Supplemental Table 2 List of identified S-palmitoylated roteins and corresponding S-palmitoylated-peptides from WT and DHHC7ko mouse
kidneys with their characteristics.

Carbamidomethyl (C)

Ob d E i t Ch SPROT i
Peptide sequence serve xpermen arge Mascot score accession PROTEIN NAME
mass al mass state number
VPSIFR + i hyl Low- ity li i -rel
cVPS Carbamidomethy! 877.448 877.4572 ) 570 AJARVA ow-density |poprote'|n receptor-related
Q) protein 2
+ Low- ity li i -rel
HH.TcYPR 960.4239 | 969.4258 42,43 40.0 AJARVA ow-density Ilpoprote.ln receptor-related
Carbamidomethyl (C) protein 2
YR + Low- ity li i -rel
CV?YH R 993.4491 993.446 42,43 410 AJARVA ow-density Ilpoprote.ln receptor-related
Carbamidomethyl (C) protein 2
ECTESEFR + Low-density lipoprotein receptor-related
i 1056.4182 | 1056.4205 2 60.0 A2ARV4 .
Carbamidomethyl (C) protein 2
VcGcPYGMK + 2 Low-density lipoprotein receptor-related
. 1138.461 | 1138.4683 2 50.0 A2ARV4 .
Carbamidomethyl (C) protein 2
cDHKVDCR +2 Low-density lipoprotein receptor-related
. 1156.4754 | 1156.4829 3 30.0 A2ARV4 .
Carbamidomethyl (C) protein 2
NDcGDYSDER + Low-density lipoprotein receptor-related
. 1229.4255 | 1229.4247 2 65.0 A2ARV4 .
Carbamidomethyl (C) protein 2
cQTTNICVPR +2 Low-density lipoprotein receptor-related
. 1247.5751 | 1315.6097 2 90.0 A2ARV4 .
Carbamidomethyl (C) protein 2
cADGSSCINSR + 2 Low-density lipoprotein receptor-related
. 1293.5078 | 1293.514 2 80.0 A2ARV4 .
Carbamidomethyl (C) protein 2
cADQQCIPSR +2 Low-density lipoprotein receptor-related
. 1301.5493 | 1301.5549 2 84.0 A2ARV4 .
Carbamidomethyl (C) protein 2
cGNHHCIPLR + 2 Low-density lipoprotein receptor-related
. 1330.6023 | 1330.6076 +2;43 48.0 A2ARV4 )
Carbamidomethyl (C) protein 2
cAPGYIREPDGK + Low-density lipoprotein receptor-related
) 1361.6398 | 1361.6536 +2;43 39.0 A2ARV4 )
Carbamidomethyl (C) protein 2
RNDcGDYSDER + Low-density lipoprotein receptor-related
) 1385.5266 | 1385.5378 +2;43 70.0 A2ARV4 )
Carbamidomethyl (C) protein 2
ACSTGEFSCANGR + 2 Low-density lipoprotein receptor-related
) 1483.582 | 1483.6011 2 108.0 A2ARV4 )
Carbamidomethyl (C) protein 2
CEANEWQCANKR + 2 Low-density lipoprotein receptor-related
1632.6773 | 1632.6906 +2;+3 90.0 A2ARV4

protein 2




TcRPGQFKcNNGR +2

Low-density lipoprotein receptor-related

i 1661.7515 | 1661.7688 | +2;+3;+4 65.0 A2ARV4 .

Carbamidomethyl (C) protein 2
cDHVSDcPDGSDER + 2 Low-density lipoprotein receptor-related

. 1715.6152 | 1715.6352 +2;+3 104.0 A2ARV4 .

Carbamidomethyl (C) protein 2
DcSDGSDESDLCPHR + 2 Low-density lipoprotein receptor-related

. 1816.6629 | 1816.6709 +2;+3 114.0 A2ARV4 .

Carbamidomethyl (C) protein 2
QDcADGSDEDRVLCEHHR + 2 Low-density lipoprotein receptor-related
. 2265.9127 | 2197.8935 +3;+4 60.0 A2ARV4 .
Carbamidomethyl (C) protein 2
GcSYPPcRDDQFTcQNGQcITK Low-density lipoprotein receptor-related
) 2895.1721 | 2895.2127 3 47.0 A2ARV4 .
+ 4 Carbamidomethyl (C) protein 2
QPSSPNPCcASATcSHLCLLSAQE Low-density lipoprotein receptor-related
. 2903.3 2767.2656 3 85.0 A2ARV4 .
PR + 3 Carbamidomethyl (C) protein 2
cIPEYWQcDSVDDcLDNSDED o .
Low-density lipoprotein receptor-related
PSHCASR + 4 3633.3701 | 3633.4384 3 137.0 A2ARV4 )

X protein 2
Carbamidomethyl (C)

SLLHcFQccGAK + 3 i

. 1479.6421 | 1615.7112 +2;43 86.0 035488 Very long-chain acyl-CoA synthetase
Carbamidomethyl (C)

AKSLLHCFQccGAK + 3 X

. 1678.7742 | 1678.7887 | +2;+3;+4 104.0 035488 Very long-chain acyl-CoA synthetase
Carbamidomethyl (C)

ScAAEDKATHPLPK + Glycine amidinotransferase,

) 1523.7402 | 1523.7379 3 50.0 Q9D964 ) )
Carbamidomethyl (C) mitochondrial
AENACVPPFTVEVK + Glycine amidinotransferase,

) 1559.7654 | 1559.7731 2 68.0 Q9D964 ) .
Carbamidomethyl (C) mitochondrial
NScAAEDKATHPLPK + Glycine amidinotransferase,

. 1637.7831 | 1637.7939 | +2;+3;+4 104.0 QoD964 . A
Carbamidomethyl (C) mitochondrial

NANSLGGGFHCWTCcDVR + 2 Glycine amidinotransferase,

. 2017.8523 | 2017.8682 +2;+3 135.0 Q9oD964 . A

Carbamidomethyl (C) mitochondrial
FVTTEFEPcFDAADFIR + Glyci idinot| fi ,
N 2063.9299 | 2063.9552 | +2;+3 115.0 Q9D964 yeine amicinotransierase
Carbamidomethyl (C) mitochondrial
NANSLGGGFHcWTcDVRR + 2 Glyci idinot| fi ,
rneie 2105.9272 | 2173.9795 | +2;+3;+4 84.0 Q9D964 yeine amidinotransierase
Carbamidomethyl (C) mitochondrial
DcPVSSYNEWDPLEEVIVGR + Glycine amidinotransferase,
2363.074 | 2363.0936 +2;43 157.0 Q9D964

Carbamidomethyl (C)

mitochondrial




IAGLCNR + Carbamidomethyl

Q8VDN2,Q6PIES,

Sodium/potassium-transporting ATPase
subunit alpha-1,Sodium/potassium-
transporting ATPase subunit alpha-

802.4119 | 802.4129 2 53.0 ) . .

(Q) Q6PIC6,Q9WV27 |2,Sodium/potassium-transporting ATPase
subunit alpha-3,Sodium/potassium-
transporting ATPase subunit alpha-4

IISANGcK + Sodium/potassium-transporting ATPase
. 861.4378 | 861.4435 2 63.0 Q8VDN2 i
Carbamidomethyl (C) subunit alpha-1
Sodium/potassium-transporting ATPase
AcVVHGSDLK + . . .
. 1084.5335 | 1084.5404 +2;+3 88.0 Q8VDN2,Q6PIES subunit alpha-1,Sodium/potassium-
Carbamidomethyl (C) . .
transporting ATPase subunit alpha-2
Sodium/potassium-transporting ATPase
subunit alpha-1,Sodium/potassium-
transporting ATPase subunit alpha-
Q8VDN2,Q6PIES, . . .
LIIVEGCcQR + 2,Sodium/potassium-transporting ATPase
. 1086.5856 | 1086.5972 2 77.0 Q6PIC6,Q9WV27, . ) )
Carbamidomethyl (C) Q971w subunit alpha-3,Sodium/potassium-
transporting ATPase subunit alpha-
4,Potassium-transporting ATPase alpha
chain 2
Sodium/potassium-transporting ATPase
subunit alpha-1,Sodium/potassium-
AAVPDAVGKcR + Q8VDN2,Q6PIES, . .
. 1142.5866 | 1142.5896 +2;+3 80.0 transporting ATPase subunit alpha-
Carbamidomethyl (C) Q6PIC6 K . .
2,Sodium/potassium-transporting ATPase
subunit alpha-3
DAKACVVHGSDLK + Sodium/potassium-transporting ATPase
. 1398.6926 | 1398.7023 2 62.0 Q8VDN2 .
Carbamidomethyl (C) subunit alpha-1
ILDRCSSILLHGK + Sodium/potassium-transporting ATPase
1510.829 | 1510.8333 +3;+4 54.0 Q8VDN2

Carbamidomethyl (C)

subunit alpha-1




Sodium/potassium-transporting ATPase

AVFQANQENLPILKR 1739.9682 | 1739.9869 3 91.0 Q8VDN2 .
subunit alpha-1
Sodium/potassium-transporting ATPase
subunit alpha-1,Sodium/potassium-
transporting ATPase subunit alpha-
Q8VDN2,Q6PIE5, . ) .
TSPQQKLIIVEGCQR + 2,Sodium/potassium-transporting ATPase
. 1755.9301 | 1755.9486 3 76.0 Q6PIC6,Q9WV27, . . .
Carbamidomethyl (C) Q971W8 subunit alpha-3,Sodium/potassium-
transporting ATPase subunit alpha-
4,Potassium-transporting ATPase alpha
chain 2
IISANGCcKVDNSSLTGESEPQTR Sodium/potassium-transporting ATPase
X 2462.1707 | 2462.1894 3 120.0 Q8VDN2 )
+ Carbamidomethyl (C) subunit alpha-1
AcVVHGSDLKDMTSEELDDILR Sodium/potassium-transporting ATPase
. 2502.173 | 2502.1984 | +2;+3;+4 123.0 Q8VDN2 .
+ Carbamidomethyl (C) subunit alpha-1
SPDFTNENPLETRNIAFFSTNcV . . .
. Sodium/potassium-transporting ATPase
EGTAR + Carbamidomethyl | 3186.4676 | 3186.5002 3 116.0 Q8VDN2 X
subunit alpha-1
(@
D
TSYP clk+ 982.443 982.4518 2 53.0 Q92111 Serotransferrin
Carbamidomethyl (C)
KScHTGLGR
¢ . * 1014.5029 | 1014.5044 +2;+3 68.0 Q92111 Serotransferrin
Carbamidomethyl (C)
LLEA_CTFHKH * 1254.6179 | 1254.6212 | +2;+3;+4 82.0 Q92111 Serotransferrin
Carbamidomethyl (C)
WCcAVSEHENTK
¢ . * 1359.5877 | 1359.5917 +2;+3 72.0 Q92111 Serotransferrin
Carbamidomethyl (C)
CLVEK_GDVAFVK * 1363.717 | 1363.7302 +2;43 100.0 Q92111 Serotransferrin
Carbamidomethyl (C)
SAGWVIPIGLLFcK
. ke 1559.8534 | 1559.8733 2 39.0 Q92111 Serotransferrin
Carbamidomethyl (C)
KPVDQYEDCYLAR +
Of ¢ 1655.7613 | 1655.7839 +2;+3 101.0 Q92111 Serotransferrin
Carbamidomethyl (C)
AVSSFFSGScVPcADPVAFPK + i
. 2297.0497 | 2297.082 +2;+3 93.0 Q92111 Serotransferrin
2 Carbamidomethyl (C)
KPVDQYEDCYLARIPSHAVVAR X
X 2586.3013 | 2586.3286 | +3;+4;+5 59.0 Q92111 Serotransferrin
+ Carbamidomethyl (C)
NQQEGVcPEGSIDNSPVKWCcA
LSHLER + 2 3109.4346 | 3177.4795 +3;+4 109.0 Q92111 Serotransferrin
Carbamidomethyl (C)
ScNCLLLK + 2
i C * 1074.5202 | 1074.5322 2 58.0 P17182 Alpha-enolase
Carbamidomethyl (C)
FGANAILGVSLAVCcK + P17182,P17183,P| Alpha-enolase,Gamma-enolase,Beta-
. 1518.8228 | 1518.8449 2 44.0
Carbamidomethyl (C) 21550 enolase
ScNCLLLKVNQIGSVTESLQACK
2621.2975 | 2757.3639 3 141.0 P17182 Alpha-enolase

+ 3 Carbamidomethyl (C)




cFGGLQK +

808.3902 | 808.3977 2 48.0 9ROP3 S-f Iglutathione hydrol
Carbamidomethyl (C) Q ormylghutathione fydrolase
AYDATCcLVK + X
. 1039.5008 | 1039.5123 2 75.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C)
cFGGLQKVFEHSSVELK + )
. 1963.9826 | 1963.9997 3 83.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C)
SVSAFAPICNPVLCSWGK + 2 .
. 1991.9597 | 1991.9884 +2;43 99.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C)
SVSAFAPICNPVLCSWGKK + 2
Ve 2188.0809 | 2188.1094 | +2;43 108.0 Q9ROP3 s-formylglutathione hydrolase
Carbamidomethyl (C)
AYSGSQIDILIDQGKDDEFLSN
GQLLPDNFIAACTEK + 4084.9575 | 4085.0113 +3;+4 108.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C)
PGSLPK i hyl
cPGS * Ca(rcb)amldomet 4 757.3793 | 757.3845 2 46.0 009173 Homogentisate 1,2-dioxygenase
YAEQLS,GSAFTCPR * 1585.7195 | 1585.7296 2 65.0 009173 Homogentisate 1,2-dioxygenase
Carbamidomethyl (C)
MSLQPNEIcVIQR + . .
. 1586.7909 | 1586.8054 +2;+3 101.0 009173 Homogentisate 1,2-dioxygenase
Carbamidomethyl (C)
YISGFGNECASEDPR
. ¢ * 1700.71 | 1700.7218 2 122.0 009173 Homogentisate 1,2-dioxygenase
Carbamidomethyl (C)
cFYNSDGDFLIVPQK + . .
. 1801.8345 | 1801.8478 +2;+3 88.0 009173 Homogentisate 1,2-dioxygenase
Carbamidomethyl (C)
KVDFVSGLYTLcGAGDIK
. ¢ * 1941.987 | 1942.0013 +2;+3 164.0 009173 Homogentisate 1,2-dioxygenase
Carbamidomethyl (C)
YISGFGNECASEDPRcPGSLPK
K 2508.1049 | 2508.1373 3 94.0 009173 Homogentisate 1,2-dioxygenase
+ 2 Carbamidomethyl (C)
GQNNPQVCcPYNLYAEQLSGSA
FTcPR + 2 Carbamidomethyl | 3038.3651 | 3038.3821 +2;43 137.0 009173 Homogentisate 1,2-dioxygenase
(9]
TFHETLNccGSNALTTLTTTILR .
j 2691.2997 | 2623.2913 | +2;+3;+4 150.0 P35762 CD81 antigen
+ 2 Carbamidomethyl (C)
AVVKTFHETLNccGSNALTTLT
TTILR + 2 Carbamidomethyl | 3020.5423 | 3088.609 +3;+4 163.0 P35762 CD81 antigen
(©)
AMANCQAAQGQYVHTGSSG
QA Q Q 1936.8156 | 1936.8362 2 73.0 Q91Y97 Fructose-bisphosphate aldolase B
+ Carbamidomethyl (C)
IADQCcPSSLAIQENANALAR + )
. 2141.0535 | 2141.0692 +2;43 161.0 Q91Y97 Fructose-bisphosphate aldolase B
Carbamidomethyl (C)
AVLRIADQCPSSLAIQENANAL .
. 2580.3442 | 2580.3621 3 133.0 Q91Y97 Fructose-bisphosphate aldolase B
AR + Carbamidomethyl (C)
VV_VVGCR * 787.4375 | 787.4439 2 47.0 P47199 Quinone oxidoreductase
Carbamidomethyl (C)
VHACGVNPVETYIR
¢ . * 1613.7984 | 1613.8125 +2;+3 104.0 P47199 Quinone oxidoreductase
Carbamidomethyl (C)
VVVVGc.RGPIEINPR * 1663.9192 | 1663.9287 +2;+3 66.0 P47199 Quinone oxidoreductase
Carbamidomethyl (C)
AGESVLVHGASGGVGLATcQI ) )
. 2209.1274 | 2209.1408 | +2;+3;+4 190.0 P47199 Quinone oxidoreductase
AR + Carbamidomethyl (C)
ARAGESVLVHGASGGVGLATCc X R
. 2436.2656 | 2436.2968 +3;+4 121.0 P47199 Quinone oxidoreductase
QIAR + Carbamidomethyl (C)
SALEHSVQcAVDVK
) Qc * 1541.7508 | 1541.7594 +2;+3 99.0 P24270 Catalase
Carbamidomethyl (C)
ALEHSVQCcAVDVKR
S S .Qc * 1697.8519 | 1697.878 | +2;+3;+4 113.0 P24270 Catalase
Carbamidomethyl (C)
LGPNYLQIPVNCPYR +
Q ¢ 1802.9138 | 1802.9324 +2;+3 96.0 P24270 Catalase

Carbamidomethyl (C)




LGPNYLQIPVNCPYRAR +

) 2030.052 | 2030.0812 +2;+3 67.0 P24270 Catalase
Carbamidomethyl (C)
MAEHSHCSLGIK + Acyl-coenzyme A synthetase ACSM2,
) 1368.6278 | 1368.6413 | +2;+3;+4 93.0 Q8KOL3 ) )
Carbamidomethyl (C) mitochondrial
EIYGQTETGLICR + Acyl-coenzyme A synthetase ACSM2,
) 1538.7399 | 1538.7589 2 134.0 Q8KoL3 ) )
Carbamidomethyl (C) mitochondrial
QTANVLSGACGLHRGDR + Acyl-coenzyme A synthetase ACSM2,
) 1810.8857 | 1810.9014 | +2;+3;+4 61.0 Q8KOL3 ) )
Carbamidomethyl (C) mitochondrial
EIYGQTETGLICRVSR + Acyl-coenzyme A synthetase ACSM2,
) 1880.9414 | 1880.962 +2;+3 63.0 Q8KOL3 ) )
Carbamidomethyl (C) mitochondrial
ALLKEASTIHQCVETESR + Acyl-coenzyme A synthetase ACSM2,
) 2071.0368 | 2139.0874 3 73.0 Q8K0L3 ) )
Carbamidomethyl (C) mitochondrial
AIVAGDEVAQEVDAVAPDCcSF Acyl- A thet: ACSM2,
Qe ' 2712368 | 26443724 3 137.0 Q8KoL3 cyreoenzyme A synthetase
LKIK + Carbamidomethyl (C) mitochondrial
GcDVVVIPAGVPR + . .
. 1337.7126 | 1337.7192 2 89.0 P08249 Malate dehydrogenase, mitochondrial
Carbamidomethyl (C)
GYLGPEQLPDcLK + ) .
. 1488.7283 | 1488.7415 2 79.0 P08249 Malate dehydrogenase, mitochondrial
Carbamidomethyl (C)
ETECTYFSTPLLLGK + ) .
. 1757.8546 | 1757.8761 +2;43 100.0 P08249 Malate dehydrogenase, mitochondrial
Carbamidomethyl (C)
ETECTYFSTPLLLGKK +
¢ . 1885.9495 | 1885.9751 +2;43 92.0 P08249 Malate dehydrogenase, mitochondrial
Carbamidomethyl (C)
FVFSLVDAMNGKEGVVECSFV . .
K 2676.2928 | 2676.325 3 160.0 P08249 Malate dehydrogenase, mitochondrial
QSK + Carbamidomethyl (C)
DYcVTANSK + i
. 1056.4546 | 1056.4573 2 62.0 P06151 L-lactate dehydrogenase A chain
Carbamidomethyl (C)
VIGSGCNLDSAR + POG151 P16125.P L-lactate dehydrogenase A chain,L-lactate
] 1247.5928 | 1247.6041 2 109.0 ! ’ dehydrogenase B chain,L-lactate
Carbamidomethyl (C) 00342 )
dehydrogenase C chain
VIGSGCNLDSARER + POG151 P16125.P L-lactate dehydrogenase A chain,L-lactate
A 1550.7624 | 1618.8088 | +2;+3 80.0 ! ! dehydrogenase B chain,L-lactate
Carbamidomethyl (C) 00342 )
dehydrogenase C chain
IVSSKDYCcVTANSK + .
. 1570.7661 | 1570.7833 +2;43 125.0 P06151 L-lactate dehydrogenase A chain
Carbamidomethyl (C)
LGVHALScCHGWVLGEHGDSSV
PVWSGVNVAGVSLK + 3609.8151 | 3609.8429 +4;45 80.0 P06151 L-lactate dehydrogenase A chain
Carbamidomethyl (C)
SQAVYAAEK +
cSOA 1125.5124 | 1125.5115 2 87.0 P97315 Cysteine and glycine-rich protein 1

Carbamidomethyl (C)




GLESTTLADKDGEIYcK +

. 1898.8931 | 1898.9206 +2;+3 124.0 P97315 Cysteine and glycine-rich protein 1
Carbamidomethyl (C)
NLDSTTVAVHGEEIYcK + . . X .
. 1934.9044 | 1934.9196 +2;+3 112.0 P97315 Cysteine and glycine-rich protein 1
Carbamidomethyl (C)
TVYFAEEVQCEGNSFHK + ) o )
. 2043.8996 | 2043.9258 3 118.0 P97315 Cysteine and glycine-rich protein 1
Carbamidomethyl (C)
AAPLSLcCALTAVDQSVLLLKPEA )
. 2507.4033 | 2507.439 +3;+4 124.0 Q61838 Pregnancy zone protein
K + Carbamidomethyl (C)
VKAAPLSLCALTAVDQSVLLLKP
¢ i Q 2734.5666 | 2734.5725 +3;+4 154.0 Q61838 Pregnancy zone protein
EAK + Carbamidomethyl (C)
VGAFTVVcK + A i fi
GAFTVVC 979.5161 | 979.5278 2 76.0 P05202 spartate aminotransierase,
Carbamidomethyl (C) mitochondrial
VGAFTVVcKDAEEAK + Aspartate aminotransferase,
. 1622.7974 | 1622.8102 +2;+3 128.0 P05202 ) )
Carbamidomethyl (C) mitochondrial
NLDKEYLPIGGLAEFcK + Aspartate aminotransferase,
) 1965.987 | 1966.0138 +2;+3 122.0 P05202 ) )
Carbamidomethyl (C) mitochondrial
TGNAGSRLACGVIGIAQ +
. ¢ Q 1643.8413 | 1643.8518 2 115.0 P08228 Superoxide dismutase [Cu-Zn]
Carbamidomethyl (C)
AVcVLKGDGPVQGTIHFEQK +
] Q Q 2182.1205 | 2182.1588 | +2;+3;+4 127.0 P08228 Superoxide dismutase [Cu-Zn]
Carbamidomethyl (C)
SGQITGLTEGQHGFHVHQYGD
NTQGCcTSAGPHFNPHSK + | 4087.8369 | 4087.8789 +5;+6 41.0 P08228 Superoxide dismutase [Cu-Zn]
Carbamidomethyl (C)
ASGEPVVLSGQITGLTEGQHGF
HVHQYGDNTQGCcTSAGPHFN | 4840.2437 | 4840.2641 +6;+7 57.0 P08228 Superoxide dismutase [Cu-Zn]
PHSK + Carbamidomethyl (C)
ASGEPVVLSGQITGLTEGQHGF
HVHQYGDNTQGCTSAGPHFN . .
R 4968.3387 | 4968.4002 +6;+7 59.0 P08228 Superoxide dismutase [Cu-Zn]
PHSKK + Carbamidomethyl
©
+
IcKHPESNFCSR + 2 1601.7079 | 1601.7164 | +2;+3;+4 79.0 P00329 Alcohol dehydrogenase 1
Carbamidomethyl (C)
IDGASPLDKVCcLIGCGFSTGYGS
AVK + 2 Carbamidomethyl | 2671.2986 | 2671.3294 +2;43 146.0 P00329 Alcohol dehydrogenase 1
(©)
TTIQGQEINAPICISPTAFHSIA
WADGEK + 3154.5393 | 3154.5835 | +2;+3;+4 160.0 QINYQ2 Hydroxyacid oxidase 2
Carbamidomethyl (C)
TTIQGQEINAPICISPTAFHSIA
WADGEKSTAK + 3541.7511 | 3541.7995 +3;+4 168.0 QINYQ2 Hydroxyacid oxidase 2
Carbamidomethyl (C)
TSLARPCIAR +
. ¢ 1143.6182 | 1143.6297 +2;43 38.0 P16460 Argininosuccinate synthase
Carbamidomethyl (C)
FELTCYSLAPQIK +
c. " 1568.7908 | 1568.8129 +2;+3 93.0 P16460 Argininosuccinate synthase
Carbamidomethyl (C)
GNDQVRFFLTCYSLAPQIK * 2238.1103 | 2238.1432 +2;+3 101.0 P16460 Argininosuccinate synthase
Carbamidomethyl (C)
LSLPcILNAR + X
. 1155.6434 | 1155.6528 2 67.0 P16125 L-lactate dehydrogenase B chain
Carbamidomethyl (C)
HRVIGSGCcNLDSAR + .
. 1540.7529 | 1540.7542 +2;+3 73.0 P16125 L-lactate dehydrogenase B chain
Carbamidomethyl (C)
YSPDcTHVVSNPVDILTYVTWK
LSGLPK + Carbamidomethyl | 3277.7308 | 3277.789 3 77.0 P16125 L-lactate dehydrogenase B chain

(€




AAVScLWGKVNSDEVGGEALG

2274.1063 | 2274.1442 +2;43 176.0 P02088 H lobi bunit beta-1
R + Carbamidomethyl (C) emogiobin subunit beta
ASCLPVYR + . . .
. 964.48 964.4888 2 77.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
Carbamidomethyl (C)
GAQVIENCAVTGIR + . . .
. 1486.7562 | 1486.7754 +2;43 94.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
Carbamidomethyl (C)
GAQVIENCAVTGIRVR + ) . .
. 1741.9257 | 1741.9485 3 55.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
Carbamidomethyl (C)
RDPLHEELLGQGCVFQER +
. QGeVFQ 2182.0589 | 2182.0774 | +2;+3;+4 111.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
Carbamidomethyl (C)
VAAVETEHGSIQTPcVVNCAG
VWASK + 2 2837.3477 | 2837.3569 3 126.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
Carbamidomethyl (C)
VAAVETEHGSIQTPcVVNCAG
VWASKVGR + 2 3149.5387 | 3149.5738 4 64.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
Carbamidomethyl (C)
IIcQGFTGK + Succinate--CoA li ADP/GDP-f i
«Q 1022.5219 | 1022.5323| 2 74.0 Qowums | Succinate-CoA ligase [ADP/GDP-forming]
Carbamidomethyl (C) subunit alpha, mitochondrial
LIGPNcPGVINPGECK + 2 Succinate--CoA ligase [ADP/GDP-forming]
. 1791.8648 | 1723.8536 +2;+3 122.0 Q9WUMS5 . i A
Carbamidomethyl (C) subunit alpha, mitochondrial
IIcQGFTGKQGTFHS LEYG Succinate--CoA li ADP/GDP-f i
< QGTFHSQOA 2698.3174 | 2698.3601 |  +3;+4 119.0 Qowums  [Succinate--CoA ligase [ADP/GDP-forming]
TK + Carbamidomethyl (C) subunit alpha, mitochondrial
LcYLVK + Carbamidomethyl Na(+)/H(+) exchange regulatory cofactor
794.436 794.4446 2 41.0 QolJiL4
(C) NHE-RF3
Na(+)/H(+) exchange regulatory cofactor
IMFLLVDKETAR 1434.7905 | 1434.8033 +2;+3 78.0 QolJiL4
NHE-RF3
FSPLLYCQSQELPNGSVK + Na(+)/H(+) exchange regulatory cofactor
) 2066.0143 | 2066.0472 +2;+3 111.0 QaliL4
Carbamidomethyl (C) NHE-RF3
EAALNDKKPGPGMNGAVEPc
. Na(+)/H(+) exchange regulatory cofactor
AQPR + Carbamidomethyl | 2506.2056 | 2506.2252 +3;+4 90.0 QaJIL4 NHE-RE3
(©
EGPAPIPAPLEATGSEPTEDAE
Na(+)/H(+) exchange regulatory cofactor
GHKPKLcR + 3153.54 | 3153.5482 +4;+5 84.0 QaJiL4 NHE-RF3
Carbamidomethyl (C)
SYIPScR + Carbamidomethyl Acyl-coenzyme A synthetase ACSM1,
881.4065 | 881.4152 2 70.0 Q91VAO ) )
(Q) mitochondrial
Acyl-coenzyme A synthetase ACSM1,
HNQGLAFR 941.4831 | 941.4918 2 48.0 Q91VAO . )
mitochondrial
SASPDHTCcIK + Acyl-coenzyme A synthetase ACSM1,
1114.5077 | 1114.5113 +2;+3 78.0 Q91VAO

Carbamidomethyl (C)

mitochondrial




LVVSDHSHEGWLDFcSLIK +

Acyl-coenzyme A synthetase ACSM1,

2241.0889 | 2241.0942 | +2;+3;+4 112.0 91VAOQ ) .
Carbamidomethyl (C) Q mitochondrial
AIVTTASLVPEVESVASECPDLK Acyl-coenzyme A synthetase ACSM1,
. 2414.2251 | 2414.2557 +2;+3 121.0 Q91VAO0 X )
+ Carbamidomethyl (C) mitochondrial
LVVSDHSHEGWLDFcSLIKSAS
+3;+4;+5;+ Acyl-coenzyme A synthetase ACSM1,
PDHTcIK + 2 3405.6122 | 3405.6787 54.0 Q91VAO i )
. 6 mitochondrial
Carbamidomethyl (C)
VAcIGAWHPAR
¢ G * 1236.6186 | 1236.6319 +2;+3 90.0 P27659 60S ribosomal protein L3
Carbamidomethyl (C)
KVACIGAWHPAR +
¢ ] 1364.7135 | 1364.728 | +2;+3;+4 109.0 P27659 60S ribosomal protein L3
Carbamidomethyl (C)
SINPLGGFVHYGEVTNDFIMLK
GCVVGTK + 3151.5835 | 3151.624 3 61.0 P27659 60S ribosomal protein L3
Carbamidomethyl (C)
LFECSNQTGR
c. Q * 1210.5401 | 1210.5447 2 84.0 Q62468 Villin-1
Carbamidomethyl (C)
HVETNScDVQR
) cDVQR + 1343.5888 | 1343.5975 +2;+3 90.0 Q62468 Villin-1
Carbamidomethyl (C)
TPSccYLWcGK
ceYLWeGK + 3 1566.6306 | 1566.6363 2 70.0 Q62468 Villin-1
Carbamidomethyl (C)
ATSLNSNDVFILKTPSccYLWcG .
. 2969.3762 | 2969.4129 3 121.0 Q62468 Villin-1
K + 3 Carbamidomethyl (C)
+
DSGSALGLGIALHTPCYAQR 2199.1106 | 2199.1438 +2;43 140.0 Q6NSQ9 Glucose-6-phosphatase 3
Carbamidomethyl (C)
DSGSALGLGIALHTPcYAQIRR
. 2355.2117 | 2355.24 +3;+4 101.0 Q6NSQ9 Glucose-6-phosphatase 3
+ Carbamidomethyl (C)
EVDEYcK +
. ¢ 941.38 941.3805 2 41.0 Q64442 Sorbitol dehydrogenase
Carbamidomethyl (C)
EVDE
v _YCKIGR+ 1267.5867 | 1267.5976 +2;43 82.0 Q64442 Sorbitol dehydrogenase
Carbamidomethyl (C)
HLKPGDRVAIEPGVPR 1739.9795 | 1739.994 +3;+4 39.0 Q64442 Sorbitol dehydrogenase
D E +
MHSVGICG_S VHYWEHGR 2125.9211 | 2125.9314 | +3;+4;+5 97.0 Q64442 Sorbitol dehydrogenase
Carbamidomethyl (C)
IGRYNLTPTIFFCATPPDDGNLc .
. 2797.3316 | 2865.3933 +2;43 100.0 Q64442 Sorbitol dehydrogenase
R + 2 Carbamidomethyl (C)
PPDAVVWPQNVDQVSR + Probable D-lactate dehyd ,
ca WPaNVDQ 2093.9953 | 2094.0196 |  +2;+3 151.0 Q7TNGS robable briactate dehydrogenase
Carbamidomethyl (C) mitochondrial
LNcPVAPTLFLEFHGSQQTLAE
Probable D-lactate dehydrogenase,
QLQR + Carbamidomethyl | 2996.5178 | 2996.5554 | +2;+3;+4 120.0 Q7TNGS d N ydrog
mitochondrial
()
HSKLNcPVAPTLFLEFHGSQQT
Probable D-lactate dehyd 3
LAEQLQR + 3348.7037 | 3348.7167 | +4;+5 102.0 Q7TNGS robable briactate dehydrogenase
. mitochondrial
Carbamidomethyl (C)
AAFQLGSPWRR 1287.6836 | 1287.697 3 43.0 P47738 Aldehyde dehydrogenase, mitochondrial
AVPAPNHQPEVFcNQIFINNE
WHDAVSR + 3288.5523 | 3288.5941 +3;+4 114.0 P47738 Aldehyde dehydrogenase, mitochondrial
Carbamidomethyl (C)
TSAVPAPNHQPEVFcNQIFINN
EWHDAVSR + 3476.632 | 3476.6721 4 47.0 P47738 Aldehyde dehydrogenase, mitochondrial
Carbamidomethyl (C)
ATSAVPAPNHQPEVFcNQIFIN
NEWHDAVSR + 3547.6691 | 3547.7305 +3;+4 89.0 P47738 Aldehyde dehydrogenase, mitochondrial

Carbamidomethyl (C)




AAATSAVPAPNHQPEVFcNQI

FINNEWHDAVSR + 3689.7433 | 3689.782 4 36.0 P47738 Aldehyde dehydrogenase, mitochondrial
Carbamidomethyl (C)
SAAATSAVPAPNHQPEVFcNQ
IFINNEWHDAVSR + 3776.7754 | 3776.8267 +3;+4 134.0 P47738 Aldehyde dehydrogenase, mitochondrial
Carbamidomethyl (C)
ENFSCLTR + X
. 1025.46 | 1025.4656 2 57.0 P14152 Malate dehydrogenase, cytoplasmic
Carbamidomethyl (C)
SAPSIPKENFSCLTR + X
. 1705.8457 | 1705.8675 +2;43 99.0 P14152 Malate dehydrogenase, cytoplasmic
Carbamidomethyl (C)
VIVVGNPANTNCLTASK +
. ¢ 1756.9142 | 1756.9347 +2;43 135.0 P14152 Malate dehydrogenase, cytoplasmic
Carbamidomethyl (C)
SVKVIVVGNPANTNCLTASK + .
. 2071.1096 | 2071.1354 +2;43 123.0 P14152 Malate dehydrogenase, cytoplasmic
Carbamidomethyl (C)
YIIWSPVcR
. SPVCR + 1192.6063 | 1192.6112 2 74.0 P11352 Glutathione peroxidase 1
Carbamidomethyl (C)
GTTIRDYTEMNDLQK 1783.841 | 1783.8446 3 58.0 P11352 Glutathione peroxidase 1
AAAQSTVYAFSARPLTGGEPV
Qs > GGEPVS 2890.5301 | 2890.5702 +3;+4 84.0 P11352 Glutathione peroxidase 1
LGSLRGK
LSAAAQSTVYAFSARPLTGGEP
Q 2905.5298 | 2905.5722 3 117.0 P11352 Glutathione peroxidase 1
VSLGSLR
LSAAAQSTVYAFSARPLTGGEP
. Qs > GG 3090.6462 | 3090.6637 +3;+4 93.0 P11352 Glutathione peroxidase 1
VSLGSLRGK
GLVVLGFPcNQFGHQENGKNE
EILNSLK + Carbamidomethyl | 3140.5713 | 3140.5978 +3;+4 86.0 P11352 Glutathione peroxidase 1
(9]
VIATFACSGEK + 4-trimethylaminobutyraldehyde
. 1181.5751 | 1181.5876 2 93.0 Q9Ju2
Carbamidomethyl (C) dehydrogenase
REPLGVcVGIGAWNYPFQIAcC 4-trimethylaminobutyraldehyde
) 2720.3356 | 2720.3714 3 119.0 Q9Ju2
WK + 2 Carbamidomethyl (C) dehydrogenase
AGAPPGLFNVVQGGAATGQF
4-trimethylaminobutyraldehyd
LcHHREVAK + 2088.5141 | 2988.5473 | +3;+4;45 72.0 QoJL2 rime dz::';oei::: envae
Carbamidomethyl (C) ydrog
ScKPKLIGNLAR + C-1-tetrahydrofolat thase,
e 1355.7707 | 1355.7687 | 3 85.0 Q92208 etranvdrotofate synthase
Carbamidomethyl (C) cytoplasmic
THWAEGGQGALALAQAVQR C-1-tetrahydrofolat thase,
¢ Q QAVAR| 1530331 [ 2123.0882 | +2:43 169.0 Q92208 etranvdrotolate synthase
+ Carbamidomethyl (C) cytoplasmic
IVGAPMHDLLLWNNATVTTcH C-1-tetrahydrofolat thase,
: " 2577.2832 | 2577.287 4 53.0 Q92208 etranycrotolate synthase
SK + Carbamidomethyl (C) cytoplasmic
STTTIGLVQALGAHLRQNVFA C-1-tetrahydrofolat thase,
QALGAHLRANVFAC 011 4017 | 2611431 | 43344 100.0 Q92208 etranycrotolate synthase
VR + Carbamidomethyl (C) cytoplasmic
SKIVGAPMHDLLLWNNATVTT C-1-tetrahydrofolat thase,
) 2792.4102 | 2792.4365 5 58.0 Q92208 etranyarotoiate synthase
cHSK + Carbamidomethyl (C) cytoplasmic
NTYGTGCFLLCNTGHK + 2
crite 1841.8189 | 1909.861 | +2;+3 117.0 Q64516 Glycerol kinase
Carbamidomethyl (C)
VFSEHGLLTTVAYKLGR +
¢ 2050.067 | 2050.0804 | +2;+3;+4 175.0 Q64516 Glycerol kinase

Carbamidomethyl (C)




VcNLIDSGTKEGASILLDGR +

Methylmalonate-semialdehyde

2117.0787 | 2185.1286 +2;+3 143.0 9EQ20
Carbamidomethyl (C) QsEQ dehydrogenase [acylating], mitochondrial
LLQDSGAPDGTLNIIHGQHDA
Q Q Methylmalonate-semialdehyde
VNFIcDHPDIK + 3509.6998 | 3509.7358 | +3;+4;+5 71.0 Q9EQ20 X . X
. dehydrogenase [acylating], mitochondrial
Carbamidomethyl (C)
LLODSGAPDGTLNIIHGQHDA
VNFIcDHPDIKAISFVGSNQAG Methylmalonate-semialdehyde
) 5378.6055 | 5378.6709 +5;+6 59.0 Q9EQ20 ) ] )
EYIFER + Carbamidomethyl dehydrogenase [acylating], mitochondrial
(9]
VGVPTETGALTLNRLcGSGFQS
IVSGcQEICSK + 3 3524.7062 | 3592.7617 +3;+4 105.0 Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial
Carbamidomethyl (C)
GTSAFKEPVYVTSFcHQLR + ATP-bindi tte sub-family G
_ cHa 2226.0892 | 2226.1058 | +2;+3;+4 123.0 Q7TMS5 nEling cassette sub-iamily
Carbamidomethyl (C) member 2
LNcQVIGASVDSHFCHLAWINT . .
) 2834.3633 | 2834.3729 +3;+4 102.0 P35700 Peroxiredoxin-1
PK + 2 Carbamidomethyl (C)
KLNcQVIGASVDSHFcHLAWIN . .
i 2894.432 | 2962.5071 +3;+4 98.0 P35700 Peroxiredoxin-1
TPK + 2 Carbamidomethyl (C)
LNcQVIGASVDSHFCHLAWINT
PKK + 2 Carbamidomethyl | 2962.4582 | 2962.4874 +3;+5 45.0 P35700 Peroxiredoxin-1
(9]
SIQFVDWCcPTGFK + Tubulin alpha-4A chain,Tubulin alpha-1B
. 1583.7443 | 1583.7627 2 82.0 P68368,P05213 .
Carbamidomethyl (C) chain
TIGGGDDSFTTFFCETGAGK
) ¢ * 2066.8892 | 2066.9162 2 143.0 P68368 Tubulin alpha-4A chain
Carbamidomethyl (C)
IQFVDWCcPTGFKVGINYQPPT
Sio) CPTGFKVGINYQ Tubulin alpha-4A chain,Tubulin alpha-1B
VVPGGDLAK + 3389.7119 | 3389.7535 3 100.0 P68368,P05213 chain
Carbamidomethyl (C)
ACTELGIR + . X
. 918.4593 | 918.4637 2 52.0 Q05920 Pyruvate carboxylase, mitochondrial
Carbamidomethyl (C)
INGCAIQcR + 2 ) i
. 1158.5274 | 1158.5365 2 84.0 Q05920 Pyruvate carboxylase, mitochondrial
Carbamidomethyl (C)
ADFAQACQDAGVR + ) .
. 1407.6201 | 1407.6283 2 111.0 Q05920 Pyruvate carboxylase, mitochondrial
Carbamidomethyl (C)
AGQRQVFFELNGQLR 1761.9274 | 1761.9574 +2;43 107.0 Q05920 Pyruvate carboxylase, mitochondrial
INGCAIQcRVTTEDPAR + 2 . .
. 2027.9517 | 1959.9444 3 68.0 Q05920 Pyruvate carboxylase, mitochondrial
Carbamidomethyl (C)
Glyceraldehyde-3-phosphate
GAAQNIIPASTGAAK 1368.7361 | 1368.7487 2 63.0 P16858
dehydrogenase
Glyceraldehyde-3-phosphate
IVSNASCTTNCLAPLAK + 2
. 1818.8968 | 1818.9117 +2;43 131.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
Carbamidomethyl (C) . i
phosphate dehydrogenase, testis-specific
ELGSPPGISLETIDAAFScPGSSR .
) 2447.1638 | 2447.1854 | +2;+3 166.0 Q91X72 Hemopexin
+ Carbamidomethyl (C)
SAVScLWAK +
¢ 1020.5062 | 1020.5096 2 75.0 P02089 Hemoglobin subunit beta-2

