Supplementary Information

Candida glabrata PUMY010

Direct sequencing of PCR product
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Pichia (Candida) norvegensis PUMY020

Direct sequencing of PCR product
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Candida tropicalis PUMY040

Direct sequencing of PCR product
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Figure S1. Sequencing electropherograms of the directly purified and cloned PCR products
for the six yeast strains. The intra-genomic polymorphic sites are indicated by inverted
arrowheads in different colors, and each color refers to a single polymorphic site.
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185 nrDNA
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TCTCTGGGGA
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TCTCTGGGGA
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TGAATCATCG
TGAATCATCG
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TGAATCATCG
TGAATCATCG
TGAATCATCG
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ARAGARATTT
ARAGAAATTT
ARRGARARTTT
ARAGAAATTT
ARAGARATTT
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ATTCCAAAGG
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ARTTGATTTG
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AATTGATTTG
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AGACACTCAG
AGACACTCAG
AGACACTCAG
AGACACTCAG
AGACACTCAG
AGACACTCAG
AGACACTCAG

TCCTGCCTGC
TCCTGCCTGC
TCCTGCCTGC
TCCTGCCTGC
TCCTGCCTGC
TCCTGCCTGC
TCCTGCCTGC

GGGAGCCGAC
GGGAGCCGAC
GGGAGCCGAC
GGGAGCCGAC
GGGAGCCGAC
GGGAGCCGAC
GGGAGCCGAC

AGGTGTTTTA
AGGTGTTTTA
AGGTGTTTTA
AGGTGTTTTA
AGGTGTTTTA
AGGTGTTTTA
AGGTGTTTTA

GTTTACTTTA
GTTTACTTTA
GTTTACTTTA
GTTTACTTTA
GTTTACTTTA
GTTTACTTTA
GTTTACTTTA

GGGGGGGAGT
GGGGGGGAGT
GGGGGEGEGAGT
GGEGGGEGAGT
GGGEGEGEGAGT
GGGGGGGAGT
GGGGGGGAGT

CTAATTCAGT
CTAATTCAGT
CTAATTCAGT
CTAATTCAGT
CTAATTCAGT
CTAATTCAGT
CTAATTCAGT

5.85 nrDNA

CTTCAAAACT
CTTCARAACT
CTTCARAACT
CTTCARAACT
CTTCAAMACT
CTTCAAAACT
CTTCARAACT

GCAGCGAAAT
GCAGCGAAAT
GCAGCGAAMAT
GCAGCGARAT
GCAGCGAAAT
GCAGCGAAAT
GCAGCGAAAT

ARTCTTTGAA
AATCTTTGAA
AATCTTTGAA
AATCTTTGAA
ARTCTTTGAA
ARTCTTTGAA
AATCTTTGAA

TTCAACAATG
TTCAACRATG
TTCAACAATG
TTCAACAATG
TTCAACAATG
TTCAACAATG
TTCAACRATG

GCGATACGTA
GCGATACGTA
GCGATACGTA
GCGATACGTA
GCGATACGTA
GCGATACGTA
GCGATACGTA

CGCACATTGC
CGCACATTGC
CGCACATTGC
CGCACATTGC
CGCACATTGC
CGCACATTGC
CGCACATTGC

TCTGAGCTCG
TCTGAGCTCG
TCTGAGCTCG
TCTGAGCTCG
TCTGAGCTCG
TCTGAGCTCG
TCTGAGCTCG

GAGGTTCCTA
GAGGTTCCTA
GAGGTTCCTA
GAGGTTCCTA
GAGGTTCCTA
GAGGTTCCTA
GAGGTTCCTA

GCTTAAGT GC
GCTTAAGTGC
GCTTAAGTGC
GCTTAAGTGC
GCTTAAGT GC
GCTTAAGTGC
GCTTAAGTGC

AAAGACCTGGE
AAAGACCT GG
ARAGACCTGG
ARRGACCTGG
ARAGACCTGG
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TCACACGACT
TCACACGACT
TCACACGACT
TCACACGACT
TCACACGACT
TCACACGACT
TCACACGACT

CTACTATTCT
CTACTATTCT
CTACTATTCT
CTACTATTCT
CTACTATTCT
CTACTATTCT
CTACTATTCT

TCTCCCAGTG
TCTCCCAGTG
TCTCCCAGTG
TCTCCCAGTG
TCTCCCAGTG
TCTCCCAGTG
TCTCCCAGTG

CAACACAAGA
CAACACAAGA
CAACRCAAGA
CAACACAAGA
CAACACAAGA
CAACACAAGA
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GATCTCTTGG
GATCTCTTGG
GATCTCTTGG
GATCTCTTGG
GATCTCTTGG
GATCTCTTGG
GATCTCTTGG

ATGTGAATTG
ATGTGAATTG
ATGTGAATTG
ATGTGAATTG
ATGTGAATTG
ATGTGAATTG
ATGTGAATTG

GCCCTCTGGT
GCCCTCTGGT
GCCCTCTGGT
GCCCTCTGGT
GCCCTCTGGET
GCCCTCTGGET
GCCCTCTGGT
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GAGAGAGACA
GAGAGAGACA
GAGAGAGACA
GAGAGAGACH
GAGAGAGACA
GAGAGAGACA
GAGAGAGACA

