10 MINUTES SALT STRESS

UP DOWN LOCUS X DEFINITION OBS
CELL GROATH, CELL DI VI SION AND DNA SYNTHESI S ( DNA synthesis and replication)
YFRO27W ECOL 2 involved in sister chromatid cohesion during replication
CELL GROATH, CELL DI VI SI ON AND DNA SYNTHESI S (pheronpne resp, mating-type det., sex-specific prot.)
YGL032C AGA2 1 a-agglutinin binding subunit
YNL145W MFA2 2 nmating pheronone a-factor 2
YNRO44W AGAL 2 a-agglutinin anchor subunit
YJRL17W 2 zinc netall o-protease
YDR103W STE5 6 pheromone signal transduction pathway protein
YERO20W GPA2 6 guanine nucl eotide-binding regulatory protein
YHLO25W SNF6 7 global transcription activator
CELL GROATH, CELL DI VI SION AND DNA SYNTHESI S ; (budding, cell polarity, and filament formation)
YDL135C RDI1 2 rho GDP dissociation inhibitor with activity toward Rholp
YLLO50C COF1 2 cofilin, actin binding and severing protein
YDL188C PPH22 2 protein ser/thr phosphatase PP2A-2
YKL129C MYG8 6 nyosin type |
YNL197C WH 3 6 involved in regulation of cell size
YER114C BO 2 6 budding protein
YERO20W GPA2 6 guanine nucl eotide-binding regulatory protein
YHR103W SBE22 6 strong similarity to budding protein SBE2
YHR030C SLT2 6 ser/thr protein kinase of MAP kinase famly
YKR048C NAP1 6 nucl eosone assenbly protein |
YDR388W RVS167 6 reduced viability upon starvation protein
YGR0O09C SEC9 7 protein transport protein
YVRO16C reg. prot. In PKA signal transduction pathway; alt. in Sok2p production affect
SOK2 7 glycogen accum and heat shock resist.
YER109C FLOB 7 required for diploid filamentous growth
CELL GROATH, CELL DI VI SION AND DNA SYNTHESI S ; (cell cycle control and mtosis)
YFRO27W ECOL 2 involved in sister chromatid cohesion during replication
YDL188C PPH22 2 protein ser/thr phosphatase PP2A-2
YHR030C SLT2 6 ser/thr protein kinase of MAP kinase famly
YNL225C 6 involved in cytokinesis
YER123W YCK3 6 casein kinase, isoform3
YKRO72C SIS2 6 involved in cell cycle-specific gene expression
YER173W RAD24 7 cell cycle checkpoint protein
YKR048C NAP1 6 nucl eosone assenbly protein |
CELL GROAMTH, CELL DI VISION AND DNA SYNTHESIS ; (cel | growth)
YDL188C PPH22 2 protein ser/thr phosphatase PP2A-2
YBR212W NGRL 6 glucose-repressible RNA-binding protein
YNL197C WH 3 6 involved in regulation of cell size
YERL70W ADK2 6 adenylate kinase, mitochondrial
YERO20W GPA2 6 guani ne nucl eotide-binding regulatory protein
YHR030C SLT2 6 ser/thr protein kinase of MAP kinase famly
YNL154C YCK2 6 casein kinase | isoform
YHRI35C YoKi casein ki nase | |§oform phosphoryl ates together with YCK2 the plasma menbrane H+-
7 ATPase Pmalp in vitro
CELL GROAMTH, CELL DI VI SION AND DNA SYNTHESI S ; (cyt oki nesi s)
YLR286C CTS1 1 endochitinase
YNL154C YCK2 6 casein kinase | isoform
YNL225C 6 involved in cytokinesis
YHR135C YoKi casein ki nase | |§oform phosphoryl ates together with YCK2 the plasma nmenbrane H+-
7 ATPase Pmalp in vitro
CELL GROAMH, CELL DIVISION AND DNA SYNTHESI S ; (nei osis)
YDRA61W MFA1 1 mating pheronone a-factor 1
CELL GROATH, CELL DI VI SI ON AND DNA SYNTHESI S ; (reconbi nati on and DNA repair)
YGL025C PCDL nmedi at or conpl ex subunit; Hprlp and Pgdlp nay cooperate to initiate c/sonme
breaks; 1 NVOLVED I N POSI TI VE AND NEGATI VE REG. OF TRANSCRI PTI ON; COVMPONENT OF RNA
6 POL HOLOENZYME AND MEDI ATOR SUBCOMPLEX;
YER173W RAD24 7 cell cycle checkpoint protein
CELL GROATH, CELL DI VI SI ON AND DNA SYNTHESI S ; (sporul ati on and germi nation)
YNL225C 6 involved in cytokinesis
CELL RESCUE, DEFENSE, CELL DEATH AND AGEI NG( DNA repair (direct, base excision and nucleot. excision rep.)
YDR311W TFB1 6 TFIIH subunit (transcription initiation factor), 75 kD
YDL088C ASMA 6 suppressor of tenperature-sensitive nmutations in Pol3p
YIL128W MET18 6 involved in NER repair and RNA polynmerase || transcription
CELL RESCUE, DEFENSE, CELL DEATH AND AGElI NG(stress response)
YALOO5C SSA1 1 heat shock protein of HSP70 family, cytosolic
Secreted gl ycoprotein produced in response to nutrient limtation; honol ogous to
YNL160W Yeer 1 the sporul ation-specific SPS100 gene
YDRO33W 2 strong simlarity to putative heat shock protein YRO2
YERO57C 2 Heat-shock inducable Inhibitor of cell Gowh
YMR186W HSC82 1 heat shock protein
YDR155C CPHL 2 cyclophilin (peptidylprolyl isonerase)
YDLO22W 2 glycerol phosphate dehydrogenase; induced by osnotic stress
YILO11W 6 strong simlarity to nenbers of the Srplp/Tiplp famly
YNL154C YCK2 6 casein kinase | isoform
Protein involved in responsiveness to hyperosnol arity; akaHOR7;very highly
YCR095C . : h
7 transcribed in |ate exponential - phase cells
YHRI35C YoKi casein ki nase | |§oform phosphoryl ates together with YCK2 the plasma nmenbrane H+-
7 ATPase Pmalp in vitro
ubi qui tin; disruption of the PHOB5 gene inappropriately triggers the derepression
YLLO3SC UBI 4 7 of stress response genes, HSP12 and UBI 4
YOR010C TIRR 6 cold shock induced protein
YLLO24C SSA2 6 heat shock protein of HSP70 family, cytosolic
YGL021W ALK1 6 DNA damage-responsive protein
YHR030C SLT2 6 ser/thr protein kinase of MAP kinase famly
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simlarity to C.tropicalis hal3 protein, to Cterm of Sis2p and to hypotheti cal
protein YORO54c

heat shock protein of HSP70 famly

YKL163W PI R3 nenber of the Pirlp/Pir2p/Pir3p famly

YDRO77W SEDL abundant cell surface glycoprotein

YBLO75C SSA3 7 heat shock protein of HSP70 family, cytosolic

CELL RESCUE, DEFENSE, CELL DEATH AND AGEI NG(det oxification)