Carbamidomethyl (C)




VHLTDAEKSAVScLWAK +

. 1913.9669 | 1913.9889 | +2;+3;+4 97.0 P02089 Hemoglobin subunit beta-2
Carbamidomethyl (C)
ALRLDVGNFSWGSECCTR + 21 5, oggg [ 2195.0044 [  +2;43 112.0 P62242 405 ribosomal protein S8
Carbamidomethyl (C)
ISSLLEEQFQQGKLLACIASRPG
QcGR + 2 Carbamidomethyl | 3113.575 | 3113.6017 +3;+4 126.0 P62242 40S ribosomal protein S8
(9]
DGSASGTTLLEALDCILPPTRPT
DKPLR + Carbamidomethyl | 2993.5492 | 2993.5702 +3;+4 126.0 P10126 Elongation factor 1-alpha 1
(©)
SGDAAIVDMVPGKPMCcVESFS
DYPPLGR + 2994.3926 | 2994.4091 +3;+4 125.0 P10126 Elongation factor 1-alpha 1
Carbamidomethyl (C)
KDGSASGTTLLEALDCILPPTRP
TDKPLR + Carbamidomethyl | 3121.6441 | 3121.6843 | +3;+4;45 92.0 P10126 Elongation factor 1-alpha 1
©
AATGEEVSAEDLGGADLHCR + Methylcrotonoyl-CoA carboxylase beta
) 2056.912 | 2056.9216 3 113.0 Q3ULD5 ) ) )
Carbamidomethyl (C) chain, mitochondrial
AQEIALQNRLPcIYLVDSGGAN Methylcrotonoyl-CoA carboxylase beta
) 2767.4439 | 2767.4833 3 141.0 Q3ULD5 ) ) )
LPR + Carbamidomethyl (C) chain, mitochondrial
VIcIPK + Carbamidomethyl
© 728.4255 | 728.4345 2 46.0 Qallle Alcohol dehydrogenase [NADP(+)]
KVIcIPK + Carbamidomethyl
¢ EC) : Y 856.5204 | 856.5244 2 58.0 QaJlle Alcohol dehydrogenase [NADP(+)]
ALGLSNFNSR 1077.5567 | 1077.5693 2 47.0 Qallle Alcohol dehydrogenase [NADP(+)]
cHPYLAQNELIAHCHAR + 2
. 2156.9996 | 2157.023 +2;+4 76.0 Qallle Alcohol dehydrogenase [NADP(+)]
Carbamidomethyl (C)
SVASVRPAVLQVECHPYLAQN
ELIAHCHAR + 2 3492.7507 | 3492.7952 4 33.0 QaJlle Alcohol dehydrogenase [NADP(+)]
Carbamidomethyl (C)
QIDDVLSVASVRPAVLQVECHP
YLAQNELIAHCHAR + 2 4176.0997 | 4176.1609 | +3;+6;+7 60.0 QaJlle Alcohol dehydrogenase [NADP(+)]
Carbamidomethyl (C)
DVDIR + C i thyl P6071 BFZ3,P Acti topl ic 1,Beta-actin-lik
cl arbamidomethy 776.3a87 | 776.3537 ) 43.0 60710,Q8BFZ3, ctin, cY op asn?nc ,Beta-ac |.n ike
(C) 63260 protein 2,Actin, cytoplasmic 2
DVDIRK + Carbamid thyl P6071 BFZ3,P Acti topl ic 1,Beta-actin-lik
c arbamidomethy! 904.4436 | 904.4504 +2:43 520 60710,Q8BFZ3, ctin, cY op! asn?nc ,Beta-ac |.n ike
(C) 63260 protein 2,Actin, cytoplasmic 2
VVDNGSGMcK + Actin, cytoplasmic 1,Beta-actin-like
) 1065.4583 | 1065.4587 2 78.0 P60710,Q8BFZ3 .
Carbamidomethyl (C) protein 2
FRCPEALFQPSF + . . . .
. 1497.7075 | 1497.7214 2 72.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
Carbamidomethyl (C)
CATITPDEK + Isocitrate dehydrogenase [NADP]
. 1033.475 | 1033.4778 2 69.0 088844 )
Carbamidomethyl (C) cytoplasmic
SEGGFIWACK + Isocitrate dehydrogenase [NADP]
. 1153.5226 | 1153.5348 2 67.0 088844 )
Carbamidomethyl (C) cytoplasmic
CATITPDEKR + Isocitrate dehydrogenase [NADP]
1189.5761 | 1189.576 +2;+3 93.0 088844

Carbamidomethyl (C)

cytoplasmic




Isocitrate dehydrogenase [NADP]

LVTGWVKPIIIGR 1450.9024 | 1450.9156 3 94.0 088844 R
cytoplasmic
KLGCEVLGVSVDSQFTHLAWI . .
. 2826.4487 | 2826.4746 | +2;+3;+4 160.0 Q61171 Peroxiredoxin-2
NTPR + Carbamidomethyl (C)
SVDEALRLVQAFQYTDEHGEV
cPAGWKPG + 3258.5404 | 3258.5869 +3;+4 52.0 Q61171 Peroxiredoxin-2
Carbamidomethyl (C)
SVDEALRLVQAFQYTDEHGEV
cPAGWKPGSDTIKPN + 4013.9218 | 4013.9773 4 37.0 Q61171 Peroxiredoxin-2
Carbamidomethyl (C)
SVDEALRLVQAFQYTDEHGEV
cPAGWKPGSDTIKPNVDD + | 4343.0441 | 4343.0972 5 62.0 Q61171 Peroxiredoxin-2
Carbamidomethyl (C)
SVDEALRLVQAFQYTDEHGEV
cPAGWKPGSDTIKPNVDDSK +| 4558.1711 | 4558.2201 +5;+6 39.0 Q61171 Peroxiredoxin-2
Carbamidomethyl (C)
cKSQFTITPGSEQIR + . . .
. 1750.8672 | 1750.8707 3 59.0 Q99KIO Aconitate hydratase, mitochondrial
Carbamidomethyl (C)
VGLIGSCTNSSYEDMGR + ) ) .
. 1844.8033 | 1844.8202 2 149.0 Q99KIO Aconitate hydratase, mitochondrial
Carbamidomethyl (C)
VAVPSTIHcDHLIEAQVGGEK +
] Q 2259.1318 | 2259.1582 | +2;+3;+4 133.0 Q99KIO Aconitate hydratase, mitochondrial
Carbamidomethyl (C)
VAVPSTIHcDHLIEAQVGGEKD
. Q 2643.3439 | 2643.3765 | +3;+4;+5 106.0 Q99KIO Aconitate hydratase, mitochondrial
LR + Carbamidomethyl (C)
EQWSNCcPTIGQIR +
Q S_ cPTIGQ 1587.7464 | 1587.7596 2 91.0 P10605 Cathepsin B
Carbamidomethyl (C)
ILRGENHCGIESEIVAGIPR +
C, 2219.1481 | 2219.1684 | +2;+3;+4 154.0 P10605 Cathepsin B
Carbamidomethyl (C)
LPETFDAREQWSNCcPTIGQIR )
) 2517.207 | 2517.2337 3 55.0 P10605 Cathepsin B
+ Carbamidomethyl (C)
VNVEVSAEDLLTccGIQcGDGc
NGGYPSGAWSFWTKK +4 | 4121.8017 | 4121.8345 +3;+4 104.0 P10605 Cathepsin B
Carbamidomethyl (C)
cSACSR + 2 Carbamidomethyl Delta-1-pyrroline-5-carboxylate
807.3004 | 807.3023 2 50.0 Q8CHTO i i
(C) dehydrogenase, mitochondrial
SAFEYGGQKCSACSR + 2 Delta-1-pyrroline-5-carboxylate
. 1774.7403 | 1774.7602 +2;+3 90.0 Q8CHTO . K
Carbamidomethyl (C) dehydrogenase, mitochondrial
LAGEcGGKNFHFVHSSADVDS .
Delta-1-pyrroline-5-carboxylate
VVSGTLR + 2945.409 | 2945.4489 | +3;+4;+5 118.0 Q8CHTO

Carbamidomethyl (C)

dehydrogenase, mitochondrial




PGWScLVTGAGGFLGQR +

035469,061694,P

3 beta-hydroxysteroid
dehydrogenase/Delta 5--&gt;4-isomerase
type 6,3 beta-hydroxysteroid
dehydrogenase type 5,3 beta-
hydroxysteroid dehydrogenase/Delta 5--

. 1761.8621 | 1761.8845 +2;+3 153.0 26150,061767,P2 .
Carbamidomethyl (C) 6149 &gt;4-isomerase type 3,3 beta-
hydroxysteroid dehydrogenase type 4,3
beta-hydroxysteroid
dehydrogenase/Delta 5--&gt;4-isomerase
type 2
QNPGMPcR + 958.4113 | 958.4126 5 38.0 Q91XE4 N-acyl-aromatic-L-amino acid
Carbamidomethyl (C) ’ ’ ' amidohydrolase (carboxylate-forming)
SCTLTFLGSTATPDDPYEVKR + N-acyl-aromatic-L-amino acid
. 2357.1209 | 2357.1316 +2;+3 125.0 Q91XE4 ) )
Carbamidomethyl (C) amidohydrolase (carboxylate-forming)
L 2
CCSG_A”V K+ 1288.6519 | 1288.6533 2 100.0 P52480 Pyruvate kinase PKM
Carbamidomethyl (C)
NTGIIcTIGPASR
,C * 1358.6976 | 1358.706 2 81.0 P52480 Pyruvate kinase PKM
Carbamidomethyl (C)
AEGSDVANAVLDGADCcIMLSG
ETAKGDYPLEAVR + 3493.6341 | 3493.6684 +3;+4 169.0 P52480 Pyruvate kinase PKM
Carbamidomethyl (C)
TLcWcGVQHDR +2 Sodium-coupled monocarboxylate
) 1430.6184 | 1430.6352 +2;+3 85.0 Q49893
Carbamidomethyl (C) transporter 2
TLcWcGVQHDRETEQDYLDSG .
. Sodium-coupled monocarboxylate
SAWK + 2 Carbamidomethyl| 3040.308 | 3040.3537 +3;+4 96.0 Q49B93
transporter 2
(9]
ccGLclcPeNR + 5 i i
. 1468.5502 | 1468.5673 2 57.0 009044 Synaptosomal-associated protein 23
Carbamidomethyl (C)
TLTELNKccGLclcPcNR + 5 i i
. 2267.9942 | 2268.037 +2;+3 128.0 009044 Synaptosomal-associated protein 23
Carbamidomethyl (C)
TLTELNKCCGLcIcPcNR + 3 . .
. 2290.0037 | 2289.9964 3 36.0 009044 Synaptosomal-associated protein 23
Carbamidomethyl (C)
GGSVQVLEDQELTcQPEPLVV Selenium-binding protein 1,Selenium-
} 2424.2207 | 2424.2636 +2;+3 123.0 P17563,063836 o )
K + Carbamidomethyl (C) binding protein 2
DcGNVPSEPK + Sodium/potassium-transporting ATPase
. 1101.4761 | 1101.4814 2 67.0 P14094 .
Carbamidomethyl (C) subunit beta-1
EDcGNVPSEPK + Sodium/potassium-transporting ATPase
. 1230.5187 | 1230.5265 2 66.0 P14094 .
Carbamidomethyl (C) subunit beta-1
DcGNVPSEPKER + Sodium/potassium-transporting ATPase
1386.6198 | 1386.6283 +2;+3 36.0 P14094

Carbamidomethyl (C)

subunit beta-1




YNPNVLPVQCTGKR + i ium- ing ATP
: QcTG 1644.8406 | 1644.8627 42,43 84.0 P14094 Sod|um/potassmm.transportmg ase
Carbamidomethyl (C) subunit beta-1
TGGSWEFKILLFYVIFYGCLAGIFI . R .
Sodium/potassium-transporting ATPase
GTIQVMLLTISELKPTYQDR + | 5139.7262 | 5139.7571 +4;+5 66.0 P14094 X
. subunit beta-1
Carbamidomethyl (C)
cVGVGESDGSIWNPDGIDPK + Glutamate dehydrogenase 1,
) 2100.9423 | 2100.9626 2 101.0 P26443 ) )
Carbamidomethyl (C) mitochondrial
VYEGSILEADCDILIPAASEK + Glutamate dehydrogenase 1,
X 2292.1195 | 2292.1433 +2;+3 120.0 P26443 . N
Carbamidomethyl (C) mitochondrial
AKVYEGSILEADCDILIPAASEK Glutamate dehydrogenase 1,
i 2491.2516 | 2491.2696 3 113.0 P26443 . "
+ Carbamidomethyl (C) mitochondrial
LGGEVScLVAGTK + Electron transfer flavoprotein subunit
. 1289.6649 | 1289.6683 2 117.0 Q99LC5 ) )
Carbamidomethyl (C) alpha, mitochondrial
TIYAQNALcTVK + 1300.67 | 1300.6724 5 85.0 Q99LC5 Electron transfer.flavoprot?in subunit
Carbamidomethyl (C) alpha, mitochondrial
TIYAGNALCTVKcDEK + 2 Elect t fer fl tei bunit
etk 1909.8914 | 1909.8974 |  +2;43 115.0 Q99LC5 ectron transfer fiavoprotein subuni
Carbamidomethyl (C) alpha, mitochondrial
NcWPR + Carbamid thyl
c azc'?m' OMEtWH 7313173 | 7313227 2 36.0 P62918 605 ribosomal protein L8
EL E +
TELFIAA GI_HTGQFVYCGKK 2368.1886 | 2368.2165 +3;+4 119.0 P62918 60S ribosomal protein L8
Carbamidomethyl (C)
DVGAETLLHScKK + . P .
. 1456.7344 | 1456.7418 +2;+3 103.0 Q9D1A2 Cytosolic non-specific dipeptidase
Carbamidomethyl (C)
TVclYGHLDVQPAALEDGWDS
EPFTLVER + 3316.5711 | 3316.6096 3 118.0 Q9D1A2 Cytosolic non-specific dipeptidase
Carbamidomethyl (C)
FRCPEAIFQPSF +
¢ ] Q 1497.7075 | 1497.7214 2 72.0 Q8BFZ3 Beta-actin-like protein 2
Carbamidomethyl (C)
NccEASRPFTLR + 2
CCEAS 1509.6817 | 1509.6817 | +2;+3 50.0 Q9DCW2 Phospholipid scramblase 2
Carbamidomethyl (C)
APPGVPIGYVTQTWHPCLPK + e
. 2217.1405 | 2217.1643 3 55.0 Q9DCW2 Phospholipid scramblase 2
Carbamidomethyl (C)
IQAPPGVPIGYVTQTWHPCcLP
Q . Q ¢ 2458.2831 | 2458.3105 +2;43 91.0 Q9DCW2 Phospholipid scramblase 2
K + Carbamidomethyl (C)
IEIQAPPGVPIGYVTQTWHPcL
Q R Q ¢ 2700.4098 | 2700.4324 +2;43 74.0 Q9DCW2 Phospholipid scramblase 2
PK + Carbamidomethyl (C)
CLGFATR + Carbamidomethyl Protein-glutamine gamma-
823.4011 | 823.4097 2 42.0 QIJLF6
(C) glutamyltransferase K
ccGccScGNRGDDDWGPEPSG Protein-glutamine gamma-
. 2644.9207 | 2644.9378 3 103.0 QIJLF6
SR + 5 Carbamidomethyl (C) glutamyltransferase K
LGL D +
ISLG PVGA_VINCA NTGAK 1969.0303 | 1969.0468 +2;+3 110.0 P62830 60S ribosomal protein L23
Carbamidomethyl (C)
FRISLGLPVGAVINCADNTGAK . .
. 2272.1998 | 2272.2094 3 131.0 P62830 60S ribosomal protein L23
+ Carbamidomethyl (C)
TMGCLATTHSK + 4-aminobutyrate aminotransferase,
1205.5533 | 1205.5563 +2;+3 79.0 P61922

Carbamidomethyl (C)

mitochondrial




4-aminobutyrate aminotransferase,

AIHKIDIPSFDWPIAPFPR 2219.1891 | 2219.1939 3 55.0 P61922 X )
mitochondrial
QLNTIQNAEAVHFFCNYEESR 4-aminobutyrate aminotransferase,
) 2569.1656 | 2569.1901 3 102.0 P61922 ) .
+ Carbamidomethyl (C) mitochondrial
cccVADR +3 Succinate dehydrogenase [ubiquinone]
. 1075.3885 | 1075.3935 2 41.0 Q8K2B3 . i . .
Carbamidomethyl (C) flavoprotein subunit, mitochondrial
ACALSIAESCRPGDKVPSIK + 2 Succinate dehydrogenase [ubiquinone]
] 2226.1136 | 2226.1219 +3;+4 65.0 Q8K2B3 ) o )
Carbamidomethyl (C) flavoprotein subunit, mitochondrial
TYFSCTSAHTSTGDGTAMVTR Succinate dehydrogenase [ubiquinone]
. 2249.9682 | 2249.977 3 127.0 Q8K2B3 . i i .
+ Carbamidomethyl (C) flavoprotein subunit, mitochondrial
TSDETLLEDAIEVcKK + Ubiquitin carboxyl-terminal hydrolase
Rk 1849.8979 | 1849.9119 +2;43 118.0 QIJKB1 .
Carbamidomethyl (C) isozyme L3
GTAQQPRLFVGMILILIFAEVLG V-type proton ATPase 16 kDa proteolipid
3870.2824 | 3870.3327 | +3;+4;45 166.0 P63082 ]
LYGLIVALILSTK subunit
LQELWGPCPR + Q9WUB7,Q9WUB| Chloride channel protein CIC-Ka,Chloride
. 1254.6179 | 1254.6227 2 67.0 X
Carbamidomethyl (C) 6 channel protein CIC-Kb
EGSSGKPVTLQELWGPCPR +
. Q ¢ 2097.0313 | 2097.0542 +2;+3 105.0 Q9WUB7 Chloride channel protein CIC-Ka
Carbamidomethyl (C)
VGLREGSSGKPVTLQELWGP
X Q ¢ 2522.3064 | 2522.3312 +3;+4 72.0 Q9WUB7 Chloride channel protein CIC-Ka
PR + Carbamidomethyl (C)
L F E E N i in- i
VKAFQFV THG VcPANWTP 2558.2264 | 2558.2369 3 8.0 P20108 Thioredoxin depe.ndent peromde
E + Carbamidomethyl (C) reductase, mitochondrial
AFQFVETHGEVcPANWTPESP . . .
Thioredoxin-dependent peroxide
TIKPSPTA + 3197.5128 | 3197.5399 3 114.0 P20108 . .
. reductase, mitochondrial
Carbamidomethyl (C)
AFQFVETHGEVCcPANWTPESP ) ) )
Thioredoxin-dependent peroxide
TIKPSPTASKEYFEK + 4108.9517 | 4108.9993 4 66.0 P20108 ) .
. reductase, mitochondrial
Carbamidomethyl (C)
+
ALNGF_TPLHIACK 1440.7547 | 1440.7691 3 74.0 Q02357,GSE8KS, Ankyrin-1,Ankyrin-3,Ankyrin-2
Carbamidomethyl (C) Q8C8R3
GFcKADAATSFLR
¢ ) * 1442.6976 | 1442.712 +2;+3 84.0 Q02357 Ankyrin-1
Carbamidomethyl (C)
ALNGFTPLHIACKK * 1568.8497 | 1568.859 +3;+4 73.0 Q02357,GSE8KS, Ankyrin-1,Ankyrin-3,Ankyrin-2
Carbamidomethyl (C) Q8C8R3
Heat shock 70 kDa protein 4,Heat shock
GCALQCAILSPAFK + 2 Q61316,061699,P . P :
1602.7898 | 1602.8102 2 86.0 protein 105 kDa,Heat shock 70 kDa

Carbamidomethyl (C)

48722

protein 4L




AGGIETIANEYSDRCTPACVSFG

2699.2319 | 2699.2684 3 92.0 61316 Heat shock 70 kDa protein 4
PK + 2 Carbamidomethyl (C) Q eat shoc a protein
LGGTcVNVGCVPK + 2 X i X
. 1427.6901 | 1427.7071 2 109.0 P47791 Glutathione reductase, mitochondrial
Carbamidomethyl (C)
AAVVESHKLGGTcVNVGCcVPK ) ) )
. 2249.1297 | 2249.1546 +3;+4 111.0 P47791 Glutathione reductase, mitochondrial
+ 2 Carbamidomethyl (C)
YIGAACK + Ca('cb)am'domemy' 852.4164 | 852.4167 2 49.0 Q68FD5 Clathrin heavy chain 1
YIQAACKTGQIK +
O .c a 1379.7231 | 1379.7343 3 47.0 Q68FD5 Clathrin heavy chain 1
Carbamidomethyl (C)
HSSLAGCcQIINYRTDAK
C,O“ * 1932.9476 | 1932.9684 3 83.0 Q68FD5 Clathrin heavy chain 1
Carbamidomethyl (C)
LASTLVHLGEYQAAVDGAR | 1970.0221 | 1970.0295 3 114.0 Q68FD5 Clathrin heavy chain 1
AGCILcGYLK + 2
¢ ,C 1221.5886 | 1221.6006 2 61.0 Q92317 Sodium/glucose cotransporter 2
Carbamidomethyl (C)
VcGTEV NIAYPR + 2
<G C:ECS 1749.7814 | 1749.8003 2 161.0 Q92317 Sodium/glucose cotransporter 2
Carbamidomethyl (C)
SVDFAR +
¢ . 853.3752 | 853.3761 2 52.0 P24527 Leukotriene A-4 hydrolase
Carbamidomethyl (C)
AILPcQDTPSVK + i
. 1327.6806 | 1327.6855 2 100.0 P24527 Leukotriene A-4 hydrolase
Carbamidomethyl (C)
PEVADTCcSLASPASVCcR + 2
¢ ] ¢ 1886.8502 | 1886.8793 2 138.0 P24527 Leukotriene A-4 hydrolase
Carbamidomethyl (C)
LVVECVMK + L g . .
. 976.5086 976.52 2 64.0 P04117 Fatty acid-binding protein, adipocyte
Carbamidomethyl (C)
DGDKLVVECVMK +
) ¢ 1391.6789 | 1391.6943 +2;+3 87.0 P04117 Fatty acid-binding protein, adipocyte
Carbamidomethyl (C)
LTDSL
ST T SLVeK + 1122.5591 | 1122.5716 2 83.0 P58252 Elongation factor 2
Carbamidomethyl (C)
LYASVLTAQPR
¢ ) QPR + 1377.7075 | 1377.7148 2 86.0 P58252 Elongation factor 2
Carbamidomethyl (C)
L L
Re YA_SV TAQPR + 1533.8086 | 1533.8248 +2;+3 95.0 P58252 Elongation factor 2
Carbamidomethyl (C)
STLTDSLVcKAGIIASAR
'c * 1861.9931 | 1862.014 3 90.0 P58252 Elongation factor 2
Carbamidomethyl (C)
DL LDQD +
AY Fc§ QDKGPK 1725.8032 | 1725.8145 +2;+3 109.0 Q8C3K6 Sodium/glucose cotransporter 1
Carbamidomethyl (C)
DLEIQANGR + in-gl i -
¢ _QA GR 1174.5401 | 1174.552 2 74.0 P21981 Protein-glutamine gamma
Carbamidomethyl (C) glutamyltransferase 2
D DLcQEK + in-gl i -
HHTADLCQEK 1352.5779 | 13525848 [ +2;+3 65.0 P21981 Protein-glutamine gamma
Carbamidomethyl (C) glutamyltransferase 2
SEGTYccGPVSVR + 2 Protein-glutamine gamma-
i 1538.6494 | 1538.6673 2 89.0 P21981
Carbamidomethyl (C) glutamyltransferase 2
ILLNAccPGWVR + 2
) 1457.7272 | 1457.7355 2 87.0 P48758 Carbonyl reductase [NADPH] 1
Carbamidomethyl (C)
DVcKELLPLIKPQGR +
) 1764.992 | 1765.0099 +3;+4 78.0 P48758 Carbonyl reductase [NADPH] 1
Carbamidomethyl (C)
KVVVcDNGTGFVK +
C, 1421.7337 | 1421.7496 +2;+3 100.0 P61161 Actin-related protein 2
Carbamidomethyl (C)
AGGIETIANEFSDRCTPSVISFGS
. 2642.2646 | 2642.2957 3 110.0 Q61699 Heat shock protein 105 kDa
K + Carbamidomethyl (C)
KGVLFGVPGAFTP K
GVLFG . G GeSK + 1720.8971 | 1720.911 +2;+3 127.0 P99029 Peroxiredoxin-5, mitochondrial
Carbamidomethyl (C)
LLAYcK + Carbamidomethyl Aldo-keto reductase family 1 member
766.4047 | 766.4125 2 37.0 Q8K023

(@)

C18




YKPVcNQVECHLYLNQSK + 2

Aldo-keto reductase family 1 member

2347.1089 | 2347.1374 | +2;+3;+4 87.0 8K023
Carbamidomethyl (C) Q Cc18
LLAYCKMNDIVLVAYGALGTQ Aldo-keto reductase family 1 member
. 2468.2919 | 2468.3171 3 33.0 Q8K023
R + Carbamidomethyl (C) C18
VKLVHcK + Propionyl-CoA carboxylase alpha chain,
) 882.5109 | 882.5097 2 59.0 Q91ZA3 ) )
Carbamidomethyl (C) mitochondrial
MADEAVCcVGPAPTSK + Propionyl-CoA carboxylase alpha chain,
) 1531.7011 | 1531.7088 2 143.0 Q91ZA3 ) )
Carbamidomethyl (C) mitochondrial
VLHEAEGHIVTCETNTGEVYR + . .
. 2413.1332 | 2413.154 +3;+4 116.0 P62320 Small nuclear ribonucleoprotein Sm D3
Carbamidomethyl (C)
PSIKFCLDNGAK +
,C 1348.6809 | 1348.6409 3 38.0 P09411 Phosphoglycerate kinase 1
Carbamidomethyl (C)
AAVPSIKFCLDNGAK +
S . ¢ G 1589.8235 | 1589.8406 3 69.0 P09411 Phosphoglycerate kinase 1
Carbamidomethyl (C)
GclITIIGGGDTATccAK + 3
¢ 2olAlce 1889.8322 | 1889.8441 2 99.0 P09411 Phosphoglycerate kinase 1
Carbamidomethyl (C)
LKGPNHSVSTACTTGAHAVGD 3-oxoacyl-[acyl-carrier-protein] synthase,
. 2469.1819 | 2469.2002 | +3;+4;+5 103.0 Q9oD404 . X
SFR + Carbamidomethyl (C) mitochondrial
GFSWDNCcDEGKDPAVIK + L. X
. 1936.8625 | 1936.8872 +2;+3 84.0 Q60648 Ganglioside GM2 activator
Carbamidomethyl (C)
NFSNHWIFWVGPFIGGALAVLI
3432.8176 | 3432.8266 +3;+4 96.0 Q02013 Aquaporin-1
YDFILAPR
EELFLDL
Gl . FLDLeK + 1335.6744 | 1335.6891 2 86.0 P35282 Ras-related protein Rab-21
Carbamidomethyl (C)
GIEELFLDLCcKR +
. ¢ 1491.7755 | 1491.7792 +2;+3 88.0 P35282 Ras-related protein Rab-21
Carbamidomethyl (C)
ALKPPcDLSMQSVEIAGTTDGI
C,l 2614.3207 | 2614.3314 4 111.0 P41216 Long-chain-fatty-acid--CoA ligase 1
RR + Carbamidomethyl (C)
VKPKPPEPEDLAIICFTSGTTGN X . .
R 2695.3891 | 2695.425 +3;+4 97.0 P41216 Long-chain-fatty-acid--CoA ligase 1
PK + Carbamidomethyl (C)
1N VTGATcK +
GGS_ GATc 1325.6649 | 1325.6804 2 121.0 P17751 Triosephosphate isomerase
Carbamidomethyl (C)
IIYGGSVTGATCcKELASQPDVD
GFLVGGASLKPEFVDIINAK + | 4336.2301 | 4336.2933 4 43.0 P17751 Triosephosphate isomerase
Carbamidomethyl (C)
TLSPGDS.FSTFDTPYCK * 1921.8404 | 1921.8572 2 147.0 Q9JHW?2 Omega-amidase NIT2
Carbamidomethyl (C)
VLcSSPAPR + .
. 985.5015 | 985.5061 2 72.0 Q8vDz4 Palmitoyltransferase ZDHHC5
Carbamidomethyl (C)
FRGGVNPFTNGccNNVSR + 2
) e 2054.9163 | 2054.9498 3 101.0 Q8vDz4 Palmitoyltransferase ZDHHC5
Carbamidomethyl (C)
ILADSINSEVGILcHALQK +
SINSEVGILCHALQ) 2080.0986 | 2080.1192 +2;+3 135.0 P16331 Phenylalanine-4-hydroxylase

Carbamidomethyl (C)




Rho-related GTP-binding protein
RhoQ,Cell division control protein 42

Q8R527,P60766,P homolog,Rho-related GTP-binding
VVVGDGAVGK 4 P 1,P in Rh Ras-rel li
c G GAVGK + 10595383 | 1059.538 5 89.0 84096,P63001,P6 proteln' oG,Ras-related C3 botulinum
Carbamidomethyl (C) 0764,Q9ER71,Q05 toxin substrate 1,Ras-related C3
144 botulinum toxin substrate 3,Rho-related
GTP-binding protein RhoJ,Ras-related C3
botulinum toxin substrate 2
YVECSALTOK + Rho—relatc.ed' (:}TP—binding protcj:Ain
] 1197.57 | 1197.5815 2 83.0 Q8R527,P60766 RhoQ,Cell division control protein 42
Carbamidomethyl (C)
homolog
LLFCTGKVYYDLTR + 2-oxoglutarate dehydrogenase,
) 1747.8967 | 1747.9151 3 61.0 Q60597 ) )
Carbamidomethyl (C) mitochondrial
VVNAPIFHVNSDDPEAVMYVc 2-oxoglutarate dehydrogenase,
) 2503.1876 | 2503.1966 3 99.0 Q60597 . )
K + Carbamidomethyl (C) mitochondrial
GVTIIGPATVGGIKPGCcFK
. e 1871.0339 | 1871.0563 +2;43 89.0 Q91Vv92 ATP-citrate synthase
Carbamidomethyl (C)
ALMGLYNGQVLcKK + Trifunctional enzyme subunit alpha,
) 1593.8371 | 1593.8445 +2;43 89.0 Q8BMS1 ) .
Carbamidomethyl (C) mitochondrial
EVESVTPEHCIFASNTSALPINQ . . .
Trifunctional enzyme subunit alpha,
IAAVSKRPEK + 3621.8461 | 3621.8647 +4;+5 74.0 Q8BMS1 . A
. mitochondrial
Carbamidomethyl (C)
D
VTNR _”CQIAYAR * 1691.8777 | 1691.8868 +2;+3 97.0 P47962 60S ribosomal protein L5
Carbamidomethyl (C)
TGGEVGATSALAPK
¢ . N 1417.6871 | 1417.6952 2 136.0 P35979 60S ribosomal protein L12
Carbamidomethyl (C)
+
CCLGWDFSTQQVK +2- 1 o J3gc | 1695.7488 2 88.0 Q3TNAL Xylulose kinase
Carbamidomethyl (C)
VWS LDVCAPHLEEK + 2
QAclLDVe 2040.9397 | 2040.9413 3 96.0 Q3TNAL Xylulose kinase
Carbamidomethyl (C)
CATITPDEAR + Isocitrate dehydrogenase [NADP],
) 1132.5183 | 1132.5153 2 94.0 P54071 ) )
Carbamidomethyl (C) mitochondrial
CATITPDEARVEEFK + Isocitrate dehydrogenase [NADP],
] 1764.8352 | 1764.8557 +2;43 62.0 P54071 ) )
Carbamidomethyl (C) mitochondrial
Isocitrate dehydrogenase [NADP],
GRPTSTNPIASIFAWTRGLEHR| 2466.288 | 2466.3107 4 42.0 P54071 ) )
mitochondrial
KVDGQQTIIACIESHQFQAK + . . . .
. 2300.1583 | 2300.1883 3 124.0 P47754 F-actin-capping protein subunit alpha-2
Carbamidomethyl (C)
SETV!'TCSNGR - 1222.5612 | 1222.5651 2 71.0 Q62470 Integrin alpha-3
Carbamidomethyl (C)
AKSETVLTcSNGR +
¢ 1421.6933 | 1421.7025 +2;43 88.0 Q62470 Integrin alpha-3

Carbamidomethyl (C)




ITQLSAPHcK + Aldehyde dehyd family 8
QLSAPHc 1153.5914 | 1153.5033 [  +2;+3 72.0 Q8BH00 enyde denycrogenase family
Carbamidomethyl (C) member Al
ITQLSAPHCcKK + Aldehyde dehydrogenase family 8
. 1281.6863 | 1281.6943 +2;+3 75.0 Q8BHOO
Carbamidomethyl (C) member Al
IIPGFMcQGGDFTR +
_CQ 1597.7381 | 1597.7524 2 112.0 P17742 Peptidyl-prolyl cis-trans isomerase A
Carbamidomethyl (C)
VHTGPcccccPccPPLILTR + 7 ) i
] 2517.0337 | 2517.0642 3 76.0 Q8R000 Organic solute transporter subunit alpha
Carbamidomethyl (C)
VHTGPcCCccPccPPLILTR + 5
¢ ?c e 2539.0432 | 2539.0534 3 39.0 Q8R000 Organic solute transporter subunit alpha
Carbamidomethyl (C)
EKPDDPLNYFIGGCAGGLTLGA NADH dehyd biqui 1
e 2420.1794 | 2420.2053 3 120.0 QoD8B4 ehydrogenase [ubiquinone]
R + Carbamidomethyl (C) alpha subcomplex subunit 11
YIPICPVFR + . .
. 1163.6161 | 1163.623 2 58.0 Q972J0 Solute carrier family 23 member 1
Carbamidomethyl (C)
YIPICPVFRG + . .
. 1220.6376 | 1220.6397 2 46.0 Q972J0 Solute carrier family 23 member 1
Carbamidomethyl (C)
TTFFRYIPICPVFR + . .
. 1815.9494 | 1815.9689 +2;+3 70.0 Q972J0 Solute carrier family 23 member 1
Carbamidomethyl (C)
cSDFTEEICR + 2 Isocitrate dehydrogenase [NAD] subunit
. 1383.5435 | 1383.5455 2 81.0 Q9D6R2 N )
Carbamidomethyl (C) alpha, mitochondrial
IEAACFATIKDGK + Isocitrate dehydrogenase [NAD] subunit
i 1422.7177 | 1422.7323 +2;+3 90.0 Q9D6R2 N .
Carbamidomethyl (C) alpha, mitochondrial
SDFTEEICRR + 2 Isocitrate dehyd NAD bunit
coDPIEEIC 1539.6446 | 1539.6507 | +2;+3 57.0 QID6R2 socitrate dehydrogenase [NAD] subuni
Carbamidomethyl (C) alpha, mitochondrial
VAPEEVSEVIFGHVLTAGCcGQN
R cca 2666.3123 | 2666.3417 3 126.0 Q8CAY6 Acetyl-CoA acetyltransferase, cytosolic
PTR + Carbamidomethyl (C)
N EATHK +
H SY_TC ATHK 1346.5673 | 1346.5717 +2;+3 85.0 P01837 Ig kappa chain C region
Carbamidomethyl (C)
AlIPcIKGYDVIAQAQSGTGK + o
. 2189.1514 | 2189.1612 3 124.0 P10630 Eukaryotic initiation factor 4A-II
Carbamidomethyl (C)
AILPcIKGYDVIAQAQSGTGK + o
i 2189.1514 | 2189.1612 3 124.0 P60843 Eukaryotic initiation factor 4A-I
Carbamidomethyl (C)
ISFRPGNQECYDNFLQTGETAK ) )
. 2574.1809 | 2574.2129 3 115.0 P55014 Solute carrier family 12 member 1
+ Carbamidomethyl (C)
MREIVHLQAGQCcGNQIGAK + Tubulin beta-4A chain,Tubulin beta-4B
i 2109.0571 | 2109.0799 | +2;+3;+4 113.0 Q9D6F9,P68372 i
Carbamidomethyl (C) chain
Tubulin beta-2B chain,Tubulin beta-3
MREIVHIQAGQCcGNQIGAK + 9CWF2,Q9ERD7, . Rk X i
QAGQCGNA 2109.0571 | 2109.0799 | +2;+3;+4 113.0 Q Q chain,Tubulin beta-5 chain,Tubulin beta-

Carbamidomethyl (C)

P99024,Q7TMM9

2A chain




TYcPANNEPIAR + Alpha-ami dipi ialdehyd
A 1404.6456 | 1404.6553 | 2 35.0 Q9DBF1 pha-aminoadipic semiaigenyde
Carbamidomethyl (C) dehydrogenase
STCTINYSTSLPLAQGIK + Alpha-aminoadipic semialdehyde
. 1952.9877 | 1953.0015 +2;+3 106.0 Q9DBF1
Carbamidomethyl (C) dehydrogenase
IcNQVLVCER +2 Succinate--CoA ligase [ADP-forming]
. 1289.622 | 1357.6565 2 79.0 Q97219 ) ) )
Carbamidomethyl (C) subunit beta, mitochondrial
TSASIGSLCADAR +
. ¢ 1307.614 | 1307.6312 2 111.0 P60202 Myelin proteolipid protein
Carbamidomethyl (C)
VAQLPLKTcHLEDFLDK + Sodium-d dent tral i id
QLPLKTC 2026.0557 | 2026.0715 |  +3;+4 81.0 088576 cdium-aependent neutral amine ad
Carbamidomethyl (C) transporter B(0)AT3
cKDDEFTHLYTLIVRPDNTYEV L
. 2855.38 | 2855.4128 | +3;+4;+5 85.0 P14211 Calreticulin
K + Carbamidomethyl (C)
TTVFScNLGEKFDETTADGR + N ) .
. 2247.0114 | 2247.0363 3 133.0 Q05816 Fatty acid-binding protein, epidermal
Carbamidomethyl (C)
AIGGYPFLNGQYFIQcSK +
) QvFiQc 2061.9982 | 2062.0268 +2;+3 108.0 009043 Napsin-A
Carbamidomethyl (C)
RPPSAFFLFcSEYRPK +
. ¢ 2000.9931 | 2001.013 +3;+4 87.0 P63158 High mobility group protein B1
Carbamidomethyl (C)
VLFPDDVGCVVPSECLR + 2
2CVVIoEC 2028.9649 | 2028.9938 |  +2;+3 111.0 Q5SWY8 Sodium/glucose cotransporter 5
Carbamidomethyl (C)
TVYHAEEVQcDGR + . . . .
. 1562.6784 | 1562.6784 +2;+3 85.0 P97314 Cysteine and glycine-rich protein 2
Carbamidomethyl (C)
CcSPGSAGPAGSESEPR + Enoyl-CoA hydratase domain-containing
) 1544.6525 | 1544.6537 2 138.0 Q9D7J9 ) ) )
Carbamidomethyl (C) protein 3, mitochondrial
GLYDGPVCcEVSVTPK +
. 1619.7865 | 1619.7978 2 114.0 008553 Dihydropyrimidinase-related protein 2
Carbamidomethyl (C)
LVSSPcclVTSTYGWTANMER .
X 2431.097 | 2431.1406 2 103.0 P11499 Heat shock protein HSP 90-beta
+ 2 Carbamidomethyl (C)
HFRDEELScSVLELK + Serine protease inhibitor A3K,Serine
) 1860.904 | 1860.9105 | +2;+3;+4 98.0 P07759,Q03734 .
Carbamidomethyl (C) protease inhibitor A3M
AALAQAADCEYEQWNSDDPIP 2455.1074 | 2455.1272 4243 142.0 Q91753 Glyoxylate reductase/hydroxypyruvate
R + Carbamidomethyl (C) reductase
CLATG_PGIAPTVK * 1283.6908 | 1283.6985 2 109.0 Q80X90 Filamin-B
Carbamidomethyl (C)
VYKPVQPGPHVVK
¢ Q * 1606.8654 | 1606.8708 | +2;+3;+4 87.0 Q80X90 Filamin-B
Carbamidomethyl (C)
SMSVYCcTPNKPSR + Sarcoplasmic/endoplasmic reticulum
) 1525.7017 | 1525.7106 +2;+3 79.0 055143 .
Carbamidomethyl (C) calcium ATPase 2
GAPEGVIDRCTHIR + Sarcoplasmic/endoplasmic reticulum
1579.7889 | 1579.8012 3 44.0 055143

Carbamidomethyl (C)

calcium ATPase 2




NYLEQPGKECVQPATK + S | i dopl i ticul
Ql : cval 1860.904 | 18609241 3 76.0 055143 arcop asmlc/.en oplasmic reticulum
Carbamidomethyl (C) calcium ATPase 2
cSQPVSVK + Propionyl-CoA carboxylase beta chain,
. 903.4484 | 903.4544 2 62.0 Q99MN9 i )
Carbamidomethyl (C) mitochondrial
IccDLEVLASKK + 2 Propionyl-CoA carboxylase beta chain,
. 1502.7473 | 1502.7535 3 82.0 Q99MN9 i )
Carbamidomethyl (C) mitochondrial
KNNIHCNTIAPNAGSR + Peroxisomal multifunctional enzyme type
) 1765.8642 | 1765.8742 | +2;+3;+4 103.0 P51660
Carbamidomethyl (C) 2
TGSQGQCcTQVR +
Q. QeTQ 1220.5568 | 1220.5618 2 113.0 P62858 40S ribosomal protein S28
Carbamidomethyl (C)
KPVPLQELWGPCPR +
Q_ ¢ 1675.8868 | 1675.8981 +2;+3 93.0 Q9WUB6 Chloride channel protein CIC-Kb
Carbamidomethyl (C)
VGVGPGSVCcTTR +
) ¢ 1188.5921 | 1188.6045 2 96.0 Q9oDCzZ1 GMP reductase 1
Carbamidomethyl (C)
LLLIGDSGVGKSCLLLR + Ras-related protein Rab-1B,Ras-related
) 1813.0495 | 1813.0687 3 95.0 Q9D1G1,P62821 )
Carbamidomethyl (C) protein Rab-1A
Ubiquitin-conjugating enzyme E2
IYHPNINSNGSICLDILR + P61079,P61080,P L N .
. 2098.0629 | 2098.0709 3 124.0 D3,Ubiquitin-conjugating enzyme E2
Carbamidomethyl (C) 62838 . . .
D1,Ubiquitin-conjugating enzyme E2 D2
EGIECEVINLR + Pyruvate dehydrogenase E1 component
) 1330.6551 | 1330.6711 2 94.0 Q9D051 ) ) )
Carbamidomethyl (C) subunit beta, mitochondrial
IDPSAPLDKVCcLLGCGISTGYGA
AVNTAK + 2 3015.5045 | 3015.5173 3 128.0 P28474 Alcohol dehydrogenase class-3
Carbamidomethyl (C)
| -

