Table S1. List of BIAM reactive Cys containing peptides, identified in the LC-MS/MS analysis

LOCUS DEFINITION Sequence SUBCELLULAR Source
LOCATION
ACO1 Mitochondrial aconitase VGLIGSCHTNSSYEDMSR cytoplasm\mitochondrial 3,4
matrix
ACO1 Mitochondrial aconitase VACH#QDATAQMA cytoplasm\mitochondrial 3,4
matrix
ACT1 Actin IDNGSGMCHK actin cable 3,4
ADE3 Cytoplasmic trifunctional enzyme C1- C#VGDVEFNEAIK cytoplasm\nucleus 1,2,3,4
tetrahydrofolate synthase
ADE3 Cytoplasmic trifunctional enzyme C1- AGQVLDGKACHAQ cytoplasm 1,2,3,4
tetrahydrofolate synthase
ADE6 Formylglycinamidine-ribonucleotide CHQQVIDACH cytoplasm 1,3,4
(FGAM)-synthetase
ADE6 Formylglycinamidine-ribonucleotide GLDLCHPALGVAIPVGKDSMSMK cytoplasm 1,34
(FGAM)-synthetase
ADEG6 Formylglycinamidine-ribonucleotide YVLGVSPQDLSIFEEICHKR cytoplasm 1,3,4
(FGAM)-synthetase
ADH1/ADH2 alcohol dehydrogenase activity CHCSDVFNQVVK cytoplasm 1,2,4
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ADH3 alcohol dehydrogenase activity YSGVCH#HTDLHAWHGDWPLPVK cytoplasm 1

AHP1 Thiol-specific peroxiredoxin FQYIAISQSDADSESC#K cytoplasm 1,2,3

ALD4 aldehyde dehydrogenase (NAD) activity AVQNIILGIYYNSGEVC#CAGSR mitochondrion 1,2

ALD5 aldehyde dehydrogenase activity SLFCHAR mitochondrion 2

ALD6 Utilizes NADP+ as the preferred coenzyme AQDGKTYPVEDPSTENTVCHEVSSA cytoplasm 1,2,3,4

ALD6 Utilizes NADP+ as the preferred coenzyme NAGQICHSSGSR cytoplasm 1,2,3,4

ALD6 Utilizes NADP+ as the preferred coenzyme TTEDVEYAIEC#ADR cytoplasm 1,2,3,4

APE3 Vacuolar aminopeptidase Y CHYHQLCH#DDVSNL vacuole 3

APJ1 Putative chaperone of the HSP40 (DNAJ) LGLNRTRIC#SVCDGHGGLK cytoplasm\nucleus 1
family

ARC40 structural constituent of cytoskeleton FPFGCHLIR cytoplasm 1

AROA4 3-deoxy-D-arabino-heptulosonate-7- VNDVVCHEQIANGENAITGV cytoplasm\nucleus 3
phosphate (DAHP) synthase

ARO4 3-deoxy-D-arabino-heptulosonate-7- DACHIGWETTEDVLR cytoplasm\nucleus 3
phosphate (DAHP) synthase

ASC1 WD repeat protein (G-beta like protein) that | GQC#LATLLGHNDWVSQVR cytoplasm 1
interacts with the translational machinery

