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MFα2 (306  bp, 102 amino acids)
MKFVYSIAVLAATALALPIAQPNAEPAEKVAKREPEPEAEAKAEPLR
WAGVAPNQPIFKREAEPEAKAEPLRWAGVAPNQPIFKREAEPLR
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ATGAAATTTGTATACTCTATCGCTGTTCTTGCTGCTACTGCATTGGCACTTCCAATTGCTCAACCAAATGCTGAACCAGCTGAGAAAGTTGCTAAAAGGGAACC
AGAACCAGAAGCTGAAGCCAAAGCCGAGCCATTGAGATGGGCCGGTGTCGCTCCAAATCAGCCAATCTTTAAAAGAGAAGCTGAACCAGAAGCTAAAGCCGAGC
CATTGAGATGGGCAGGTGTCGCTCCAAACCAACCAATCTTCAAGAGAGAAGCTGAACCATTGAGATGGGCAGGTGTCGCTCCAAACCAACCAATCTTTTGAATT
ATTGGTAACCAAAGTTATTTAGCTGCTTCTATCAGCTATCGCAACTGCTATCTATTTTTTTCTTTTCTTTAGACGGTGACAATA

ATGAAACTTGCATACTCTATCGCTGTCCTTGCTACTGCTACATTAGCACTCCCAATCGCTCAACCAAATGCTGGATTAGCTGATGAAGTTGCTAAAAGGGAACC
AAAACCAGAAGCCGAACCAGAGGCCGAACCAAAAGCTAAAGCTGAAGCTGAACCATTGAGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCAAGAGAGAAG
CTGAGCCATTGAGATGGGCCGGTGTTGCTCCAAATCAACCAATCTTCAAGAGAGAAGCTGAGCCAGAGGCCGAACCAAAAGCTAAAGCTGAAGCTGAGCCATTG
AGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCAAGAGAGAAGCTGAGCCATTGAGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCAAGAGAGAAGC
TGAGCCATTGAGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCAAGAGAGAAGCTGAGCCATTGAGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCA
AGAGAGAAGCTGAGCCATTGAGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCAAGAGAGAAGCTGAGCCATTGAGATGGGCCGGTGTTGCTCCAAACCAA
CCAATCTTCAAGAGAGAAGCTGAGCCAGAGGCCGAACCAAAAGCTAAAGCTGAAGCTGAGCCATTAAGATGGGCTGGTGTTGCTCCAAACCAACCAATCTTTTA
AACTATCGGTAATCAAAGTTATTTAGTTGCTTTTGTCAGCTATCGCAACTGCTATCTATTTTTTTTTCTTTGAACGGTGACAATA

KJJ81 subgenome B (Chr. 4)

KJJ81 KPH12 ATCC36309

1 2 21PCR set 21

MFα1 

MFα2

kb

1.5

0.5

1.0

MFα1 (726  bp, 242 amino acids)
MKLAYSIAVLATATLALPIAQPNAGLADEVAKREPKPEAEPEAEPKAKA
EAEPLRWAGVAPNQPIFKREAEPLRWAGVAPNQPIFKREAEPEAEPKAA
EAEPLRWAGVAPNQPIFKREAEPLRWAGVAPNQPIFKR
EAEPLRWAGVAPNQPIFKREAEPLRWAGVAPNQPIFKR
EAEPLRWAGVAPNQPIFKREAEPLRWAGVAPNQPIFKREAEPEAEPKAKA
EAEPLRWAGVAPNQPIF KR: KEX2 cleavage sites
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Figure S8. Comparative analysis of mating type locus (MAT) organization and mating-type
hormone genes between S. fibuligera subgenomes A and B. (a) The MAT locus and MFα
genes with their expected amino sequences. (b) PCR analysis to detect the presence of MFα1
and MFα2 genes in S. fibuligera isolates. PCR set 1 was performed using the primers αF1
(red, ATGAAAYTTGYATACTCT) and αR1 (green, GATAGCAGTTGCGATAGCTG),
whereas PCR set 2 was performed using the primers αF1 and αR2 (purple,
GTTGAATCTRTATTGTCACCG). Orange: stop codon. (c) Alignment of putative amino acid
sequences of mating factor a (MFA) from C. albicans (Ca), C. guilliermondii (Cgu), S.
cerevisiae (Sc), and S. fibuligera (Sf). C: cysteine, A: aliphatic, and X: any amino acid.