GIcFIR + Car(tgm'domemy' 764.4003 | 764.4013 2 46.0 P40142 Transketolase
AVELAANTKGICFIR * 1661.8923 | 1661.8861 3 50.0 P40142 Transketolase
Carbamidomethyl (C)

DRT
R VPF_CSTFAAFFTR N 1921.9145 | 1921.9171 +2;+3 80.0 P40142 Transketolase
Carbamidomethyl (C)
cEAFGWHTIIVDGHSVEELCKA
FGQAK + 2 Carbamidomethyl| 3156.4797 | 3156.5206 | +3;+4;+5 114.0 P40142 Transketolase
(©)
YKPVcNQVECHLYLNQR + 2 Aldo-keto reductase family 1 member
. 2288.083 | 2288.1094 +3;+4 89.0 Q8Vv(C28
Carbamidomethyl (C) C13
VADYIPQLAKFSPDLWGVSVcT . . .
. Glutaminase kidney isoform,
VDGQR + Carbamidomethyl | 3020.5066 | 3020.551 3 92.0 D3z7P3 i )
©Q mitochondrial
QlQTFEAK_PDDLUCTYPK * 2279.1508 | 2279.1574 +2;+3 100.0 Q9D939 Sulfotransferase 1C2
Carbamidomethyl (C)
GIGMWNANCLDYSDDALAR + . o
. 2140.9306 | 2140.9394 +2;+3 130.0 Q8R242 Di-N-acetylchitobiase
Carbamidomethyl (C)
QATLGAGLPISTPCTTVNK + Acetyl-CoA acetyltransferase,
. 1928.0037 | 1928.0226 +2;+3 108.0 Q8QzT1 K .
Carbamidomethyl (C) mitochondrial
QVQSLTcEVDALKGTNESLER ) )
2376.1591 | 2376.1876 3 92.0 P20152 Vimentin

+ Carbamidomethyl (C)




MTAVGLCQVAAR +

. 1275.6428 | 1275.6452 2 102.0 Q8CFzZ5 Solute carrier family 22 member 12
Carbamidomethyl (C)
ILcFHGPPGVGK + i .
. 1280.67 | 1280.6771 +2;+3 98.0 Q8CGK3 Lon protease homolog, mitochondrial
Carbamidomethyl (C)
SSAATANASSASCSR + . .
. 1426.6106 | 1426.615 2 117.0 Q8BMK4 Cytoskeleton-associated protein 4
Carbamidomethyl (C)
CGSVLVR + Cjz:t;am'domemy' 789.4167 | 789.4176 2 64.0 P25444 405 ribosomal protein 52
IGKPHTVPcKVTGR +
. ¢ 1548.8559 | 1548.8664 +3;+4 62.0 P25444 40S ribosomal protein S2
Carbamidomethyl (C)
ADVQVSVVDcPDLTKEPFTFPV
. 2618.3051 | 2618.3158 3 106.0 Q91V76 Ester hydrolase C11orf54 homolog
R + Carbamidomethyl (C)
IIAcDGGGGALGHPK + NADH dehydrogenase [ubiquinone] iron-
. 1421.7085 | 1421.7139 +2;+3 109.0 P52503 R . .
Carbamidomethyl (C) sulfur protein 6, mitochondrial
IAILTcPFEPPKPK +
c. 1609.8902 | 1609.905 3 87.0 P80316 T-complex protein 1 subunit epsilon
Carbamidomethyl (C)
VDcTADSDVcSAQGVR + 2 . . . . .
. 1806.7513 | 1806.7641 2 96.0 Q91W90 Thioredoxin domain-containing protein 5
Carbamidomethyl (C)
IGKVDcTQHYAVCSEHQVR + 2 . . . . .
. 2354.0896 | 2354.1111 +3;+4 39.0 Q91W90 Thioredoxin domain-containing protein 5
Carbamidomethyl (C)
GFVPVAPICTDKINAVDYASVK )
. 2363.2195 | 2363.253 +2;+3 141.0 Q8VCR7 Protein ABHD14B
+ Carbamidomethyl (C)
HAPEGTGGccGK + 2
. 1297.518 | 1297.5101 2 100.0 Q91WU5 Arsenite methyltransferase
Carbamidomethyl (C)
LcNPPVNAISPTVITEVRNGLQ . . .
. 2519.353 | 2519.3817 3 96.0 Q9DBM?2 Peroxisomal bifunctional enzyme
K + Carbamidomethyl (C)
cSGIASAAATAVEVARSTGWT L .
Nicotinate-nucleotide pyrophosphorylase
GHVAGTR + 2743.346 | 2743.3719 +3;+4 60.0 Q91X91 A
. [carboxylating]
Carbamidomethyl (C)
FACHSASLTVR + Non-POU domain-containing octamer-
. 1247.6081 | 1247.6127 +2;+3 75.0 Q99K48 L A
Carbamidomethyl (C) binding protein
HLcTPRQDYGVVVSGVSEDPD .
. 2783.3297 | 2783.3609 +3;+4 100.0 088338 Cadherin-16
LANR + Carbamidomethyl (C)
TIDGQQTIIACIESHQFQPK +
QQ . Qral 2313.1423 | 2313.1695 3 84.0 P47753 F-actin-capping protein subunit alpha-1
Carbamidomethyl (C)
MKPLVVFVLGGPGAGKGTQc i
. 2242.2079 | 2242.2204 +3;+4 99.0 Q9DBP5 UMP-CMP kinase
AR + Carbamidomethyl (C)
cEFQDAYVLLSEK + . . .
. 1600.7443 | 1600.7498 +2;43 98.0 P63038 60 kDa heat shock protein, mitochondrial
Carbamidomethyl (C)
GQKCcEFQDAYVLLSEK +
Qke Q 1913.9193 | 1913.94 3 87.0 P63038 60 kDa heat shock protein, mitochondrial
Carbamidomethyl (C)
LFEC_SN KTGR + 1210.5764 | 1210.5447 2 84.0 088398 Advillin
Carbamidomethyl (C)
LR + -actinin-1 -actinin- -
KTFTAWCNSHLR 15197354 | 1519 7548 4243 100.0 Q7TPR4,P57780, | Alpha-actinin-1,Alpha-actinin-4,Alpha

Carbamidomethyl (C)

Q9J191,088990

actinin-2,Alpha-actinin-3




ELPPDQAEYCIAR +

. 1560.7242 | 1560.7433 2 87.0 Q7TPR4,P57780 Alpha-actinin-1,Alpha-actinin-4
Carbamidomethyl (C)
VcNPIITK + )
. 943.5161 | 943.5257 2 60.0 P63017 Heat shock cognate 71 kDa protein
Carbamidomethyl (C)
Heat shock cognate 71 kDa protein,Heat
P63017,P17156,P shock-related 70 kDa protein 2,Heat
cVGVFQHGK + . .
. 1030.5019 | 1030.5015 +2;43 61.0 16627,P17879,Q6|shock 70 kDa protein 1-like,Heat shock 70
Carbamidomethyl (C) ) .
1696 kDa protein 1B,Heat shock 70 kDa protein
1A
L + i
SLCAFR car(ia)m'domethyl 752.3639 | 752.3679 2 38.0 P19096 Fatty acid synthase
SScTIIPLMKR +
¢ . 1304.6944 | 1304.7092 3 59.0 P19096 Fatty acid synthase
Carbamidomethyl (C)
TALFL +
SFYG _A cRR 1489.75 | 1489.7683 +2;43 50.0 P19096 Fatty acid synthase
Carbamidomethyl (C)
VQEVQQVSTNKRPLWFIcSGM
GTQWR + Carbamidomethyl| 3134.5542 | 3134.5871 4 43.0 P19096 Fatty acid synthase
(©)
KLTAIPVSAFcDSK + . .
. 1535.8018 | 1535.8141 +2;43 96.0 Q71RI9 Kynurenine--oxoglutarate transaminase 3
Carbamidomethyl (C)
TSLDLYANVIHcK + Isocitrate dehydrogenase [NAD] subunit
. 1532.7657 | 1532.7691 +2;+3 89.0 P70404 R i
Carbamidomethyl (C) gamma 1, mitochondrial
AcDEGHIIPK + Isovaleryl-CoA dehydrogenase,
) 1138.5441 | 1138.5484 +2;+3 61.0 QIJHI5 ) ]
Carbamidomethyl (C) mitochondrial
GSNTCELVFEDcKVPAANVLSQ Isovaleryl-CoA dehydrogenase,
. 2849.3212 | 2849.3379 3 145.0 Q9JHIS . h
ESK + 2 Carbamidomethyl (C) mitochondrial
TFLLDGDEVIITGHcQGDGYR +
. 2365.1009 | 2365.1436 +2;+3 136.0 P35505 Fumarylacetoacetase
Carbamidomethyl (C)
TFLLDGDEVIITGHcQGDGYRV
GFGQCAGK + 2 3337.5497 | 3337.5772 +3;+4 106.0 P35505 Fumarylacetoacetase
Carbamidomethyl (C)
GFcFLEYEDHK + Heterogeneous nuclear
. 1443.6129 | 1443.6203 +2;+3 64.0 Q7TMK9 i .
Carbamidomethyl (C) ribonucleoprotein Q
NRGFcFLEYEDHK + Heterogeneous nuclear
. 1713.7569 | 1713.7771 +3;+4 45.0 Q7TMK9 A )
Carbamidomethyl (C) ribonucleoprotein Q
ALVDGPCTR +
. ¢ 987.4808 | 987.4891 2 80.0 Q9CR57 60S ribosomal protein L14
Carbamidomethyl (C)
SLAPAFESFcQGNRGPLPLLGQ .
X UPF0317 protein C140rf159 homolog,
SEAVK + Carbamidomethyl | 2872.4541 | 2872.47 3 111.0 Q8BH86 . )
mitochondrial
(©
VAGCcSVHKGYAFVQYANER + L .
. 2155.0269 | 2155.047 +3;+4 80.0 Q64012 RNA-binding protein Raly
Carbamidomethyl (C)
RPGAALDPGCcVIAK +
. ¢ 1423.7606 | 1423.7769 +2;43 79.0 Q55SWU9 Acetyl-CoA carboxylase 1
Carbamidomethyl (C)
SIFTVcLDKQVPR + .
1561.8287 | 1561.8457 3 79.0 P47934 Carnitine O-acetyltransferase

Carbamidomethyl (C)




INISEGNCPER +

Q61990,P57722,P

Poly(rC)-binding protein 2,Poly(rC)-

1287.5877 | 1287.5926 2 90.0 bindi tein 3,Poly(rC)-bindi tei
Carbamidomethyl (C) 60335 inding protein oly(r )-binding protein
VcHAHPTLSEAFREANLAAAFG Dihvdrolipovl dehvdrogenase
KPINF + Carbamidomethyl | 2967.4814 | 2967.5122 | +3;+4;+5 91.0 008749 yarolipoyl denyarogenase,
mitochondrial
(9]
NSLDCcEIVSAK + ) .
. 1234.5863 | 1234.5996 2 86.0 P40124 Adenylyl cyclase-associated protein 1
Carbamidomethyl (C)
KHFELGGDK +
¢ . 1189.555 | 1189.5626 +2;+3 87.0 P83882 60S ribosomal protein L36a
Carbamidomethyl (C)
LECVEPNCR + 2
¢ . ¢ 1243.5325 | 1243.5341 2 67.0 P83882 60S ribosomal protein L36a
Carbamidomethyl (C)
AVIFEDCAVPVANR + Isobutyryl-CoA dehydrogenase,
) 1559.7766 | 1559.7958 2 101.0 Q9oD7B6 ) )
Carbamidomethyl (C) mitochondrial
TATRLPGCVPAAAQPGSYPALS Acetyl-coenzyme A synthetase 2-like
AQAAQEPAAFWGPLAR + | 3848.942 [3848.9902| +3;+4 113.0 Q99NB1 y yme A synt '
. mitochondrial
Carbamidomethyl (C)
TTEAEQEVEEEKVEK
¢ Q N 1936.8571 | 1936.8766 3 76.0 Q8K2J7 RELT-like protein 1
Carbamidomethyl (C)
ENEFFNTQTCK * 1514.7075 | 1514.7256 2 75.0 008677 Kininogen-1
Carbamidomethyl (C)
Acyl-coenzyme A thioesterase 6,Acyl-
coenzyme A thioesterase 2,
Q32Q92,Q9QYR9, ) .
SCWDEPLSIAVR + mitochondrial,Acyl-coenzyme A
) 1431.6816 | 1431.6864 2 83.0 055137,Q8BWN8 )
Carbamidomethyl (C) thioesterase 1,Acyl-coenzyme A
,Q6Q226 .
thioesterase 4,Acyl-coenzyme A
thioesterase 5
SGTGQQLGQAAEESNccARLcc
GAR + 4 Carbamidomethyl | 2740.1534 | 2740.1754 3 83.0 Q9J1Z29 Phospholipid scramblase 3
(9]
IIENLHDVAYKNALANPLYcPD Cytochrome b-c1 complex subunit 2,
. 2861.417 | 2861.465 +3;+4 74.0 Q9DB77 ) )
YR + Carbamidomethyl (C) mitochondrial
NCcSSFLIKR +
¢ ) 1123.5808 | 1123.5942 +2;+3 74.0 P41105 60S ribosomal protein L28
Carbamidomethyl (C)
TQLAVcQQR + . . )
. 1102.5553 | 1102.5664 2 74.0 P30416 Peptidyl-prolyl cis-trans isomerase FKBP4
Carbamidomethyl (C)
TLEGPENCLKPK + Lipopolysaccharide-responsive and beige-
. 1384.702 | 1384.7023 3 75.0 Q9ESE1 . .
Carbamidomethyl (C) like anchor protein
ccLASASAVKFPEAVQAAGLTP
ETPAEILALEHK + 2 3646.8375 | 3646.8872 +3;+4 86.0 Q80W22 Threonine synthase-like 2
Carbamidomethyl (C)
LTEGCSFR + Q6ZWU9,Q6ZWY | 40S ribosomal protein $27,40S ribosomal
. 968.4386 | 968.4449 2 77.0 X .
Carbamidomethyl (C) 3 protein S27-like
Eukaryotic peptide chain release factor
FVKQDQVCIAR + GTP-binding subunit ERF3B,Eukaryotic
1362.7078 | 1362.7158 +2;+3 94.0 Q149F3,Q8R050

Carbamidomethyl (C)

peptide chain release factor GTP-binding
subunit ERF3A




SIQcLTVHRNGGK +

. 1468.7569 | 1468.7698 | +2;+3;+4 49.0 088342 WD repeat-containing protein 1
Carbamidomethyl (C)
cGGLAASAMDELLRR + 1618.7919 | 1618.8003 3 72.0 Q99139 Malonyl-CoA decarboxylase,
Carbamidomethyl (C) ' ’ ' mitochondrial
HIGDGCHLTR +
. ¢ 1164.5458 | 1164.5455 +2;+3 83.0 Q9DD20 Methyltransferase-like protein 7B
Carbamidomethyl (C)
VLEPTWKHIGDGCHLTR + . .
. 2018.0156 | 2018.0378 5 34.0 Q9DD20 Methyltransferase-like protein 7B
Carbamidomethyl (C)
DVTDNRAFGYVcGGEGQHQF )
. 2715.25 | 2715.2887 +3;+4 71.0 P98078 Disabled homolog 2
FAIK + Carbamidomethyl (C)
SNPGGFGIAPHCLDEGTVR +
. ¢ 1982.9269 | 1982.9412 3 70.0 QIoCXs4 Centromere protein V
Carbamidomethyl (C)
VIDcQLADVNNLGKYR +
QvibeQ . G 2005.0051 | 2005.031 3 70.0 Q9CPY7 Cytosol aminopeptidase
Carbamidomethyl (C)
SLAGSScVR + . .
. 935.4495 | 935.4536 2 69.0 008581 Potassium channel subfamily K member 1
Carbamidomethyl (C)
IcCDDELILIK +
¢ . 1230.653 | 1230.6656 2 69.0 P11983 T-complex protein 1 subunit alpha
Carbamidomethyl (C)
GPGLFFILPCTDSLIK + Erythrocyte band 7 integral membrane
. 1776.9484 | 1776.9613 2 74.0 P54116 .
Carbamidomethyl (C) protein
ALSALCDPSR + Major facilitat family domain-
- 1088.5284 | 1088.5323| 2 77.0 Q9DC37 ajorfaciiitator supertamily domain
Carbamidomethyl (C) containing protein 1
cFNDFIKSLTLVSQK + Large neutral amino acids transporter
) 1798.9288 | 1798.9472 3 72.0 Q90XW9 .
Carbamidomethyl (C) small subunit 2
SNGGNLLCAVDESNDHVLSVW,| ) . .
R Echinoderm microtubule-associated
DWAK + Carbamidomethyl | 2785.2766 | 2785.3123 3 123.0 Q7TNG5 o
protein-like 2
(©
HTSYTclccSGENAAVLHYGHA
GAPNDR +3 3253.3764 | 3117.3591 4 89.0 Q11136 Xaa-Pro dipeptidase
Carbamidomethyl (C)
VW(CcTSLHPELVR + Aldo-ket duct; family 1 b
- 1495.7606 | 1495766 | +2;+3 71.0 Q91WRS o-ketoreductase family & member
Carbamidomethyl (C) C21
DLIR + i h
VEADLIR ca(rcb)am'domet | 8454429 | 845.446 2 53.0 P60867 405 ribosomal protein 520
SLEKVCADLIR +
) ¢ 1302.6965 | 1302.7104 | +2;+3 61.0 P60867 40S ribosomal protein S20
Carbamidomethyl (C)
GSSNFcVK + . .
. 897.4015 897.409 2 61.0 Q80SW1 Putative adenosylhomocysteinase 2
Carbamidomethyl (C)
GSSNFcVKNIK + i A
. 1252.6234 | 1252.6326 +2;+3 48.0 Q80SW1 Putative adenosylhomocysteinase 2
Carbamidomethyl (C)
LcVPAMNVNDSVTK + Putative adenosylhomocysteinase
) 1546.7484 | 1546.7588 2 70.0 Q80SW1,Q68FL4 ) )
Carbamidomethyl (C) 2,Putative adenosylhomocysteinase 3
VDCTA'_\ITNTCNK *2 1464.5973 | 1464.6018 2 113.0 P27773 Protein disulfide-isomerase A3
Carbamidomethyl (C)
PDIAIQLAGTKK +
¢ .Q 1413.765 | 1413.7776 +2;43 117.0 P51855 Glutathione synthetase
Carbamidomethyl (C)
TTDGYLLRLFCVGFTK +
¢ 1889.971 | 1889.9933 3 68.0 P97351 40S ribosomal protein S3a

Carbamidomethyl (C)




VclVGSGNWGSAIAKIVGSNAG Glycerol-3-phosphate dehydrogenase
) 2272.1746 | 2272.1858 3 100.0 P13707 )
R + Carbamidomethyl (C) [NAD(+)], cytoplasmic
CTS”TED_EKGHLLHGR * 1964.9738 | 1964.9814 | +3;+4;+5 101.0 Q9wWV54 Acid ceramidase
Carbamidomethyl (C)
VDRGENQILScR
. QILSCR + 1445.7045 | 1445.7181 +2;+3 75.0 Q8VHLO Urea transporter 1
Carbamidomethyl (C)
IEIQAPPGVPVGYVTQTWHP
Q . Q ¢ 2686.3942 | 2686.4034 3 69.0 Q9JJ00 Phospholipid scramblase 1
LPK + Carbamidomethyl (C)
+
AAGF_PTASVCR 1135.5444 | 1135.5523 2 94.0 Q5U5Vv2 Hydroxylysine kinase
Carbamidomethyl (C)
ALLGYADNQcKLELQGIQGAV
DHAAAFGR + 3085.5403 | 3085.5733 4 67.0 Q9CPV4 Glyoxalase domain-containing protein 4
Carbamidomethyl (C)
AKIGLIQFcLSAPK +
,Q ¢ 1544.8748 | 1544.8895 3 74.0 P80315 T-complex protein 1 subunit delta
Carbamidomethyl (C)
FLEK +
AVVVHWGPCH K 1677.845 | 1677.8524 +3;+4 60.0 Q9JJF9 Signal peptide peptidase-like 2A
Carbamidomethyl (C)
VLIVEPEGIKQEHTFSSLFcASD
AEISEK + Carbamidomethyl | 3262.6067 | 3262.6465 +3;+4 105.0 P28665 Murinoglobulin-1
(©)
VHPNSVHICAVAVEYEAK +
. 2021.9993 | 2022.0093 +3;+4 81.0 P37040 NADPH--cytochrome P450 reductase
Carbamidomethyl (C)
ALTNHTVYcSTK
. ¢ * 1393.666 | 1393.6829 +2;+3 65.0 Q91X52 L-xylulose reductase
Carbamidomethyl (C)
cLTTNEYDGHTTYPSHQYD + .
. 2300.9281 | 2300.9613 3 64.0 Q923D2 Flavin reductase (NADPH)
Carbamidomethyl (C)
VRLGDVISIQPcPDVK + Transitional endoplasmic reticulum
. 1794.9662 | 1794.987 3 69.0 Q01853
Carbamidomethyl (C) ATPase
VVETDPSPYcIVAPDTVIHCEGE - . .
. Transitional endoplasmic reticulum
PIKR + 2 Carbamidomethyl | 3148.5209 | 3148.5532 +3;+4 58.0 Q01853 ATPase
(©
IVEVNGVCcMEGK + Na(+)/H(+) exchange regulatory cofactor
. 1333.637 | 1333.6508 2 64.0 P70441
Carbamidomethyl (C) NHE-RF1
LGCQ‘VCLTK *2 1145.5573 | 1145.5628 2 76.0 P46656 Adrenodoxin, mitochondrial
Carbamidomethyl (C)
EEN DSR + ipid- i
RYcAG : WVDSR 1640.7001 | 1640.7092 4243 9.0 P98197 Probable phospholipid-transporting
Carbamidomethyl (C) ATPase IH
RVGLICEGAPVR + i . i
. 1325.7238 | 1325.7297 +2;+3 80.0 Q8CFA2 Aminomethyltransferase, mitochondrial
Carbamidomethyl (C)
cDPAGYYcGFK + 2 i
] 1404.5479 | 1404.5615 2 63.0 Q9QUM9 Proteasome subunit alpha type-6
Carbamidomethyl (C)
LSTAScPTPK +
. ¢ 1060.5223 | 1060.5337 2 61.0 Q8BUV3 Gephyrin
Carbamidomethyl (C)
STEPcAHLLVSSIGVVGTAEQN
. 2424.2067 | 2424.2262 | +2;+3;+4 160.0 035215 D-dopachrome decarboxylase
R + Carbamidomethyl (C)
VDcDQHSDIAQR + Endoplasmic reticulum resident protein
. 1442.6209 | 1442.6324 +2;+3 104.0 Q9D1Q6
Carbamidomethyl (C) 44
LGYAGNTEPQFIIPScIAIK +
GYAG . CRIIPSc 2191.1347 | 2191.1742 2 60.0 Q99JY9 Actin-related protein 3
Carbamidomethyl (C)
VCcGGFACSR +2
coBrAc 1012.4219 | 1012.4209 2 63.0 Qocass Tetraspanin-31

Carbamidomethyl (C)




AVSRELLHLGCNVVIASR +

. 1993.0891 | 1993.1015 +3;+4 90.0 Q99mz7 Peroxisomal trans-2-enoyl-CoA reductase

Carbamidomethyl (C)
GLcGAIHSSVAK + 1198.6128 | 1198.6165 +2:43 74.0 Q91VR2 ATP synthase subunit gamma,
Carbamidomethyl (C) ' ’ ! ' mitochondrial
VVSPTGR +
¢ . 874.4331 | 874.4352 2 62.0 Q3UFF7 Lysophospholipase-like protein 1
Carbamidomethyl (C)
TVVPccSGPK + 2 . .
. 1171.5366 | 1171.5491 2 69.0 P28271 Cytoplasmic aconitate hydratase
Carbamidomethyl (C)
LAccSGK + 2
c.c 862.3677 | 862.3755 2 47.0 Q8VHF2 Cadherin-related family member 5
Carbamidomethyl (C)
HRLACCSGK + 2

‘cc * 1155.5277 | 1155.5332 3 38.0 Q8VHF2 Cadherin-related family member 5
Carbamidomethyl (C)

TDFQQGCAK + Persulfide dioxygenase ETHE1,

. 1053.455 | 1053.4542 2 62.0 Q9DCMO . .
Carbamidomethyl (C) mitochondrial
YSEEANRIEECEQAER +

S . cEQ 2011.8541 | 2011.8747 3 57.0 Q8R180 ERO1-like protein alpha
Carbamidomethyl (C)
NISFPATGcQK

) caK+ 1221.5812 | 1221.5931 2 66.0 P62754 40S ribosomal protein S6
Carbamidomethyl (C)

TFQDCcYSSKFLSHWDHITR + i X

. 2427.1066 | 2427.129 +4;+5 46.0 Q8BH95 Enoyl-CoA hydratase, mitochondrial
Carbamidomethyl (C)

GSEPHLAYcLQQEGDRA + i . X

. 1929.8639 | 1929.8857 3 61.0 070572 Sphingomyelin phosphodiesterase 2
Carbamidomethyl (C)

TSEVNCYR + i o X

) 1027.4393 | 1027.446 2 59.0 P53996 Cellular nucleic acid-binding protein
Carbamidomethyl (C)

CGETGHVAINCSK + 2 . A .
. 1499.6497 | 1499.6588 +2;+3 76.0 P53996 Cellular nucleic acid-binding protein
Carbamidomethyl (C)
KLYDYcDIPLcASASSFECGKPQ
VEPK + 3 Carbamidomethyl | 3161.4508 | 3161.4956 4 55.0 P20918 Plasminogen
©
VLLAAAVCTK

. it 1044.6001 | 1044.6104 2 79.0 Q5xJY5 Coatomer subunit delta
Carbamidomethyl (C)

GYVSDIDcR + Glutamate--cysteine ligase catalytic

) 1083.4655 | 1083.465 2 33.0 P97494 )
Carbamidomethyl (C) subunit

LGcPGFTLPEHRPNPEEGGASK Glutamate--cysteine ligase catalytic
) 2349.1172 | 2349.113 | +2;+3;+4 82.0 P97494 )
+ Carbamidomethyl (C) subunit
Kallikrein 1-related tid
IVGGFNCEK + Q61759,P15946,P an r.eln. related pepti ?se

. 1022.4855 | 1022.486 2 64.0 b21,Kallikrein 1-related peptidase

Carbamidomethyl (C) 15947 o
b11,Kallikrein-1
SKEPNPGHLAIAQCEAR + NAD-dependent protein deacylase sirtuin

K 1876.9213 | 1876.9399 3 53.0 Q8K2C6 ) .

Carbamidomethyl (C) 5, mitochondrial
KGDECELLGHNK + . . .

] 1398.6561 | 1398.6657 +2;+3 102.0 Q8BFR5 Elongation factor Tu, mitochondrial
Carbamidomethyl (C)

HYAHTDcPGHADYVK +

,C 1769.758 | 1769.7615 | +2;+3;+4 93.0 Q8BFR5 Elongation factor Tu, mitochondrial
Carbamidomethyl (C)

DNA-directed RNA pol ,

SSERALVTK 989.5505 | 989.5413 2 52.0 Q8BKF1 recte polymerase

mitochondrial
TGCTFPEKPDFH
Ge . * 1434.6238 | 1434.6339 +2;+3 70.0 P55264 Adenosine kinase
Carbamidomethyl (C)

Complement component 1 Q

TLVLDcHYPEDEIGHEDEAESDI e .
3160.4183 | 3160.4389 | +2;+3;+4 93.0 035658 subcomponent-binding protein,

FSIK + Carbamidomethyl (C)

mitochondrial




cSLYTCTYR + 2

. 1222.5111 | 1222.5228 2 60.0 Q9QZA0 Carbonic anhydrase 5B, mitochondrial
Carbamidomethyl (C)
LDPPNRPETSFLWFTNPcK +
) ¢ 2318.1154 | 2318.1278 +2;+3 52.0 Q69ZN7 Myoferlin
Carbamidomethyl (C)
LCS.DQSLN * 935.4018 | 935.4181 2 54.0 088492 Perilipin-4
Carbamidomethyl (C)
ALRGLGLSPDLIVcR +
] ¢ 1638.9239 | 1638.9385 3 50.0 P70303 CTP synthase 2
Carbamidomethyl (C)
TGAFWR 736.3657 | 736.3745 2 30.0 P09470 Angiotensin-converting enzyme
AAGHTGPLHKcDIYQSK + . . .
X 1881.9156 | 1881.9335 | +2;+3;+4 72.0 P09470 Angiotensin-converting enzyme
Carbamidomethyl (C)
Kynurenine/alpha-aminoadipate
LAQLIKESL 1013.6121 | 1013.6228 2 49.0 Q9WVMS8 i i .
aminotransferase, mitochondrial
TLPLTGK + Succinyl-CoA:3-ketoacid A
ot 888.4739 | 888.4736 2 52.0 Q9DOK2 uccinyl-EoA:Sketoacid coenzyme
Carbamidomethyl (C) transferase 1, mitochondrial
NFNLPMcK + 1022.4677 | 1022.4718 143 47.0 Q9DOK2 Succinyl-CoA:3-ketoacid coenzyme A
Carbamidomethyl (C) ' ’ ! ' transferase 1, mitochondrial
SISYIQPNTVcFWDRR + Myeloid-associated differentiation
. 2040.984 | 2041.0013 3 48.0 035682
Carbamidomethyl (C) marker
AcTIAIR + Carbamidomethyl . .
© 803.4323 | 803.4344 2 49.0 Q9ROHO Peroxisomal acyl-coenzyme A oxidase 1
LcDFNPK + Carbamidomethyl Clathrin light chain A,Clathrin light chain
© 892.4113 | 892.4149 2 40.0 008585,Q6/RU5 B
VARLCDFNPK +
'c 1218.6179 | 1218.6324 +2;+3 46.0 008585 Clathrin light chain A
Carbamidomethyl (C)
L FcYQR + 2
AK WA_CN cYaR 1683.765 | 1683.7807 3 48.0 Q01405 Protein transport protein Sec23A
Carbamidomethyl (C)
VHFTYEIADCNREYNQAFGNLK .
) 2688.2391 | 2688.2709 3 48.0 QoJLB4 Cubilin
+ Carbamidomethyl (C)
EASGSACDLPR + . o
. 1161.5084 | 1161.5108 2 58.0 Q6PDY2 2-aminoethanethiol dioxygenase
Carbamidomethyl (C)
YIDcDLNR +
,C 1067.4706 | 1067.4807 2 47.0 Q8R3PO Aspartoacylase
Carbamidomethyl (C)
SSSEEASCYR + . .
) 1174.456 | 1174.4629 2 59.0 POC8K7 Small integral membrane protein 1
Carbamidomethyl (C)
HcDLQVR + Euk: i lation initiation f:
c. Q 926.4392 926.444 ) 470 P23116 ukaryotic trans atlorT initiation factor 3
Carbamidomethyl (C) subunit A
ISPFEHQTYcQR + Mitogen-activated protein kinase
) 1564.7093 | 1564.7217 3 55.0 P63085,063844 . ) o
Carbamidomethyl (C) 1,Mitogen-activated protein kinase 3
GLCPLAPR + 882.4745 882.479 2 47.0 Q9DCQ2 Putative L-aspartate dehydrogenase
Carbamidomethyl (C) ’ ’ ' P yaros
EKPGPEDNLHD PWK +
G Qcs 2035.9058 | 2035.9109 3 48.0 P35846 Folate receptor alpha

Carbamidomethyl (C)




VLEVASGSGQHAAHFAQAFPN

AEWQPSDVDQRCLDSIAATTR| 4537.1469 | 4537.2281 4 46.0 Q9DCS2 UPF0585 protein C160rf13 homolog
+ Carbamidomethyl (C)
LGIPAEKVNPLGGAIALGHPLG . .
R 3-ketoacyl-CoA thiolase B, peroxisomal,3-
cTGAR + Carbamidomethyl | 2638.4377 | 2638.4665 +3;+4 84.0 Q8VCHO0,Q921H8 . )
© ketoacyl-CoA thiolase A, peroxisomal
ATLCYARPEPR + Sodium-dependent phosphate transport
) 1332.6608 | 1332.6659 +2;43 44.0 Q60825 )
Carbamidomethyl (C) protein 2A
VLcLPK + Carbamidomethyl TPR and ankyrin repeat-containing
728.4255 | 728.4345 2 46.0 Q8BV79 )
Q) protein 1
cLGNPER + . .
. 844.3861 | 844.3915 2 46.0 P50516 V-type proton ATPase catalytic subunit A
Carbamidomethyl (C)
YTcSFcGK + 2
c. cur T 1089.426 | 1089.4372 2 45.0 P61514 60S ribosomal protein L37a
Carbamidomethyl (C)
VISPR i hyl
CGVISPR + Ca(r;am'domet Y 787.4011 | 787.4055 2 48.0 P62245 405 ribosomal protein $15a
VLIRPcSK
Q ] R * 1099.6172 | 1099.6251 +2;43 41.0 P62245 40S ribosomal protein S15a
Carbamidomethyl (C)
LIATGGTPR + Al tosis-inducing factor 1,
A 1044.5386 | 1044.5425 2 51.0 Q9z0X1 ittt
Carbamidomethyl (C) mitochondrial
FACFER + Carbamidomethyl X . X .
© 828.3589 | 828.3667 2 48.0 Q8VEMS8 Phosphate carrier protein, mitochondrial
KcSTPEEIK
¢ ) * 1090.5328 | 1090.535 +2;43 70.0 Q9ROP5 Destrin
Carbamidomethyl (C)
AYVYK + Carbamid thyl
¢ ¥ azc?m' eMEYH 802.3683 | 802.3681 2 45.0 055142 605 ribosomal protein L35a
ScTVEAVR + Peroxisomal carnitine O-
. 920.4386 | 920.4397 2 46.0 Q9DC50
Carbamidomethyl (C) octanoyltransferase
Ornithine aminotransferase,
LRDNGLLAKPTHGDIIR 1888.0643 | 1888.0784 4 42.0 P29758 ) )
mitochondrial
APDTcccSATALRR + 3 Sodium-ind dent sulfat i
cee 1637.7072 | 1637.7145 3 41.0 Q80ZD3 cdiumrindependent suliate anion
Carbamidomethyl (C) transporter
RGVACTQPR + Pre-mRNA-splicing factor ATP-dependent
. 1043.5294 | 1043.5281 2 45.0 035286 ;
Carbamidomethyl (C) RNA helicase DHX15
GCcVITISGR + 961.5015 | 9615105 ) 41.0 Qo1V12 Cytosolic acyl coenzyme A thioester
Carbamidomethyl (C) ’ ' ' hydrolase
Phosphatidylinositol transfer protein beta
ALFHSVK 800.4545 | 800.436 2 40.0 P53811 )
isoform
ATGHSGGGcISQGQSYDTDKG
¢ _Q Q 2237.972 | 2237.9741 4 40.0 Q8K274 Ketosamine-3-kinase
R + Carbamidomethyl (C)
YNLGAPVAGTcYQAEWDDYV ) . s
Phosphatidylethanol -bind
PKLYEQLSGK + 3434.6129 | 3434.6662 | 3 40.0 P70296 osphatidylethanolamine-binding

Carbamidomethyl (C)

protein 1




NTNDANScQIIPQNQVNR +

Rab GDP dissociation inhibitor beta,Rab

2198.0498 | 2198.0626 +2;+3 182.0 61598,P50396 ) B
Carbamidomethyl (C) Q GDP dissociation inhibitor alpha
Ig gamma-1 chain C region secreted
SNWEAGNTFTcSVLHEGLHNH R .
K 2904.2998 | 2904.3297 4 56.0 P01868,P01869 form,lg gamma-1 chain C region,
HTEK + Carbamidomethyl (C)
membrane-bound form
FAVCAR + Carbamidomethyl i . X
© 722.3534 | 722.3604 2 39.0 088533 Aromatic-L-amino-acid decarboxylase
HTPPLYR
¢ ) * 1042.5018 | 1042.5121 +2;+3 50.0 P62717 60S ribosomal protein L18a
Carbamidomethyl (C)
EYRDL
R TT_AGAVTQCYR * 1902.8894 | 1902.9044 3 43.0 P62717 60S ribosomal protein L18a
Carbamidomethyl (C)
VETAEVCcSRPQELPQSPR + Ubiquiti boxyl-t inal hydrol
cSRPAELPQ 2082.0164 | 2082.0265| 3 64.0 Q76159 quitin carboxyi-terminat hycrolase
Carbamidomethyl (C) MINDY-1
LALDcSGQ +
) c56Q 862.3855 | 862.3744 2 38.0 Q3U2rP1 Protein transport protein Sec24A
Carbamidomethyl (C)
TTYP_CSCEK +2 1212.4791 | 1212.4936 2 38.0 P40237 CD82 antigen
Carbamidomethyl (C)
TEIQVNCcPK +
(,1 ¢ 1087.5332 | 1087.5418 2 57.0 009117 Synaptophysin-like protein 1
Carbamidomethyl (C)
GcFEcclK + 3 Neuronal membrane glycoprotein M6-
) 1072.414 | 1072.4257 2 37.0 P35802,P35803 )
Carbamidomethyl (C) a,Neuronal membrane glycoprotein M6-b
VGEFCcHSR + Ubiquitin-like modifier-activating enzyme
. 990.4342 | 990.4418 3 36.0 Q02053
Carbamidomethyl (C) 1
GACAYYDNDALR + 1387.5826 | 1387.6013 ) 36.0 QUEPTS Solute carrier organic anion transporter
Carbamidomethyl (C) ' ’ ' family member 2A1
SCAHDWVYE +
¢ . 1165.4499 | 1165.4595 2 45.0 Q01768 Nucleoside diphosphate kinase B
Carbamidomethyl (C)
Transcription elongation factor A protein
NcTYTQVQTR + . .
X 1269.5772 | 1269.5878 2 35.0 Q9QVN7,P10711 2,Transcription elongation factor A
Carbamidomethyl (C) ]
protein 1
ILQKYNHCcR + UTP--gl -1-ph hat
QKYNHe 12306291 | 1230.6357 | +2;43 57.0 Q9125 glucose-L-phospnate
Carbamidomethyl (C) uridylyltransferase
ELHDVDLAEVKPLVEKGESITG
LLQEFDVQEQDIETLHGSLHVT .
) 5565.8189 | 5565.9097 6 35.0 Q62433 Protein NDRG1
LcGTPK + Carbamidomethyl
(9]
CGHTNNLRPK + o ) )
. 1195.588 | 1195.5942 +2;43 43.0 P62984 Ubiquitin-60S ribosomal protein L40
Carbamidomethyl (C)
YHTINGHNCEVKK + Het |
c 1598.7623 | 1598.7675 | +2;+3;+4 45.0 Q8BGO5 eterogeneous nuciear

Carbamidomethyl (C)

ribonucleoprotein A3




Fibronectin type Il domain-containing

VYAVYNSVKGSCSE 1504.6868 | 1504.6859 3 33.0 Q6NWW9 .
protein 3B
AcQVYIQHTR +
CQ_ Q 1274.619 | 1274.6313 3 33.0 Q9JJ28 Protein flightless-1 homolog
Carbamidomethyl (C)
VILITPPPLCEAAWEKECVLK + Isoamyl acetate-hydrolyzing esterase 1
) 2533.3324 | 2533.3734 3 76.0 Q9DB29
2 Carbamidomethyl (C) homolog
GPcllYNEDNGIIKAFR
¢ ] N 1978.9935 | 1979.0139 3 32.0 Q9D8E6 60S ribosomal protein L4
Carbamidomethyl (C)
DGSVKcTHQPcLIK + 2 L Lo
. 1709.8229 | 1709.8643 3 32.0 Q80TE3 E3 ubiquitin-protein ligase MARCH4
Carbamidomethyl (C)
DNA damage-regulated autophagy
VSCAAVVPMIACASLISITK | 1976.0508 | 1976.1011 3 31.0 Q9DC58 )
modulator protein 1
VAPMKGQVCcVVTGASR + Dehyd duct SDR famil
Qve 1658.8597 | 1658.8683| 3 56.0 Q99L04 ehydrogenase/reductase SDR family
Carbamidomethyl (C) member 1
VAVTTVVSSTPSVVMSTVAQG BRCA2-interacting transcriptional
2705.4521 | 2705.3624 3 31.0 Q8BMBO
VSTSAIK repressor EMSY
ALEATTEHIRQELAVFcSPEPPA A
) 2693.3483 | 2693.3701 4 31.0 P26039 Talin-1
K + Carbamidomethyl (C)
Sodium-dependent multivitamin
SLNPGTIYPVLPK 1397.7918 | 1397.807 2 30.0 Q5uU4D8
transporter
GKHYYEVScHDQGLCcR + 2 A
) 2075.8942 | 2075.9081 4 30.0 Q91VR5 ATP-dependent RNA helicase DDX1
Carbamidomethyl (C)
Mediator of RNA polymerase Il
MENFTALFGAQ 1227.5594 | 1227.5371 2 32.0 Q8C1S0 . i
transcription subunit 19
SLcHSDFRK + Hydroxyacylglutathione hydrolase,
) 1148.5397 | 1148.5403 3 37.0 Q99KB8 - )
Carbamidomethyl (C) mitochondrial
SCYEDGWLIK + 126057 | 1260.5761 , 52.0 QO1WKS Glycine cleavage system H protein,
Carbamidomethyl (C) ’ ’ ' mitochondrial
HFcPNVPIILVGNKK + Transforming protein RhoA,Rho-related
) 1734.9603 | 1734.9815 | +2;+3;+4 112.0 Q9QUI0,062159 e .
Carbamidomethyl (C) GTP-binding protein RhoC
QATLQGLLLAGCFLFISR 1950.0761 | 1950.0116 +2;+3 43.0 Q9EPE9 Manganese-transporting ATPase 13A1
SVELEDVKFHQCVR + AP-1 complex subunit mu-2,AP-1
. 1744.8567 | 1744.8657 +3;+4 40.0 Q9WVP1,P35585 .
Carbamidomethyl (C) complex subunit mu-1
FQPHSGQEDLFS RK+2 Major facilitat family d in-
QPHSGQEDLFSccQ 2122.9313 [ 21229577 3 50.0 Q6PDC8 alorfactitator supertamily domain
Carbamidomethyl (C) containing protein 4A
+2 i it 5B
cPNc.GTHYK 1203.4801 | 1203.4817 4243 55.0 P19536 Cytochrome.c omdasevsubunlt 5B,
Carbamidomethyl (C) mitochondrial
L +
SKGLCVAKPTR 1215.6758 | 1215.6784 | +2;+3;+4 61.0 P01029 Complement C4-B

