Supplementary Table S1 — List of the genes found to be up- or down- regulated in response to acetic acid (30 mM, at pH 4.0) in C. glabrata KUE100 cells. Genes whose expression increased or decreased (above a 2-fold threshold level) in acetic acid (AC)-challenged cells, in comparison with

unstressed cells (CTRL), were selected as described in materials and methods and are here listed. The biological function indicated was based on the information available at Candida Genome Database and/or in the information available for the S. cerevisiae orthologue

UP-REGULATED GENES
S. isi
ORF Gene name log,FC (wt AC/wt CTRL) p_value cerevisiae Function
orthologue
CAGLOGOS632¢ 6,95 1,20€-07 YDL218W Putative protein of unknown function; YDL218W transcription is regulated l?y Azflp and mc!uced bY starvation and aerobic conditions; expression also induced in
cells treated with the mycotoxin patulin
CAGLOI10010g 6,82 1,18E-08 BTN2 v-SNARE binding protein that facilitates specific protelr} retrieval from a late endosome to the Golgi; modulates arginine uptake, possible role in mediating pH
homeostasis between the vacuole and plasma membrane H(+)-ATPase
Thiazole synthase, abundant protein involved in the formation of the thiazole moiety of thiamine during thiamine biosynthesis; acts more as a co-substrate rather
CAGLOMO1166g 6,44 2,09E-06 THI4 than an enzyme by providing the sulphur source for thiazole formation; undergoes a single turnover only; required for mitochondrial genome stability in response to
DNA damaging agents
CAGLOF08261g 6,11 1,01E-07 ENO1 Enolase |, a phosphopyruvate hydratase that cat.alyzes the conver5|.on of Z»ph.osp‘hoglycerate .to phosphoenolpyruvate during glycolysis and the reverse reaction
during gluconeogenesis; expression is repressed in response to glucose
CAGLOG03883¢ 6,10 1,40E-08 HSP104 Disaggregase; Heat shock protein tha.t cooperates V‘.llth Yd_le (Hsp40) and Ssalp (HSP70) to refold_and reac.tlvate previously c%enatured, aggregated proteins;
responsive to stresses including: heat, ethanol, and sodium arsenite; involved in [PSI+] propagation
CAGLOG03289g CgSsA3 6,10 5,22E-07 SsA4 Heat shock protein that is highly induced upon stress;.plays arole |n_ SRP-de.pendent cotranslatl(?nal proFeln-membran.e targeting and translocation; member of the
HSP70 family; cytoplasmic protein that concentrates in nuclei upon starvation
CAGL0J00451g 5,66 4,15E-07 - Putative glyceraldehyde-3-phosphate dehydrogenase
CAGL0C04323g 5,33 8,54E-07 NTH2 Putative neutral trehalase, required for thermotolerance and may mediate resistance to other cellular stresses
CAGLOM11902g 5,08 3,85E-08 FUN19 Non-essential protein of unknown function; expression induced in response to heat stress
CAGLOMO8822g CgHsP78 5,06 9,72E-08 HsP78 Oligomeric mitochondrial matrix chaperone that cgoperates with. Ssclpin mitochondrﬁél thermqtolerance after heat shock; able to prevent the aggregation of
misfolded proteins as well as resolubilize protein aggregates
CAGLOE00803g 4,82 4,04E-08 HSpa2 Small heat shock protein (sHSP) with chaperone activity; forms barrel-slhapled oligomers that suppress unfolded protein aggregation; involved in cytoskeleton
reorganization after heat shock
CAGLOI07249g 471 1,01E-05 BAG7 Rho GTPase activating protein (RhoGAP), stimulates the intrinsif GTPase activity of Rho}p, which plays a role in actin cytoskeleton organization and control of cell
wall synthesis; structurally and functionally related to Sac7p
CAGLOH03707¢ 464 1,89E-07 Sis1 Type Il HSP40 co-chaperone that interacts with the HSP70 protein Ssa}p; not fuﬁctlonally red}Jndant with Ydj1p due to due to substrate specificity; shares similarity
with bacterial DnaJ proteins
CAGLOE01353g 4,55 2,67E-07 ZRT2 Low-affinity zinc transporter of the plasma membrane; transcription is induced under low-zinc conditions by the Zap1p transcription factor
CAGLOG08366g 4,38 1,42E:07 FKH1 Forkhead family transcription factor with a ml.nor_ role. in the expression of G2/M phase genes; negatively refgulate_s tr_anscrlptlonal elongation; positive role in
chromatin silencing at HML and HMR; regulates donor preference during switching
CAGLOK07337g 4,37 1,63E-06 HSP30 Has domain(s) with predicted ion channel activity, role in ion transport and membrane localization
CAGLOC02321g CgPHME 225 1,456-07 PHMS Lysophosphatidic acid (LPA) phosphatase involvefi in' LI?A hydrolysis in response to phosphate sFarvaFiorT; phosphatase activity is soluble and Mg2+ dependent;
expression is induced by low phosphate levels and by inactivation of Pho85p
CAGLOH02585g 4,19 1,35E-06 GAD1 Glutamate decarboxylase, converts glutamate into gamma-aminobutyric acid (GABA) during glutamate catabolism; involved in response to oxidative stress
CAGLOH10076g 412 1,50E-06 YRO2 Protein of unknown function with 5|mllarl.ty to archée_al rhodopsms; the authe_ntlc, non-tflgg_ed protein is detected in a phosphorylated state in highly purified
mitochondria in high-throughput studies; transcriptionally regulated by Haalp
CAGLOK10164g 4,08 1,73E:05 SEDI Major stress-induced structural GPI-cell wall glycopr?teln in statlonary-ph.ase cells,_as_souate.s with t_ra_nslatlr_1g ribosomes, possible role in mitochondrial genome
maintenance; ORF contains two distinct variable minisatellites
CAGLO0109724g 4,07 6,09E-07 - Has domain(s) with predicted role in transmembrane transport and integral component of membrane localization
CAGLOF04631g 4,03 6,56E-06 MOH1 Protein of unknown function, has homology to kinase Snf7p; not required for growth on nonfermentable carbon sources; essential for survival in stationary phase
CAGLOI10384g gTPO3 3,98 2,68E-06 P02 Polyamine transport protein specific for spermine; localizes to the plasma membrane.; transcription of TPO2 is regulated by Haalp; member of the major facilitator
superfamily
CAGLOJ0GOS0g 3,97 3,26E-06 vGP1 Cell wall-related secretory glycoprotein; induced by.nutrle_nt deprlv?tlon-assomated growth .jarr_est_and upon entry into stationary phase; may be involved in
adaptation prior to stationary phase entry; has similarity to Sps100p
CAGLOH00704g 3,95 5,98E-07 IcY2 Protein of unknown function; mobilized into polysomes upon a shift from a fermentable to nonfermentable carbon source; potential Cdc28p substrate
CAGL0G08624g CgQDR2 3,92 2,06E-06 QDR1 Multidrug transporter of the major facilitator superfamily, required for resistance to quinidine, ketoconazole, fluconazole, and barban
CAGLOF04521g 3,84 8,29E-07 ECM13 Non-essential protein of unknown function; induced by treatment with 8-methoxypsoralen and UVA irradiation
CAGLOGO6182¢ 3,72 2,986-06 YHRI31C Putative protein of unknown function; GFP-fusion protein Iocalllzesl to Fhe cytoplasm; qvgre)fpressmn causes cell cycle delay or arrest; contains a PH domain and binds|
phosphatidylinositols and other lipids in a large-scale study
CAGLOL077228 CgPGK1 3,69 2,65E-05 PGK1 3-phosphoglycerate kinase, catalyzes transfer of high-energy phosphoryl grou;?s from the acyl phos?hate of 1,3-bisphosphoglycerate to ADP to produce ATP; key
enzyme in glycolysis and gluconeogenesis
CAGLOAO1804g CgHXT1 3,65 2,986-06 HXT1 Low-affinity glucose transporter of the major facilitator superfamily, expression is induced by Hxk2p in the presence of glucose and repressed by Rgt1p when glucose

is limiting




CAGLOH04279g MT-IIB 3,65 2,67E-05 - Copper-binding metallothionein, involved in sequestration of metal ions
CAGLOF04395¢ 3,61 4,57E-06 GPH1 Non-essential glycogen phosphorylase required for the mobilization of glycogen, activity is regulated b.y cyclic AMP-mediated phosphorylation, expression is
regulated by stress-response elements and by the HOG MAP kinase pathway

CAGLOK12254g 3,60 1,98E-06 ViD24 Peripheral membrane protein located at Vid (vacuole import and degradation) vesicles; r.egulates fru_ctose-l,S-blsphosphatase (FBPase) targeting to the vacuole;
promotes proteasome-dependent catabolite degradation of FBPase

CAGLOK04301g 3,47 1,20E-05 EMPAS Putative protein of unknown function; the authentic, non»tagg_ed protein is detected in highly p.ul'lfléd _rmtochondna in high-throughput studies; induced by

treatment with 8-methoxypsoralen and UVA irradiation
CAGLOB00616g 3,46 3,39E-05 SPS22 Protein of unknown function, redundant with Sps2p for the organization of the beta-glucan layer of the spore wall
CAGLOE06358¢ CgGPMI 3,46 1,18E-06 GPM1 Tetrameric phosphoglycerate mutase, mediates the conversion of 3-phosphog|yceratel to 2-phosphoglycerate during glycolysis and the reverse reaction during
gluconeogenesis
CAGLOK03421g 3,39 214E-05 PGM2 Phosphoglucomutase, catalyzes the conversion from glucose-1-phosphate to glucose-6-phosphate, which is a key step in hexose metabolism; functions as the
acceptor for a Glc-phosphotransferase
CAGLOLO800SE 3,39 1,40E-04 PVIPI Small single-membrane span proteolipid that functions las a regylatoryfubunlt of the.?lasma membrane H(+)-ATPase I?malp, forms unique helix and positively
charged cytoplasmic domain that is able to specifically segregate phosphatidylserines
CAGLOH02101g 331 8,50E-05 RTC3 Protein of unknown function involved in RNA metabolism; has structural 5|m|llar|ty to SBDS, the human protein mutate.d‘lr) Shwachman-Diamond Syndrome (the
yeast SBDS ortholog = SDO1); null mutation suppresses cdc13-1 temperature sensitivity
CAGLOJ10296g 3,30 1,21E-06 API Putative chaperone of the HSP40 (DNAJ) family; over?xpre55|qnl |nterferes Wlth' propégatlon of the [Psi+] F”Dn; the authentic, non-tagged protein is detected in
highly purified mitochondria in high-throughput studies
CAGLOGO5269g 3,27 1,70E-05 FMP16 Putative protein of unknown function; proposed to be involved !n respomﬁhn‘g tc? conditions of stressi the authentic, non-tagged protein is detected in highly purified
mitochondria in high-throughput studies
CAGLOI09702g 3,24 215606 MCH5 Plasma membrane riboflavin transporter; facilitates the uptake of vitamin B2; required ff)lj FAI?-dependent processes; sequence similarity to mammalian
monocarboxylate permeases, however mutants are not deficient in monocarboxylate transport
CAGLOG09383g CgTDH3 323 5 64E-06 TDH3 Glyceraldehyde-3-phosphate dehydrogenase, isozyme 3, i|t1volved in glycolysis and gluconfzogenesis; tetramer that catalyzes the reaction of glyceraldehyde-3-
phosphate to 1,3 bis-phosphoglycerate; detected in the cytoplasm and cell wall
CAGLOE05148g 3,23 3,68E-06 AMS1 Vacuolar alpha mannosidase, involved in free oligosaccharide (fOS) degradation; delivered to the vacuole in a novel pathway separate from the secretory pathway
CAGLOF08745¢ 3,22 7,88E-05 STE2 Protein involved in resistance to desswa_tlon streS§; Stf2p exhibits .ant|‘o><|dant _propertles, and its overexpre_ssu?n.prevent.s ROS accumulation and apoptosis; binds to
the FO sector of mitochondrial F1FO ATPase in vitro and is proposed to modulate the inhibitory action of Inh1p and Stflp
CAGLOMO02167g 3,22 2,99E-06 PRMA4 Pheromone-regulated protein proposed to be involved in mating; predicted to ha.ve 1 tran.smefmbr_ane segment; transcriptionally regulated by Ste12p during mating
and by Cat8p during the diauxic shift
CAGLOG02057¢ 3,19 2,48E-05 YKRO75C Protein of unknown function; similar to YOR062Cp and Reglp; expression re_gulated by glucose and Rgtlp; GFP-fusion protein is induced in response to the DNA-
damaging agent MMS
CAGLOH04851g 3,18 4,78E-06 ppz1 Serine/threonine protein phosphatase Z, isoform of Ppz2p; involved in regulation of potassium transport, which affects osmotic stability, cell cycle progression, and
halotolerance

CAGL0J01595g CgGLM6 3,18 4,74E-06 YPRO15C Putative protein of unknown function; overexpression causes a cell cycle delay or arrest

CAGLOA03102g CgARO10 3,17 2,47E-06 ARO10 Phenylpyruvate decarboxylase, catalyzes decarboxylation of phenylpyruvate to phenylacetaldehyde, which is the first specific step in the Ehrlich pathway

CAGLOA02002g 3,16 7,20E-06 YOL024W Putative protein of unknown function; predicted to have thiol-disulfide oxidoreductase active site

CAGLOH00418g 3,16 1,31E-05 - Unknown

CAGLO0100418g 3,15 4,34E-05 OLE1 Delta(9) fatty acid desaturase, required for monounsaturated fatty acid synthesis and for normal distribution of mitochondria

CAGLOK04719g 3,15 2,17E-06 YNL208W Protein of unknown function; may interact with r'|b050mes, based on CO-PurIfICatIOI’? experiments; authlentlc, non-tagged protein is detected in purified mitochondria
in high-throughput studies; potential orthologs found in other fungi

ATP binding protein involved in protein folding and vacuolar import of proteins; member of heat shock protein 70 (HSP70) family; associated with the chaperonin-
CAGLOG03795g CgSSA1 3,13 4,17E-05 SSA2 containing T-complex; present in the cytoplasm, vacuolar membrane and cell wall; 98% identical with Ssalp, but subtle differences between the two proteins
provide functional specificity with respect to propagation of yeast [URE3] prions and vacuolar-mediated degradations of gluconeogenesis enzymes
CAGLOIOS934g 3,12 2,01E-06 VIL144W Cytoplasmic hydrophilin essential in desswatlon»rehydratlo_n Fr?cess; expression induced by osmotic stress, starvation and during stationary phase; GFP-fusion
protein is induced by the DNA-damaging agent MMS
CAGLOKO7590g CgmY03 3,11 3,72E-06 MYO3 One of two type | myosins; localizes to actin cortical patches; deletion of MYO3 has little effect or.1 ngJwth, but myo3 myo5 double deletion causes severe defects in
growth and actin cytoskeleton organization
CAGLOE0SS566¢ 3,11 1,28E-05 TYE7 Serine-rich protein that contains a basic-helix-loop-helix (bHLH)_DI_\lA blndlrjg mot.lf; binds E-t.Joxes of glycolytic genes and contributes to their activation; may function
as a transcriptional activator in Tyl-mediated gene expression
CAGLOFO01111g 3,09 1,64E-06 OPI10 Protein with a possible role in phospholipid biosynthesis, based on inositol-excreting phenotype of the null mutant and its suppression by exogenous choline
CAGLOI0S148g CgpLD1 3,07 5,80E-05 DLD1 D-lactate dehydrogenase, oxidizes D-lactate to pyruvate, transcriptior? is heme-}iePendent, repressed by glucose, and derepressed in ethanol or lactate; located in
the mitochondrial inner membrane
CAGL0G02563g 3,06 3,38E-05 NA NA
CAGLOG03179¢ 3,06 2,72E-06 ASK10 Component of RNA polymerase Il holoenzyme, phosphorylated in response to oxidative stress; has a role in destruction of Ssn8p; proposed to function in activation
of the glycerol channel Fpslp; paralogous to Rgclp

CAGLOI02436g CgENO1 3,06 2,02E-05 ENO2 Enolase Il, a phosphopyruvate hydratase that cate?lyzes the convers@n of 2-ph<.)spl_10_glyceratéj‘ to phosphoenolpyruvate during glycolysis and the reverse reaction
during gluconeogenesis; expression is induced in response to glucose

CAGLOK03685g 3,05 5,72E-05 PKR1 V-ATPase assembly factor, functions with other V-ATPase assembly factors in the ER to efficiently assemble the V-ATPase membrane sector (VO0)




Plasma membrane protein with a role in cell wall integrity; co-localizes with Sur7p in punctate membrane patches; null mutant displays decreased thermotolerance;