ASN1 Asparagine synthetase NLHLADCH#LR cytoplasm 1,2,3

ASN1 Asparagine synthetase ADWGCHAEDPSGR cytoplasm 1,2,3
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BAT1/2 branched-chain-amino-acid transaminase LGANYAPCH#ILPQLQAAK mitochondrial matrix 2
activity
BMH1/2 DNA Protein binding, RAS protein signal EKSEHQVELICHSYR cytoplasm 1
transduction
BNI5 Protein involved in organization of septins LADQTPHDDNSENCHPNR septin ring 1,2,3,4
CDC19 pyruvate kinase activity NCHTPKPTSTTETVAAS cytoplasm 1,2,3,4
CDC19 pyruvate kinase activity AC#DDKIMYVDYK cytoplasm 1,2,3,4
CDC19 pyruvate kinase activity NAGKIC#SHK cytoplasm 1,2,3,4
CDC19 pyruvate kinase activity AEVSDVGNAILDGADCH#HVMLSGETAK cytoplasm 1,2,3,4
CDC19 pyruvate kinase activity SNLAGKPVICHAT cytoplasm 1,2,3,4
CDC55 Non-essential regulatory subunit B of QNSLCH#DNK nucleus 2
protein phosphatase 2A
CIs3 cik1 suppressor NVAEQCH#SAIHLE bud tip 3,
CUP1-1/2 Metallothionein SCHCHSGK cytoplasm 1,2
CUP1-1/2 Metallothionein QNEGHEC#QCQCGSCK cytoplasm 1,2
CYR1 Required for START A of cell cycle, QQRCHSGLEICR plasma membrane 1
DAK1 putative dihydroxyacetone kinase SEPHITELDNQVGDGDCHGYTLVAGVK cytoplasm 2
DAP1 damage response protein PCH#IGTLIPEPGVNV membrane 3
DED81 Cytosolic asparaginyl-tRNA synthetase ILAWLCHDR cytoplasm 1
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DLD3 D-lactate dehydrogenase C#DAGVVMR cytoplasm 3

DRS1 Nucleolar DEAD-box protein required for KNLEVPVLICHTD nucleolus 4
ribosome assembly

DYS1 Deoxyhypusine synthase, catalyzes IGNLLVPNDNYCH#K cytoplasm 1,2,4
formation of deoxyhypusine

ECM33 GPl-anchored protein of unknown function QSNGAIQGDSFVCH#K plasma membrane 3

ECM39 Alpha-1,6-mannosyltransferase localized to GIVGLTNGLSFIYLKNC#LQDMFDEITEKK ER 1
the ER

EDE1 Key endocytic protein involved in a network | CHNWDLEAATNFLLDSA actin cortical patch\bud 3
of interactions with other endocytic proteins neck

EFT2 translation elongation factor eEF-2 - yeast VTDGALVVVDTIEGVCH#VQTETVLR cytoplasm 1,2

EMI2 probable glucokinase TPFQLCHSEVLSR cytoplasm 1

ENO1/2 Enolase I, catalyzes the first common step of | IGLDCHASSEFFK cytoplasm 1,2,3
glycolysis and gluconeogenesis

EPS1 Pdilp (protein disulfide isomerase)-related IESADLCHGDENIEYFPEIRL endoplasmic reticulum 3
protein membrane

ERG10 Acetyl-CoA C-acetyltransferase (acetoacetyl- | IGVAAICHNGGGGASSIVIEKI cytoplasm 1,2
CoA thiolase),

ERG20 Farnesyl pyrophosphate synthetase DVLIPLGEYFQIQDDYLDCHFGTPEQIGK cytoplasm 3

FAS2 Alpha subunit of fatty acid synthetase VGNCHSGSGMGGVSALR fatty-acid synthase 1,3

complex
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FBA1 Fructose 1,6-bisphosphate adolase HMLDLSEETDEENISTCHVK cytoplasm 1,2,3,4
FBA1 Fructose 1,6-bisphosphate adolase LDTDCH#QYAYLTGIR cytoplasm 1,2,3,4
FBA1 Fructose 1,6-bisphosphate adolase GNC#HGLYAGDIA cytoplasm 1,2,3,4
FBA1 Fructose 1,6-bisphosphate adolase EQVGCHKEEKPLFL cytoplasm 1,2,3,4
FMP12 The authentic, non-tagged protein SMEESSKPVSVC# mitochondrion 3
FPR1 Peptidyl-prolyl cis-trans isomerase (PPlase), GSPFQCHNIGVGQVIK cytoplasm\nucleus 1,2
binds to the drugs FK506 and rapamycin
FRT1 Exhibits physical and genetic interactions NCHTLLPPSFPR endoplasmic reticulum 1
with TCP1 and FRT2
GAS1 Beta-1.3-glucanosyltransferase EYGCHNEVTPR plasma membrane 3
GCN1 Positive regulator of the Gen2p kinase YCHIFQTTVK cytoplasm 2
GCV2 P subunit of the mitochondrial glycine LDDTYGDMNLICHTCHPSVEEIANETE mitochondrion 1,2,
decarboxylase complex
GIS2 GIG3 suppressor CHYTCGQAGHMSR cytoplasm 3,4
GIS2 GIG3 suppressor SECHTVQR cytoplasm 3,4
GIS2 GIG3 suppressor NKPGHVQTDCHTMPR cytoplasm 3,4
GLK1 glucokinase AVDQICHDDFEVTPEKLDELTAY cytoplasm 3
GLY1 L-threonine aldolase HPFDCHNGPTQIY cytoplasm 1
GND1 6-phosphogluconate dehydrogenase PECHASDNLPVDK cytoplasm 1,2
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GPX2 glutathione peroxidase activity CHQLNYGVTFPIMK cytoplasm 4