Carbamidomethyl (C)




YFAGWcDKIQGATIPINQARP

Cytosolic 10-formyltetrahydrofolate

2675.3391 | 2675.3641 +3;+4 48.0 8ROY6
NR + Carbamidomethyl (C) Q dehydrogenase
IIHEDGYSEEECR + Guanine nucleotide-binding protein G(i)
) 1635.6835 | 1635.6947 3 69.0 P08752 )
Carbamidomethyl (C) subunit alpha-2
LPclYR + Carbamidomethyl Selenium-binding protein 1,Selenium-
820.4265 | 820.4273 2 48.0 P17563,063836 . )
Q) binding protein 2
cALSSNIQR + Selenium-binding protein 1,Selenium-
) 1047.5131 | 1047.5138 2 95.0 P17563,063836 o )
Carbamidomethyl (C) binding protein 2
YPGGDCcSSDIWI + Selenium-binding protein 1,Selenium-
) 1368.5656 | 1368.5734 2 53.0 P17563,063836 o )
Carbamidomethyl (C) binding protein 2
Selenium-binding protein 1,Selenium-
EEIVYLPCIYR 1396.706 | 1396.7085 +2;+3 69.0 P17563,Q063836 . )
binding protein 2
GPGYSTPLEAMK +
¢ . 1409.6319 | 1409.6396 2 115.0 P17563 Selenium-binding protein 1
Carbamidomethyl (C)
EEIVYLPCcIYR + Selenium-binding protein 1,Selenium-
. 1453.7275 | 1453.7335 +2;+3 70.0 P17563,Q63836 L. X
Carbamidomethyl (C) binding protein 2
TQGFVGCALSSNIQR + Selenium-binding protein 1,Selenium-
. 1636.7991 | 1636.8267 2 127.0 P17563,Q63836 L. .
Carbamidomethyl (C) binding protein 2
Selenium-binding protein 1,Selenium-
GPREEIVYLPCIYR 1706.8814 | 1706.8967 +2;+3 94.0 P17563,Q63836 L. X
binding protein 2
GPREEIVYLPcIYR + Selenium-binding protein 1,Selenium-
) 1763.9028 | 1763.9137 +2;+3 100.0 P17563,063836 . )
Carbamidomethyl (C) binding protein 2
Selenium-binding protein 1,Selenium-
PSATQGFVGCALSSNIQR 1834.8996 | 1834.9222 2 166.0 P17563,063836 - .
binding protein 2
PSATQGFVGCALSSNIQR + Selenium-binding protein 1,Selenium-
. 1891.9211 | 1891.9402 2 189.0 P17563,063836 - .
Carbamidomethyl (C) binding protein 2
DELHHSGWNTCcSScFGDSTK + Selenium-binding protein 1,Selenium-
) 2323.9223 | 2323.9285 3 84.0 P17563,063836 . )
2 Carbamidomethyl (C) binding protein 2
Selenium-binding protein 1,Selenium-
FLHDPSATQGFVGCALSSNIQR| 2347.1379 | 2347.1664 | +2;+3;+4 176.0 P17563,063836 L .
binding protein 2
FLHDPSATQGFVGCALSSNIQR Selenium-binding protein 1,Selenium-
) 2404.1594 | 2404.1844 | +2;+3;+4 156.0 P17563,063836 . )
+ Carbamidomethyl (C) binding protein 2
FLHDPSATQGFVGCALSSNIQR Selenium-binding protein 1,Selenium-
2785.3646 | 2785.3816 +3;+4 161.0 P17563,063836

FYK

binding protein 2




FLHDPSATQGFVGCALSSNIQR

Selenium-binding protein 1,Selenium-

. 2842.3861 | 2842.4177 +3;+4 153.0 P17563,063836 - .
FYK + Carbamidomethyl (C) binding protein 2
EEIVYLPcIYRNTGTEAPDYLAT
VDVDPK + Carbamidomethyl| 3340.6173 | 3340.6543 3 67.0 P17563 Selenium-binding protein 1
(@]
VDETYVPK 949.4757 | 949.4821 2 58.0 P07724 Serum albumin
TNcDLYEK + .
K 1041.4437 | 1041.4453 2 62.0 P07724 Serum albumin
Carbamidomethyl (C)
LQTC,CDKPLLK * 1317.6785 | 1317.6849 +2;+3 79.0 P07724 Serum albumin
Carbamidomethyl (C)
LQTCCDKPLLKK 1388.752 | 1388.7549 | +2;+3;+4 73.0 P07724 Serum albumin
YMCE'.\‘QATISSK * 1430.617 | 1430.6301 2 104.0 P07724 Serum albumin
Carbamidomethyl (C)
LQTC(_:DKPLLKK * 1445.7734 | 1445.7874 | +2;+3;+4 77.0 P07724 Serum albumin
Carbamidomethyl (C)
RPCFSALTVDETYVPK 1824.908 | 1824.9165 +2;+3 101.0 P07724 Serum albumin
TPVSEHVTKCCSGSLVER 1930.9241 | 1930.9268 | +2;+3;+4 126.0 P07724 Serum albumin
TPVSEHVTKCCSGSLVER * 1987.9456 | 1987.9549 | +2;+3;+4 137.0 P07724 Serum albumin
Carbamidomethyl (C)
AETFTFHSDICTLPEKEK 2094.9932 | 2095.01 +2;+3;+4 98.0 P07724 Serum albumin
RPCFSALTVDETYVPKEFK 2229.114 | 2229.1218 | +2;+3;+4 111.0 P07724 Serum albumin
TNCDLYEKLGEYGFQNNLVR * 2502.2213 | 2502.2508 | +2;+3;+4 150.0 P07724 Serum albumin
Carbamidomethyl (C)
YNDLGEQHFKGLVLIAFSQYL
Q K aria 2710.4119 | 2710.4309 +3;+4 69.0 P07724 Serum albumin
Probable D-lactate dehydrogenase,
AYSTDVCVPISR 1309.6336 | 1309.6433 2 90.0 Q7TNG8 . X
mitochondrial
AYSTDVCVPISR + Probable D-lactate dehydrogenase,
. 1366.6551 | 1366.6632 2 81.0 Q7TNG8 . X
Carbamidomethyl (C) mitochondrial
Probable D-lactate dehydrogenase,
ALALGGTCTGEHGIGLGK 1653.8508 | 1653.861 +2;+3 136.0 Q7TNG8 . X
mitochondrial
ALALGGTcTGEHGIGLGK + Probable D-lactate dehyd ,
¢ 1710.8723 | 1710.8908 |  +2;+3 135.0 Q7TNGS robable briactate dehydrogenase
Carbamidomethyl (C) mitochondrial
Probable D-lactate dehydrogenase,
ALALGGTCTGEHGIGLGKR | 1809.9519 | 1809.9685 | +2;+3;+4 168.0 Q7TNG8 ] 'y &
mitochondrial
ALALGGTcTGEHGIGLGKR + Probable D-lactate dehyd ,
c 1866.9734 | 1866.9984 | +2;+3;+4 168.0 Q7TNGS robable briactate dehydrogenase
Carbamidomethyl (C) mitochondrial
Probable D-lactate dehydrogenase,
CQPPDAVVWPQNVDQVSR | 2036.9738 | 2036.9858 |  +2;+3 140.0 Q7TNGS ' N varog
mitochondrial
LNCPVAPTLFLEFHGSQQTLAE Probable D-lactate dehyd ,
aq 2939.4964 | 2939.5207 |  +3;+4 123.0 Q7TNGS robable briactate dehydrogenase
QLQR mitochondrial
HSKLNCPVAPTLFLEFHGSQQT Probable D-lactate dehyd 3
QAT 32016823 | 32017054 4 87.0 Q7TNGS robaple Briactate denyarogenase
LAEQLQR mitochondrial
LHPAPEATVAATCAFPSVQAA Probable D-lactate dehydrogenase,
3698.9454 | 3698.9722 | +3;+4;+5 121.0 Q7TNG8

VDSTVQILQAAVPVAR

mitochondrial




LHPAPEATVAATCAFPSVQAA

Probable D-lactate dehydrogenase,

VDSTVQILQAAVPVAR + 3755.9669 | 3755.9965 | +3;+4;+5 152.0 Q7TNG8 . .
. mitochondrial
Carbamidomethyl (C)
TGELNFVSCMR 1255.5689 | 1255.5722 2 94.0 Q91V76 Ester hydrolase C11orf54 homolog
APLVCLPVFVSK 1271.7312 | 1271.7322 +2;+3 86.0 Q91V76 Ester hydrolase C11orf54 homolog
TGELNFVScMR +
. 1312.5904 | 1312.5981 +2;43 106.0 Q91V76 Ester hydrolase C11orf54 homolog
Carbamidomethyl (C)
APLVCLPVFVSK +
. 1328.7526 | 1328.7592 2 85.0 Q91V76 Ester hydrolase C11orf54 homolog
Carbamidomethyl (C)
EPFTFPVRGIcGQTR +
. c6Q 1763.8777 | 1763.8803 3 44.0 Q91V76 Ester hydrolase C11orf54 homolog
Carbamidomethyl (C)
APLVCLPVFVSKDPGLDLR | 2038.1285 | 2038.1524 +2;43 126.0 Q91V76 Ester hydrolase C11orf54 homolog
APLVcLPVFVSKDPGLDLR +
. 2095.15 | 2095.1696 +2;+3 119.0 Q91V76 Ester hydrolase C11orf54 homolog
Carbamidomethyl (C)
YHDFGCALLANLFASEGQPGK
. 2294.079 | 2294.0947 +2;+3 119.0 Q91V76 Ester hydrolase C11orf54 homolog
+ Carbamidomethyl (C)
YSQKYHDFGCALLANLFASEG
QPGK 2743.3064 | 2743.3204 +3;+4 97.0 Q91V76 Ester hydrolase C11orf54 homolog
YSQKYHDFGCALLANLFASEGQ 2800.3279 | 2800.3545 +3;+4 118.0 Q91V76 Ester hydrolase C11orf54 homolo,
PGK + Carbamidomethyl (C) ' ’ ! ' v B
GLTDNFADVQVSVVDCPDLTK
3208.5751 | 3208.5868 3 172.0 Q91V76 Ester hydrolase C11orf54 homolog
EPFTFPVR
GLTDNFADVQVSVVDcPDLTK
EPFTFPVR + 3265.5966 | 3265.615 +3;+4 181.0 Q91V76 Ester hydrolase C11orf54 homolog
Carbamidomethyl (C)
HcSLGIK + Carbamidomethyl Acyl-coenzyme A synthetase ACSM2,
813.4167 | 813.416 2 58.0 Q8KOL3 . )
(Q) mitochondrial
SHCSLGIK + Acyl-coenzyme A synthetase ACSM2,
. 900.4487 | 900.4506 2 61.0 Q8KOL3 . )
Carbamidomethyl (C) mitochondrial
Acyl-coenzyme A synthetase ACSM2,
MAEHSHCSLGIK 1311.6064 | 1311.6077 | +2;+3;+4 105.0 Q8KoL3 ) )
mitochondrial
Acyl-coenzyme A synthetase ACSM2,
QTANVLSGACGLHR 1425.7147 | 1425.731 +2;+3 98.0 Q8KoL3 ) )
mitochondrial
Acyl-coenzyme A synthetase ACSM2,
EIYGQTETGLICR 1481.7184 | 1481.7209 2 85.0 Q8KoL3 ) )
mitochondrial
QTANVLSGACGLHR + Acyl-coenzyme A synthetase ACSM2,
) 1482.7361 | 1482.7503 +2;+3 101.0 Q8K0L3 . )
Carbamidomethyl (C) mitochondrial
Acyl-coenzyme A synthetase ACSM2,
EASTIHQCVETESR 1588.7151 | 1588.7189 +2;+3 100.0 Q8KoL3

mitochondrial




Acyl-coenzyme A synthetase ACSM2,

GIKDPEGYFHFIGR 1634.8205 | 1634.8408 3 82.0 Q8K0L3 i )
mitochondrial
EASTIHQCVETESR + Acyl-coenzyme A synthetase ACSM2,
i 1645.7366 | 1645.7521 +2;+3 109.0 Q8KOL3 X )
Carbamidomethyl (C) mitochondrial
AIVAGDEVAQEVDAVAPDCSF Acyl-coenzyme A synthetase ACSM2,
2346.1413 | 2346.1734 +2;+3 137.0 Q8KOL3 X )
LK mitochondrial
MVATGVCR 835.4044 | 835.4083 2 53.0 P00329 Alcohol dehydrogenase 1
MV/,_\TGVCR * 892.4259 | 892.4289 2 53.0 P00329 Alcohol dehydrogenase 1
Carbamidomethyl (C)
HPESNFCSR 1075.4505 | 1075.4512 2 86.0 P00329 Alcohol dehydrogenase 1
HPE,SNFCSR * 1132.472 | 1132.472 2 88.0 P00329 Alcohol dehydrogenase 1
Carbamidomethyl (C)
ICKHPESNFcSR
¢ . SNFESR + 1544.6864 | 1544.6863 | +2;+3;+4 84.0 P00329 Alcohol dehydrogenase 1
Carbamidomethyl (C)
ICKHP,ESNFCSR * 1544.6864 | 1544.6875 | +2;+3;+4 87.0 P00329 Alcohol dehydrogenase 1
Carbamidomethyl (C)
VIPLFSP EcR
S. QCGECR + 1572.7429 | 1572.7466 2 88.0 P00329 Alcohol dehydrogenase 1
Carbamidomethyl (C)
VIPLFSPQcGECR
] Qc * 1572.7429 | 1572.7458 +2;+3 80.0 P00329 Alcohol dehydrogenase 1
Carbamidomethyl (C)
VIPLFSP EcR+2
S_ QEGECR + 1629.7643 | 1629.7789 2 89.0 P00329 Alcohol dehydrogenase 1
Carbamidomethyl (C)
VcLIGCGFSTGYGSAVK + 2
e ] * 1842.8645 | 1842.8788 2 113.0 P00329 Alcohol dehydrogenase 1
Carbamidomethyl (C)
IDGASPLDKVCcLIGCGFSTGYGS
. 2682.3033 | 2682.323 +2;43 130.0 P00329 Alcohol dehydrogenase 1
AVK + Carbamidomethyl (C)
SDDHVVSGTLVTPLPAVLGHE +3;+4;+5;+
4025.0416 | 4025.0959 92.0 P00329 Alcohol dehydrogenase 1
GAGIVESVGEGVTCVKPGDK 6
SDDHVVSGTLVTPLPAVLGHE
GAGIVESVGEGVTcVKPGDK +| 4082.0631 | 4082.0941 +4;+5 85.0 P00329 Alcohol dehydrogenase 1
Carbamidomethyl (C)
IPV_NCPYR * 1017.5066 | 1017.5102 2 66.0 P24270 Catalase
Carbamidomethyl (C)
DAQLFIQKK 1089.6182 | 1089.6218 2 56.0 P24270 Catalase
LVNADGEAVYCK 1280.6071 | 1280.6179 2 108.0 P24270 Catalase
LVNADGE
VNA _G AVYeK + 1337.6285 | 1337.641 2 116.0 P24270 Catalase
Carbamidomethyl (C)
KLVNADGEAVYCK 1408.702 | 1408.7076 +2;+3 118.0 P24270 Catalase
SALEHSVQCAVDVK 1484.7293 | 1484.7246 +2;+3 101.0 P24270 Catalase
SALEHSVQCAVDVKR 1640.8304 | 1640.8311 +3;+4 104.0 P24270 Catalase
DGPMcMHDNQGGAPNY
¢ . Q * 1762.6498 | 1762.6644 2 74.0 P24270 Catalase
Carbamidomethyl (C)
HRLGPNY_LQIPVNCPYR * 2096.0738 | 2096.103 | +2;+3;+4 106.0 P24270 Catalase
Carbamidomethyl (C)
HMNGYGSHTFKLVNADGEAV
veK 2540.1577 | 2540.1685 +3;+4 108.0 P24270 Catalase
DGPMcMHDNQGGAPNYYPN
SFSAPEQQR + 3167.292 | 3167.3248 +3;+4 120.0 P24270 Catalase
Carbamidomethyl (C)
DGR +
TAQSV_GCNV GR 1262.5674 | 1262.5695 2 92.0 P35979 60S ribosomal protein L12
Carbamidomethyl (C)
EILGTAQSVGCNVDGR 1617.7781 | 1617.7953 +2;43 132.0 P35979 60S ribosomal protein L12
EIL DGR +
! GTAQ_SVGCNV GR 1674.7995 | 1674.8098 +2;+3 131.0 P35979 60S ribosomal protein L12
Carbamidomethyl (C)
HPHDIIDDINSGAVECPAS | 1988.8898 | 1988.901 +2;43 112.0 P35979 60S ribosomal protein L12




ELSGTIKEILGTAQSVGCNVDG

R 2346.1849 | 2346.2092 | +2;+3;+4 149.0 P35979 60S ribosomal protein L12
ELSGTIKEILGTAQSVGCNVDG ) .
i 2403.2064 | 2403.2356 | +2;+3;+4 146.0 P35979 60S ribosomal protein L12
R + Carbamidomethyl (C)
Gl Idehyde-3-phosphat
cLAPLAK + Carbamidomethyl yceraiaenyde-3-pnosphate
© 771.4313 | 771.4344 2 52.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
phosphate dehydrogenase, testis-specific
Gl Idehyde-3-phosphat
TTVHAITATOK 1169.6404 | 1169.6425 |  +2;43 69.0 P16858 yeeralaenyde-Srphosphate
dehydrogenase
Glyceraldehyde-3-phosphate
ASCTTNCLAPLAK + 2
. 1473.6956 | 1473.7036 2 91.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
Carbamidomethyl (C) . i
phosphate dehydrogenase, testis-specific
Glyceraldehyde-3-phosphate
VPTPNVSVVDLTCR 1498.7814 | 1498.7935 +2;43 106.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
phosphate dehydrogenase, testis-specific
Glyceraldehyde-3-phosphate
VPTPNVSVVDLTCR +
. 1555.8029 | 1555.8146 +2;43 126.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
Carbamidomethyl (C) . .
phosphate dehydrogenase, testis-specific
Glyceraldehyde-3-phosphate
IVSNASCTTNCcLAPLAK +
. 1761.8753 | 1829.9108 +2;43 144.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
Carbamidomethyl (C) . .
phosphate dehydrogenase, testis-specific
Glyceraldehyde-3-phosphate
IVSNAScTTNCLAPLAK +
Carbamidomethyl (C) 1761.8753 | 1761.8893 +2;43 122.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
y phosphate dehydrogenase, testis-specific
IVSNASCTTNCLAPLAKVIHDNF
Glyceraldehyde-3-phosphate
GIVEGLMTTVHAITATQK + 2 | 4463.2651 | 4463.2909 +4;+5 30.0 P16858
. dehydrogenase
Carbamidomethyl (C)
TFHETLNCCGSNALTTLTTTILR| 2509.2305 | 2509.2467 | +2;+3;+4 129.0 P35762 CD81 antigen
TFHETLNcCGSNALTTLTTTILR .
k 2566.252 | 2566.2706 | +2;+3;+4 150.0 P35762 CD81 antigen
+ Carbamidomethyl (C)
TFHETLNCcGSNALTTLTTTILR .
) 2566.252 | 2566.276 +2;+3 150.0 P35762 CD81 antigen
+ Carbamidomethyl (C)
CPGSLPK 700.3578 | 700.3604 2 53.0 009173 Homogentisate 1,2-dioxygenase
WEPLR + Carbamid thyl
¢ a(rqam' eI g59.401 | 859.4093 2 41.0 009173 Homogentisate 1,2-dioxygenase
GPDADCFEK 980.3909 | 980.3999 2 46.0 009173 Homogentisate 1,2-dioxygenase




TcSCLDENYYK + 2

. 1451.5697 | 1519.6133 2 75.0 009173 Homogentisate 1,2-dioxygenase
Carbamidomethyl (C)
TcSCLDENYYK
¢ . * 1462.5744 | 1462.5908 2 62.0 009173 Homogentisate 1,2-dioxygenase
Carbamidomethyl (C)
MSLQPNEICVIQR 1529.7694 | 1529.775 +2;+3 100.0 009173 Homogentisate 1,2-dioxygenase
YISGFGNECASEDPR 1643.6886 | 1643.7042 2 125.0 009173 Homogentisate 1,2-dioxygenase
KVDFVSGLYTLCGAGDIK 1884.9655 | 1884.9857 +2;+3 166.0 009173 Homogentisate 1,2-dioxygenase
SNNGLAVHIFLCNSSMENR +
. ¢ 2161.9997 | 2162.0104 +2;+3 100.0 009173 Homogentisate 1,2-dioxygenase
Carbamidomethyl (C)
AAVSCLWGK 933.4742 933.483 2 83.0 P02088 Hemoglobin subunit beta-1
AAV.SCLWGK * 990.4957 | 990.5029 2 74.0 P02088 Hemoglobin subunit beta-1
Carbamidomethyl (C)
KVNSDEVGGEALGR 1429.7161 | 1429.7179 +2;43 83.0 P02088 Hemoglobin subunit beta-1
VHLTDAEKAAVSCLWGK * 1883.9564 | 1883.9791 | +2;+3;+4 149.0 P02088 Hemoglobin subunit beta-1
Carbamidomethyl (C)
AAVSCLWGK\é:SDEVGGEAL 2217.0848 | 2217.1042 3 138.0 P02088 Hemoglobin subunit beta-1
VITAFND(;;T:EESKLKGTFASL 3144.555 | 3144.5938 | +3;+4;+5 53.0 P02088 Hemoglobin subunit beta-1
VITAFNDGLNHLDSLKGTFASL
SELHcDK + Carbamidomethyl] 3201.5765 | 3201.6142 | +3;+4;+5 116.0 P02088 Hemoglobin subunit beta-1
(9]
Glycine amidinotransferase,
AENACVPPFTVEVK 1502.7439 | 1502.7548 2 94.0 Q9D964 . )
mitochondrial
Glycine amidinotransferase,
FVTTEFEPCFDAADFIR 2006.9084 | 2006.9248 +2;+3 127.0 Q9D964 ) )
mitochondrial
NANSLGGGFHCWTCcDVRR + Glycine amidinotransferase,
. 2116.932 2116.95 +2;43;+4 78.0 Q9D964 . A
Carbamidomethyl (C) mitochondrial
cPVSSYNEWDPLEEVIVGR + Glycine amidinotransferase,
. 2248.047 | 2248.0656 +2;+3 158.0 Q9oD964 . A
Carbamidomethyl (C) mitochondrial
cDVVVIPAGVPR + . .
. 1280.6911 | 1280.7024 +2;43 67.0 P08249 Malate dehydrogenase, mitochondrial
Carbamidomethyl (C)
EGVVECSFVQSK 1310.6177 | 1310.622 2 71.0 P08249 Malate dehydrogenase, mitochondrial
TIIPLISQCTPK 1312.7424 | 1312.7533 2 91.0 P08249 Malate dehydrogenase, mitochondrial
THPLISQCTPK + X .
. 1369.7639 | 1369.772 2 82.0 P08249 Malate dehydrogenase, mitochondrial
Carbamidomethyl (C)
GYLGPEQLPDCLK 1431.7068 | 1431.7216 2 106.0 P08249 Malate dehydrogenase, mitochondrial
ETECTYFSTPLLLGK 1700.8331 | 1700.8522 2 86.0 P08249 Malate dehydrogenase, mitochondrial
ETECTYFSTPLLLGKK 1828.9281 | 1828.9464 +2;+3 89.0 P08249 Malate dehydrogenase, mitochondrial
VNVPVIGGHAGKTIIPLISQCTP ) .
K 2441.3828 | 2441.3815 4 50.0 P08249 Malate dehydrogenase, mitochondrial
VNVPVIGGHAGKTIIPLISQCTP ) )
. 2498.4043 | 2498.4179 +3;+4 88.0 P08249 Malate dehydrogenase, mitochondrial
K + Carbamidomethyl (C)
GYLGPEQLPDcLKGCDVVVIPA
Q 2751.4088 | 2751.4226 +2;43 100.0 P08249 Malate dehydrogenase, mitochondrial

GVPR + Carbamidomethyl (C)




TIIPLISQCTPKVDFPQDQLATL

TGR 2854.5263 | 2854.5401 3 140.0 P08249 Malate dehydrogenase, mitochondrial
LVILANNCPALR 1295.7383 | 1295.7475 2 105.0 P62889 60S ribosomal protein L30
LVILANNCPALRK 1423.8333 | 1423.8355 +2;+3 68.0 P62889 60S ribosomal protein L30
LVILANNCPALRK
) ¢ * 1480.8548 | 1480.8718 +2;+3 78.0 P62889 60S ribosomal protein L30
Carbamidomethyl (C)
AKLVILANNCPALR 1494.8704 | 1494.8742 +2;+3 96.0 P62889 60S ribosomal protein L30
AKLVILANNCPALR +
. ¢ 1551.8919 | 1551.9061 +2;+3 104.0 P62889 60S ribosomal protein L30
Carbamidomethyl (C)
VCTLAIIDPGDSDIIR 1699.8815 | 1699.8868 2 113.0 P62889 60S ribosomal protein L30
VCcTLAIIDPGDSDIIR +
¢ . 1756.9029 | 1756.917 2 108.0 P62889 60S ribosomal protein L30
Carbamidomethyl (C)
TGVHHYSGNNIELGTACGK | 1956.9112 | 1956.9402 | +2;+3;+4 121.0 P62889 60S ribosomal protein L30
TGVHHYSGNNIELGTACGK +
. ¢ 2013.9327 | 2013.9576 +2;+3 103.0 P62889 60S ribosomal protein L30
Carbamidomethyl (C)
ENFSCLTR 968.4386 | 968.4478 2 55.0 P14152 Malate dehydrogenase, cytoplasmic
NPANTNCLTASK 1232.5819 | 1232.5825 2 107.0 P14152 Malate dehydrogenase, cytoplasmic
NPANTNCLTASK + i
. 1289.6034 | 1289.6104 2 112.0 P14152 Malate dehydrogenase, cytoplasmic
Carbamidomethyl (C)
SAPSIPKENFSCLTR 1648.8243 | 1648.8313 +2;43 87.0 P14152 Malate dehydrogenase, cytoplasmic
VIVVGNPANTNCLTASK 1699.8927 | 1699.8986 +2;+3 128.0 P14152 Malate dehydrogenase, cytoplasmic
SVKVIVVGNPANTNCLTASK | 2014.0881 | 2014.108 +2;+3 141.0 P14152 Malate dehydrogenase, cytoplasmic
CPLPRPWK 995.5375 | 995.5368 +2;43 51.0 Q91Y97 Fructose-bisphosphate aldolase B
cPLPRPWK + .
. 1052.5589 | 1052.5667 +2;43 46.0 Q91Y97 Fructose-bisphosphate aldolase B
Carbamidomethyl (C)
AMANCcQAAQGQYVH +
CQ_ QGQ 1547.6609 | 1547.6631 2 112.0 Q91Y97 Fructose-bisphosphate aldolase B
Carbamidomethyl (C)
CPLPRPWKLSFSYGR 1805.9399 | 1805.9446 3 58.0 Q91Y97 Fructose-bisphosphate aldolase B
cPLPRPWKLSFSYGR + .
. 1862.9614 | 1862.9782 | +2;+3;+4 81.0 Q91Y97 Fructose-bisphosphate aldolase B
Carbamidomethyl (C)
IADQCPSSLAIQENANALAR 2084.032 | 2084.0626 +2;+3 142.0 Q91Y97 Fructose-bisphosphate aldolase B
TVPAAVPGIcFLSGGMSEEDAT
LNLNAINR + 3116.5271 | 3116.5378 3 57.0 Q91Y97 Fructose-bisphosphate aldolase B
Carbamidomethyl (C)
YASIcQQNGLVPIVEPEVLPDG
DHDLEHCQYVSEK + 2 4105.9037 | 4105.9198 +3;+4 98.0 Q91Y97 Fructose-bisphosphate aldolase B
Carbamidomethyl (C)
TVPAAVPGIcFLSGGMSEEDAT
LNLNAINRCPLPRPWK +2 | 4219.1017 | 4219.1417 +3;+4 70.0 Q91Y97 Fructose-bisphosphate aldolase B
Carbamidomethyl (C)
LCAATATILDKPEDR 1615.8239 | 1615.8281 +2;+3 135.0 035215 D-dopachrome decarboxylase




STEPCAHLLVSSIGVVGTAEQN
R Q 2367.1853 | 2367.2132 | +2;+3;+4 191.0 035215 D-dopachrome decarboxylase
IPAGLENRLCAATATILDKPEDR| 2466.29 | 2466.3091 +3;+4 41.0 035215 D-dopachrome decarboxylase
3-oxoacyl-[acyl-carrier-protein] synthase,
SVSTACTTGAHAVGDSFR 1765.8054 | 1765.8171 3 81.0 Q9oD404 i )
mitochondrial
GPNHSVSTACTTGAHAVGDSF 3-oxoacyl-[acyl-carrier-protein] synthase,
. 2228.0029 | 2228.0088 +3;+4 100.0 Q9oD404 . )
R + Carbamidomethyl (C) mitochondrial
LKGPNHSVSTACTTGAHAVGD 3-oxoacyl-[acyl-carrier-protein] synthase,
2412.1605 | 2412.1772 | +2;+3;+4 145.0 Q9oD404 . )
SFR mitochondrial
Acyl-coenzyme A synthetase ACSM1,
SYIPSCR 824.3851 | 824.3914 2 42.0 Q91VAO0 i )
mitochondrial
Acyl-coenzyme A synthetase ACSM1,
SASPDHTCIK 1057.4862 | 1057.4923 +2;+3 76.0 Q91VAO0 X A
mitochondrial
Acyl-coenzyme A synthetase ACSM1,
LVVSDHSHEGWLDFCSLIK 2184.0674 | 2184.0747 +3;+4 85.0 Q91VAO0 X A
mitochondrial
Acyl-coenzyme A synthetase ACSM1,
AIVTTASLVPEVESVASECPDLK| 2357.2036 | 2357.2262 +2;+3 119.0 Q91VAO0 X A
mitochondrial
FPTLEHCTTGGESLLPEEYEQW Acyl-coenzyme A synthetase ACSM1,
2693.2319 | 2693.2462 3 105.0 Q91VAO . .
K mitochondrial
PETCVR 703.3323 | 703.3351 2 42.0 Q9DBM2 Peroxisomal bifunctional enzyme
LAPETCVR 887.4535 887.461 2 86.0 Q9DBM2 Peroxisomal bifunctional enzyme
LAPETcVR + . i X
. 944.4749 | 944.4789 2 74.0 Q9DBM?2 Peroxisomal bifunctional enzyme
Carbamidomethyl (C)
CLYSLINEAFR + . i i
. 1384.6809 | 1384.6831 2 87.0 Q9DBM2 Peroxisomal bifunctional enzyme
Carbamidomethyl (C)
cNPPVNAISPTVITEVR + . i X
. 1865.9669 | 1865.9933 2 134.0 Q9DBM2 Peroxisomal bifunctional enzyme
Carbamidomethyl (C)
LcNPPVNAISPTVITEVR + . . .
. 1979.051 | 1979.0706 +2;+3 139.0 Q9DBM?2 Peroxisomal bifunctional enzyme
Carbamidomethyl (C)
IRLCNPPVNAISPTVITEVR | 2191.2147 | 2191.2212 3 100.0 Q9DBM?2 Peroxisomal bifunctional enzyme
IRLcNPPVNAISPTVITEVR + . . .
. 2248.2362 | 2248.248 3 86.0 Q9DBM?2 Peroxisomal bifunctional enzyme
Carbamidomethyl (C)
YQKPVVAAIQGVALGGGLELA
Q LC?CHYR 2782.4952 | 2782.503 +3;+4 126.0 Q9DBM?2 Peroxisomal bifunctional enzyme
SCEAGYSPSYKEDK 1562.6559 | 1562.6613 +2;+3 88.0 P10605 Cathepsin B
SCEAGYSPSYKEDK +
§ ) 1619.6773 | 1619.6849 +2;+3 83.0 P10605 Cathepsin B
Carbamidomethyl (C)
GENHCGIESEIVAGIPR 1779.8574 | 1779.8688 +2;+3 133.0 P10605 Cathepsin B
E ESE +
NHCGI_S IVAGIPR 1779.8574 | 1779.8599 3 64.0 P10605 Cathepsin B
Carbamidomethyl (C)




GENHCGIESEIVAGIPR +

) 1836.8788 | 1836.8997 +2;43 129.0 P10605 Cathepsin B

Carbamidomethyl (C)

ILRGENHCGIESEIVAGIPR | 2162.1266 | 2162.132 +3;+4 93.0 P10605 Cathepsin B
MVCANKEEK 1050.4838 | 1050.4832 +2;43 65.0 P47791 Glutathione reductase, mitochondrial
GVYAVGDVcGK + . . .
. 1123.5332 | 1123.5414 2 71.0 P47791 Glutathione reductase, mitochondrial
Carbamidomethyl (C)
LGGTcVNVGCVPK + . ) )
. 1370.6687 | 1370.672 2 94.0 P47791 Glutathione reductase, mitochondrial

Carbamidomethyl (C)

NFDSLISSNCTEELENAGVEVLK| 2510.1846 | 2510.2121 +2;+3 151.0 P47791 Glutathione reductase, mitochondrial
NFDSLISSNcTEELENAGVEVLK
SLISSNe . G 2567.2061 | 2567.2372 +2;+3 131.0 P47791 Glutathione reductase, mitochondrial
+ Carbamidomethyl (C)
KPTTTMIPDVDCLLWAIGRDP . i X
NSK 2670.3509 | 2670.3556 +3;+4 133.0 P47791 Glutathione reductase, mitochondrial
KPTTTMIPDVDCcLLWAIGRDP X i X
R 2727.3724 | 2727.4095 3 112.0 P47791 Glutathione reductase, mitochondrial
NSK + Carbamidomethyl (C)
VLRNFDSLISSNcTEELENAGVE X i X
. 2935.4597 | 2935.4788 3 66.0 P47791 Glutathione reductase, mitochondrial
VLK + Carbamidomethyl (C)
LVQAFQYTDEZSEVCPAGWK 2518.1587 | 2518.1928 3 82.0 Q61171 Peroxiredoxin-2
LGCEVLGVSVDSQFTHLAWIN
6e G STPSRQ 2641.3323 | 2641.3423 3 119.0 Q61171 Peroxiredoxin-2
KLGCEVLGVSVDSQFTHLAWI
NTPR Q 2769.4272 | 2769.4543 +3;+4 170.0 Q61171 Peroxiredoxin-2
LLEACTFHKH 1197.5965 | 1197.6074 | +2;+3;+4 72.0 Q92111 Serotransferrin
TKCDEWSIISEGK 1494.7024 | 1494.7099 2 108.0 Q921I11 Serotransferrin
KPVDQYEDCYLAR 1598.7399 | 1598.748 2 97.0 Q92111 Serotransferrin
EE
CAPNNK _YNGYTGAFR * 1989.8639 | 1989.8752 +2;+3 109.0 Q92111 Serotransferrin
Carbamidomethyl (C)
NQQEGVCPEGSIDNSPVKWCcA
LSHLER + Carbamidomethyl | 3052.4131 | 3052.438 +3;+4 71.0 Q92111 Serotransferrin
©
VPGAFTPGCSK 1062.5168 | 1062.5145 2 94.0 P99029 Peroxiredoxin-5, mitochondrial
CSLA_PNlLSQL * 1214.6329 | 1214.639 2 41.0 P99029 Peroxiredoxin-5, mitochondrial

Carbamidomethyl (C)

GVLFGVPGAFTPGCSK 1535.7807 | 1535.7972 +2;43 84.0 P99029 Peroxiredoxin-5, mitochondrial

GVLFGVF_)GAFTPGCSK * 1592.8021 | 1592.8188 2 75.0 P99029 Peroxiredoxin-5, mitochondrial

Carbamidomethyl (C)

KGVLFGVPGAFTPGCSK 1663.8756 | 1663.8915 +2;+3 142.0 P99029 Peroxiredoxin-5, mitochondrial
ALNVEPDGTG::TCSLAPNILSQ 2325.1886 | 2325.2122 +2;+3 76.0 P99029 Peroxiredoxin-5, mitochondrial
ALNVEPDGTGLTCcSLAPNILSQL| ) ) i .