CAGLO0J04466g 3,04 1,97E-06 PUN1 P .
transcription induced upon cell wall damage and metal ion stress
CAGL0OC00275g CgHSP31 3,04 1,33E-05 - Putative cysteine protease
CAGLOM13651g 3,04 3,07E-06 PRCI Vacuolar carboxypeptidase Y (proteinase C; CPY), broad-specificity C-termlnal exopeptl(_iase |nvol§/ed in non-specific protein degradation in the vacuole; member of
the serine carboxypeptidase family
CAGL0C02893g 3,01 5,78E-06 HRK1 Protein kinase implicated in activation of the plasma membrane H(+)-ATPase Pmalp in response to glucose metabolism; plays a role in ion homeostasis
CAGLOM11660g 2,99 3,55E-06 - Has domain(s) with predicted hydrolase activity
CAGLOMO07920g cgPDC 2,98 1,83E-:05 PDC1 Major of three pyruvate decarboxylase isozymes, key enzyme in alco}_wl|c.ferment?t|on,.decar_boxylates.pyruvate to acetaldehyde; subject to glucose-, ethanol-, and
autoregulation; involved in amino acid catabolism
CAGLOH03971g 2,98 7,55E-06 vepa Protein of unknown function, has sequence and structu_ral SIrTII|E.1r-Ity to_flavodoxms;. prt?dlcted to be palmltt?ylated; the authentic, non-tagged protein is detected in
highly purified mitochondria in high-throughput studies
CAGLOAQ0495g CgPMAT 2,98 8,50E-06 PMAT Plasma membrane H+-ATPase, pumps protons _out of the cell; m_ajor.regulat(_)r of C\{toplasmlc pH and plasma membrane potential; P2-type ATPase; Hsp30p plays a
role in Pmalp regulation; interactions with Std1p appear to propagate [GAR+]
CAGLOA01870g 2,97 1,36E-05 - Has domain(s) with predicted integral component of membrane localization
CAGLOI0G644g 2,00 8,14E-04 sPi1 GPl-anchored cell wall protein involved in weak acid resistance; basal e>l<pre.55|or'1 ret:!ulfes Msn2p/Msndp; expression is induced under conditions of stress and during
the diauxic shift; similar to Sed1p
CAGLOI0G182g CoPIR2 2,00 2,06E-05 HSP150 O-mannosylated heat shock protein that is secretef:l and covalently attachedl to Fhe cell wall via t?eta-1,3igllfcar.1 and disulfide bridges; required for cell wall stability;
induced by heat shock, oxidative stress, and nitrogen limitation
CAGLOMO6897g 2,01 8,50E-05 YNLO24C Putative methyltransferase; r?as seyen beta-strand methyltransferase motif; green f!uorescent prlotelr? (GF!’)-fusmn proFE|n localizes to the cytoplasm; despite
similarity to methyltransferases, null mutant does not display alterations in lysine methylation pattern
CAGLOJO7568¢ 2,01 1,05E-05 LAP3 Cysteine aminopeptidase with homocysteme}-th‘mlaf:tonase activity; protects fells against homocysteine toxicity; has bleomycin hydrolase activity in vitro;
transcription is regulated by galactose via Gal4p; orthologous to human BLMH
CAGLOH07469g 2,90 3,42E-06 €52 Protein of unknown function; null mutation does not confer any obvious defects in growth, spore germination, viability, or carbohydrate utilization
CAGLOGOS698g CgGDH2 2,89 1,19E-05 GDH2 NAD(+)-dependent glutamate dehydrogenase, degrades glutamate Fo ammonia and alpha»ketoglutarate; expression sensitive to nitrogen catabolite repression and
intracellular ammonia levels
CAGLOMO8492g CgPIR3 2,88 6,55E-06 PIRI O-glycosylated protein required for cell wall stability; attached t_o the Fell wall via beta-1,3»g!ucan; medlates mitochondrial translocation of Apnlp; expression
regulated by the cell integrity pathway and by Swi5Sp during the cell cycle
CAGLOAO1716g 2,87 6,32E-05 PNCI Nicotinamidase that converts nicotinamide to nICO.T.InIC acid as part of the NAD(_+) sa_!lvage pathway, r.equ.lred_for life span extension by calorie restriction; PNC1
expression responds to all known stimuli that extend replicative life span
CAGLOE03630g 2,84 1,52E-05 RIM4 Putative RNA-binding protein required for the expression of early and middle sporulation genes
CAGLOL02497g CoFBAI 2,84 8,04E-06 FBA Fructose 1,6-bisphosphate aldolase, required for glycolysis and gluconet?genesis; ?atalyzes conversion of fr}Jctt?se 1,6 bisphosphate to glyceraldehyde-3-P and
dihydroxyacetone-P; locates to mitochondrial outer surface upon oxidative stress
CAGL0J11462g 2,84 6,38E-06 YNL190W Hydrophilin essential in dessication-rehydration process; cell wall protein; contains a putative GPl-attachment site
CAGLOG03267¢ 2,80 7,17€-06 AST2 Similar to lipid raft associated protein Ast1p; similarly tf) Astlp, oyfare)fpressmn rt.estores ?malp localization to lipid rafts which is requlre(_i for targeting of Pmalp to
the plasma membrane; sometimes classified in the medium-chain dehydrogenase/reductases (MDRs) superfamily
CAGLOAO1650g 2,80 3,76E-06 Ecl1 Protein of unknown function, affects chronological ||fe§pan; induced by iron hO.mEOStaSIS transcription factor Af:th; -ml:I|tICOpy suppressor of temperature sensitive
hsfl mutant; induced by treatment with 8-methoxypsoralen and UVA irradiation
CAGLOE01749g CgYPS4 2,78 3,45E-05 - Putative aspartic protease; member of a YPS gene cluster that is required for virulence in mice; induced in response to low pH and high temperature
CAGLOL06424g 2,77 1,45E-04 cccwi2 Predicted GPI-linked adhesin-like protein
CAGLOF06413¢ 277 2,336-03 FET3 Ferro-02-oxidoreductase required for high-affinity iron uptake and lnvolve.d in medla_tlng resistance to copper ion toxicity, belongs to class of integral membrane
multicopper oxidases
CAGLOH08393¢ 2,75 2,62E-04 BAP2 High-affinity leucine permease, functions as a branched-chain amino acid permease |nvo|ve_d in the uptake of leucine, isoleucine and valine; contains 12 predicted
transmembrane domains
CAGLOD01270g 2,75 1,90E-04 - Unknown
CAGLOM12034g CoPYKI 272 1,08E-04 o9 Pyruvate kinase, functions as a homotetramer in glycolysis to convert phosph?enolpyliuvalte to pyruvate, the input for aerobic (TCA cycle) or anaerobic (glucose
fermentation) respiration
CAGLOK02145g 271 3,826-06 YER130C Protein of unknown function; transcnptlor\ IS. regulated by Héalp, Sok2p and Zaplp transcrlptnor}al actlvat?rs; computational analysis suggests a role as a
transcription factor; C. albicans homolog (MNL1) plays a role in adaptation to stress
CAGLOLO5786g 2,71 2,16E-05 YPRO13C Putative zinc finger protein; YPRO13C is not an essential gene
CAGLOF03707g 2,71 4,31E-06 HRK1 Protein kinase implicated in activation of the plasma membrane H(+)-ATPase Pmalp in response to glucose metabolism; plays a role in ion homeostasis
CAGLODO03322¢ 2,70 6,91E-06 1713 Membrane protein involved in zinc ion homeostasis, member of the four-protein IZH family, lexpressmn induced byl zlmc deficiency; deletion reduces sensitivity to
elevated zinc and shortens lag phase, overexpression reduces Zap1p activity
CAGLOG09603g 2,69 6,69E-05 YOR186W Putative protein of unknown function; proper regulation of expression during heat stress is sphingolipid-dependent
CAGLOM12430g CgRHR2 2,68 1,32E-:05 RHR2 Constitutively expressed isoform of DL-glycerol-3-phosphatase; involved I!’\ glycerol blosy_nthe5|s, induced in response to both anaerobic and, along with the
Hor2p/Gpp2p isoform, osmotic stress
CAGL0G01474g 2,66 3,57E-05 BOP3 Protein of unknown function, potential Cdc28p substrate; overproduction confers resistance to methylmercury
CAGL0J03080g 2,65 7,58E-04 RGI1 Protein of unknown function involved in energy metabolism under respiratory conditions; protein abundance is increased upon intracellular iron depletion
CAGLOK07634g CgGATI 2,65 3,38E-05 GAT1 Transcriptional activator of genes involved in nitrogen catabolite repression; contains a GATA-1-type zinc finger DNA-binding motif; activity and localization regulated

by nitrogen limitation and Ure2p




CAGL0L08030g 2,64 1,44E-05 SLM5 Mitochondrial asparaginyl-tRNA synthetase
CAGLOH08844g 2,64 2,49E-04 DDR4S DNA damage-responsive protein, expression is increased in response. to he_at-shock stress or treatments that produce DNA lesions; contains multiple repeats of the
amino acid sequence NNNDSYGS
CAGLO0101342g 2,63 3,53E-05 GLY1 Threonine aldolase, catalyzes the cleavage of L-allo-threonine and L-threonine to glycine; involved in glycine biosynthesis
CAGLOFO7117¢ 2,63 1,47E-05 GPG1 Proposed gamma subunit of the heterotrimeric G protein t‘hat |ntera?ts with the receptor G;?rlp; |nvolveq in reg}:latlon of pseudohyphal growth; requires Gpb1p or
Gpb2p to interact with Gpa2p; overproduction causes prion curing
CAGLOL03696g 2,62 2,36E-05 ECM3 Non-essential protein of unknown function; involved in signal transduction and the g§n0t9X|f: response; induced rapidly in response to treatment with 8-
methoxypsoralen and UVA irradiation
CAGLOJ04202¢ CgHsP12 261 1,24E-04 HSP12 Plasma membrane protein involved in maintaining membrlane organization in stress conditions; induced by heat shock, oxidative stress, osmostress, stationary
phase, glucose depletion, oleate and alcohol; regulated by HOG and Ras-Pka pathways
CAGLOGO4081g 2,60 4,79E-05 THI73 Putative plasma membrane permease proposed to be |nvoIYed in carl?oxYllc acid uptake and rgpressed by thiamine; substrate of Dbf2p/Mob1p kinase; transcription
is altered if mitochondrial dysfunction occurs
Triose phosphate isomerase, abundant glycolytic enzyme; mRNA half-life is regulated by iron availability; transcription is controlled by activators Reb1p, Gerlp, and
CAGLOH08327g CgTPI1 2,60 9,36E-06 TPI1 Rap1lp through binding sites in the 5' non-coding region; inhibition of Tpilp activity by PEP (phosphoenolpyruvate) stimulates redox metabolism in respiring cells;
E104D mutation in human TPI causes a rare autosomal disease
CAGL0C03740g 2,59 6,57E-06 MIT1 Transcriptional regulator of pseudohyphal growth; protein with sequence similarity to S. pombe gtil+ (gluconate transport inducer 1) and C. albicans Worl
CAGLOB03619g 2,58 1,08E-03 PRBI Vacuolar proteinase B (yscB), a serine protease of the subtilisin family; |rl1volved'|r'\ protger degradat‘lon in the vacuole and required for full protein degradation during
sporulation; activity inhibited by Pbi2p
CAGLOI05874g 2,57 1,18E-04 NA NA
CAGLOJ04026g 2,56 5,55E-06 HER1 Protein of unknown function required for proliferation or remodeling of the. ER_that is ca.used by overexpression of Hmg2p; may interact with ribosomes, based on co:
purification experiments
CAGLO0104246g 2,56 1,07E-04 SUT1 Transcription factor of the Zn[I1]2Cys6 family involved in sterol uptake; involved in induction of hypoxic gene expression
CAGLOE01837g CgYPS9 2,56 1,38E-05 - Putative aspartic protease; predicted GPl-anchor; member of a YPS gene cluster that is required for virulence in mice; expression induced at high temperature
CAGLOH08778¢ 2,55 1,07E-05 PUE2 Member of the PUF protein family, which is defined by the presen_ce of Pumilio homol(_lgy domaln_s that confer RNA binding activity; preferentially binds mRNAs
encoding membrane-associated proteins
CAGLOE04774g 2,55 2,25E-05 YDR222W Protein of unknown function; green fluorescent protein (GFP)-fusion protein localizes to the cytoplasm in a punctate pattern
CAGLOFO8371¢ CgTNAT 2,50 1,74E-04 TNAT High affinity nicotinic acid plasma membrane permease, responsi?le for upFake of low Iev.els of nicotinic acid; expression of the gene increases in the absence of
extracellular nicotinic acid or para-aminobenzoate (PABA)
CAGLODO1276g 251 8,60E-06 opy2 Integral membrane protein that functions in the signaling branch of Fhe high-osmolarity glylcerol (HOG) pathway; interacts with Ste50p; overproduction blocks cell
cycle arrest in the presence of mating pheromone
CAGLOM11000g 2,50 2,79E-03 YNRO34W-A Putative protein of unknown function; expression is regulated by Msn2p/Msn4p
CAGLOG03531¢ 2,49 3,59E-05 SPRE Protein of unknown function, expressed during sporulation; not required for spor_ulatlon, but gene exhibits genetic interactions with other genes required for
sporulation
Zinc finger transcriptional repressor; cooperates with Miglp in glucose-induced repression of many genes including SUC2 (invertase); binds to Miglp-binding sites in
CAGLOK09372g 2,47 9,76E-06 MIG2 SUC2 promoter; under low glucose conditions Mig2p relocalizes to mitochondrion, where it regulates morphology, interacts with Ups1p and antagonizes
mitochondrial fission factor, Dnm1p, indicative of a role in promoting mitochondrial fusion or regulating morphology
CAGL0J00715g 2,46 2,26E-05 YHR022C Putative protein of unknown function; YHR022C is not an essential gene
CAGLOH01375g CgSUR2 2,44 9,18E-05 SUR2 Sphinganine C4-hydroxylase, catalyses the conversion of sphinganine to phytosphingosine in sphingolipid biosyntheis
CAGLOI0S060g 2,43 3,586-04 DOTE Protein involved in rRNA and ribosome blog.ene5|55 F)mds polymerlase. Aand C‘motlf; sublunlt of the RPlD3L hlstf)ne deacejtylase complex; similar to Tod6p; has
chromatin specific SANT domain; involved in telomeric gene silencing and filamentation
CAGLOFO8041¢ CoPFK1 2,43 345605 PFK1 Alpha subunit of heterooctameric phosphofructokinase ir?volyeq ir}\ glycolysis,l indis;{ensable for anaerobic growth, activated by fructose-2,6-bisphosphate and AMP,
mutation inhibits glucose induction of cell cycle-related genes
CAGLOK03663g 2,43 4,24E-05 YMR122W-A Protein of unknown function; green fluorescent protein (GFP)-fusion protein localizes to the cytoplasm and endoplasmic reticulum
CAGLOH02563¢ 2,42 4,65E-05 HOR7 Protein of unknown function; overexpression su.pp.res?e.s Ca2+ sensitivity of mutant_s lacking inositol phosphorylceramide mannosyltransferases Csglp and Cshlp;
transcription is induced under hyperosmotic stress and repressed by alpha factor
CAGLODOSS66¢ 2,42 4,98E-05 YEH1 Steryl ester hydrolase, one of three gene products (Yehlp, Yeh2p, Tgll;?) »respon.5|b|e for steryl ester hydrolase activity and involved in sterol homeostasis; localized
to lipid particle membranes
CAGLOE01793g CgYPS6 2,40 6,59E-05 NA NA
CAGLOG04763g 2,38 2,54E-04 RGS2 Negative regulator of glucose-induced cAMP signaling; directly activates the GTPase activity of the heterotrimeric G protein alpha subunit Gpa2p
CAGLOK06853g 2,38 1,11E-04 PCSE0 Peroxisomal protein that binds AMP and mRNA, Iocallzes.to.both the pE-I'OXISOITIa.| peripheral membrane and matrix, expression is highly inducible by oleic acid,
similar to E. coli long chain acyl-CoA synthetase
CAGLOE04312¢ 2,38 5,98E-05 STP2 Transcription factor, activated by proteolytic processing in response to S|g.nals from the SPS sensor system for external amino acids; activates transcription of amino
acid permease genes
CAGLOH02519g 2,37 2,07-04 YMR253C Putative protein of unknown function; green fluorescent protein (GFP)-fusion pgrz::n localizes to the cytoplasm in a punctate pattern; YMR253C is not an essential
CAGLOMO7634g 2,37 2,00E-04 SoK2 Nuclear protein that plays a regulatory role in the cycll_c AMP (ICA!VIP)-dependent protein kinase (PK_A) §|gnal transduction pathway; negatively regulates
pseudohyphal differentiation; homologous to several transcription factors
CAGLOMO0748g cgECM7 2,36 3,02E-05 ECM7 Non-essential putative integral membrane protein with a role in calcium uptake; mutant has cell wall defects and Ca+ uptake deficiencies; transcription is induced

under conditions of zinc deficiency




Zinc cluster protein proposed to function as a transcriptional regulator involved in the stress response; null mutants have a respiratory deficiency, calcofluor white

CAGLOG08844g 2,35 2,30E-04 ASG1 L . ; o )
sensitivity and slightly increased cycloheximide resistance
CAGLOBO1875g 233 2,226-04 cox26 Putative protein of unknown function; copurifies with respiratory chain supercomplexes Fomposed of Complex Ill (ubiquinol-cytochrome c reductase) and Complex
IV (cytochrome c oxidase)
CAGLOE01881g CgYPS11 2,32 5,58E-05 - Putative aspartic protease; member of a YPS gene cluster that is required for virulence in mice; induced in response to low pH and high temperature
CAGLOF08217g 2,30 6,42E-04 YGR250C Putative RNA binding protein; localizes to stress granules induced by glucose deprivation; interacts with Rbglp in a two-hybrid
CAGLOJ10846¢ 230 1,49E-05 pCLs Cyclin, interacts with and phosphorylated by Pho85p c.yclln-dependent kinase (Cdk), |nduc.ed FJY Gcn4plat Ievel'of transcription, specifically required for Gendp
degradation, may be sensor of cellular protein biosynthetic capacity
CAGL0J06028g CoMEP2 2,27 5,81E-03 MEP2 Ammonium permease involved in regulatioln of pseudohyphal g.rom{th; belongs tg a ubiquitous fémily of cytloplasmic rrjembrane proteins that transport only
ammonium (NH4+); expression is under the nitrogen catabolite repression regulation
CAGLODO4026g 2,27 1,36E-04 UGA1 Gamma-aminobutyrate (GABA) transaminase (4-aminobutyrate e{mlqotransferase) involved in lthe 4-am|r1f)bt1ltyrate and glutamate degradation pathways; required
for normal oxidative stress tolerance and nitrogen utilization
CAGLOL0G072g 2,26 5,51E-05 YER130C Protein of unknown function; transcnptlor\ IS. regulated by Héalp, Sok2p and Zaplp transcrlptnor}al actlvat?rs; computational analysis suggests a role as a
transcription factor; C. albicans homolog (MNL1) plays a role in adaptation to stress
CAGLOEO5654g 2,24 3,256-05 PGCl Phosphatidyl Glycerol phospholipase C; regulates the phosphatldylglycerol (PG) conFent viaa ph0§phollpase C-type degradation mechanism; contains
glycerophosphodiester phosphodiesterase motifs
CAGL0J09900g 2,23 2,74E-03 POR1 Mitochondrial porin (voltage-dependent anion channel), outer membrane protein r(lequlred for the maintenance of mitochondrial osmotic stability and mitochondrial
membrane permeability; phosphorylated
CAGLODO5082g 221 6,76E-05 UBl4 Ubiquitin, becomes conjugated to proteins, marking them for selectllvelc!egradatlon via the }Jblqultln-ZGS prote?some system; essential for the cellular stress
response; encoded as a polyubiquitin precursor comprised of 5 head-to-tail repeats
Serine/threonine protein kinase; phosphorylates and downregulates flippase activator Fpk1p; also inactivates Orm1p and Orm2p (inhibitors of serine:palmitoyl-
CAGLOK07458g 2,20 8,61E-05 YPK1 coenzyme A transferase) by phosphorylation in response to compromised sphingolipid synthesis; mutations affect receptor-mediated endocytosis and sphingolipid-
mediated and cell integrity signaling pathways; homolog of mammalian kinase SGK
CAGLOK07007g 2,20 4,98E-04 YBR238C Mitochondrial membrane protein with similarity Fo Rmd9p; nf)t requlred for respiratory growth bu_t ca_uses a syn?hetlc respiratory defect in combination with rmd9
mutations; transcriptionally up-regulated by TOR; deletion increases life span
CAGLOK02651g 219 3,01E-05 VYHLOOSC Putative protein of unknown function, may be involved in the up_take of chlo_rlde |ons;. does n.ot appear to be involved in monocarboxylic acid transport; green
fluorescent protein (GFP)-fusion protein localizes to the vacuole
CAGLOH08888g 2,18 1,81E-04 FLC3 Putative FAD transporter, similar to Flclp and Flc2p; localized to the ER
CAGLOJ10494g 218 1,26E-04 APT2 Apparent pseudogene, not transcribed or translated under normal CDI’\dItIl?nS; er!c9des a protein .Wlth ?lfnllarlty to adenine phosphoribosyltransferase, but artificially
expressed protein exhibits no enzymatic activity
CAGLOF03641g 2,18 2,33E-03 NA NA
CAGLOAO2046g 217 1,25€-:04 ROD1 Membrane protein that binds the ubiquitin I_|gase Rsp5p via its 2 PY motifs; overexpre_ssmn confers resistance to th_e GST substrate o-dinitrobenzene,zinc, and
calcium; proposed to regulate the endocytosis of plasma membrane proteins
CAGLOF04917g 2,17 1,39E-04 PIG1 Putative targeting subunit for the type-1 protein phosphatase Glc7p that tethers it to the Gsy2p glycogen synthase
CAGLO0I09108g 2,17 2,01E-05 - Unknown
Trifunctional enzyme of thiamine biosynthesis, degradation and salvage; has hydroxymethylpyrimidine (HMP) kinase, HMP-phosphate (HMP-P) kinase and
CAGL0OC05071 2,15 3,52E-05 THI20
€ ’ ! thiaminase activities; member of a gene family with THI21 and THI22; HMP and HMP-P kinase activity redundant with Thi21p
CAGLOF04807g 2,15 1,17E-04 OM45 Protein of unknown function, major constituent of the mitochondrial outer membrane; located on the outer (cytosolic) face of the outer membrane
CAGLOI01100g coGev 215 1,44E-04 6oyt Putative NADP(+) coupled glycerol dehydrogenase, proposed to be involved in an alternative pathwaY for glycerol catabolism; also has mRNA binding activity;
member of the aldo-keto reductase (AKR) family
CAGLOJ11242¢ 215 1,89E-04 RHOS Non-essential small GTPase of the Rho/Rac subfamily of Ras-like proteins, likely |nvlolved.|n protein kinase C (Pkclp)-dependent signal transduction pathway that
controls cell integrity
CAGLOL11154g 214 3,34E-05 NTE Serine esterase, homolog of human neueréthy target‘ esterase (!\ITF); Ntelp-meldlated phosphétlfiylshollne tulrnover influences transcription factor Opilp
localization, affecting transcriptional regulation of phospholipid biosynthesis genes
CAGLOL01837g CqvPs24 214 2,036-05 VpS24 One of four subunits of the endosomal sorting complex required for‘tralnsport 1] (ES(.IRT-'III); forms an ESCRT-IIl subcomplex with Did4p; involved in the sorting of
transmembrane proteins into the multivesicular body (MVB) pathway
CAGLOK12144g CgFES1 2,13 4,76E-05 FES1 Hsp70 (Ssalp) nucleotide exchange factor, cytosolic homolog of Sillp, which is the nucleotide exchange factor for BiP (Kar2p) in the endoplasmic reticulum
CAGLOCO2541g 213 7,55E-05 BDF1 Protein involved in transcription initiation at TATA-containing promoters; associates W-Ith the basal transcrlpt.lon factor TFIID; contains two bromodomains;
corresponds to the C-terminal region of mammalian TAF1; redundant with Bdf2p
CAGLOB00S02g CgHiIss 213 1,03E:04 Hisa Multifunctional enzyme containing phosphoribosyl-ATP pyroph_osphétase, phosphorlbosyl-Al.VlP. c_yclor.\ydrolase,_ and histidinol dehydrogenase activities; catalyzes the
second, third, ninth and tenth steps in histidine biosynthesis
CAGLOH00110g 2,13 1,57E-04 - Adhesin-like protein with internal repeats; predicted GPI-anchor
CAGLOM03179g 2,13 4,90E-05 YKR0O18C Putative protein of unknown function; green fluorescent protein (GFP)-fusion protein localizes to the cytoplasm and nucleus
CAGL0G07183g 2,13 2,52E-04 - Unknown
CAGLOK09702g 212 3,00E-04 YNL134C Putative protein of unknown function with similarity to dehydrogenases from t?ther model organisms; gre.en fluorescent protein (GFP)-fusion protein localizes to
both the cytoplasm and nucleus and is induced by the DNA-damaging agent MMS
CAGLOK12100g 212 2,39E-05 HEM13 Coproporphyrinogen Il oxidase, an oxygen requiring enzyme that catalyzes the sixth step in the heme biosynthetic pathway; transcription is repressed by oxygen and|

