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BLAST-based prediction

Nakazawaea peltata
FLSYCWPHQRIMTNKVADEG * X
Amino acid

Nakazawaea wickerhamii

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Pachysolen tannophilus

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Peterozyma xylosa

FLSYCWPHQRIMTNKVADEG * X
Amino acid

LC-MS/MS validation
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(a) Ala clade
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BLAST-based prediction

Babjeviella inositovora

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Candida albicans

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Candida parapsilosis

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Candida tanzawaensis

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Debaryomyces hansenii

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Score

Score

242

146

LC-MS/MS validation

Babjeviella inositovora

FU/ISYCWPHQRMTNKVYADESG
Amino acid

Candida parapsilosis

FIISYCWPHQRMTNKVYADEG G
Amino acid

(b) Ser1 clade (page 1)
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BLAST-based prediction
Hyphopicia burtonii

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Metschnikowia bicuspidata

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Millerozyma acaciae

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Priceomyces haplophilus

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Scheffersomyces stipitis

FLSYCWPHQRIMTNKVADEG * X
Amino acid

LC-MS/MS validation

(c) Ser1 clade (page 2)
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BLAST-based prediction

Ascoidea asiatica

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Ascoidea rubescens

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Saccharomycopsis capsularis

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Saccharomycopsis fibuligera

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Saccharomycopsis malanga

FLSYCWPHQRIMTNKVADEG * X
Amino acid
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LC-MS/MS validation

Ascoidea rubescens

FLISYCWPHQRMTNKVYVADEG
Amino acid

Saccharomycopsis capsularis

FLISYCWPHQRMTNKVYVYADEG
Amino acid

(d) Ser2 clade
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11145
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BLAST-based prediction

Alloascoidea hylecoeti

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Arxula adeninivorans

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Aspergillus nidulans

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Geotrichum candidum

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Lipomyces starkeyi

FLSYCWPHQRIMTNKVADEG * X
Amino acid

LC-MS/MS validation

Geotrichum candidum
59

Score

FLISYCWPHQRMTNKVYADEG
Amino acid

Lipomyces starkeyi
105

Score

FUISYCWPHQRMTNKVYADEG G
Amino acid

(e) LeuO species (page 1)
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BLAST-based prediction

Nadsonia fulvescens
4300

FLSYCWPHQRIMTNKVADEG * X
Amino acid
Schizosaccharomyces pombe
2047

FLSYCWPHQRIMTNKVADEG * X
Amino acid
Sporopachydermia quercuum
4173

FLSYCWPHQRIMTNKVADEG * X
Amino acid
Tortispora caseinolytica
7353

FLSYCWPHQRIMTNKVADEG * X
Amino acid
Yarrowia lipolytica
18788

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Score

1373

LC-MS/MS validation

Tortispora caseinolytica

FLISYCWPHQRMTNKYVADEG
Amino acid

(f) LeuO species (page 2)
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BLAST-based prediction
Ashbya gossypii

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Cyberlindnera jadinii

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Hanseniaspora uvarum

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Hanseniaspora vineae

FLSYCWPHQRIMTNKVYADEG * X
Amino acid

Kazachstania africana

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Kazachstania naganishii

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Kluveromyces lactis

FLSYCWPHQRIMTNKVADEG * X
Amino acid

LC-MS/MS validation

(g) Leu1 clade (page 1)
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BLAST-based prediction

Lachancea kluyveri

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Lachancea meyersi

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Lachancea thermotolerans

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Naumovozyma castellii

FLSYCWPHQRIMTNKVYADEG * X
Amino acid

Saccharomyces cerevisiae

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Wickerhamomyces anomalus

FLSYCWPHQRIMTNKVYADEG * X
Amino acid

Zygosaccharomyces rouxii

FLSYCWPHQRIMTNKVADEG * X
Amino acid

LC-MS/MS validation

(h) Leu1 clade (page 2)
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BLAST-based prediction

Ambrosiozyma philentoma
1980

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Candida arabinofermentans
1773

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Candida boidinii
811

FLSYCWPHQRIMTNKVADEG * X
Amino acid
Citeromyces matritensis
12365

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Dekkera bruxellensis
2726

FLSYCWPHQRIMTNKVYADEG * X
Amino acid
Komagataella phaffii
9227

FLSYCWPHQRIMTNKVADEG * X
Amino acid
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Score

LC-MS/MS validation

Ambrosiozyma philentoma
426

FUISYCWPHQRMTNKVYADESG G
Amino acid

Candida boidinii
32

FLISYCWPHQRMTNKVYADEG
Amino acid

Citeromyces matritensis
1547

FLISYCWPHQRMTNKYVADEG
Amino acid

Komagataella phaffii
1645

FLISYCWPHQRMTNKYVADEG
Amino acid

(i) Leu2 clade (page 1)
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BLAST-based prediction

Kuraishia capsulata

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Ogataea polymorpha

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Pichia kudriavzevii

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Pichia membranifaciens

FLSYCWPHQRIMTNKVADEG * X
Amino acid

Saturnispora dispora

FLSYCWPHQRIMTNKVADEG * X
Amino acid
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LC-MS/MS validation

Kuraishia capsulata

FIISYCWPHQRMTNKYVADEG
Amino acid

Ogataea polymorpha

FLISYCWPHQRMTNKYVADEG
Amino acid

Pichia kudriavzevii

FU/ISYCWPHQRMTNKVYADESG
Amino acid

Saturnispora dispora

FUISYCWPHQRMTNKVYADEG G
Amino acid

(j) Leu2 clade (page 2)
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