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ORF name Mmm_ﬂmm #sites Other names Peptide Sequence Modification sites OMMM-_ Function | MolEnv SGD process SGD function Genbank annotation
YBL101C ECM21 11 |ECM21/YBL0814/YBL101C R.FNNLDK*LLSTPS#PVNR.S $1033 0.054 str unk molecular_function unknown | ExtraCellular Mutant
YBL101C ECM21 11 _|ECM21/YBL0814/YBL101C R.S#HNSS#PTNGLSQANGTVR.| $1037,51042 0.054 str unk molecular_function unknown | ExtraCellular Mutant
YBL101C ECM21 11 |ECM21/YBL0814/YBL101C R.HSTTAIQGSISDSATTT#PRS#S# S$129,7125,5131 0.054 str unk molecular_function unknown | ExtraCellular Mutant
YBL101C ECM21 11 |ECM21/YBL0814/YBL101C K.NEES#GEEDIFAEYPIK.V S552 0.054 str unk molecular_function unknown
YBL101C ECM21 11 |ECM21/YBL0814/YBL101C R.HALSS#LLGGANVHSPAVLNNTT] S58 0.054 str unk molecular_function unknown | ExtraCellular Mutant
YBL101C ECM21 11 |ECM21/YBL0814/YBL101C R.RPS#VIGFLSGHK.G S777 0.054 str unk molecular_function unknown |ExtraCellular Mutant
YBL101C ECM21 11 _|ECM21/YBL0814/YBL101C R.TTSVS#GPSGYSDDAGVPNVNR] S964 0.054 str unk molecular_function unknown | ExtraCellular Mutant
YBL101C ECM21 11 _|ECM21/YBL0814/YBL101C R.SSNT#DAQLLGK.K T89 0.054 str unk molecular_function unknown |ExtraCellular Mutant
YDR348C YDR348C 5 YDR348C/D9651.16 K.NPFLDDVSS#ATDFR.R S116 0.115 oth unk biological_process unknown [molecular_function unknown
YDR348C YDR348C 5 YDR348C/D9651.16 R.TNS#FDMPQLNTR.T S51 0.115 oth unk biological_process unknown [molecular_function unknown
YDR348C YDR348C 5 YDR348C/D9651.16 R.TSS#QLSFPNIPEDEPQR.N S63 0.115 oth unk biological_process unknown [molecular_function unknown
YDR348C YDR348C 5 YDR348C/D9651.16 R.NADQQGAFYSGLESFS#S#GSL S93,S95 0.115 oth unk biological_process unknown [molecular_function unknown
YHR097C YHR097C 5 YHR097C K. ANS#ST#TTLDAIKPNSK.N S223,T226 0.052 oth unk biological_process unknown [molecular_function unknown
YHR097C YHR097C 5 YHR097C R.ETVDDDSET#LNQLQDR.A T207 0.052 oth unk biological_process unknown |molecular_function unknown
YHR097C YHR097C 5 YHR097C R.LPSYEEAAGT#PK.Q T78 0.052 oth unk biological_process unknown [molecular_function unknown
YHR097C YHR097C 5 YHR097C R.T#IGGPQNGVNTVINPFR.V T9 0.052 oth unk biological_process unknown |molecular_function unknown
YML123C PHO84 5 |PHO84/YM7056.03/YML123C |K.IHDT#S#DEDMAINGLER.A S306,T304 0.607 met,tpt int phosphate transport inorganic phosphate transpor{inorganic phosphate transporf
YML123C PHO84 5 |PHO84/YM7056.03/YML123C |R.AST#AVES#LDNHPPK.A S324,T319 0.607 met,tpt int phosphate transport inorganic phosphate transpor{inorganic phosphate transporf
YML123C PHO84 5 |PHO84/YM7056.03/YML123C  [K.NNDIESSS#PSQLQHEA.- S$581 0.607 met,tpt int phosphate transport inorganic phosphate transpor{inorganic phosphate transporf
YNL103W MET4 5 MET4/N2177/YNL103W R.TTHT#PNRSS#PLS#NVTSAQNS S310,T304,S314 -0.013 met dna sulfur amino acid metab member of the leucine zipper
YNL103W MET4 5 |MET4/N2177/YNL103W R.KYS#DNEDDEYDDADLHGFEK.H S566 -0.013 met dna sulfur amino acid metabolism member of the leucine zipper