heme (via Rox1p and Hap1lp)




Cytoplasmic chaperone of the Hsp90 family, redundant in function and nearly identical with Hsp82p, and together they are essential; expressed constitutively at 10-

CAGLOL00495 CgHSC82 2,11 1,11E-04 HSC82 X .
g g fold higher basal levels than HSP82 and induced 2-3 fold by heat shock
CAGLOD04422g 2,11 9,35E-05 YPL279C Putative protein of unknown function
CAGL0G10219g CgAWP12 2,11 2,63E-04 - Adhesin-like protein with 5 tandem repeats
CAGLOI09086g 211 2,80E-04 ESBP6 Protein with similarity to monocarboxylate permeases, appears not to be involved in transport of monocarboxylates such as lactate, pyruvate or acetate across the
plasma membrane
CAGLOF07359g 2,10 3,28E-05 YGL117W Putative protein of unknown function
CAGLOE06292g 2,10 1,63E-04 YHR022C Putative protein of unknown function; YHR022C is not an essential gene
CAGLOL05236g CgMDH1 2,08 2,22E-03 MDH1 Mitochondrial malate dehydrogenase, catalyzes interconversion of malate and oxaloacetate; involved in the tricarboxylic acid (TCA) cycle; phosphorylated
CAGLOG02849g 2,08 3,58E-04 UIP4 Protein that interacts with Ulp1p, a Ubl (L.Iblqultln-h-ke protein)-specific protease for Srr.\t3p protein conjugates; detected in a phosphorylated state in the
mitochondrial outer membrane; also detected in ER and nuclear envelope
CAGLOEO6424g 2,06 2,00E-03 MCR1 Mitochondrial NADH-cytochrome b5 reductase, involved in ergosterol biosynthesis
CAGLOH08261g 2,05 7,44E-05 YOR019W Protein of unknown function that may interact with ribosomes, based on co-purification experiments
CAGLOM12320g 2,05 1,34E-04 FLC2 Putative FAD transporter; required for uptake of FAD into endoplasmic reticulum; involved in cell wall maintenance
CAGLOI06204g CoPIRI 2,05 4,70E-03 VIL160C Putative protein of unknown function; member of thg PIR (protgins with internal repeats) family of cel! wa!l pr?teins; non-essential gene that is required for
sporulation; mRNA is weakly cell cycle regulated, peaking in mitosis
CAGLOK10428g 2,05 2,376-04 16D1 Cytoplasmic protein that inhibits Gdb1p glycogen debranchlng acFlwty; requlrefi for F\ormal mtracellular accumulation of glycogen; phosphorylated in vivo;
expression increases during wine fermentation
CAGLOL12012g 2,04 1,32€-04 TMT1 Trans-aconitate methyltransferase, cytosolic enzyme that catalyzes the methyl efter!flc?t!on of Sils?pro'pylmalate, an intermediate of the leucine biosynthetic
pathway, and trans-aconitate, which inhibits the citric acid cycle
CAGLOL10758g CoPFK2 2,03 1,65E-04 PEK2 Beta subunit of heterooctameric phosphofructokinase inyol\{ed 'in' glycolysis, lindisp.ensable for anaerobic growth, activated by fructose-2,6-bisphosphate and AMP,
mutation inhibits glucose induction of cell cycle-related genes
CAGLOK07546g CgPMU2 2,03 1,19E-04 - Putative phosphate starvation inducible acid phosphatase
CAGLOE06072g 2,02 2,55E-04 YMRIS1C Protein of unknown function; mRNA transcribed as part of a bl_mstronlc transcript with a pred_lcted transcrlptl_onal repressor RGM1/YMR182C; mRNA is destroyed by
nonsense-mediated decay (NMD); YMR181C is not an essential gene
CAGLOJ11770g CgPLBI 2,02 4,32E-05 PLBI Phospholipase B (lysophospholipase) involved in lipid metabolism, required for (.ieac.ylatlon of phosphatidylcholine and phosphatidylethanolamine but not
phosphatidylinositol
CAGL0G02937g 2,01 1,05E-03 - Ortholog(s) have pyruvate decarboxylase activity and role in L-phenylalanine catabolic process
CAGLOD01298¢ CoTKL 2,01 4,37E-03 KL Transketolase, similar to Tkl2p; catalyzes c?nver5|on of xylulose-5-phosphate and rlbose-S-phosph?te to sedoheptu!ose-7jphosphate and glyceraldehyde-3-
phosphate in the pentose phosphate pathway; needed for synthesis of aromatic amino acids
CAGLO0I106743g 2,00 3,37E-03 FTR1 High affinity iron permease involved in the transport of iron across the plasma membrane; forms complex with Fet3p; expression is regulated by iron
CAGLOMO7315g 2,00 2,34E-04 SURI Probable catalytic subunit of a mannosylinositol pho_spho.ry_lcer_amlde (M_IP_C) synthase?‘, forrrls a complex with probable regulatory subunit Csg2p; function in
sphingolipid biosynthesis is overlapping with that of Csh1p
CAGLOJ0S060g 1,98 8,24E-05 7AP1 Zinc-regulated transcription factor; binds to zmc-responswt? promoters to .lnc_iuce trans.crlptlon of .cert:_aln genes |n_ presence of zinc, represses other genes in low zinc;
regulates its own transcription; contains seven zinc-finger domains
CAGLOG09042g 1,98 7,17€-05 AFT2 Iron-regulated transcriptional activator; activates genes involved in |ntrace|lu|at:)|erfrt111:e and required for iron homeostasis and resistance to oxidative stress; similar
CAGLOE0S588¢ 1,97 7,53E-05 REV1 Deoxycytidyl transferase; involved in repair of abasic sites and adducted guanines in damaged DNA by translesion synthesis (TLS); forms a complex with the subunits
of DNA polymerase zeta, Rev3p and Rev7p;
CAGLOK04169g 1,97 7,12E-05 Kss1 Mitogen-activated protein kinase (MAPK) involved in 5|gna_l tran.sductlon pathways that ct?ntrol_fllamentous_growth and pheromone response; the KSS1 gene is
nonfunctional in $288C strains and functional in W303 strains
CAGLOK01155g 1,97 1,55E-03 YGRO79W Putative protein of unknown function; YGRO79W is not an essential gene
CAGLOEO5456g 1,97 2,106-04 YOR338W Putative protein of unknown function; YOR338W trarfscrlptlor\ is regulated by‘Azf.lp anfi its transcript is a specific target of the G protein effector Scp160p; identified
as being required for sporulation in a high-throughput mutant screen
CAGLOMO6347g 1,97 9,00E-05 veci Alkaline ceramidase that also has reverse (CoA-independent) ceramide synthase lac'tl\/lty, ca{talyzes both breakdown and synthesis of phytoceramide; overexpression
confers fumonisin B1 resistance
CAGLOL0G974g 1,96 8,08E-04 YDLOSEW Putative protein of unknown function; the authentic, non-tagged protein is detec.ted in highly purified mitochondria in high-throughput studies; YDLO86W is not an
essential gene
CAGL0J09262g 1,95 3,12E-04 STF1 Protein involved in regulation of the mitochondrial F1IFO-ATP synthase; Stf1p and Stf2p act as stabilizing factors that enhance inhibitory action of the Inh1p protein
CAGLOF02167¢ 1,94 2,18E-04 MSH4 Protein involved in meiotic recombination, required for normal levels of crossm_g over, colocal_lzes with Zip2p to discrete foci on meiotic chromosomes, has homology
to bacterial MutS protein
CAGLO0I01276g 1,93 3,33E-03 YHR112C Protein of unknown function; localizes to the cytoplasm and nucleus; overexpression affects protein trafficking through the endocytic pathway
CAGLO0105390g 1,93 2,26E-04 SKS1 Putative serine/threonine protein kinase; involved in the adaptation to low concentrations of glucose independent of the SNF3 regulated pathway
CAGLOI07843g CgADH1 1,93 2,18E-03 ADH1 Alcohol dehydrogenase, fermentative isozyme active as homo- or heterotetra_mers; required for the reduction of acetaldehyde to ethanol, the last step in the
glycolytic pathway
CAGLOB02475g CgPHO84 1,93 7,93€-04 PHOS4 ngh-afflnlty inorganic phosphate (P-I) transp_orter and low-affinity mangangse transporter; regulated by Pho4p and Spt7p; mutation confers resistance to a!'s.enate;
exit from the ER during maturation requires Pho86p; cells overexpressing Pho84p accumulate heavy metals but do not develop symptoms of metal toxicity
CAGLOK07183g 1,92 5,69E-03 - Unknown




Protein with similarity to members of a family of flavodoxin-like proteins; induced by oxidative stress in a Yap1lp dependent manner; the authentic, non-tagged

CAGLOK11858; 1,92 3,35E-04 PST2 L Lo - X R "
g protein is detected in highly purified mitochondria in high-throughput studies
CAGLOI00S50g 191 1,16E-03 YLR297W Putative protein of unknown function; green fluorescent prote{n (GFP)-fusion protein localizes t.o th(? v?cuole; YLR297W is not an essential gene; induced by
treatment with 8-methoxypsoralen and UVA irradiation
CAGLOHO8305¢ 191 3,486-04 DET1 Acid phosphatase involved in the non-vesicular transport of sterols in both d!r.ez?tlons b.etween the endoplasmic reticulum and plasma membrane; deletion confers
sensitivity to nickel
CAGLOB03069g CgTALL 1,90 8,89E-03 TALL Transaldolase, enzyme in the non-oxidative pentose phosphate pathway; converts sedoheptulose 7-phosphate and glyceraldehyde 3-phosphate to erythrose 4-
phosphate and fructose 6-phosphate
CAGLOF03399¢ Coscs7 1,88 1,44E-04 scs7 Sphingolipid alpha-hydroxylase, functions in the alpha-hydroxylation of sphlngéllpld-assouatgd very long chain fatty acids, has both cytochrome b5-like and
hydroxylase/desaturase domains, not essential for growth
CAGLOHO8195¢ 1,88 3,14E-04 ST Hsp90 cochaperone, interacts with the Ssa group ?f the_t cytoslollc Hsp70 cha!)erones and activates Sslalp ATPase activity; interacts with Hsp90 chaperones and
inhibits their ATPase activity; homolog of mammalian Hop
CAGLOL03267g CgGAP1 1,87 6,74E-03 GAP1 General amino acid permease; Gap1lp senses the presence of amino acid substrates to regulate localization to the plasma membrane when needed
CAGLOL07480g 1,87 1,23E-04 NRG2 Transcriptional repressor that mediates glucose repression and negatively regulates filamentous growth; has similarity to Nrglp
Ubiquitin-binding protein of unknown function; contains one WD40 repeat in a beta-propeller fold; green fluorescent protein (GFP)-fusion protein localizes to the
CAGLOI07821g 1,87 1,14E-04 DUF1 cytoplasm; homolog of human WDR48/UAF1, which is involved in regulating the Fanconi anemia pathway; deletion mutant is sensitive to various chemicals including
phenanthroline, sanguinarine, and nordihydroguaiaretic acid
CAGLOMO3135g 1,87 1,75€-:04 ALY2 Alpha arrestin that controls nutrlent-me_dlated intracellular sorting of permease Gap1p; |nte.racts with AP-1 subunit Apl4p_; phosphorylated by Nprilp and also by
cyclin-CDK complex Pcl7p-Pho85p; promotes endocytosis of plasma membrane proteins
Type Il nitroreductase, using NADH as reductant; mutants are defective in fatty acid mediated repression of genes involved in fatty acid biosynthesis indicative of a
CAGLOB00990g 1,86 2,15E-04 FRM2 role in lipid signaling; involved in the oxidative stress response; transcription induction by cadmium and selenite indicates a possible role in the metal stress
response; expression induced in cells treated with the mycotoxin patulin
CAGL0C00319g 1,85 2,95E-04 CPS1 Vacuolar carboxypeptidase yscS; expression is induced under low-nitrogen conditions
CAGLOH02950g cqgTOS8 1,85 1,20E-03 1058 Homeodomain-containing protein and putative transcription fact_or founc! z.assoma.te_d with chromatin; ta.rg(-.?t of SBF transcription factor; induced during meiosis and
under cell-damaging conditions; similar to Cup9p transcription factor
CAGLOL10582g 1,85 7,84E-04 YMR196 W Putative protein of unknown function; green fluorescent protein (GFP)-fusion protein localizes to the cytoplasm; YMR196W is not an essential gene
CAGLOF00605g CgGLK1 1,85 6,46E-03 EMI2 Aldohexose specific glucokinase
Putative zinc finger DNA binding transcription factor; contains two N-terminal C2H2 zinc fingers and C-terminal proline rich domain; overproduction impairs cell
CAGLOEO6116g 1,84 3,376-04 RGM1 growth and induces expreslsmn of genes |nvollved in mongsacch?rlde.catab.ollsm anr% alfiehyde metabollsm; delgtlon decreases expr.es?on of Y-prlm? telornerlc
elements; regulates expression of subtelomeric COS genes in conjunction with RNA binding protein Pub1p; localized to X elements within subtelomeric regions by
ChiP
CAGLOK07678g 1,84 2,77E-04 - Unknown
CAGLOK0S357g CgGLNT 1,84 1,63E-03 GINI Glutamine synthetase (GS), synthesizes glutan;\ine from glutamate and amrnonia; with Glt1p, forms Fhe seFor?d;fry Pathway for glutamate biosynthesis from
ammonia; expression regulated by nitrogen source and by amino acid limitation
CAGLOH04037¢ 1,84 1,60E-03 GAC1 Regulatory subunit for Glc7p type-1 protein phosphaFase (P?l), tethers Glc7p to Gsy2p glycogen synthase, binds Hsf1p heat shock transcription factor, required for
induction of some HSF-regulated genes under heat shock
CAGLOB04675g 1,83 9,09E-05 DOM34 Protein that, with binding partner Hbs1p, facilitates ribosomal fubunlt dissociation Wh.EI’.1 translation is stalled; required for RNA cleavage in no-go decay, but reports
conflict on endonuclease activity; Pelota ortholog
CAGLO0108613g CgDUR3 1,83 8,74E-05 - Putative plasma membrane polyamine transporter
CAGLOF06369¢ 1,83 2,60E-04 LHS1 Molecular chaperone of the endoplasmic reticulum lumen, involved in polypeptide translocatlon. and folding; nucleotide exchange factor for the ER lumenal Hsp70
chaperone Kar2p; regulated by the unfolded protein response pathway
CAGLOJ04268g 183 8,46E-05 ACH1 Protein with CoA transferase activity, particularly for COASH transfe_r. fro.m SUCCInyI-CF)A t.o acetate; has minor acetyl-CoA-hydrolase activity; phosphorylated; required
for acetate utilization and for diploid pseudohyphal growth
CAGLOF09207g CgBAT 1,82 9,68E-05 BAT1 Mitochondrial branched-chain amino acid (BCAA) amlnotrahsfer_ase, preferentially lnvolved_ in BCA_A biosynthesis; homolog of murine ECA39; highly expressed during
logarithmic phase and repressed during stationary phase
CAGLOG07271g 1,82 1,57E-03 T5A1 Thioredoxin peroxidase, acts as both a rlbosome-assomated_ am.;i free cytoplasrr_\lc ant|0>(|d_ant; self-associates to form a high-molecular weight chaperone complex
under oxidative stress; deletion results in mutator phenotype
CAGLOK01727g CgRPN4 1,82 1,26€:04 RPN Transcription factor that stimulates expression of_proteasom_e genes; .Rp.n4p levels are in turn re.gulated by the 26S proteasome in a negative feedback control
mechanism; RPN4 is transcriptionally regulated by various stress responses
CAGLOBO3685g 1,82 1,59E-04 vcpa Protein of unknown function, has sequence and structu_ral Slml|2.lr-lty to_flavodoxnﬁs;. pr?dlcted to be palmlt(.)ylated; the authentic, non-tagged protein is detected in
highly purified mitochondria in high-throughput studies
CAGLOL10186g 1,80 7,40E-05 YOR052C Nuclear protein of unknown_ function; expression |_nduced by nltr.ogen limitation in a GLN3, GATl»!ndep_endent manner and by v»./e.ak _amd; transcrlptlonall_y regulated
by Rpndp along with proteasome subunit genes; putative ortholog of human AIRAP, which stimulates proteasome activity in response to arsenic
CAGLOMO5995g 1,80 1,59E-04 PET10 Protein of unknown function that co-purifies with !Ipld par.tlc_les; expl.'essmn pattern suggests_a role in respiratory growth; computational analysis of large-scale
protein-protein interaction data suggests a role in ATP/ADP exchange
CAGLOA01782g CgHXT4 1,80 9,72E-04 HXT4 High-affinity glucose transporter of the major facilitator superfamily, expression is induced by low levels of glucose and repressed by high levels of glucose
CAGLOG05830g 1,79 1,27E-04 CRP1 Protein that binds to cruciform DNA structures
CAGLOK07205g 1,79 3,61E-04 YGL117W Putative protein of unknown function
CAGL0L07920g 1,78 4,89E-04 PET18 Protein of unknown function, has weak similarity to proteins involved in thiamin metabolism; expression is induced in the absence of thiamin