YKLO88W
YELO30W

NN~

YHRO53C CUP1A 2 glucose starvation through the interaction of Hsflp with a heat
YHRO55C CUP1B 2 Copper netallothionein
YNL239W LAP3 2 nenber of the GAL regul on

YER185W 7 strong simlarity to Rinilp

CELLULAR BI OGENESI S (bi ogenesis of cell wall)
cell surface

YLR110C prot. with GPI
2 strong simlarity to Flolp anchor
YML048W EFF2 2 involved in glucose repression
YDL188C PPH22 2 protein ser/thr phosphatase PP2A-2
YELO30W 7 heat shock protein of HSP70 famly
YCLOO7C CWH36 7 affects the nannoprotein |ayer of the cell wall
YLR249W YEF3 7 translation elongation factor eEF3;found only in fungi

CELLULAR BI OGENESI S (bi ogenesi s of chronpbsone structure)
YKR048C NAP1 6 nucleosone assenbly protein |
CELLULAR BI OGENESI S (bi ogenesi s of mtochondria)

Yl LO51C MVDL 1 required for maintenance of mitochondrial DNA
CELLULAR ORGANI ZATION (org. of centrosone)
YNL225C 6 involved in cytokinesis

YER161C SPT2 6 nultifunctional HVMG|ike chromatin protein
CELLULAR ORGANI ZATI ON (org. of cytoskel eton)

YLLO50C COF1 2 cofilin, actin binding and severing protein

YLRA2SW CRN1 2 coronin, an actin-binding protein originally identified in Dictyostelium
YKL129C MYG8 6 nyosin type |
YBR172C SMy2 6 kinesin-related protein
YDR388W RVS167 6 reduced viability upon starvation protein

CELLULAR ORGANI ZATION (org. of intracellular transport vesicles)
YPL218W SARL 2 GIP-binding protein of the ARF famly
Yl L109C SEC24 2 conponent of COPIl coat of ER- Colgi vesicles
YALO30W SNC1 6 strong simlarity to synaptic vesicle-associated nmenbrane protein
CELLULAR ORGANI ZATI ON( ER organi zation )

YCL043C PDI1 1 protein disulfide-isonerase precursor

YPR113W PIS1 2 CDP diacylglycerol--inositol 3-phosphatidyltransferase
Yl L109C SEC24 2 conponent of COPIl coat of ER- Colgi vesicles

YJRL17W 2 zinc netall o-protease

YDR086C SSS1 6 ER protein-translocase conpl ex subunit
YNRO16C ACCL 7 acetyl-CoA carboxyl ase
CELLULAR ORGANI ZATI ON( organi zati on of Col gi
YPR113W PIS1 2 CDP diacylglycerol--inositol 3-phosphatidyltransferase
Yl L109C SEC24 2 conponent of COPIl coat of ER- Colgi vesicles
YG.203C KEX1 6 carboxypeptidase (YSC- al pha)
YER123W YCK3 6 casein kinase, isoform3
CELLULAR ORGANI ZATI ON( per oxi somal organi zation )
YCRO05C CIT2 6 citrate (si)-synthase, peroxisonal
CELLULAR ORGANI ZATI ON(cel | wal | organi zati on)
YGL032C AGA2 1 a-agglutinin binding subunit
YGR282C BG.2 2 endo-beta-1,3-glucanase of the cell wall
YOR010C TIRR 6 cold shock induced protein
YLLO24C SSA2 6 heat shock protein of HSP70 family, cytosolic
YKL163W PIR3 7 nenber of the Pirlp/Pir2p/Pir3p famly
CELLULAR ORGANI ZATI ON( extracel | ul ar/ secretion protein)
YG.032C AGA2 1 a-agglutinin binding subunit
YDRA61W MFA1 1 nmating pheronone a-factor 1
Secreted gl ycoprotein produced in response to nutrient |limtation; honol ogous to

YNL160W YeeL the sporul ati on-specific SPS100 gene

YLR286C CTS1 endochi ti nase

YNL145W MFA2 mati ng pheronone a-factor 2

YJR121W ATP2 F1F0- ATPase conpl ex, F1 beta subunit

YGR183C QCR9 ubi qui nol - -cytochrone-c reductase subunit 9
YMR189W aCVv2 gl yci ne decar boxyl ase P subunit

YKL141W SDH3 cytochronme b560 subunit of respiratory conplex Il
YDL198C SHML nenber of the mitochondrial carrier famly (MCF)
YDR529C QCR7 ubi qui nol - -cytochrone-c reductase subunit 7

YDR178W SDH4
YDR377W

YFLO18C LPD1

YGR222W  PET54

YERL70W ADK2

YHRO37W PUT2

YLR348C DI C1

CELLULAR ORGANI ZATI ON( nucl ear o

succi nat e dehydr ogenase nenbrane anchor subunit for sdh2p
ATP synt hase conpl ex, subunit f
di hydrol i poam de dehydrogenase precursor
splicing protein and translational activator, mtochondrial
adenyl at e ki nase, mitochondri al
1-pyrroline-5-carboxyl ate dehydrogenase
di carboxyl ate carrier protein
gani zat i on)

YEROOOW NTF2 nucl ear transport factor

YPLO37C EGD1 GAL4 DNA- bi ndi ng enhancer protein

YFR034C PHO4 transcription factor

YLR293C GSP1 GTP-bi nding protein of the ras superfanily
YJL130C URA2 mul tifunctional pyrinidine biosynthesis protein

YKLO74C MJD2
YMR229C FM 1
YER146W LSMb
YM.074C NPI 46
YDR311W TFB1

pre-nRNA splicing factor
processing of pre-ribosomal RNA
simlarity to human snRNP E

proline cis-trans isonerase
TFI I H subunit (transcription initiation factor), 75 kD