GRS1 glycine-tRNA ligase activity HFILEEDMLEVDCHTMLTPYEVLK cytoplasm\mitochondrion |1

GUA1 GMP synthase AGLYNQISQAFACHLLPVK N\A 1

HAP1 Heme-responsive zinc finger transcription IPLSCTICHR nucleus 1
factor of the Zn(2)-Cys(6) binuclear cluster
domain type

HEM13 coproporphyrinogen oxidase CHDEYFYI mitochondrial inner 3

membrane

HIS1 ATP phosphoribosyltransferase, a hexameric | IKFVSGSVEASCHALGIGDAIVDLVESGETMR | cell 1,3
enzyme,

HIS4 Multifunctional enzyme containing CHFGEFKHGLVGLESLLK cell 3
phosphoribosyl-ATP pyrophosphatase

HIS4 Multifunctional enzyme containing QCHKEIVFASPPR cell 3
phosphoribosyl-ATP pyrophosphatase

HIS4 Multifunctional enzyme containing CHLGLVYSSK cell 3
phosphoribosyl-ATP pyrophosphatase

HIS5 Histidinol-phosphate aminotransferase CHLGVGSDESIDAIIRACCVPGKEK cell 4

HOM?2 Aspartic beta semi-aldehyde HTECHISLR cytoplasm\ nucleus 3
dehydrogenase,

HXK1/2 Hexokinase isoenzyme 1 CHEYGSFDNEHLVLPR cytoplasm 3,4

HXK2 Hexokinase isoenzyme 2 YDVCHSDIEKLQ cytoplasm\nucleus 3,4
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HYP2 Translation initiation factor elF-5A DAGSSATYPMQCHSALR cytoplasm\ ribosome 3
HYR1 glutathione peroxidase activity SKCHGFTPQYKELEALYKR cytoplasm 3,4
IDI1 Isopentenyl diphosphate:dimethylallyl SSETSNDESGETCHFSGHDEEQIK cytoplasm 1
diphosphate isomerase
IDP1 isocitrate dehydrogenase (NADP+) activity RGELDNTPALCHK mitochondrion 1
ILV5 Acetohydroxyacid reductoisomerase CHLMGGIHGMF mitochondrion 1,4
PDI1 protein disulfide-isomerase KDVLVLYYAPWCHGHCK cytoplasm 1,2
KRE11 molecular_function unknown C#DLDGSNIEQLR TRAPP 2
LYS7 copper chaperone for SOD1 QVCHACHTGK cytoplasm 1,2
MAP1 methionine aminopeptidase TYC#GHGVGEFFHCSPNIPHYAK cytosolic ribosome 1
MPD1 Disulfide isomerase related protein APWCHGHCK vacuole 1
MSL5 branchpoint bridging protein KIPNIQGIVCHK commitment complex 2
MSU1 Protein essential for mitochondrial ITSKCHSGK mitochondrial matrix 1,2
biogenesis
NUP82 Subunit of the nuclear pore complex (NPC), | ACISPCHERIIPSADR nuclear pore 2
PDC1 pyruvate decarboxylase VKDAKNPVILADACHCSR cytoplasm\nucleus 1,2,3
PDC1 pyruvate decarboxylase DIATAPAEIDRCHIR cytoplasm\nucleus 1,2,3
PDI1 formation and isomerization of disulfide FFAPWCHGHCH#K endoplasmic reticulum 1,3,4

bonds

lumen
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PDI1 formation and isomerization of disulfide QIDCHTENQDLCH#MEHNIPGFPSLK cytoplasm 1,3,4
bonds