Polyamine transporter that recognizes spermine, putrescine, and spermidine; catalyzes uptake of polyamines at alkaline pH and excretion at acidic pH;

CAGLOEO3674g CgTPO1_1 1,78 1,40E-04 TPO1 . L .
phosphorylation enhances activity and sorting to the plasma membrane
CAGLOH02387¢ 178 1,38E-04 7Ps3 Regulatory subunit of trehalose-6-phosphate synthase/phosghatase complex, which synthesizes the storage carbohydrate trehalose; expression is induced by stress
conditions and repressed by the Ras-cAMP pathway
CAGL0G02101g CgECMA4 1,77 1,19E-04 ECM4 Omega class glutathione transferase; not essential; similar to Ygr154cp; green fluorescent protein (GFP)-fusion protein localizes to the cytoplasm
CAGLOK02101g 176 1,17E-04 PMDI Protein with an N-terminal kelch-like domain, putative negative regulator of e_arly meiotic gene expression; required, with Mds3p, for growth under alkaline
conditions
CAGLOF03267¢ 176 1,01E-04 YHRO8OC Protein of unknown function that may interact with ribosomes, I?ased on c.o-.pun.flcatlon experlment_s; the authentic, non-tagged protein is detected in highly purified
mitochondria in high-throughput studies
CAGLOF09273g 1,75 1,92E-04 - Putative adhesin-like protein
CAGLOB00264g HMLALPHAZ 175 7,356-04 HMLALPHAZ Silenced copy of ALPHA2 at HML; homeobox-domain ;‘)rot.ein Fhat associates with Msmlp in'haploid cells to repress a-specific gene expression and interacts with alp
in diploid cells to repress haploid-specific gene expression
CAGLOK03707g 175 7,436-04 YMRI24W Protein of unknown function; GFP-fusion proFeln localizes tolthe cell perlphery, cytoplasm, bufi, and bud neck; |r1terf=1cts with Crm1p in two-hybrid assay; YMR124W
is not an essential gene; predicted to have a role in organelle organization
CAGLOKO1683g CgGPDI 174 4,43E-04 GPD1 NAD-dependent glycerol-3-phosphate dehydrogenase, key gnzyme of glycerol synthesis, essential for growth under osmotic stress; expression regulated by high-
osmolarity glycerol response pathway; homolog of Gpd2p
Protein of unknown function; inhibits haploid invasive growth when overexpressed; synthetically lethal with phospholipase C (PLC1); expression induced by mild heat;
CAGLOB03817g 1,74 1,53E-03 MHO1 stress on a non-fermentable carbon source, upon entry into stationary phase and upon nitrogen deprivation; repressed by inosine and choline in an Opilp-
dependent manner; highly conserved from bacteria to human; Memo, the human homolog, is an ErbB2 interacting protein with an essential function in cell motility
CAGLOG09977¢ CgGDB1 174 4,65E-04 GDB1 Glycogen debranching enzyme containing glucanotranferasg and alph.a»l,G-.aTnyl_oglutfo_ﬂdase activities, required for glycogen degradation; phosphorylated in
mitochondria; activity is inhibited by Igd1p
CAGLOKO056658 1,73 1,02E-04 - Has domain(s) with predicted catalytic activity, pyridoxal phosphate binding activity
CAGLOB04917g 173 5,50E-04 1DP2 Cytosolic NADP-specific isocitrate dehydrogenase, catalyzes oxidation of isocitrate to ?Ipha-ketoglutarate; levels are elevated during growth on non-fermentable
carbon sources and reduced during growth on glucose
CAGLOMO03245g 1,73 3,05E-04 YEL020C Protein of unknown function with low sequence identity to Pdc1p; mRNA identified as translated by ribosome profiling data
CAGLOMO4807g CgSNE2 173 1,79E-04 SNE2 Catalytic subunit of the SWI/SNF chromatln_remodellng comp!ex |nvo|v_ed .II'\ transc:rlpt_lonal_regulatlon; contains DNA-stimulated ATPase activity; functions
interdependently in transcriptional activation with SnfSp and Snf6p
CAGLOMO6765g 1,73 3,14E-04 SIW14 Tyrosine phosphatase that plays a role in actin filament organization and endocytosis; localized to the cytoplasm
Component of the Shu complex, which promotes error-free DNA repair; Shu complex mediates inhibition of Srs2p function; structural analysis reveals a similar DNA-
CAGLOG08888g 1,73 9,56E-05 CSM2 binding region in both Psy3p and Csm2p and that both regions work together to form a single DNA binding site; required for accurate chromosome segregation
during meiosis
CAGLOG06342¢ 172 1,34E-:04 B8BCI Protein possibly involved in assembly of actin patches; |nteracts. with an actlp assembly fac_tor Las.17p and with the SH3 domains of Type | myosins Myo3p and
Myo5p; localized predominantly to cortical actin patches
CAGLOJ08074g 172 1,07E-04 PDR17 Phosphatidylinositol transfer protein (PITP), downregulates Plblp-me(.ilated turnover of pho.sphatldylch_ollne, found in the cytosol and microsomes, homologous to
Pdr16p, deletion affects phospholipid composition
CAGLOE05610g 1,72 4,61E-03 PYK2 Pyruvate kinase that appears to be modulated by phosphorylation; PYK2 transcription is repressed by glucose, and Pyk2p may be active under low glycolytic flux
CAGL0J03960g 1,71 2,23E-04 WTM2 Transcriptional modulator involved in regulation of meiosis, silencing, and expression of RNR genes; involved in response to replication stress; contains WD repeats
CAGL0J08316g 1,71 5,43E-03 MET2 L-homoserine-O-acetyltransferase, catalyzes the conversion of homoserine to O-acetyl homoserine which is the first step of the methionine biosynthetic pathway
CAGLOJ07502¢ 171 3,756-04 YNL234W Protein of unknown function with similarity to globins; has.a functlo.nal heme-bfndlrllg domain; mut‘ant has aneuploidy tolerance; transcription induced by stress
conditions; may be involved in glucose signaling or metabolism; regulated by Rgt1l
CAGLOCO1551g 170 3,49E-04 cuPo Homeodomain-containing transcriptional relpressor f’f P‘TRZ, whlch‘encodes a major peptide trs{nsporter; |mportec! p.eptldes activate ubiquitin-dependent
proteolysis, resulting in degradation of Cup9p and de-repression of PTR2 transcription
CAGLOFO7821¢ 170 2,226-04 HULS Multiubiquitin chain assembly factor (E4); proteasome processwlty factor that elongates plonUb chains ?n sub%trates, opposing Ubp6p, a branched polyubiquitin
protease; required for retrograde transport of misfolded proteins during ERAD
CAGLOH05379g 1,69 4,13E-04 GCR1 Transcriptional activator of genes involved in glycolysis; DNA-binding protein that interacts and functions with the transcriptional activator Ger2p
Carbonic anhydrase; metalloenzyme that catalyzes CO2 hydration to bicarbonate, which is an important metabolic substrate, and protons; not expressed under
CAGL0G01540g CgNCE103 1,69 2,42E-03 NCE103 conditions of high CO2, such as inside a growing colony, but transcription is induced in response to low CO2 levels, such as on the colony surface in ambient air;
poorly transcribed under aerobic conditions and at an undetectable level under anaerobic conditions; mutation affects non-classical protein export pathway
CAGLOH10164g 1,69 1,45E-03 MUM2 Cytoplasmic protein essential for meiotic DNA replication and sporulation; interacts with Orc2p, which is a component of the origin recognition complex
CAGLOMO02915g 1,69 5,89E-04 ATG36 Pex3p interacting protein, required for pexophagy; interacts with Atg8p and Atgllp; mRNA is weakly cell cycle regulated, peaking in G2 phase; YJL185C is a non-
essential gene
CAGLOG09445g 1,69 1,46E-04 CRH1 Chitin transglycosylase that functions in the transfer .of chitin to Ifzeta(l-G) and beta(l»_3) g_lucans in the cell wall; similar and functionally redundant to Utr2; localizes
to sites of polarized growth; expression induced by cell wall stress
CAGLOL05016g 1,68 4,26E-04 STB6 Protein that binds Sin3p in a two-hybrid assay
CAGLOL06446g 1,68 2,12E-03 YDR132C Putative protein of unknown function
CAGLOBO1265g MATALPHA2 168 1,37E-03 MATALPHA2 Homeobox-domain protein that, with Mcm1p, represses a-specific genes in haploids; acts with Alp to repress transcription of haploid-specific genes in diploids; one
of two genes encoded by the MATalpha mating type cassette
CAGLOE04548¢ 167 4,65E-04 YORO20W-A Putative protein of unknown function, conserved in A. gossypii; the authentic, non-tagged protein is detected in highly purified mitochondria in high-throughput

studies




CAGLOH10626g CgAWP13 1,67 4,53E-04 NA NA
CAGLOLO006g 167 2,54E-04 ATG1 Protein ser/thr kinase required for vesicle forma_tlon in au_tophagy. and the cytoplasm-to-vacuole tar.getlng (Cvt) pathway; structurally required for phagophore
assembly site formation; during autophagy forms a complex with Atg13p and Atgl7p
CAGL0J11176g 1,67 1,60E-04 TDA7 Cell cycle-regulated gene of unknown function, promoter bound by Fkh2p; null mutant is sensitive to expression of the top1-T722A allele
Transcription factor targeting filamentation genes and Ty1 expression; Ste12p activation of most filamentation gene promoters depends on Teclp and Teclp
CAGLOMO1716g 1,66 6,80E-03 TEC1 transcnp.monal activity is dependerft on_lts assoc@tlo.n with Stel2p; l_)lnds to TCS elements upstream of fl.lamejntatlon genes, which are _reg_ulated by. )
Teclp/Ste12p/Diglp complex; competes with Dig2p for binding to Ste12p/Diglp; positive regulator of chronological life span; TEA/ATTS DNA-binding domain family
member
CAGLOK08338g 1,65 1,16E-03 - Unknown
CAGLOL06776g 1,65 6,12E-04 GAT2 Protein containing GATA family zinc finger motifs; similar to GIn3p and Dal80p; expression repressed by leucine
CAGLOD04752¢ 165 1,90E-04 YPRIZZW Protein of unknown function, differentially expressed during ?|CO|’\0|IC fermenFatlon; expression activated by transcription factor YRM1/YOR172W; green fluorescent
protein (GFP)-fusion protein localizes to both the cytoplasm and the nucleus
CAGL0C02365g 1,64 1,65E-03 - Unknown
CAGLOIOS698g 164 1,45€-04 PEK2 Beta subunit of heterooctameric phosphofructokinase |n_vo|v_ed _m. glycolysis, I|nd|sp.ensable for anaerobic growth, activated by fructose-2,6-bisphosphate and AMP,
mutation inhibits glucose induction of cell cycle-related genes
CAGLOC03597g CgABP1 164 4,05E-04 ABPI Actin-binding .prote_ln gf _the cortical éctln _cytoske_leton, |m!)ortant for activation of the Arp2/3 complex that plays a key.role ac_tln in cﬁoskeleton organization;
phosphorylation within its PRR (Proline-Rich Region), mediated by Cdc28p and Pho85p, protects Abplp from proteolysis mediated by its own PEST sequences
CAGLOF02101g 164 2,81E-04 BLM10 Proteasome activator; binds the core pr(?teasome a_nd stlmul.ates prott.easome.»med@ted. protein degre_:de_ltlon by |nducm.g gate opening; required for resistance to
bleomycin, may be involved in protecting against oxidative damage; similar to mammalian PA200
CAGLOL11990g 163 1,07E-03 GRX4 Hydroperoxide and superoxide-radical respor_15|v? glutathlone»dependent.o><|doreductase; monothlol glutaredom.n s_ubf’:.)mlly member along with Grx3p and Grx5p;
protects cells from oxidative damage; mutant has increased aneuploidy tolerance; transcription is regulated by Yap5
CAGLOF03003¢ 162 1,026:03 HKR1 Mucin family member that functions as an osmosensor.ln the Sholp»medlated HOG pathway Wlt.h Msb2p; p.roposed t_o be a negative regulator of filamentous
growth; mutant displays defects in beta-1,3 glucan synthesis and bud site selection
CAGLOB00594g 1,62 2,85E-04 YCLO48W-A Putative protein of unknown function
CAGL0L02453g 161 6,66E-04 MIT1 Transcriptional regulator of pseudohyphal growth; protein with sequence similarity to S. pombe gtil+ (gluconate transport inducer 1) and C. albicans Worl
CAGLOM10439g 1,61 2,27E-03 NTH1 Neutral trehalase, degrades trehalose; required for thermotolerance and may mediate resistance to other cellular stresses; may be phosphorylated by Cdc28p
CAGLOE03025¢ 1,60 2,02E-04 EcLi Protein of unknown function, affects chronological Ilfe?pan; induced by iron holmeostasw transcription factor Afth; rmfltlcopy suppressor of temperature sensitive
hsfl mutant; induced by treatment with 8-methoxypsoralen and UVA irradiation
CAGLOFO7601g CocwP1_1 1,59 1,65E-03 cwp2 Covalently linked cell wall mannoprotein, major constituent of the cell waII;:rLif;er;Ie in stabilizing the cell wall; involved in low pH resistance; precursor is GPI-
CAGLOGO8712¢ 1,59 7,426-04 KGD1 Component of the mitochondrial alpha-ketoglutarate dehydrogenase complex, which catalyzes a ke}/ step in the tricarboxylic acid (TCA) cycle, the oxidative
decarboxylation of alpha-ketoglutarate to form succinyl-CoA
CAGLOH10120g 1,59 2,03E-03 YBRO56W Putative cytoplasmic protein of unknown function
CAGLOMO1364g CqCBF3D 158 6,01E-03 SkP1 Evolutionarily conserved kinetochore protein that.ls part of multiple protein complexes, including the SCF ubiquitin ligase complex, the CBF3 complex that binds
centromeric DNA, and the RAVE complex that regulates assembly of the V-ATPase
CAGLOL03157g 158 9,40E-04 DALSO Negative regulator of genes in multiple nitrogen degradation pathways;_ expression is regu.lated bY nitrogen levels and by GIn3p; member of the GATA-binding family,
forms homodimers and heterodimers with Deh1p
CAGLOF00187g 1,57 9,49E-04 FET4 Low-affinity Fe(ll) transporter of the plasma membrane
CAGLOC05027g 157 2,726-04 VAT1 Outer mitochondrial carnitine acetyltransferase, minor ethaﬂol-lnduu?le enzyTne involved in transport of activated acyl groups from the cytoplasm into the
mitochondrial matrix; phosphorylated
CAGLOE05170g CgGRE2 1,57 1,95E-03 - Putative methylglyoxal reductase (NADPH-dependent)
CAGLOF07579g Cacwp1_2 157 1,66E-03 WPl Cell wall mannoprotein that localizes specifically to birth scars of daugh_ter cells, Ilnk_ed _to a Ibeta-_l,3- and beta-1,6-glucan heteropolymer through a phosphodiester
— bond; required for propionic acid resistance
CAGLOE01529g 156 4,61E-04 PEK27 6-phosphofructo-2-kinase, catalyzes synthesis of fructose-2,6»blsphosphat.e; !nhlblted by _pho_sphoenolpyrm_/ate_ and sn-glycerol 3-phosphate, expression induced by
glucose and sucrose, transcriptional regulation involves protein kinase A
CAGLOMO4191g CqYPs1 156 2,19E-03 vPsi Aspartic protease, member of the yapsin family of proteases involved |_n ct_ell w.aII growth and maintenance; attached to the plasma membrane via a
glycosylphosphatidylinositol (GPI) anchor
CAGLOI09009g 155 1,08E-:03 HIS2 Histidinolphosphatase, catalyzes the eighth step in histidine biosynthesis; mutations ca}Jse hI-StIdIne auxotrophy and sensitivity to Cu, Co, and Ni salts; transcription is
regulated by general amino acid control
CAGLOJ01870g 155 3,05E-04 PMR1 High affinity Ca2+/Mn2+ P-type ATPase required for Ca2+ and Mn2+ transport into _Golg_l; lnvol\{e_d in Ca_12+ dependgnt protein sorting and processing; mutations in
human homolog ATP2C1 cause acantholytic skin condition Hailey-Hailey disease
CAGLOE05808g CgTHIE 154 5,72E-04 THIE Bifunctional enzyme with thiamine-phosphate pyropho_sphorylas.e and A_l»methyl-S»beta-hydr(_)xyethylthlazole kinase activities, required for thiamine biosynthesis;
GFP-fusion protein localizes to the cytoplasm in a punctate pattern
CAGLOF04125g 1,54 2,46E-03 YBLO29W Non-essential protein of unknown function
CAGLOI10747g 1,54 4,48E-04 MEP1 Ammonium permease; belongs to a ubiquitous family of cytoplasmic mernbrane prfntems that'transpor‘t only ammonium (NH4+); expression is under the nitrogen
catabolite repression regulation
CAGLOH02541g 1,53 1,09E-03 YMR252C Putative protein of unknown function; green fluorescent protein (GFP)-fusion protein localizes to mitochondria; YMR252C is not an essential gene
CAGLOL08074g 153 4,84E-04 syp1 Protein of unknown function that is involved in endocytic site formation; may regulate assembly and disassembly of the septin ring; colocalizes and interacts with

septin subunits; potential role in actin cytoskeletal organization




Mitochondrial mitophagy-specific protein; required primarily for mitophagy induced at the post-log phase; not required for other types of selective autophagy or

