanus-NC_030977.1-34060_35067 236
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 243
Naumovozyma_dairenensis-NC_016479.1-33471_34029 247
Naumovozyma_castellii-NC_016492.1-33471_34048 268
[Candida]_glabrata-NC_006028.2-33471_34133 274
Torulaspora_globosa-NC_050729.1-33471_34139 235
Kazachstania_barnettii-NW_024545244.1-33471_34040 249
Tetrapisispora_phaffii-NC_016522.1-33471_34030 270
Kazachstania_africana-NC_018941.1-33471_34025 276
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 258
Torulaspora_delbrueckii-NC_016506.1-33471_34042 248
Tetrapisispora_blattae-NC_020185.1-33471_34024 246
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 238
Kluyveromyces_lactis-NC_006040.1-33471_34014 266
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 262
Lachancea_thermotolerans-NC_013082.1-33471_34032 262
Eremothecium_cymbalariae-NC_016452.1-33471_34019 262
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 256
Kazachstania_naganishii-NC_035922.1-33471_34026 268
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 252
Kluyveromyces_marxianus-NC_036029.1-30462_30992 234
Eremothecium_gossypii-NC_005788.4-33471_33905 241
Debaryomyces_hansenii-NC_006044.2-33471_33969 229
Kuraishia_capsulata-NW_019172956.1-31256_31755 240
                                                       .........370.......380.......390.......400.......410........

Target 1287
Saccharomyces_eubayanus-NC_030977.1-34060_35067 294
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 289
Naumovozyma_dairenensis-NC_016479.1-33471_34029 289
Naumovozyma_castellii-NC_016492.1-33471_34048 288
[Candida]_glabrata-NC_006028.2-33471_34133 296
Torulaspora_globosa-NC_050729.1-33471_34139 290
Kazachstania_barnettii-NW_024545244.1-33471_34040 289
Tetrapisispora_phaffii-NC_016522.1-33471_34030 289
Kazachstania_africana-NC_018941.1-33471_34025 289
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 289
Torulaspora_delbrueckii-NC_016506.1-33471_34042 291
Tetrapisispora_blattae-NC_020185.1-33471_34024 289
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 290
Kluyveromyces_lactis-NC_006040.1-33471_34014 289
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 289
Lachancea_thermotolerans-NC_013082.1-33471_34032 289
Eremothecium_cymbalariae-NC_016452.1-33471_34019 289
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 293
Kazachstania_naganishii-NC_035922.1-33471_34026 289
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 289
Kluyveromyces_marxianus-NC_036029.1-30462_30992 289
Eremothecium_gossypii-NC_005788.4-33471_33905 289
Debaryomyces_hansenii-NC_006044.2-33471_33969 289
Kuraishia_capsulata-NW_019172956.1-31256_31755 289
                                                       .........430.......440.......450.......460.......470........

Target 1347
Saccharomyces_eubayanus-NC_030977.1-34060_35067 354
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 349
Naumovozyma_dairenensis-NC_016479.1-33471_34029 349
Naumovozyma_castellii-NC_016492.1-33471_34048 348
[Candida]_glabrata-NC_006028.2-33471_34133 356
Torulaspora_globosa-NC_050729.1-33471_34139 350
Kazachstania_barnettii-NW_024545244.1-33471_34040 349
Tetrapisispora_phaffii-NC_016522.1-33471_34030 349
Kazachstania_africana-NC_018941.1-33471_34025 349
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 349
Torulaspora_delbrueckii-NC_016506.1-33471_34042 351
Tetrapisispora_blattae-NC_020185.1-33471_34024 349
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 350
Kluyveromyces_lactis-NC_006040.1-33471_34014 349
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 349
Lachancea_thermotolerans-NC_013082.1-33471_34032 349
Eremothecium_cymbalariae-NC_016452.1-33471_34019 349
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 347
Kazachstania_naganishii-NC_035922.1-33471_34026 349
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 349
Kluyveromyces_marxianus-NC_036029.1-30462_30992 349
Eremothecium_gossypii-NC_005788.4-33471_33905 349
Debaryomyces_hansenii-NC_006044.2-33471_33969 349
Kuraishia_capsulata-NW_019172956.1-31256_31755 349
                                                       .........490.......500.......510.......520.......530........