PDX3 pyridoxine (pyridoxiamine) phosphate KDAEDIPCH#PDY N\A 3
oxidase

PET191 Protein required for assembly of cytochrome | YDQQYENLC#K mitochondrial inner 2
c oxidase membrane

PEX19 40 kDa farnesylated protein associated with | VPHQQMEQGCHSSLK cytoplasm 1,2
peroxisomes

PFK1 phosphofructokinase activity QDSCHYGVAFR cytoplasm 1,2,3,4

PFK1 phosphofructokinase activity CHGGDGSLTGADLF cytoplasm 1,2,3,4

PHO11/3/5/12 | acid phosphatase activity VAGTDFLKVC#H# extracellular 1,3,4

PHO11/3/5/12 | acid phosphatase activity VINDAVVPIETCH# extracellular 3

PMI40 mannose-6-phosphate isomerase activity TDFEGFCH#GFKPL cytoplasm\ nucleus 1,3,4

POL2 DNA polymerase I AAPESIFSCHVRC#HHK epsilon DNA polymerase 1

complex

PRO2 glutamate-5-semialdehyde dehydrogenase HADGIC#SIYLDEDADLIKAK cytoplasm\nucleas 1,2,3
activity

PRO2 glutamate-5-semialdehyde dehydrogenase LTEAIQCHK cytoplasm\nucleas 1,2,3
activity

PRX1 Mitochondrial peroxiredoxin SHPADFTPVCHTTEVSAF mitochondrion 3
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PSA1 mannose-1-phosphate guanylyltransferase STIVGWNSTVGQWCHR cytoplasm 1,2,3,4

PSA1 mannose-1-phosphate guanylyltransferase NSDVICHEYPFKEL cytoplasm 1,2,3,4

PSA1 mannose-1-phosphate guanylyltransferase SVVLCHNSTIK cytoplasm 1,2,3,4
activity

PYC1/2 converts pyruvate to oxaloacetate KLTCHRPGLELEPFDLEK cytoplasm 1,2

QNS1 Glutamine-dependent NAD Synthetase YDC#SSADINPIGGISK cytoplasm\nucleas 2

QNS1 Glutamine-dependent NAD Synthetase FDPTVCHPTK cytoplasm\nucleas 2

RGR1 RNA polymerase Il transcription mediator TTNMNVNNCH#IWALK mediator complex 1
activity

RPL10 Protein component of the large (60S) ATVDEFPLCH#VH cytosolic large ribosomal 4
ribosomal subunit subunit

RPL11 Protein component of the large (60S) CHKGTVGNSHK cytosolic large ribosomal 4
ribosomal subunit subunit

RPL12A/B Protein component of the large (60S) TLASVTKEILGTAQSVGCHRVDF cytosolic large ribosomal 1,3
ribosomal subunit subunit

RPL15A Protein component of the large (60S) YNWICHDPVHK cytosolic large ribosomal 1
ribosomal subunit subunit

RPL23A/B Protein component of the large (60S) TGPVGKECHADLWPR cytosolic large ribosomal 1,3
ribosomal subunit subunit

RPL3 Protein component of the large (60S) GCHIPGNR cytosolic large ribosomal 2

subunit
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RPL34A/B Protein component of the large (60S) CHANCVK cytosolic large ribosomal 2
ribosomal subunit subunit
RPL37B Protein component of the large (60S) TCHSSCGYPSAK cytosolic large ribosomal 1,2
subunit
RPL40A/B ribosomal chaperone activity CHGHTNQLRPK cytosolic large ribosomal 2
subunit
RPL40A/B ribosomal chaperone activity ATNCHR cytosolic large ribosomal 2
subunit
RPL4A/B N-terminally acetylated protein component | SGQGAFGNMCH#R cytosolic large ribosomal 1,2,4
of the large (60S) ribosomal subunit subunit
RPSOA/B Protein component of the small (40S) TDLDSPSEFVDVAIPC#NNR cytosolic small ribosomal 1,4
ribosomal subunit subunit
RPS11A/B Protein component of the small (40S) VQVGDIVTVGQCH#RPISK cytosolic small ribosomal 1
ribosomal subunit subunit
RPS11A/B 40S ribosomal protein S11 (S18) (YS12) CH#HPFTGLVSIR cytosolic small ribosomal 1
(RP41). subunit
RPS17A/B Ribosomal protein 51 (rp51) of the small LCHDEIATIQSK cytosolic small ribosomal 1
(40s) subunit
RPS2 component of the small (40S) subunit CHGSVTVR cytosolic large ribosomal 1
subunit
RPS21A/B Protein component of the small (40S) KCHSATNR cytosolic small ribosomal 2,3,4

