Table S1 Genetic characteristics of the paralogs considered for deletion

Genes that were deleted in this study are marked in red. Protein similarity was based on global alignment
using BLOSUMG62 of the translated genes of the S. cerevisiae CEN.PK113-7D genome sequence (Salazar et
al. 2017). WGD pairs are indicated (Byrne and Wolfe 2005).

Pathway Gene % Protein Type of duplication
Similarity
Pentose GND1 (YHR183W)/ | 87% WGD
phosphate GND2 (YGR256W)
pathway TKL1 (YPRO74C) / 71% WGD
TKL2 (YBR117C)
SOL3 (YHR163W) / 47% WGD
SOL4 (YGR248W)
TAL1 (YLR354C) / 68% WGD
NQM1 (YGR043C)
TCA cycle + PYCI1 (YGLOG2W)/  92% WGD
anaplerotic PYC2 (YBR218C)
reactions SDH1 (YKL148C) / 84% WGD
SDH1b (YJLO4A5W)
SDH3 (YKL141W)/  42% WGD
SHH3 (YMR118C)
SDH4 (YDR178W) / | 47% WGD

SHH4 (YLR164W)

CIT1 (YNROO1C) /
CIT2 (YCROO5C) /
CIT3 (YPROO1W)

CIT1/CIT2=75%
CIT1/CIT3=42%

CIT1/CIT2=WGD

Mitochondrial
transporters

AAC1 (YMRO56C)/
AAC2 (YBLO30C) /
AAC3 (YBRO85W)

AAC2/AAC1=73%
AAC2/AAC3=87%

AAC2/AAC3=WGD

SAL1 (YNLOS3W)
MPC1 (YGLOSOW) /
MPC2 (YHR162W) /
MPC3 (YGR243W)
CTP1 (YBR291C)

MPC2/MPC3=65%
MPC2/MPC1=25%

MPC2/MPC3=WGD

ODC1 (YPL134C)/
ODC2 (YOR222W)

61%

WGD

NDT1 (YILOO6W) /
NDT2 (YELOO6W)

51%

WGD

Fumarate
reductase

OSM1 (YJRO51W) /
FRDS1 (YELO47C)

59%

WGD

Glyoxylate
and TCA cycle

IDP1 (YDLO66W) /
IDP2 (YLR174W) /
IDP3 (YNLOOSW)

IDP1/IDP3=65%
IDP2/IDP3 =73%

IDP2/IDP3=WGD




acetyl-CoA ALD2 (YMR170C) / 91%
synthesis ALD3 (YMR169C)
Glycerol GPD1 (YDLO22W) / | 72% WGD
synthesis GPD2 (YOLO59W)
GPP1 (YILO53W) / 92% WGD
GPP2 (YER062C)
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