YNL103W MET4 5 |MET4/N2177/YNL103W. R.RNT#FLTSQYDQSK.S T208 -0.013 met dna sulfur amino acid metabolism member of the leucine zipper
YOR042W CUE5 4 |CUE5/YOR042W/02762 R.EQHHEDS#EEEDSWSQFVEK.D $222 0.119 unk unk biological_process unknown [molecular_function unknown |Hypothetical ORF
YOR042W CUE5 4 |CUE5/YOR042W/02762 K.K*NPDEDEFLINS#DDEM.- S410 0.119 unk unk biological_process unknown [molecular_function unknown |Hypothetical ORF
YOR042W CUE5 4 |CUE5/YOR042W/02762 K.WQPLPPEPLDTT#PTK.V T386 0.119 unk unk biological_process unknown [molecular_function unknown |Hypothetical ORF
YOR042W CUE5 4 |CUE5/YOR042W/02762 K.SSGIDEDEVVT#PAEDAK*EEEEH T72 0.119 unk unk biological_process unknown [molecular_function unknown |Hypothetical ORF
YMR205C PFK2 3 |PFK2/YM8325.06/'YMR205C K.NAVSTKPTPPPAPEAS#AESGLY S$162,5169 0.658 met sol glycolysis 6-phosphofructokinase phosphofructokinase beta su
YMR205C PFK2 3 |PFK2/YM8325.06/'YMR205C K.VHS#YTDLAYR.M S173 0.658 met sol glycolysis 6-phosphofructokinase phosphofructokinase beta sulf
YOR153W PDR5 3 |PDR5/(STS1)/LEM1/(YDR1)/O34 K.MLQES#SEEESDTY#GEIGLS#K{ S851,Y860,S867 0.304 tpt,rsp int transporter multidrug resistance transporf
YBR059C AKL1 2 |AKL1/YBR059C/YBR0419 K.DK*DS#NSS#ITISTSTPSEM@R.| S$1051,S1055 0.113 unk unk biological_process unknown [protein kinase Ark-family kinase-like protein.
YDRO33W MRH1 2 MRH1/D3428/YDR033W/YD967 K.APVAS#PRPAAT#PNLSK.D S$291,T298 0.635 oth unk biological_process unknown [molecular_function unknown [Membrane protein related to
YDR135C YCF1 2 |YCF1/YD9302.11/YDR135C R.RAS#DAT#LGSIDFGDDENIAK.R| S$910,T914 0.111 tpt int bilirubin transport bilirubin transporter Metal resistance protein with
YDR508C GNP1 2 |GNP1/D9719.14/YDR508C R.AEGSHANSPDSSNSNGTTPISTH S114,8116 0.25 met,tpt int transport high-affinity glutamine perme:
YGL205W POX1 2 POX1/FOX1/G1220/YGL205W_[R.RTT#INPDS#VVLNPQK.F $14,T8 0.122 met unk fatty acid beta-oxidation acyl-CoA oxidase activity fatty-acyl coenzyme A oxidas
YKL046C DCW1 2 YKL046C/YKL259 R.ALDKPAPYTAENGGS#S#VGDG, S402,5404 0.26 oth int cell wall biosynthesis (sensu f molecular_function unknown | Defective Cell Wall. N-glycos
YKR018C YKR018C 2 YKR018C K.DSSNS#EDS#EDEEM@DGPTLL S379,S383 0.151 oth unk biological_process unknown [molecular_function unknown
YKR067W GPT2 2 GPT2/(GAT1)/YKR067W R.VNS#RGS#LTDIPIFSDAK.Q $670,S674 0.197 met unk phospholipid biosynthesis glycerol-3-phosphate O-acylir] Encodes a Glycerol-3-phosphy
YMR171C YMR171C 2 YMR171C/YM8010.01/YM8520.| R.NLITDEAS#FDS#VDNDNEDEND| S518,5522 oth unk biological_process unknown [molecular_function unknown
YNL321W YNL321W 2 YNL321W/N0339 K.SHS#VPDLNTATPSS#PK.R S112,5124 0.151 tpt int biological_process unknown [molecular_function unknown
YNRO13C PHO91 2 | YNRO13C/N2052 R.INNDENS#S#GNEEDEDGNRQE $313,8315 0.254 tpt int biological_process unknown [molecular_function unknown |Low-affinity phosphate transp|
YPL019C VTC3 2 |VTC3/PHM2/YPLO19C/LPB12 |R.HVIADLEDHES#S#DEEGTALPK. S$623,5625 0.15 met,trn int Phosphate metabolism; trans

