S6 Table. Gene Ontology — Component.
Comparison between gene expression levels of the UMCC 2581 and UMCC 855 strains. Gene Ontology (GO) component enriched for up-regulated
and down-regulated genes in UMCC 2581 are reported.
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genes, 30.0%
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genes, 10.2%
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genes, 6.9%

0.00

0.00

0.00

0.00

FLR1/ YBROOSC, FUR4/ YBRO2IW, YPC1/ YBRI83W,
SULI/ YBR294W, PHOS89/ YBR296C, AGP1/ YCL025C,
HSP30/ YCRO21C, KNH1/ YDL0O49C, FMP45/ YDL222C,
SNQ2/ YDROI11IW, HXT7/ YDR342C, GNP1/ YDR508C,
FIT1/ YDR534C, STL1/ YDR536W, UTR2/ YELO40W,
FCY2/ YERO56C, STE2/ YFLO26W, HNM1/ YGLO77C,
YGLI114W, MTLI1/ YGRO23W, MEP1/ YGRI21C, DUR3/
YHLOI6C, MYO1/ YHRO23W, HXT5/ YHR096C, QDR2/
YILI2IW, PRY3/ YJLO78C, GAP1/ YKRO39W, PTR2/
YKRO93W, MMP1/ YLLO61W, INAI/ YLR413W, PUNI1/
YLR414C, ATRI1/ YMLI116W, HXT2/ YMRO1IW, FET3/
YMRO58W, YNLI194C, AGA1/ YNRO44W, TAT2/ YOLO20W,
LDS2/ YOL047C, ENB1/ YOLI158C, FIT2/ YOR382W,
DIP5/ YPL265W, NCE102/ YPRI49W

FLR1/ YBROOSC, FUR4/ YBR0O2IW, SUL1/ YBR294W,
PHOS89/ YBR296C, AGP1/ YCL025C, HSP30/ YCRO21C,
FMP45/ YDL222C, SNQ2/ YDROI1W, HXT7/ YDR342C,
GNP1/ YDR508C, STL1/ YDR536W, FCY2/ YERO56C,
STE2/ YFLO26W, HNM1/ YGLO77C, YGLI14W, MTL1/
YGRO23W, MEP1/ YGRI2IC, DUR3/ YHLOI16C, HXTS5/
YHRO096C, OQDR2/ YILI2IW, GAP1/ YKRO39W, PTR2/
YKRO93W, MMP1/ YLLO61W, INAI/ YLR413W, PUN1/




YLR414C, ATRI/ YMLI116W, HXT2/ YMRO1IW, FET3/
YMRO58W, YNLI194C, TAT2/ YOLO20W, ENB1/ YOL158C,
DIP5/ YPL265W, NCE102/ YPRI49W

16021 integral 45 out of 140 817 out of 4737 0.00105 0.00 0.00 FLRI1/ YBROOSC, FUR4/ YBRO2IW, YPCI1/ YBRIS3W,
component genes, 32.1% background CTP1/ YBR291C, VBA2/ YBR293W, SULI/ YBR294W,
of genes, 17.2% PHOS89/ YBR296C, AGP1/ YCL0O25C, HSP30/ YCR0O21C,
membrane FMP45/ YDL222C, SNQ2/ YDRO11IW, YCF1/ YDRI135C,

HXT7/ YDR342C, GNP1/ YDR508C, STL1/ YDR536W,
FCY2/ YERO56C, STE2/ YFLO26W, HNM1/ YGLO77C,
YGLI114W, MTL1/ YGRO23W, MEP1/ YGRI21C, DUR3/
YHLOI6C, MUP3/ YHLO36W, HXT5/ YHR096C, QDR2/
YILI2IW, GUT2/ YILI55C, YJR124C, FAT3/ YKLIS87C,
GAPI1/ YKRO39W, PTR2/ YKRO93W, YCT1/ YLLO55W,
MMP1/ YLLO6IW, INAI/ YLR413W, PUNI1/ YLR414C,
ATRI/ YMLI16W, HXT2/ YMROIIW, FET3/ YMRO58W,
YNLI194C, YOLOI3W-A, TAT2/ YOLO20W, LDS2/
YOL047C, PHM7/ YOLO84W, ENB1/ YOL158C, DIP5/
YPL265W, NCE102/ YPRI49W

31224 intrinsic 45 out of 140 825 out of 4737 0.00137 0.00 0.00 FLRI1/ YBROOSC, FUR4/ YBR0O2IW, YPC1/ YBRI83W,
component genes, 32.1% background CTP1/ YBR291C, VBA2/ YBR293W, SULI/ YBR294W,
of genes, 17.4% PHOS89/ YBR296C, AGP1/ YCL0O25C, HSP30/ YCR0O21C,
membrane FMP45/ YDL222C, SNQ2/ YDRO1IW, YCF1/ YDRI135C,

HXT7/ YDR342C, GNP1/ YDR508C, STL1/ YDR536W,
FCY2/ YERO56C, STE2/ YFLO26W, HNM1/ YGLO77C,
YGLI114W, MTLI/ YGRO23W, MEP1/ YGRI21C, DUR3/
YHLOI6C, MUP3/ YHLO36W, HXT5/ YHR096C, QDR2/
YILI2IW, GUT2/ YILI55C, YJR124C, FAT3/ YKLIS87C,
GAPI1/ YKRO39W, PTR2/ YKRO93W, YCT1/ YLLO55W,
MMP1/ YLLO6IW, INAI/ YLR413W, PUNI1/ YLR414C,
ATRI/ YMLI16W, HXT2/ YMROIIW, FET3/ YMRO58W,
YNLI194C, YOLOI3W-A, TAT2/ YOLO20W, LDS2/
YOL047C, PHM7/ YOLO84W, ENB1/ YOL158C, DIP5/
YPL265W, NCE102/ YPRI49W

Gene Ontology Enrichment, down-regulated genes, No significant term




