Table S1. Transcription factor binding motif positions identified with

functionally variant (p<0.05) positions.
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ABF1 6 1.28983 0.034 0.97 S. mikatae Y6.4kv6 cDNA
MBP1 1 49658 0.035 1.06 S. mikatae Y6.4kv6 cDNA
RAP1 10 4.89422 0.007 1.02 S. mikatae Y6.4kv6 cDNA
DOUBLEPAC 3 36.5188 0 1.14 S. kudriavzevii Y6.4kve cDNA
PAC 12 4.90279 0.031 0.29 S. kudriavzevii Y6.4kve cDNA
RAP1 10 5.51761 0.031 0.86 S. kudriavzevii Y6.4kv6 cDNA
DOUBLEPAC 7 36.5188 0 1.14 S. kudriavzevii Y6.4kv6 cDNA
HSF1 6 58.0168 0.015 0.04 S. kudriavzevii Y6.4kv6 cDNA
STB5 6 10.9097 0 0.96 S. kudriavzevii Y6.4kv6 cDNA
SPT15 1 10.3586 0 0.20 S. kudriavzevii Y6.4kv6 cDNA
FKH2 9 8.12117 0.012 1.61 S. kudriavzevii Y6.4kve cDNA
DOUBLEPAC 11 16.7642 0.047 1.00 S. kudriavzevii Y6.4kve cDNA
MAC1 8 22.245 0 0.96 S. kudriavzevii Y6.4kve cDNA
FKH2 11 6.79457 0.033 1.61 S. kudriavzevii Y6.4kve cDNA
CIN5 9 5.86465 0.043 0.82 S. kudriavzevii Y6.4kve cDNA
RPN4 2 149538 0.029 1.45 S. kudriavzevii Y6.4kv6 cDNA
MCM1 8 16.162 0.015 1.00 S. kudriavzevii Y6.4kv6 cDNA
MATALPHA2 2 7.19348 0.042 0.77 S. kudriavzevii Y6.4kv6 cDNA
ABF1 6 1.27823 0.035 1.16 S. kudriavzevii Y6.4kv6 cDNA