. 2382.2101 | 2382.2233 +2;+3 37.0 P99029 Peroxiredoxin-5, mitochondrial

+ Carbamidomethyl (C)

LYNTCSVFGPDGSLLVK 1811.9128 | 1811.9292 2 103.0 Q9JHW2 Omega-amidase NIT2

TLSPGDSFSTFDTPYCK 1864.819 | 1864.8256 2 122.0 Q9JHW?2 Omega-amidase NIT2
ESSIYLIGGSIPEEDAGKLYNTCS

3657.8124 | 3657.8383 +3;+4 118.0 Q9JHW2 Omega-amidase NIT2
VFGPDGSLLVK
ESSIYLIGGSIPEEDAGKLYNTCcS
VFGPDGSLLVK + 3714.8338 | 3714.8785 +3;+4 104.0 Q9JHW2 Omega-amidase NIT2

Carbamidomethyl (C)

ANIVSLPECFNSPYGTTYFP
Qs SLPECFNSPYG 3850.8036 | 3850.8514 3 70.0 Q9JHW2 Omega-amidase NIT2

DYAEKIPGESTQK




QGANIVSLPECFNSPYGTTYFP

DYAEKIPGESTQK + 3907.8251 | 3907.8535 3 66.0 Q9JHW2 Omega-amidase NIT2
Carbamidomethyl (C)
Succinate--CoA ligase [ADP/GDP-forming]
IICQGFTGK 965.5004 | 965.5066 2 89.0 Q9WUMS5 ) ) .
subunit alpha, mitochondrial
LIGPNCPGVINPGEcK + Succinate--CoA li ADP/GDP-f i
_ ¢ 1734.8433 | 1734.8606 | 2 114.0 Qowuwms | Succinate-CoA ligase [ADP/GDP-forming]
Carbamidomethyl (C) subunit alpha, mitochondrial
LIGPNcPGVINPGECK + 1734.8433 | 1734.8617 : 114.0 QOWUMS Succinate--CoA ligase [ADP/GDP-forming]
Carbamidomethyl (C) ' ’ ' subunit alpha, mitochondrial
VYSATK + Carbamid thyl
¢ a(rc)aml omethy 827.3847 827.384 2 50.0 Q8Jzv9 3-hydroxybutyrate dehydrogenase type 2
GVENRCVYSATK 1325.6398 | 1325.642 +2;43 58.0 Q8Jzv9 3-hydroxybutyrate dehydrogenase type 2
GVENRCVYSATK +
. 1382.6612 | 1382.6695 +2;43 64.0 Q8Jzv9 3-hydroxybutyrate dehydrogenase type 2
Carbamidomethyl (C)
cNCVCPGTVDTPSLQER +
. 1877.807 | 1877.8279 2 127.0 Q8Jzv9 3-hydroxybutyrate dehydrogenase type 2
Carbamidomethyl (C)
NcVcPGTVDTPSLQER + 2
. 1899.8455 | 1899.7949 +2;43 55.0 Q8Jzv9 3-hydroxybutyrate dehydrogenase type 2
Carbamidomethyl (C)
cNcVCPGTVDTPSLQER + 2
. 1934.8285 | 1934.8448 2 122.0 Q8Jzv9 3-hydroxybutyrate dehydrogenase type 2
Carbamidomethyl (C)
cNCVcPGTVDTPSLQER + 2
. 1934.8285 | 1934.8412 2 142.0 Q8Jzv9 3-hydroxybutyrate dehydrogenase type 2
Carbamidomethyl (C)
cNcVcPGTVDTPSLQER + 3
. 1991.85 | 1991.8697 +2;+3 121.0 Q8JzV9 3-hydroxybutyrate dehydrogenase type 2
Carbamidomethyl (C)
SVSAFAPICNPVLcSWGKK +
. 2131.0594 | 2131.0797 3 75.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C)
SVSAFAPICNPVLCSWGKK + .
. 2131.0594 | 2131.0702 +2;43 88.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C)
GcNIKGEDDSWDFGTGAGFYV
NATEDPWK + 3235.3829 | 3235.4023 3 117.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C)
LCGSGFQSIVSGcQEIcSK + 2 . 5 .
. 2194.9697 | 2194.9868 +2;43 119.0 Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial
Carbamidomethyl (C)
LcGSGFQSIVSGcQEIcSK + 3 . . .
. 2251.9912 | 2252.0084 +2;43 113.0 Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial
Carbamidomethyl (C)
VGVPTETGALTLNRLCGSGFQS
IVSGCcQEIcSK + 2 3603.7372 | 3603.7828 +3;+4 74.0 Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial
Carbamidomethyl (C)
IAGPGLSSCVR 1058.5543 | 1058.5597 2 65.0 Q80X90 Filamin-B




VAVTEGCQPSR 1145.5499 | 1145.5553 2 92.0 Q80X90 Filamin-B
CVYKPVQPGPHVVK 1549.8439 | 1549.8437 | +2;+3;+4 75.0 Q80X90 Filamin-B
GAGTGGLGLTVEGPCEAK | 1615.7876 | 1615.7901 2 85.0 Q80X90,Q8VHX6 Filamin-B,Filamin-C
VHSPSGAVEECHVSELEPDKYA . .
VR 2637.2493 | 2637.2573 4 32.0 Q80X90 Filamin-B
VGEPGILcVDCSEAGPGTLGLE
AVSDSGAK + 2955.3842 | 2955.3948 +2;+3 122.0 Q80X90 Filamin-B
Carbamidomethyl (C)
L-lactate dehydrogenase A chain,L-lactate
GCcNLDSAR + P06151,P16125,P i
. 891.3869 | 891.3918 2 43.0 dehydrogenase B chain,L-lactate
Carbamidomethyl (C) 00342 )
dehydrogenase C chain
L- in,L-
PO6151,P16125,P lactate dehydrogenase A chain,L-lactate
VIGSGCNLDSAR 1190.5714 | 1190.5732 2 122.0 00342 dehydrogenase B chain,L-lactate
dehydrogenase C chain
IVSSKDYCVTANSK 1513.7446 | 1513.751 +2;43 129.0 P06151 L-lactate dehydrogenase A chain
LLIVSNPVDILTYVAWKISGFPK| 2572.4669 | 2572.4873 3 129.0 P06151 L-lactate dehydrogenase A chain
EVDEYCK 884.3586 | 884.3639 2 52.0 Q64442 Sorbitol dehydrogenase
HNADFCYK 996.4123 | 996.4148 2 73.0 Q64442 Sorbitol dehydrogenase
ATPPDDGNLCcR + 2
¢ . GNLe 1442.5919 | 1442.6011 2 101.0 Q64442 Sorbitol dehydrogenase
Carbamidomethyl (C)
MHSVGICGSDVHYWEHGR | 2068.8996 | 2068.9015 +3;+4 103.0 Q64442 Sorbitol dehydrogenase
YNLTPTIFFCATPPDDGNLCR + i
. 2482.1297 | 2482.1398 2 125.0 Q64442 Sorbitol dehydrogenase
Carbamidomethyl (C)
IGRYNLTPTIFFCATPPDDGNLc .
. 2808.3364 | 2808.3547 3 103.0 Q64442 Sorbitol dehydrogenase
R + Carbamidomethyl (C)
KITISDCGQL 1076.5536 | 1076.5556 2 103.0 P17742 Peptidyl-prolyl cis-trans isomerase A
KITISDcGQL +
? cea 1133.5751 | 1133.587 2 89.0 P17742 Peptidyl-prolyl cis-trans isomerase A
Carbamidomethyl (C)
ANAGPNTNGSQFFICTAK 1839.8574 | 1839.8697 2 113.0 P17742 Peptidyl-prolyl cis-trans isomerase A
ANAGPNTNGSQFFICTAK +
. QFFle 1896.8788 | 1896.9005 2 118.0 P17742 Peptidyl-prolyl cis-trans isomerase A
Carbamidomethyl (C)
HTGPGILSMANAGPNTNGSQF
FICTAK + Carbamidomethyl | 2790.3218 | 2790.3373 3 149.0 P17742 Peptidyl-prolyl cis-trans isomerase A
(9]
Thioredoxin-dependent peroxide
AFQFVETHGEVCPANWTPE | 2160.9575 | 2160.9848 2 110.0 P20108 . X
reductase, mitochondrial
AFQFVETHGEVcPANWTPE + Thioredoxin-dependent peroxide
) 2217.979 | 2218.0056 2 108.0 P20108 ) .
Carbamidomethyl (C) reductase, mitochondrial
AFQFVETHGEVCPANWTPESP Thioredoxin-d dent id
Q 3355.6183 | 3355.6468 | +3;+4 92.0 P20108 foredoxin-cependent peroxice

TIKPSPTASK

reductase, mitochondrial




ANEFHDVNCEVVAVSVDSHFS

Thioredoxin-dependent peroxide

3392.5997 | 3392.6272 | +3;+4;+5 125.0 P20108 ] X
HLAWINTPR reductase, mitochondrial
AFQFVETHGEVcPANWTPESP i ) i
Thioredoxin-dependent peroxide
TIKPSPTASK + 3412.6398 | 3412.6738 +3;+4 127.0 P20108 . )
. reductase, mitochondrial
Carbamidomethyl (C)
ANEFHDVNCcEVVAVSVDSHFS . . .
Thioredoxin-dependent peroxide
HLAWINTPR + 3449.6211 | 3449.6389 | +3;+4;45 75.0 P20108 ) .
. reductase, mitochondrial
Carbamidomethyl (C)
Tubulin alpha-4A chain,Tubulin alpha-1B
SIQFVDWCPTGFK 1526.7228 | 1526.7385 2 94.0 P68368,P05213 chain
TIGGGDDSFTTFFCETGAGK | 2009.8677 | 2009.8788 2 116.0 P68368 Tubulin alpha-4A chain
Tubulin alpha-4A chain,Tubulin alpha-3
AYHEQLSVAEITNACFEPANQ P68368,P05214,P K . i i
2692.2625 | 2692.266 +2;43 124.0 chain,Tubulin alpha-1A chain,Tubulin
MVK 68369,P05213 .
alpha-1B chain
IQFVDWCPTGFKVGINYQPP T lin alpha-4A chain,T lin alpha-1B
SIQFVDWCPTGFKVGINYQPPY 5335 6o0a | 33327106 [ 3 90.0 P63368,p05213 | |Pulin alpha-4A chain, Tubulin alpha
TVVPGGDLAK chain
QAFTDVATGSLGQGLGAACG
MAYTGK + Carbamidomethyl| 2531.1785 | 2531.189 3 130.0 P40142 Transketolase
(©
cEAFGWHTIIVDGHSVEELCK +
X 2554.1621 | 2554.1748 | +2;+3;+4 132.0 P40142 Transketolase
2 Carbamidomethyl (C)
cVTEPSAGSDVAAIK + Medium-chain specific acyl-CoA
i 1503.7239 | 1503.7282 2 116.0 P45952 . i
Carbamidomethyl (C) dehydrogenase, mitochondrial
Medium-chain specific acyl-CoA
AYCVTEPSAGSDVAAIK 1680.8029 | 1680.8183 2 113.0 P45952 . .
dehydrogenase, mitochondrial
AYCVTEPSAGSDVAAIK + Medium-chain specific acyl-CoA
. 1737.8243 | 1737.8406 2 105.0 P45952 . .
Carbamidomethyl (C) dehydrogenase, mitochondrial
CcAYCVTEPSAGSDVAAIK + 2 Medium-chain specific acyl-CoA
. 1965.8812 | 1965.9038 +2;+3 127.0 P45952 . .
Carbamidomethyl (C) dehydrogenase, mitochondrial
cSPDPGLTALLSDHR + X
X 1637.7832 | 1637.7957 +2;+3 124.0 Q91X72 Hemopexin
Carbamidomethyl (C)
ELGSPPGISLETIDAAFSCPGSS
R 2390.1424 | 2390.1736 +2;43 133.0 Q91X72 Hemopexin
AAVEEGIVLGGGCALLR 1626.8763 | 1626.8795 2 79.0 P63038 60 kDa heat shock protein, mitochondrial
AAVEEGIVLGGGCALLR + . i .
. 1683.8978 | 1683.907 +2;+3 121.0 P63038 60 kDa heat shock protein, mitochondrial
Carbamidomethyl (C)
cEFQDAYVLLSEKK + ) i i
1728.8392 | 1728.854 +2;43 91.0 P63038 60 kDa heat shock protein, mitochondrial

Carbamidomethyl (C)




Q9D6F9,P68372,P

Tubulin beta-4A chain, Tubulin beta-4B

TAVCDIPPR 970.4906 | 970.4936 2 81.0 99024,Q9CWF2,Q| chain,Tubulin beta-5 chain,Tubulin beta-
7TMM9 2B chain,Tubulin beta-2A chain
TAVCDIPPR + Q9D6F9,P68372,P] Tubulin beta-4A chain,Tubulin beta-4B
. 1027.5121 | 1027.5144 2 73.0 99024,Q9CWF2,Q| chain,Tubulin beta-5 chain,Tubulin beta-
Carbamidomethyl (C) . . .
7TMM9 2B chain, Tubulin beta-2A chain
Tubulin beta-4A chain,Tubulin beta-4B
EIVHLOQAGQCGNQIGAK 1764.8941 | 1764.9048 +2;+3 113.0 Q9D6F9,P68372 chain
EIVHLQAGQCcGNQIGAK + Tubulin beta-4A chain,Tubulin beta-4B
. 1821.9156 | 1821.9287 3 105.0 Q9D6F9,P68372 .
Carbamidomethyl (C) chain
Tubulin beta-4A chain,Tubulin beta-4B
MREIVHLOQAGQCGNQIGAK | 2052.0357 | 2052.0379 +3;+4 92.0 Q9D6F9,P68372 chain
P99024,Q9ERD7, Tubulin beta-5 chain,Tubulin beta-3
EIVHIQAGQCGNQIGAK 1764.8941 | 1764.9048 +2;+3 113.0 Q9CWF2,Q7TMM |chain,Tubulin beta-2B chain,Tubulin beta-|
9 2A chain
EIVHIQAGQCGNQIGAK + P99024,Q9ERD7, Tubulm l?eta—S cham,TLfbuIm bgta—?:
. 1821.9156 | 1821.9287 3 105.0 Q9CWF2,Q7TMM |chain,Tubulin beta-2B chain,Tubulin beta-
Carbamidomethyl (C) .
9 2A chain
P99024,Q9ERD7, Tubulin beta-5 chain, Tubulin beta-3
MREIVHIQAGQCGNQIGAK | 2052.0357 | 2052.0379 +3;+4 92.0 Q9CWF2,Q7TMM |chain,Tubulin beta-2B chain,Tubulin beta-
9 2A chain
VTNRDIICQIAYAR 1634.8562 | 1634.8666 +2;43 92.0 P47962 60S ribosomal protein L5
VGLTNYAAAYCTGLLLAR +
. ¢ 1926.0033 | 1926.0237 2 125.0 P47962 60S ribosomal protein L5
Carbamidomethyl (C)
VGLTNYAAAYCTGLLLARR 2025.0829 | 2025.0936 3 114.0 P47962 60S ribosomal protein L5
VGLIGSCTNSSYEDMGR 1787.7818 | 1787.7889 2 151.0 Q99KIO Aconitate hydratase, mitochondrial
VAVPSTIHCDHLIEAQVGGEK | 2202.1103 | 2202.1288 | +2;+3;+4 104.0 Q99KIO Aconitate hydratase, mitochondrial
VAVPSTIHCDHLIEAQVGGEKD
LR Q 2586.3224 | 2586.3501 +3;+4 74.0 Q99KIO Aconitate hydratase, mitochondrial
cVIKHPNGTQETILLNHTFNET
QIEWFR + Carbamidomethyl| 3424.6986 | 3424.7218 | +3;+4;+5 109.0 Q99KI0 Aconitate hydratase, mitochondrial

(€




Aldehyde dehydrogenase family 8

ITQLSAPHCK 1096.5699 | 1096.5764 +2;43 74.0 Q8BHO0
member Al
Aldehyde dehydrogenase family 8
NPAIIFEDANLEECIPATVR 2214.099 | 2214.1204 2 150.0 Q8BHOO
member Al
FLPcNSYIDSYDPSTGEVYCK + Aldehyde dehydrogenase family 8
. 2525.0767 | 2525.0884 2 116.0 Q8BHO0
Carbamidomethyl (C) member Al
LSLELGGKNPAIIFEDANLEECIP Aldehyde dehydrogenase family 8
3011.5637 | 3011.5945 3 114.0 Q8BHO0
ATVR member Al
GVNTDSGSVCR 1093.4822 | 1093.4806 2 82.0 Q11136 Xaa-Pro dipeptidase
GVNTDSGSVCcR +
. ¢ 1150.5037 | 1150.5037 2 77.0 Q11136 Xaa-Pro dipeptidase
Carbamidomethyl (C)
FNVNNTILHPEIVECR 1896.9516 | 1896.9667 +2;+3 128.0 Q11136 Xaa-Pro dipeptidase
FNVNNTILHPEIVECR +
) ¢ 1953.9731 | 1953.9992 +2;43 123.0 Q11136 Xaa-Pro dipeptidase
Carbamidomethyl (C)
LFCVGFTK 913.4732 913.4786 2 72.0 P97351 40S ribosomal protein S3a
LFCVGFTKK +
C, 1098.5896 | 1098.5964 3 51.0 P97351 40S ribosomal protein S3a
Carbamidomethyl (C)
ACQSIYPLHDVFVR 1646.8239 | 1646.8304 +2;+3 84.0 P97351 40S ribosomal protein S3a
AcQSIYPLHDVFVR +
cQ . 1703.8454 | 1703.8505 +2;+3 104.0 P97351 40S ribosomal protein S3a
Carbamidomethyl (C)
LHD +
ACQSWF_, HDVFVRK 1831.9403 | 1831.9562 | +2;+3;+4 86.0 P97351 40S ribosomal protein S3a
Carbamidomethyl (C)
Low- ity li i -rel
AIVLDPCR 885.4742 | 885.4793 2 64.0 A2ARV4 ow-density lipoprotein receptor-related
protein 2
TAFTCANGR + Low- ity li i -rel
S . cANG 1083.4767 | 1083.484 ) 67.0 AJARVA ow-density |poprote.|n receptor-related
Carbamidomethyl (C) protein 2
ADGSSCINSR + Low-density li i -rel
C QSSC S 1168.4601 | 1168.4616 ) 87.0 A2ARVA ow-density |poprote.|n receptor-related
Carbamidomethyl (C) protein 2
TTNICVPR + Low-density li i -rel
cQ . C 1190.5536 | 1190.5528 ) 1.0 AJARVA ow-density |poprote.|n receptor-related
Carbamidomethyl (C) protein 2
Low-density lipoprotein receptor-related
LQNVECLSFDWISR 1708.8243 | 1708.8347 +2;+3 105.0 A2ARV4 .
protein 2
CAADGSPPLLLLPENVR + Low-density lipoprotein receptor-related
i 1820.9454 | 1820.9531 +2;+3 140.0 A2ARV4 .
Carbamidomethyl (C) protein 2
NVLHADVDVANGFIYWCDFSS Low-density lipoprotein receptor-related
2713.2595 | 2713.2577 3 61.0 A2ARV4 .
SVR protein 2
N-acyl- tic-L-ami id
HVAFLK 713.4224 | 713.426 2 41.0 Q91XE4 acyraromatic-t-amino acl

amidohydrolase (carboxylate-forming)




N-acyl-aromatic-L-amino acid

QNPGMPCR 901.3898 | 901.3958 2 38.0 Q91XE4 . .
amidohydrolase (carboxylate-forming)
N-acyl-aromatic-L-amino acid
NGICLEMGPQPQGVLR 1710.8545 | 1710.8597 2 104.0 Q91XE4 ) )
amidohydrolase (carboxylate-forming)
N-acyl-aromatic-L-amino acid
SCTLTFLGSTATPDDPYEVK | 2143.9984 | 2144.0152 2 112.0 Q91XE4 ) )
amidohydrolase (carboxylate-forming)
N-acyl- tic-L-ami id
RSCTLTFLGSTATPDDPYEVK | 2300.0995 | 2300.1011| 3 48.0 Q91XE4 | acv-aromatict-amino acid.
amidohydrolase (carboxylate-forming)
N-acyl-aromatic-L-amino acid
SCTLTFLGSTATPDDPYEVKR | 2300.0995 | 2300.11 +2;+3 119.0 QI91XE4 A A
amidohydrolase (carboxylate-forming)
YWLQNPGELQRPSFSAMPVL ) . )
N-acyl-aromatic-L-amino acid
ANPAATAACCR + 3486.6635 | 3486.6898 +3;+4 87.0 Q91XE4 ) )
. amidohydrolase (carboxylate-forming)
Carbamidomethyl (C)
YWLQNPGELQRPSFSAMPVL . ) )
N-acyl-aromatic-L-amino acid
ANPAATAACCR + 2 3543.685 | 3543.7081 3 88.0 QI91XE4 ) )
. amidohydrolase (carboxylate-forming)
Carbamidomethyl (C)
| 1
cHYPEDEIGHEDEAESDIFSIK + Complement co.mp.onent Q
. 2619.1071 | 2619.1217 +3;+4 82.0 035658 subcomponent-binding protein,
Carbamidomethyl (C) ) R
mitochondrial
Complement component 1 Q
TLVLDCHYPEDEIGHEDEAESD - .
IESIK 3103.3968 | 3103.4119 | +2;+3;+4 107.0 035658 subcomponent-binding protein,
mitochondrial
Complement component 1 Q
KTLVLDCHYPEDEIGHEDEAES o )
DIFSIK 3231.4918 | 3231.5116 +3;+4 79.0 035658 subcomponent-binding protein,
mitochondrial
KTLVLDcHYPEDEIGHEDEAES Complement component 1 Q
DIFSIK + Carbamidomethyl | 3288.5132 | 3288.5674 +3;+4 71.0 035658 subcomponent-binding protein,
Q) mitochondrial
cPGHADYVK + . . .
. 1045.4651 | 1045.4672 +2;+3 66.0 Q8BFR5 Elongation factor Tu, mitochondrial
Carbamidomethyl (C)
GDECELLGHNK
C, * 1270.5612 | 1270.5656 +2;+3 55.0 Q8BFR5 Elongation factor Tu, mitochondrial
Carbamidomethyl (C)
KGDECELLGHNK 1341.6347 | 1341.6324 +2;+3 110.0 Q8BFR5 Elongation factor Tu, mitochondrial
HTDcPGHADYVK +
¢ . 1398.5987 | 1398.5973 3 39.0 Q8BFR5 Elongation factor Tu, mitochondrial
Carbamidomethyl (C)
HYAHTDCPGHADYVK 1712.7365 | 1712.7449 | +2;+3;+4 87.0 Q8BFR5 Elongation factor Tu, mitochondrial
TVcIEK + Carbamidomethyl Dihydrolipoyl dehydrogenase,
748.3789 | 748.3784 2 44.0 008749

(@)

mitochondrial




VcHAHPTLSEAFR + Dihydrolipoyl dehydrogenase,
) 1523.7303 | 1523.7402 | +2;+3;+4 84.0 008749 ) )
Carbamidomethyl (C) mitochondrial
NETLGGTCcLNVGCIPSK + Dihydrolipoyl dehydrogenase,
. 1829.8652 | 1761.8519 2 140.0 008749 . .
Carbamidomethyl (C) mitochondrial
NETLGGTCcLNVGCcIPSK + 2 Dihydrolipoyl dehydrogenase,
. 1886.8866 | 1818.878 2 122.0 008749 . R
Carbamidomethyl (C) mitochondrial
TVCcIEKNETLGGTCcLNVGCIPSK Dihydrolipoyl dehydrogenase,
. 2628.2598 | 2628.2821 3 104.0 008749 . R
+ 2 Carbamidomethyl (C) mitochondrial
VLGAHILGPGAGEMVNEAALA Dihvdrolivovl dehvdrogenase
LEYGASCEDIAR + 3353.6384 | 3353.6665 | +3;+4 173.0 008749 yarolipoy! cenyerogenase,
. mitochondrial
Carbamidomethyl (C)
Acetyl-CoA acetyltransferase,
IHMGNCAENTAK 1287.57 | 1287.5714| +2;43 87.0 QsazT1 yi--oR acelylire
mitochondrial
IHMGNCAENTAK + Acetyl-CoA acetyltransferase,
) 1344.5914 | 1344.6007 +2;+3 88.0 Q8QzT1 ) )
Carbamidomethyl (C) mitochondrial
AGLPISTPCTTVNK + Acetyl-CoA acetyltransferase,
; 1457.7548 | 1457.7723 2 79.0 Q8QzT1 ) )
Carbamidomethyl (C) mitochondrial
Acetyl-CoA acetyltransferase,
QATLGAGLPISTPCTTVNK 1870.9823 | 1870.9996 +2;43 102.0 Q8QzT1 . .
mitochondrial
VTVAGLAGKD 929.5182 | 929.5039 2 56.0 Q99LX0 Protein deglycase DJ-1
LAHEVGFGCK 1059.5172 | 1059.5203 3 54.0 Q99LX0 Protein deglycase DJ-1
DVMIcPDTSLEDAK +
¢ . 1592.7062 | 1592.7149 +2;+3 96.0 Q99LX0 Protein deglycase DJ-1
Carbamidomethyl (C)
VTVAGLAGKDPVQCSR 1599.8403 | 1599.851 +2;+3 147.0 Q99LX0 Protein deglycase DJ-1
VTVAGLAGKDPVQCSR +
. Qc 1656.8618 | 1656.8754 +2;+3 143.0 Q99LX0 Protein deglycase DJ-1
Carbamidomethyl (C)
Glyoxylate reductase/hydroxypyruvate
NCVILPHIGSATYK 1514.7915 | 1514.7921 +2;+3 62.0 Q91753
reductase
Glyoxylate reductase/hydroxypyruvate
DLEQGVVGAHGLLCR 1565.7984 | 1565.7991 +2;+3 79.0 Q91753
reductase
AALAQAADCEVEQWNSDDPI Gl lat duct hyd t
Q Q 2398.0859 | 2398.1008 | +2;+3 151.0 Q91753 yoxylate reductase/hydroxypyruvate
PR reductase
AQCVIASR + . . .
. 903.4596 | 903.4591 2 44.0 Q9CQ62 2,4-dienoyl-CoA reductase, mitochondrial
Carbamidomethyl (C)
EMIDRIPCGR 1188.5743 | 1188.5786 +2;+3 45.0 Q9CQ62 2,4-dienoyl-CoA reductase, mitochondrial
AMTTFLSTLGAQCVIASR 1868.9488 | 1868.9571 +2;+3 148.0 Q9CQ62 2,4-dienoyl-CoA reductase, mitochondrial
AMTTFLSTLGAQCVIASR + . . i
. 1925.9703 | 1925.9828 +2;+3 146.0 Q9CQ62 2,4-dienoyl-CoA reductase, mitochondrial
Carbamidomethyl (C)
P Ifide di ETHE1L,
TDFQQGCAK 996.4335 | 996.4355 2 64.0 Q9DCMO ersuftice dioxygenase
mitochondrial
P Ifide di ETHE1L,
LTLSCEEFIK 1181.6002 | 1181.6058 2 65.0 Q9DCMO ersuiniae dioxygenase

mitochondrial




LTLScEEFIK +

Persulfide dioxygenase ETHE1,

1238.6217 | 1238.629 2 66.0 9DCMO
Carbamidomethyl (C) @ mitochondrial
Persulfide dioxygenase ETHE1,
SLLPGCQSVISR 1258.6703 | 1258.6795 2 95.0 Q9DCMO i .
mitochondrial
Persulfide dioxygenase ETHE1,
SCTYTYLLGDR 1290.5914 | 1290.5914 2 83.0 Q9DCMO i .
mitochondrial
SLLPGcQSVISR + Persulfide dioxygenase ETHE1,
. 1315.6918 | 1315.6951 2 105.0 Q9DCMO . .
Carbamidomethyl (C) mitochondrial
ScTYTYLLGDR + Persulfide dioxygenase ETHE1,
i 1347.6129 | 1347.6157 2 67.0 Q9DCMO . .
Carbamidomethyl (C) mitochondrial
IFTLPGNCLIYPAHDYHGLTVST § .
R Persulfide dioxygenase ETHE1,
VEEER + Carbamidomethyl | 3230.5706 | 3230.5852 +3;+4 89.0 Q9DCMO . .
mitochondrial
()
IGKPHTVPCK 1078.5957 | 1078.6005 +2;+3 93.0 P25444 40S ribosomal protein S2
IGKPHTVPcK
) ch 1135.6172 | 1135.6172 +2;43 79.0 P25444 40S ribosomal protein S2
Carbamidomethyl (C)
+2;43;+4;+ N i
GYWGNKIGKPHTVPCK 1783.9192 | 1783.9268 5 85.0 P25444 40S ribosomal protein S2
GYWGNKIGKPHTVPCK + +2;43;+4;+
) ¢ 1840.9407 | 1840.9492 e 73.0 P25444 40S ribosomal protein S2
Carbamidomethyl (C) 5
ALANSLACQGK 1074.5491 | 1074.5505 2 92.0 P05064 Fructose-bisphosphate aldolase A
ALANSLAcQGK + X
. 1131.5706 | 1131.5792 2 97.0 P05064 Fructose-bisphosphate aldolase A
Carbamidomethyl (C)
CPLLKPWALTFSYGR + X
. 1807.9443 | 1807.9564 3 81.0 P05064 Fructose-bisphosphate aldolase A
Carbamidomethyl (C)
YASICQQNGIVPIVEPEILPDGD Fructose-bisphosphate aldolase
2962.4746 | 2962.5059 3 131.0 P05064,P05063 .
HDLK A,Fructose-bisphosphate aldolase C
YASICQQNGIVPIVEPEILPDGD Fructose-bisphosphate aldol
aQ 3118.5757 | 3118.6006 | +3;+4 133.0 P05064,P05063 ructose-bisphosphate adoiase
HDLKR A,Fructose-bisphosphate aldolase C
LFECSNQTGR 1153.5186 | 1153.5256 2 76.0 Q62468 Villin-1
HVETNSCDVQR 1286.5674 | 1286.5704 +2;43 94.0 Q62468 Villin-1
TPSCcYLWcGK + 2
c‘ ¢ 1509.6091 | 1509.6107 2 77.0 Q62468 Villin-1
Carbamidomethyl (C)
cPDIAIQLAGTK + )
. 1285.67 | 1285.6812 2 112.0 P51855 Glutathione synthetase
Carbamidomethyl (C)
CPDIAIQLAGTKK 1356.7435 | 1356.7455 +2;43 94.0 P51855 Glutathione synthetase
D L
AAKCP _IAlQ AGTK + 1555.8392 | 1555.8538 3 75.0 P51855 Glutathione synthetase
Carbamidomethyl (C)
YVDIAIPCNNK 1248.6172 | 1248.6206 2 66.0 P14206 40S ribosomal protein SA
D LTE L L
ADHQPLTEASYVNLETIALCNT 2938.4494 | 2938.48 +2;+3 138.0 P14206 40S ribosomal protein SA

DSPLR




ADHQPLTEASYVNLPTIALCNT
DSPLR + Carbamidomethyl | 2995.4709 | 2995.5074 +2;43 133.0 P14206 40S ribosomal protein SA
(9]
NcIVLIDSTPYRQWYESHYALPL| . )
. 3050.5072 | 3050.5522 +3;+4 61.0 P62242 40S ribosomal protein S8
GR + Carbamidomethyl (C)
ISSLLEEQFQQGKLLACIASRPG
QCGR + Carbamidomethyl | 3056.5535 | 3056.5812 4 52.0 P62242 40S ribosomal protein S8
(©
ISSLLEEQFQQGKLLACIASRPG ) )
i 3056.5535 | 3056.5744 +3;+4 132.0 P62242 40S ribosomal protein S8
QcGR + Carbamidomethyl (C)
DHENCISGEDITHNGIVYTPK | 2341.0645 | 2341.0817 3 90.0 Q61838 Pregnancy zone protein
VKAAPLSLCALTAVDQSVLLLK
PEAK Q 2677.5452 | 2677.5689 +3;+4 143.0 Q61838 Pregnancy zone protein
YASDSHTcVDTK + Acyl-coenzyme A synthetase ACSM3,
) 1382.5773 | 1382.5843 +2;+3 85.0 Q3UNX5 ) )
Carbamidomethyl (C) mitochondrial
clITDDTLAPAVDAVAAK + Acyl-coenzyme A synthetase ACSM3,
) 1842.9397 | 1842.9566 +2;+3 134.0 Q3UNX5 ) )
Carbamidomethyl (C) mitochondrial
Acyl-coenzyme A synthetase ACSM3,
HCVSAGEPINPEVMEQWR | 2080.9459 | 2080.959 +2;+3 149.0 Q3UNX5 ) )
mitochondrial
HcVSAGEPINPEVMEQWR + Acyl-coenzyme A synthetase ACSM3,
) 2137.9673 | 2137.9796 +2;+3 146.0 Q3UNX5 ) )
Carbamidomethyl (C) mitochondrial
KTGLDIYEGYGQTETVLICGNF Acyl-coenzyme A synthetase ACSM3,
2548.2519 | 2548.3084 3 48.0 Q3UNX5 ) )
K mitochondrial
Long-chain specific acyl-CoA
AFVDSCLQLHETK 1489.7235 | 1489.7313 +2;+3 89.0 P51174 ) )
dehydrogenase, mitochondrial
AFVDScLQLHETK + Long-chai ifi |-CoA
scla 1546.745 | 1546.7519 | +2;+3 84.0 P51174 ong-chain specific acyl-Co?
Carbamidomethyl (C) dehydrogenase, mitochondrial
Long-chain specific acyl-CoA
AFVDSCLQLHETKR 1645.8246 | 1645.8268 |  +3;+4 98.0 P51174 g-chain speciiic acyl-£o/
dehydrogenase, mitochondrial
IGAIAMTEPGAGSDLQGVR + Long-chai ifi |-CoA
¢ _ Q 2001.9612 | 2001.975 | +2;+3 186.0 P51174 ong-chain specitic acyr--or
Carbamidomethyl (C) dehydrogenase, mitochondrial
NEPAVWSQLAK +
¢ . Q 1401.6711 | 1401.681 2 70.0 Q68FD5 Clathrin heavy chain 1
Carbamidomethyl (C)
HSSLAGCQIINYR 1460.7194 | 1460.7341 +2;+3 123.0 Q68FD5 Clathrin heavy chain 1
RDPHLACVAYER +
. ¢ 1485.7147 | 1485.7281 +2;+3 66.0 Q68FD5 Clathrin heavy chain 1
Carbamidomethyl (C)
IHEGCEEPATHNALAK 1718.8046 | 1718.8119 +3;+4 77.0 Q68FD5 Clathrin heavy chain 1
IHEGCEEPATHNALAK +
¢ . 1775.826 | 1775.8323 +3;+4 84.0 Q68FD5 Clathrin heavy chain 1
Carbamidomethyl (C)
ANVPNKVIQcFAETGQVQK +
C_lc ava 2130.0892 | 2130.1037 3 97.0 Q68FD5 Clathrin heavy chain 1
Carbamidomethyl (C)




FCLNPK + Carbamidomethyl

Alcohol dehydrogenase class-

© 777.3843 777.385 2 35.0 P28474,035516 3,Neurogenic locus notch homolog
protein 2
EFGASECISPQDFSK 1643.7137 | 1643.7169 2 93.0 P28474 Alcohol dehydrogenase class-3
EFGASEcISPQDFSK +
. 1700.7352 | 1700.7523 2 106.0 P28474 Alcohol dehydrogenase class-3
Carbamidomethyl (C)
AKEFGASECISPQDFSK 1842.8458 | 1842.8508 3 95.0 P28474 Alcohol dehydrogenase class-3
AKEFGASECISPQDFSK +
. cispQ 1899.8673 | 1899.8912 +2;43 140.0 P28474 Alcohol dehydrogenase class-3
Carbamidomethyl (C)
AGDTVIPLYIPQCGECK +
. Q 1930.9169 | 1930.9347 2 59.0 P28474 Alcohol dehydrogenase class-3
Carbamidomethyl (C)
AGDTVIPLYIPQcGEcK + 2
. Q 1987.9383 | 1987.9623 2 79.0 P28474 Alcohol dehydrogenase class-3
Carbamidomethyl (C)
LKAGDTVIPLYIPQCcGECK +
. 2172.0959 | 2172.1127 3 57.0 P28474 Alcohol dehydrogenase class-3
Carbamidomethyl (C)
TGAPCR + Carbamidomethyl
© 728.3276 | 728.3299 2 36.0 P17182,P21550 Alpha-enolase,Beta-enolase
SCNCLLLK +
) ¢ 1017.4987 | 1017.4991 2 60.0 P17182 Alpha-enolase
Carbamidomethyl (C)
LLLK +
SCNC K 1017.4987 | 1017.5051 2 46.0 P17182 Alpha-enolase
Carbamidomethyl (C)
P17182,P21550,P| Alpha-enolase,Beta-enolase,G -
FGANAILGVSLAVCK | 1461.8014 | 1461.8262| 2 74.0 pha-enolase, Beta-enolase,samma
17183 enolase
VNQIGSVTESLQACK 1575.7926 | 1575.8042 2 99.0 P17182 Alpha-enolase
N ESL +
v QIGS_VT SLOACK 1632.8141 | 1632.8245 2 97.0 P17182 Alpha-enolase
Carbamidomethyl (C)
P17182,P21550,P| Alpha-enolase,Beta-enolase,G -
SGETEDTFIADLVVGLCTGQIK | 2295.1304 | 2295.1422 |  +2;+3 67.0 pha-enolase,Beta-enolase,samma
17183 enolase
YTVQDESHSEWVSCVR 1923.8421 | 1923.8519 +2;43 134.0 P68040 Receptor of activated protein C kinase 1
YTVQDESHSEWVScVR + ) ) )
. 1980.8636 | 1980.8912 +2;+3 125.0 P68040 Receptor of activated protein C kinase 1
Carbamidomethyl (C)
TNHIGHTGYLNTVTVSPDGSLc
ASGGK + Carbamidomethyl | 2742.3032 | 2742.3171 +3;+4 89.0 P68040 Receptor of activated protein C kinase 1
©
VVVVGCR 730.416 730.4166 2 49.0 P47199 Quinone oxidoreductase
GASGGVGLATCQIAR 1359.6929 | 1359.7029 2 109.0 P47199 Quinone oxidoreductase
VHACGVNPVETYIR 1556.7769 | 1556.7817 +2;+3 63.0 P47199 Quinone oxidoreductase
AGESVLVHGASGGVGLATCQI
AR Q 2152.1059 | 2152.118 +2;43 168.0 P47199 Quinone oxidoreductase
FCLDNGAK 866.3956 | 866.3942 2 70.0 P09411 Phosphoglycerate kinase 1
FCLDNGAK +
¢ . 923.4171 | 923.4257 2 57.0 P09411 Phosphoglycerate kinase 1
Carbamidomethyl (C)
GcITIIGGGDTATCCAK + 2
¢ ¢ 1832.8107 | 1832.8195 2 105.0 P09411 Phosphoglycerate kinase 1

Carbamidomethyl (C)




TGQATVASGIPAGWMGLDcG

TESSKK + Carbamidomethyl | 2608.2262 | 2608.2463 +3;+4 118.0 P09411 Phosphoglycerate kinase 1
(9]
DcVGPEVENACANPAAGTVILL .
. 2792.3473 | 2792.3856 +2;+3 152.0 P09411 Phosphoglycerate kinase 1
ENLR + Carbamidomethyl (C)
DcVGPEVENACANPAAGTVILL
ENLR + 2 Carbamidomethyl | 2849.3688 | 2849.417 +2;43 126.0 P09411 Phosphoglycerate kinase 1
(©
MVNSVEGCADDALAGLVASN
3092.5019 | 3092.5405 +3;+4 166.0 Q8VvC30 Triokinase/FMN cyclase
PDLQLLQGHR
MVNSVEGCcADDALAGLVASN
PDLQLLQGHR + 3149.5234 | 3149.5639 3 205.0 Q8Vv(C30 Triokinase/FMN cyclase
Carbamidomethyl (C)
Peroxisomal multifunctional enzyme type
LGILGLCNTLAIEGRK 1669.9549 | 1669.9593 3 97.0 P51660 5
Peroxisomal multifunctional enzyme type
KNNIHCNTIAPNAGSR 1708.8427 | 1708.8605 | +2;+3;+4 103.0 P51660 2
IcDFSNASKPQTIQESTGGIVEV Peroxisomal multifunctional enzyme type
: 2857.428 | 2857.445 4 93.0 P51660
LHK + Carbamidomethyl (C) 2
TDDYLDQPCcCETINR + 2 . VU
. 1966.8037 | 1966.8392 2 86.0 Q61598 Rab GDP dissociation inhibitor beta
Carbamidomethyl (C)
Rab GDP dissociation inhibitor beta,Rab
NTNDANSCQIIIPQNQVNR | 2141.0283 | 2141.0442 +2;+3 171.0 Q61598,P50396 . .
GDP dissociation inhibitor alpha
Rab GDP dissociation inhibitor beta,Rab
NTNDANSCQIIIPQNQVNRK | 2269.1233 | 2269.1466 3 94.0 Q61598,P50396 ) o
GDP dissociation inhibitor alpha
INSITVDNCK 1105.5437 | 1105.5463 2 77.0 P40124 Adenylyl cyclase-associated protein 1
TDGCcHAYLSK + ) .
. 1150.5077 | 1150.5136 +2;+3 72.0 P40124 Adenylyl cyclase-associated protein 1
Carbamidomethyl (C)
NSLDCEIVSAK 1177.5649 | 1177.5664 2 100.0 P40124 Adenylyl cyclase-associated protein 1
GKINSITVDNCK 1290.6602 | 1290.6643 2 79.0 P40124 Adenylyl cyclase-associated protein 1
VPTISINKTDGCHAYLSK 1945.9931 | 1946.0039 +3;+4 56.0 P40124 Adenylyl cyclase-associated protein 1
VPTISINKTDGCcHAYLSK + . .
. 2003.0146 | 2003.032 +3;+4 83.0 P40124 Adenylyl cyclase-associated protein 1
Carbamidomethyl (C)
Hypoxanthine-guanine
DLNHVCVISETGK 1413.6922 | 1413.7019 +2;43 109.0 P00493 X
phosphoribosyltransferase
DLNHVcVISETGK + Hypoxanthine-guanine
) 1470.7137 | 1470.7163 +2;+3 109.0 P00493 .
Carbamidomethyl (C) phosphoribosyltransferase
SPSVVISDDEPGYDLDLFCIPNH Hypoxanthine-guanine
3379.5442 | 3379.5634 3 61.0 P00493 )
YAEDLEK phosphoribosyltransferase
ECADLWPR +
¢ 1045.4651 | 1045.4758 2 54.0 P62830 60S ribosomal protein L23

Carbamidomethyl (C)




ISLGLPVGAVINCADNTGAK | 1912.0088 | 1912.0126 +2;+3 118.0 P62830 60S ribosomal protein L23
Methylmalonate-semialdehyde
VCNLIDSGTK 1048.5223 | 1048.529 2 81.0 Q9EQ20 . . .
dehydrogenase [acylating], mitochondrial
VcNLIDSGTK + Methylmalonate-semialdehyde
) 1105.5438 | 1105.5474 2 75.0 Q9EQ20 ) ] )
Carbamidomethyl (C) dehydrogenase [acylating], mitochondrial
Methylmalonate-semialdehyd
AEMDAAVESCK 1152.4791 | 1152.4843 2 76.0 Q9EQ20 ethyimalonate ..semla ,e yae i
dehydrogenase [acylating], mitochondrial
AEMDAAVESCcK + 1209.5005 | 1209 4987 : 82.0 Q9EQ20 Methylmalonate-semialdehyde
Carbamidomethyl (C) ' ’ ' dehydrogenase [acylating], mitochondrial
Methylmalonate-semialdehyde
AEMDAAVESCKR 1308.5802 | 1308.581 3 66.0 Q9EQ20 ) ] )
dehydrogenase [acylating], mitochondrial
Methylmalonate-semialdehyde
ERVCNLIDSGTK 1333.666 | 1333.6655 +2;+3 80.0 Q9EQ20 . . X
dehydrogenase [acylating], mitochondrial
AEMDAAVESCcKR + Methylmalonate-semialdehyde
) 1365.6017 | 1365.6067 +2;+3 87.0 Q9EQ20 ) ] )
Carbamidomethyl (C) dehydrogenase [acylating], mitochondrial
Voltage-dependent anion-selective
YQVDPDACFSAK 1342.5863 | 1342.5944 2 86.0 Q60932 .
channel protein 1
YQVDPDACFSAK + Voltage-dependent anion-selective
) 1399.6078 | 1399.6102 2 74.0 Q60932 .
Carbamidomethyl (C) channel protein 1
Voltage-dependent anion-selective
EHINLGCDVDFDIAGPSIR 2069.984 | 2070.0052 +2;+3 125.0 Q60932 .
channel protein 1
EHINLGcDVDFDIAGPSIR + Voltage-dependent anion-selective
) 2127.0055 | 2127.0278 3 97.0 Q60932 .
Carbamidomethyl (C) channel protein 1
KCPFTGNVSIR * 1277.655 1277.66 +2;+3 86.0 P62281 40S ribosomal protein S11
Carbamidomethyl (C)
NMSVHLSPCFR 1289.6009 | 1289.6069 +2;+3 75.0 P62281 40S ribosomal protein S11
DVQIGDIVTVGECRPLSK 1928.0037 | 1928.0229 +2;+3 113.0 P62281 40S ribosomal protein S11
DVQIGDIVTVGECRPLSK +
Q . ¢ 1985.0252 | 1985.0428 +2;43 87.0 P62281 40S ribosomal protein S11
Carbamidomethyl (C)
QVIDCQLADVNNLGK 1628.8192 | 1628.8352 +2;+3 101.0 Q9CPY7 Cytosol aminopeptidase
VIDcQLADVNNLGK +
Q CQ. 1685.8407 | 1685.8479 +2;43 127.0 Q9CPY7 Cytosol aminopeptidase
Carbamidomethyl (C)
LILADALCYAHTENPK 1788.9232 | 1788.9326 +2;+3 120.0 QOCPY7 Cytosol aminopeptidase
MAGVDQHEGTIQVQGQ 1696.7839 | 1696.7913 2 31.0 Q8VCR7 Protein ABHD14B




GFVPVAPICTDKINAVDYASVK]| 2306.1981 | 2306.2102 +2;+3 136.0 Q8VCR7 Protein ABHD14B
EGGGG!TCVLQDGR + 1417.662 | 1417.67¢8 5 113.0 P36552 Oxygen-depe.ndent cc?proporphyrlnogen-
Carbamidomethyl (C) Il oxidase, mitochondrial