CAGLOB02860g 1,53 2,78E-03 ATG33 . . .
macroautophagy; conserved within fungi, but not in higher eukaryotes
CAGLOMO00132g CgEPA12 1,52 1,58E-03 - Putative adhesin-like cell wall protein
CAGLOC03113g 152 7,59E-04 Des1 Non-essential hydrolase l_n\{olved in mRNA_ dfac.appln_g; actlva.te_s Xrnlp; ma.w function in a feedback mechan_lsm to regulate deadenylation, r?ontalns pyrophosphatase
activity and a HIT (histidine triad) motif; interacts with neutral trehalase Nth1p; required for growth on glycerol medium
CAGLOL10912g 1,51 8,34E-04 TPO4 Polyamine transport protein, recognizes spermine, putrescine, and spermidine; localizes to the plasma membrane; member of the major facilitator superfamily
CAGLOE03740g 151 5,76E-04 VYHLO26C Putative protein of unknown function; transcriptionally regL}Iated by Upc2p via an upstream sterol respolnse element; YHLO26C is not an essential gene; in 2005 the
start site was moved 141 nt upstream (see Locus History)
CAGLOL03916g 1,50 1,12E-03 AZF1 Zinc-finger transcription factor, involved in induction of CLN3 tra}nscrlptlon‘ |nl response to gluco;e; genetic and physical interactions indicate a possible role in
mitochondrial transcription or genome maintenance
CAGLOA03212g 1,50 1,07€-03 ATO3 Plasma membrane protein, regulation pattern suggests a possible role in elxport of arrl1mon|a from the cell; phosphorylated in mitochondria; member of the TC 9.B.33
YaaH family of putative transporters
CAGLOB01595g 1,49 5,42E-04 - Unknown
CAGLOM10153g 1,49 1,53E-:03 STE20 Cdc42p-activated signal transducing kinase of the _PAK (p21-activated k_lnase) family; involved in pher_orrTone response, pseudohyphal/invasive growth, vacuole
inheritance, down-regulation of sterol uptake; GBB motif binds Ste4p
CAGLOF02519¢ 1,48 3,99E-04 VIL206C Putative protein of unknown function; similar to transcrlptl.ona_l regulator§ from the Zr_1[2]-Cys[6] binuclear cluster protein family; mRNA is weakly cell cycle regulated,
peaking in S phase; induced rapidly upon MMS treatment
CAGLOB04895g 1,48 1,81E-03 REX1 Major transcriptional repressor of DNA-damage?reguIated gen_es., recruits repressors Tuplp? and Cyc8.p t<.) their promoter.s; involved in DNA damage and replication
checkpoint pathway; similar to a family of mammalian DNA binding RFX1-4 proteins
CAGLOK12078g 1,48 4,336-04 NRG1 Transcriptional repressor that recruits the Cyc8p-Tuplp complex to promoters; medlates_glucose repression and negatively regulates a variety of processes including
filamentous growth and alkaline pH response
CAGLOL09273g 1,48 7,20€-04 1cL2 2-methylisocitrate lyase of the mitochondrial matrix, functlon_s |r1 th_e methylcitrate cycle to cata_lyze the conversion of 2-methylisocitrate to succinate and pyruvate;
ICL2 transcription is repressed by glucose and induced by ethanol
CAGLOAO2145g 147 2,80E-03 vscaa Actin-binding protein involved in bundling of actin filaments and endocytosis :tljiggpcortlcal patches; activity stimulated by Las17p; contains SH3 domain similar to
CAGLODO6424g cgaco1 147 5,10E-04 ACO1 Aconitase, required for the tricarboxylic acid (TCA) cYcIe and al_so lndepe_ndently r_equlred for mitochondrial genome maintenance; phosphorylated; component of
the mitochondrial nucleoid; mutation leads to glutamate auxotrophy
CAGLOK10824g 147 9,43E-04 VIR149C Putative protein of unknown function; overexpression causes a cell cycle de_lay or arrest; nu.ll mutation results in a decrease in plasma membrane electron transport;
YLR149C is not an essential gene
CAGLOCO4213g 147 6,20E-04 RCR1 Protein of the ER membrane involved in cell wall chitin deposmo_n; may function in the endosomal-vacuolar trafficking pathway, helping determine whether plasma
membrane proteins are degraded or routed to the plasma membrane
CAGL0C04587g 1,47 1,41E-03 YJRO98C Putative protein of unknown function; the authentic, non-tagged protein is detected in highly purified mitochondria in high-throughput studies
CAGLOD02948g CokAR2 146 1,18E-03 KAR2 ATPase involved in protein import into the ER, also acts as a chaperone to mediate proteir\ folding i.n the‘ER and may play a role in ER export of soluble proteins;
regulates the unfolded protein response via interaction with Irelp
CAGLOE00319g 1,46 1,84E-03 - Unknown
CAGLOH07997¢ CgkNHI 1,46 9,47E-04 KNH1 Protein with similarity to Kre9p, which is involved in cell wall beta 1,6»g|uca_n synth.ems; t_)verproductlon suppresses growth defects of a kre9 null mutant; required for
propionic acid resistance
CAGLOH09966g 1,46 9,24E-04 EMP23 Putative protein of unknown function; proposed to be |nvo|v.ed in |ron.or_copper homeostasis; th_e authentic, non-tagged protein is detected in highly purified
mitochondria in high-throughput studies
CAGLO0104180g CgAMT1 1,46 1,30E-03 CUP2 Copper-binding transcription factor; activates transcription of the metallothionein genes CUP1-1 and CUP1-2 in response to elevated copper concentrations
CAGLOE04004g 1,46 5,01E-03 MUP3 Low affinity methionine permease, similar to Muplp
CAGLOH10054g 1,46 3,46E-03 YBR0O53C Putative protein of unknown function; induced by cell wall perturbation
CAGLOMO3157g 146 412603 IRS4 EH domain-containing protein involved in regulating phosphatidylinositol 4,5-b|s!3hosphat.e Ievel§ ?nd autophagy; Irs4p and Tax4p bind and activate the Ptdins
phosphatase Inp51p; Irs4p and Tax4p are involved in localizing Atg17p to the PAS
CAGLOB02431g 145 1,71E-03 NDI1 NADH:ubiquinone oxidoreductase, transfer§ electlions frt{m NAI;)H to ubiquinone in the respiratory chain but does not pump protons, in contrast to the higher
eukaryotic multisubunit respiratory complex |I; phosphorylated; homolog of human AMID
CAGLOA03718g 145 8,46E-04 CHCl Clathrin heavy chain, subunit of the major coat protein involved in |ntrace|lu|eﬁr proteln'transport and endocytoms;}two heavy chains form the clathrin triskelion
structural component; the light chain (CLC1) is thought to regulate function
CAGLOK08624g 145 1,19E-03 HAP4 Subunit of the heme-activated, glucose-repressed HaPZp/Sp/l?p/Sp CCAAT-F)lndlng}cor‘nplex, a t.ranscrlptlonal activator and global regulator of respiratory gene
expression; provides the principal activation function of the complex
CAGLOMO09449g CgCRHI 1,44 5,786-04 ECM21 Protein involved in regulating the endocytosis of plasma membrane pro.teins; identified as ? stfbstrate for ubiquitination by Rsp5p and deubiquitination by Ubp2p;
promoter contains several Gendp binding elements
CAGLOI02530g 1,43 9,86E-04 FMO1 Flavin-containing monooxygenase, localized to the cytoplasmic face of the‘ER me(nbréne; catalyzes ox@atlon of biological thiols to maintain the ER redox buffer ratio
for correct folding of disulfide-bonded proteins
CAGLO0105522g 1,43 4,19E-03 UBP9 Ubiquitin carboxyl-terminal hydrolase, ubiquitin-specific protease that cleaves ubiquitin-protein fusions
CAGL0G09295g 1,43 8,15E-04 FYV8 Protein of unknown function, required for survival upon exposure to K1 killer toxin
CAGLOMO02211g CoPEP4 1,43 9,74E-03 pEP4 Vacuolar aspartyl protease (proteinase A), required for the posttranslational precursor maturation of vacuolar proteinases; important for protein turnover after

oxidative damage; synthesized as a zymogen, self-activates




2,66

Soluble fumarate reductase, required with isoenzyme Osm1p for anaerobic growth; may interact with ribosomes, based on co-purification experiments; authentic,

CAGLOL01177, CgFRSD1 1,43 1,88E-03 YELO47C N K e . T .
g 9 non-tagged protein is detected in purified mitochondria in high-throughput studies
CAGLOH08173g 1,43 7,93E-03 - Unknown
CAGL0J11968g CgEPA15 1,42 1,15E-03 - Putative adhesin-like cell wall protein
CAGLOA03872g 1,42 3,66E-03 ENT2 Epsin-like protein required for endocytosis and actin patch assembly and functionally redundant with Ent1p; contains clathrin-binding motif at C-terminus
CAGLOG09515g 1,42 4,42E-04 SPR1 Sporulation-specific exo-1,3-beta-glucanase; contributes to ascospore thermoresistance
CAGLOC03267g 1,42 7,06E-04 FPs1 Plasma membrane channel, member of major !ntr|n5|c prf)tem.(MIP) family; involved in efflux of glycerol and in uptake of acetic acid and the trivalent metalloids
arsenite and antimonite; phosphorylated by Hoglp MAPK under acetate stress
CAGLO0108305g 1,42 8,14E-04 YAT2 Carnitine acetyltransferase; has similarity to Yat1p, which is a carnitine acetyltransferase associated with the mitochondrial outer membrane
CAGLOMO7612g 141 1,91E-03 FMS1 Polyamine oxidase, converts spermine to spermidine, which is required for .the t_esse.ntlal hyp95|nat|on modification of translation factor elF-5A; also involved in
pantothenic acid biosynthesis
Phospholipase D; catalyzes the hydrolysis of phosphatidylcholine, producing choline and phosphatidic acid; involved in Sec14p-independent secretion; required for
CAGLOL03135g MFalpha 1,41 4,99E-04 SPO14 meiosis and spore formation; differently regulated in secretion and meiosis; participates in transcription initiation and/or early elongation of specific genes; interacts
with foot domain of RNA polymerase Il; deletion results in abnormal CTD-Ser5 phosphorylation of RNA polymerase |l at specific promoter regions
CAGL0J03058¢ 141 7,256-04 L1 Isocitrate lyase, catalyzes the formation of succinate and glyoxylate from isocitrate, a key reaction of the glyoxylate cycle; expression of ICL1 is induced by growth on
ethanol and repressed by growth on glucose
CAGLOF01793¢ CoERG3 141 1,37€-03 ERG3 C-5 sterol desaturase, glycoprotein that catalyzes the introduction of a C-5(6) double bond into episterol, a precurs?r i‘nlergosterol biosynthesis; mutants are viable,
but cannot grow on non-fermentable carbon sources; substrate of the HRD ubiquitin ligase
CAGLOHO5445¢ CoPGI1 141 4,726-03 PGI1 Glycolytic enzyme phosphoglucose isomerase, catalyzes the |ntelrconver5|on of glucosets-phosphate and erfctose-G-phosphate; required for cell cycle progression
and completion of the gluconeogenic events of sporulation
CAGLOMO6963g 141 3,616-04 soL2 Protein with a possible role in tRNA export; shows similarity to 6-phosphogluconolactonase non-catalytic domains but does not exhibit this enzymatic activity;
homologous to Sollp, Sol3p, and Sol4p
CAGLOM02101g 1,41 3,70E-04 PET20 Mitochondrial protein, required for respiratory growth under some conditions and for stability of the mitochondrial genome
CAGLOH04213¢ 141 1,01E-03 1049 DNA-binding protein, putative transcription factor; green fluorescent protein (GFP)-fusion prote_ln localizes to the nucleus; null mutant is sensitive to expression of
the top1-T722A allele; not an essential gene
CAGLOL00583g 1,40 3,81E-03 Usvi Putative transcription factor containing a C2H2 zinc finger; mutation affects transcriptional regul.atlon of g_enes involved in growth on non-fermentable carbon
sources, response to salt stress and cell wall biosynthesis
CAGLOG06006g 1,40 2,73E-03 YHR138C Putative protein of unknown function; has similarity to Pbi2p; double null mutant lacking Pbi2p and Yhr138p exhibits highly fragmented vacuoles
CAGL0OL08426g CgSUE1 1,39 5,90E-04 SUE1 Mitochondrial protein required for degradation of unstable forms of cytochrome ¢
CAGLOK01705g 1,39 4,38E-04 GPM2 Homolog of Gpm1p phosphoglycerate mutase, which converts 3-phosphoglyc.era_te to 2-phosphoglycerate in glycolysis; may be non-functional derivative of a gene
duplication event
CAGLOF04829g 1,39 5,82E-04 PIN3 Protein that induces appearance of [PIN+] prion when overproduced
Protein of unknown function; some similarity to AMP deaminases but lacks key catalytic residues and does not rescue purine nucleotide metabolic defect of
CAGLOH02893¢ 1,39 5,14E-04 VILO70C quadruple aahl ade§ amd1 his1 mutant; may regul_ate purine nucleotldfe homeostams. as f)verexpr.e_ssmn !n an AMD_l §tra_|n grown in ademne.results in greatly_
reduced GDP and GTP intracellular levels; the authentic, non-tagged protein is detected in highly purified mitochondria in high-throughput studies; not an essential
gene
CAGLOGOS357¢ 139 1,06E-03 YNL200C NADHX eplmerase; catalyzes isomerization of (R)- and (S)-NADHX; homologous to AI‘BP. in mammalls a|t1d the N-. Fermlryal domalr) of Y]?F in E.coli; enzyme !s
widespread in eukaryotes, prokaryotes and archaea; the authentic, non-tagged protein is detected in highly purified mitochondria in high-throughput studies
CAGLOD04510g 1,39 6,63E-04 YPR117W Putative protein of unknown function
CAGLOI07227g 138 6,48E-04 IDH2 Subunit of mitochondrial NAD(+)-dependent isocitrate dehydrogenase, which catalyzes the oxidation of isocitrate to alpha-ketoglutarate in the TCA cycle;
phosphorylated
CAGLOG06798g 1,38 6,06E-04 YJROO5C-A Putative protein of unknown function, originally identified as a syntenic homolog of an <i>Ashbya gossypii</i> gene
Protein disulfide isomerase; multifunctional protein resident in the endoplasmic reticulum lumen, essential for the formation of disulfide bonds in secretory and cell-
CAGLOB00704g CgPDI1 1,38 7,58E-03 PDI1 surface proteins, unscrambles non-native disulfide bonds; forms a complex with Mnl1p that has exomannosidase activity, processing unfolded protein-bound
Man8GIcNAc2 oligosaccharides to Man7GIcNAc2 which promotes degradation in the unfolded protein response
CAGL0G02673g 1,38 3,98E-04 IDH1 Subunit of mitochondrial NAD(+)-dependent isocitrate dehydrogenase, which catalyzes the oxidation of isocitrate to alpha-ketoglutarate in the TCA cycle
CAGLOMO4763g 137 2,036-03 YOR289W Putative protein of unknown function; transcription induced by the unfolded protein response; green fluorescent protein (GFP)-fusion protein localizes to both the
cytoplasm and the nucleus
CAGLOM10571g 1,37 4,91E-04 ARE2 Acyl-CoA:sterol acyltransferase, isozyme of Arelp; endoplasmic reticulum enzyme that contributes the major sterol esterification activity in the presence of oxygen
CAGLOB03421g 137 1,13£:03 HAPI Zinc finger transcription factor involved in the complex. regulation of gene expresspn in r.esp(.)nse to levels of heme and oxygen; the S288C sequence differs from
other strain backgrounds due to a Tyl insertion in the carboxy terminus
CAGLOD01980g 137 5,62E-04 1611 Steryl ester hydrolase, one of three gene products (Yehlp, Yeh2p, Tgll;?) .respon.5|b|e for steryl ester hydrolase activity and involved in sterol homeostasis; localized
to lipid particle membranes
CAGL0G05962g 1,37 9,68E-04 YHR140W Putative integral membrane protein of unknown function
CAGL0C03872g CgTIR3 1,36 1,45E-03 TIR3 Cell wall mannoprotein of the Srp1p/Tip1lp family of serine-alanine-rich proteins; expressed under anaerobic conditions and required for anaerobic growth
CAGL0C03289g CgYBT1 1,35 3,83E-03 YBT1 Transporter of the ATP-binding cassette (ABC) family involved in bile acid transport; similar to mammalian bile transporters
CAGL0OL09383g 1,35 6,83E-03 SuT2 Putative transcription factor; multicopy suppressor of mutations that cause low activity of the cAMP/protein kinase A pathway; highly similar to Sut1lp
CAGLOE02651g 1,35 1,97E-03 YSP3 Putative precursor to the subtilisin-like protease Il




Imidazole glycerol phosphate synthase (glutamine amidotransferase:cyclase), catalyzes the fifth step of histidine biosynthesis and also produces 5-aminoimidazole-4-

