KJJ81 subgenome A, , KPH12 & ATCC3609 genomes (Chr. 4)
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MFa2

ATGAAATTTGTATACTCTATCGCTGTTCTTGCTGCTACTGCATTGGCACTTCCAATTGCTCAACCAAATGCTGAACCAGCTGAGAAAGTTGCTAAAAGGGAACC
AGAACCAGAAGCTGAAGCCAAAGCCGAGCCATTGAGATGGGCCGGTGTCGCTCCAAATCAGCCAATCTTTAAAAGAGAAGCTGAACCAGAAGCTAAAGCCGAGC
CATTGAGATGGGCAGGTGTCGCTCCAAACCAACCAATCTTCAAGAGAGAAGCTGAACCATTGAGATGGGCAGGTGTCGCTCCAAACCAACCAATCTTTTGAATT
ATTGGTAACCAAAGTTATTTAGCTGCTTCTATCAGCTATCGCAACTGCTATCTATTTTTTTCTTTTCTTTAGACGGTGACAATA

MFa1

ATGAAACTTGCATACTCTATCGCTGTCCTTGCTACTGCTACATTAGCACTCCCAATCGCTCAACCAAATGCTGGATTAGCTGATGAAGTTGCTAAARAGGGAACC
AAAACCAGAAGCCGAACCAGAGGCCGAACCAAAAGCTAAAGCTGAAGCTGAACCATTGAGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCAAGAGAGAAG
CTGAGCCATTGAGATGGGCCGGTGTTGCTCCAAATCAACCAATCTTCAAGAGAGAAGCTGAGCCAGAGGCCGAACCAAAAGCTAAAGCTGAAGCTGAGCCATTG
AGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCAAGAGAGAAGCTGAGCCATTGAGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCAAGAGAGAAGC
TGAGCCATTGAGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCAAGAGAGAAGCTGAGCCATTGAGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCA
AGAGAGAAGCTGAGCCATTGAGATGGGCCGGTGTTGCTCCAAACCAACCAATCTTCAAGAGAGAAGCTGAGCCATTGAGATGGGCCGGTGTTGCTCCAAACCAA
CCAATCTTCAAGAGAGAAGCTGAGCCAGAGGCCGAACCAAAAGCTAAAGCTGAAGCTGAGCCATTAAGATGGGCTGGTGTTGCTCCAAACCAACCAATCTTTTA
AACTATCGGTAATCAAAGTTATTTAGTTGCTTTTGTCAGCTATCGCAACTGCTATCTATTTTTTTTTCTTTGAACGGTGACAATA

C. Proposed processing site
* 20 40
CaMFAl : IAAQQQSKK GSGQUIEKDKDAAAKINNAVRSVS—--TGNCCST@®S 42
CguMFAl : MAAQI———— STSZ—\ TQAETRDNRKVVKHVR--RGYPAHY : 38
ScMFA1L : IQPS————ATAHPKEKTSSKKYIIK————GVFWDP : 36
ScMFA2 : IQPITA——TQ TQKDKSSKKYIIK————GLFWDP : 38
SEMFAL (A) : KFA————HN T TGSNKIZQQOBNIYTDPNNSNHILAQS vV : 40
SEfMFAL (B) : NINFAS----[SHNA TNGSKKQQIYTDPNNSNHILAQS : 40
SfMFA2 (A) : IKFA————HN ATETGSNKIHQOPNTYTDPNNSNHILAQS : 40

CAAX : Proposed farnesylation site

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 MFa
genes with their expected amino sequences. (b) PCR analysis to detect the presence of MFoal
and MFo2 genes in S. fibuligera isolates. PCR set 1 was performed using the primers aF1
(red, ATGAAAYTTGYATACTCT) and aR1 (green, GATAGCAGTTGCGATAGCTG),
whereas PCR set 2 was performed using the primers aF1 and aR2 (purple,
GTTGAATCTRTATTGTCACCG). Orange: stop codon. (¢) 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.