Oxygen-dependent coproporphyrinogen-
KEGGGGITCVLQDGR 1488.7355 | 1488.7486 +2;+3 141.0 P36552 . . .
Il oxidase, mitochondrial
EAcD PD + - i -
Ac QHG IYPK 1528.6616 | 1528.6645 3 48.0 P36552 Oxygen dep(—:tndent c?proporphyrlnogen
Carbamidomethyl (C) Il oxidase, mitochondrial
KEGGGqITcVLQDGR + 1545.757 | 1545.7701 : 152.0 P36552 Oxygen-depe.ndent c?proporphyrlnogen-
Carbamidomethyl (C) Il oxidase, mitochondrial
Oxygen-dependent coproporphyrinogen-
TLKEACDQHGPDIYPK 1813.8669 | 1813.8771 3 38.0 P36552 ] . .
Il oxidase, mitochondrial
MTPTDDSDPWWAAFSGACK | 2084.8608 | 2084.8888 +2;+3 136.0 Q99JW2 Aminoacylase-1
MTPTDDSDPWWAAFSGAcK R
) 2141.8823 | 2141.9092 +2;+3 120.0 Q99JW2 Aminoacylase-1
+ Carbamidomethyl (C)
GLQGFDGIV +
¢ Q 1064.4961 | 1064.5032 +1;+2 59.0 P97328 Ketohexokinase
Carbamidomethyl (C)
YADLTEDQLPSCESLK 1810.8295 | 1810.8382 2 93.0 Q9DBJ1 Phosphoglycerate mutase 1
YADLTEDQLPSCESLK +
. QLpsc 1867.8509 | 1867.8575 2 105.0 Q9DBJ1 Phosphoglycerate mutase 1
Carbamidomethyl (C)
YADLTEDQLPSCESLKDTIAR | 2367.1264 | 2367.1428 +2;+3 140.0 Q9DBJ1 Phosphoglycerate mutase 1
YADLTEDQLPScESLKDTIAR +
Q. ¢ 24241478 | 2424.1892 +2;43 139.0 Q9DBJ1 Phosphoglycerate mutase 1
Carbamidomethyl (C)
SAVSCLWAK 963.4848 | 963.4946 2 85.0 P02089 Hemoglobin subunit beta-2
VHLTDAEKSAVSCLWAK 1856.9454 | 1856.9596 2 115.0 P02089 Hemoglobin subunit beta-2
SAVScLWAKVNPDEVGGEALG
¢ . 2314.1376 | 2314.1625 +2;+3 109.0 P02089 Hemoglobin subunit beta-2
R + Carbamidomethyl (C)
CSGTPGLER * 874.3967 | 874.3953 2 55.0 Q8BTMS8 Filamin-A
Carbamidomethyl (C)
TPCEEILVK 1030.5369 | 1030.543 2 49.0 Q8BTMS8 Filamin-A
TPCEEILVK + Hami
. 1087.5583 | 1087.5663 2 35.0 Q8BTMS8 Filamin-A
Carbamidomethyl (C)
GAGTGGLGLTVEGPCEAQ 1615.7512 | 1615.7901 2 85.0 Q8BTMS8 Filamin-A
LQVEPAVDTSGVQCYGPGIEG
Q Q 2705.312 | 2705.3178 +2;+3 143.0 Q8BTMS8 Filamin-A
QGVFR
+2;+3;+4;+
ACQIAHDHTDHVIR 1614.7685 | 1614.7766 5 104.0 Q64462 Cytochrome P450 4B1
AcQIAHDHTDHVIR + +2;43;+4;+
. 1671.79 1671.7956 118.0 Q64462 Cytochrome P450 4B1
Carbamidomethyl (C) 5
C-1-tetrahydrofolate synthase,
QGFGNLPICMAK + . )
1334.6475 | 1334.6522 2 64.0 Q922D8,Q3V3R1 cytoplasmic,Monofunctional C1-

Carbamidomethyl (C)

tetrahydrofolate synthase, mitochondrial




Probable phospholipid-t ti
YCAGEENWVDSR 1427.5776 | 1427.5936 2 126.0 P98197 robaple phospholipic-transporting
ATPase |H
YcAGEENWVDSR + Probable phospholipid-transporting
. 1484.599 | 1484.6129 2 103.0 P98197
Carbamidomethyl (C) ATPase IH
Probable phospholipid-transporting
RYCAGEENWVDSR 1583.6787 | 1583.6961 +2;+3 73.0 P98197
ATPase |H
Dihydropyrimidine dehydrogenase
IALFGAGPASISCASFLAR 1850.9713 | 1850.9871 2 149.0 Q8CHR6
[NADP(+)]
IALFGAGPASISCASFLAR + Dihydropyrimidine dehydrogenase
) 1907.9927 | 1908.0191 2 144.0 Q8CHR6
Carbamidomethyl (C) [NADP(+)]
VNQIGSVTESIQACK 1575.7926 | 1575.8042 2 99.0 P21550 Beta-enolase
VNQIGS.VTESIQACK * 1632.8141 | 1632.8245 2 97.0 P21550 Beta-enolase
Carbamidomethyl (C)
SAYcPYSR
,C * 1002.4229 | 1002.4241 2 53.0 P56389 Cytidine deaminase
Carbamidomethyl (C)
CAVEPEHVQR + - .
X 1223.5717 | 1223.5774 +2;+3 81.0 P56389 Cytidine deaminase
Carbamidomethyl (C)
RPSCAVEPEHVQR 1506.7361 | 1506.7355 +3;+4 64.0 P56389 Cytidine deaminase
RPScAVEPEHVQR + - .
i 1563.7576 | 1563.7692 | +2;+3;+4 112.0 P56389 Cytidine deaminase
Carbamidomethyl (C)
IFSGCNIENACYPLGVCAER + 3
CNENACTPLOVEAER* 31 5 465.0814 | 2465.0762 2 108.0 P56389 Cytidine deaminase
Carbamidomethyl (C)
LLCGGGAAADR 1002.4917 | 1002.4947 2 93.0 P47738 Aldehyde dehydrogenase, mitochondrial
LLcGGGAAADR +
] 1059.5131 | 1059.5145 2 102.0 P47738 Aldehyde dehydrogenase, mitochondrial
Carbamidomethyl (C)
TFPTVNPSTGEVICQVAEGNKE
DVDKQ 2776.3226 | 2776.3491 +2;+3 130.0 P47738 Aldehyde dehydrogenase, mitochondrial
EcHYSITK + . - .
. 1036.4648 | 1036.466 +2;+3 35.0 Q9DBEO Cysteine sulfinic acid decarboxylase
Carbamidomethyl (C)
FQRYPDCK 1055.4858 | 1055.4922 +2;+3 52.0 Q9DBEO Cysteine sulfinic acid decarboxylase
VCEWKEPEELK 1388.6646 | 1388.6665 +2;43 92.0 Q9DBEO Cysteine sulfinic acid decarboxylase
VCEWKEPEELK + . N
. 1445.686 | 1445.6989 +2;43 75.0 Q9DBEO Cysteine sulfinic acid decarboxylase
Carbamidomethyl (C)
cHGSQASYLFQQDK +
Q . Qq 1667.7362 | 1667.7467 +2;43 78.0 Q9DBEO Cysteine sulfinic acid decarboxylase
Carbamidomethyl (C)
FYDVALDTGDKVVQCGR 1884.904 | 1884.9201 3 106.0 Q9DBEO Cysteine sulfinic acid decarboxylase
GPCIIYNEDNGIIK 1547.7653 | 1547.7757 2 99.0 QOD8E6 60S ribosomal protein L4
GPcllYNEDNGIIK
¢ . * 1604.7868 | 1604.8059 2 83.0 Q9D8E6 60S ribosomal protein L4
Carbamidomethyl (C)
RGPCIIYNEDNGIIK 1703.8665 | 1703.8722 +2;43 98.0 Q9D8E6 60S ribosomal protein L4
KVICIPK 799.499 799.5054 2 56.0 Qallle Alcohol dehydrogenase [NADP(+)]




HIDCASVYGNETEIGEALKESV

GSGK 2692.265 | 2692.2735 +3;+4 183.0 Qallle Alcohol dehydrogenase [NADP(+)]
QIDDVLSVASVRPAVLQVECH
PYLAQNELIAHCHAR + 4119.0782 | 4119.1038 6 41.0 Qallle Alcohol dehydrogenase [NADP(+)]
Carbamidomethyl (C)
AAHPVPGSLDVCLITEAPLEEVI . . .
ER 2657.3734 | 2657.4014 +2;43 109.0 Q9D8I3 Glyoxalase domain-containing protein 5
AAHPVPGSLDVCLITEAPLEEVI . . .
X 2714.3949 | 2714.4143 3 104.0 Q9D8I3 Glyoxalase domain-containing protein 5
ER + Carbamidomethyl (C)
LLWFCGMSK +
¢ . 1243.5552 | 1243.5612 2 67.0 Q92317 Sodium/glucose cotransporter 2
Carbamidomethyl (C)
ILYPDE PE +
Y VACVV VekR 2057.0326 | 2057.0493 3 89.0 Q92317 Sodium/glucose cotransporter 2
Carbamidomethyl (C)
ILYPDEVACVVPEVCKR + 2
,c ¢ 2114.054 | 2046.053 3 98.0 Q92317 Sodium/glucose cotransporter 2
Carbamidomethyl (C)
STCTYVGAAK +
. 1056.491 | 1056.4927 2 71.0 Q9DCZ1,Q99L27 GMP reductase 1,GMP reductase 2
Carbamidomethyl (C)
TGVGYPQLSAVIECADSAHGLK| 2215.0943 | 2215.1068 +2;+3 114.0 Q9oDCz1 GMP reductase 1
TGVGYPQLSAVIECADSAHGLK
. 2272.1158 | 2272.1373 +2;+3 117.0 Q9oDCz1 GMP reductase 1
+ Carbamidomethyl (C)
4-trimethylaminobutyraldehyde
VIATFACSGEK 1124.5536 | 1124.5586 2 89.0 QoJu2
dehydrogenase
AGAPPGLFNVVQGGAATGQF
Q K Q 4-trimethylaminobutyraldehyde
LcHHR + Carbamidomethyl | 2561.271 | 2561.2956 4 84.0 QaJu2
dehydrogenase
(©
VAAELQAGTCcYINNYNVSPVEL
QAGTC 4-trimethylaminobutyraldehyde
PFGGYKK + 3201.5805 | 3201.6361 +3;+4 105.0 QaJu2
. dehydrogenase
Carbamidomethyl (C)
P60710,P63260,Q| Actin, cytoplasmic 1,Actin, cytoplasmic
CDVDIR 719.3272 | 719.3286 2 45.0 o )
8BFZ3 2,Beta-actin-like protein 2
FRCPEALF + . . . .
i 1038.4957 | 1038.5029 2 51.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
Carbamidomethyl (C)
FRcPEALFQPSFLG + . . . .
i 1667.813 | 1667.8181 2 83.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
Carbamidomethyl (C)
cPEALFQPSFLGMESCcGIHETTF
NSIMK + 2 Carbamidomethyl| 3298.4807 | 3298.4878 3 124.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
(©)
ATP-binding cassette sub-family G
EPVYVTSFCHQLR 1577.7661 | 1577.7738 +2;+3 74.0 Q7TMS5
member 2
EPVYVTSFcHQLR + ATP-bindi tt b-family G
TSFeHQ 1634.7875 | 1634.8057 | +2;43 81.0 Q7TMS5 nding cassette sub-tamily
Carbamidomethyl (C) member 2
ATP-binding cassette sub-family G
GTSAFKEPVYVTSFCHQIR | 2169.0677 [ 2169.0869 | +2;+3;+4 1180 Q7TMSs5 naing dbrtamiy

member 2




P05214,P68369,P

Tubulin alpha-3 chain,Tubulin alpha-1A

TIQFVDWCPTGFK 1540.7385 | 1540.7473 2 89.0 chain,Tubulin alpha-1C chain,Tubulin
68373,Q9)122 .
alpha-8 chain
TIQFVDWCcPTGFKVGINYQPP Tubulin alpha-3 chain,Tubulin alpha-1A
P05214,P68369,P A . . .
TVVPGGDLAK + 3403.7275 | 3403.7809 3 93.0 68373,Q91122 chain,Tubulin alpha-1C chain,Tubulin
Carbamidomethyl (C) ! alpha-8 chain
Isovaleryl-CoA dehydrogenase,
ACDEGHIIPK 1081.5226 | 1081.5257 +2;+3 84.0 QOJHI5 . .
mitochondrial
GSNTCcELVFEDCKVPAANVLSQ Isovaleryl-CoA dehydrogenase,
. 2792.2997 | 2792.3224 3 136.0 Q9JHIS . .
ESK + Carbamidomethyl (C) mitochondrial
TNELGDGGVGL'VLQGLQNPTC 2212.1158 | 2212.1368 +2;+3 151.0 Qo1vI7 Ribonuclease inhibitor
HGEVCPAGWKPGSDTIKPDV
NK GS 2334.1427 | 2334.1583 | +3;+4;+5 97.0 P35700 Peroxiredoxin-1
HGEVcPAGWKPGSDTIKPDVN . .
i 2391.1641 | 2391.1788 +3;+4 102.0 P35700 Peroxiredoxin-1
K + Carbamidomethyl (C)
LNcQVIGASVDSHFCHLAWINT
CQVIGAS S ¢ 2777.3418 | 2777.3437 3 72.0 P35700 Peroxiredoxin-1
PK + Carbamidomethyl (C)
KLNCQVIGASVDSHFcHLAWI
Q . ¢ 2837.4105 | 2837.4387 4 67.0 P35700 Peroxiredoxin-1
NTPK + Carbamidomethyl (C)
Electron transfer flavoprotein subunit
TIYAGNALCTVK 1252.6485 | 1252.6576 2 93.0 Q99LC5 X .
alpha, mitochondrial
cDKVVQDLcK + 2 Electron transfer flavoprotein subunit
. 1331.6214 | 1331.6285 +2;+3 104.0 Q99LC5 X )
Carbamidomethyl (C) alpha, mitochondrial
ACTIAIR 746.4109 | 746.4098 2 71.0 Q9ROHO Peroxisomal acyl-coenzyme A oxidase 1
ASEAHCHYVTVK 1343.6292 | 1343.6297 | +2;+3;+4 82.0 Q9ROHO Peroxisomal acyl-coenzyme A oxidase 1
ASEAHCHYVTVK + i X
. 1400.6507 | 1400.6525 | +2;+3;+4 78.0 Q9ROHO Peroxisomal acyl-coenzyme A oxidase 1
Carbamidomethyl (C)
SPGACPALGAK
'c * 1027.5121 | 1027.5143 2 96.0 Q9ES97 Reticulon-3
Carbamidomethyl (C)
SSGAEPSALGGGGGSPGACPA 2054.9691 | 2054.998 2 146.0 Q9ES97 Reticulon-3
LGAK
ILADSINSEVGILCHALQK 2023.0772 | 2023.0986 +2;43 112.0 P16331 Phenylalanine-4-hydroxylase
AYGAGLLSSFGELQYCLSDKPK | 2346.1566 | 2346.1743 3 128.0 P16331 Phenylalanine-4-hydroxylase
PVIIHPGR +
¢ . 1047.5648 | 1047.573 +2;43 58.0 Q60866 Phosphotriesterase-related protein
Carbamidomethyl (C)
ILEATAHAQAQLGCPVIIHPGR | 2294.2317 | 2294.2378 +3;+4 142.0 Q60866 Phosphotriesterase-related protein
KILEATAHAQAQLGCPVIIHPG
Q RQ 2422.3267 | 2422.3525 | +3;+4;+5 136.0 Q60866 Phosphotriesterase-related protein
KILEATAHAQAQLGCcPVIIHPG
QAQLGe 2479.3482 | 2479.356 | +3;+4;+5 93.0 Q60866 Phosphotriesterase-related protein

R + Carbamidomethyl (C)




KPIGLcCIAPV +

i 1237.6563 | 1237.6608 2 74.0 Q9D172 ES1 protein homolog, mitochondrial
Carbamidomethyl (C)
KPIGLcCIAPVLAAK + . . .
. 1620.9095 | 1620.9148 +2;+3 121.0 Q9D172 ES1 protein homolog, mitochondrial
Carbamidomethyl (C)
KPIGLcclAPVLAAK + 2 ) ) )
. 1677.931 | 1677.9435 +2;43 109.0 Q9D172 ES1 protein homolog, mitochondrial
Carbamidomethyl (C)
KPIGLcCIAPVLAAKVIK + ) ) )
. 1961.157 | 1961.1567 3 65.0 Q9D172 ES1 protein homolog, mitochondrial
Carbamidomethyl (C)
P60335,061990,P| Pély(rC)—bi.nding protein ‘1, P.oly(rC)- ‘
INISEGNCPER 1230.5663 | 1230.568 2 87.0 57722 binding protein 2,Poly(rC)-binding protein
3
LVVPATQcGSLIGK +
'Qc 1441.7963 | 1441.8058 2 98.0 P60335 Poly(rC)-binding protein 1
Carbamidomethyl (C)
Isocitrate dehydrogenase [NADP]
DLAACIK 732.384 732.3874 2 46.0 088844 .
cytoplasmic
DLAACcIK + Carbamidomethyl Isocitrate dehydrogenase [NADP]
789.4055 | 789.4091 2 46.0 088844 .
(Q) cytoplasmic
ICYEHR + Carbamidomethyl Isocitrate dehydrogenase [NADP]
876.3912 | 876.3917 2 54.0 088844 .
Q) cytoplasmic
EAAALGSHGSCSSEVEKETR + .
. 2103.9491 | 2103.9643 | +2;+3;+4 127.0 Q9CR51 V-type proton ATPase subunit G 1
Carbamidomethyl (C)
ASCLPVYR 907.4586 | 907.4604 2 73.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
RDPLHEELLGQGCVFQER 2125.0375 | 2125.0427 +3;+4 106.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
AKVAPEEVSEVIFGHVLTAGCG
QNPTR + Carbamidomethyl | 2865.4443 | 2865.4625 4 116.0 Q8CAY6 Acetyl-CoA acetyltransferase, cytosolic
()
Sodi tassium-t ting ATP
IISANGCK 804.4164 | 804.4154 2 69.0 Q8VDN2 odium/potassium-transporting ATPase
subunit alpha-1
SSILLHGK + Sodi tassium-t ting ATP
> 1013.5328 | 1013.5354 |  +2;43 63.0 Q8VDN2 odium/potassium-transporting ATPase
Carbamidomethyl (C) subunit alpha-1
Sodium/potassium-transporting ATPase
ACVVHGSDLK 1027.5121 | 1027.5124 | +2;43 82.0 Q8VDN2,Q6PIES subunit alpha-1,Sodium/potassium-
transporting ATPase subunit alpha-2
Bifi ional 3'-phosph i -
GFTGIDSDYEKPETPECVLK | 2227.0355 | 2227.0502 |  +2;43 92.0 088428 ffunctional 3'-phosphoadenosine 5
phosphosulfate synthase 2
GFTGIDSDYEKPETPECVLK + Bifunctional 3'-phosphoadenosine 5'-
2284.0569 | 2284.0624 +2;+3 108.0 088428

Carbamidomethyl (C)

phosphosulfate synthase 2




VDCTANTNTCNK +

. 1407.5759 | 1407.5706 2 94.0 P27773 Protein disulfide-isomerase A3
Carbamidomethyl (C)
LVVPASQCGSLIGK + Poly(rC)-binding protein 2,Poly(rC)-
. 1427.7806 | 1427.7811 2 100.0 Q61990,P57722 L K
Carbamidomethyl (C) binding protein 3
HcQEFLGSSEVINWK + Glycine N-acylt fi -lik tei
CQEFLC 1832.8516 | 1832.8713 | +2;43 121.0 QIDCYO yeine Tracyltransierase-iike protein
Carbamidomethyl (C) Kegl
HcQEFLGSSEVINWKQHLQIQS . . .
Glycine N-acyltransferase-like protein
SQSDLGK + 3382.6364 | 3382.6519 4 47.0 Q9DCYO0 Keal
Carbamidomethyl (C) &
STGPHAASCFGAK
. ¢ * 1289.5823 | 1289.5817 +2;+3 104.0 P30999 Catenin delta-1
Carbamidomethyl (C)
YQEALPTVANSTGPHAASCFG
Q AK 2319.0954 | 2319.103 3 134.0 P30999 Catenin delta-1
AQCPIVER 914.4644 | 914.4719 2 66.0 P97461 40S ribosomal protein S5
AQcPIVER
Q,C * 971.4858 | 971.4927 2 58.0 P97461 40S ribosomal protein S5
Carbamidomethyl (C)
VNQAIWLLCTGAR 1443.7656 | 1443.7798 +2;+3 99.0 P97461 40S ribosomal protein S5
RVNQAIWLLCTGAR +
QA, ¢ 1656.8882 | 1656.8973 +2;+3 97.0 P97461 40S ribosomal protein S5
Carbamidomethyl (C)
SYCAEIAHNVSSK 1407.6452 | 1407.6505 +2;+3 86.0 P62911 60S ribosomal protein L32
SYCAEIAHNVSSK +
¢ . 1464.6667 | 1464.6711 +2;+3 92.0 P62911 60S ribosomal protein L32
Carbamidomethyl (C)
QREEESQQQAVLAQECR 2030.9439 | 2030.967 +2;+3 129.0 Q64331 Unconventional myosin-VI
VLFPDDVGCVVPSECLR +
. ¢ 1971.9435 | 1971.963 2 128.0 Q55WY8 Sodium/glucose cotransporter 5
Carbamidomethyl (C)
LFPDD ECLR +
VLFP V_GCVVPS CLR 1971.9435 | 1971.9672 2 95.0 Q55WY8 Sodium/glucose cotransporter 5
Carbamidomethyl (C)
ILEGSGATEFHCSAR + C h tasi tei tC
A ETRC 1633.7518 | 1633.7647 | +2;+3 120.0 QoD8X1 Opperhomeostasis protein cu
Carbamidomethyl (C) homolog
VCENIPIVLCGNK + o X
. 1525.7633 | 1525.7666 2 75.0 P62827 GTP-binding nuclear protein Ran
Carbamidomethyl (C)
VCENIPIVLCGNK + 2 Lo i
. 1582.7847 | 1582.795 2 49.0 P62827 GTP-binding nuclear protein Ran
Carbamidomethyl (C)
VCENIPIVLCGNKVDIK + oo .
. 1981.0376 | 1981.071 +2;43 71.0 P62827 GTP-binding nuclear protein Ran
Carbamidomethyl (C)
VCENIPIVLcGNKVDIK + 2 Lo .
. 2038.0591 | 2038.0788 +2;43 91.0 P62827 GTP-binding nuclear protein Ran
Carbamidomethyl (C)
VLHEAEGHIVTCETNTGEVYR | 2356.1118 | 2356.1269 +3;+4 100.0 P62320 Small nuclear ribonucleoprotein Sm D3
HNSYTCEATHK 1289.5459 | 1289.5431 +2;+3 67.0 P01837 Ig kappa chain C region
lLQLCM,GNHELYMR * 1776.8473 | 1776.853 | +2;+3;+4 110.0 P26040 Ezrin
Carbamidomethyl (C)
DGILSDEIYCPPETAVLLGSYAV .
QAK 2751.3677 | 2751.382 +2;+3 86.0 P26040 Ezrin
DGILSDEIYcPPETAVLLGSYAV 2808.3891 | 2808.4098 +2:43 138.0 P26040 Ezrin
QAK + Carbamidomethyl (C) ' ’ ! '
HIGDGCHLTR 1107.5244 | 1107.5289 3 80.0 Q9DD20 Methyltransferase-like protein 7B
VTCVDPNPNFEK 1361.6286 | 1361.6358 2 98.0 Q9DD20 Methyltransferase-like protein 7B
VTcVDPNPNFEK +
¢ 1418.65 | 1418.6453 2 84.0 Q9DD20 Methyltransferase-like protein 7B

Carbamidomethyl (C)




Glutamate dehydrogenase 1,

IIKPCNHVLSLSFPIRR 1992.1455 | 1992.1559 +4;+5 78.0 P26443 i A
mitochondrial
IIKPCNHVLSLSFPIRR + Glutamate dehydrogenase 1,
. 2049.1669 | 2049.1722 +4;+5 58.0 P26443 . A
Carbamidomethyl (C) mitochondrial
Glutamate dehydrogenase 1,
VYEGSILEADCDILIPAASEK 2235.098 | 2235.1213 3 40.0 P26443 . A
mitochondrial
AFcHKFFK +
. 1083.5324 | 1083.5325 +2;43 41.0 Q6zQM8 UDP-glucuronosyltransferase 1-7C
Carbamidomethyl (C)
GIFCHYLEDAAQCPSPPSYIPR +
¢ ) Qc 2577.1781 | 2645.2219 3 92.0 Q6zQM8 UDP-glucuronosyltransferase 1-7C
2 Carbamidomethyl (C)
VQCVPKEPHSFQSR 1640.8093 | 1640.81 +3;+4 59.0 Q9JK81 UPF0160 protein MYG1, mitochondrial
VQcVPKEPHSFQSR + i . i
. 1697.8308 | 1697.8314 3 62.0 Q9JK81 UPF0160 protein MYG1, mitochondrial
Carbamidomethyl (C)
LASCDIVVDVGGEYNPQSHR | 2158.0113 | 2158.0297 3 116.0 Q9JK81 UPF0160 protein MYG1, mitochondrial
YcQVIR + Carbamid thyl
cQVIR + ar(c?m' OMEMVT] 8374167 | 837.4168 2 35.0 P27659 60S ribosomal protein L3
IGAWHPAR +
¢ ) 1066.5131 | 1066.5197 3 63.0 P27659 60S ribosomal protein L3
Carbamidomethyl (C)
VACIGAWHPAR 1179.5971 | 1179.6091 +2;+3 85.0 P27659 60S ribosomal protein L3
TFDTFcPLGPALVTK + Fumarylacetoacetate hydrolase domain-
i 1665.8437 | 1665.8499 2 105.0 Q3TC72 . .
Carbamidomethyl (C) containing protein 2A
Fumarylacetoacetate hydrolase domain-
KGDEVQCEIEELGVIINK 2015.0245 | 2015.0332 +2;+3 145.0 Q3TC72 . )
containing protein 2A
VICVGLNYADHCQEQNVR + F lacet tate hydrolase d in-
\DHCQEQ 2185.0045 | 2185.03 3 106.0 Q3TC72 umarylacetoacetate ydrofase domain
Carbamidomethyl (C) containing protein 2A
TPVCTTELGR
C, * 1132.5547 | 1132.5534 2 78.0 008709 Peroxiredoxin-6
Carbamidomethyl (C)
DFTPVCTTELGR 1337.6286 | 1337.6378 2 86.0 008709 Peroxiredoxin-6
DFTPVCTTELGR +
) ¢ 1394.65 | 1394.6619 2 91.0 008709 Peroxiredoxin-6
Carbamidomethyl (C)
FELTCYSLAPQIK 1511.7694 | 1511.7737 2 85.0 P16460 Argininosuccinate synthase
Cytochrome b-c1 complex subunit 1,
GYGPIEQLPDYNR 1520.7259 | 1520.7128 2 47.0 Q9Cz13 i )
mitochondrial
Cytochrome b-c1 complex subunit 1,
VYEEDAVPGLTPCR 1547.729 | 1547.7363 2 104.0 Qocz13 ytochrome brc- complex subun!
mitochondrial
Cytoch b-c1 | bunit 1,
NALVSHLDGTTPVCEDIGR | 1995.9684 | 1995.983 | +2;+3 127.0 Qocz13 ytochrome brc- complex subun!
mitochondrial
GHYNNVSCAVFHPR 1599.7365 | 1599.7416 3 97.0 Q8CIE6 Coatomer subunit alpha
GHYNNVSCAVFHPR +
. ¢ 1656.7579 | 1656.7645 +2;43 101.0 Q8CIE6 Coatomer subunit alpha
Carbamidomethyl (C)
AQNVPLPVSTLVEFVIAATDCT
Q S ¢ 2486.3091 | 2486.321 3 121.0 P29699 Alpha-2-HS-glycoprotein

AK




AQNVPLPVSTLVEFVIAATDcT

AKEVTDPAK + 3283.701 | 3283.7068 3 80.0 P29699 Alpha-2-HS-glycoprotein
Carbamidomethyl (C)
ACVDSNENGDLSK 1350.5721 | 1350.5715 2 125.0 Q64514 Tripeptidyl-peptidase 2
+
ACVDSNENGDLSK 1407.5936 | 1407.5985 2 89.0 Q64514 Tripeptidyl-peptidase 2
Carbamidomethyl (C)
VDVHFcGVNFADILACR + 2 R . R .
. 2059.9608 | 2059.9772 3 70.0 Q3UNZ8 Quinone oxidoreductase-like protein 2
Carbamidomethyl (C)
AALCTELKQPLTIQEVAPRPVG ) ) ) )
PQEVR 2942.6011 | 2942.6144 +3;+4 88.0 Q3UNZ8 Quinone oxidoreductase-like protein 2
GLVVLGFPcNQFGHQENGK +
C_ Q Q 2100.0211 | 2100.048 +2;+3 106.0 P11352 Glutathione peroxidase 1
Carbamidomethyl (C)
LLYECNPIAYVMEK 1684.8204 | 1684.8242 2 95.0 Q9QXD6 Fructose-1,6-bisphosphatase 1
CAFVLTR + Carbamidomethyl . .
© 865.448 865.4515 2 48.0 P82343 N-acylglucosamine 2-epimerase
DGQVVLENVSEDGKELPGCLG . .
R 2313.1271 | 2313.1514 3 95.0 P82343 N-acylglucosamine 2-epimerase
DGQVVLENVSEDGKELPGcLG
Q ] ¢ 2370.1485 | 2370.1654 3 94.0 P82343 N-acylglucosamine 2-epimerase
R + Carbamidomethyl (C)
IRDESASCSWNK 1394.6248 | 1394.6263 +2;+3 84.0 Q3TNA1 Xylulose kinase
INGCAIQCR + . .
. 1101.5059 | 1101.5114 2 66.0 Q05920 Pyruvate carboxylase, mitochondrial
Carbamidomethyl (C)
HHCPNTPIILVGTK + Ras-related C3 botulinum toxin substrate
. 1585.8399 | 1585.8439 +2;+3 86.0 P63001
Carbamidomethyl (C) 1
TIAPCQK 759.3949 | 759.3963 2 48.0 P38647 Stress-70 protein, mitochondrial
RTIAPcQK +
. cQ 972.5175 | 972.5188 2 44.0 P38647 Stress-70 protein, mitochondrial
Carbamidomethyl (C)
MEEFKDQLPADECNK 1795.7757 | 1795.7901 +2;+3 117.0 P38647 Stress-70 protein, mitochondrial
TGVACSVSQAQK 1177.5761 | 1177.5718 2 113.0 P51410 60S ribosomal protein L9
TGVACSVS K+
c. QAQl 1234.5976 | 1234.5988 2 90.0 P51410 60S ribosomal protein L9
Carbamidomethyl (C)
WITPFTNGDKIGCFALSEP Short-chai ifi I-CoA
aq 3567.6689 | 3567.6904 3 104.0 Q07417 ortenain spectiic acy-or
GNGSDAGAASTTAR dehydrogenase, mitochondrial
QQWITPFTNGDKIGCFALSEPG Short-chain specific acyl-CoA
NGSDAGAASTTAR + | 3624.6903 | 3624.7474 | +3;+4 104.0 Q07417 pectiic acy--or
. dehydrogenase, mitochondrial
Carbamidomethyl (C)
GEVGLLVCK 916.5052 | 916.5127 2 65.0 035488 Very long-chain acyl-CoA synthetase
SLLHCFQCccGAK + 2 i
. 1558.6731 | 1558.6748 +2;+3 57.0 035488 Very long-chain acyl-CoA synthetase
Carbamidomethyl (C)
SLLHCcFQCcGAK + 2 .
. 1558.6731 | 1558.6827 +2;+3 70.0 035488 Very long-chain acyl-CoA synthetase
Carbamidomethyl (C)
AKSLLHcFQCcGAK + 2 )
. 1757.8051 | 1757.8095 | +2;+3;+4 60.0 035488 Very long-chain acyl-CoA synthetase
Carbamidomethyl (C)
AKSLLHCFQccGAK + 2 )
. 1757.8051 | 1757.8158 +2;+4 58.0 035488 Very long-chain acyl-CoA synthetase
Carbamidomethyl (C)
GEVGLLVCKITQLTPFIGYAGG
Q 2363.2923 | 2363.2221 3 43.0 035488 Very long-chain acyl-CoA synthetase

K




YIPICPVFR 1106.5947 | 1106.6007 2 66.0 Q972J0 Solute carrier family 23 member 1
YIPICPVFRGFSK 1525.8115 | 1525.8222 +2;+3 61.0 Q972J0 Solute carrier family 23 member 1
YIPIcCPVFRGFSK + . .
. 1582.833 | 1582.8514 +2;+3 77.0 Q972J0 Solute carrier family 23 member 1
Carbamidomethyl (C)
TGSQGQCTQVR 1163.5353 | 1163.5403 2 100.0 P62858 40S ribosomal protein S28
VYcGHEYTVNNLK + Hydroxyacylglutathione hydrolase,
. 1595.7402 | 1595.7604 | +2;+3 108.0 Q99KB8 - )
Carbamidomethyl (C) mitochondrial
VCEEIAIIPSK 1200.6424 | 1200.6497 2 110.0 P63276 40S ribosomal protein S17
VCEEIAIIPSK +
¢ ] 1257.6638 | 1257.6691 2 94.0 P63276 40S ribosomal protein S17
Carbamidomethyl (C)
VGFGQCAGK 865.4116 | 865.4175 2 72.0 P35505 Fumarylacetoacetase
VGFGQCAGK +
. Qc 922.4331 | 922.4348 2 72.0 P35505 Fumarylacetoacetase
Carbamidomethyl (C)

TFLLDGDEVIITGHCQGDGYR | 2308.0794 | 2308.0968 +2;+3 125.0 P35505 Fumarylacetoacetase
SLVANLAAANCYKK 1464.7758 | 1464.7853 +2;+3 108.0 P55264 Adenosine kinase
VFSEHGLLTTVAYK +

¢ . 1723.8604 | 1723.8728 +2;+3 91.0 Q64516 Glycerol kinase
Carbamidomethyl (C)
TScEFTGDILR + V- ATP itB i
SCEFTG 12975973 | 1297.6089 | 2 85.0 P62814 type proton ATPase subunit B, brain
Carbamidomethyl (C) isoform
KTScEFTGDILR + V- ATP itB i
SCEFTG 1425.6922 | 1425.7032 | +2;43 89.0 P62814 type proton ATPase subunit B, brain
Carbamidomethyl (C) isoform
EIIAVScGPSQCQETIR + Electron transfer flavoprotein subunit
) 1957.9237 | 1957.9497 2 141.0 Q9DCW4
Carbamidomethyl (C) beta
YAGLKPEELPTCESLKDTIAR +
) ¢ 2390.2151 | 2390.2289 +3;+4 117.0 070250 Phosphoglycerate mutase 2
Carbamidomethyl (C)
VLcMDAK + 835.3032 | 835.3960 : 45.0 Q97219 Succinate--CoA ligase [ADP-forming]
Carbamidomethyl (C) ’ ' ' subunit beta, mitochondrial
ICNQVLVCER + Succinate--CoA ligase [ADP-forming]
) 1300.6268 | 1300.6307 2 68.0 Q97219 ) ) )
Carbamidomethyl (C) subunit beta, mitochondrial
YDKDCDcFR +
vev _K CDcFR 1543.6436 | 1543.696 +2;43 64.0 P28825 Meprin A subunit alpha
Carbamidomethyl (C)
DDADWAHGDSSQPEQVDHTL
QPEQ 2737.1675 | 2737.1814 +3;+4 139.0 P28825 Meprin A subunit alpha
VGQCK
KDFESCLGAK 1096.5223 | 1096.5316 2 99.0 P28271 Cytoplasmic aconitate hydratase
TVVPcCSGPK + X i
. 1114.5151 | 1114.5253 2 59.0 P28271 Cytoplasmic aconitate hydratase
Carbamidomethyl (C)
KDFEScLGAK + X i
. 1153.5437 | 1153.5516 +2;43 91.0 P28271 Cytoplasmic aconitate hydratase
Carbamidomethyl (C)
TYFPHFDVSHGSAQVK 1818.869 | 1818.8943 | +2;+3;+4 91.0 P01942 Hemoglobin subunit alpha
SLPCILNAR 985.5379 | 985.5422 2 64.0 P16125 L-lactate dehydrogenase B chain
AAGFPTASVCR 1078.523 | 1078.5305 2 86.0 Q5U5Vv2 Hydroxylysine kinase




Aspartate aminotransferase,

VGAFTVVCK 922.4946 | 922.5045 +1;+2 76.0 P05202 R .
mitochondrial
Aspartate aminotransferase,
VGAFTVVCKDAEEAK 1565.7759 | 1565.78 3 87.0 P05202 R N
mitochondrial
cSVNLANKR + . .
. 1060.5447 | 1060.553 3 42.0 P97447 Four and a half LIM domains protein 1
Carbamidomethyl (C)
FDcHYcR + 2 ) X
. 1124.4168 | 1124.4238 3 30.0 P97447 Four and a half LIM domains protein 1
Carbamidomethyl (C)
YWHDNCFR 1139.4607 | 1139.4662 3 39.0 P97447 Four and a half LIM domains protein 1
FVFHNEQVYcPDCAK + . .
) 1923.8284 | 1923.8381 3 81.0 P97447 Four and a half LIM domains protein 1
Carbamidomethyl (C)
FVFHNEQVYcPDcAK + 2 . N
) 1980.8499 | 1980.8799 +2;+3 81.0 P97447 Four and a half LIM domains protein 1
Carbamidomethyl (C)
TVHQNSIFHCPTQAQAAVAQC ) .
FER 2685.254 | 2685.2715 3 77.0 Q8BTY1 Kynurenine--oxoglutarate transaminase 1
TVHQNSIFHCcPTQAQAAVAQCc ) i
R 2799.297 | 2799.319 +3;+4 92.0 Q8BTY1 Kynurenine--oxoglutarate transaminase 1
FER + 2 Carbamidomethyl (C)
FRCPEAIF +
,c 1038.4957 | 1038.5029 2 51.0 Q8BFZ3 Beta-actin-like protein 2
Carbamidomethyl (C)
FRCcPEAIFQPSFLG + L .
. 1667.813 | 1667.8181 2 83.0 Q8BFZ3 Beta-actin-like protein 2
Carbamidomethyl (C)
Phenazine biosynthesis-like domain-
containing protein 2,Phenazine
AFQCSR 710.317 710.3185 2 46.0 Q9CXN7,Q9DCG6 ) e ) o
biosynthesis-like domain-containing
protein 1
Phenazine biosynthesis-like domain-
containing protein 2,Phenazine
GNPAAVCLLER 1141.5914 | 1141.597 2 78.0 QI9CXN7,Q9DCG6 . . . .
biosynthesis-like domain-containing
protein 1
Phenazine biosynthesis-like domain-
GNPAAVCLLER + ontaini rotein 2,Phenazine
Ve 1198.6128 | 1198.6198 2 82.0 Q9CXN7,Q9DCGe|  COMteming protein £, Fhenazine
Carbamidomethyl (C) biosynthesis-like domain-containing
protein 1
SPGENCQHQLAK 1310.6037 | 1310.6057 +2;+3 66.0 A3KMP2 Tetratricopeptide repeat protein 38
SPGENcQHQLAK + . . .
. 1367.6252 | 1367.635 +2;+3 79.0 A3KMP2 Tetratricopeptide repeat protein 38
Carbamidomethyl (C)
CYIAVAR + Carbamidomethyl Heat shock 70 kDa protein 4L,Heat shock
851.4323 | 851.4402 2 49.0 P48722,061699

(€

protein 105 kDa




cHAEHTPEEEIDHTGAK +

. 1959.8381 | 1959.849 +3;+4 94.0 P48722 Heat shock 70 kDa protein 4L
Carbamidomethyl (C)
FGGY carbohydrate kinase domain-
GHGLTCEGQPVTSR 1440.678 | 1440.6796 3 78.0 A2AIL3 . X
containing protein
GHGLTCcEGQPVTSR + FGGY carbohydrate kinase domain-
) 1497.6994 | 1497.7005 +2;+3 63.0 A2AJL3 " )
Carbamidomethyl (C) containing protein
E LAPE +
ve GPGVC_W APEQTAGK 1854.8934 | 1854.9124 2 131.0 Q8VCT3 Aminopeptidase B
Carbamidomethyl (C)
ALVDGPCTR 930.4593 | 930.4624 2 89.0 Q9CR57 60S ribosomal protein L14
AGAIAPCEVTVPAQNTGLGPE . .
. 2179.0943 | 2179.108 +2;+3 138.0 P14869 60S acidic ribosomal protein PO
K + Carbamidomethyl (C)
LLFcTGK + Carbamidomethyl 2-oxoglutarate dehydrogenase,
837.4419 | 837.4443 2 54.0 Q60597 ) )
(Q) mitochondrial
RLLFCTGK + 2-oxoglutarate dehydrogenase,
) 993.543 | 993.5478 2 53.0 Q60597 ) )
Carbamidomethyl (C) mitochondrial
ICEEAFTR + 2-oxoglutarate dehydrogenase,
i 1024.4648 | 1024.4742 2 56.0 Q60597 . .
Carbamidomethyl (C) mitochondrial
VVNAPIFHVNSDDPEAVMYVC 2-oxoglutarate dehydrogenase,
2446.1661 | 2446.1783 3 110.0 Q60597 X )
K mitochondrial
LPTPK + Carbamid thyl
¢ ¥ ar(c?m' OmetVHY 7143734 | 714.3784 2 42.0 P62717 605 ribosomal protein L18a
GAVTQCYR 896.4174 896.419 2 53.0 P62717 60S ribosomal protein L18a
DLTTAGAVTQCYR 1397.6609 | 1397.6672 2 102.0 P62717 60S ribosomal protein L18a
DLTTAGAVTQcYR + . .
. 1454.6824 | 1454.6981 2 89.0 P62717 60S ribosomal protein L18a
Carbamidomethyl (C)
HTSETADALCPR 1299.5877 | 1299.5858 2 96.0 Q8BlI6 Isoleucine--tRNA ligase, mitochondrial
VHFVPGWDCHGLPIETK + ) . . .
. 1990.9724 | 1990.9842 3 70.0 Q8BlI6 Isoleucine--tRNA ligase, mitochondrial
Carbamidomethyl (C)
ETVSEESNVLCLSK 1536.7341 | 1536.7467 2 98.0 P58252 Elongation factor 2
DLEEDHACIPIKK +
. ¢ 1566.7712 | 1566.7762 3 58.0 P58252 Elongation factor 2
Carbamidomethyl (C)
SNTGGQAFPQcVFDHWQILP
GDPFDNSSRPSQVVAETR + | 4243.9771 | 4244.0494 +3;+4 44.0 P58252 Elongation factor 2
Carbamidomethyl (C)
QLPEGNICR 1028.5073 | 1028.5061 2 58.0 Q8R164 Valacyclovir hydrolase
LPEGNICR +
Q . ¢ 1085.5288 | 1085.5291 2 60.0 Q8R164 Valacyclovir hydrolase
Carbamidomethyl (C)
HLLPLVQCPT 1119.6111 | 1119.6201 2 32.0 Q8R164 Valacyclovir hydrolase
HLLPLVQCPTLIVHGEKDPLVP
Q R 2573.4516 | 2573.4581 +3;+4 65.0 Q8R164 Valacyclovir hydrolase
cKEL(.EITALHIK * 1381.7751 | 1381.7802 | +2;+3;+4 90.0 P62264 40S ribosomal protein S14
Carbamidomethyl (C)
GEVITTYcCPANNEPIAR + Alpha-aminoadipic semialdehyde
1903.9098 | 1903.9219 2 118.0 Q9DBF1