Target 1407
Saccharomyces_eubayanus-NC_030977.1-34060_35067 414
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 409
Naumovozyma_dairenensis-NC_016479.1-33471_34029 409
Naumovozyma_castellii-NC_016492.1-33471_34048 408
[Candida]_glabrata-NC_006028.2-33471_34133 416
Torulaspora_globosa-NC_050729.1-33471_34139 410
Kazachstania_barnettii-NW_024545244.1-33471_34040 409
Tetrapisispora_phaffii-NC_016522.1-33471_34030 409
Kazachstania_africana-NC_018941.1-33471_34025 409
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 409
Torulaspora_delbrueckii-NC_016506.1-33471_34042 411
Tetrapisispora_blattae-NC_020185.1-33471_34024 409
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 410
Kluyveromyces_lactis-NC_006040.1-33471_34014 409
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 409
Lachancea_thermotolerans-NC_013082.1-33471_34032 409
Eremothecium_cymbalariae-NC_016452.1-33471_34019 409
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 407
Kazachstania_naganishii-NC_035922.1-33471_34026 409
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 409
Kluyveromyces_marxianus-NC_036029.1-30462_30992 409
Eremothecium_gossypii-NC_005788.4-33471_33905 409
Debaryomyces_hansenii-NC_006044.2-33471_33969 409
Kuraishia_capsulata-NW_019172956.1-31256_31755 409
                                                       .........550.......560.......570.......580.......590........

Target 1467
Saccharomyces_eubayanus-NC_030977.1-34060_35067 474
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 469
Naumovozyma_dairenensis-NC_016479.1-33471_34029 469
Naumovozyma_castellii-NC_016492.1-33471_34048 468
[Candida]_glabrata-NC_006028.2-33471_34133 476
Torulaspora_globosa-NC_050729.1-33471_34139 470
Kazachstania_barnettii-NW_024545244.1-33471_34040 469
Tetrapisispora_phaffii-NC_016522.1-33471_34030 469
Kazachstania_africana-NC_018941.1-33471_34025 469
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 469
Torulaspora_delbrueckii-NC_016506.1-33471_34042 471
Tetrapisispora_blattae-NC_020185.1-33471_34024 469
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 470
Kluyveromyces_lactis-NC_006040.1-33471_34014 469
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 469
Lachancea_thermotolerans-NC_013082.1-33471_34032 469
Eremothecium_cymbalariae-NC_016452.1-33471_34019 469
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 467
Kazachstania_naganishii-NC_035922.1-33471_34026 469
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 469
Kluyveromyces_marxianus-NC_036029.1-30462_30992 469
Eremothecium_gossypii-NC_005788.4-33471_33905 469
Debaryomyces_hansenii-NC_006044.2-33471_33969 469
Kuraishia_capsulata-NW_019172956.1-31256_31755 469
                                                       .........610.......620.......630.......640.......650........

Target 1527
Saccharomyces_eubayanus-NC_030977.1-34060_35067 534
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 529
Naumovozyma_dairenensis-NC_016479.1-33471_34029 529
Naumovozyma_castellii-NC_016492.1-33471_34048 528
[Candida]_glabrata-NC_006028.2-33471_34133 536
Torulaspora_globosa-NC_050729.1-33471_34139 530
Kazachstania_barnettii-NW_024545244.1-33471_34040 529
Tetrapisispora_phaffii-NC_016522.1-33471_34030 529
Kazachstania_africana-NC_018941.1-33471_34025 529
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 529
Torulaspora_delbrueckii-NC_016506.1-33471_34042 531
Tetrapisispora_blattae-NC_020185.1-33471_34024 529
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 530
Kluyveromyces_lactis-NC_006040.1-33471_34014 529
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 529
Lachancea_thermotolerans-NC_013082.1-33471_34032 529
Eremothecium_cymbalariae-NC_016452.1-33471_34019 529
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 527
Kazachstania_naganishii-NC_035922.1-33471_34026 529
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 529
Kluyveromyces_marxianus-NC_036029.1-30462_30992 529
Eremothecium_gossypii-NC_005788.4-33471_33905 529
Debaryomyces_hansenii-NC_006044.2-33471_33969 529
Kuraishia_capsulata-NW_019172956.1-31256_31755 529
                                                       .........670.......680.......690.......700.......710........