AAATATTTTC
ARATATTTTC
AAATATTTTC
AAATATTTTC
AAATATTTTC
ARATATTTTC
AAATATTTTC

GCGGTTGGTG
GCGGTTGGTG
GCGGTTGGTG
GCGGETTGGTG
GCGGTTGGTG
GCGGETTGETG
GCGGTTGGTG

GAGTGTGCGT
GAGTGTGCGT
GAGTGTGCGT
GAGTGTGCGT
GAGTGTGCGT
GAGTGTGCGT
GAGTGTGCGT

CGACACTTTC
CGACACTTTC
CGACACTTTC
CGACACTTTC
CGACACTTTC
CGACACTTTC
CGACACTTTC

TTTGTTCGTT
TTTGTTCGTT
TTTGTTCGTT
TTTGTTCGTT
TTTGTTCGTT
TTTGTTCGTT
TTTGTTCGTT

GATGCAAACA
GATGCARRCH
GATGCAAACA
GATGCAAACA
GATGCAARCA
GATGCAARCA
GATGCARARCH

TTTCTTTTAG
TTTCTTTTAG
TTTCTTTTAG
TTTCTTTTAG
TTTCTTTTAG
TTTCTTTTAG
TTTCTTTTAG

TTCTCGCATC
TTCTCGCATC
TTCTCGCATC
TTCTCGCATC
TTCTCGCATC
TTCTCGCATC
TTCTCGCATC

CAGARATTCCG
CAGAATTCCG
CAGAATTCCG
CAGAATTCCG
CAGAATTCCG
CAGARATTCCG
CAGAATTCCG

ATTCCGGGGG
ATTCCGGGGE
ATTCCGGGGG
ATTCCGGGGG
ATTCCGGGGG
ATTCCGGGGG
ATTCCGGGGE
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PUMYO010-3
PUMY010-4
PUMY0O10-5
PUMY010-6
PUMY0O10-7
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PUMY010-2
PUMYO10-3
PUMY010-4
PUMY0O10-5
PUMYO10-6
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PUMY010-2
PUMYO10-3
PUMY010-4
PUMY010-5
PUMYO10-6
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PUMY010-2
PUMY0O10-3
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PUMY010-4
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PUMY010-6
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PUMY010-1
PUMYO10-2
PUMY010-3
PUMY010-4
PUMYO10-5
PUMY010-6
PUMYO10-7

GCATGCCTGT
GCATGCCTGT
GCATGCCTGT
GCATGCZCTGT
GCATGCCTGT
GCATGCCTGT
GCATGCZCTGT

TGAGTGATAC
TGAGTGATAC
TGAGTGATAC
TGAGTGATAC
TGAGTGATAC
TGAGTGATAC
TGAGTGATAC

TATGTGGGAC
TATGTGGGAC
TATGTGGGAC
TATGTGGGAC
TATGTGGGAC
TATGTGGGAC
TATGTGGGAC

CGAGCGEGCGEG
CGAGCGEGECGEE
CGAGCGEGCGEGE
CGAGCGEGCGEGE
CGAGCGEGECEE
CGAGCEGECGEE
CGAGCGEGCGEG

CTAGGGAGGG
CTAGGGAGGG
CTAGGGAGGG
CTAGGGAGGG
CTAGGGAGGG
CTAGGGAGGG
CTAGGGAGGG

TTGAGCGTCA
TTGAGCGTCA
TTGAGCGTCA
TTGAGCGTCA
TTGAGCGTCA
TTGAGCGTCA
TTGAGCGTCA

TCTCGTTTTT
TCTCGTTTTT
TCTCGTTTTT
TCTCGTTTTT
TCTCGTTTTT
TCTCGTTTTT
TCTCGTTTTT

ACGAGCGCAA
ACGAGCGTAA
ACGAGCGCAA
ACGAGCGCAA
ACGAGCGCAA
ACGAGCGCAA
ACGAGCGCAA

GGGTTAATAC
GGGTTAATAC
GGGTTAATAC
GGGTTAATAC
GGGTTAATAC
GGGTTAATAC
GGGTTAATAC

ATAAGTGAGT
ATAAGTGAGT
ATAAGTGAGT
ATAAGTGAGT
ATAAGTGAGT
ATAAGTGAGT
ATAAGTGAGT

255 nrDNA

TTAAGTTTGA
TTAAGTTTGA
TTAAGTTTGA
TTAAGTTTGA
TTAAGTTTGA
TTAAGTTTGA
TTAAGTTTGA

CCTCAAATCA
CCTCAAATCA
CCTCAAATCA
CCTCAAATCA
CCTCAAATCA
CCTCAAATCA
CCTCAAATCA

ITS2
TTTCCTTCTC
TTTCCTTCTC
TTTCCTTCTC
TTTCCTTCTC
TTTCCTTCTC
TTTCCTTCTC
TTTCCTTCTC

GAGTTAACTT
GAGTTAACTT
GAGTTAACTT
GAGTTAACTT
GAGTTAACTT
GAGTTAACTT
GAGTTAACTT

GCTTCTCTAT
GCTTCTCTAT
GCTTCTCTAT
GCTTCTCTAT
GCTTCTCTAT
GCTTCTCTAT
GCTTCTCTAT

TGTATTAGGT
TGTATTAGGT
TGTATTAGGT
TGTATTAGGT
TGTATTAGGT
TGTATTAGGT
TGTATTAGGT
L]
GTTCTGTGCG
GTTTTGTGCG
GTTCTGTGCG
GTTCTGTGCG
GTTCTGTGCG
GTTTTGTGCG
GTTTTGTGCG