Carbamidomethyl (C)

dehydrogenase




GSDcGIVNVNIPTSGAEIGGAF

Alpha-aminoadipic semialdehyde

2505.1806 | 2505.2194 |  +2;+3 163.0 9DBF1
GGEK + Carbamidomethyl (C) Q dehydrogenase
LIENTDAACK 1076.5172 | 1076.5147 2 95.0 Q9DbCM2 Glutathione S-transferase kappa 1
LIENTDAACK + i
. 1133.5387 | 1133.5456 2 84.0 Q9DCM2 Glutathione S-transferase kappa 1
Carbamidomethyl (C)
Isocitrate dehydrogenase [NAD] subunit
TSLDLYANVIHCK 1475.7442 | 1475.7547 +2;+3 90.0 P70404 . .
gamma 1, mitochondrial
EVYTHFTCATDTK + G i leotide-bindi tein G(k
e 1571.6926 | 1571.7055 | +2;43 100.0 Q9DC51 uanine nucleotide-binding protein G(k)
Carbamidomethyl (C) subunit alpha
LcLTGQWEAAQELQHR + 4-hydroxy-2-oxoglutarate aldolase,
) 1938.937 | 1938.9579 +2;+3 124.0 Q9DCU9 ) )
Carbamidomethyl (C) mitochondrial
Na(+)/H(+) exchange regulatory cofactor
GAVEPCAQPR 1026.4917 | 1026.497 2 66.0 QaliL4
NHE-RF3
Methylcrotonoyl-CoA carboxylase beta
AATGEEVSAEDLGGADLHCR | 1999.8905 | 1999.9104 | +2;+3 151.0 Q3ULD5 ) ) )
chain, mitochondrial
LIM and SH3 domain protein 1,LIM zinc-
KPYCNAHYPK 1219.5808 | 1219.5816 3 60.0 Q61792,Q9DC07 . . .
binding domain-containing Nebulette
KPYCNAHYPK + LIM and SH3 domain protein 1,LIM zinc-
) 1276.6022 | 1276.6101 +2;+3 63.0 Q61792,Q9DC07 . ) .
Carbamidomethyl (C) binding domain-containing Nebulette
VNCLDKYWHK + LIM and SH3 domain protein 1,LIM zinc-
. 1361.655 1361.661 3 59.0 Q61792,Q9DC07 . . .
Carbamidomethyl (C) binding domain-containing Nebulette
YKPVcNQVECHPYLNQMK + Aldo-ket duct; family 1 b
cnav! Q 2318.0646 | 2318.0721 | +2;43;44 75.0 Q91WRS o-ketoreductase family & member
Carbamidomethyl (C) C21
Dihydrolipoyllysine-residue
DVPLGAPLCIIVEK 1465.8214 | 1465.8373 2 89.0 Q8BMF4 acetyltransferase component of pyruvate
dehydrogenase complex, mitochondrial
Dihydrolipoyllysine-residue
DVPVGSIICITVEKPQDIEAFK | 2400.261 | 2400.2645 +2;43 137.0 Q8BMF4 acetyltransferase component of pyruvate

dehydrogenase complex, mitochondrial




EVESVTPEHCIFASNTSALPINQ

Trifunctional enzyme subunit alpha,

3054.5332 | 3054.5713 3 122.0 Q8BMS1 ) .
IAAVSK mitochondrial
Histidine triad nucleotide-binding protein
SLPADILYEDQQCLVFR 2008.9928 | 2009.0082 2 124.0 Q9D0S9 ) .
2, mitochondrial
TGPcPQGPAPEVVIYQQLR +
cPQ . Q) 2109.0677 | 2109.0826 2 126.0 Q91YR9 Prostaglandin reductase 1
Carbamidomethyl (C)
ALETCGGDLK 1005.4801 | 1005.4838 2 68.0 Q9CZR8 Elongation factor Ts, mitochondrial
ALET: DLK +
_CGG 1062.5016 | 1062.5059 2 90.0 Q9CZR8 Elongation factor Ts, mitochondrial
Carbamidomethyl (C)
APDQDEIDCLPGLAK 1583.7501 | 1583.7621 2 119.0 P16675 Lysosomal protective protein
LQNHPEHM + | I-3-ph h h
ctan 1164.4804 | 1164.4868 | +2;+3 60.0 P13707 Glycerol-3-phosphate dehydrogenase
Carbamidomethyl (C) [NAD(+)], cytoplasmic
S-adenosylmethionine synthase isoform
ICDQISDAVLDAHLQQDPDAK | 2294.0849 | 2294.0957 3 90.0 Q3THS6 type-2
IcDQISDAVLDAHLQQDPDAK S-adenosylmethionine synthase isoform
) 2351.1063 | 2351.1167 3 134.0 Q3THS6
+ Carbamidomethyl (C) type-2
GAPcSDAAGHQVPYK
¢ i @ * 1556.7042 | 1556.7132 +2;+3 116.0 Q8R242 Di-N-acetylchitobiase
Carbamidomethyl (C)
VPFRGAPCSDAAGHQVPYK | 1998.9734 | 1998.9819 4 36.0 Q8R242 Di-N-acetylchitobiase
Kallikrein-1,Kallikrein 1-related peptidase
LLPNEDCAK 1001.4852 | 1001.4857 2 59.0 P15947,P00756 b3
LGSTcLASGWGSITPVKYEYPD
ELQCcVNLK + 2 3384.637 | 3452.6938 3 162.0 P15947 Kallikrein-1
Carbamidomethyl (C)
SACGVCPGR
c, * 973.411 973.4144 2 63.0 Q9D1R9 60S ribosomal protein L34
Carbamidomethyl (C)
ACGVCcPGR +
> G ¢ 973.411 973.4195 2 65.0 Q9D1R9 60S ribosomal protein L34
Carbamidomethyl (C)
SACGVCPGR + 2
¢ ) ¢ 1030.4324 | 1030.4304 2 60.0 Q9D1R9 60S ribosomal protein L34
Carbamidomethyl (C)
VKELNNVCEPVVTQPKPK | 2021.0979 | 2021.1057 3 84.0 Q61699 Heat shock protein 105 kDa
ELPPDQAEYCIAR 1503.7027 | 1503.7084 2 77.0 Q7TPR4,P57780 Alpha-actinin-1,Alpha-actinin-4
CQLEINFNTLQTK + Q7TPR4,088990, | Alpha-actinin-1,Alpha-actinin-3,Alpha-
. 1607.7977 | 1607.8056 2 77.0 . L.
Carbamidomethyl (C) P57780,Q9J191 actinin-4,Alpha-actinin-2
NcGQMSEIEAK + ]
) 1265.538 | 1265.5376 2 80.0 P26039 Talin-1
Carbamidomethyl (C)
AcEFAGFQcQIQFGPHNEQK + .
. 2463.0736 | 2463.0919 3 105.0 P26039 Talin-1
2 Carbamidomethyl (C)
MVAAATNNLcEAANAAVQGH
ASQEK + Carbamidomethyl | 2555.1856 | 2555.2029 3 34.0 P26039 Talin-1
©
cLAFHDISPQAPTHFLVIPK + Histidine triad nucleotide-binding protein
. 2290.1933 | 2290.2011 +3;+4 91.0 P70349
Carbamidomethyl (C) 1
IIFEDDRCcLAFHDISPQAPTHFL Histidi i leotide-bindi i
c SPQ, 3178.6274 | 3178.6705 3 49.0 P70349 istidine triad nucleotide-binding protein

VIPK + Carbamidomethyl (C)

1




NTGIICTIGPASR 1301.6762 | 1301.6858 2 74.0 P52480 Pyruvate kinase PKM
AEGSDVANAVLDGADCIMLSG .
i 2493.1363 | 2493.1384 +2;+3 84.0 P52480 Pyruvate kinase PKM
ETAK + Carbamidomethyl (C)
GIFPVLcKDAVLNAWAEDVDL i
i 2500.2784 | 2500.2807 3 114.0 P52480 Pyruvate kinase PKM
R + Carbamidomethyl (C)
Sodium- and chloride-d dent
STECAHPGVVEK 1255.5867 | 1255.5885 |  +2;+3 98.0 088575 edium-and chioride-dependen
transporter XTRP3B
LFECSNKTGR 1153.555 | 1153.5256 2 76.0 088398 Advillin
TLDcEPK + Carbamid thyl
¢ a(rc)am' ometVll g61.3902 | 861.3904 2 41.0 P15105 Glutamine synthetase
IEEAIDKLSK +
¢ ) 1304.6646 | 1304.6683 3 90.0 P15105 Glutamine synthetase
Carbamidomethyl (C)
RPSANCcDPYAVTEAIVR +
¢ . 1917.9367 | 1917.953 2 78.0 P15105 Glutamine synthetase
Carbamidomethyl (C)
VCNPIITK 886.4946 | 886.4961 2 76.0 P63017 Heat shock cognate 71 kDa protein
GIScIVVEK + Isobutyryl-CoA dehyd 3
c 1003.5372 | 1003.5423 2 71.0 Q9D78B6 Sobulyry==oA denydrogenase
Carbamidomethyl (C) mitochondrial
IDPSLGLNEEQKGFQK + Isobutyryl-CoA dehyd 3
¢ NEEQKGFQ 1961.9517 | 1961.9846 | +2;+3 112.0 Q9D78B6 soputyry--0A denydrogenase
Carbamidomethyl (C) mitochondrial
HTACADAYLTPTIQR +
G ¢ . Q 1773.8468 | 1773.8655 2 114.0 Q8K010 5-oxoprolinase
Carbamidomethyl (C)
SGTGQQLGQAAEESNCCAR | 1908.8054 | 1908.8188 2 113.0 Q9JIz9 Phospholipid scramblase 3
Isocitrate dehydrogenase [NADP],
CATITPDEAR 1075.4968 | 1075.4954 2 75.0 P54071 . R
mitochondrial
EECYTPR 896.3698 | 896.3739 2 48.0 Q8C3K6 Sodium/glucose cotransporter 1
AYDLFCGLDQDKGPK 1668.7818 | 1668.7918 +2;+3 110.0 Q8C3K6 Sodium/glucose cotransporter 1
TTPTGWTLDQCIQTGVDNPG
HSFII? 2725.317 | 2725.3252 +2;+3 116.0 P30275 Creatine kinase U-type, mitochondrial
KAAAPAPEEEMDECEQALAAE )
. 2484.1148 | 2484.1271 +3;+4 119.0 Q9D8NO Elongation factor 1-gamma
PK + Carbamidomethyl (C)
VCcALGESK + L .
. 862.4218 | 862.4237 2 62.0 088342 WD repeat-containing protein 1
Carbamidomethyl (C)
cFSIDNPGYEPEVVAVHPGGD
TVAVGGTDGNVR + 3384.5681 | 3384.6094 3 109.0 088342 WD repeat-containing protein 1
Carbamidomethyl (C)
Isoamyl acetate-hydrolyzing esterase 1
VILITPPPLCEAAWEK 1778.9641 | 1778.9729 2 76.0 Q9DB29
homolog
VILITPPPLCEAAWEK + | | tate-hydrolyzi t 1
e 1835.9855 | 1835.998 | +2;+3 72.0 Q9DB29 soamylacetate-nydrolyzing esterase
Carbamidomethyl (C) homolog
VILITPPPLCEAAWEKECVLK + | | tate-hydrolyzi t 1
¢ 24763109 | 2476.3352| 3 30.0 Q9DB29 soamylacetate-nydrolyzing esterase
Carbamidomethyl (C) homolog
ALAGCDFLTISPK
¢ * 1391.7119 | 1391.7212 2 108.0 Q93092 Transaldolase

Carbamidomethyl (C)




Dehydrogenase/reductase SDR family

VNCLAPGLIK 1026.5896 | 1026.5963 2 76.0 Q99LB2
member 4
VNCLAPGLIK + Dehydrogenase/reductase SDR family
. 1083.611 | 1083.6174 2 66.0 Q99LB2
Carbamidomethyl (C) member 4
LAGVTALSCWLPLR +
. ¢ 1555.8545 | 1555.8709 2 107.0 P97823 Acyl-protein thioesterase 1
Carbamidomethyl (C)
WVPEITHHCPK 1345.6601 | 1345.6602 | +2;+3;+4 66.0 P60766 Cell division control protein 42 homolog
Natural resistance-associated
IPIPEEEYSCFSFR 1715.7865 | 1715.7895 2 105.0 P49282 )
macrophage protein 2
LGAQAHPFVVDCSQR 1626.7937 | 1626.8064 3 79.0 Q9EQO6 Estradiol 17-beta-dehydrogenase 11
LGAQAHPFVVDCcSQREEIYSAA
QA . Q 2575.2489 | 2575.2594 +3;+4 42.0 Q9EQO6 Estradiol 17-beta-dehydrogenase 11
K + Carbamidomethyl (C)
TLNEADCATVPPAIR + Succinate dehydrogenase [ubiquinone]
. 1626.8035 | 1626.8145 2 111.0 Q8K2B3 . i . .
Carbamidomethyl (C) flavoprotein subunit, mitochondrial
ATP-dependent RNA helicase DDX3X,ATP
GCHLLVATPGR + Q62167,062095,P . .
. 1179.6183 | 1179.6225 3 63.0 dependent RNA helicase DDX3Y,Putative
Carbamidomethyl (C) 16381 )
ATP-dependent RNA helicase PI10
VRPCVVYGGAEIGQQIR 1843.9727 | 1843.9822 3 82.0 Q62167 ATP-dependent RNA helicase DDX3X
DVRPITEQIAVTAGCK 1699.8927 | 1699.8999 +2;+3 103.0 Q91WUO0 Carboxylesterase 1F
ITFPGCFTNScCSHPLSNPGELE .
Isopentenyl-diphosphate Delta-
ENNAIGVK + 2 3527.5796 | 3527.6005 3 101.0 P58044 A
. isomerase 1
Carbamidomethyl (C)
HPSKPDPSGECNPDLR 1747.7948 | 1747.7969 3 103.0 Q60972 Histone-binding protein RBBP4
P61080,P61079,P Ubiqvuiti.n.»conju.gatin.g enzyme E2
IYHPNINSNGSICLDILR 2041.0415 | 2041.059 +2;+43 111.0 62838 D1,Ubiquitin-conjugating enzyme E2
D3,Ubiquitin-conjugating enzyme E2 D2
Solute carrier organic anion transporter
GFHPQCLQR 1084.5236 | 1084.529 +2;+3 55.0 Q8BGD4 )
family member 4C1
GFH.PQcLQR + 11415451 | 11415497 +2:43 58.0 Q8BGD4 Solute carrier .organic anion transporter
Carbamidomethyl (C) family member 4C1
VASVAHSAPSEAPSCSPFGK | 1927.9098 | 1927.9256 3 110.0 P70290 55 kDa erythrocyte membrane protein
QIQTFEAKPDDLLICTYPK 2222.1293 | 2222.1406 +2;+3 85.0 Q9D939 Sulfotransferase 1C2




TVALcTcK + 2

CDGSH iron-sulfur domain-containing

. 1019.478 | 951.4513 2 52.0 B1AR13 . ) ]
Carbamidomethyl (C) protein 3, mitochondrial
ATQRPPYcDGTHK + CDGSH iron-sulfur domain-containing
. 1529.7045 | 1529.6982 | +2;+3;+4 66.0 B1AR13 i i A
Carbamidomethyl (C) protein 3, mitochondrial
SKNQPFcDGSHFFQR + CDGSH iron-sulfur domain-containing
) 1853.8268 | 1853.8342 3 60.0 B1AR13 ) ) )
Carbamidomethyl (C) protein 3, mitochondrial
Phosphatidylethanolamine-binding
YVWLVYEQEQPLSCDEPILSNK| 2652.2781 | 2652.3109 +2;+3 86.0 P70296 orotein 1
YVWLVYEQEQPLScDEPILSNK Phosphatidylethanolamine-binding
) 2709.2996 | 2709.308 3 72.0 P70296 )
+ Carbamidomethyl (C) protein 1
EGTY PVSVR + P in-gl i -
SEGTYCCGPVS 1481.6279 | 1481.6336 2 74.0 P21981 rotein-glutamine gamma
Carbamidomethyl (C) glutamyltransferase 2
Transforming protein RhoA,Rho-related
HFCPNVPIILVGNKK 1677.9389 | 1677.952 3 66.0 Q9QuUI0,062159 e .
GTP-binding protein RhoC
ICYHHGDNVDPEER 1682.7107 | 1682.7172 | +2;+3;+4 79.0 Q9D826 Peroxisomal sarcosine oxidase
IcYHHGDNVDPEER
¢ . * 1739.7322 | 1739.7446 | +2;+3;+4 109.0 Q9D826 Peroxisomal sarcosine oxidase
Carbamidomethyl (C)
Eukaryotic translation initiation factor 2
SCGSSTPDEFPTDIPGTK 1837.804 | 1837.8199 2 94.0 Q9Z0N1 i i
subunit 3, X-linked
YTcEASNGSGAR + - s
. 1271.5201 | 1271.5214 2 94.0 Q6PDN3 Myosin light chain kinase, smooth muscle
Carbamidomethyl (C)
Elongation factor 1-alpha 1,Elongation
THINIVVIGHVDSGK 1587.8733 | 1587.8914 3 92.0 P10126,P62631
factor 1-alpha 2
KDGSASGTTLLEALDCILPPTRP 3064.6227 | 3064.6444 | +3;+4;+5 74.0 P10126 Elongation factor 1-alpha 1
TDKPLR
DVSAPPPVSKPPAPTQPSPQP P te dehyd tein X
QPSPAPY 58,4749 | 2858.4806 | 3 58.0 Q8BKZ9 yruvate denydrogenase protein
QIPCPAR component, mitochondrial
DVSAPPPVSKPPAPTQPSPQP i
R Pyruvate dehydrogenase protein X
QIPcPAR + Carbamidomethyl| 2915.4964 | 2915.5195 3 62.0 Q8BKZ9 ) .
© component, mitochondrial
SPDGTCcSLPSAR +
Q . ¢ 1374.6198 | 1374.6275 2 92.0 Q8C129 Leucyl-cystinyl aminopeptidase
Carbamidomethyl (C)
Major urinary protein 18,Major urinary
FAQLCEEHGILR + A2BIM8,B5X0G2, _ S i )
. 1471.7242 | 1471.7424 +2;+3 99.0 protein 17,Major urinary protein 6,Major
Carbamidomethyl (C) P02762,P04938 A .
urinary protein 11
FAKLCEEHGIIR +
¢ 1471.7605 | 1471.7424 +2;+3 99.0 P04939 Major urinary protein 3

Carbamidomethyl (C)




FAKLCEEHGILR +

. 1471.7605 | 1471.7424 +2;+3 99.0 P11589 Major urinary protein 2
Carbamidomethyl (C)
VVNTQcGYDVR
_Qc * 1309.6085 | 1309.6067 2 104.0 Q8QzY6 Tetraspanin-14
Carbamidomethyl (C)
TSDFNTFLAQEGCTR + Cysteine and histidine-rich domain-
) 1745.7679 | 1745.7839 2 94.0 Q9D1P4 o )
Carbamidomethyl (C) containing protein 1
GDHYLCDVVWATEER 1791.7886 | 1791.7958 +2;+3 96.0 P28843 Dipeptidyl peptidase 4
KYPLLLDVYAGPCSQK 1793.9386 | 1793.9524 +2;43 55.0 P28843 Dipeptidyl peptidase 4
KYPLLLDVYAGPcSQK +
) csQ 1850.96 | 1850.9698 3 69.0 P28843 Dipeptidyl peptidase 4
Carbamidomethyl (C)
AcYGVLR
c. * 837.4167 | 837.4195 2 44.0 P62908 40S ribosomal protein S3
Carbamidomethyl (C)
GCEVVVSGK
¢ . * 933.459 | 933.4603 2 52.0 P62908 40S ribosomal protein S3
Carbamidomethyl (C)
GLcAIAQAESLR
¢ . Q * 1287.6605 | 1287.6705 2 70.0 P62908 40S ribosomal protein S3
Carbamidomethyl (C)
RQCEE.VAQALGK y 1387.6878 | 1387.6949 2 91.0 Q9RONO Galactokinase
Carbamidomethyl (C)
cPAQTAADFR + . .
) 1135.508 | 1135.5053 2 96.0 Q9QxD1 Peroxisomal acyl-coenzyme A oxidase 2
Carbamidomethyl (C)
SLAPAFESFCQGNRGPLPLLG UPF0317 tein C140rf159 h log,
Q A 28154327 | 28154601 3 70.0 Q8BHS6 protein -A40ri153 homolog
SEAVK mitochondrial
SFPCFDEPNKK 1310.5965 | 1310.6022 +2;43 65.0 P16406 Glutamyl aminopeptidase
SFPCFDEPNKK +
¢ . 1367.618 | 1367.6205 +2;+3 42.0 P16406 Glutamyl aminopeptidase
Carbamidomethyl (C)
SITIANQTNCcPLYVTK + . - .
) 1821.9295 | 1821.9469 2 108.0 008553 Dihydropyrimidinase-related protein 2
Carbamidomethyl (C)
GYGCAGVSSVAYGLLTR + Glutaryl-CoA dehydrogenase,
X 1729.8458 | 1729.8678 2 112.0 Q60759 . .
Carbamidomethyl (C) mitochondrial
Staphylococcal nuclease domain-
LSECEEQAK 1035.4542 | 1035.4533 2 65.0 Q78PY7 . )
containing protein 1
LSECEEQAK + Staphyl | | d in-
cEEQ 1092.4757 | 1092.4815 | 2 79.0 Q78PY7 aphylococcalnuciease domain
Carbamidomethyl (C) containing protein 1
O-acetyl-ADP-rib d tyl
AAGSLLTDECR 1134.5339 | 11345431 2 88.0 Q92281 acetyl-AREribose deacetylase
MACROD1
LVQMSICSSLAR + . )
. 1363.6952 | 1363.6995 +2;+3 46.0 Q9z0s1 3'(2"),5'-bisphosphate nucleotidase 1
Carbamidomethyl (C)
QPcPSQYSAIKEEDLVVWYVDPL| o e L )
) 2973.443 | 2973.4735 3 97.0 Q970Ss1 3'(2"),5'-bisphosphate nucleotidase 1
DGTK + Carbamidomethyl (C)
IAQLCSR + Carbamid thyl
QLESR + a(rc)am' OV g46.4382 | s846.44 2 65.0 QoJLB4 Cubilin
LIGTYCGTQR 1110.5492 | 1110.5523 2 34.0 Q9JLB4 Cubilin
LlGT_YCGTQR * 1167.5706 | 1167.5746 2 74.0 Q9JLB4 Cubilin
Carbamidomethyl (C)
VAELNPDENCIR + Sulfide:quinone oxidoreductase,
) 1428.6667 | 1428.6761 2 87.0 Q9R112 ) .
Carbamidomethyl (C) mitochondrial
IAVAAQNCYK +
QNe 1136.5648 | 1136.5669 2 86.0 P17751 Triosephosphate isomerase

Carbamidomethyl (C)




NINNDTTYCIK 1297.5972 | 1297.6031 2 68.0 Q99KR3 Endoribonuclease LACTB2
VLGCNPGPMTLQGTNTYLVGT .
R 2492.2152 | 2492.2403 3 73.0 Q99KR3 Endoribonuclease LACTB2
GSR + Carbamidomethyl (C)
IAVHCTVR 897.4855 | 897.4922 +2;+3 54.0 QI9CXW4 60S ribosomal protein L11
IAVHCTVR
. ¢ * 954.5069 954.509 +2;+3 68.0 QICXwW4 60S ribosomal protein L11
Carbamidomethyl (C)
QCVPFR 748.369 748.3755 2 50.0 Q9CPR4 60S ribosomal protein L17
SPcHIEMILTEK
¢ . * 1456.7054 | 1456.7136 +2;43 88.0 Q9CPR4 60S ribosomal protein L17
Carbamidomethyl (C)
SSPCHIEMILTEK 1486.716 | 1486.7229 +2;+3 75.0 Q9CPR4 60S ribosomal protein L17
SSPcHIEMILTEK
¢ . * 1543.7374 | 1543.6962 +2;43 56.0 Q9CPR4 60S ribosomal protein L17
Carbamidomethyl (C)
SPPTVLVICGPGNNGGDGLVC
¢ . 2320.1304 | 2320.1652 2 85.0 Q8K4z3 NAD(P)H-hydrate epimerase
AR + Carbamidomethyl (C)
TVVNISSLcALQPYKGWGLYcA
Q_ 2752.3717 | 2752.4093 3 110.0 Q64105 Sepiapterin reductase
GK + 2 Carbamidomethyl (C)
ACQQAQVHANLK 1309.6561 | 1309.656 3 54.0 Q8KOH1 Multidrug and toxin extrusion protein 1
AcQQAQVHANLK + . . . .
. 1366.6776 | 1366.6799 +2;43 61.0 Q8KOH1 Multidrug and toxin extrusion protein 1
Carbamidomethyl (C)
ELNIICK 831.4524 | 831.4537 2 44.0 Q8R086 Sulfite oxidase, mitochondrial
LcDVLAQAGHR
¢ ] Q * 1238.619 | 1238.6256 +2;+3 80.0 Q8R086 Sulfite oxidase, mitochondrial
Carbamidomethyl (C)
CREVAENCK + Isocitrate dehydrogenase [NAD] subunit
) 1175.5063 | 1175.5109 2 50.0 Q9D6R2 ) )
Carbamidomethyl (C) alpha, mitochondrial
cLTQQAVALQR +
Q(_l Q 1286.6765 | 1286.675 2 83.0 Q55W19 Clustered mitochondria protein homolog
Carbamidomethyl (C)
L Y +
CHAGH NG_V HOGGTYSK 1984.8962 | 1984.9067 +3;+4 86.0 Q8VCM7 Fibrinogen gamma chain
Carbamidomethyl (C)
LGYAGNTEPQFIIPSCIAIK 2134.1132 | 2134.1444 2 74.0 Q99JY9 Actin-related protein 3
TL IDSGD E
TGTVIDSGDGVTHVIPVAEG 3000.5478 | 3000.5347 3 34.0 Q99JY9 Actin-related protein 3
YVIGSCIK
LSSLKEER + 6-ph hogl te dehyd 3
- 1120.5546 | 11205572 |  +2;+3 68.0 Q9DCDO phosphogluconate denydrogenase
Carbamidomethyl (C) decarboxylating
EGINISGNFYR
¢ ) * 1428.6456 | 1428.6482 2 96.0 P19253 60S ribosomal protein L13a
Carbamidomethyl (C)
60S ribosomal protein L10,60S ribosomal
LIPDGCGVK 900.4739 | 900.4808 2 68.0 Q6ZWV3,P86048 . )
protein L10-like
MLScAGADR + 60S ribosomal protein L10,60S ribosomal
) 979.4215 | 979.4217 2 55.0 Q6ZWV3,P86048 ) )
Carbamidomethyl (C) protein L10-like
AKVDEFPLcGHMVSDEYEQLS
¢ Q 60S ribosomal protein L10,60S ribosomal
SEALEAAR + 3280.5016 | 3280.5097 3 131.0 Q6ZWV3,P86048 . }
. protein L10-like
Carbamidomethyl (C)
SGEGCVITR 920.4386 | 920.4423 2 81.0 Q9WV54 Acid ceramidase
TPcYAQIR +
cYAQ 1007.4858 | 1007.4823 2 31.0 Q6NSQ9 Glucose-6-phosphatase 3

Carbamidomethyl (C)




LQAQQDAVNIVCcHSK +

26S proteasome non-ATPase regulatory

] 1709.8519 | 1709.8623 3 81.0 035226 )
Carbamidomethyl (C) subunit 4
YLAEVACGDDR +
. ¢ 1267.5503 | 1267.5571 2 81.0 P68254 14-3-3 protein theta
Carbamidomethyl (C)
ILCFHGPPGVGK 1223.6485 | 1223.6558 3 80.0 Q8CGK3 Lon protease homolog, mitochondrial
VTYDSDATSSACR + . .
. 1431.5936 | 1431.5993 2 116.0 089013 Leptin receptor gene-related protein
Carbamidomethyl (C)
LccLEK + 2 Carbamidomethyl Na(+)/H(+) exchange regulatory cofactor
889.4037 | 889.4085 2 35.0 P70441
(€ NHE-RF1
LccLEKGPNGYGFHLHGEK + 2 Na(+)/H(+) exchange regulatory cofactor
) 2283.0565 | 2283.0716 3 80.0 P70441
Carbamidomethyl (C) NHE-RF1
E D +
Ge VTP_ VNISGQK 1502.7035 | 1502.7145 2 87.0 Q8CIB5 Fermitin family homolog 2
Carbamidomethyl (C)
FLLADNLYCK 1198.6056 | 1198.6081 2 79.0 P61759 Prefoldin subunit 3
cEGITSPEGSK +
Q . 1291.5714 | 1291.57 2 79.0 Q8BVQ5 Protein phosphatase methylesterase 1
Carbamidomethyl (C)
AIQDAGCcQVLK + .
. 1201.6125 | 1201.6212 2 87.0 P40936 Indolethylamine N-methyltransferase
Carbamidomethyl (C)
von Willebrand factor A domain-
DVFSCNVGNLQPGAK 1547.7402 | 1547.7445 2 118.0 Q99KC8 L. .
containing protein 5A
AHSEYEEALSQGHQAYLLEED
QGHQ von Willebrand factor A domain-
DYSRDVFScNVGNLQPGAK + | 4526.0357 | 4526.0772 5 31.0 Q99KC8 L. .
. containing protein 5A
Carbamidomethyl (C)
FSFQCPGR 940.4225 940.428 2 56.0 055222 Integrin-linked protein kinase
FSFQCcPGR +
.Qc 997.444 997.449 2 53.0 055222 Integrin-linked protein kinase
Carbamidomethyl (C)
DFNEECPR 1008.3971 | 1008.3982 2 56.0 055222 Integrin-linked protein kinase
Het |
AIVICPTDEDLKDR 1586.7974 | 1586.803 | +2;4+3 82.0 Q8VDM6 _ rieterogeneous hudear
ribonucleoprotein U-like protein 1
VFPLScVVQQYAWGK + X
. 1780.8971 | 1780.9055 2 112.0 Q924M7 Mannose-6-phosphate isomerase
Carbamidomethyl (C)
VVDDTACPLLR + . . .
. 1257.6387 | 1257.6466 2 94.0 Q8BY89 Choline transporter-like protein 2
Carbamidomethyl (C)
SCALSNVK + Cytosolic 10-formyltetrahydrofolate
) 877.4327 | 877.4323 2 56.0 Q8ROY6
Carbamidomethyl (C) dehydrogenase
ScALSNVKK + Cytosolic 10-fi Itetrahydrofolat
A 10055277 | 1005.5302 | +2;43 52.0 Q8ROY6 ytosolic 2o-formyTtetranydrototate
Carbamidomethyl (C) dehydrogenase
Methylglutaconyl-CoA hydratase,
SEVPGIFCAGADLK 1405.6911 | 1405.7019 2 73.0 Q9JLZ3 . .
mitochondrial
SEVPGIFCAGADLK + Methylglutaconyl-CoA hydratase,
1462.7126 | 1462.7243 2 93.0 QIJLZ3

Carbamidomethyl (C)

mitochondrial




CILLSNLSNTSHAPK +

) 1653.8508 | 1653.8614 +2;43 111.0 P19096 Fatty acid synthase
Carbamidomethyl (C)
Nucleoside diphosphate kinase
GDFCIQVGR 993.4702 | 993.4717 2 64.0 P15532,Q01768 ucieoside diphosphate K
A,Nucleoside diphosphate kinase B
GDFclQVGR + 1050.4917 | 1050.5023 ) 50.0 P15532, Q01768 Nucleoside diphosphate kinase
Carbamidomethyl (C) ' ’ ' ! A,Nucleoside diphosphate kinase B
Peroxisomal carnitine O-
SCTVEAVR 863.4171 | 863.4213 2 63.0 Q9DC50
octanoyltransferase
TESEGHCPTHIAVLCR + 2 Peroxisomal carnitine O-
) 1933.8775 | 1933.8731 3 70.0 Q9DC50
Carbamidomethyl (C) octanoyltransferase
GLLLScIEDKNPCIFFEPK + 2 2-oxoi lerate dehyd bunit
clEDRTTC 2347.1592 | 2347.1706 | 3 79.0 Q6P3A8 oxolsovarerate denyarogenase subun!
Carbamidomethyl (C) beta, mitochondrial
SGGGGGSSGAGGGPScGTSSS ) ) )
. 1782.7188 | 1782.7282 2 74.0 Q9CYN2 Signal peptidase complex subunit 2
R + Carbamidomethyl (C)
CGGA.GHPESSR * 1236.5557 | 1236.573 2 74.0 Q99JY3 GTPase IMAP family member 4
Carbamidomethyl (C)
SCAHDWVYE 1108.4284 | 1108.4298 2 35.0 Q01768 Nucleoside diphosphate kinase B
NVVHLCK 811.4374 | 811.4393 2 33.0 Q80W22 Threonine synthase-like 2
MGLPICLVVAVNRNDIIHR 2132.1711 | 2132.1666 4 89.0 Q80W22 Threonine synthase-like 2
SAVEKGEELSCEER +
. ¢ 1621.7253 | 1621.7243 3 73.0 070456 14-3-3 protein sigma
Carbamidomethyl (C)
DVGAETLLHScK + . - )
. 1328.6394 | 1328.6459 +2;43 89.0 Q9D1A2 Cytosolic non-specific dipeptidase
Carbamidomethyl (C)
DVGAETLLHSCKK 1399.7129 | 1399.7199 3 60.0 Q9D1A2 Cytosolic non-specific dipeptidase
GSSDFCVK 841.364 841.3658 2 52.0 Q68FL4 Putative adenosylhomocysteinase 3
QKFDNLYcCR + . .
. 1413.6169 | 1413.6237 3 57.0 Q68FL4 Putative adenosylhomocysteinase 3
Carbamidomethyl (C)
LTEGCSFRR + Q6ZWU9,Q6ZWY | 40S ribosomal protein $27,40S ribosomal
. 1124.5397 | 1124.5473 +2;+3 33.0 A K
Carbamidomethyl (C) 3 protein S27-like
Transitional endoplasmic reticulum
GVLFYGPPGCGK 1193.5903 | 1193.601 2 67.0 Q01853
ATPase
LADDVDLEQVANETHGHVGA Transitional endoplasmic reticulum
3614.7635 | 3614.7874 | +3;+4 92.0 Q01853
DLAALCSEAALQAIR ATPase
DCPLNTEAASNK 1261.5608 | 1261.5603 2 85.0 035643 AP-1 complex subunit beta-1
E
CSSGPVPNEK + 1073.4812 | 1073.482 2 71.0 Q8KOD5 Elongation factor G, mitochondrial

Carbamidomethyl (C)




Phospholipid hydroperoxide glutathione
peroxidase, mitochondrial,Phospholipid

ILAFPCNQFGR 1264.6387 | 1264.6424 2 85.0 070325,Q91XR9 ) . .
hydroperoxide glutathione peroxidase,
nuclear
VAcQGEVVR + Bifunctional glutamate/proline--tRNA
. 1016.5073 | 1016.5085 2 71.0 Q8CGC7 X
Carbamidomethyl (C) ligase
NSEYVAEPIQAYIIPSGDAHQSE
YIAPCDCcR + 3563.5973 | 3563.6299 3 71.0 Q6P1B1 Xaa-Pro aminopeptidase 1
Carbamidomethyl (C)
YIDCDLNR 1010.4491 | 1010.4544 2 68.0 Q8R3PO Aspartoacylase
VFVLPCIQQIQR 1442.8068 | 1442.815 +2;+3 97.0 008917 Flotillin-1
VFVLPcIQQIQR
.c QQIAR + 1499.8283 | 1499.8306 2 75.0 008917 Flotillin-1
Carbamidomethyl (C)
STWVILHHK 1119.6189 | 1119.6179 3 38.0 P56395 Cytochrome b5
STWVILHHKVYDLTK 1839.0043 | 1839.0071 3 74.0 P56395 Cytochrome b5
MGVPYCIIK 1022.5293 | 1022.5332 2 70.0 P12970 60S ribosomal protein L7a
STPEEIK
¢ ) N 962.4379 | 962.4394 2 55.0 Q9ROP5 Destrin
Carbamidomethyl (C)
KCSTPEEIK 1033.5114 | 1033.5055 2 60.0 Q9ROP5 Destrin
STPEEIKK
¢ ) * 1090.5328 | 1090.5305 +2;+3 58.0 Q9ROPS5 Destrin
Carbamidomethyl (C)
Adenosine 3'-phospho 5'-phosphosulfate
GLCFPLVK 875.4939 | 875.4982 2 47.0 Q91ZN5
transporter 1
GLcFPLVK + Adenosine 3'-phospho 5'-phosphosulfate
. 932.5154 | 932.5171 2 51.0 Q91ZN5
Carbamidomethyl (C) transporter 1
AcVFGNEPK + Adenosine 3'-phospho 5'-phosphosulfate
. 1020.4699 | 1020.4723 2 54.0 Q91ZN5
Carbamidomethyl (C) transporter 1
AYHGCSPYTLGLTNVGIYK + Alanine--glyoxylate aminotransferase 2,
) 2113.0303 | 2113.0276 3 68.0 Q3UEG6 ; -
Carbamidomethyl (C) mitochondrial
HPLEPDSSAScFQQLR + 1870.8632 | 1870.8736 3 68.0 Q8R3LS Solute carrier organic anion transporter
Carbamidomethyl (C) ' ’ ' family member 3A1
NAGQTCcVcSNR + 2 Succinate-semialdehyde dehydrogenase,
) 1333.5503 | 1333.5725 2 71.0 Q8BWFO . .
Carbamidomethyl (C) mitochondrial
ILATSFICTLPAGHR 1598.8603 | 1598.8609 3 79.0 Q68FL6 Methionine--tRNA ligase, cytoplasmic
NKEWRPQDAEPCcAHPNSR + Phosphoenolpyruvate carboxykinase,
. 2190.9977 | 2191.0155 3 72.0 Q9z72v4 .
Carbamidomethyl (C) cytosolic [GTP]
MIPCDFLIPVQTQHPIRK 2135.1384 | 2135.1388 +3;+4 75.0 P06745 Glucose-6-phosphate isomerase
SGPYCcSESIR + .
. 1154.5026 | 1154.5107 2 70.0 Q7TMRO Lysosomal Pro-X carboxypeptidase
Carbamidomethyl (C)
VCADLIR 788.4214 | 788.4288 2 57.0 P60867 40S ribosomal protein S20
LECVEPNCR + . .
1186.5111 | 1186.5137 2 47.0 P83882 60S ribosomal protein L36a

Carbamidomethyl (C)




NcPHIVVGTPGR +

. 1305.6612 | 1305.6667 +2;+3 72.0 Q9Z1N5 Spliceosome RNA helicase Ddx39b
Carbamidomethyl (C)
VIAVPSPYAR+ | o) 2o ssamase| 120 | a90760,05¢522 | Libose phosphate prashetphokinse
Carbamidomethyl (C) ' ' ' ! ! phosp va phosp
INMCcGLTTK + X X
. 1036.5045 | 1036.5103 2 65.0 P05201 Aspartate aminotransferase, cytoplasmic
Carbamidomethyl (C)
NLETPSCK 890.4167 | 890.4189 2 54.0 QI9WTP6 Adenylate kinase 2, mitochondrial
NLFTPSCK * 947.4382 | 947.4397 2 49.0 Q9WTP6 Adenylate kinase 2, mitochondrial
Carbamidomethyl (C)
NLETPScKNGFLLDGFPR +
¢ . 2064.0099 | 2064.0187 3 38.0 QI9WTP6 Adenylate kinase 2, mitochondrial
Carbamidomethyl (C)
Copper chaperone for superoxide
LACGIIAR 815.4687 | 815.4727 2 73.0 Qowug4a .
dismutase
VTDKLTPIHDHIFCcR + .
. 1953.9553 | 1953.9691 +3;+4 64.0 Q60692 Proteasome subunit beta type-6
Carbamidomethyl (C)
TNGFSLESCR 1112.4921 | 1112.4986 2 64.0 035350 Calpain-1 catalytic subunit
CGVISPR 730.3796 | 730.3853 2 68.0 P62245 40S ribosomal protein S15a
EHRPP_CAQEAPR * 1446.6786 | 1446.6777 3 58.0 Q64337 Sequestosome-1
Carbamidomethyl (C)
REHRPPcAQEAPR
. cAQ * 1602.7797 | 1602.7761 4 33.0 Q64337 Sequestosome-1
Carbamidomethyl (C)
Sodium-dependent phosphate transport
ATLCYARPEPR 1275.6394 | 1275.639 +2;+3 58.0 Q60825 .
protein 2A
GVTIIGPATVGGIKPGCFK 1814.0125 | 1814.0229 3 62.0 Q91v92 ATP-citrate synthase
SETVLTCSNGR 1165.5397 | 1165.5446 2 63.0 Q62470 Integrin alpha-3
HQADAcHAYQIIHR
Q ‘c Q * 1718.8059 | 1718.8143 | +2;+3;+4 100.0 089017 Legumain
Carbamidomethyl (C)
VTGTQFPEAPLPVPCNPNDVS
Q 3388.7238 | 3388.7586 +3;+4 67.0 P34914 Bifunctional epoxide hydrolase 2
HGYVTVKPGIR
TFQDCYSSK 1077.4437 | 1077.443 2 62.0 Q8BH95 Enoyl-CoA hydratase, mitochondrial
ISFVDCSK 897.4266 | 897.4339 2 66.0 Q8VCN5 Cystathionine gamma-lyase
TEIQVNCPK 1030.5117 | 1030.5148 2 59.0 009117 Synaptophysin-like protein 1
Major facilitator superfamily domain-
ALSALCDPSR 1031.507 | 1031.5108 2 76.0 Q9oDC37 . )
containing protein 1
+
CTV_VQLGR 919.4334 | 919.4388 2 43.0 Q91WT9 Cystathionine beta-synthase
Carbamidomethyl (C)
EFFNAGGSVK +
¢ . 1214.539 | 1214.5451 2 55.0 Q91WT9 Cystathionine beta-synthase
Carbamidomethyl (C)
NNTQVLINCR 1173.5924 | 1173.5939 2 78.0 P62317 Small nuclear ribonucleoprotein Sm D2
LAL
ILA CM(_SNHELVMR * 1719.8259 | 1719.8324 +2;+3 138.0 P26043,P26041 Radixin,Moesin
Carbamidomethyl (C)
QVCcPLDNR + A .
1000.476 | 1000.484 2 64.0 P62878 E3 ubiquitin-protein ligase RBX1