Target 1587
Saccharomyces_eubayanus-NC_030977.1-34060_35067 594
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 589
Naumovozyma_dairenensis-NC_016479.1-33471_34029 589
Naumovozyma_castellii-NC_016492.1-33471_34048 588
[Candida]_glabrata-NC_006028.2-33471_34133 596
Torulaspora_globosa-NC_050729.1-33471_34139 590
Kazachstania_barnettii-NW_024545244.1-33471_34040 589
Tetrapisispora_phaffii-NC_016522.1-33471_34030 589
Kazachstania_africana-NC_018941.1-33471_34025 589
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 589
Torulaspora_delbrueckii-NC_016506.1-33471_34042 591
Tetrapisispora_blattae-NC_020185.1-33471_34024 589
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 590
Kluyveromyces_lactis-NC_006040.1-33471_34014 589
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 589
Lachancea_thermotolerans-NC_013082.1-33471_34032 589
Eremothecium_cymbalariae-NC_016452.1-33471_34019 589
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 587
Kazachstania_naganishii-NC_035922.1-33471_34026 589
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 589
Kluyveromyces_marxianus-NC_036029.1-30462_30992 589
Eremothecium_gossypii-NC_005788.4-33471_33905 589
Debaryomyces_hansenii-NC_006044.2-33471_33969 589
Kuraishia_capsulata-NW_019172956.1-31256_31755 589
                                                       .........730.......740.......750.......760.......770........

Target 1647
Saccharomyces_eubayanus-NC_030977.1-34060_35067 654
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 649
Naumovozyma_dairenensis-NC_016479.1-33471_34029 649
Naumovozyma_castellii-NC_016492.1-33471_34048 648
[Candida]_glabrata-NC_006028.2-33471_34133 656
Torulaspora_globosa-NC_050729.1-33471_34139 650
Kazachstania_barnettii-NW_024545244.1-33471_34040 649
Tetrapisispora_phaffii-NC_016522.1-33471_34030 649
Kazachstania_africana-NC_018941.1-33471_34025 649
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 649
Torulaspora_delbrueckii-NC_016506.1-33471_34042 651
Tetrapisispora_blattae-NC_020185.1-33471_34024 649
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 650
Kluyveromyces_lactis-NC_006040.1-33471_34014 649
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 649
Lachancea_thermotolerans-NC_013082.1-33471_34032 649
Eremothecium_cymbalariae-NC_016452.1-33471_34019 649
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 647
Kazachstania_naganishii-NC_035922.1-33471_34026 649
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 649
Kluyveromyces_marxianus-NC_036029.1-30462_30992 649
Eremothecium_gossypii-NC_005788.4-33471_33905 649
Debaryomyces_hansenii-NC_006044.2-33471_33969 649
Kuraishia_capsulata-NW_019172956.1-31256_31755 649
                                                       .........790.......800.......810.......820.......830........

Target 1707
Saccharomyces_eubayanus-NC_030977.1-34060_35067 714
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 709
Naumovozyma_dairenensis-NC_016479.1-33471_34029 709
Naumovozyma_castellii-NC_016492.1-33471_34048 708
[Candida]_glabrata-NC_006028.2-33471_34133 716
Torulaspora_globosa-NC_050729.1-33471_34139 710
Kazachstania_barnettii-NW_024545244.1-33471_34040 709
Tetrapisispora_phaffii-NC_016522.1-33471_34030 709
Kazachstania_africana-NC_018941.1-33471_34025 709
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 709
Torulaspora_delbrueckii-NC_016506.1-33471_34042 711
Tetrapisispora_blattae-NC_020185.1-33471_34024 709
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 710
Kluyveromyces_lactis-NC_006040.1-33471_34014 709
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 709
Lachancea_thermotolerans-NC_013082.1-33471_34032 709
Eremothecium_cymbalariae-NC_016452.1-33471_34019 709
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 707
Kazachstania_naganishii-NC_035922.1-33471_34026 709
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 709
Kluyveromyces_marxianus-NC_036029.1-30462_30992 709
Eremothecium_gossypii-NC_005788.4-33471_33905 709
Debaryomyces_hansenii-NC_006044.2-33471_33969 709
Kuraishia_capsulata-NW_019172956.1-31256_31755 709
                                                       .........850.......860.......870.......880.......890........