ribosomal subunit

subunit



http://db.yeastgenome.org/cgi-bin/SGD/locus.pl?locus=YBR031W
http://db.yeastgenome.org/cgi-bin/SGD/locus.pl?locus=YBR031W
http://db.yeastgenome.org/cgi-bin/SGD/locus.pl?locus=YBR048W
http://db.yeastgenome.org/cgi-bin/SGD/locus.pl?locus=YBR048W
http://db.yeastgenome.org/cgi-bin/SGD/locus.pl?locus=YBR048W
http://db.yeastgenome.org/cgi-bin/SGD/locus.pl?locus=YBR048W
http://db.yeastgenome.org/cgi-bin/SGD/locus.pl?locus=YDR447C
http://db.yeastgenome.org/cgi-bin/SGD/locus.pl?locus=YDR447C
http://db.yeastgenome.org/cgi-bin/SGD/locus.pl?locus=YGL123W

RPS22A/B Protein component of the small (40S) CH#HGVISPR cytosolic small ribosomal 1
ribosomal subunit subunit

RPS27 Protein component of the small (40S) CHTPTGGKAK cytosolic small ribosomal 3
ribosomal subunit subunit

RPS31 Fusion protein that is cleaved to yield a ECHSNPTCGAGVFLANHK cytoplasm 1
ribosomal protein of the small (40S) subunit

RPS8A/B Protein component of the small (40S) CH#DGYILEGEELAFYLRR cytosolic small ribosomal 1,3
ribosomal subunit subunit

SAMA4 AdoMet-homocysteine methyltransferase IGGCCH#R cytoplasm\nucleus 1

SBP1 single stranded nucleic acid binding protein NVAHECH#TEDDLKQL nucleus 3

SHE3 mMRNA binding NSSAIEQSCHSEK cytoplasm 2

SHM2 serine hydroxymethyltransferase VLVAGTSAYCHR cytoplasm 1

SHP1 Putative regulator of Glc7p (protein AINTEHVGGLCHPKPGSSQGSNEYLK cytoplasm\ nucleus 2
phosphatase 1),

SOD1 Cu, Zn superoxide dismutase TGNAGPRPACHGVIGLTN cytoplasm\mitochondrial 2,34

SOD1 Cu, Zn superoxide dismutase EFGDATNGCH#VSAGPHFNPFKK cytoplasm\ mitochondrial | 2,3,4

intermembrane space

SSA1 Stress-Seventy Subfamily B; FEELCHADLFR cytoplasm 1,2,3,4

SSB1/SSB2 Stress-Seventy Subfamily B; VNCH#HKENTLLGEFDLK cytoplasm 1,2,3,4

SSE1 HSP70 family member CHDPSGLHTIEEAYTIE cytoplasm 3
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STI1 Heat shock protein FSDALNDANEC#VK cytoplasm 3

STP1 transcription factor, activated by proteolytic | QADSCH#INCK nucleus 1
processing in response to signals from the
SPS sensor system

TDH3/1/2 Glyceraldehyde-3-phosphate dehydrogenase | SNASCHTTNCH# cytoplasm 1,3,4
3

TEF2 translation elongation factor eEF-1 alpha-A NHPGQISAGYSPVLDCHHTAHIA cytoplasm 1,2,3,4
chain

TEF2 translation elongation factor eEF-1 alpha-A CH#RFDELLEKNDR cytoplasm 1,2,3,4
chain