CAGL0C01595 1,35 1,85E-03 HIS7 . . .
8 carboxamide ribotide (AICAR), a purine precursor
CAGLOF04785¢ 135 7,086-03 VHS2 Cytoplasmic protein of unknown function; identified as a high-copy suppressyr of th? synthetic lethality of a sis2 sit4 double mutant, suggesting a role in G1/S phase
progression; similar to MIf3p
CAGL0J07876g 1,34 7,45E-04 RTC4 Protein of unknown function; null mutation suppresses cdc13-1 temperature sensitivity; (GFP)-fusion protein localizes to both the cytoplasm and the nucleus
CAGLOG06050g 1,34 2,54E-03 - Unknown
CAGLOA04081g 1,34 4,25E-03 YLR194C Structural constituent of the cell wall attached to the plasma membrane by a GPI-anchor; expression is upregulated in response to cell wall stress
CAGLOM12947g CgPUP1 1,34 2,01E-03 - Mitochondria-localized protein
CAGLOGO0858g 133 9,05E-04 MID2 O-glycosylated plasma membrane protein that acts as a sensor for cell wall |ntegr|ty 5|g.nallng and activates thg pathway; interacts with Rom2p, a guanine nucleotide
exchange factor for Rholp, and with cell integrity pathway protein Zeolp
CAGLOL04598g 133 8,18E-04 Des2 Non-essential, stress induced regulatory protein; modylatgs m7G-oI|gor|bonucIeot|d}e metabolism; |nh!b|ts Dcs1p; regulated by Msn2p, Msn4p, and the Ras-cAMP-
cAPK signaling pathway; mutant has increased aneuploidy tolerance
CAGL0J02948g CgFCY2 1,33 2,69E-03 FCY22 Putative purine-cytosine permease, very similar to Fcy2p but cannot substitute for its function
CAGLOL12892g 133 6,37-04 SEK1 Plasma membrane protein that may act together with or upstream.of S.tt4p to generate normal levels of the essential phospholipid PI4P, at least partially mediates
proper localization of Stt4p to the plasma membrane
CAGLOL10362g 133 1,47E-03 YOR062C Protein of unknown function; similar to YKRO75Cp and Reglp; expression regulated by glucose and Rgt1p; GFP-fusion protein is induced in response to the DNA-
damaging agent MMS
CAGL0J04004g 1,33 1,30E-03 YOR228C Protein of unknown function, localized to the mitochondrial outer membrane
Cytoplasmic protein involved in halotolerance; decreases intracellular Na+ (via Enalp) and increases intracellular K+ by decreasing efflux; expression repressed by
CAGLOL09251, 1,32 1,18E-03 HAL1 . X
g Ssn6p-Tuplp and Skolp and induced by NaCl, KCI, and sorbitol through Gen4p
CAGLOK11297g 131 4,01E-03 VYDR248C Putative protein of unknown function; sequence similarity to bacterial and Pl\uman gluconokinase; g.reen fluorescent protein (GFP)-fusion protein localizes to the
cytoplasm; upregulated by deletion of the RNAP-II associated factor, PAF1
CAGLOLO7744g 1,31 7,76E-04 ADP1 Putative ATP-dependent permease of the ABC transporter family of proteins
CAGLOA01243g CgGIT1 1,30 5,87E-03 - Unknown
CAGLOI0S676g 130 3,526-03 PRP2 RNA-dependent ATPase in the DEAH-box family, required for activation of the spllcgosome before the first transesterification step in RNA splicing; orthologous to
human protein DHX16
CAGLOMO04675g 1,30 6,55E-03 RDL1 Protein of unknown function containing a rhodanese-like domain; localized to the mitochondrial outer membrane
CAGL0J08613g 1,29 7,40E-04 YVC1 Vacuolar cation channel, mediates release of Ca(2+) from the vacuole in response to hyperosmotic shock
CAGLOCO1771g 1,20 3,00E-03 YBR241C Putative transporter, member of the sugar porter family; green fluorescent pro.teln (GFP)-fusion protein localizes to the vacuolar membrane; YBR241C is not an
essential gene
CAGLOE01969¢ 1,20 1,65E-03 SMF1 Divalent metal ion transporter with a broad specificity for di-valent an}:l tri-valent metals; post—trénslatlonally regulated by levels of metal ions; member of the
Nramp family of metal transport proteins
CAGLOL01287g CqUTR4 1,20 9,04E-04 UTR4 Protein with sequence similarity to 2,3-diketo-5-methylthiopentyl-1-phosphate enolase-phosphatases, involved in methionine salvage; found in both the cytoplasm
and nucleus
CAGLOL10043g 1,20 1,39E-03 STD1 Protein involved in control of glucose-regulated ‘ge.ne expression; |nFeracts \Alllth klrfase Snflp, glucose sensors Snf3p and Rgt2p, TATA-binding Spt15p; regulator of
transcription factor Rgtlp; interactions with Pmalp appear to propagate [GAR+]
CAGLOH09944g 1,20 4,05E-03 77TA1 NADPH-dependent quinone reductase, GFP-tagged protein localizes to the CVtZ:’Jzts;“;nd nucleus; has similarity to E. coli quinone oxidoreductase and to human zeta
CAGLOG01100g 1,20 8,66E-04 YLR345W Similar to 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase enzymes responsible for the metal?ollsm of fruct050-2,6-b|sphosphate; mRNA expression is
repressed by the Rfx1p-Tup1p-Ssn6p repressor complex; YLR345W is not an essential gene
Mating pheromone alpha-factor, made by alpha cells; interacts with mating type a cells to induce cell cycle arrest and other responses leading to mating; also
CAGLOH03135, 1,29 7,87E-03 MF(ALPHA)2 L .
8 { ) encoded by MF(ALPHA)1, which is more highly expressed than MF(ALPHA)2
Protein kinase that stabilizes several plasma membrane amino acid transporters by antagonizing their ubiquitin-mediated degradation; phosphorylates Aly2p;
CAGL0J11308g 1,28 1,82E-03 NPR1 negatively regulates Ldb19p-mediated endocytosis through phosphorylation of Ldb19p, which prevents its association with the plasma membrane; Nprilp activity is
negatively regulated via phosphorylation by the TOR complex
CAGLOH07667¢ 1,28 1,84E-:03 PDE1 Low-affinity cyclic AMP phosphodiesterase, controls glucose and |.ntracellu|ar BCIqIfI.CatIOWII-'\deC-ed cAMP S|gnallng, target of the cCAMP-protein kinase A (PKA)
pathway; glucose induces transcription and inhibits translation
CAGLOI110648g CgASN2 1,28 1,48E-03 ASN2 Asparagine synthetase, isozyme of Asnlp; catalyzes the synthesis of L-asparagine from L-aspartate in the asparagine biosynthetic pathway
CAGLOA01045g 128 2,586-03 FUMI Fumarase, converts fumaric acid to L-malic acid in the. TCA cycle; cytosolic and mitochondrial distribution ‘dete'rmlned bY the N-terminal targeting sequence, protein
conformation, and status of glyoxylate shunt; phosphorylated in mitochondria
CAGLOH09130g 128 212603 VINNZ Putative positive regulator of mannosylphosphate transferase (Mnnfip), |lnvolved |n' mannosylphosphorylation of N-linked oligosaccharides; expression increases in
late-logarithmic and stationary growth phases
CAGL0J01699g 1,28 3,66E-03 YPRO10C-A Putative protein of unknown function; conserved among Saccharomyces sensu stricto species
CAGLOK00803g CaTRX2 1,28 1,96E-03 TRX1 Cytoplasmic thioredoxin isoenzyme of the thioredoxin system whlch.protects cells agalnst oxidative and redyctlvt? stress, forms LMA1 complex with Pbi2p, acts as a
cofactor for Tsalp, required for ER-Golgi transport and vacuole inheritance
CAGLOF04609g 127 1,41E-03 EDE1 Endocytic _pro_te.zln; involved in a networ.k of |nterac.t|on.s with othe.r endocytic protem_s, binds membranes in a} ublqultlry-dependent marmer, may also bind
ubiquitinated membrane-associated proteins; interacts with Cmk2 and functions upstream of CMK2 in regulating non-apoptotic cell death
CAGLOLOS654g 127 3,58E-03 TRK1 Component of the Trk1p-Trk2p potassium transport system; 180 kDa high affinity potassium transporter; phosphorylated in vivo and interacts physically with the

phosphatase Ppzlp, suggesting Trklp acitivy is regulated by phosphorylation




CAGL0C05533g 1,27 1,39E-03 AIM6 Putative protein of unknown function, required for respiratory growth; YDL237W is not an essential gene
CAGLOM11726g 1,27 7,91E-03 CCW12 Putative GPI-linked cell wall adhesin-like protein;
CAGLOMO07293g 1,27 7,466-03 PDR12 Plasma membrane ATP-binding cassette (ABC) transporter, weak-acid-inducible multidrug traqsgorter required for w'e.al.< organic acid resistance; induced by sorbate
and benzoate and regulated by Warlp; mutants exhibit sorbate hypersensitivity
CAGLOE02321g 1.26 7,856-04 pLB3 Phospholipase B (lysophospholipase) involved in phospholipid metabolism; hydi;o\ll\i(tzre: phosphatidylinositol and phosphatidylserine and displays transacylase activity
CAGLOFOS687¢ 1.26 1,89E-03 VYDR186C Putative protein of unknown function; may interact with ribosomes, based on co-purification experiments; green fluorescent protein (GFP)-fusion protein localizes to
the cytoplasm
CAGLOI0S082g 1.26 1,25€-03 PINA Protein involved in G2/M phase progression and response to DNA damage, interacts with Rad53p; contains an RNA recognition motif, a nuclear localization signal,
and several SQ/TQ cluster domains; hyperphosphorylated in response to DNA damage
CAGLOI11011g 1,25 8,75E-03 NA NA
CAGLOC04191g 1,25 4,46E-03 UGA2 Succinate semialdehyde dehydrogenase involved in the utilization 91’ gamma-amlnobu.tyrate (GABA) as a nitrogen source; part of the 4-aminobutyrate and glutamate
degradation pathways; localized to the cytoplasm
CAGLOC01397g 124 2,13E-03 PEK26 6-phosphofructo-2-kinase, inhibited by phosphoenolpyruvate and sn.»gly_cerol 3-phospl.1att?; has negligible fructose-2,6-bisphosphatase activity; transcriptional
regulation involves protein kinase A
CAGLOJ00803g 124 3,20€-03 MHP1 Microtubule-associated protein involved in assembly and stabll!zatlon of mlcrotubules;_overproductlon_ results in cell cycle arrest at G2 phase; similar to Drosophila
protein MAP and to mammalian MAP4 proteins
CAGLOL06864g 1,24 1,56E-03 SIP5 Protein of unknown function; interacts with both the Reglp/Glc7p phosphatase and the Snflp kinase
CAGLOI03872g 1,24 1,22E-03 RGT2 Plasma membrane high glucose sensor that regulatejs gluclose transport; contains 12 prfedlctefj transmembrane segments and a long C-terminal tail required for
induction of hexose transporters; highly similar to Snf3p
CAGL0L06248g 1,24 8,46E-04 YBRO85C-A Putative protein of unknown function; green fluorescent protein (GFP)-fusion protein localizes to the cytoplasm and to the nucleus
CAGLOK10604g 124 4,48E-03 MKl Calmodulin-dependent protein kinase; may play_a role_ln stress resp_on_se, many Ca++/calmodulin .dependen_t phosphorylation substrates demonstrated in vitro,
amino acid sequence similar to Cmk2p and mammalian Cam Kinase Il
CAGLOJ03256g 124 1,05€-:03 PTP3 Phosphotyrosine-specific protein phosphatase involved in the inactivation _of mltoigen?actlvate(.i protein kinase (MAPK) during osmolarity sensing; dephosporylates
Hoglp MAPK and regulates its localization; localized to the cytoplasm
CAGLOL09933g 123 4,45E-03 CUES Protein containing a CUE domain that binds ubiquitin, WhICh- may facilitate lntram_olecular monoubiquitination; green fluorescent protein (GFP)-fusion protein
localizes to the cytoplasm in a punctate pattern
CAGLOC04785g 1,23 5,13E-03 YJR115W Putative protein of unknown function
CAGLOD00990g 1,23 9,76E-04 YDLO57W Putative protein of unknown function; YDLO57W is not an essential gene
CAGLOKO1133g 123 2,21E-03 TWEL Twinfilin, highly conserved actin monomer-sequesten‘ng prot_eln involved in regulatlon o_fth_e cortical actin cytoskeleton, composed of two cofilin-like regions,
localizes actin monomers to sites of rapid filament assembly
CAGLOH09614g 123 5,89E-03 TIR1 Cell wall mannoprotein of the Srp1p/Tiplp family ?f §er|ne-a|an|ne».r|c.h protelns_; expression is dO\‘NnreguIatefj at acidic pH and induced by cold shock and
anaerobiosis; abundance is increased in cells cultured without shaking
CAGLOK04257g 123 1,01E-03 RME1 Zinc finger protein involved in control of meiosis; prevents meiosis by repressing .IMEl expression and promotes n'.||t05|s by activating CLN2 expression; directly
repressed by al-alpha2 regulator; mediates cell type control of sporulation
CAGLOL09108g 122 1,53E-:03 PDH1 Mitochondrial protein that participates in respiration, induced by diauxic shift; h_omélogous to E. coli PrpD, may take part in the conversion of 2-methylcitrate to 2-
methylisocitrate
CAGLOEO6666g CgEPA2 1,22 2,14E-03 - Epithelial adhesion protein
CAGLOH02695g 1,21 1,29E-03 GLG1 Self-glucosylating initiator of glycogen synthesis, also glucosylates n-dodecyl-beta-D-maltoside; similar to mammalian glycogenin
CAGLOI03476g 121 8,12E-03 DHHI Cytoplasmic DExD/H-box helicase, stlrr_mlates mRNA decapping; co?rdlnates dI.StInCt steps in ImRNA func_tlon and decay, interacts with both the decapping and
deadenylase complexes, may have a role in mRNA export and translation; C-terminus of Dhh1p interacts with Ngrlp and promotes POR1, but not EDC1 mRNA decay
CAGLOD01100g 121 3,25€-03 PEK26 6-phosphofructo-2-kinase, inhibited by phosphoenolpyruvate and sn.»gly_cerol 3-phospl.1att?; has negligible fructose-2,6-bisphosphatase activity; transcriptional
regulation involves protein kinase A
CAGLO0108943g 1,21 4,43E-03 PES4 Poly(A) binding protein, suppressor of DNA polymerase epsilon mutation, similar to Mip6p
CAGLOH09592g 1,21 3,55E-03 - Putative GPI-linked cell wall protein
CAGLOB027558 1,21 1,49E-03 YLR361C-A Putative protein of unknown function
CAGLOF01947¢ CgIRC1S 121 2,926-03 IRC15 Microtubule associated protein; regulates microtubule dyn}am?cs; requirefi for accurate meiotic chromosome segregatio.n; null mutant displays large budded cells
due to delayed mitotic progression, increased levels of spontaneous Rad52 foci
CAGLOMO09108g 1,20 4,31E-03 JSN1 Member of the Puf family of RNA-binding protélns, |nter?cts with mRNAs encodlng membrane-aslsc'xc'lated proteins; involved in localizing the Arp2/3 complex to
mitochondria; overexpression causes increased sensitivity to benomyl|
CAGLOMO05401g 1,20 8,32E-03 YBR201C-A Putative protein of unknown function
CAGLOI01980g 1,20 1,02E:03 vspi Mitochondrial protein with a potential role in promoting mlto.chondrlal fragmentation durlng programmed cell death in response to high levels of alpha-factor
mating pheromone or the drug amiodarone
CAGLOLO6358g 1,20 1,33E-:03 TMS1 Vacuolar membrane protein of unknown function that is conserveq in mammals; p_redlcted _to contain eleven transmembrane helices; interacts with Pdr5p, a protein
involved in multidrug resistance
CAGLOK12716g 1,20 5,27E-03 YFLO4OW Putative transporter, member of the sugar porter family; YFLO4OW is not an essential gene
CAGLOHO1177¢ 1,20 2,706-03 DPP1 Diacylglycerol pyrophosphate (DGPP) phosphata.se, zmc-regulalted vacuolar Tnembrar?e-a.\s‘soqated.I|p|d phosphatase, qephosphorylates DGPP to phosphatidate (PA)
and Pi, then PA to diacylglycerol; involved in lipid signaling and cell metabolism
CAGLOE01859g CgYPS10 1,19 1,93E-03 - Putative aspartic protease




14-3-3 protein, major isoform; controls proteome at post-transcriptional level, binds proteins and DNA, involved in regulation of many processes including

CAGLOL12056, CgBMH1 1,19 1,25E-03 BMH1 . . . . . . . .
g g exocytosis, vesicle transport, Ras/MAPK signaling, and rapamycin-sensitive signaling
CAGLOK04675g 1,19 1,74E-03 - Unknown
CAGLOE01419g CgYPS2 1,18 1,81E-03 MKC7 GPl-anchored aspartyl protease, member of the yapsin family of proteases involved in cell wall growth and maintenance; shares functions with Yap3p and Kex2p
CAGLOL10142g CgRSBI 118 2,64E-03 RSB1 Suppressor of sphingoid long chain base (LCB) sensitivity of E{n LlCB-Iyase mutation; putative |nFeg|jaI membrane transporter or flippase that may transport LCBs from
the cytoplasmic side toward the extracytoplasmic side of the membrane
Translational repressor with a role in polar growth and wall integrity; regulated by Cbk1p phosphorylation to effect bud-specific translational control and localization
CAGLOH01287g 1,18 2,68E-03 SSD1 of specific mRNAs; interacts with TOR pathway components; contains a functional N-terminal nuclear localization sequence and nucleocytoplasmic shuttling appears
to be critical to Ssd1p function
CAGLOK04037g CaFKs? 118 6,33E-03 6sC2 Catalytic subunit of 1,3-beta-glucan synthase, involved in ff)rr_nat.lon of the inner layer of the spore_ wall; activity positively regulated by Rholp and negatively by
Smk1p; has similarity to an alternate catalytic subunit, Fks1p (Gsclp)
CAGLOMO8800g CavAP6 117 4,24E-03 YAPE Basic leucine ZIppE‘-I' (F)ZIP) transcription factorf' physically |.nteracts with the.Tupl-Cyc.B complex ant.i recruits Tup_le to |ts.targets; overexpression I‘ncreases sodium
and lithium tolerance; computational analysis suggests a role in regulation of expression of genes involved in carbohydrate metabolism
CAGLOMO6457g 117 2,49E-03 GDT1 Putative protein of unknown function; expression _|s reduc.ed in a gerl null mlftant; GF.P-f|I,|S|on prote_ln IocaI!zes to the vacuole; expression pattern and physical
interactions suggest a possible role in ribosome biogenesis
CAGLOJ01892g CgPANT 117 3,39E-03 PAN1 Part of actin cytoskeleton»regula.tory. complex Panl_p»SIalp-End3p, associates \-Nlth actin paFches on the cell cortex; promotes proteln_—proteln interactions essential
for endocytosis; binds to and activates the Arp2/3 complex in vitro; previously thought to be a subunit of poly(A) ribonuclease
CAGLOL06094g CgSTR3 1,17 6,84E-03 STR3 Peroxisomal cystathionine beta-lyase, converts cystathionine into homocysteine; may be redox regulated by Gtolp
CAGLOL09691g 117 1,59E-03 PUT3 Transcriptional actlvator‘ of proline }Jtl|lZatIf}n genes, constltutlvely binds PUT1 and I't’UTZ prO(noter sequences as a dimer and und.ergoes a conformatu{nal change to
form the active state; differentially phosphorylated in the presence of different nitrogen sources; has a Zn(2)-Cys(6) binuclear cluster domain
NADHX dehydratase; converts (S)-NADHX to NADH in an ATP-dependent manner; homologous to Carkd in mammals, and the C-terminal domain of YjeF in E.coli;
CAGLOE06380g 1,16 5,59E-03 YKL151C enzyme is widespread in eukaryotes, prokaryotes and archaea; YKL151C promoter contains STREs (stress response elements) and expression is induced by heat
shock or methyl methanesulfonate; green fluorescent protein (GFP)-fusion protein localizes to the cytoplasm
CAGL0C03850g 1,16 4,79E-03 DOT5 Nuclear thiol peroxidase which functions as an alkyl-hydroperoxide reductase during post-diauxic growth
CAGLOE02255¢ 116 2,80E-03 7601 Peripheral membrane protein of the plasma mer\j\brane that |nFeracts with Mid2p; regule{teslthe cell |r1Fegr|tY pathwaY mediated by Pkclp and Slt2p; the authentic
protein is detected in a phosphorylated state in highly purified mitochondria
CAGLOK12760g 1,16 1,65E-03 YFLO42C Putative protein of unknown function; YFLO42C is not an essential gene
CAGLOCO5137g CgGPD2 115 2,09E-03 GPD2 NAD-dependent glycerol 3-phosphate dehydrogenase,_ homolog of Gp.dlp, e>fp.re55|on is con_trolled by an oxx_/gen-lnde!)endent signaling pathway required to regulate
metabolism under anoxic conditions; located in cytosol and mitochondria
CAGLOL08140g 115 1,85€-:03 BPH1 PProtein homologous to human Chedlal_(-H.lgashl syndrome and murine Belg.e Protelns., which are |mp||ca?ed in d|§ease §yndromes due to defective lysosomal
trafficking; mutant phenotype and genetic interactions suggest a role in protein sorting
CAGLOH02497g 1,15 2,14E-03 GFD1 Coiled-coiled protein of unknown function, identified as a high-copy suppressor of a dbp5 mutation
CAGLOGO5093g 115 3,816-03 YDROGIW Protein with similarity to ATP-binding cassette (ABC) transporter famlly mernbers; Iast pre.dlcted m.embrane-spannmg regions; transcriptionally activated by Yrm1p
along with genes involved in multidrug resistance
CAGLOD01474g 1,14 1,80E-03 AIM3 Protein interacting with Rvs167p; null mutant is viable and displays elevated frequency of mitochondrial genome loss
CAGLO0103168g 1,14 3,78E-03 YEL023C Putative protein of unknown function; expression is increased greatly during sporulation; YEL023C is not an essential gene
CAGL0J01331g 1,14 4,47E-03 - Unknown
CAGLOL02937g CgHiIs3 114 1,41E-03 HIS3 Imidazoleglycerol-phosphate dehydratase, catalyzes the S|_xth ste_p in histidine blosynthemsg muta_tlons cause. histidine auxotrophy and sensitivity to Cu, Co, and Ni
salts; transcription is regulated by general amino acid control via Gendp
CAGLOC01243g 113 4,80E-03 HIS5 Histidinol-phosphate aminotransferase, catalyzes the se.ve.th step in histidine blosyr_1t_h_95|s; responsive to _general control of amino acid biosynthesis; mutations
cause histidine auxotrophy and sensitivity to Cu, Co, and Ni salts
CAGLOI02200g cgsoL3 113 9,52E-03 so13 6-phosphogluconolactonase, catalyzes the second step of the pentose phosphatseopl)f;hway; weak multicopy suppressor of los1-1 mutation; homologous to Sol2p and
CAGLOAO0539g 113 1,04E-03 coG7 Component of the conserved oligomeric Golgi complex (Coglp through Cog_Sp), a cytosgllc tethering complex that functions in protein trafficking to mediate fusion
of transport vesicles to Golgi compartments
CAGLOI07887g 113 1,55E-:03 ATG19 Receptor protein for the cytoplasm-to-vacuole targeting (Cvt) pathway; dell\_/ers cargo pro_telr_\s amlnopeptldase | (Apelp) and alpha-mannosidase (Ams1p) to the
phagophore assembly site for packaging into Cvt vesicles
CAGL0C04939g 1,12 6,81E-03 YJR1I07W Putative protein of unknown function; has sequence or structural similarity to lipases
CAGLOD00286g CgBMT1 1,12 1,68E-03 - Beta mannosyltransferase
CAGLO0102046g 1,12 2,66E-03 - Unknown
CAGL0L00803g 1,12 4,22E-03 PIG2 Putative type-1 protein phosphatase targeting subunit that tethers Glc7p type-1 protein phosphatase to Gsy2p glycogen synthase
CAGLOMO02629g 111 5,93E-03 1SU1 Conserved protein of the mitochondrial matrix, performs a scaffoldlng fun_ctlor! during assembly of_lr(IJn-.squur clusters, interacts physically and functionally with
yeast frataxin (Yfh1p); isul isu2 double mutant is inviable
CAGLOL00957g 111 3,58E-03 A Nuclear type Il J heat shock protein of the E. coli dna! famlly_, contaln_s a leucine u_pper-llke motif, blnc?s to non-native substrates for presentation to Ssa3p, may
function during protein translocation, assembly and disassembly
CAGLOH09218g CgSDT1 1,11 1,64E-03 SDT1 Pyrimidine nucleotidase; overexpression suppresses the 6-AU sensitivity of transcription elongation factor S-11, as well as resistance to other pyrimidine derivatives
CAGLOK10736g CacvB2 110 3,34E-03 cvB2 Cytochrome b2 (L-lactate cytochrome-c oxidoreductase), component of the mitochondriall interm.elmbrane space, required for lactate utilization; expression is
repressed by glucose and anaerobic conditions
CAGLOMO00550g 1,10 2,00E-03 STR2 Cystathionine gamma-synthase, converts cysteine into cystathionine