Target 1767
Saccharomyces_eubayanus-NC_030977.1-34060_35067 774
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 769
Naumovozyma_dairenensis-NC_016479.1-33471_34029 769
Naumovozyma_castellii-NC_016492.1-33471_34048 768
[Candida]_glabrata-NC_006028.2-33471_34133 776
Torulaspora_globosa-NC_050729.1-33471_34139 770
Kazachstania_barnettii-NW_024545244.1-33471_34040 769
Tetrapisispora_phaffii-NC_016522.1-33471_34030 769
Kazachstania_africana-NC_018941.1-33471_34025 769
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 769
Torulaspora_delbrueckii-NC_016506.1-33471_34042 771
Tetrapisispora_blattae-NC_020185.1-33471_34024 769
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 770
Kluyveromyces_lactis-NC_006040.1-33471_34014 769
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 769
Lachancea_thermotolerans-NC_013082.1-33471_34032 769
Eremothecium_cymbalariae-NC_016452.1-33471_34019 769
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 767
Kazachstania_naganishii-NC_035922.1-33471_34026 769
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 769
Kluyveromyces_marxianus-NC_036029.1-30462_30992 769
Eremothecium_gossypii-NC_005788.4-33471_33905 769
Debaryomyces_hansenii-NC_006044.2-33471_33969 769
Kuraishia_capsulata-NW_019172956.1-31256_31755 769
                                                       .........910.......920.......930.......940.......950........

Target 1827
Saccharomyces_eubayanus-NC_030977.1-34060_35067 834
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 829
Naumovozyma_dairenensis-NC_016479.1-33471_34029 829
Naumovozyma_castellii-NC_016492.1-33471_34048 828
[Candida]_glabrata-NC_006028.2-33471_34133 836
Torulaspora_globosa-NC_050729.1-33471_34139 830
Kazachstania_barnettii-NW_024545244.1-33471_34040 829
Tetrapisispora_phaffii-NC_016522.1-33471_34030 829
Kazachstania_africana-NC_018941.1-33471_34025 829
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 829
Torulaspora_delbrueckii-NC_016506.1-33471_34042 831
Tetrapisispora_blattae-NC_020185.1-33471_34024 829
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 830
Kluyveromyces_lactis-NC_006040.1-33471_34014 829
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 829
Lachancea_thermotolerans-NC_013082.1-33471_34032 829
Eremothecium_cymbalariae-NC_016452.1-33471_34019 829
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 827
Kazachstania_naganishii-NC_035922.1-33471_34026 829
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 829
Kluyveromyces_marxianus-NC_036029.1-30462_30992 829
Eremothecium_gossypii-NC_005788.4-33471_33905 829
Debaryomyces_hansenii-NC_006044.2-33471_33969 829
Kuraishia_capsulata-NW_019172956.1-31256_31755 829
                                                       .........970.......980.......990.......1000......1010.......

Target 1887
Saccharomyces_eubayanus-NC_030977.1-34060_35067 894
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 889
Naumovozyma_dairenensis-NC_016479.1-33471_34029 889
Naumovozyma_castellii-NC_016492.1-33471_34048 888
[Candida]_glabrata-NC_006028.2-33471_34133 896
Torulaspora_globosa-NC_050729.1-33471_34139 890
Kazachstania_barnettii-NW_024545244.1-33471_34040 889
Tetrapisispora_phaffii-NC_016522.1-33471_34030 889
Kazachstania_africana-NC_018941.1-33471_34025 889
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 889
Torulaspora_delbrueckii-NC_016506.1-33471_34042 891
Tetrapisispora_blattae-NC_020185.1-33471_34024 889
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 890
Kluyveromyces_lactis-NC_006040.1-33471_34014 889
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 889
Lachancea_thermotolerans-NC_013082.1-33471_34032 889
Eremothecium_cymbalariae-NC_016452.1-33471_34019 889
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 887
Kazachstania_naganishii-NC_035922.1-33471_34026 889
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 889
Kluyveromyces_marxianus-NC_036029.1-30462_30992 889
Eremothecium_gossypii-NC_005788.4-33471_33905 889
Debaryomyces_hansenii-NC_006044.2-33471_33969 889
Kuraishia_capsulata-NW_019172956.1-31256_31755 889
                                                       .........1030......1040......1050......1060......1070.......