OO0 OODONNNREPRINOODOONNNNNRRERNERRE

Page 2 of 9



UP DOWN LOCUS X DEFINITION OBS
YDR390C UBA2 6 EI1-like (ubiquitin-activating) enzyme
YCLO54W 6 transcriptional silencing protein
YERL172C BRR2 6 RNA helicase-related protein
YER161C SPT2 6 nultifunctional HVMG|ike chromatin protein
YDR228C PFC11 6 conponent of pre-nRNA 3'-end processing factor CF |
YOR443C Seat 6 DNA-directed RNA polynerase Il hol oenzyne and Srbl0 CDK subconpl ex subunit
YI LO63C YRB2 6 involved in nuclear protein export
YKRO72C SIS2 6 involved in cell cycle-specific gene expression
YIL128W MET18 6 involved in NER repair and RNA polymerase || transcription
YDR432W NPL3 6 nucleolar protein
YDRL76W NGGL 6 general transcriptional adaptor or co-activator
YER123W YCK3 6 casein kinase, isoform3
YKR048C NAP1 6 nucleosone assenbly protein |
YDR088C SLU7 6 pre-nRNA splicing factor affecting 3' splice site choice
YDR310C SUML 6 suppressor of SIR mutations
YGEL025C PCDL nedi at or conpl ex subunit; Hpr1p and Pgdlp may cooperate to initiate chronosone
breaks; 1 NVOLVED I N BOTH POSI TI VE AND NEGATI VE REGULATI ON OF
6 TRANSCRI PTI ON; COVPONENT OF RNA POLYMERASE HOLCENZYME AND MEDI ATOR SUBCOVPLEX;
YBR198C TAF90 6 TFIID subunit (TBP-associated factor), 90 kD
YHLO25W SNF6 7 global transcription activator
YLLOOBW DRS1 7 RNA helicase of the DEAD box family
YDR213W 7 transcriptional activator of |ysine pathway genes
YMRO16C regul atory protein in the PKA signal transduction pathway;alteration in Sok2p
SOK2 7 production affect glycogen accunul ation and heat shock resistance
YNL112W DBP2 7 ATP-dependent RNA helicase of DEAD box family
YHLO20C OPI1 7 negative regulator of phospholipid biosynthesis pathway
ubi qui tin; disruption of the PHOB5 gene inappropriately triggers the derepression
YLLO3SC UBI 4 7 of stress response genes, HSP12 and UBI 4
CELLULAR ORGANI ZATI O\( organ. of cytoplasm
YEROOOW NTF2 1 nuclear transport factor binds Ran
YALOO5C SSA1 1 heat shock protein of HSP70 family, cytosolic
YMR186W HSC82 1 heat shock protein
YKRO59W TIFL 2 translation initiation factor 4A
YLR293C GSP1 2 GIP-binding protein of the ras superfamly
YBLO76C 1LS1 2 isoleucyl-tRNA synthetase
YCRO53W THR4 2 threonine synthase (o-p-honpserine p-Iyase)
YNL244C SU1 2 translation initiation factor 3 (el F3)
YJR0O09C TDH2 2 gl yceral dehyde- 3- phosphat e dehydr ogenase 2
YNL239W LAP3 2 nenber of the GAL regul on
YBR249C ARO4 2 2-dehydro- 3- deoxyphosphohept onat e al dol ase, tyrosine-inhibited
YLLO24C SSA2 6 heat shock protein of HSP70 family, cytosolic
YGR261C YKS5 6 AP-3 conplex subunit, beta3-adaptin, 91 KD
Yl L107C PFK26 6 6-phosphofructose-2-kinase, isozyme 1
YDLO58W USOL 6 intracellular protein transport protein
YMR303C ADH2 6 al cohol dehydrogenase |1
YGR254W ENOL 7 enolase | (2-phosphoglycerate dehydratase)
YGR087C PDC6 7 pyruvate decarboxyl ase 3
YBLO75C SSA3 7 heat shock protein of HSP70 family, cytosolic
CELLULAR ORGANI ZATI O\( or gani z. of plasma nmenbrane)
YDR345C HXT3 1 lowaffinity hexose transporter
YNRO44W AGAL 2 a-agglutinin anchor subunit
YNL239W LAP3 2 nenber of the GAL regul on
YNL154C YCK2 6 casein kinase | isoform
YER123W YCK3 6 casein kinase, isoform3
YFROOOW  GCN20 7 positive effector of Gen2p
YHR135C YoKi casein ki nase | |§oform phosphoryl ates together with YCK2 the plasma nmenbrane H+-
7 ATPase Pmalp in vitro
YMRO11W HXT2 7 high-affinity hexose transporter
YHRO96C HXTS . f;?; :alyn with strong similarity to hexose transporters, nenber of sugar pernease
YDRO77W SED1 7 abundant cell surface glycoprotein
YGRO09C SEC9 7 protein transport protein
CELLULAR ORGANI ZATI O\( vacuol ar and | ysosomal organi zati on)
YJLO53W PEP8 1 vacuolar protein sorting/targeting protein
YPL154C PEP4 1 aspartyl protease
YLR447C VMA6 2 H+-ATPase VO domain 36 KD subunit, vacuol ar
YHRO26W PPA1 2 H+-ATPase 23 KD subunit, vacuol ar
YGL006W PMC1 6 Ca2+-transporting P-type ATPase
YDR495C VPS3 6 vacuolar sorting protein
YELO51W VMA8 7 Ht+-ATPsynthase V1 donain 32 KD subunit, vacuol ar
CELLULAR ORGANI ZATI ON( mi t ochondri al organi zati on)
YIR121W ATP2 1 F1FO0-ATPase conpl ex, F1 beta subunit
YGR183C QCR9 1 ubiquinol--cytochronme-c reductase subunit 9
YMR189W @&Cv2 1 glycine decarboxyl ase P subunit
YKL141W SDH3 2 cytochrome b560 subunit of respiratory conplex Il
YDL198C SHML 2 nenber of the mitochondrial carrier famly (MCF)
YDR529C QCR7 2 ubiquinol--cytochronme-c reductase subunit 7
YDR178W SDH4 2 succinate dehydrogenase menbrane anchor subunit for sdh2p
YDR377W 2 ATP synthase conpl ex, subunit f

ENERGY (tricarboxcylic-acid pathway)

YDR178W

YFLO18C

YLR258W

SDH4

2

succi nat e dehydr ogenase menbrane anchor subunit for sdh2p

LPD1 6 dihydrolipoan de dehydrogenase precursor
ENERGY( et abol i sm of energy reserves)
GSY2 6 UDP-glucose--starch glucosyltransferase, isoform?2
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ENERGY( f er ment at i on)
pyruvat e decar boxyl ase, isozyne 1;expression decreases 10-20 fold on | ow gl ucose