Hismyc Ub_YEAST RPL40A 1 Ubiquitin (use RPL40A data) R.TLS#DYNIQK.E S59 0.788 trn,ptm rib protein biosynthesis* structural constituent of ribosd Homology to rat L4
YBR023C CHS3 1 CHS3/(CAL1)/CSD2/DIT101/KTIJR.NPSTLLPTS#SM@FWNK.A S608 0.142 str,rsp,cdc int cytokinesis chitin synthase Required for chitin synthesis

YBR114W RAD16 1 RAD16/YBR0909/YBR114W K.SVNYNELS#DDDTAVK.N S27 0.127 dna,rsp dna nucleotide-excision repair DNA dependent adenosinetrif Nucleotide excision repair prg
YBR130C SHE3 1 SHE3/YBR1005/YBR130C R.Y#NEQKEK.M Y125 0.078 str,rsp unk mRNA localization, intracellul{ mRNA binding cytoplasmic protein involved ij
YBR142W MAKS 1 MAKS5/YBR1119/YBR142W K.AADELGIDVDS#DEDDISK.S S680 0.141 rna unk deficient inmaintenance of kill| Necessary for maintenance o{ Necessary for maintenance o
YBR273C YBR273C 1 YBR273C/YBR1741 R.SST#PLSGAASSSCFQYNNVR.H T351 0.117 oth unk biological_process unknown [molecular_function unknown
YCR021C HSP30 1 HSP30/YRO1/YCR021C R.ASGETAIHEPEPEAEQAVEDT#A T333 0.283 trn,rsp,str int response to stress* heat shock protein activity Protein induced by heat shocl
YCR037C PHO87 1__|PHO87/YCR524/YCR037C R.EIISGTSETHSS#NNPFEIHSSNIL] S230 0.168 met,tpt int transport May collaborate with Pho86p
YCRO51W. YCRO51W. 1 YCRO51W. R.RQLEQIIT#GDNAEEELER.Y T185 0.185 oth unk biological_process unknown |molecular_function unknown
YCR061W YCR061W 1 YCR062W/YCR061W/YCR904 |K.EYRPVDTIPLNDLESTPVM@VN S222 0.144 oth int biological_process unknown [molecular_function unknown
YDL126C CDC48 1 |CDC48/D2228/YDL126C R.K*TPLEPGLELT#AIAK.A T686 0.407 | cdc,ptm,tpt sol n-dependent protein d{ adenosinetriphosphatase Microsomal protein of CDCA4:
YDL193W YDL193W 1 YDL193W/D1239 K.QKT#EDLSK.R T87 0.204 oth unk biological_process unknown [molecular_function unknown _
YDR119W. YDR119W 1 YDR119W/YD9727.14 K.IEEINENS#PLLSAPSK.Q S64 0.059 tpt int biological_process unknown |molecular_function unknown _




