Supplemental Table 2. Genes differently expressed during hypoxia in wild-type and efgl mutant

hypoxic regulation, type* gene on orfl9 proposed function (according to CandidaDB: fold regulation class®

array number http://genolist.pasteur.fr/CandidaDB)
wt h/n efgl h/n  efgl/iwth efgliwtn

inwt, notin efgl strain ACC1 orfl9.7466  acetyl-coenzyme-A carboxylase 2.8 1 0.49 15 E
PDE2 orf19.2972  nucleotide phosphodiesterase 0.65 1 15 1 E
PHO84 orf19.1172  inorganic phosphate transport protein (3-prime end) 0.61 1 1.7 1 E
RIP1 orf19.5893  ubiquinol cytochrome-c reductase 0.63 1 1.7 1 E
ADH5 orf19.2608  probable alcohol dehydrogenase 15 1 0.59 1 E
CPY1.3F orf19.1339  carboxypeptidase Y precursor 1.6 1 0.64 1 E
(PRC1)
CTAl orf19.6229 catalase A, peroxisomal 3.6 1 0.48 1 E
DDR48 orf19.4082  stress protein 2.3 1 0.46 1 E
GRP2 orf19.4309  reductase 1.7 1 0.65 1 E
PRC1 orf19.1339  carboxypeptidase Y precursor 1.8 1 0.41 1 E
orf19.1728  0orf19.1728  unknown function 1.7 1 0.65 1 E
orf19.7350  orf19.7350  unknown function 15 1 0.49 1 E
GLK1 orf19.13 aldohexose specific glucokinase 2.9 1 0.44 0.40 E
GPH1 orf19.7021  glycogen phosphorylase 1.7 1 0.38 0.34 E
SSA4 orf19.4980  hsp70 heat shock protein 1.6 1 0.52 0.56 E
HSP12 orf19.3160  heat shock protein 9.6 1 0.27 0.56 E
orf19.2296  orf19.2296  Similar to mucin proteins 1.7 1 0.61 0.59 E
orfl9.2762  orfl9.2762  unknown function 2.3 1 0.25 0.38 E
HHT21 orf19.1061  histone H3 2.0 1 1 2.0 C
UBI4 orfl9.6771  polyubiquitin 2.2 1 1 1.8 C
SSC1 orf19.1896  mitochondrial heat shock protein 70-related protein 1.7 1 1 1.9 C

in efgl, notin wt strain GAD1 orf19.1153  glutamate decarboxylase 1 0.51 0.59 1 F
NRG1 orf19.7150  transcriptional repressor 1 0.56 0.56 1 F
PDA1 orf19.3097  pyruvate dehydrogenase alpha chain 1 0.32 0.67 1 F
orf19.3335  0rf19.3335  unknown function 1 0.58 0.56 1 F
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KGD1 orf19.6165  2-oxoglutarate dehydrogenase 1 0.47 1 2.0 B
NCE102 orf19.5960  secretion of proteins that lack classical secretory signal 1 0.63 1 2.0 B

sequence
PET9 orf19.930 ADP/ATP carrier protein 1 0.35 1 1.6 B
QCR9 0rf19.2707.1 ubiquinol--cytochrome-c reductase subunit 9 1 0.59 1 1.6 B
SOD22.3f orf19.7111.2 superoxide dismutase 1 0.41 1 1.6 B
orfl9.1562  0orf19.1562  unknown function 1 0.60 1 1.9 B
orf19.2091  0rf19.2091  subunit NUHM of NADH:ubiquinone oxidoreductase 1 0.57 1 15 B
0rf19.2398  0rf19.2398  unknown function 1 0.45 1 1.8 B
orf19.449 orf19.449 phosphatidyl synthase 1 0.35 1 18 B
orf19.5069  0orf19.5069  unknown function 1 0.45 1 1.7 B
orf19.6763  0orfl19.6763  unknown function 1 0.63 1 15 B
orf19.7306  orf19.7306  unknown function 1 0.49 1 16 B
orf19.93 orf19.93 unknown function 1 0.63 1 2.0 B

differently in wt and efgl OLE1 orf19.5117  stearoyl-CoA desaturase 35 1.7 0.63 1 G
strain

RBT5 orf19.5636  repressed by TUP1 protein 5 55 2.5 0.63 1 G
orfl9.1729  0orf19.1729  unknown function 35 1.6 0.56 1 G
ENO1 orf19.395 enolase | 24 1.9 0.65 0.66 G
orf19.3261  0rf19.3261  member of the FRP family of proteins related to 35 3.7 1.6 0.6 G

Yarrowia lipolytica glyoxylate pathway regulator

Gprlp and S. cerevisiae Fun34p, 3-prime end
FAS2.3f orf19.5949 fatty-acyl-CoA synthase, alpha chain, 1.7 0.57 0.56 1.8 G
PGA54 0rf19.2685  unknown function 1.7 1.6 1.8 1 G
FTR1 orf19.7219  high affinity iron permease 1.6 35 3.6 18 G
orf19.251 orf19.251 unknown function 3.0 0.65 0.48 1 G
orf19.4246  orfl9.4246  putative phosphatidyl synthase 2.3 0.63 0.52 0.50 G
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IFE2 orf19.5288  unknown function 0.51 0.57 1 0.41

Transcript ratios of strain CAF2-1 (wt) or efgl mutant HLC52 were determined and classes of genes regulated in the indicated manner were
selected (Fig. 1, Supplemental table 1). Only genes are shown, in which 4-way comparisons of transcriptomal data (Fig. 1; Doedt et al., 2004)
resulted in a consistent scheme of regulation.

2Strains had been grown in the presence of air (n) or in hypoxic conditions (h) before transcriptomal analysis.

%Classes of genes according to the Venn diagram of Fig. 1.