CAGL0OL07810g 1,10 4,06E-03 SAT4 Ser/Thr protein kinase involved in salt tolerance; funtions in regulation of Trk1p-Trk2p potassium transporter; partially redundant with Hal5p; has similarity to Nprlp
CAGLOJ03916g 1,10 2,21E-03 HES1 Protein implicated in the regulation of ergosterol blosy_nthe5|_s; (_)ne of a seven member g_ene_ family \A{Ith a common essential function and non-essential unique
functions; similar to human oxysterol binding protein (OSBP)
CAGLOHO03311g 1,10 3,78E-03 YGLO81IW Putative protein of unknown function; non-essential gene; interacts genetically with CHS5, a gene involved in chitin biosynthesis
CAGLOC02519g 110 1,83E-03 MIG3 Probable transcriptional repressor involved in response t9 to>(|lc agents.such as hyf:er).(yurea‘that inhibit ribonucleotide reductase; phosphorylation by Snflp or the
Meclp pathway inactivates Mig3p, allowing induction of damage response genes
CAGL0G02893g 1,09 2,14E-03 POS5 Mitochondrial NADH kinase, phosphorylates NADH; also phosphorylates NAD(+) with lower specificity; required for the response to oxidative stress
CAGLOL02607g 1,09 3,40E-03 YHR202W Putative protein of unknown function; green fluorescent prot_eln (GFP)-fu_smn protein Io.callzes. to .the vacuole, while HA-tagged protein is found in the soluble
fraction, suggesting cytoplasmic localization
CAGLOK09790g 1,09 5 71E-03 SRV2 CAP (cyclase-associated protein) subunit of adenylyl cyclase.(‘:om.plex; N-ter_mlnus blr?ds adeny_lyl cyclase and facilitates _actlvatlon by RAS; C-terminus binds ADP-actin
monomers, facilitating regulation of actin dynamics and cell morphogenesis
CAGLOL11440g 1,09 3,20€-03 TCB3 Lipid-binding ER protein, enriched at ER-plasma membran_e coptact S|tes.; Iocallzed_ tf) the bud via specific mRNA '_cransport; non-tagged protein detected in a
phosphorylated state in mitochondria; C-termini of Tch1p, Tcb2p and Tcb3p interact
CAGLOI01496g 1,09 8,26E-03 ssci Hsp70 family ATPase, constituent of the import motor compongnt of the Tr.anslocase _of the Inner Mitochondrial membrane (TIM23 complex); involved in protein
translocation and folding; subunit of Scel endonuclease
CAGLOE02035¢ 1,09 8,22E-03 McH4 Protein with similarity to mammalian monocarboxylate permeases, Yv_hlch_are involved in transport of monocarboxylic acids across the plasma membrane; mutant is
not deficient in monocarboxylate transport
CAGLOMO8206g 1,09 3,64E-03 VIL171C GPl-anchored cell wall protein of unknown function; |n.d\,!cec_j in response to cell wall damaging agents and by mutat_lons in genes involved in cell wall biogenesis;
sequence similarity to YBR162C/TOS1, a covalently bound cell wall protein
CAGLOK05687g 1,08 5,93E-03 - Unknown
CAGLOA02299g 1,08 5,28E-03 - Unknown
CAGLOM13783g 1,08 2,82E-03 UBP1S Ubiquitin-specific protease involved |n_ prote.zln deublql{ltlnatlon; catalytic ac_t|V|ty regulated by an N-terminal TRAF-Ilke domain and and C-terminal sequences;
physically interacts with anaphase-promoting complex/cyclosome (APC/C) activator, Cdh1p
CAGLOMO8552g 1,08 2,29E-03 PMP3 Small plasma membrane protein related to a. farn_lly of pla_nt polypeptides that a_re 9verexpressed under high salt concer\tratlon or low temperature, not essential for
viability, deletion causes hyperpolarization of the plasma membrane potential
CAGLOGO8646g 1,08 3,18E-03 POG1 Nuclear chromatln-assocu_}ted. protein of l.mk.n.ow_n function; ovt_erexpresswn promotes recovery from pheromone induced ?drrest and suppresses the stress sensitivity
caused by a mutation in the E3 ubiquitin ligase Rsp5p; binds upstream of BAR1 and cell cycle-related genes; potential Cdc28p substrate; SBF regulated
CAGLOG01738¢ 1,08 2,90E-03 PILT Primary component of elsosom_es, which are large lmmobllfe cell cortex structures a§soc!ated W|th_endocyt05|s; null mutants sh_ow acFlvatlon of Pkclp/Ypklp stress
resistance pathways; detected in phosphorylated state in mitochondria; member of the BAR domain family
CAGLOAQ0517g 1,08 2,58E-03 PMCE Vacuolar Ca2+ ATPase involved in depleting cytosol of Ca2+ ions; pl_'event_s growth |nh|b|t|o_n by activation of calcineurin in the presence of elevated concentrations of
calcium; similar to mammalian PMCA1la
CAGLOF01419¢ CgaUs1 1,07 6,12E-03 AUST Plasma membrane sterol tra.nsfporter_of the ATP-binding ca_ssette farmly; required, a.long W-Ith Pdrllp, for u.ptake of exogenous stero|§ and thel.r |ncorf10ratlon into
the plasma membrane; activity is stimulated by phosphatidylserine; sterol uptake is required for anaerobic growth because sterol biosynthesis requires oxygen
CAGLOI10626g 1,07 2,776-03 YGRIZSW Putative protein of unknown function; deletion mutant has decr_eased rapamyC|r_1 resistance but normal wormannin resistance; green fluorescent protein (GFP)-
fusion protein localizes to the vacuole
CAGLOMO8602g 1,07 6,74E-03 ccer Cu(+2)-transporting P-type ATPase, required for export of copper from the cytosol_lnto an_ extracytosolic compartment; has similarity to human proteins involved in
Menkes and Wilsons diseases
CAGL0J09416g 1,07 2,21E-03 SNA4 Protein of unknown function, localized to the vacuolar outer membrane; predicted to be palmitoylated
CAGLOMO7568g 1,06 3,186-03 uBc7 Ubiquitin conjugating enzyme, involved in the ER-associated profein degr?dation patlhway; requires Cuelp for recruitment to the ER membrane; proposed to be
involved in chromatin assembly
CAGLOC03509g 1,06 3,786-03 FPK1 Ser/Thr protein kinase that regulates the PUtatIVE phospholipid translocases Lem3p-Dnflp/Dnf2p; phosphorylates and inhibits upstream inhibitory kinase, Ypk1p;
localizes to the cytoplasm, early endosome/TGN compartments, and plasma membrane
CAGLOK04367g 1,06 2,24E-03 MUP1 High affinity methionine permease, integral membrane protein with 13 putative membrane-spanning regions; also involved in cysteine uptake
CAGLOI02552g CgsTB5 1,06 4,89E-03 STBS Transcription factor, involved in regulating multldr_ug re5|§tance and _omdatlv? stres_s response_; forms a hetero_dln'l_er with Pdrlp; contains a Zn(I1)2Cys6 zinc finger
domain that interacts with a pleiotropic drug resistance element in vitro
CAGLOM13365g 1,05 3,61E-03 SSP1 Protein involved in the control of meiotic nuclear division and coordination of meiosis with spore formation; transcription is induced midway through meiosis
CAGLOL08712g 1,05 5,54E-03 YPLO14W Putative protein of unknown function; green fluorescent protein (GFP)-fusion protein localizes to the cytoplasm and to the nucleus
Cytochrome c oxidase subunit; has a role in assembly of respiratory supercomplexes; similar to Rcflp, and either Reflp or Ref2p is required for late-stage assembly of|
CAGLOM10549g 1,05 5,29E-03 RCF2 the Cox12p and Cox13p subunits and for cytochrome c oxidase activity; associates with the cytochrome c oxidase - cytochrome bcl supercomplex; null mutant
accumulates reactive oxygen species; member of the conserved hypoxia induced gene family; C. elegans homolog is functional in yeast
CAGLOFO6831¢ 1,05 3,286-03 MGA2 ER membrane protein involved in regulatlonl of.O.LEl transcription, acts with homolz?g Spt23p; inactive ER form dlmerlzes and one subunit is then activated by
ubiquitin/proteasome-dependent processing followed by nuclear targeting
CAGLOK12694g CgACT1 1,04 7,91E-03 ACT1 Actin, structural protein involved in cell polarization, endocytosis, and other cytoskeletal functions
CAGLOB00242g 1,04 9,46E-03 HMLALPHA1 Silenced copy of ALPHAL at HML, encoding a transcriptional coactivator involved in the regulation of mating-type alpha-specific gene expression
CAGLOA02024g 1,04 3,00E-03 LAG2 Protein that negatively regulates the SCF E3-ubliquitin Iigas? by interacting with and preve.nting neddyation .Of the cullin subunit, Cdc53p; longevity determinant that
is preferentially expressed in young cells; similar to mammalian Cand1
CAGLOL00649g 1,04 2,836-03 ACS1 Acetyl-coA synthetase isoform which, along with Acs2p, is the nuclear source of acetyl-coA for histone acetylation; expressed during growth on nonfermentable

carbon sources and under aerobic conditions




CAGLOFO7777¢ 1,04 6,07E-03 ALD3 Cytoplasmic aldehyde dehydrogenase, involved in beta-alanine synthesis; uses NAD+ as the preferred coenzyme; very similar to Ald2p; expression is induced by
stress and repressed by glucose
CAGLOF02387¢ CgPHO87 1,04 8,27E-03 PHO0 Low-affinity phosphate transporter; deletion of pho84, ph987, pho89, pho?o, and phc?91 .causes synthetic lethality; transcription independent of Pi and Pho4p
activity; overexpression results in vigorous growth
CAGLOI03960g CgVMAT 1,03 5,14E-03 VMAT Subunit A of the eight-subunit V1 peripheral membrane donj\ain.of the vacuolar H+-.ATI"ase;‘ proteini ;?recursor undergoes self-catalyzed splicing to yield the extein
Tfplp and the intein Vde (PI-Scel), which is a site-specific endonuclease
CAGLODO02134g 1,03 3,94E-03 YKL133C Putative protein of unknown function; has similarity to Mgr3p, but unlike MGR3,.|5 not rev:|u|red for growth of cells lacking the mitochondrial genome (null mutation
does not confer a petite-negative phenotype)
CAGLOE00891g 1,03 5,636-03 $TB3 Ribosomal RNA processing element (RRPE)-binding protein |nvo!ved in the glucose-induced transm.on frqm qu{escence to growth; restricted to nucleus in quiescent
cells, released into cytoplasm after glucose repletion; binds Sin3p
CAGLOK04477g 1,03 3,036-03 ERG25 C-4 methyl sterol oxidase, catalyzes the first of three steps required to re}move thx C-4 metlhyl groups from an intermediate in ergosterol biosynthesis; mutants
accumulate the sterol intermediate 4,4-dimethylzymosterol
CAGLOM11484g 1,03 5,85E-03 ARO1 Pentafunctional arom protein, catalyzes steps 2 through 6 in the biosynthesis of chorismate, which is a precursor to aromatic amino acids
CAGL0J01529g 1,02 2,93E-03 RCO1 Essential subunit of the histone deacetylase Rpd3S complex; interacts with Eaf3p
CAGLOL08338g 1,02 8,50E-03 TPM2 Minor isoform of tropomyosin, binds to and stabilizes actin cablle? and filaments, WhICh'dll’eCt p(?|a|'|Ze(f| cell growth and the distribution of several organelles;
appears to have distinct and also overlapping functions with Tom1p
CAGLO0I110054g 1,02 3,68E-03 SKN1 Protein involved in sphingolipid biosynthesis; type Il membrane protein with similarity to Kre6p
CAGLOAO3344g 1,02 3,476-03 AS13 Putative integral membrane E3 ubiquitin ligase; acts with Asilp and ASI-Zp t_o ensure the fldel!ty of_SPS-_sensor signalling by maintaining the dormant repressed state
of gene expression in the absence of inducing signals
CAGLOL03982%g 1,01 7,18E-03 Mis1 Malate synthase, enzyme of the glyoxylate cycle, |nvo|v.ed |r_1 utlllzat!on of non»fermentabl.e carb.on s_ourcesi expression is subject to carbon catabolite repression;
localizes in peroxisomes during growth in oleic acid medium
CAGL0J08349g 1,01 4,50E-03 CAF120 Part of the evolutionarily-conserved CCR4-NOT transcriptional regulatory complex involved in controlling mRNA initiation, elongation, and degradation
CAGLOE03652¢ 1,00 9,80E-03 1SA1 Protein required for mafuratlon of Tmtochondnél [4Fe-4S] proteins; functions in a complex with Isa2p and pos;lbly 1ba57p; isal deletl?n causes loss of mftochondnal
DNA and respiratory deficiency; depletion reduces growth on nonfermentable carbon sources; functional ortholog of bacterial A-type ISC proteins
CAGLOK04873g 1,00 5,05E-03 YDL233W Putative protein of unknown function; green fluorescent protein (GFP)-fusion protein localizes to the cytoplasm and nucleus; YDL233W is not an essential gene
CAGLOF01287g CgGAS5 1,00 6,74E-03 GAS5 1,3-beta-glucanosyltransferase, has similarity to Gaslp; localizes to the cell wall
CAGLOD06512g 1,00 5,16E-03 SDC25 ANNOTATED BY YGOB - skipping over frameshift in strain $288c
DOWN-REGULATED GENES
S. isi
ORF Gene log,FC (wt AC/wt CTRL) p_value cerevisiae Function
orthologue
CAGLO0101232g -1,01 5,26E-03 ERP5 Protein with similarity to Emp24p and Erv25p, member of the p24 family involved in ER to Golgi transport
CAGLOH05643g -1,02 9,58E-03 RPS6A Protein component of the small (40S) ribosomal subunit; identical to Rps6Bp and has similarity to rat S6 ribosomal protein
CAGLOA00979g -1,03 6,06E-03 RPL38 Protein component of the large (60S) ribosomal subunit, has similarity to rat L38 ribosomal protein
CAGLOI0G985g 1,03 5,79E-03 ERA2 Protein involved in negative regulation of transcription of iron re_gulon; forms an |.ron lnc#e_pender_\t complex with Fra2p, Grx3p, and Grx4p; null mutant fails to repress
iron regulon and is sensitive to nickel
CAGLOK08954g 1,04 3,18E-03 cpe3i Calcium-binding component of the spindle polef b?dy_(_SPB) half»brl(_jge, req.ul.red for Sl_’B duplication in m|t95|s and IT\EI.OSIS 1I; homolog of mammalian centrin; binds
multiubiquitinated proteins and is involved in proteasomal protein degradation
CAGLOG00682g 1,04 6,90E-03 ERP1 Protein that forms a heterotrimeric complex with Erp2p, Emp24p, and EerF?p; member, along with I_Emp24p and Erv25p, of the p24 family involved in ER to Golgi
transport and localized to COPII-coated vesicles
CAGLOK07414g -1,05 6,43E-03 - Ortholog(s) have cell surface, cytosolic large ribosomal subunit
CAGLOJ10164g CoRPLIGA 1,05 8,64E-03 RPL16B N-terminally acetylated protein component of the large (60S) riposomal St{bl{nit, binds to 5.8 S rRNA; has similarity to Rpl16Ap, E. coli L13 and rat L13a ribosomal
proteins; transcriptionally regulated by Raplp
CAGLOL13156g 1,05 5,856-03 RFU1 Protein that inhibits Doa4p deubiquitinating activity; contributes to ublqult!n homeo;tasw l:ry regulating the conversion of free ubiquitin chains to ubiquitin
monomers by Doa4p; GFP-fusion protein localizes to endosomes
CAGLOE06028g -1,05 3,79E-03 ALG5 UDP-glucose:dolichyl-phosphate glucosyltransferase, involved in asparagine-linked glycosylation in the endoplasmic reticulum
Ribosomal protein 28 (rp28) of the small (40S) ribosomal subunit, required for translational accuracy; nearly identical to Rps23Bp and similar to E. coli S12 and rat
CAGLOLO04840, -1,05 9,35E-03 RPS23A
8 ! ! 523 ribosomal proteins; deletion of both RPS23A and RPS23B is lethal
CAGLOG06490g 1,06 3,87E-03 RPS7B Protein component of the small (40S) ribosomal subunit, nearly identical to Rps7Ap; ln_teracts with Ktl-llp; deletion causes hypersensitivity to zymocin; has similarity
to rat S7 and Xenopus S8 ribosomal proteins
CAGLOG08734g -1,06 5,64E-03 RPL9B Protein component of the large (60S) ribosomal subunit, nearly identical to RpI9Ap and has similarity to E. coli L6 and rat L9 ribosomal proteins
CAGLOJ06952¢ 1,06 2,956-03 D11 Isopentenyl diphosphate:dimethylallyl diphosphate isomerase (IPP |somgrase), caFalyzles an essential activation step in the isoprenoid biosynthetic pathway;
required for viability
CAGLOL13222g 1,06 4,21E-03 sic Cyclin-dependent kinase lll’\!’\lbltl)l" (CKI); inhibitor of Cdc28-Clb .klnase complexes that controls G1/S phase tralnsmon, preventing premafure S phase and ensuring
genomic integrity; phosphorylation targets Siclp for SCF(CDC4)-dependent turnover; functional homolog of mammalian Kip1
CAGLOC02761g 1,06 4,14E-03 ERP2 Protein that forms a heterotrimeric complex with Erplp, Emp24p, and ENZf?p; member, along with Fmp24p and Erv25p, of the p24 family involved in ER to Golgi
transport and localized to COPII-coated vesicles