Target 1947
Saccharomyces_eubayanus-NC_030977.1-34060_35067 954
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 943
Naumovozyma_dairenensis-NC_016479.1-33471_34029 922
Naumovozyma_castellii-NC_016492.1-33471_34048 921
[Candida]_glabrata-NC_006028.2-33471_34133 941
Torulaspora_globosa-NC_050729.1-33471_34139 947
Kazachstania_barnettii-NW_024545244.1-33471_34040 949
Tetrapisispora_phaffii-NC_016522.1-33471_34030 943
Kazachstania_africana-NC_018941.1-33471_34025 943
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 943
Torulaspora_delbrueckii-NC_016506.1-33471_34042 948
Tetrapisispora_blattae-NC_020185.1-33471_34024 940
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 947
Kluyveromyces_lactis-NC_006040.1-33471_34014 922
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 925
Lachancea_thermotolerans-NC_013082.1-33471_34032 922
Eremothecium_cymbalariae-NC_016452.1-33471_34019 922
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 920
Kazachstania_naganishii-NC_035922.1-33471_34026 943
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 922
Kluyveromyces_marxianus-NC_036029.1-30462_30992 922
Eremothecium_gossypii-NC_005788.4-33471_33905 922
Debaryomyces_hansenii-NC_006044.2-33471_33969 919
Kuraishia_capsulata-NW_019172956.1-31256_31755 946
                                                       .........1090......1100......1110......1120......1130.......

Target 2000
Saccharomyces_eubayanus-NC_030977.1-34060_35067 1003
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 1002
Naumovozyma_dairenensis-NC_016479.1-33471_34029 982
Naumovozyma_castellii-NC_016492.1-33471_34048 981
[Candida]_glabrata-NC_006028.2-33471_34133 1001
Torulaspora_globosa-NC_050729.1-33471_34139 1001
Kazachstania_barnettii-NW_024545244.1-33471_34040 1002
Tetrapisispora_phaffii-NC_016522.1-33471_34030 1002
Kazachstania_africana-NC_018941.1-33471_34025 1002
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 1002
Torulaspora_delbrueckii-NC_016506.1-33471_34042 1003
Tetrapisispora_blattae-NC_020185.1-33471_34024 1000
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 1001
Kluyveromyces_lactis-NC_006040.1-33471_34014 982
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 985
Lachancea_thermotolerans-NC_013082.1-33471_34032 982
Eremothecium_cymbalariae-NC_016452.1-33471_34019 982
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 980
Kazachstania_naganishii-NC_035922.1-33471_34026 1002
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 982
Kluyveromyces_marxianus-NC_036029.1-30462_30992 982
Eremothecium_gossypii-NC_005788.4-33471_33905 982
Debaryomyces_hansenii-NC_006044.2-33471_33969 978
Kuraishia_capsulata-NW_019172956.1-31256_31755 991
                                                       .........1150......1160......1170......1180......1190.......

Target 2000
Saccharomyces_eubayanus-NC_030977.1-34060_35067 1003
Vanderwaltozyma_polyspora-NW_001834692.1-33471_34033 1002
Naumovozyma_dairenensis-NC_016479.1-33471_34029 1002
Naumovozyma_castellii-NC_016492.1-33471_34048 1003
[Candida]_glabrata-NC_006028.2-33471_34133 1001
Torulaspora_globosa-NC_050729.1-33471_34139 1001
Kazachstania_barnettii-NW_024545244.1-33471_34040 1002
Tetrapisispora_phaffii-NC_016522.1-33471_34030 1002
Kazachstania_africana-NC_018941.1-33471_34025 1002
Zygotorulaspora_mrakii-NC_050724.1-33471_34039 1002
Torulaspora_delbrueckii-NC_016506.1-33471_34042 1003
Tetrapisispora_blattae-NC_020185.1-33471_34024 1002
Zygosaccharomyces_rouxii-NC_012995.1-30394_31088 1001
Kluyveromyces_lactis-NC_006040.1-33471_34014 1002
Lachancea_lanzarotensis-NW_019212881.1-33471_34030 1002
Lachancea_thermotolerans-NC_013082.1-33471_34032 1002
Eremothecium_cymbalariae-NC_016452.1-33471_34019 1002
Wickerhamomyces_anomalus-NW_017567110.1-33471_33982 1002
Kazachstania_naganishii-NC_035922.1-33471_34026 1002
Wickerhamomyces_ciferrii-NW_011887462.1-32934_33467 1002
Kluyveromyces_marxianus-NC_036029.1-30462_30992 1002
Eremothecium_gossypii-NC_005788.4-33471_33905 1002
Debaryomyces_hansenii-NC_006044.2-33471_33969 1002
Kuraishia_capsulata-NW_019172956.1-31256_31755 1002
                                                       .........1210......1220.