GGTAGGGTTA
GGTAGGGTTA
GGTAGGGTTA
GGTAGGGTTA
GGTAGGGTTA
GGTAGGGTTA
GGTAGGGTTA
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L]
ARRCACATTG
ARRCACATTG
ARACACGTTG
ARRCACGTTG
ARRCACATTG
ARACACGTTG
ARRCACATTG

GAAATTGTAG
GAAATTGTAG
GAAATTGTAG
GARAATTGTAG
GAAATTGTAG
GAAATTGTAG
GAAATTGTAG

TAATCTGCTG
TAATCTGCTG
TAATCTGCTG
TAATCTGCTG
TAATCTGCTG
TAATCTGCTG
TAATCTGCTG

TTTACCAACT
TTTACCAACT
TTTACCAACT
TTTACCAACT
TTTACCAACT
TTTACCAACT
TTTACCAACT

TGCTGEGCAG
TGCTGGGCAG
TGCTGEGCAG
TGCTGEGCAG
TGCTGGGCAG
TGCTGEGCAG
TGCTGGGCAG

CCCGCTGAAC
CCCGCTGAAC
CCCGCTGAAC
CCCGCTGAAC
CCCGCTGAAC
CCCGCTGARC
CCCGCTGAAC

TGTTTGGTAG
TGTTTGGTAG
TGTTTGGTAG
TGTTTGGETAG
TGTTTGGTAG
TGTTTGETAG
TGTTTGGETAG

GCCATATCAG
GCCATATCAG
GCCATATCAG
GCCATATCAG
GCCATATCAG
GCCATATCAG
GCCATATCAG

CTCETTTGCG
CTTETTTGCG
CTCETTTGCG
CTCETTTGCG
CTCETTTGCG
CTCETTTGCG
CTCETTTGCG

CGGTGTTGAT
CGEGTGTTGAT
CGGTGTTGAT
CGGTGTTGAT
CGGTGTTGAT
CGEGTGTTGAT
CGGTGTTGAT

ACAGACGTCT
ACAGACGTCT
ACAGACGTCT
ACAGACGTCT
ACAGACGTCT
ACAGACGTCT
ACAGACGTCT

TTAA
TTAA
TTAA
TTAA
TTAA
TTAA
TTAA

599
558
559
600
600
599
600

649
649
649
650
650
649
650

699
699
659
700
700
659
700

749
749
748
750
750
749
750

759
759
759
800
800
759
800

843
843
843
844
44
843
844

SS



PUMYO11-1
PUMY(O11-2
PUMY(O11-3

PUMY0O11-1
PUMYO11-2
PUMYO11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

PUMYO11-1
PUMYC11-2
PUMYO11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

PUMYO11-1
PUMYO11-2
PUMY(O11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

PUMY(O11-1
PUMY(O11-2
PUMY(O11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

PUMYO11-1
PUMYO11-2
PUMYO11-3

185 nrDMA
AAGGATCATT
ARGGATCATT
ARGGATCATT

TCTCTGGGEGA
TCTCTGGGGA
TCTCTGGGGA

TCTGCTGTGA
TCTGCTGTGA
TCTGCTGTGA

GGTGTTCTGC
GGETGTTCTGC
GGETGTTCTGC

GGATCTCTCT
GGATCTCTCT
GGATCTCTCT

TAATTACTAC
TAATTACTAC
TAARTTACTAC

GGGGEGAAAGC
GGEGGEGAARAGT
GGEGGEGAAAGT

AACAAATATT
AACAAATATT
AACAAATATT

AGTAGARARC
AGTAGARARC
AGTAGARARC

TCGATGAAGA
TCGATGAAGA
TCGATGARGA

CGTGAATCAT
CGTGAATCAT
CGTGAATCAT

GGEGCATGCCT
GGEGCATGCCT
GGGCATGCCT

AGTGAGTGAT
AGTGAGTGAT
AGTGAGTGAT

AGTATGTGGG
AGTATGTGGG
AGTATGTGGG

CGECGAGCGEGC
CGCGAGCGEGEC
CGCGAGCGEGEC

ATCTAGGGAG
ATCTAGGGAG
ATCTAGGGAG

5.85
CTTTAAGTTT
CTTTAAGTTT
CTTTAAGTTT

ITS1
ARAGAARTTT
ARRGAARTTT
ARARGAARTTT

GGACCAGTGT
GGACCAGTGT
GGACCAGTGT

ATGCTATTTC
ATGCTATTTC
ATGCTATTTC

AGTGGEGGGEA
AGTGGEGEGEGEA
AGTGGEGGEGEA

ATTCCARAGG
ATTCCARAGG
ATTCCARAGG

ACACAGTGGA
ACACAGTGGA
ACACAGTGGA

TCTCTTTCGG
TCTCTTTCGG
TCTCTTTCGG

LL L]
TTTTTATTTT
TTTTTA-—--
TTTTTA----

AATTGATTTG
ARTTGATTTG
ARTTGATTTG

AGACACTCAG
AGACACTCAG
AGACACTCAG

TCCTGCCTGC
TCCTGCCTGC
TCCTGCCTGC

GGGAGCCGAC
GGEGAGCCGAC
GGEGAGCCGAC

AGGTGTTTTA
AGGTGTTTTA
AGGTGTTTTA

GTTTACTTTA
GTTTACTTTA
GTTTACTTITA

GAGGGAGTTC
GAGGGAGTTC
GAGGGAGTTC
L]
ARCTAATTCA
AMRATAMTTCA
ARATAATTCA

5.85 nriNA

ARCTTCAAMA
ARCTTCAARA
ARCTTCAARA

ACGCAGCGAA
ACGCAGCGAA
ACGCAGCGAA

CGRATCTTTG
CGAATCTTTG
CGAATCTTTG

GTTTGAGCGT
GTTTGAGCGT
GTTTGAGCGT

ACTCTCGTTT
ACTCTCGTTT
ACTCTCGTTT

ACACGAGCGC
ACACGAGCGC
ACACGAGCGC

GGGGGTTAAT
GGGGGETTAAT
GGGGGTTAAT

GOATAAGTGCA
GOATAAGTGCA
GGATAAGTGCA
nrDNA

GACCTCAAAT
GACCTCARART
GACCTCAAAT

Figure S2. Cont.