YDR171W HSP42 1 HSP42/YD9395.04/YDR171W | K.SS#SFAHLQAPSPIPDPLQVSKP S$216 0.196 trn,rsp act stress response chaperone Similar to HSP26; expression
YDR211W GCD6 1 |GCD6/YD8142B.03/YD8142.12/\R.EEIDS#EFEDEDFEK.E S540 0.181 trn psf protein synthesis initiation translation initiation factor Guanine nucleotide exchangd
YDR477TW SNF1 1 SNF1/CAT1/CCR1/PAS14/HAF3 K.SVSDELDTFLSQS#PPTFQQQSH S$415 0.158 | met,rna,rs protein phosphorylation SNF1A/AMP-activated proteir] Required for release from glu
YER026C CHO1 1 |CHO1/PSS/PSS1/YER026C R.DENDGYAS#DEVGGTLSR.R S36 0.17 met int phosphatidylserine biosynthey CDP-diacylglycerol-serine O-f phosphatidylserine synthase
YER143W DDI1 1 DDI1/YER143W K.SFQEGLPAPTSVTTSSDKPLT#P] T348 0.102 tpt per biological_process unknown [molecular_function unknown | DNA Damage Inducible; bind
YFLO04W VTC2 1 |VTC2/PHM1/YFLO04W R.SNFNTASEPLAS#ASK.F S189 0.185 met,trn int Phosphate metabolism; trans:
YHR094C HXT1 1 HXT1/YHR094C K.GLSLEEVNDM@Y#AEGVLPWK. Y531 0.536 met,tpt int hexose transport glucose transporter activity* | High-affinity hexose (glucose
YHR120W MSH1 1 MSH1/YHR120W R.SLAILDEIGRGTS#GK.E S859 0 dna dna DNA repair ATP binding activity mutS homolog involved in mit}
YJL084C YJL084C 1 YJL084C/J0934 R.SSFDYSGINIS#K.D S$902 0.05 oth unk biological_process unknown [cyclin binding activity

YKL129C MYO3 1 |MYO3/YKL129C K.RGS#VYHVPLNPVQATAVR.D S$358 0.067 tpt,rsp,str act cell wall organization and biod microfilament motor myosin |

YKL174C YKL174C 1 YKL174C/YKL639 K.ESVENNS#EEGFIK.V S571 0.033 met,tpt int biological_process unknown [molecular_function unknown

YKL217W. JEN1 1 |JEN1/YKL217W R.VYS#QDQGVEYEEDEEDKPNLS] S83 0.186 tpt int transport lactate transporter Repressed by glucose, induc
YKRO97W PCK1 1 PCK1/PPC1/JPM2/PEPC/YKRO4K.SHVVDYDDSS#ITENTR.C S332 0.424 met sol gluconeogenesis phosphoenolpyruvate carboxy phosphoenolpyruvate carboxy
YLR024C UBR2 1 UBR2/YLR024C/L1730 R.K*AIS#PDNASTNENDSNK.A S715 0 ptm,ptm unk protein monoubi ubiquitin-protein ligase activity ubiquitin-protein ligase (E3)
YLR134W PDC5 1 PDC5/L3133/L9606.7/YLR134W K.NIVEFHS#DHIK.| S313 0.828 met sol pyruvate metab pyruvate decarboxylase activil pyruvate decarboxylase
YLR220W CCC1 1 CCC1/L8083.6/YLR220W K.GSGGTSELGGSEST#PLLR.G T34 0.096 met,cdc,tpt int iron homeostasis molecular function unknown | Functions in the homeostasis
YLR237W THI7 1 THI7/THI10/UPL3/L8083.2/YLR]R.AYTLGEGYTTGHEYRPEGS#DD)| S562 0.462 met,tpt int thiamin transport thiamin transporter activity | Thiamine Metabolism
YMLO29W USA1 1 YMLO29W R.SQS#PVSFAPTQGR.S S378 0.058 oth unk biological_process unknown |molecular_function unknown ed by its interaction
YMLO049C RSE1 1 RSE1/scSAP130/YM9827.03/YNR.DSSIGQLNLHVGLENGVY#MK.F Y752 0.057 | rna,tpt,rna rna mRNA splicing* U2 snRNA binding activity

YNL192W CHS1 1 |CHS1/N1404/YNL192W R.DDEYDDLNT#IDK.L T330 0.064 str int cytokinesis chitin synthase disrupts mating and sporulati
YNL268W LYP1 1 LYP1/N0790/YNL268W R.LQVVSHET#DINEDEEEAHYEDHK T92 0.315 met,tpt int transport lysine permease lysine permease