TEF2 translation elongation factor eEF-1 alpha-A FVPSKPMCH#VEAFSEYPPLGR cytoplasm 1,2,3,4
chain

TEF2 translation elongation factor eEF-1 alpha-A CHGGIDKR cytoplasm 1,2,3,4
chain

TEF2 translation elongation factor eEF-1 alpha-A GNVCHGDAK cytoplasm 1,2,3,4
chain

TFP1 Encodes a protein with three regions (ABC) LNLCHAEYK hydrogen-transporting 2

ATPase V1 domain

TFP1 hydrogen-transporting ATPase activity, VLDALFPCHVQGGTTCIPGAFGCGK hydrogen-transporting 1,2
rotational mechanism ATPase V1 domain

THR4 threonine synthase SVTGTFDNC#QDIVK cytoplasm\nucleus 1,3

TPM?2 Actin-binding protein KCHEEFQSK actin cable 2
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TRR1 Thioredoxin reductase GISACH#AVCHDGAVPIFR cytoplasm 1,3

TRX1/3 thioredoxin CH#HGPCHKM cytoplasm 1,2,3,4

TRX2 thioredoxin SASEYDSALASGDKLVVVDFFATWCHGPCHK | cytoplasm 1,4

TSAl Thiol-specific antioxidant protein AFTFVCHPTEIIAFSEAAK cytoplasm 1,2,3,4

TSAl Thiol-specific antioxidant protein AFIPLAFTFVCHPTEIIAFSEAAK cytoplasm 1,2,3,4

TTR1 glutaredoxin TYCHPYCHK cytoplasm 2,4

VAS1 mitochondrial and cytoplasmic valyl-tRNA SSEAEYFHWLGNIQDWCHISR cytoplasm\ mitochondrion | 1
synthetase

VPS15 myristoylated protein kinase involved in HGAVSSICH#IDEECCVLILGTTR Golgi membrane 1
vacuolar protein sorting

YALO49C contains Dienelactone hydrolase family CHCHFEGVCHDGTPK cytoplasm 2

YAR1 200-amino-acid protein with two ANK CHDEYEADPFIR cytoplasm 3
repeat motifs

YBR267W Hypothetical ORF,zinc finger IGLGNICHIVCNYQGR cytoplasm 1

YDR0O51C contains Phosphoglycerate mutase domain WTDCHEGDLTT cytoplasm\nucleus 2

YDR0O51C contains Phosphoglycerate mutase domain ICHEDMR cytoplasm\nucleus 2

YDR365W-A TyA Gag protein TEECHEK retrotransposon 2

nucleocapsid
YJR119C Hypothetical ORF TILC#DSCDKPFHIYCLSPPLER cytoplasm\nucleus 2
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YKL215C molecular_function unknown NGERCHAFITTK cytoplasm 2
YLR257W Hypothetical ORF GSTPCHLIGDSIR cytoplasm 1,2
YMRO31C contains Chromosome segregation ATPase CHEQDITEAR cytoplasm 2
domain
YNL134C alcohol dehydrogenase (NADP+) activity IGPQGALLGC#DAAGQIVK cytoplasm 1
YNL247W Protein required for cell viability CHQPWNK cytoplasm\colocalizes with | 1
ribosome
YOR220W molecular_function unknown CHLFASKPLGLTIDTSTR cytoplasm 2
YSA1 phosphoribosyl-ATP diphosphatase activity VCHIEMPAGLIDAGEDIDTA cytoplasm\nucleus 3
ZPR1 binds to translation elongation factor eEF-1 NCHEIQPASQIQEK cytoplasm\nucleus 2
ZTAl qguinone reductase CHTIPEQQK cytoplasm 2

# detected reactive Cys; 1 = BIAM reactive Cys, regulated (reducible) by TCEP; 2 = BIAM reactive Cys, not regulated by reducing agents; 3 = BIAM
reactive Cys, regulated by TRX1; 4 = BIAM reactive Cys, regulated by TTR1



http://db.yeastgenome.org/cgi-bin/SGD/locus.pl?locus=YNL134C
http://db.yeastgenome.org/cgi-bin/SGD/locus.pl?locus=YNL247W