YLR044C PDC1
2 or ethanol
YKRO96W 6 sinmlarity to mtochondrial aldehyde dehydrogenase Al dlp
YMR303C ADH2 6 al cohol dehydrogenase |1
YGR087C PDC6 7 pyruvate decarboxyl ase 3
ENERGY( gl ycol ysi s)
YJR0O09C TDH2 2 gl yceral dehyde- 3- phosphat e dehydr ogenase 2

YGR254W ENOL 7 enolase | (2-phosphoglycerate dehydratase)
ENERGY( gl yoxyl ate cycl e)
YCRO05C CIT2 6 citrate (si)-synthase, peroxisonal
ENERGY( pent ose- phosphat e)
YGR256W G\D2 7 phosphogl uconate dehydrogenase
ENERGY(r espi rati on)
YJR121W ATP2 1 F1FO-ATPase conpl ex, F1 beta subunit

YGR183C QCR9 1 ubiquinol--cytochrone-c reductase subunit 9
YLR044C PDCL pyruvat e decar boxyl ase, isozyne 1;expression decreases 10-20 fold on | ow gl ucose
2 or ethanol
YKL141W SDH3 2 cytochrome b560 subunit of respiratory complex Il
YDR529C QCR7 2 ubiquinol--cytochrone-c reductase subunit 7
YDR178W SDH4 2 succinate dehydrogenase menbrane anchor subunit for sdh2p
YDR377W 2 ATP synthase conpl ex, subunit f
| NTRACELLULAR TRANSPORT (vesicul ar transport (Golgi network, etc.)

YHRI35C YoKi casein ki nase | |§oform phosphoryl ates together with YCK2 the plasma nmenbrane H+-
7 ATPase Pmalp in vitro
| NTRACELLULAR TRANSPORT( cel | ul ar inport)
YDR345C HXT3 1 lowaffinity hexose transporter

YLLO50C COF1 2 cofilin, actin binding and severing protein
YGR261C YKS5 6 AP-3 conplex subunit, beta3-adaptin, 91 KD
YMRO11W HXT2 7 high-affinity hexose transporter
YHRO96C HXTS . f;cr: :alyn with strong simlarity to hexose transporters, nenber of sugar pernease

| NTRACELLULAR TRANSPORT( cyt oskel et on- dependent transport)
YKL129C MYG8 6 nyosin type |
YBR172C SMy2 6 kinesin-related protein
| NTRACELLULAR TRANSPORT( extracel | ul ar transport)
YBRL62W A YSY6 6 secretory pathway protein
YGR0O09C SEC9 7 protein transport protein
| NTRACELLULAR TRANSPORT( mi t ochondri al transport )

YJR121W ATP2 1 F1FO-ATPase conpl ex, F1 beta subunit
YDL198C SHML 2 nenber of the mitochondrial carrier famly (MCF)
heavy netal
YLRO34C transporter
2 strong simlarity to SMF2 protei n( PROBABLE MANGANESE TRANSPORTER ) fam

YLLO24C SSA2 6 heat shock protein of HSP70 family, cytosolic
YLR348C DICl 7 dicarboxylate carrier protein
| NTRACELLULAR TRANSPORT( nucl ear transport )

YEROOOW NTF2 1 nuclear transport factor
YALOO5C SSA1 1 heat shock protein of HSP70 family, cytosolic
YLR293C GSP1 2 GIP-binding protein of the ras superfamly

YI LO63C YRB2 6 involved in nuclear protein export
YDR432W NPL3 6 nucleolar protein
| NTRACELLULAR TRANSPORT( ot her intracel lular transport activities)
YDR086C SSS1 6 ER protein-translocase conpl ex subunit
| NTRACELLULAR TRANSPORT(vacuol ar transport )
YLR447C VMA6 2 H+-ATPase VO domain 36 KD subunit, vacuol ar
YGL006W PMC1 6 Ca2+-transporting P-type ATPase
YELO51W VMA8 7 H+-ATPsynthase V1 domain 32 KD subunit, vacuol ar
| NTRACELLULAR TRANSPORT(vesi cul ar transport(Gol gi network, etc. )
guani ne
YPL218W SARL nucl eoti de
2 GIP-binding protein of the ARF fanily exchange
Yl L109C SEC24 2 conponent of COPIl coat of ER Colgi vesicles
YALO30W SNC1 6 strong simlarity to synaptic vesicle-associated menbrane protein
YLLO24C SSA2 6 heat shock protein of HSP70 family, cytosolic
YDLO58W USOL 6 intracellular protein transport protein
YGR0O09C SEC9 7 protein transport protein
| ONI C HOMECSTATI S (honeost asi s of ot her ions)
YIJR121W ATP2 1 F1FO-ATPase conpl ex, F1 beta subunit
YLR447C VMA6 2 H+-ATPase VO domain 36 KD subunit, vacuol ar
YGL006W PMC1 6 Ca2+-transporting P-type ATPase
YLR348C DICl 7 dicarboxylate carrier protein
YELO51W VMA8 7 H+-ATPsynthase V1 domain 32 KD subunit, vacuol ar

METABCLI SM (aa netabol i sm aa biosyn.)
YPRO35W GLN1 1 glutamate--ammonia |igase
YALOOAW opposite to SSA1; Protein of unknown function, probable non-coding ORF; strong

1 simlarity to A klebsiana glutamate dehydrogenase
Yl LO74C 2 strong simlarity to E coli phosphoglycerate dehydrogenase
YERO81W 2 strong simlarity to phosphoglycerate dehydrogenases
YDR158W HOW 2 aspartate-senial dehyde dehydrogenase
YCRO53W THR4 2 threonine synthase (o-p-honpserine p-Iyase)
YHRO25W THRL 2 honoserine kinase
YLR303W MET25 2 O acetyl honoserine sul fhydryl ase
YHLO11C PRS3 2 ribose-phosphate pyrophosphoki nase
YBR249C ARO4 2 2-dehydro- 3- deoxyphosphohept onat e al dol ase, tyrosine-inhibited