CTTTCAACAA
CTTTCAACAA
CTTTCAACAA

ATGCGATACG
ATGCGATACG
ATGCGATACG

AMTGCACATT
ARCGCACATT
AACGCACATT

IT32
CATTTCCTTC
CATTTCCTTC
CATTTCCITC

TTGAGTTAAC
TTGAGTTAAC
TTGAGTTAAC

ARGCTTCTCT
AARGCTTCTCT
ARGCTTCTCT

ACTGTATTAG
ACTGTATTAG
ACTGTATTAG

GTGTTTTGTG
GTGTTTTGTG
GTGTTTTGTG

CAGGTAGEET
CAGETAGGGT
CAGGTAGGGT

TITGAGCTCG
TITGAGCTCG
TCTGAGCTCG
L]
GAGGCACCTA
GAGGCTCCTA
GAGGCACCTA

GCTTAAGTGC
GCTTAAGTGC
GCTTAAGTGC

ARAGACCTGG
ARAGACCTGG
ARAGACCTGG

TCACACGACT
TCACACGACT
TCACACGACT

CTACTATTCT
CTACTATTCT
CTACTATTCT

TCCCAGTGGA
TCCCAGTGGA
TCCCAGTGGA

GTCAACACAA
GTCAACACAA
GTCAACACAA

TGGATCTCTT
TGGATCTCTT
TGGATCTCTT

TAATGTGAAT
TAATGTGAAT
TRATGTGAAT

GIGCCCTCTG
GCGCCCTCTG
GCGCCCTCTG

TCAAAMCACGT
TCAAACACGT
TCARACACGT

TTGAAATTGT
TTGAAATTGT
TTGAAATTGT

ATTAATCTGC
ATTAATCTGC
ATTAATCTGC

GTTTTACCAA
GTTTTACCAA
GTTTTACCAA

CGTGCTGGGEC
CGTGCTGGGEC
CGTGCTGGGEC

TACCCGCTGA
TACCCGCTGA
TACCCGCTGA

GAGAGAGACA
GAGAGAGACA
GAGAGAGACA

AMATATTTTC
AAATATTTTC
AMATATTTTC

GCGGTTGGTG
GCGGTTGGTG
GCGGTTGGTG

GAGTGTGCGET
GAGTGTGCGET
GAGTGTGCGET

CGACACTTTC
CGACACTTTC
CGACACTTTC

TTTGTTCGTT
TTTGTTCGTT
TTTGTTCGTT

TGCAAACACA
TGCAAACACA
TGCAAACACA

GATTTCTTTT
GATTTCTTTT
GATTTCTTTT

GGTTCTCGCA
GGTTCTCGCA
GGTTCTCGCA

TGCAGAATTC
TGCAGAATTC
TGCAGAATTC

GTATTICGEG
GTATTCCGGG
GTATTCCGGG

TGTGTTTGGET
TGTGTTTGGET
TGTGTTTGSET

AGGCCATATC
AGGCCATATC
AGGCCATATC

TGCTCGETTTG
TGCTCGTTTG
TGCTCGTTTG

CTCGGTGTTG
CTCGGTGTTG
CTCGGTGTTG

AGACAGACGT
AGACAGACGT
AGACAGACGT

ACTTAR
ACTTAA
ACTTAA

50

50

100
100
100

150
150
150

200
200
200

250
250
250

300
300
300

350
350
350

400
396
396

450
446
446

500
496
496

550
546
546

600
596
596

650
646
646

700
696
696

750
746
746

800
796
796

846
842
842
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PUMYOZ0-1
PUMYOZ0-2
PUMYOZ0-3
PUMYOZ0-4