YNL307C MCK1 1 |MCK1/(YPK1)/N0392/YNL307C |K.KLEHNQPSISY#ICSR.F Y201 0.14 cde,rsp sol protein phosphorylation protein threonine/tyrosine king Disp. for mitosis, required for
YNR0O16C ACC1 1 |ACC1/FAS3/ACC/ABP2/N3175/Y R.AVS#VSDLSYVANSQSSPLR.E S1159 0.441 met,tpt,ra sol fatty acid biosynthesis acetyl-CoA carboxylase acetyl-CoA carboxylase
YOL119C MCH4 1 YOL119C/MCH4/00569 R.VLNT#PEASLIYDDDR.E T78 0.067 tpt int transport transporter activity* monocarboxylate permease h
YOL130W ALR1 1 |ALR1/00522/YOL130W R.KSSLVS#PVLEIPHESK.S S190 0.119 tpt int di-, tri-valent inorganic cation {di-, tri-valent inorganic cation | aluminium resistance
YOR142W LSC1 1 LSC1/YOR3352/03352/YOR144 K. T#IKNLLLPK.D T29 0.334 metmet sol ricarboxylic acid cycle* w:nom:mlzm.00> | gase (ADP-fd alpha subunit of succinyl-CoA
YDL223C YDL223C 11 YDL223C/D0843 K.SIS#GGTFGFR.S S1038 0.152  unk ological_process unknown :..o_mn:_lmﬂ function unknown Hypothetical ORF

YDL223C YDL223C 11 |YDL223C/D0843 K.DGQGEEEQNNFSFGGKPGS#YI| S30,S36 0.152 unk rocess unknown |molecular_function unknown |Hypothetical ORF

YDL223C YDL223C 11 | YDL223C/D0843 K.GYSNTDS#NS#DRDVIPGSFR.G S$303,S306 0.152  |unk biological_process unknown [molecular_function unknown |Hypothetical ORF

YDL223C YDL223C 11 | YDL223C/D0843 K.NDQVSGS#DAIQQQTMEPEPK.A $402 0.152  Junk biological_process unknown [molecular_function unknown [Hypothetical ORF

YDL223C YDL223C 11 |YDL223C/D0843 K.DEDMNEDS#TKPHQYGLDYLDD, S597 0.152  Junk biological_process unknown [molecular_function unknown |Hypothetical ORF

YDL223C YDL223C 11 | YDL223C/D0843 K.ASYGSGGNSQNQEYSS#DDNID| $859 0.152  Junk biological_process unknown [molecular_function unknown [Hypothetical ORF

YDL223C YDL223C 11 | YDL223C/D0843 K.DTNTSSSQKPSEGTYPETTSYSH# $945 0.152  Junk biological_process unknown [molecular_function unknown |Hypothetical ORF

YDL223C YDL223C 11 | YDL223C/D0843 R.KKSFST#TKPTEYNLPK.E T46 0.152  |unk biological_process unknown [molecular_function unknown |Hypothetical ORF

YDL223C YDL223C 11 | YDL223C/D0843 R.T#DLGGADASNAYAAEVGNFPS| T891 0.152  |unk biological_process unknown [molecular_function unknown |Hypothetical ORF

YOR267C YOR267C 3 | YOR267C/05420 R.ENSS#NNPPQLIR.S S27 0.171 _|tpt biological_process unknown Hypothetical ORF

YOR267C YOR267C 3 | YOR267C/05420 K.SDNKPDIVEEETEENKEDDS#N S524,7532 0.171 |tpt biological_process unknown Hypothetical ORF

YCL037C SRO9 2 |SRO9/SYS2/YCL0O37C K.QVNLTPAPLPTSS#PWK.L S74 0.38 _ |trn,tpt rib Associates with translating rib
YCL037C SRO9 2 |SRO9/SYS2/YCL0O37C K.LAPTEIPVSTIS#IEDLDATR.K S89 0.38 _|trn,tpt rib Associates with translating ri

YDL025C YDL025C 2 |YDL025C/D2810 K.HFM@DSQASTPGSVELQHNSS{ $227,8231 0.099 unk biological_process unknown Hypothetical ORF

YLR371W ROM2 2 |ROM2/L8039.3/YLR371W R.KPS#LPQLALAGLK.K $195 0.094 |rsp,str establishment of cell polarity (| signal transducer Gdp-GTP Exchange Protein (|
YLR371W ROM2 2 |ROM2/L8039.3/YLR371W R.YTSVS#GTSLSSPR.R S387 0.094  |rsp,str establishment of cell polarity (| signal transducer Gdp-GTP Exchange Protein (|
YJL0O26W RNR2 1 RNR2/CRT6/J1271/YJL026W | K.AAADALS#DLEIK.D S17 0.641 met DNA Sc__nmho: 1co:cn_momam.ai_‘_omu:EFm: subunit of ribonucleotid:




