Supplementary Table 3: 110 identified ubiquitination sites from 107 peptides, representing 72 proteins

Peptides are sorted by the number of ubiquitination sites identified for their corresponding proteins. For column information, please see comments by positioning pointer over

column headings.

ORF name MM%.M #sites Other names Peptide Sequence gonm_w%:o: Codon Bias| Function | MolEnv SGD process SGD function Genbank annotation
Hismyc Ub_YEAST | RPL40A 7 Ubiquitin (use Ubi1 data)K.IQDK*EGIPPDQQR.L 33 0.788 trn,ptm rib protein biosynthesis* structural constituent of fHomology to rat L4
Hismyc Ub_YEAST | RPL40A 7 Ubiquitin (use Ubi1 data)K.LISEEDLGM@QIFVK*TLTGK.T 6 0.788 trn,ptm rib__|protein biosynthesis* structural constituent of jHomology to rat L4
Hismyc Ub_YEAST | RPL40A 7 Ubiquitin (use Ubi1 data)K.SK*IQDK*EGIPPDQQR.L 29,33 0.788 trn,ptm rib protein biosynthesis* structural constituent of fHomology to rat L4
Hismyc Ub YEAST | RPL40A 7 Ubiquitin (use Ubi1 data)K.TITLEVESSDTIDNVK*SK.I 27 0.788 trn,ptm rib  |protein biosynthesis* structural constituent of fHomology to rat L4
Hismyc Ub YEAST | RPL40A 7 Ubiquitin (use Ubi1 data] K. TLTGK*TITLEVESSDTIDNVK.S 11 0.788 trn,ptm rib protein biosynthesis* structural constituent of fHomology to rat L4
Hismyc Ub_YEAST | RPL40A 7 Ubiquitin (use Ubi1 dataj)R.LIFAGK*QLEDGR.T 48 0.788 trn,ptm rib__|protein biosynthesis* structural constituent of jHomology to rat L4
Hismyc Ub_YEAST | RPL40A 7 Ubiquitin (use Ubi1 data)R.TLSDYNIQK*ESTLHLVLR.L 63 0.788 trn,ptm rib protein biosynthesis* structural constituent of fHomology to rat L4

YBL101C ECM21 6 ECM21/YBL0814/YBL1QK.FHQTIIK*SNSGLPVK.T 807 0.054 str unk molecular_function unkn{ExtraCellular Mutant
YBL101C ECM21 6 ECM21/YBL0814/YBL1QK.GYEYEYDQTDPVAK*DPYNPYYLDFA: 651 0.054 str unk molecular_function unkn{ExtraCellular Mutant
YBL101C ECM21 6 ECM21/YBL0814/YBL1QK.SHEENEK*PVYD.P 794 0.054 str unk molecular_function unkn
YBL101C ECM21 6 ECM21/YBL0814/YBL1QJR.EEIVENSFNDNLLSYSPFDDDSDSK*G 712 0.054 str unk molecular_function unkn
YBL101C ECM21 6 ECM21/YBL0814/YBL1QJR.FNNLDK*LLSTPS#PVNR.S 1024 0.054 str unk molecular_function unkn{ExtraCellular Mutant
YBL101C ECM21 6 ECM21/YBL0814/YBL1QR.TPPPVAVSTANK*PIYINR.V 577 0.054 str unk molecular_function unkn{ExtraCellular Mutant

YDR502C SAM2 4 SAM2/ETH2/D9719.8/Y[K.K*IGYDDSAK*GFDYK.T 78,86 0.642 met unk |methionine metabolism |methionine adenosyltranjmethionine biosynthesis

YDR502C SAM2 4 SAM2/ETH2/D9719.8/Y[|R.DTIK*K*IGYDDSAK.G 77,78 0.642 met unk |methionine metabolism |methionine adenosyltran]jmethionine biosynthesis

YDR508C GNP1 3 GNP1/D9719.14/YDR50{K.EK*QIGSIEPENEVEYFEK.T 41 0.25 met,tpt int |transport high-affinity glutamine p4

YDR508C GNP1 3 GNP1/D9719.14/YDR50{K.SSYITVDGIK*QSPQEQEQK.Q 132 0.25 met,tpt int  Jtransport high-affinity glutamine p4g

YDR508C GNP1 3 GNP1/D9719.14/YDR50{R.NDLDDVSHYEMK*EIQPK.E 34 0.25 met, tpt int |transport high-affinity glutamine p4

YDR342C HXT7 3 HXT7/D9651.11/YDR343K.LAGNASWGELFSSK*TK.V 318 0.666 met,tpt int  |transport Hexose transporter

YDR342C HXT7 3 HXT7/D9651.11/YDR343R.DEIK*AYGEGEEHEPVVEIPK.R 40 0.666 met,tpt int  |transport Hexose transporter

YDR342C HXT7 3 HXT7/D9651.11/YDR343R.GANYDAEEMTHDDK*PLYK.R 560 0.666 met,tpt int |transport Hexose transporter

YELO21W URA3 3 URAS3/YELO21W R.DEGYDWLIMTPGVGLDDK*GDALGQ( 209 0.206 met unk orotidine-5'-phosphate d{orotidine-5'-phosphate d

YELO21W URA3 3 URA3/YEL021W R.K*AGWEAYLR.R 253 0.206 met unk orotidine-5'-phosphate d{orotidine-5'-phosphate d

YEL021W URA3 3 URA3/YEL021W R.K*FADIGNTVK.L 93 0.206 met unk orotidine-5'-phosphate d{orotidine-5'-phosphate d

YHR097C YHR097C 3 YHR097C K.K*STLDEVFGR.E 187 0.052 oth unk |biological_process unkndmolecular function unkn

YHR097C YHR097C 3 YHR097C K.NITQFDSK*MK.T 242 0.052 oth unk |biological_process unkndmolecular_function unkn

YHR097C YHR097C 3 YHR097C R.LPSYEEAAGTPK*QQAPYPK.E 78 0.052 oth unk |biological_process unkndmolecular_function unkn

YBR059C AKL1 2 AKL1/YBR059C/YBR04 {K.DK*DS#NSS#ITISTSTPSEM@R.K 1046 0.113 unk unk |biological_process unkndprotein kinase Ark-family kinase-like pr

YBR059C AKL1 2 AKL1/YBR059C/YBR041R.VSPHASTAITENK*R.H 1008 0.113 unk unk |biological_process unkndprotein kinase

YDL126C CDC48 2 CDC48/D2228/YDL126(R.AAAPTVVFLDELDSIAK*AR.G 594 0.407 cdc,ptm,tpt sol itin-dependent prot{adenosinetriphosphatasd Microsomal protein of C[i

YDL126C CDC48 2 CDC48/D2228/YDL126(R.K*TPLEPGLELT#AIAK.A 673 0.407 cdc,ptm,tpt sol ]ubiquitin-dependent prot{adenosinetriphosphatasqd Microsomal protein of C[i

YCRO005C CIT2 2 CIT2/YCR043/YCR005({K.LVSSIYEVAPGVLTEHGK*TK.N 385 0.163 met sol |glutamate biosynthesis |citrate (Sl)-synthase non-mitochondrial citrate]

YCRO005C CIT2 2 CIT2/YCR043/YCR005(R.YMAQRK*FAMDHFPDYELFK.L 354 0.163 met sol |glutamate biosynthesis |citrate (SI)-synthase non-mitochondrial citrate]

YOR042W CUE5 2 CUE5/YOR042W/02762K.K*NPDEDEFLINS#DDEM.- 396 0.119 unk unk |biological_process unkndmolecular_function unkn{Hypothetical ORF

YOR042W CUE5 2 CUE5/YOR042W/02762K.SSGIDEDEVVT#PAEDAK*EEEEEHPP| 76 0.119 unk unk |biological_process unkndmolecular_function unkn{Hypothetical ORF

YLRO56W ERG3 2 ERG3/SYR1/L2150/YLR]|K.EVEHFIK*EVEGDDNDR.| 344 0.32 met,tpt,rsp int |ergosterol biosynthesis |C-5 sterol desaturase |C-5 sterol desaturase

YLRO56W ERG3 2 ERG3/SYR1/L2150/YLR|R.RPDDSLFDPK*LR.D 324 0.32 met,tpt,rsp int |ergosterol biosynthesis |C-5 sterol desaturase |C-5 sterol desaturase

YMRO015C ERG5 2 ERG5/CYP61/YM9711.0R.K*SLNGLFTK.Q 164 0.435 met,tpt unk _|ergosterol biosynthesis |C-22 sterol desaturase |cytochrome P45 involve

YMRO015C ERG5 2 ERG5/CYP61/YM9711.QR.LSK*ENNYEPQVFFHEMR.E 198 0.435 met,tpt unk |ergosterol biosynthesis |C-22 sterol desaturase |cytochrome P45 involve:

YOR375C GDH1 2 GDH1/URE1/GDHA/O67K.VDIALPCATOQNEVSGEEAK*ALVAQG 325 0.746 met sol glutamate dehydrogenag NADP-specific glutamatq

YOR375C GDH1 2 GDH1/URE1/GDHA/O67R.STATGPSEAVWYGPPK*AANLGGVA! 371 0.746 met sol glutamate dehydrogenag NADP-specific glutamatd

YGR268C HUA1 2 YGR268C/G9352 K.DTHDDELPSYEDVIK*EEER.L 18 0.162 oth unk |biological_process unkndmolecular_function unkn

YGR268C HUA1 2 YGR268C/G9352 M.SK*DTHDDELPSYEDVIK.E 3 0.162 oth unk |biological_process unkndmolecular function unkni

YKL217W JEN1 2 JEN1/YKL217W K.LILSDAVK*ANGGEPLPK.A 338 0.186 tpt int |transport lactate transporter Repressed by glucose, i

YKL217W JEN1 2 JEN1/YKL217W M.Ac-SSSITDEK*ISGEQQQPAGR.K 9 0.186 tpt int  |transport lactate transporter Repressed by glucose, i

YGR136W LSB1 2 LSB1/G6409/YGR136WK.LPEK*WDGNQR.S 41 0.027 str unk |biological_process unkndmolecular_function unkn{LAs17 Binding protein

YGR136W LSB1 2 LSB1/G6409/YGR136WK.TGDK*IQVLEK.I 79 0.027 str unk |biological_process unkndmolecular_function unkn{LAs17 Binding protein




YML123C PHO84 2 PHO84/YM7056.03/YMYK.K*IHDTSDEDMAINGLER.A 298 0.607 met,tpt int  |phosphate transport inorganic phosphate tranjinorganic phosphate tran
YML123C PHO84 2 PHO84/YM7056.03/YMUM.SSVNK*DTIHVAER.S 6 0.607 met,tpt int phosphate transport inorganic phosphate tranlinorganic phosphate trar
YALOO5C SSA1 2 SSA1/YG100/YAL005C |K.MVAEAEK*FKEEDEKESQR.I 521 0.833 trn,tpt sol |protein folding adenosinetriphosphatasq Stress-seventy subfamily
YALOO5C SSA1 2 SSA1/YG100/YALOO5C |R.IASK*NQLESIAYSLK.N 536 0.833 trn,tpt sol |protein folding adenosinetriphosphatasq Stress-seventy subfamily
YARO027W UIP3 2 YAR027W/FUN55 -.MQTPSENTDVK*LDTLDEPSAH.L 11 -0.011 oth unk |biological_process unkndmolecular_function unkn{UlIp1 Interacting Protein
YAR027W UIP3 2 YARO027W/FUN55 K.AAEIHK*EAEFEYWR.K 218 -0.011 oth unk |biological_process unkndmolecular function unkn{UIp1 Interacting Protein
YHLO10C YHLO10C 2 YHLO10C K.K*DGELAANFLR.H 410 0.019 tpt unk |biological_process unknqnuclear localization sequi

YHL010C YHLO10C 2 YHLO10C R.LVONEVDGK*LVEVGGSGDDDNNDIG 369 0.019 tpt unk |biological_process unkndnuclear localization sequl

YILO41W YILO41W 2 YIL041W/Y19905.07 K.EFLSNSFAEEPEAK*PEVAEEEK*PQT, 305,313 0.361 cdc unk |biological_process unkndmolecular_function unkn

YMR295C YMR295C 2 YMR295C R.ASDVK*ISEDDK*AR.L 26,32 0.347 oth unk |biological_process unkndmolecular function unkn

YOL109W YOL109W, 2 ZEO1/00738/YOL109WK.EQAEASIDNLK*NEATPEAEQVK.K 45 0.724 oth unk |biological_process unkndmolecular_function unkn

YOL109W YOL109W 2 ZEO1/00738/YOL109WK.K*EEQNIADGVEQK.K 57 0.724 oth unk |biological_process unkndmolecular_function unkn

YLR153C ACS2 1 ACS2/1.9634.10/L3333/Y]Y.MDTYLK*PYPGHYFTGDGAGR.D 506 0.469 met int acetate--CoA ligase one of 2 acetyl-coA syntff
YLR359W ADE13 1 ADE13/BRA1/BRA8/YLHR.NDIGLRGVK*GTTGTQASFLALFHGNH 196 0.418 met unk adenylosuccinate lyase |Adenylosuccinate Lyase
YPLO61W ALD6 1 ALD6/LPE9/YPLO61W |M.TK*LHFDTAEPVK.I 3 0.664 met sol |carbohydrate metabolisnjaldehyde dehydrogenasq Utilizes NADP+ as the p
YDR380W ARO10 1 ARO10/D9481.3/YDR3§K.YTNSTLIQC@PSK*LALK.L 588 0.113 met unk |leucine catabolism carboxy-lyase activity*

YBR290W BSD2 1 BSD2/YBR2037/YBR29(K.K*YLNQSQNQA .- 312 -0.033 tpt,rsp int |transport metal homeostasis prote|
YJLO08C CCT8 1 CCT8/J1374/YJLO08C |R.LPQNPNAGLFK*QGYNSYSNADGQIIH 15 0.271 trn,str unk |protein folding chaperone Required for assembly of
YER164W CHD1 1 CHD1/SYGP-ORF4/YERK.YLK*NLINSNYK.D 1144 0.138 rna,rsp dna |transcription Sole S. cerevesiae mem
YBR023C CHS3 1 CHS3/(CAL1)/CSD2/DIT|K.ISDEGVAEDEFDK*DGDVDNFEESST( 136 0.142 str,rsp,cdc int |cytokinesis chitin synthase Required for chitin synth
YFLO62W COS4 1 COS4/YFLO62W K.LFNSEK*SWSPVGLEDAK.L 205 0.064 unk unk |biological_process unkndmolecular_function unkn{Protein with strong simild
YPRO30W CSR2 1 CSR2/MRG19/YP9367.]K.IPQDK*NHNEVNDTNGNSNTSLQTSSN 841 0.055 oth unk |cell wall organization andmolecular_function unkn{chs5 spa2 rescue; overe|
YOL145C CTR9 1 CTR9/CDP1/AOA1045/JK.LLYQK*ENYM@ASLK.I 196 0.16 cdc,rna,dnal  dna molecular_function unkn{CTRS is required for nori
YER143W DDI1 1 DDI1/YER143W R.LMANPDDPDNK*KR.I 171 0.102 tpt per |biological_process unkndmolecular_function unkn{DNA Damage Inducible;
YELO71W DLD3 1 DLD3/YELO71W M.TAAHPVAQLTAEAYPK*VK.R 17 0.245 met,met sol _|lactate metabolism D-lactate dehydrogenasq D-lactate dehydrogenasg
YPL086C ELP3 1 ELP3/HPA1/LPG22/YPIYK.K*DILIGLLR.L 453 0.234 rna,ptm,dna] dna |regulation of transcriptioff Pol Il transcription elongdelongator protein; histon
YGR175C ERG1 1 ERG1/G7125/YGR175C|K.SLRPSFDEAVSQGK*FR.A 311 0.574 met int__|ergosterol biosynthesis |squalene monooxygenag Squalene monooxygena
YBR102C EXO84 1 EX084/YBR102C/YBR(I.QVQEEVK*LNINK.S 219 0.053 tpt,str sol  |mRNA splicing* molecular_function unknfexocyst complex compo
YKRO39W GAP1 1 GAP1/YKRO39W R.VKPIEVDPNLSEAEK*VAIITAQTPLK.H| 76 0.434 met,tpt int |amino acid transport general amino acid perm{general amino acid perm
YPRO35W GLN1 1 GLN1/YP3085.01/YPROJR.SVAK*EGYGYFEDR.R 324 0.676 met sol glutamate--ammonia ligg glutamine synthetase
YEL046C GLY1 1 GLY1/SYGP-ORF34/YEIK.SMGAPIGSVLVGNLK*FVK.K 228 0.516 met unk threonine aldolase Threonine Aldolase
YGR032W GSC2 1 GLS2/FKS2/GSC2/G407K.LLYHQVPSEIEGK*R.T 806 0.224 str int  Jcell wall organization anq1,3-beta-glucan synthasqHighly similar to FKS1 (]
YHR096C HXT5 1 HXT5/YHR096C K.PVSSYISHEGPPK*DELEELQK.E 61 0.269 met,tpt int |transport Member of superfamily g
YDR343C HXT6 1 HXT6/D9651.12/YDR34JR.GANYDAEEMAHDDK*PLYK.R 560 0.666 met,tpt int  ]transport Repression of HXT6 exp
YDR497C ITR1 1 ITR1/D9719.3/YDR497(JR.VHELK*YEPTQEIIEDI.- 573 0.27 met,tpt int |transport member of sugar transpdg
YGRO89W NNF2 1 YGR089W/G4630 K.K*VSHLQSLMNTK.R 10 0.095 oth unk |biological_process unkn¢molecular_function unkn{putative partner of Rpb8|
YPLO58C PDR12 1 PDR12/LPE14/YPL058(R.TLDIKPGYEDK*VPK.S 426 0.364 tpt int transporter similar to Pdr5p
YOR153W PDR5 1 PDR5/(STS1)/LEM1/(YDR.GVLTEK*NANDPENVGER.S 825 0.304 tpt,rsp int transporter multidrug resistance tran|
YBR035C PDX3 1 PDX3/YBR0321/YBRO34K.FTLNEK*QLTDDPIDLFTK.W 29 0.358 met unk pyridoxamine-phosphate]pyridoxine (pyridoxiamin
YCRO037C PHO87 1 PHO87/YCR524/YCRO3|R.GDSDEK*AIDGNNINEETIELDELSPQ( 102 0.168 met,tpt int  |transport May collaborate with Ph
YPR154W PIN3 1 PIN3/YPR154W/P9584.4R.NASPASLEYVEALYQFDPQQDGDLGY 80 0.167 str unk |biological_process unkndmolecular_function unkn{[PSI+] induction
YHLO15W RPS20 1 RPS20/URP2/YHLO15WK.EK*VEEQEQQQQQIIK.I 8 0.905 trn rib protein biosynthesis structural protein of ribogHomology to rat S2, hum
YNL178W RPS3 1 RPS3/RP13/SUF14/N16]K.ALPDAVTIIEPK*EEEPILAPSVK.D 212 0.863 trn rib  |protein biosynthesis structural protein of ribog Homology to mammaliar]
YHR203C RPS4B 1 RPS4B/(RPS7A)YHR2(QK.IDLASGK*ITDFIK.F 168 0.804 trn rib protein biosynthesis structural protein of ribog Homology to rat S4 and
YDR388W RVS167 1 RVS167/D9509.8/YDR3{R.YNGQQGVFPGNYVQLNK*N.- 481 0.221 tpt,str act _|endocytosis cytoskeletal protein bindiInvolved in endocytosis
YJL151C SNA3 1 SNA3/J0630/YJL151C |R.DLEAHPAEESQAQPPAYDEDDEAGAI] 125 0.173 oth unk |biological_process unkndmolecular_function unkn{Homology to PMP3/SNA
YALO30W SNC1 1 SNC1/YALO30W R.LTSIEDK*ADNLAVSAQGFK.R 63 0.157 tpt int |endocytosis v-SNARE Involved in mediating tar
YOR327C SNC2 1 SNC2/06223/YOR327C|R.LTSIEDK*ADNLAISAQGFK.R 62 0.281 tpt int |endocytosis v-SNARE mediate the targeting an
YLL024C SSA2 1 SSA2/L0971/YLL024C |K.NTISEAGDK*LEQADKDAVTK.K 556 0.893 trn,tpt sol |protein folding chaperone member of 7 kDa heat s|
YKL209C STE6 1 STE6/CEF1/YKL209C |R.ILDEK*HNTLEVENNNAR.T 1022 0.054 tpt,rsp int |a-factor export ATP-binding cassette (A|JABC transporter, glycop
YGR260W TNA1 1 TNA1/G9328/YGR260WK.NLEDSWFFNK*EEK.E 283 0.264 tpt int  |nicotinamide mononucleqnicotinamide mononucleq Transporter of Nicotinic
YLR024C UBR2 1 UBR2/YLR024C/L1730 |R.K*AIS#PDNASTNENDSNK.A 709 0 ptm,ptm unk |protein monoubiquitinatiqubiquitin-protein ligase afubiquitin-protein ligase (|
YBL039C URA7 1 URA7/YBL0410/YBL039|R.K*DSHSAEFYPDIDEK.N 422 0.394 met unk CTP synthase Last step in pyrimidine b
YDL203C YDL203C 1 YDL203C/D1066 R.ILQEK*VYR.T 184 0.038 oth unk |biological_process unkndmolecular_function unkn

YER067W YERO67W| 1 YER067W K.LNYYPPFVLHESHEDPEK*ISDAANSH 68 0.118 oth unk |biological_process unkndmolecular_function unkn




YKL187C YKL187C 1 YKL187C R.FGDHNLGDDDDADFEK*QVNR.N 697 0.112 oth unk |biological_process unkndmolecular_function unkn
YKR041W YKR041W,| 1 YKR041W -.M@SDDDYMNSDDDNDAEK*R.Y 17 0.095 oth unk |biological_process unkndmolecular_function unkni
YLR413W YLR413W 1 YLR413W/L9931.4 R.IIEEHESPIDAEK*NFAR .- 671 0.262 oth unk |biological_process unkndmolecular function unkn
YPL207W YPL207W 1 YPL207W/P1835 R.HGTNPVSK*NWR.W 496 0.085 oth unk |biological_process unkndmolecular_function unkn
YBR054W YRO2 1 YRO2/YBR0507/YBR0O54R.LGLIFDEEPAEHVGPVAEK*K.M 286 0.616 trn unk |biological process unkn: Homolog to HSP3 heat