PUMYO20-1
PUMYO20-2
PUMYO20-3
PUMYOZ0-4

PUMYOZ20-1
PUMYOZ20-2
PUMYOZ20-3
PUMYOZ0-4

PUMY0Z0-1
PUMYOZ0-2
PUMYOZ0-3
PUMYOZ0-4

PUMYOZ0-1
PUMYOZ0-2
PUMYOZ0-3
PUMYOZ0-4

PUMYOZ0-1
PUMYO20-2
PUMYOZ0-3
PUMYOZ0-4

PUMYOZ20-1
PUMYO20-2
PUMYO20-3
PUMYOZ0-4

PUMYOZ20-1
PUMYOZ20-2
PUMYOZ20-3
PUMYOZ0-4

PUMY0Z0-1
PUMY0Z20-2
PUMYOZ0-3
PUMYOZ0-4

PUMYOZ0-1
PUMYOZ0-2
PUMYOZ0-3
PUMYOZ0-4

185 nrINA
AAGGATCATT
AAGGATCATT
AAGGATCATT
AAGGATCATT

AMCAACACCT
AMCAACACCT
AMCAACACCT
AACAACACCT
.
AGAAGAAA-A
AGAAGAAA-A
AGAAGAAAGH
AGAAGAAAGH

CATCGATGAA
CATCGATGAA
CATCGATGAA
CATCGATGAA

TCGTGAATCA
TCGTGAATCA
TCGTGAATCA
TCGTGAATCA

GGGGCATGCC
GGGGCATGCC
GGGGCATGCC
GGGGCATGCC

GTTGCCACGG
GTTGCCACGG
GTTGCCACGG
GTTGCCACGG

AGCGGGACTG
AGCGGGACTG
AGCGGGACTG
AGCGGGACTG
.
TTTTTTAAAT
TTTTTT-AAT
TTTTTTAAAT
TTTTTT-AAT

TTAA
TTAA
TTAA
TTAA

ITS1
ACTGTGATTT
ACTGTGATTT
ACTGTGATTT
ACTGTGATTT

ARACACGART
ARACACGART
ARACACGAAT
ARACACGAAT
.
AGAAARATRA
AGAAARATRA
ARAAAAMTRR
ARAAAAMTRR

GAGCGCAGCG
GAGCGCAGCG
GAGCGCAGCG
GAGCGCAGCG

TCGAGTTCTT
TCGAGTTCTT
TCGAGTTCTT
TCGAGTTCTT

TGTTTGAGCG
TGTTTGAGCG
TGTTTGAGCG
TGTTTGAGCG

CCCGETGECGEEC
CCCGTGECGEC
CCCGTGECGEC
CCCGTGCGEC

AGCGAAGTAC
AGCGAAGTAC
AGCGAAGTAC
AGCGAAGTAC

AAACTTCTTT
AAACTTCTTT
AAACTTCTTT
AAACTTCTTT

AMCCATGTCA
AMCCATGTCA
AMCCATGTCA
AMCCATGTCA
5.85 nrDNA
AAMCTTTCARC
AAMCTTTCARC
AAMCTTTCARAC
AAMCTTTCARAC

AMATGCGATA
AMATGCGATA
AMATGCGATA
AMATGCGATA

GAACGCACAT
GAACGCACAT
GAACGCACAT
GAACGCACAT
ITSZ2
TCGTTTCCTT
TCGTTTCCTT
TCGTTTCCTT
TCGTTTCCTT

CTGTGTGTGG
CTGTGTGTGG
CTGTGTGTGG
CTGTGTGTGG

ACAACACTCG
ACAACACTCG
ACAACACTCG
ACAACACTCG

255 nrDWA

CTAAGCT CGA
CTAAGCT CGA
CTAAGCT CGA
CTAAGCTCGA

CCTCAARTCA
CCTCAARTCA
CCTCAARTCA
CCTCAAATCA

Figure S2. Cont.

CTTACACCGC
CTTACACCGC
CTTACACCGC
CTTACACCGC

CCCAGAGARA
CCCAGAGARA
CCCAGAGARA
CCCAGAGARA

AACGGATCTC
AACGGATCTC
AMCGGATCTC
AMCGGATCTC

CCTAGTGTGA
CCTAGTGTGA
CCTAGTGTGA
CCTAGTGTGA

TGCGCCCTCT
TGCGCCCTCC
TGCGCCCTCC
TGCGCCCTCC

CTTGCGCARG
CTTGCGCARG
CTTGCGCARG
CTTGCGCARG

CTCCCCCGAA
CTCCCCCGAA
CTCCCCCGAA
CTCCCCCGAA

CGCTTGGCCC
CGCTTGGCCC
CGCTTGGCCC
CGCTTGGCCC

GETAGGAATA
GETAGGAATA
GETAGGAATA
GGTAGGAATA

GTGAGCGCAC
GTGAGCGCAC
GTGAGCGCAC
GTGAGCGCAC

ATCTCAAACG
ATCTCAAACG
ATCTCAAACG
ATCTCAAACG

TTGETTCTCG
TTGETTCTCG
TTGETTCTCG
TTGETTCTCG

ATTGCAGCCA
ATTGCAGCCA
ATTGCAGCCA
ATTGCAGCCA

GGCATTCCGG
GGCATTCCGG
GGCATTCCGG
GGCATTCCGG

CAGAGTTGGG
CAGAGTTGGG
CAGAGTTGGG
CAGAGTT GGG

ACGGEAACGGC
ACGGEARCGGEC
ACGGEARCGGEC
ACGGAARCGGEC

GCCGAACTTT
GCCGAACTTT
GCCGAACTTT
GCCGAACTTT

CCOGCTGAAC
CCOGCTGAAC
CCOGCTGAAC
CCOGCTGAAC

100
100
100
100

149
149
150
150

199
159
200
200

249
249
250
250

299
299
300
300

349
349
350
350

359
359
400
400

449
448
450
449

453
452
454
453
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PUMYO021-1
PUMYO021-2
PUMYO021-3
PUMY0Z21-4
PUMY021-5