Component of the conserved R2TP complex (Rvb1-Rvb2-Tah1-Pih1); contains a single TPR domain with at least two TPR motifs; R2TP complex interacts with Hsp90

CAGLOK09240, -1,07 2,56E-03 TAH1 X N
s (Hsp82p and Hsc82p) to mediate assembly large protein complexes such as box C/D snoRNPs and RNA polymerase Il
CAGL0J02354g 1,07 6,216-03 RPL2B Protein component of the large (60S) ribosomal subunit, identical to Rpl2Ap and has similarity to E. coli L2 and rat L8 ribosomal proteins; expression is upregulated at
low temperatures
CAGLOF02937¢ 1,07 8,07E-03 RPL12B Protein component of the large (60S) ribosomal subunllt, r\ealrly |dent|ca} to Rpl12Ap; rpll?a rpl12b doub!e mutant exhibits slow growth and slow translation; has
similarity to E. coli L11 and rat L12 ribosomal proteins
CAGLOL01243g 1,08 3,106-03 GDA1 Guanosine diphosphatase located in the Golgi, involved in the transport of GI?P-mannose into the Golgi lumen by converting GDP to GMP after mannose is
transferred its substrate
CAGLOMO8118g 1,09 3,656-03 RPL17A Protein component of the large (60S) ribosomal subunit, nearly identical to Rpl17Bp and has similarity to E. coli L22 and rat L17 ribosomal proteins; copurifies with
the Dam1 complex (aka DASH complex)
CAGLOD05742g -1,09 3,90E-03 OST1 Alpha subunit of the oligosaccharyltransferase complex of the ER lumen, which catalyzes asparagine-linked glycosylation of newly synthesized proteins
CAGLOE03938¢ 1,00 1,276:02 RPLSA Ribosomal protein L4 of the large (60S) ribosomal subunit, nearly identical to Rpl8Bp and has _5|m||ar|ty to rat L7a ribosomal protein; mutation results in decreased
amounts of free 60S subunits
CAGLOB01203g -1,09 9,04E-03 RPL37A Protein component of the large (60S) ribosomal subunit, has similarity to Rpl37Bp and to rat L37 ribosomal protein
CAGLOFO1683¢ 1,10 6,556-03 RPL22A Protein component of the large (60S) ribosomal subunit; exhibits similarity to R;:/I::;p and to rat L22 ribosomal protein; required for the oxidative stress response in
CAGLOMO7161g CgEGD2 1,10 4,85E-03 £GD2 Alpha subunit of the heteromeric nascent polypeptide-associated complelx (NAC) involved in protein sorting and translocation, associated with cytoplasmic
ribosomes
CAGLOL08118g 1,10 7,60E-03 RPS14A Ribosomal protein 59 of the small subunllt, refqulred for ribosome a;sgmbly and Z.OS pre-rRNA proctessmg; mutatlolns confer cryptopleurine resistance; nearly
identical to Rps14Bp and similar to E. coli S11 and rat S14 ribosomal proteins
CAGL0L01969g -1,10 7,34E-03 YKLO33W-A Putative protein of unknown function; similar to uncharacterized proteins from other fungi
CAGLOK04587g -1,11 5,29E-03 RPS22B Protein component of the small (40S) ribosomal subunit; nearly identical to Rps22Ap and has similarity to E. coli S8 and rat S15a ribosomal proteins
CAGLOL13200g -1,11 2,50E-03 BOS1 v-SNARE (vesicle specific SNAP receptor), localized to the endoplasmic reticulum membrane and necessary for vesicular transport from the ER to the Golgi
CAGL0J00737g -1,11 7,90E-03 RPS27B Protein component of the small (40S) ribosomal subunit; nearly identical to Rps27Ap and has similarity to rat S27 ribosomal protein
CAGLOK02739g 113 2,256-03 LAG1 Ceramide synthase component, involved in synthesis of ceramide from CZB(a:Z/)I)L-ac:le:zyme A and dihydrosphingosine or phytosphingosine, functionally equivalent
CAGLOB03927g 113 7,166-03 TMA22 Protein of unknown function; associates with ribosomes a}wd has a putat{ve RNA binding domain; interacts with Tma20p; similar to human GRAP and human DRP1,
which interacts with human Tma20p homolog MCT-1
CAGLOGO1826g 1,14 5,206-03 RPL1IA Protein of the large 60S ribosomal subunit, nearly |c.|ent|cal to RpI1¥Bp but expreslsefl at twice the level; involved in ribosomal assembly; depletion causes
degradation of 60S proteins and RNA; similar to E. coli L5 and rat L11
CAGLOL12540g 1,14 1,69E-03 £GD1 Subunit betal of the nascent polypeptide-associated complex (NAC) |nv9|ved in protein targeting, associated with cytoplasmic ribosomes; enhances DNA binding of
the Gal4p activator; homolog of human BTF3b
CAGLOE04554g -1,15 5,30E-03 - Unknown
CAGLOK00605g 115 1,68E-03 cDCe Essential ATP-binding protein required f(_)r PNA repllca.tlon, component of the pre-r_ep!lcatlve complex (pre-RC) which requires ORC to associate with chromatin and
is in turn required for Mcm2-7p DNA association; homologous to S. pombe Cdc18p
CAGLOMO02365g -1,16 5,87E-03 PPT2 Phosphopantetheine:protein transferase (PPTase), activates mitochondrial acyl carrier protein (Acplp) by phosphopantetheinylation
CAGLOI00814g 1,16 9,89E-03 RPPIA Ribosomal stalk protein P1 alpha, involved in the interaction betweer} translaflonal e!ongaflon factors and the ribosome; accumulation of P1 in the cytoplasm is
regulated by phosphorylation and interaction with the P2 stalk component
CAGLOI07557g 117 7,286-03 RIB3 3,4-dihydroxy-2-butanone-4-phosphate synthase (DHBP synthase), reqt‘ured for r!boflaw.n b!osynthe5|s from ribulose-5-phosphate, also has an unrelated function in
mitochondrial respiration
CAGLOE04994g -1,17 5,05E-03 RPL9A Protein component of the large (60S) ribosomal subunit, nearly identical to RpI9Bp and has similarity to E. coli L6 and rat L9 ribosomal proteins
CAGLOH08976g 117 5,84E-03 RPLIB N-terminally acetylated protein component of the large (605.) ribosomal subunit, nearly ldentlc_al t.o Rpl1Ap and has similarity to E. coli L1 and rat L10a ribosomal
proteins; rplla rpl1lb double null mutation is lethal
CAGLOJ07898¢ 117 2,75€-03 GIS2 Translational activator for mRNAs with internal ribosome entry snes;_assot:latefs with polysomes and binds to a specific subset of mRNAs; ortholog of human
ZNF9/CNBP, a gene involved in myotonic dystrophy type 2
CAGLOL06886g -1,18 1,04E-02 RPL13A Protein component of the large (60S) ribosomal subunit, nearly identical to Rpl13Bp; not essential for viability; has similarity to rat L13 ribosomal protein
CAGLOK10906g 1,18 4,10E-03 RPL36A N-terminally acetylated protein component of the large (60S) ribosomal subu;g,snf:’\rjlx identical to Rpl36Bp and has similarity to rat L36 ribosomal protein; binds to
CAGLOM10241g 1,18 4,10E-03 RPL14A N-terminally acetylated protein component of the large (60S) ribosomal subunit, n‘e?rly |dent|§al to Rpl14Bp and has similarity to rat L14 ribosomal protein; rpl14a
csh5 double null mutant exhibits synthetic slow growth
CAGLOMO06501g -1,19 3,80E-03 RPS9B Protein component of the small (40S) ribosomal subunit; nearly identical to Rps9Ap and has similarity to E. coli S4 and rat S9 ribosomal proteins
CAGLOL10978g 1,19 1,84E-:03 CAF20 Phosphoprotein of the mRNA cap-binding complex involved in translatlor_1a| _control, repressor of cap-dependent translation initiation, competes with elF4G for
binding to elF4E
CAGLOK03135g 1,20 4,57E-03 RPS20 Protein component of the small (40S) ribosomal subunit; overprodu_ctlon suppresses rr_\utatlons affect_lng RNA polymerase Ill-dependent transcription; has similarity
to E. coli $10 and rat S20 ribosomal proteins
CAGLOD00G16g 1,20 4,54E-03 RPL31A Protein component of the large (60S) ribosomal subunit, nearly identical to Rpl31Bp and has similarity to ra_t L31 ribosomal protein; associates with the karyopherin
Sxm1p; loss of both Rpl31p and Rpl39p confers lethality
CAGL0J07238g CgRPS12 -1,21 2,55E-03 RPS12 Protein component of the small (40S) ribosomal subunit; has similarity to rat ribosomal protein $12




Protein component of the large (60S) ribosomal subunit, nearly identical to Rpl7Ap and has similarity to E. coli L30 and rat L7 ribosomal proteins; contains a

CAGL0G09130; -1,23 1,68E-03 RPL7B . i n .
s conserved C-terminal Nucleic acid Binding Domain (NDB2)
CAGLOK06149g -1,25 2,93E-03 RPS17B Ribosomal protein 51 (rp51) of the small (40s) subunit; nearly identical to Rps17Ap and has similarity to rat S17 ribosomal protein
CAGLOM13563g 1,26 5,53E-03 GOT1 Homodimeric protein that is packaged into COPII vesicles and cycles Petween the FR and Golgi; involved in secr.e.tory transport but not directly required for aspects
of transport assayed in vitro; may influence membrane composition
CAGLOAO1562g 1,26 8,39E-03 RPL24A Ribosomal protein L30 of the large (60S) ribosomal subunit, nearly ldent|C§| to Rpl24Bp and has s@llarlty to rat L24 ribosomal protein; not essential for translation
but may be required for normal translation rate
CAGLOK074368 1,27 3,74E-03 YHM2 Carrier protein that exports citrate from and imports .oxoglutarate into .the ml_tochondrlon, causmg net export of NADPH reducing equivalents; also associates with
mt nucleoids and has a role in replication and segregation of the mt genome
CAGL0C04983g CgADO1 -1,28 6,84E-03 ADO1 Adenosine kinase, required for the utilization of S-adenosylmethionine (AdoMet); may be involved in recycling adenosine produced through the methyl cycle
CAGLOHO05511g -1,28 1,69E-03 RPS9A Protein component of the small (40S) ribosomal subunit; nearly identical to Rps9Bp and has similarity to E. coli S4 and rat S9 ribosomal proteins
CAGLOL08114g -1,29 1,31E-03 RPS22A Protein component of the small (40S) ribosomal subunit; nearly identical to Rps22Bp and has similarity to E. coli S8 and rat S15a ribosomal proteins
CAGLOE02013g 1,30 6,376-03 RPLISA Protein component of the large (60S) ribosomal subunit, identical to Rpl18Bp and has similarity to rat'L18 ribosomal Protem; intron of RPL18A pre-mRNA forms stem
loop structures that are a target for Rntlp cleavage leading to degradation
CAGLOMO02497g 131 1,97€-03 RPL33A N-terminally acetylated ribosomal protein L37 of the large (60S) nbos‘omal subunit, nearly identical to Rpll33pr'and has similarity to rat L35a; rpl33a null mutant
exhibits slow growth while rpl33a rpl33b double null mutant is inviable
CAGLOK06281g -1,32 6,33E-04 GUK1 Guanylate kinase, converts GMP to GDP; required for growth and mannose outer chain elongation of cell wall N-linked glycoproteins
CAGLOLO1551g 1,34 2,18E-03 SUR7 Plasma membrane protein that localizes to furrow-lllfe invaginations (MCC patches)_; comp_onent of eisosomes; a§SOC|ated with endocytosis, along with Pillp and
Lsp1lp; sporulation and plasma membrane sphingolipid content are altered in mutants
CAGLOLO8184g CaFENT 1,34 1,85€-:03 FEN1 Fatty acid elongase, involved in sphingolipid biosynthesis; acts on fatty acids of up to 24 carbons in length; mutations have regulatory effects on 1,3-beta-glucan
synthase, vacuolar ATPase, and the secretory pathway
CAGL0G07227g -1,34 2,48E-03 RPS18B Protein component of the small (40S) ribosomal subunit; nearly identical to Rps18Ap and has similarity to E. coli $13 and rat S18 ribosomal proteins
CAGLOL09S81g 1,37 2,54E-03 DUT1 deoxyuridine trlphosph?teldlphoﬂ:hatase (dUTP?se); catalyzes hydr.oly5|s of dUTP to dUMP and PPi, thergby preventlng}mcc}:rpor}atlon of uracil into DNA during
replication; critical for the maintenance of genetic stability; also has diphosphatase activity on deoxyinosine triphosphate
CAGLOG03575g -1,37 4,55E-03 RPL23B Protein component of the large (60S) ribosomal subunit, identical to Rpl23Ap and has similarity to E. coli L14 and rat L23 ribosomal proteins
CAGLO0104004g -1,37 3,13E-03 YDL183C Mitochondrial inner-membrane protein thought to be involved in the formation of an active mitochondrial K+/H+ exchanger (KHE) system; non-essential gene
CAGL0J03234g -1,39 2,85E-03 RPS24A Protein component of the small (40S) ribosomal subunit; identical to Rps24Bp and has similarity to rat 524 ribosomal protein
CAGLOJ06374g 1,43 1,67E-03 RPP1B Ribosomal protein P1 beta, component of the ribosomal stalk, which !s lnvolv_ed in |nt_eract.|on of translational elongation factors with ribosome; accumulation is
regulated by phosphorylation and interaction with the P2 stalk component
CAGLODO1606g 1,44 2,29E-03 YMcl Mitochondrial protein, putative inner membrane transporter with a rolg in olea_te.me_tabo_llsm and glutamate biosynthesis; member of the mitochondrial carrier
(MCF) family; has similarity with Ymc2p
CAGLOB02794g 1,45 1,21E-:03 ADE13 Adenylosuccinate lyase, catalyzes two steps in the 'de noyo pf.!rlne nucleotide biosynthetic pathway; exp.ressmn |s.rfepressed by adenine and activated by Baslp and
Pho2p; mutations in human ortholog ADSL cause adenylosuccinase deficiency
CAGLOL12364g 1,47 1,68E-03 ERG10 Acetyl-CoA C-acetyltransferase (acetoacetyl-CoA thiolase), cyt_osollc en_zyme that trans_fers an acetyl grf)up from _one acetyl-CoA molecule to another, forming
acetoacetyl-CoA; involved in the first step in mevalonate biosynthesis
CAGLOK06061g -1,48 6,47E-04 RPS28B Protein component of the small (40S) ribosomal subunit; nearly identical to Rps28Ap and has similarity to rat $28 ribosomal protein
CAGLODO1562¢ coFev 1,49 1,30E-03 Fevi Cytosine deaminase, zinc metalloenzyme t‘hat‘catalyzes the hydrollytic deamination of f:ytosine to uracil; of biomedical interest because it also catalyzes the
deamination of 5-fluorocytosine (5FC) to form anticancer drug 5-fluorouracil (5FU)
CAGLOACD627g 1,53 7,636-04 ERP6 Protein with similarity to Emp24p and Erv25p, member of tf}? p24 famlly |an:I\{ed !n ER to Golgi transplort; the authentic, non-tagged protein is detected in highly
purified mitochondria in high-throughput studies
CAGLOBO1122g CgsAMI 1,50 1,02E-03 SAM1 S-adenosylmethionine synthetase, catalyzes transfer of the adenosyl group of ATP to the sulfur atom of methionine; one of two differentially regulated isozymes
(Sam1p and Sam2p)
CAGLODO1716g 1,63 1,36E-03 POL30 Proliferating cell nuclear antigen (PCNA), functlf)ns‘as the sllfilng clamp for DNA polymerése fielta; may function af a docking site for other proteins required for
mitotic and meiotic chromosomal DNA replication and for DNA repair
CAGLOK06259g CoTsA2 1,06 1,34E-02 TSA2 Stress inducible cytoplasmic thioredoxin peroxidase; cooperates with Tsalp in the removal of reactive oxygen, nitrogen and sulfur species using thioredoxin as
hydrogen donor; deletion enhances the mutator phenotype of tsal mutants
CAGLOHO5137¢ 2,62 4,01E-05 ALD6 Cytosolic aldehyde dehydrogenase, activated by Mg2+ and utilizes NADP+ as the preferred coenzyme; required for conversion of acetaldehyde to acetate;

constitutively expressed; locates to the mitochondrial outer surface upon oxidative stress