YDR508C G\P1 6 high-affinity glutanine pernease
YFLO18C LPD1 6 dihydrolipoani de dehydrogenase precursor
YHRO37W PUT2 6 1-pyrroline-5-carboxyl ate dehydrogenase
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METABCLI SM (aa net abol i sm aa degradati on)
YMR189W @&CVv2 1 glycine decarboxyl ase P subunit
METABOLI SM (aa netabol i sm regul ation of aa nmetab.)
YDR213W 7 transcriptional activator of |ysine pathway genes
METABOLI SM (aa transport)
YDR508C G\P1 6 high-affinity glutanine pernmease
METABCLI SM (et abol i sm of cyclic and unusual nucl eoti des)
YCLO50C APAl 2 ATP adenylyltransferase |
METABOLI SM (ni togen and sul fur netabolism
YDR353W 1 thioredoxin reductase (NADPH)
METABCLI SM ( nucl eoti de net abol i sm)
YERL70W ADK2 6 adenylate kinase, mtochondrial
METABOLI SM ( nucl eoti de met abol i sm deoxyri bonucl eoti de netabol i sm
YDR353W 1 thioredoxin reductase (NADPH)
METABOLI SM ( nucl eoti de metabol i sm pyrimdine-ribonucletide netab.)
YHLO11C PRS3 2 ribose-phosphate pyrophosphoki nase
YJL130C URA2 2 nultifunctional pyrimdine biosynthesis protein
YKL216W URA1 2 dihydroorotate dehydrogenase
METABOLI SM ( nucl eoti de nmetabol i sm purine-ribonucl etide netab.)
YLR359W adel3 1 adenylosuccinate |yase
YLRO58C SHW2 2 serine hydroxynethyl transferase, cytoplasmc
YARO15W ADE1 2 phosphoribosyl ami doi nmi dazol e- succi nocar boxani de synt hase
YHLO11C PRS3 2 ribose-phosphate pyrophosphoki nase
YOR128C ADE2 2 phosphoribosyl ami noi mi dazol e carboxyl ase
YMR217W GUAL 2 GW synthase (gl utanine-hydrolyzing)
YKL216W URAL 2 dihydroorotate dehydrogenase
YHLO11C PRS3 2 ribose-phosphate pyrophosphoki nase
YJL130C URA2 2 nultifunctional pyrimdine biosynthesis protein
YPRO62W 6 cytosine deani nase
METABCLI SM (ot her nucl eoti de netabolismactivities)
YPLO37C EGD1 1 GAL4 DNA- bi ndi ng enhancer protein
METABCLI SM (regul ati on of aa netabolism
YG.202W AROB 2 aromatic amino acid am notransferase |
METABOLI SM car bohydr at e nmet abol i sm and transport)
YMRO11W HXT2 7 high-affinity hexose transporter
METABOLI SM car bohydrat e nmetabol i sm and utilization)
YLR286C CTS1 1 endochitinase
YLR044C PDCL pyruvat e decar boxyl ase, isozyne 1;expression decreases 10-20 fold on | ow gl ucose
2 or ethanol
YGR282C BGL2 2 endo-beta-1,3-glucanase of the cell wall
YJR0O09C TDH2 2 gl yceral dehyde- 3- phosphat e dehydr ogenase 2
YPR113W PIS1 2 CDP diacylglycerol--inositol 3-phosphatidyltransferase
YDLO22W 2 glycerol phosphate dehydrogenase; induced by osnotic stress
YDR178W SDH4 2 succinate dehydrogenase menbrane anchor subunit for sdh2p
YNLO37C IDHL 2 isocitrate dehydrogenase (NAD+) subunit 1, mitochondri al
YMLO48W EFF2 2 involved in glucose repression
YDL188C PPH22 2 protein ser/thr phosphatase PP2A-2
YBR149W 2 sinmlarity to Gcylp and al dose reductases
YLR258W GSY2 6 UDP-glucose--starch glucosyltransferase, isoform?2
Yl L107C PFK26 6 6-phosphofructose-2-kinase, isozyme 1
YKRO96W 6 sinmlarity to mtochondrial aldehyde dehydrogenase Al dlp
YOR443C Seat 6 DNA-directed RNA polynerase Il hol oenzyne and Srbl0 CDK subconpl ex subunit
YDR176W NGGL 6 general transcriptional adaptor or co-activator
YCRO05C CIT2 6 citrate (si)-synthase, peroxisonal
YMR303C ADH2 6 al cohol dehydrogenase |1
YHLO25W SNF6 7 global transcription activator
YGR254W ENOL 7 enolase | (2-phosphoglycerate dehydratase)
YHRO96C HXTS . f;cr: :a|yn with strong sinmlarity to hexose transporters, nmenber of sugar pernease
YGR087C PDC6 7 pyruvate decarboxyl ase 3
YGR256W G\ND2 7 phosphogl uconate dehydrogenase
YLR348C DICl 7 dicarboxylate carrier protein
METABOLI SM f.a.,sterol,lipid)
YLRO58C SHW2 2 serine hydroxynmethyl transferase, cytoplasnic
YCL043C PDI1 1 protein disulfide-isonerase precursor
YNRO16C ACCL 7 acetyl-CoA carboxyl ase
YHLO20C OPI1 7 negative regulator of phospholipid biosynthesis pathway
METABOLI SM phosphat e net abol i sm regul ati on of phosphate utilization)
YFRO34C PHOA . Phosphat e
2 transcription factor regul on
YLR348C DICl 7 dicarboxylate carrier protein
PROTEI N DESTI NATI ON (protein nodification; glycolsylation, acylation, nmyristylation,etc.)
YPL154C PEP4 1 aspartyl protease
YCL043C PDI1 1 protein disulfide-isonerase precursor
YJR117W 2 zinc netall o-protease
YG.203C KEX1 6 carboxypeptidase (YSC-al pha)
YDR390C UBA2 6 E1-like (ubiquitin-activating) enzyme
YNL186W derepression of teloneric silencing;predicted to encode a ubiquitin-processing
6 protease; has similarity to UBI QU TIN C TERM NAL HYDROLASE
YDR495C VPS3 6 vacuolar sorting protein
PROTEI N DESTI NATI ON (proteolysis; |ysosomal and vacuol ar)
YPL154C PEP4 1 aspartyl protease
PROTEI N DESTI NATI ON( assenbl y of protein conpl exes)
YLLO50C COF1 2 cofilin, actin binding and severing protein
YLR447C VMA6 2 H+-ATPase VO domain 36 KD subunit, vacuol ar
YDR377W 2 ATP synthase conpl ex, subunit f
YDR495C VPS3 6 vacuolar sorting protein
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YKR048C NAP1 6 nucleosone assenbly protein |
YLLOOBW DRS1 7 RNA helicase of the DEAD box famly
PROTEI N DESTI NATI ON( protei n fol ding and stabilization)

YALOO5C SSA1 1 heat shock protein of HSP70 family, cytosolic
YCL043C PDI1 1 protein disulfide-isonerase precursor

YDR155C CPHL 2 cyclophilin (peptidylprolyl isonerase)

YLR449W 6 strong simlarity to peptidylprolyl isonerase Fpr3p

YMLO74C  NPI46 6 proline cis-trans isonerase
YLLO24C SSA2 6 heat shock protein of HSP70 family, cytosolic

YELO30W 7 heat shock protein of HSP70 famly
PROTEI N DESTI NATI ON ( prot eol ysi s; cytopl asmi c degradati on)
YLR167W UBI3 2 aka RPS37; UBI3;ubiquitin
YNL239W LAP3 2 nenber of the GAL regul on

YDR390C UBA2 6 EI1-like (ubiquitin-activating) enzyme
YER098W UBP9 6 ubiquitin carboxyl-term nal hydrol ase
ubi qui tin; disruption of the PHOB5 gene inappropriately triggers the derepression
YLLO3SC UBI 4 7 of stress response genes, HSP12 and UBI 4
PROTEI N DESTI NATI ON(protein targeting, sorting and transl ocation)
YJLO53W PEP8 1 vacuolar protein sorting/targeting protein
YALOO5C SSAL heat shock protein of HSP70 family, cytosolic
YBRL62W A YSY6 secretory pathway protein
YDR086C SSS1 ER protein-transl ocase conpl ex subunit
YDR432W NPL3 nucl eol ar protein
YDR495C VPS3 vacuol ar sorting protein
PROTEI N SYNTHESI S (ot her protein synthesis activities)

[N e N ol

YBR121C GRS1 2 dycyl-tRNA synthase; glycine--tRNA |igase
18 up and 7
PROTEI N SYNTHESI S (ri bosomal protein) down
YDL191W SOS1 1 RPL35A
YDRO25W RPS18A 1 aka (RPS18A); ribosomal protein Sll.e
YBL087C RPL17A 1 ribosonal protein L23.e
YJL190C RPS24A 1 RPS22A and RPS22B code for nearly identical proteins
YLR333C RPS31 1 aka RPS31B;ribosonal protein S25.e.c12
YDRO64W RPS13C 2 ribosonal protein
YPLO90C 2 ribosomal protein S6.e
YBR084C- A RPL19B 2 aka YL14A; (RPL23A); (RPL19A);ribosomal protein L19.e
YOL127W RPL25 2 ribosomal protein
YOR234C RPL37B 2 ribosonal protein L35a.e.cl5
YG.147C RPL9A 2 ribosomal protein L9.e
YLR325C 2 putative ribosomal protein
YNLO69C RP23 2 aka RP23; ribosomal protein
YKL156W RPS27A 2 ribosonal protein S27.e
YHR203C RPS7TA 2 ribosomal protein S4.e.c8
YPLO81W 2 ribosomal protein
YNL178W RPS3 2 ribosonal protein S3.e
YMR242C 2 ribosomal protein, duplicate=20B
YLR448W RPL16B 6 cytoplasmic ribosonal |arge subunit
YOLO39W RPLA2 6 aka (RPL44); (RPA2); RPLA2;acidic ribosonal protein P2.beta
YJL191W CRY2 7 ribosomal protein Sl4.e.B

YDLO81C RPLAL aka; aci _d| c ribosomal protein al; (RPAl); L12ellA; RPLAl; RPP1A;plays a role in the
el ongati on step
YDR382W  RPL45 aka RPL45; YPAL; L12el A; RPLA4; acidic ribosomal protein
YERL17W RPL17B aka RPL20B;ribosonal protein L17.e
YDL184C RPL47A 7 ribosomal protein
PROTEI N SYNTHESI S (transl ational control )
YGR222W  PET54 6 splicing protein and translational activator, mitochondrial
YFROOOW  GCN20 7 positive effector of Gen2p

PROTEI N SYNTHESI S (t RNA synt hases)

NN~

YBLO76C 1LS1 2 isoleucyl-tRNA synthetase
PROTEI N SYNTHESI S transl ation(initiation, elongation, term nation)
YJL138C TIF2 2 translation initiation factor el F4A
YKRO59W TIF1 2 translation initiation factor 4A
YNL244C SU1 2 translation initiation factor 3 (el F3)
YNLO14W 6 translation elongation factor eEF3 honol og
YNL163C 6 translation elongation factor eEF4

YLR249W YEF3 7 translation elongation factor eEF3;found only in fungi
RETROTRANSPOSONS AND PLASM D PROTEI NS

YCLO19W TY2B 2 Ty transposon B protein; POL pol yprotein
YNLO54W VAC7 6 TY1A protein
YJRO26W 7 TY1A protein

SI GNAL TRANSDUCTI ON ( nor phogenesi s, key kunases)
YHR030C SLT2 6 ser/thr protein kinase of MAP kinase famly

SI GNAL TRANSDUCTI ON (nutritional response pathway;other nutritional -response activities)
YPL203W 6 CAMP-dependent protein kinase 2, catalytic chain
YERO20W GPA2 6 guanine nucl eotide-binding regulatory protein

SI GNAL TRANSDUCTI ON ( osnpsensi ng)

YDLO22W gpdl 2 glycerol phosphate dehydrogenase; induced by osnptic stress

YHR030C SLT2 6 ser/thr protein kinase of MAP kinase famly

SI GNAL TRANSDUCTI ON (ot her signal transduction activities)

YMRO16C regul atory protein in the PKA signal transduction pathway;alteration in Sok2p
SOK2 7 production affect glycogen accunul ation and heat shock resistance
SI GNAL TRANSDUCTI ON ( pher enpne response generati on)
YDRA61W MFA1 1 mating pheronone a-factor 1
YDR103W STE5 6 pheromone signal transduction pathway protein
YERO20W GPA2 6 guanine nucl eotide-binding regulatory protein
SI GNAL TRANSDUCTI ON (unspeci fied signal transduction; second nmessenger formation)
YDL135C RDI1 2 rho GDP dissociation inhibitor with activity toward Rholp
TRANSCRI PTION ( nRNA 5'-3' end processing and nRNA degradation )
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YDR228C PFC11 6 conponent of pre-nRNA 3'-end processing factor CF |
TRANSCRI PTION ( transcriptional control )

YNL186W derepression of teloneric silencing;predicted to encode a ubiquitin-processing
6 protease; has similarity to UBI QU TIN C TERM NAL HYDROLASE

nedi at or conpl ex subunit; Hpr1lp and Pgdlp nay cooperate to initiate chronosone
breaks; 1 NVOLVED I N BOTH POSI TI VE AND NEGATI VE REGULATI ON OF
6 TRANSCRI PTI ON; COVPONENT OF RNA POLYMERASE HOLCENZYME AND MEDI ATOR SUBCOVPLEX;

YGEL025C PGD1L

YMRO16C regul atory protein in the PKA signal transduction pathway;alteration in Sok2p
SOK2 7 production affect glycogen accunul ation and heat shock resistance
TRANSCRI PTION ( tRNA transcription and processing )
YHR163W SOL3 1 weak multicopy suppressor of losl-1
YDR088C SLU7 6 pre-nRNA splicing factor affecting 3' splice site choice
TRANSCRI PTI ON (nRNA transcription and splicing)
YKLO74C MUD2 6 pre-nRNA splicing factor
YGR222W  PET54 6 splicing protein and translational activator, mitochondrial
YER146W LSM6 6 sinmilarity to human snRNP E
YDR311W TFB1 6 TFIIH subunit (transcription initiation factor), 75 kD
YDR390C UBA2 6 EI1-like (ubiquitin-activating) enzyme
YERL72C BRR2 6 RNA helicase-related protein

YOR443C Scat 6 DNA-directed RNA polynerase Il hol oenzyne and Srbl0 CDK subconpl ex subunit

YNL186W derepression of teloneric silencing;predicted to encode a ubiquitin-processing
6 protease; has similarity to UBI QU TIN C TERM NAL HYDROLASE
YDRL76W NGGL 6 general transcriptional adaptor or co-activator

nedi at or conpl ex subunit; Hpr1p and Pgdlp nmay cooperate to initiate chronosone
breaks; 1 NVOLVED I N BOTH POSI TI VE AND NEGATI VE REGULATI ON OF
6 TRANSCRI PTI ON; COVPONENT OF RNA POLYMERASE HOLCENZYME AND MEDI ATOR SUBCOVPLEX;
YBR198C TAF90 6 TFIID subunit (TBP-associated factor), 90 kD
YDR213W 7 transcriptional activator of |ysine pathway genes

YGEL025C PGDL

YMRO16C regul atory protein in the PKA signal transduction pathway;alteration in Sok2p
SOK2 7 production affect glycogen accunul ation and heat shock resistance
TRANSCRI PTI ON (nRNA transcription, synthesis and control)

YPLO37C EGD1 1 GAL4 DNA- bi ndi ng enhancer protein
YFR034C PHO4 2 transcription factor
YCLO54W 6 transcriptional silencing protein
YER161C SPT2 6 nultifunctional HMG|ike chromatin protein
YKRO72C SIS2 6 involved in cell cycle-specific gene expression
YIL128W MET18 6 involved in NER repair and RNA polynmerase || transcription
YPL203W 6 CAMP-dependent protein kinase 2, catalytic chain
YDLO70W BDF2 6 sinmlarity to bronmpbdonain protein Bdf1lp
YER164W 6 transcriptional regulator

YDR310C SUML 6 suppressor of SIR mutations
YHLO25W SNF6 7 global transcription activator
YHLO20C OPI1 7 negative regulator of phospholipid biosynthesis pathway
TRANSCRI PTI ON (ot her transcription activities )
YDLO51W YLA1 2 RNA binding protein
YBR212W NGRL 6 glucose-repressible RNA-binding protein
TRANSCRI PTI ON (RNA transport)
YLR293C GSP1 2 GIP-binding protein of the ras superfamly
YDR432W NPL3 6 nucleolar protein
TRANSCRI PTION (rRNA transcription, rRNA processing)
YMR229C FM1 6 processing of pre-ribosonal RNA
YLRO59C YNT20 6 suppressor of rnal2/yne2
YDR4A32W NPL3 6 nucleolar protein
YLLOOBW DRS1 7 RNA helicase of the DEAD box family
YNL112W DBP2 7 ATP-dependent RNA helicase of DEAD box famly
TRANSPORT FACI LI TATION ( other cation transporters (Na ,K ,Ca ,NH#4 ,etc.))
YLR447C VMA6 2 H+-ATPase VO domain 36 KD subunit, vacuol ar
YHRO26W PPA1 2 H+-ATPase 23 KD subunit, vacuol ar
YGL006W PMC1 6 Ca2+-transporting P-type ATPase
YELO51W VMA8 7 H+-ATPsynthase V1 domain 32 KD subunit, vacuol ar
TRANSPORT FACI LI TATI ON (ABC transporters)
YNLO14W 6 translation elongation factor eEF3 honol og
YFROOOW  GCN20 7 positive effector of Gen2p
TRANSPORT FACI LI TATION (anion transport; O, PO4, SO4, etc.)
YLR348C DICl 7 dicarboxylate carrier protein
TRANSPORT FACI LI TATI ON (ot her transporters)
YDR086C SSS1 6 ER protein-translocase conpl ex subunit
TRANSPORT FACI LI TATI ON (transport ATPases)

YJR121W ATP2 1 F1FO-ATPase conpl ex, F1 beta subunit
YLR447C VMA6 2 H+-ATPase VO domain 36 KD subunit, vacuol ar
YHRO26W PPA1 2 H+-ATPase 23 KD subunit, vacuol ar

YGL006W PMC1 6 Ca2+-transporting P-type ATPase
YELO51W VMA8 7 H+-ATPsynthase V1 domain 32 KD subunit, vacuol ar
TRANSPORT FACI LI TATI ON(aa transporters)
YDR508C G\P1 6 high-affinity glutanine pernease
TRANSPORT FACI LI TATI ON(sugar and car bohydrate transporters)
YDR345C HXT3 1 lowaffinity hexose transporter
YDL198C SHML 2 nenber of the mitochondrial carrier famly (MCF)
YMRO11W HXT2 7 high-affinity hexose transporter
YHRO96C HXTS . f;cr:;( :alyn with strong simlarity to hexose transporters, nenber of sugar pernease
YLR348C DICl 7 dicarboxylate carrier protein
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25 up and 98

UNCLASSI FI ED down
YDR276C 1
YML053C 1
YDR544C 1 strong simlarity to subteloneric encoded proteins
YBLO81W 1 hypothetical protein
YBR134W 1 questionable ORF
YDR154C 1 questionable ORF
YG.128C 1 weak sinmilarity to rat cysteine string protein
YJR115W 1 simlarity to hypothetical protein YBLO43w
YFRO27W 1 hypothetical protein
YELO59W 2 hypothetical protein
YCLO19W 2
YGR200C 2 weak simlarity to rape guanine nucleotide regulatory protein
YDR233C 2 sinmilarity to hypothetical protein YDR233c
YOR248W 2 questionable ORF
YDLO15C 2 sinilarity to rat synaptic glycoprotein SC2
YDR209C 2 questionable ORF
YKLO30W 2 questionable ORF
YHR133C 2 sinmlarity to hypothetical protein YNL156c
YDR533C 2
YKRO65C 2 hypothetical protein
YLRO64W 2 sinmilarity to hypothetical protein YLRO64w
YMRO02W 2 sinmilarity to hypothetical S.pormbe and C. el egans proteins
YHR143W 2 weak simlarity to a-agglutinin core protein AGAL
YDR417C 2 questionable ORF
YI LO82W A 2 no mips info
YNL124W 6 sinmlarity to hypothetical S. ponbe protein
YELO41W 6 strong simlarity to Urlp
YDR486C 6 weak simlarity to Snf7p
YKL105C 6 sinmlarity to YMRO86w
YOR382W 6 hypothetical protein
YDR296W 6 hypothetical protein
YM.133C 6 hypothetical protein Y .2
YGL020C 6 hypothetical protein
YLR161W 6 identical to hypothetical proteins YLR1I61w and YLR159w
YMR316W 6 sinmlarity to YOR385w and YNL165w
YDR407C 6 weak simlarity to Molp
YCLO41C 6 questionable ORF
YGR130C 6 weak simlarity to myosin heavy chain proteins
YDL189W 6 hypothetical protein
YPL238C 6 questionable ORF
YHR131C 6 sinmlarity to hypothetical protein YNL144c
YLRO68W 6 hypothetical protein
YELO33W 6 weak simlarity to Saurol ei shmania mtochondrial hypothetical ORF-5 protein
YER190W 6 strong simlarity to subtelonmeric encoded proteins
YLROO3C 6 hypothetical protein
YLR162W 6 hypothetical protein
YCRO16W 6 hypothetical protein
YDL167C ARP1 6 protein of unknown function
YCRO33W 6 sinmlarity to nouse nuclear receptor co-repressor N Cor
YDR496C 6 sinmlarity to hypothetical human and C. el egans proteins
YI LO96C 6 hypothetical protein
YGRO69W 6 questionable ORF
YELO043W 6 weak simlarity to Madlp
YGR265W 6 questionable ORF
YDR413C 6 weak simlarity to NADH dehydrogenase
YNL115C 6 weak simlarity to S ponbe hypothetical protein SPAC23Cl1
YLRO95C 6 hypothetical protein
YJL225C 6 strong similarity to menbers of the Sirlp/Tiplp famly
YERLO3W 6 sinmlarity to zebrafish essential for enbryonic devel opnent gene pescadillo
YBLO46W 6 weak simlarity to hypothetical protein YOR054c
YLRO51C 6 sinmlarity to human acidic 82 kDa protein
YGR272C 6 sinmilarity to hypothetical S. ponbe protein SPACI2Gl2.02
YOR309C 6 questionable orf
YFLO34W 6 sinmlarity to hypothetical S. pombe protein and to C el egans F35D11 protein
YLR339C 6 questionable ORF
YDR326C 6 strong similarity to YHRO80c, simlarity to YFLO42c and YLRO72w
YNRO25C 6 questionable ORF
YNLO75W 6 sinmlarity to YHRO88w and C. el egans hypothetical protein F44G4.1
YMRO14W 6 weak simlarity to S ponmbe hypothetical protein SPACAF10
YGR163W 6 GIP-binding protein
YERO66C- A 6 hypothetical protein
YDR295C 6 unknown
YKL225W 6 strong simlarity to G nllp, YKL225w and ot her subtel oneric encoded proteins
YDR230W 6 questionable ORF
YNL170W 6 questionable ORF
YCRO30C 6 weak simlarity to S ponbe hypothetical protein SPBCAC3. 06
YILO19W 6 weak simlarity to S ponmbe hypothetical protein SPAC3F10
Yl L156W UBP7 6 questionable ORF
YNL217W 6 weak similarity to E.coli bis(5 -nucleosyl)-tetraphosphatase
YHRL77TW 6 weak similarity to Sponbe pac2 protein
YI L152W 6 hypothetical protein
YKRO33C 6 questionable ORF
YFLOG7W 6 sinmlarity to nouse period clock protein
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YPLO27W
YJLO19W
YHLO50C
YDR104C
YKRO78W
YBL113C
YDR316W
YHRO95W
YER106W
YMR251W
YDR365C
YGRO17W

YFLO23W

YNL120C

YOR359W
YKR040C

YDR412W
YDR398W
YGR296W
YNL187W

YHR214W A

YHR219W
YNL179C
YLR334C
YLR4GTW
YLR4G6E6W
YNLO13C
YBR19OW
YFROO8W

YMR290W A

CLASSI FI CATI ON NOT YET CLEAR-

YELO26W

YOLO30W

YMRO99C
YGR279C

YHR126C
YER181C
YAR010C
YML045W
YCRX05W
Yl R0O43C
YFROO1W
YMR046C
YKL082C
YCRX16C

YGR262C

Ng\A\A\Ammmmmq\lq\1\1\1\1\1\1\1\1\1\1\1\1\1\1\1\1\1 NNNNNNNNNO OO

NN

hypot hetical protein

hypot hetical protein

strong simlarity to subtel oneric encoded proteins
hypot hetical protein

simlarity to Vps5p

Y short ORF no intron

put ati ve nethyltransferase

hypot hetical protein

hypot hetical protein

strong simlarity to YKRO76w and YGR154c

weak simlarity to Streptococcus Mprotein

hypot hetical protein

simlarity to repeat structures in a Plasnodium fal ci parum protein (MESA) that
bi nds human erythrocyte

questi onabl e ORF

hypot hetical protein

questi onabl e ORF

questi onabl e ORF

simlarity to human Kl AAOOO7 gene

strong simlarity to subtel onmeric encoded proteins
hypot hetical protein

strong simlarity to hypothetical protein YARO68w
strong simlarity to subtel onmeric encoded proteins
hypot hetical protein

questionabl e orf

strong simlarity to subtel oneric encoded proteins
protein of unknown function

questionabl e orf

questionabl e ORF

weak simlarity to hunan centronere protein E
questionabl e ORF

hypot hetical protein

questionabl e ORF

no info

no info

no info

no info

weak simlarity to rabbit triadin Spp4lp

no info

weak simlarity to C el egans hypothetical protein
no info

strong simlarity to high nobility group-like protein Nhp2p
transgl ycosyl a
tion in cell
simlarity to gl ycophospholi pi d-anchored surface gl ycoprotein Gaslp wal | ?
simlarity to P.ciliare possible apospory-associ ated protein
gl ucanase gene famly nmenber
ser/thr protein kinase
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