PUMY021-1
PUMYO0Z1-2
PUMY021-3
PUMY0Z1-4
PUMY0Z21-5

PUMYOZ1-1
PUMYOZ1-2
PUMYO0Z1-3
PUMYOZ1-4
PUMY021-5

PUMY021-1
PUMY021-2
PUMY021-3
PUMY0Z1-4
PUMYO021-5

PUMY0Z21-1
PUMYO21-2
PUMYO021-3
PUMY0Z21-4
PUMY021-5

PUMYO21-1
PUMYO21-2
PUMYO021-3
PUMY0Z21-4
PUMY021-5

PUMY021-1
PUMY021-2
PUMY021-3
PUMY0Z21-4
PUMY021-5

PUMYOZ1-1
PUMY021-2
PUMY021-3
PUMY0Z1-4
PUMYO21-5

PUMY0Z21-1
PUMY021-2
PUMY021-3
PUMY021-4
PUMY021-5

PUMYO021-1
PUMY021-2
PUMY021-3
PUMYOZ1-4
PUMY021-5

185 nrIiNA
AMGGATCATT
AMGGATCATT
AMGGATCATT
AMGGATCATT
AMGGATCATT

AMCAACACCT
AMCAACACCT
AMCAACACCT
AMCAACACCT
AMCAACACCT
L
AGAAGAMR-A
AGAAGAMR-A
AGAAGAMAGA
AGAAGAMAGA
AGAAGAMAGA

CATCGATGAA
CATCGATGAA
CATCGATGAA
CATCGATGAA
CATCGATGAA

TCGTGAATCA
TCGTGAATCA
TCGTGAATCA
TCGTGAATCA
TCGTGAATCA

GGEGGECATGCT
GGGGECATGCC
GGGGCATGCC
GGGGCATGCC
GGGGCATGCC

GTTGCCACGG
GTTGCCACGG
GTTGCCACGG
GTTGCCACGG
GTTGCCACGG

AGCGGGACTG
AGCGGGACTG
AGCGGGACTG
AGCGGGACTG
AGCGGGACTG
[ ]
TTTTTTAAAT
TTTTTT-AAT
TTTTTTAAAT
TTTTTT-AAT
TTTTTTTAAT

TTAR
TTAR
TTAR
TTAA
TTAA

ITS1
ACTGTGATTT
ACTGTGATTT
ACTGTGATTT
ACTGTGATTT
ACTGTGATTT

ARACACGAAT
AAACACGAAT
AAACACGAAT
AAACACGAAT
AAAMCACGAAT
LJ
AGAARARTARN
AGAARARTARN
AAAARARTARN
AAAARARTARN
AMAADAARTORN

GAGCGCAGCE
GAGCGCAGCE
GAGCGCAGCE
GAGCGCAGCE
GAGCGCAGCE

TCGAGTTCTT
TCGAGTTCTT
TCGAGTTCTT
TCGAGTTCTT
TCGAGTTCTT

TGTTTGAGCS
TGTTTGAGCS
TGTTTGAGCG
TGTTTGAGCG
TGTTTGAGCG

CCCGTGCGGEC
CCCGTGCGGEC
CCCGTGCGGEC
CCCGTGCGGEC
CCCGTGCGGEC

AGCGAAGTAC
AGCGAAGTAC
AGCGAAGTAC
AGCGAAGTAC
AGCGAAGTAC

AAMACTTCTTT
AAMACTTCTTT
AAMACTTCTTT
AAACTTCTTT
AAACTTCTTT

AACCATGTCA
AAMCCATGTCA
AAMCCATGTCA
AAMCCATGTCA
AAMCCATGTCA
5.835 nrONA
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AMCTTTCAAC

AARATGCGATA
AARATGCGATA
AARATGCGATA
AARATGCGATA
AARATGCGATA

GAACGCACAT
GAACGCACAT
GAACGCACAT
GAACGCACAT
GAACGCACAT
ITSZ2
TCGTTTCCTT
TCGTTTCCTT
TCGTTTCCTT
TCGTTTCCTT
TCGTTTCCTT

CTGTGTGTGG
CTGTGTGTGG
CTGTGTGTGG
CTGTGTGTGG
CTGTGTGTGG

ACAACACTCG
ACAACACTCG
ACAACACTCG
ACAACACTCG
ACAAMCACTCG

255 nrDMNA

CTARGCTCGA
CTARGCTCGA
CTAAGCTCGA
CTAAGCTCGA
CTAAGCTCGA

CCTCAAATCA
CCTCAAATCA
CCTCAAATCA
CCTCAAATCA
CCTCAAATCA
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CTTACACCGC
CTTACACCGC
CTTACACCGC
CTTACACCGC
CTTACACCGC