                                                                                 T

                                                                                  *
                                                                                  GA
                                                                                 TGA
                                                                                 TGA
                                                                                 TGA
                                                                                 TGA
                                                                                 TGG
                                                                                 TGA
                                                                                 TGA
                                                                                 TGA
                                                                                 TGG
                                                                                 TGG
                                                                                 TGA
                                                                                 TGA
                                                                                 TGG
                                                                                 TGG
                                                                                 TGA
                                                                                 TGG
                                                                                 TGG
                                                                                 TGA
                                                                                 TGA
                                                                                 TGA
                                                                                 TGG
                                                                                 TGA
                                                                                 TGG
                                                                                 TGG

Frame +2 p = 6.7e-05

                             C

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

                                A

                                 I
                                 TA
                                ATA
                                ATA
                                ATA
                                ATA
                                ATG
                                ATG
                                ATA
                                ATG
                                ATA
                                ATG
                                ATA
                                ATA
                                ATA
                                ATA
                                ATA
                                ATG
                                ATA
                                ATA
                                ATA
                                ATA
                                ATA
                                ATG
                                ATA
                                ATA

                                   C

                                    Q
                                    AG
                                   CAA
                                   CAT
                                   CAT
                                   CAG
                                   CAG
                                   CAC
                                   CAT
                                   CAT
                                   CAA
                                   CAT
                                   CAT
                                   CAT
                                   CAG
                                   CAG
                                   CAG
                                   CAC
                                   CAA
                                   CAT
                                   CAG
                                   CAA
                                   CAA
                                   CAA
                                   CAC
                                   CAT

                                      G

                                       D
                                       AT
                                      GAA
                                      GAT
                                      GAG
                                      GAT
                                      GAA
                                      GAT
                                      GAC
                                      GAG
                                      GAG
                                      GAT
                                      GAG
                                      GAA
                                      GAA
                                      GAT
                                      GAA
                                      GAT
                                      GAA
                                      GAG
                                      GAT
                                      GAA
                                      GAA
                                      GAG
                                      GAT
                                      GAA

                                         A

                                          T
                                          CC
                                         ACT
                                         ACC
                                         ACT
                                         ACA
                                         ACT
                                         ACC
                                         ACC
                                         ACT
                                         ACT
                                         ACG
                                         ATC
                                         ACA
                                         ACT
                                         ACC
                                         ACG
                                         ACG
                                         ACA
                                         ATG
                                         ACA
                                         ATT
                                         ACC
                                         ACT
                                         GTG
                                         ACC

                                            A

                                             S
                                             GC
                                            AAA
                                            AGT
                                            AAT
                                            AGT
                                            AGA
                                            AGT
                                            AAT
                                            AGT
                                            AAT
                                            AGC
                                            AAT
                                            AGT
                                            AAG
                                            ATC
                                            AGA
                                            AGC
                                            AGT
                                            AGT
                                            AGC
                                            AAT
                                            ATC
                                            AAC
                                            AGT
                                            AGT

                                               A

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

                                                  C

                                                   P
                                                   CC
                                                  CCC
                                                  CCT
                                                  CCT
                                                  CCC
                                                  TCT
                                                  CCA
                                                  TCT
                                                  CCT
                                                  TCC
                                                  CCT
                                                  CCA
                                                  CCT
                                                  CCT
                                                  CCA
                                                  CCC
                                                  CCT
                                                  TCT
                                                  CCT
                                                  GCC
                                                  CCC
                                                  CCT
                                                  ACC
                                                  TTC
                                                  TTC

                                                     A

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

                                                        A

                                                         N
                                                         AT
                                                        AAT
                                                        AAT
                                                        AAT
                                                        AAT
                                                        AAA
                                                        AAC
                                                        AAC
                                                        AAA
                                                        AAT
                                                        AAT
                                                        AAT
                                                        AAA
                                                        AAA
                                                        ACG
                                                        AAG
                                                        AAT
                                                        AAC
                                                        TAT
                                                        AAC
                                                        TAT
                                                        ATG
                                                        AAG
                                                        TAG
                                                        TAC

                                                           C

P
CA

                                                           C

CA

                                                           C

CA

                                                           C

CA

                                                           C

CG

                                                           C

CT

                                                           C

CG

                                                           C

CA

                                                           C

CA

                                                           C

CG

                                                           C

CA

                                                           C

CA

                                                           C

CA

                                                           C

CA

                                                           C

CG

                                                           C

CG

                                                           C

CG

                                                           C

CA

                                                           C

CA

                                                           C

CA

                                                           C

CA

                                                           C

CA

                                                           C

CA

                                                           C

CA

                                                           C

CA

  T

   S
   CG
  TCA
  TCT
  TCG
  TCG
  TCT
  TCG
  TCT
  TCT
  TCA
  TCT
  TCT
  TCT
  TCT
  TCT
  TCC
  TCC
  CCT
  TCC
  TCC
  TCA
  CTC
  TCC
  CCT
  TCA

     A

      S
      GC
     AGC
     AAC
     AGC
     AGC
     AAC
     AGC
     AAC
     AAC
     AGC
     AAC
     AAC
     AAC
     AAC
     AAC
     AGC
     AGC
     ACC
     AAC
     AAC
     AGC
     AAC
     AAC
     AAC
     ATC

        A

         I
         TT
        ATC
        ATT
        ATT
        ATA
        ATG
        ATC
        AAT
        ATT
        ATA
        ATG
        ATC
        ATT
        ATT
        AAT
        ATA
        ATT
        ATT
        ATT
        ATC
        ATT
        AAC
        ATT
        ATT
        ATC

           C

            L
            TG
           TTA
           TTG
           CTA
           TCA
           TTG
           TTG
           CCA
           TTA
           CTG
           GAA
           TTG
           TTA
           TTA
           CCA
           TCT
           TTG
           TGA
           CTG
           CCA
           CTA
           CCA
           TCG
           CTG
           CGA

              T

               F
               TC
              TTT
              TTC
              TTC
              TTC
              TTT
              TTC
              CTT
              TTC
              TTC
              TTT
              TTT
              TTT
              TTC
              TTT
              TTT
              TTG
              TTC
              CTT
              CTT
              CTT
              TTT
              TTC
              CTT
              TTC

                 A

                  N
                  AC
                 AAT
                 AAT
                 AAT
                 AAA
                 AAC
                 AGC
                 AAA
                 AAG
                 AGA
                 AAT
                 AAG
                 AAT
                 AAG
                 AAT
                 AAG
                 AGA
                 AAG
                 AAG
                 AAG
                 AAT
                 AGA
                 AGT
                 AAT
                 AAA

                    G

                     D
                     AT
                    GAT
                    GAT
                    GAT
                    GCT
                    GAA
                    GAG
                    GAT
                    GCT
                    GAC
                    GAT
                    GAA
                    GAT
                    GAT
                    GAT
                    CTG
                    CAA
                    GAC
                    GCA
                    GAC
                    TGA
                    GAA
                    GAA
                    GCA
                    GTG

                       T

                        S
                        CA
                       TCG
                       TCA
                       TCA
                       TCA
                       TCA
                       TCG
                       TCA
                       TCA
                       TCA
                       TCA
                       TCG
                       TCA
                       TTG
                       TCG
                       TCG
                       CTG
                       TCA
                       TCA
                       TCA
                       TCA
                       TCG
                       TCA
                       TCG
                       TCG

                          A

                           K
                           AG
                          AAG
                          AAA
                          AAA
                          AAA
                          AAG
                          AAG
                          AAA
                          AAA
                          AAA
                          AAA
                          AAA
                          AAA
                          AAA
                          AAA
                          AAG
                          AAA
                          AAG
                          AAA
                          AAG
                          AAA
                          AAG
                          AAG
                          AAA
                          AAG

                             T

                              *
                              AA
                             TAA
                             TAA
                             TAA
                             TAA
                             TAA
                             TAG
                             TAA
                             TAA
                             TAA
                             TAG
                             TAA
                             TAA
                             TAA
                             TAG
                             TAA
                             TAG
                             TAG
                             TAA
                             TAG
                             TAA
                             TAA
                             TAA
                             TAA
                             TAA