CCCAGAGARA
CCCAGAGAMA
CCCAGAGAMA
CCCAGAGAMA
CCCAGAGAMA

AMCGGATCTC
AMCGGATCTC
AMCGGATCTC
AMCGGATCTC
AMNCGGATCTC

CCTAGTGTGA
CCTAGTGTGA
CCTAGTGTGA
CCTAGTGTGA
CCTAGTGTGA

TGCGICCTCT
TGCEICCTCT
TGCEICCTCT
TGCGICCTCT
TGCGICCTCT

CTTGIGCAAG
CTTGCGCAAG
CTTGCGCAAG
CTTGCGCAAG
CTTGCGCAAG

CTCCCCCGAA
CTCCCCCGAA
CTCCCCCGAA
CTCCCCCGAA
CTCCCCCGAA

CGCTTGGCCT
CGCTTGGCCT
CGCTTGGCCT
CGCTTGGCTT
CGCTTGGCCC

GGTAGGAATA
GGTAGGAATA
GGTAGGAATA
GGTAGGAATA
GGTAGGAATA

GTGAGCGCAC
GTGAGCGCAC
GTGAGCGCAC
GTGAGCGCAC
GTGAGCGCAC

ATCTCAAACG
ATCTCAMMCG
ATCTCAMMCG
ATCTCAMMCG
ATCTCAMACG

TTGGTTCTCG
TTGGTTCTCG
TTGGTTCTCG
TTGGTTCTCG
TTGGTTCTCG

ATTGCAGCCA
ATTGCAGCCA
ATTGCAGCCA
ATTGCAGCCA
ATTGCAGCCA

GGCATTCCGE
GGCATTCCGG
GGCATTCCGG
GGCATTCCGG
GGCATTCCGG

CAGAGTT GGG
CAGAGTT GGG
CAGAGTT GGG
CAGAGTT GGG
CAGAGTT GGG

ACGGAACGGC
ACGGAACGGC
ACGGAACGGC
ACGGAACGGC
ACGGAACGGC

GCCGAACTTT
GCCGAACTTT
GCCGAACTTT
GCCGAACTTT
GCCGAACTTT

CCCGCTGAAC
CCCGCTGAAC
CCCGCTGAAC
CCCGCTGAAC
CCCGCTGAAC

50
50
50
50
50

100
100
100
100
100

149
149
150
150
150

199
199
200
200
200

249
249
250
250
250

299
299
300
300
300

349
349
350
350
350

399
399
400
400
400

445
448
450
449
450

453
452
454
453
454
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PUMYO040-1
PUMY0O40-2
PUMYO040-3

PUMYO040-1
PUMYO40-2
PUMYO040-3

PUMYO040-1
PUMYO40-2
PUMYO040-3

PUMYO040-1
PUMYO40-2
PUMYO040-3

PUMYO40-1
PUMYO40-2
PUMYO40-3

PUMYO40-1
PUMYO40-2
PUMYO40-3

PUMYO40-1
PUMYO40-2
PUMYO40-3

PUMYO040-1
PUMYO40-2
PUMYO040-3

PUMYO040-1
PUMYO40-2
PUMYO040-3

PUMYO040-1
PUMYO40-2
PUMYO040-3

185 nrINA
ALGGATCATT
AAGGATCATT
ALGGATCATT

CARATTTCTT
CAARATTTCTT
CARATTTCTT

ACCAALCTTT
AZCAMMCTTT
ACCAALCTTT
5.85 nrDMNA
AACTTTCAAC
AACTTTCALC
AACTTTCAAC

ARMTGCGATA
AMATGCGATA
ARMTGCGATA

TGAACGCACA
TGAACGCACA
TGAACGCACA

GTCATTTCTC
GTCATTTCTC
GTCATTTCTC

TTGTTTGAAR
TTGTTTGARARA
TTGTTTGAAR
LJ
TCCARAAMCS
TCC-AAAMCG
TCCARAAMCS

TGACCTCARR
TGACCTCARR
TGACCTCARR

ITS1
ACTGATTTGC
ACTGATTTGC
ACTGATTTGC

TGGETGECGEE
TGGTGGECGEGEGE
TGGETGECGEE

TTATTTACAG
TTATTTACAG
TTATTTACAG

AMCGGATCTC
AACGGATCTC
AMCGGATCTC

CGTAATATGA
CGTAATATGA
CGTAATATGA

TTGCGCCCTT
TTGCGCCCTT
TTGCGCCCTT
IT52
CCTCAARACCC
CCTCAAACCC
CCTCAARACCC
L]
GAATTT -ACG
GAATTT-ACG
GAATTTAACG

CTTATTTTGC
CTTATTTTGC
CTTATTTTGC

TCAGGTAGGA
TCAGGTAGGA
TCAGGTAGGA

TTAATTGCAC
TTAATTGCAC
TTAATTGCAC

AGCAATCCTA
AGCAATCCTA
AGCAATCCTA

TCAARCTTGA
TCAAACTTGA
TCAARCTTGA

TTGETTCTCG
TTGGTTCTCG
TTGETTCTCG

ATTGCAGATA
ATTGCAGATA
ATTGCAGATA

TGGTATTCCA
TGGTATTCCA
TGGTATTCCA

CCGGGETTTGG
CCGGGETTTGG
CCGGGETTTGG

TGGARACTTA
TGGAAACTTA
TGGARACTTA

TAGTGGCCAC
TAGTGGCCAC
TAGTGGCCAC

CTACCCGCTG
CTACCCGCTG
CTACCCGCTG
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CACATGTGTT
CACATGTGTT
CACATGTGTT

CCGCCAGAGE
CCGCCAGAGG
CCGCCAGAGE

TTTATTATTA
TTTATTATTA
TTTATTATTA

CATCGATGARA
CATCGATGAR
CATCGATGARA

TTCGTGAATC
TTCGTGAATC
TTCGTGAATC

AAGGGCATGC
AAGGGCATGC
AAGGGCATGC

TGTTGAGCAR
TGTTGAGCAR
TGTTGAGCAR

TTTTAAGCGA
TTTTAAGCGA
TTTTAAGCGA

CACAATTTAT
CACAATTTAT
CACAATTTAT

AACTTAR
AACTTAR
AACTTAR

TTTTATTGAA
TTTTATTGAR
TTTTATTGAA

TTATAACTAR
TTATAACTAR
TTATAACTAR

CAATAGTCAR
CAATAGTCAR
CAATAGTCAR

GAAZGECAGCG
GAACGCAGCG
GAAZGECAGCG

ATCGAATCTT
ATCGAATCTT
ATCGAATCTT

CTGTTTGAGC
CTGTTTGAGC
CTGTTTGAGC

TACGCTAGGT
TACGCTAGGT
TACGCTAGGT

CTTAGGTTTA
CTTAGGTTTA
CTTAGGTTTA

255 nrDNA

TTCATAACTT
TTCATAARCTT
TTCATAACTT

50

50

100
100
100

150
150
150

200
200
200

250
250
250

300
300
300

350
350
350

399
3959
400

449
448
450

486
485
487
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185 nrDNA ITS1 .
PUMY050LE-1 AAGGATCATT ARAGAARTTT RATAATTTTG ARAATGGATT TTTTTTGTTT 5o
PUMY0O565-2 AAGGATCATT ARAGAAATTT AATAATTTTG AAAATGGA-T TTTTTTGTTT 49
FIMYO65-1 TGGECAAGAGC ATGAGAGCTT TTACTGGGCA AGAAGACAAG AGATGGAGAS 100
FPUMY065-2 TGGCARAGAGC ATGAGAGCTT TTACTGGGCA AGAAGACAAG AGATGGAGAS 595
PUMY0S5-1 TCCAGCCGGEGE CCTGCGCTTA AGTGCGCGGET CTTGCTAGGC TTGTRAAGTTT 150
PUMY0505-2 TCCAGCCGGEG CCTGCGCTTA AGTGCGCGGET CTTGCTAGGC TTGTAAGTTT 149
PUMY0O65-1 CTTTCTTGCT ATTCCAAACG GTGAGAGATT TCTGTGCTTT TGTTATAGGA 200
FIMYOE5-2 CTTTCTTGCT ATTCCAAACG GTGAGAGATT TCTGTGCTTT TGETTATAGGA 159
FPUMY055-1 CAATTAARAC CGTTTCAATA CAACACACTG TGGAGTTTTC ATATCTTTGC 250
PUMY0S5-2 CAATTAARAC CGTTTCAATA CAACACACTG TGGAGTTTTC ATATCTTTGC 249
PUMY050LE-1 AACTTTTTCT TTGGGCATTC GAGCAATCGG GGCCCAGAGG TAACARARCAC 300
PUMY0O65-2 AACTTTTTCT TTGGGCATTC GAGCAATCGG GGCCCAGAGG TAACAARCAC 299
FIMYO65-1 AARCAATTTT ATTTATTCAT TAAATTTTTG TCAAAMACAA GAATTTTCGT 350
PUMY055-2 AARRCAATTTT ATTTATTCAT TAAATTTTTG TCAARMRCAR GAATTTTCGT 349
5.85 nrDNA
PUMY0o5-1 AACTGGAAAT TTTAAARTAT TAAAAACTTT CAACAACGGA TCTCTTGGTT 400
PUMY050L-2 AACTGGAAAT TTTAAARTAT TAAAAACTTT CAARCAACGGA TCTCTTGGTT 399
PUMYO65-1 CTCGCATCGA TGAAGAACGC AGCGAAATGC GATACGTAAT GTGAATTGCA 450
FIMYO65-2 CTCGCATCGA TGAAGAACGC AGCGAAATGC GATACGTAAT GTGAATTGCA 449
PUMY0505-1 GRATTCCGTG AATCATCGAA TCTTTGAACG CACATTGCGC CCCTTGGTAT 500
PUMY0O565-2 GRATTCCGTG AATCATCGAA TCTTTGAACG CACATTGCGEC CCCTTGGETAT 499
ITSZ2
FIMY065-1 TCCAGGGGGEC ATGCCTGTTT GAGCSTCATT TCCTTCTCAA ACATTCTGTT 550
FIMYOE5-2 TCCAGGGGGEC ATGCCTGTTT GAGCSTCATT TCCTTCTCAA ACATTCTGTT 549
PUMY0S5-1 TGGETAGTGAG TGATACTCTT TGGAGTTAAC TTGARATTGC TGGCCTTTTC a00
PUMY005-2 TGGETAGTGAG TGATACTCTT TGGAGTTAAC TTGARATTGC TGGCCTTTTC 599
PUMY0O65-1 ATTGGATGTT TTTTTITCCAA AGAGAGGTTT CTICTGCGTGC TTGAGGTATA 650
FIMYOE5-2 ATTGGATGTT TTTTTTCCAA AGAGAGGTTT CTCTGCGTGC TTGAGGETATA 549
FPUMY065-1 ATGCAAGTAC GGTCGTTTTA GGTTTTACCA ACTGCGGCTA ATCTTTTTTA T00
PUMY055-2 ATGCAAGTAC GGTCGTTTTA GGTTTTACCA ACTGCGGCTA ATCTTTTTTA 5699
PUMY050LE-1 TACTGAGCGT ATTGGAACGT TATCGATAAG AAGAGAGCGT CTAGGCGAAC TR0
PUMY0O65-2 TACTGAGCGT ATTGGAACGT TATCGATAAG AAGAGAGCGET CTAGGCGAAC 749
285 nriNA
FIMYO65-1 AATGTTCTTA AAGTTTGACC TCAAATCAGGE TAGGAGTACC CGCTGRACTT 200
FPUMY065-2 AATGTTCTTA AAGTTTGCACC TCAAATCAGCG TAGGAGTACC CGCTGRACTT 759
PUMY065-1 AR 802
PUMY055-2 AR 301

S10

Figure S2. Multiple alignments of ITS sequences of the six yeast strains. The internal
transcribed spacer regions ITS1 and ITS2 are highlighted in gray, and the intra-genomic
polymorphic sites are indicated by solid black dots above the corresponding nucleotides.