Carbamidomethyl (C)




NLADCLR 803.3959 | 803.4038 2 56.0 Q9R1P3 Proteasome subunit beta type-2
RNLADCLR 959.4971 | 959.5045 2 55.0 Q9R1P3 Proteasome subunit beta type-2
LFACSNR + Ca(rcb)am'domemy' 866.4069 | 866.4095 2 45.0 P13020 Gelsolin
GALVTVGQLScYDQAK + . . . .
] 1708.8454 | 1708.8542 2 89.0 Q9QzD8 Mitochondrial dicarboxylate carrier
Carbamidomethyl (C)
IcIVTK + Carbamidomethyl .
© 732.4204 | 732.4218 2 42.0 009061 Proteasome subunit beta type-1
LTDKTVIGCSGFHGDCLTLTK + i
. 2390.1611 | 2390.1744 +3;+4 53.0 009061 Proteasome subunit beta type-1
2 Carbamidomethyl (C)
Sodium/potassium-transporting ATPase
YNPNVLPVQCTGKR | 1587.8191 | 1587.8361 | +2;+3 73.0 P14094 lum/potassium-transporting
subunit beta-1
VLScPR + Carbamidomethyl Mitochondrial amidoxime reducing
730.3796 | 730.3805 2 49.0 Q922Q1,Q90X96 ) )
Q) component 2,Sal-like protein 2
Mitochondrial amidoxime reducing
LCDPSVK 760.3789 | 760.3778 2 53.0 Q922Q1
component 2
cNSLEEIK + . . .
. 991.4644 | 991.4667 2 56.0 P16546 Spectrin alpha chain, non-erythrocytic 1
Carbamidomethyl (C)
NKGVVLGGcGDK + 4-aminobutyrate aminotransferase,
) 1202.6078 | 1202.6105 +2;+3 68.0 P61922 . )
Carbamidomethyl (C) mitochondrial
YLQAEK +
«Q ) o 1038.4804 | 1038.4825 2 56.0 Q8VDD5 Myosin-9
Carbamidomethyl (C)
RKPcDNGDPYVIALR +
¢ . 1772.8992 | 1772.9016 3 77.0 Q8VHQ9 Acyl-coenzyme A thioesterase 11
Carbamidomethyl (C)
YcTQDAFFQIK + Delta(3,5)-Delta(2,4)-dienoyl-CoA
. 1419.6493 | 1419.6606 2 62.0 035459 . . .
Carbamidomethyl (C) isomerase, mitochondrial
ALSSVDIYR
¢ . * 1182.5703 | 1182.577 2 56.0 Q91VH6 Protein MEMO1
Carbamidomethyl (C)
cSEAFVR + Carbamidomethyl Carnitine O-palmitoyltransferase 2,
867.3909 | 867.3934 2 56.0 P52825 ) )
Q) mitochondrial
Aflatoxin B1 aldehyde reductase member
QVEAELLPCLR 1269.6751 | 1269.6807 2 81.0 Q8CG76 N
AKGPVCcLLAGGEPTVQLQGSG )
. 2166.1467 | 2166.1623 3 79.0 Q8QzY2 Glycerate kinase
K + Carbamidomethyl (C)
EFVDATNLTPR 1261.6303 | 1261.6354 2 52.0 P20060 Beta-hexosaminidase subunit beta
LVIGGEACLWGEFVDATNLT
Q ¢ X 2545.2635 | 2545.3157 3 40.0 P20060 Beta-hexosaminidase subunit beta
PR + Carbamidomethyl (C)
ECLNESDE DNCcLR +2
AGCECLN S_ HGFDNCLR 2360.9096 | 2360.9249 3 54.0 Q8CDN6 Thioredoxin-like protein 1
Carbamidomethyl (C)
Leucine-rich PPR motif-containi
TLLSNCK 777.4055 | 777.4091 2 54.0 Q6PB66 eucine-rich FFH moti-containing

protein, mitochondrial




AcGNFGIPCELR + 2

. 1460.6541 | 1460.6626 2 54.0 Q9DCL9 Multifunctional protein ADE2
Carbamidomethyl (C)
VHAISTDSPDLEPVLK
¢ ] * 1879.935 | 1879.9529 3 65.0 008677 Kininogen-1
Carbamidomethyl (C)
SVLSVCFPGCcVLTNGEAEQQRK Guanine nucleotide-binding protein
i 2489.2043 | 2489.2169 3 54.0 P27601 .
+ Carbamidomethyl (C) subunit alpha-13
TQLAVCQQR 1045.5339 | 1045.5349 2 54.0 P30416 Peptidyl-prolyl cis-trans isomerase FKBP4
IIIKNDPSLPEPACVK 1735.9542 | 1735.9521 3 54.0 Q8BP47 Asparagine--tRNA ligase, cytoplasmic
Dynein light chain 2, cytoplasmic,Dynein
YNPTWHCIVGR 1344.6397 | 1344.6473 3 54.0 Q9D0OMS5,P63168 . ) .
light chain 1, cytoplasmic
SPCYIDR 852.38 852.384 2 54.0 P47740 Fatty aldehyde dehydrogenase
Very long-chai ifi |-CoA
SSAIPSPCGK 945.459 | 945.4564 2 67.0 P50544 erylong-chain spectlic acy-to
dehydrogenase, mitochondrial
AIPSPcGK \Y | -chai ifi |I-CoA
SSAIPSPCGK + 1002.4804 | 1002.4877| 2 57.0 P50544 erylong-chain spectlic acy-to
Carbamidomethyl (C) dehydrogenase, mitochondrial
FACFER 771.3374 | 771.3382 2 58.0 Q8VEMS8 Phosphate carrier protein, mitochondrial
AECSAEQCYK +
. Qc 1255.4849 | 1255.4947 2 76.0 P06801 NADP-dependent malic enzyme
Carbamidomethyl (C)
EELSSLHGQLK +
¢ S_S Ga 1399.6765 | 1399.6959 +2;43 88.0 Q99PL5 Ribosome-binding protein 1
Carbamidomethyl (C)
LW?TFHDK N 1105.5015 | 1105.5071 3 50.0 P45376 Aldose reductase
Carbamidomethyl (C)
YKPAVNQIECHPYLTQEK +
) 2217.0888 | 2217.0995 +3;+4 67.0 P45376 Aldose reductase
Carbamidomethyl (C)
ALRLPQTATCK 1200.6649 | 1200.6714 3 52.0 P04186 Complement factor B
NLSGQPNFPCR 1231.5768 | 1231.5825 2 52.0 Q9ET30 Transmembrane 9 superfamily member 3
Alpha-aminoadipic semialdehyde
GAQEVFNELPCEYVEPHELR | 2358.005 | 2358.118 | +2;43 134.0 Q99K67 pha-aminoadipic semialaeny
synthase, mitochondrial
FCINSVALK + Methionine-R-sulfoxide reductase B2,
) 1050.5532 | 1050.5606 2 51.0 Q78103 ) .
Carbamidomethyl (C) mitochondrial
cLGIPAR + Carbamidomethyl Erythrocyte membrane protein band
785.4218 | 785.4298 2 54.0 P49222,Q8BH61 i ]
(C) 4.2,Coagulation factor XIIl A chain
cFNDFIK + Carbamidomethyl 942.4260 | 942.4318 ) 4.0 Q9QXW9 Large neutral amino aci.ds transporter
(C) small subunit 2
cDVLRN + Carbamidomethyl L .
775.3647 | 775.3685 2 55.0 Q9DC04 Regulator of G-protein signaling 3

(€




ASFQPPVCNK 1089.5277 | 1089.5323 2 37.0 Q78JT3 3-hydroxyanthranilate 3,4-dioxygenase
VTMGGQcIALAPDDSLLVPAG
TSYVWER + 3005.4627 | 3005.4856 3 43.0 Q78JT3 3-hydroxyanthranilate 3,4-dioxygenase
Carbamidomethyl (C)
GGKICLTDHFKPLWAR + Ubiquitin-fold modifier-conjugating
. 1897.9985 | 1898.0113 4 50.0 Q9CR0O9
Carbamidomethyl (C) enzyme 1
GHTEIIVPQLTESYNSHRDPPE L . —_—
Ubiquitin-like modifier-activating enzyme
EEIPFcTLK + 3635.7566 | 3635.7813 +3;+4 48.0 Q8C7R4 6
Carbamidomethyl (C)
GYSIPECQK 1023.4695 | 1023.4729 2 50.0 Q9CzUb Citrate synthase, mitochondrial
GYSIPEcQK +
. cQ 1080.491 | 1080.4938 2 34.0 Q9CzU6 Citrate synthase, mitochondrial
Carbamidomethyl (C)
FRGYSIPECQK +
G _S cQ 1383.6605 | 1383.673 +2;+3 47.0 Q9CzuU6b Citrate synthase, mitochondrial
Carbamidomethyl (C)
GVGGACVLVA 844.4477 | 844.4556 1 44.0 P14115 60S ribosomal protein L27a
IKGVGGACVLVA + . .
. 1142.6482 | 1142.6578 2 51.0 P14115 60S ribosomal protein L27a
Carbamidomethyl (C)
FCVER + Carbamid thyl
¢ ar(ca)m' e 7093217 | 709.3271 2 31.0 P11862 Growth arrest-specific protein 2
VGGGWETFAGYLLKHDPcR + - .
. 2162.0368 | 2162.0413 4 49.0 P11862 Growth arrest-specific protein 2
Carbamidomethyl (C)
VPVYcTK + Carbamid thyl
¢ a(rc)am' OMENYY ges.4368 | 865.4377 2 49.0 Q9CYR6 Phosphoacetylglucosamine mutase
FADQCGAR 866.3705 | 866.3691 2 54.0 Q78KK3 Solute carrier family 22 member 18
cAMTALSSK + . .
. 967.4467 | 967.4487 2 49.0 P80313 T-complex protein 1 subunit eta
Carbamidomethyl (C)
ALIQCAK 745.4156 | 745.4179 2 49.0 Q64727 Vinculin
cPSTHSEELR + Glutamate--cysteine ligase regulatory
. 1214.535 | 1214.5377 3 75.0 009172 .
Carbamidomethyl (C) subunit
GSL KPITGR + 2
SLesGeQ) 1587.7498 | 1587.7664 [  +2;+3 105.0 Q8vI36 Paxillin
Carbamidomethyl (C)
KVDLSQPLIATCR 1442.7915 | 1442.7956 3 67.0 P52196 Thiosulfate sulfurtransferase
YHTINGHNCEVK + Heterogeneous nuclear
. 1470.6674 | 1470.6664 3 45.0 Q8BGO5 . .
Carbamidomethyl (C) ribonucleoprotein A3
Clathrin light chain B,Clathrin light chain
LCDFNPK 835.3898 | 835.3939 2 48.0 Q6IRU5,008585 A
cRNPEWGLR + i
) 1186.5665 | 1186.571 3 53.0 Q9DCS2 UPF0585 protein C160rf13 homolog
Carbamidomethyl (C)
ADLECTKPAA 1017.4801 | 1017.4854 2 47.0 P01027 Complement C3
Ras-related protein Rap-1b,Ras-related
cDLEDER + Q99J16,P35276,P6 . )
. 935.3654 935.37 2 47.0 protein Rab-3D,Ras-related protein Rap-
Carbamidomethyl (C) 2835 1A
High mobilit tein B1,High
RPPSAFFLF 1080.5757 | 1080.5815 | 2 33.0 P63158,P30681 | o0 ItV group protein BLHig

mobility group protein B2




Lipopolysaccharide-responsive and beige-

KGDEETGPCSSSLVPEGTGATR| 2176.9906 | 2176.9954 +2;+3 114.0 QOESE1 i .
like anchor protein
Dual 3',5'-cyclic-AMP and -GMP
SLLCMPIR 931.4983 | 931.4685 2 59.0 P0OC1Q2 i
phosphodiesterase 11A
SILCcLR + Carbamid thyl
¢ azcj'm' OMEMYIN 9314619 | 931.4685 2 59.0 Q9RrR0Q7 Prostaglandin E synthase 3
QPLSSMcPSIILDKDGQVR + .
. 2143.0766 | 2143.0912 +2;43 139.0 Q60928 Gamma-glutamyltranspeptidase 1
Carbamidomethyl (C)
Succinyl-CoA:3-ketoacid coenzyme A
CTLPLTGK 831.4524 | 831.4563 2 44.0 Q9D0K2 ) X
transferase 1, mitochondrial
VDTDGNGYIScNELNDLFK
. ¢ * 2172.9634 | 2172.9674 2 46.0 Q61233 Plastin-2
Carbamidomethyl (C)
Ubiquitin-like modifier-activating enzyme
SIPICTLK 873.4994 | 873.5068 2 50.0 P31254,Q02053 1Y,Ubiquitin-like modifier-activating
enzyme 1
SSSEEASCYR 1117.4346 | 1117.4354 2 101.0 POC8K7 Small integral membrane protein 1
NVLcSACSGQGGK + .
. 1347.5911 | 1347.5955 2 46.0 QoqQyJo Dnal homolog subfamily A member 2
Carbamidomethyl (C)
SSLQSQCLNEVLK + . . .
. 1504.7555 | 1504.7774 2 45.0 Q9JHU4 Cytoplasmic dynein 1 heavy chain 1
Carbamidomethyl (C)
AIVDALPPPCESACSLPTDVDK
WFHQQK + 2 3276.5584 | 3276.5697 4 49.0 Q9D819 Inorganic pyrophosphatase
Carbamidomethyl (C)
LQQEYSR + CDK5 lat bunit- iated
caataq 1338.5986 | 1338.604 2 45.0 Q99LM2 regulatory subunit-associate
Carbamidomethyl (C) protein 3
ERCEFAR + Carbamid thyl
¢ a(rc)am' OMEtYI 966.4341 | 966.4318 | +2;43 45.0 P08905 Lysozyme C-2
AICLER 703.3687 | 703.3696 2 46.0 Q5PT54 Sodium/bile acid cotransporter 5
ASLLCcGPK +
. ¢ 947.4568 | 947.4628 2 43.0 Q8K3C0 Ribonuclease kappa
Carbamidomethyl (C)
QSAGAASAVTK 989.5142 | 989.5339 2 42.0 Q91vi1 Interferon-inducible protein AIM2
LLAGLFQHQK + L h hatidi id ph hat t
cLLAGLFQHQ 1313.6914 | 1313.7026 |  +2;+3 62.0 Q8BP40 ysophosphatidic acid phosphatase type
Carbamidomethyl (C) 6
LNSIAAFSSIAISTVNHADSR | 2173.1127 | 2173.057 2 42.0 Q8BZN6 Dedicator of cytokinesis protein 10
ScLLIR + Carbamid thyl
¢ ar (Sm' OMEMVI L 760.4265 | 760.4337 2 44.0 A2AS89 Agmatinase, mitochondrial
SCLLLR + Carbamidomethyl Ras-related protein Rab-1B,Ras-related
760.4265 | 760.4337 2 44.0 Q9D1G1,P62821 .
(Q) protein Rab-1A
KHICPFR + Carbamid thyl
¢ a(rcfm' e 9565014 | 956.5035 3 42.0 Qsov42 Carboxypeptidase M
TAVTAAGTPcQGWAAQEPHR
HSIFTPQTNPR + 3386.6327 | 3386.6797 | +3;+4;+5 90.0 P20918 Plasminogen

Carbamidomethyl (C)




Methylcrotonoyl-CoA carboxylase subunit|

DQSDQCLR 963.408 963.4138 2 43.0 Q99MR8 ) 1
alpha, mitochondrial
MPTFQFYK
¢ . QFYic+ 1220.5358 | 1220.5415 2 44.0 P10639 Thioredoxin
Carbamidomethyl (C)
TPHCFLTGHGAEK + . .
. 1453.6772 | 1453.6902 +2;+4 80.0 Q8COM9 Isoaspartyl peptidase/L-asparaginase
Carbamidomethyl (C)
+
VRC_WQYR 1066.5131 | 1066.5119 +2;+3 41.0 Q9CzmM2 60S ribosomal protein L15
Carbamidomethyl (C)
LYQVEYAMEAIGHAGTCLGILA
NDGVLLAAER + 3417.7061 | 3417.7152 4 41.0 Q9R1PO Proteasome subunit alpha type-4
Carbamidomethyl (C)
KVVGcScVVVK + 2
? ¢ 1301.6836 | 1233.6673 +2;+3 70.0 P63323 40S ribosomal protein S12
Carbamidomethyl (C)
GAVECcPNcR +3
) 1357.5213 | 1357.53 2 39.0 P63037 Dnal homolog subfamily A member 1
Carbamidomethyl (C)
TLGKHPVScK + Hydroxyacyl-coenzyme A dehydrogenase,
. 1125.5965 | 1125.5947 +2;+3 44.0 Q61425 R )
Carbamidomethyl (C) mitochondrial
MKLNISFPATGCQK 1536.7792 | 1536.7867 3 42.0 P62754 40S ribosomal protein S6
Glutathione S-transferase Mu
KHNLcCGETEEER + Q80W21,P15626, 7,Glutathione S-transferase Mu
. 1500.6627 | 1500.6696 3 68.0 X
Carbamidomethyl (C) P19639,035660 2,Glutathione S-transferase Mu
3,Glutathione S-transferase Mu 6
IAFSCPQK 892.4477 | 892.4571 2 46.0 Q9CPV4 Glyoxalase domain-containing protein 4
SHLLVK + Carbamid thyl Peptidyl-prolyl cis-t i NIMA-
[o arbamidomethy! 855.4637 | 855.4641 5 38.0 Q9QUR? eptidyl-proly .CIS ran.s isomerase
Q) interacting 1
Lipoamide acyltransferase component of
IPHFGYcDEIDLTQLVK + A .
. 2047.0085 | 2047.0144 +2;+3 80.0 P53395 branched-chain alpha-keto acid
Carbamidomethyl (C) . .
dehydrogenase complex, mitochondrial
Dolichyl-diphosphooligosaccharide--
PSLSLIK 756.4745 | 756.4588 2 39.0 054734 protein glycosyltransferase 48 kDa
subunit
+
CGE_MLHlR 1014.4739 | 1014.4762 +2;+3 79.0 Q8R2N1 Aquaporin-3
Carbamidomethyl (C)
RcAYVYK +
c' 958.4695 | 958.4694 2 34.0 055142 60S ribosomal protein L35a
Carbamidomethyl (C)
VVCLFR 735.4102 | 735.4145 2 38.0 Q9R190 Metastasis-associated protein MTA2
SIVTSDALAPQVDAISADcPSLQ Acyl-coenzyme A synthetase ACSM5,
2586.2847 | 2586.3101 3 101.0 Q8BGAS8

TK + Carbamidomethyl (C)

mitochondrial




NADH dehydrogenase [ubiquinone] iron-

IIEQCLNK 959.511 | 959.5111 2 62.0 Q91WD5 ) ) )
sulfur protein 2, mitochondrial
ALTNHTVYCSTK 1336.6445 | 1336.6448 +2;+3 57.0 Q91X52 L-xylulose reductase
GASVEHVCHR + Developmentally-regulated GTP-binding
i 1150.5302 | 1150.5343 +2;+3 44.0 Q9QXB9 .
Carbamidomethyl (C) protein 2
GIQVSNNGPCLGSR 1400.683 | 1400.6888 2 66.0 P41216 Long-chain-fatty-acid--CoA ligase 1
FCPFYK + Carbamidomethyl
0 : V' 8603801 | 8603893 | +1:+2 40.0 P50516 V-type proton ATPase catalytic subunit A
KAMLEGLDILLAQK 1541.8851 | 1541.8671 3 36.0 E9Q5G7 Oogenesin-1
SIGcDRPINYR + Zinc-bindi Icohol dehyd
c_ 1349.651 | 1349.6526 | +2;+3 40.0 Q8BGC4 ine-binding aiconol denycrogenase
Carbamidomethyl (C) domain-containing protein 2
NGPcGTVLR
CGTVLR * 972.4811 | 972.4882 2 35.0 Q91X17 Uromodulin
Carbamidomethyl (C)
LTEKESECTDVCcR +2 Solute carrier organic anion transporter
) 1693.7287 | 1693.7328 3 35.0 Q9Qxze )
Carbamidomethyl (C) family member 1A1
SFTSSCPVSAFVPK 1455.7068 | 1455.7083 2 96.0 Q8ROF8 Acylpyruvase FAHD1, mitochondrial
YIcPHAPR +
C_ 1012.4913 | 1012.4917 3 36.0 QI9WTL7 Acyl-protein thioesterase 2
Carbamidomethyl (C)
GFGHIGIAVPDVYSACK 1732.8607 | 1732.8637 +2;43 118.0 Q9CPUO Lactoylglutathione lyase
YNPDFEK
¢ . * 1071.4331 | 1071.4362 2 33.0 P10649 Glutathione S-transferase Mu 1
Carbamidomethyl (C)
EANPCPcDIGHK + i
. 1407.5911 | 1407.5899 +2;+3 45.0 Q8R1G2 Carboxymethylenebutenolidase homolog
Carbamidomethyl (C)
STE20-like serine/threonine-protein
cHLLVEHETQK + . . . L
. 1392.682 | 1392.6821 4 32.0 054988,055098 | kinase,Serine/threonine-protein kinase
Carbamidomethyl (C)
10
Submaxillary gland androgen-regulated
IGCFLR + Carbamidomethyl protein 2, isoform epsilon,Submaxillary
764.4003 | 764.4034 2 36.0 035961,035982 .
Q) gland androgen-regulated protein 2,
isoform beta
VACFLR + Carbamidomethyl . . .
© 764.4003 | 764.4034 2 36.0 QOVBBO PRELI domain-containing protein 2
Platelet endothelial cell adhesion
KEGTSPITFQFYK 1544.7875 | 1544.7966 3 32,0 Q08481 ) !

molecule




cDIDIR + Carbamidomethyl

P68033,P68134,P

Actin, alpha cardiac muscle 1,Actin, alpha
skeletal muscle,Actin, gamma-enteric

790.3643 | 790.3647 +1;+2 43.0 . )
Q) 63268,P62737 smooth muscle,Actin, aortic smooth
muscle
T-cell receptor alpha chain V region
DPVVQGVNGFEAEFSK | 1721.8261 | 1721.8935 2 31.0 P01738
PHDS58
GFEVVYMTEPIDEYcVQQLK +
. cevaa 2447.1389 | 2447.1494 2 78.0 P11499 Heat shock protein HSP 90-beta
Carbamidomethyl (C)
QFDFLFHKSGALEGQP 1819.8893 | 1819.8386 2 30.0 Q9CR83 Probable RNA-binding protein 18
VEISAWFQEAISFIDSVKNSGG L )
R 2539.2707 | 2539.1987 3 30.0 Q05922 Dual specificity protein phosphatase 2
Ectonucleotide
NGDHcLLYHRDYISGYGK + i
. 2166.9905 | 2167.0044 +3;+4 52.0 Q6DYE8 pyrophosphatase/phosphodiesterase
Carbamidomethyl (C) .
family member 3
ESKPYPEDPScTMTEFHSTPK + X i
. 2467.0672 | 2467.0859 +3;+4 120.0 P97449 Aminopeptidase N
Carbamidomethyl (C)
ETcPSLQGVHNTSYPR + Peroxisomal NADH pyrophosphatase
R 1844.8475 | 1844.8474 3 39.0 Q9DCN1
Carbamidomethyl (C) NUDT12
EGYAWAEDKEHCEEYGR + .. .
. 2127.8592 | 2127.8814 4 34.0 Q99LF4 tRNA-splicing ligase RtcB homolog
Carbamidomethyl (C)
ITAFVPNDGCLNFIEENDEVLV
AGFGR + Carbamidomethyl | 2995.4386 | 2995.4914 3 30.0 P62267 40S ribosomal protein S23
(9]
RPcFSAL i thyl
cFs +Ca(r;am'd°me Y| 849.4167 | 849.4268 2 51.0 P07724 Serum albumin
AADKDTCESTEGPNLVTR * 1980.9211 | 1980.9311 3 104.0 P07724 Serum albumin
Carbamidomethyl (C)
GSLVERRPCcFSAL
CCSGSLVERRPCFSAL*+ 3 5 133.9121 | 2033.9385 3 35.0 P07724 Serum albumin
Carbamidomethyl (C)
cAFMGSLAPGHVADFLVADFR )
i 2564.2417 | 2564.2747 +3;+4 117.0 P97328 Ketohexokinase
QR + Carbamidomethyl (C)
LGQFQcR + Low-density lipoprotein receptor-related
) 907.4334 | 907.4346 2 47.0 A2ARV4 )
Carbamidomethyl (C) protein 2
YcVVDTGAR + Low-density lipoprotein receptor-related
) 1039.4757 | 1039.4834 2 53.0 A2ARV4 )
Carbamidomethyl (C) protein 2
GSYEcFcVDGFK + 2 Low-density lipoprotein receptor-related
) 1467.5799 | 1467.5897 2 66.0 A2ARV4 )
Carbamidomethyl (C) protein 2
CGCAFGTLEDDGK + 2 Low-density lipoprotein receptor-related
) 1496.5912 | 1496.6096 2 85.0 A2ARV4 )
Carbamidomethyl (C) protein 2
ALQASALAAWGGK 1242.672 | 1242.6871 2 110.0 Q91Y97 Fructose-bisphosphate aldolase B




AMANCQAAQGQYVHTG +

. 1705.7301 | 1705.7394 2 85.0 Q91Y97 Fructose-bisphosphate aldolase B
Carbamidomethyl (C)
Sodium/potassium-transporting ATPase
subunit alpha-1,Sodium/potassium-
GCcKVDNSSLTGESEPQTR + Q8VDN2,Q6PIES, transporting ATPase subunit alpha-
j 1963.8905 | 1963.9068 3 101.0 ) ) )
Carbamidomethyl (C) Q6PIC6,064436 |2,Sodium/potassium-transporting ATPase
subunit alpha-3,Potassium-transporting
ATPase alpha chain 1
Sodium/potassium-transporting ATPase
subunit alpha-1,Sodium/potassium-
NLEAVETLGSTSTICSDKTGTLT Q8VDN2,Q6PIES, transporting ATPase subunit alpha-
) 2795.3607 | 2795.4044 3 156.0 A ) )

QNR + Carbamidomethyl (C) Q6PIC6,Q9WV27 |2,Sodium/potassium-transporting ATPase
subunit alpha-3,Sodium/potassium-
transporting ATPase subunit alpha-4

MAEHSHCSLGIKAK + Acyl-coenzyme A synthetase ACSM2,
. 1567.7599 | 1567.7664 3 59.0 Q8KOL3 . .
Carbamidomethyl (C) mitochondrial
QGAALGIPYFTACR + . .
i 1523.7555 | 1523.7751 2 113.0 P47199 Quinone oxidoreductase
Carbamidomethyl (C)
IQEAGTEVVK 1072.5764 | 1072.5795 2 31.0 P08249 Malate dehydrogenase, mitochondrial
AGAGSATLSMAYAGAR 1453.6983 | 1453.7081 2 118.0 P08249 Malate dehydrogenase, mitochondrial
ANVKGYLGPEQLPDcLK +
) QLPbe 1900.9717 | 1900.995 3 55.0 P08249 Malate dehydrogenase, mitochondrial
Carbamidomethyl (C)
TIIPLISQcTPKVDFPQDQLATL
Qc . abal 2911.5477 | 2911.5501 3 127.0 P08249 Malate dehydrogenase, mitochondrial
TGR + Carbamidomethyl (C)
TIGGGDDSFTTFFCETGAGKHV . R
. 2556.1704 | 2556.197 +3;+4 114.0 P68368 Tubulin alpha-4A chain
PR + Carbamidomethyl (C)
Tubulin alpha-4A chain,Tubulin alpha-3

AYHEQLSVAEITNACFEPANQ P68368,P05214,P ) ) ) )

i 2749.284 | 2749.2995 +2;+3 162.0 chain,Tubulin alpha-1A chain,Tubulin

MVK + Carbamidomethyl (C) 68369,P05213 .

alpha-1B chain
TKcDEWSIISEGK +
¢ . 1551.7239 | 1551.7345 2 113.0 Q92111 Serotransferrin
Carbamidomethyl (C)
IECESAETTEDCIEK + 2
CESARTTERC 1880.7655 | 1880.7824 | 2 38.0 Q92111 Serotransferrin
Carbamidomethyl (C)
SAGWVIPIGLLFcKLSEPR +
¢ 2142.166 | 2142.1842 3 38.0 Q92111 Serotransferrin

Carbamidomethyl (C)




AASEKSCNCLLLK + 2

) 1492.7377 | 1492.7528 3 53.0 P17182 Alpha-enolase
Carbamidomethyl (C)
LACGVIGIAQ +
¢ ] Q 1000.5376 | 1000.54 2 41.0 P08228 Superoxide dismutase [Cu-Zn]
Carbamidomethyl (C)
ETVSEESNVLcLSK +
. ¢ 1593.7556 | 1593.7632 2 96.0 P58252 Elongation factor 2
Carbamidomethyl (C)
RSALEHSVQCAVDVK
j Qc N 1697.8519 | 1697.8938 2 31.0 P24270 Catalase
Carbamidomethyl (C)
L-lactate dehydrogenase A chain,L-lactate
LVIITAGAR 912.5756 | 912.586 2 66.0 P06151,P00342 )
dehydrogenase C chain
YNLTPTIFFCATPPDDGNLCcR +
A 7 2539.1512 | 2539.1798 | +2;43 125.0 Q64442 Sorbitol dehydrogenase
2 Carbamidomethyl (C)
YAF LTGGEP
AAAQSTY AI‘_GSSALRRP GGEPVS 2705.4137 | 2705.4341 3 78.0 P11352 Glutathione peroxidase 1
VECHPYLAQNELIAHCHAR + 2
) 2385.1106 | 2385.1362 | +3;+4;+5 82.0 Qallle Alcohol dehydrogenase [NADP(+)]
Carbamidomethyl (C)
VECHPYLAQNELIAHCHAR +
QVEc Q ¢ 2513.1692 | 2513.1954 +4;45 70.0 Qallle Alcohol dehydrogenase [NADP(+)]
2 Carbamidomethyl (C)
ASVRPAVLQVECHPYLAQNELI
AHCHAR + 2 3306.6502 | 3306.6942 4 45.0 Qallle Alcohol dehydrogenase [NADP(+)]
Carbamidomethyl (C)
GAVEPCAQPR + Na(+)/H(+) exchange regulatory cofactor
; 1083.5131 | 1083.5192 2 70.0 QaliL4
Carbamidomethyl (C) NHE-RF3
SSGKHVTLLVcGK + Na(+)/H(+) exchange regulatory cofactor
) 1384.7497 | 1384.7613 3 78.0 QoliL4
Carbamidomethyl (C) NHE-RF3
YDNSLKIVSNASCTTNcLAPLAK Glyceraldehyde-3-phosphate
. 2539.241 | 2539.274 3 68.0 P16858
+ 2 Carbamidomethyl (C) dehydrogenase
YSVAVKCATITPDEAR + Isocitrate dehydrogenase [NADP],
) 1779.8825 | 1779.9011 +2;+3 119.0 P54071 ] )
Carbamidomethyl (C) mitochondrial
HVETNScDVQRLLHVK +
c. Q 1933.9792 | 1933.9984 4 36.0 Q62468 Villin-1
Carbamidomethyl (C)
VASVAHSAPSEAPSCSPFGK +
. ¢ 1984.9313 | 1984.9527 +2;43 120.0 P70290 55 kDa erythrocyte membrane protein
Carbamidomethyl (C)
VASVAHSAPSEAPScSPFGKK + )
. 2113.0262 | 2113.0412 +3;+4 94.0 P70290 55 kDa erythrocyte membrane protein
Carbamidomethyl (C)
EGASKKPVPLQELWGPCPR +
. Q ¢ 2148.115 | 2148.1409 +3;+4 84.0 Q9WUB6 Chloride channel protein CIC-Kb
Carbamidomethyl (C)
TKLVVSDHSHEGWLDFcSLIK + Acyl-coenzyme A synthetase ACSM1,
) 2470.2315 | 2470.2575 4 59.0 Q91VAO ) )
Carbamidomethyl (C) mitochondrial
LVKAFQFVETHGEVcPANWTP X A .
Thioredoxin-dependent peroxide
ESPTIKPSPTASK + 3752.8872 | 3752.9077 +4;+5 62.0 P20108 R X
. reductase, mitochondrial
Carbamidomethyl (C)
GQKIPIFSAAGLPHNEIAAQIcR V-type proton ATPase subunit B, brain
) 2490.3165 | 2490.342 +3;+4 130.0 P62814 .
+ Carbamidomethyl (C) isoform
QITINDLPVGR 1224.6826 | 1224.6943 2 69.0 P35700 Peroxiredoxin-1




PVWGGGNKCcGACGR + 2

. 1542.682 | 1542.6965 +2;43 85.0 P97314 Cysteine and glycine-rich protein 2
Carbamidomethyl (C)
YSPIADMLCEAGR + . i X
Rk 1481.6643 | 1481.6728 2 104.0 Q9DBM?2 Peroxisomal bifunctional enzyme
Carbamidomethyl (C)
IGKIGVVVGNCYGFVGNR + . . .
. 1908.004 | 1908.0253 3 103.0 Q9DBM?2 Peroxisomal bifunctional enzyme
Carbamidomethyl (C)
cAVVDVPFGGAK + Glutamate dehydrogenase 1,
. 1218.6067 | 1218.6099 2 100.0 P26443 . .
Carbamidomethyl (C) mitochondrial
DLAACIKGLPNVQR + Isocitrate dehydrogenase [NADP]
) 1553.8348 | 1553.8401 3 32.0 088844 .
Carbamidomethyl (C) cytoplasmic
ITFcIDPSLGLNEEQKGFQK + Isobutyryl-CoA dehyd X
cIDPSLGLNEEQKGFQK + 1,13 1518 | 2323.161 3 115.0 Q9D78B6 Sobulyry=-oA denydrogenase
Carbamidomethyl (C) mitochondrial
GLTSVINQK 958.5447 | 958.5556 2 49.0 P16125 L-lactate dehydrogenase B chain
ASGAVGLSYGAHSNLcVNQIV | leryl-CoA dehyd ,
ASNLEVNWV o) 1382 | 22721473 3 125.0 QJHIS sovaleryl--0A denyarogenase
R + Carbamidomethyl (C) mitochondrial
GIQVSNNGPCcLGSR +
a ) ¢ 1457.7045 | 1457.7114 2 101.0 P41216 Long-chain-fatty-acid--CoA ligase 1
Carbamidomethyl (C)
LGSPVPSCSYVGTISSYYVQR * 2255.1256 | 2255.1486 +2;+3 128.0 Q3TNA1 Xylulose kinase
Carbamidomethyl (C)
D6F9,P 72,P1 T li -4A chain,T li -4B
YLTVAAVFR 1038.5862 | 1038.5963 | 2 760 |QOP6FOPE8372PI Tubulin beta-4A chain, Tubulin beta
99024 chain,Tubulin beta-5 chain
DTLVWDTPYHTVWDCcDFRTG Acetyl-coenzyme A synthetase 2-like,
) 2611.1802 | 2611.2033 3 58.0 Q99NB1 ) )
K + Carbamidomethyl (C) mitochondrial
LILADALCYAHTFNPK +
.c 1845.9447 | 1845.9636 +2;+3 113.0 Q9CPY7 Cytosol aminopeptidase
Carbamidomethyl (C)
TFYGLHQDFPSVVVVGLGKR | 2218.1899 | 2218.2081 4 37.0 Q9CPY7 Cytosol aminopeptidase
TIQVDNTDAEGRLILADALCYA
HTFNPK + Carbamidomethyl| 3145.5502 | 3145.586 4 32.0 Q9CPY7 Cytosol aminopeptidase
©
LAHGLKcK +
0A . ¢ 1124.6124 | 1124.6201 +2;+3 63.0 Q99KIO Aconitate hydratase, mitochondrial
Carbamidomethyl (C)
EVESVTPEHCIFASNTSALPINQ . . .
X Trifunctional enzyme subunit alpha,
IAAVSK + Carbamidomethyl | 3111.5546 | 3111.6058 3 138.0 Q8BMS1 ) .
mitochondrial
()
+
CTPS_VISFGSK 1181.5751 | 1181.5837 2 51.0 Q61699 Heat shock protein 105 kDa
Carbamidomethyl (C)
Aldo-keto reductase family 1 member
SIGVSNFNRR 1148.605 | 1148.616 3 32.0 Q8K023 c18
EGLLLWCcQRK + 7TPR4,P577 Alpha-actinin-1,Alpha-actinin-4,Alpha-
G : cQ| 1301.6914 | 1301.7087 3 370 Q ,P57780, pha actl.m.n ,Alpha act|.n|.n ,Alpha
Carbamidomethyl (C) 088990,Q9J191 actinin-3,Alpha-actinin-2
LVNWSCTLNSAISDIEVDKK +
¢ ) 2291.1467 | 2291.1711 3 140.0 Q971Q9 Valine--tRNA ligase
Carbamidomethyl (C)
L LL| +
S CAFRC_IAP IGSTK 1760.9607 | 1760.9812 3 56.0 P19096 Fatty acid synthase
Carbamidomethyl (C)
EEEPEAVLPGAQPTLISAISKTFc i
3019.5324 | 3019.5667 4 62.0 P19096 Fatty acid synthase

PAHK + Carbamidomethyl (C)




AGDELTKIEDEDEQGWCcK +

Protein kinase C and casein kinase

. 2121.9161 | 2121.9474 +2;+3 135.0 Q9WVES8 i X
Carbamidomethyl (C) substrate in neurons protein 2
NPVD_DMAKPR * 1396.7133 | 1396.717 +2;43 101.0 P32261 Antithrombin-IIl
Carbamidomethyl (C)
TVQCLSR + Carbamidomethyl Propionyl-CoA carboxylase alpha chain,
862.4331 | 862.4349 2 54.0 Q91ZA3 ) )
(Q) mitochondrial
DLGGNAKCcSDFTEEICR + 2 Isocitrate dehydrogenase [NAD] subunit
) 2038.8724 | 2038.8906 3 46.0 Q9D6R2 - .
Carbamidomethyl (C) alpha, mitochondrial
REGSSGKPVTLQELWGPCcPR +
. Q ¢ 2253.1324 | 2253.1553 4 66.0 Q9WUB7 Chloride channel protein CIC-Ka
Carbamidomethyl (C)
VYFAVEDTDccCTR + 2
oibee 1634.6705 | 1634.6832 2 101.0 Q91100 Phospholipid scramblase 1
Carbamidomethyl (C)
IcNQVLVCERK + 2 Succinate--CoA ligase [ADP-forming]
) 1417.717 | 1485.7544 3 38.0 Q97219 ) ) )
Carbamidomethyl (C) subunit beta, mitochondrial
GRICNQVLVCER + 2 Succinate--CoA ligase [ADP-forming]
. 1502.7446 | 1502.7546 +2;+3 103.0 Q97219 . . X
Carbamidomethyl (C) subunit beta, mitochondrial
LGANSGLHIIIFDEIDAIcKQR
) cKQR + 2482.3002 | 2482.3201 +3;+4 125.0 P46460 Vesicle-fusing ATPase
Carbamidomethyl (C)
DNcDEGKD +
GGFSW N_C GKDPAVIK 1993.884 | 1993.9081 +2;43 95.0 Q60648 Ganglioside GM2 activator
Carbamidomethyl (C)
APDQDEIDcLPGLAK +
Q . ¢ 1640.7716 | 1640.7926 2 120.0 P16675 Lysosomal protective protein
Carbamidomethyl (C)
NNILRTSLDLYANVIHcK + Isocitrate dehydrogenase [NAD] subunit
. 2143.1208 | 2143.146 3 101.0 P70404 . .
Carbamidomethyl (C) gamma 1, mitochondrial
TSLDLYANVIHCKSLPGVVTR + Isocitrate dehydrogenase [NAD] subunit
) 2342.2417 | 2342.2691 4 38.0 P70404 ) .
Carbamidomethyl (C) gamma 1, mitochondrial
VHSPSGAVEECHVSELEPDKYA . R
) 2694.2708 | 2694.3005 +3;+4 66.0 Q80X90 Filamin-B
VR + Carbamidomethyl (C)
SKDIEVLEGKPIYVDcYGNLAPL )
. 2821.4572 | 2821.4965 3 75.0 G5E8K5 Ankyrin-3
TK + Carbamidomethyl (C)
WVPEITHHCcPK + - .
. 1402.6816 | 1402.6862 +3;+4 50.0 P60766 Cell division control protein 42 homolog
Carbamidomethyl (C)
AcLYAGVK
¢ i * 880.4477 | 880.4527 2 74.0 P15105 Glutamine synthetase
Carbamidomethyl (C)
TcLLNETGDEPFQYKN + i
. 1927.8622 | 1927.8896 2 78.0 P15105 Glutamine synthetase
Carbamidomethyl (C)
LSAPGCWLACTSFSR + 2
¢ . ¢ 1711.7811 | 1711.7907 2 139.0 Q9R1Q7 Proteolipid protein 2
Carbamidomethyl (C)
VHTGPCCcccPccPPLILTR + 5
. 2539.0432 | 2539.0474 3 47.0 Q8R000 Organic solute transporter subunit alpha
Carbamidomethyl (C)
VHTGPcccccPccPPLILTRK + 7 ) i
2645.1286 | 2645.1557 4 41.0 Q8R000 Organic solute transporter subunit alpha

Carbamidomethyl (C)




KGDEVQCEIEELGVIINK +

Fumarylacetoacetate hydrolase domain-

) 2072.0459 | 2072.0708 +2;+3 131.0 Q3TC72 L )
Carbamidomethyl (C) containing protein 2A
GSAVIHTDEASSEVLYPNYQSc e
Lysophosphatidic acid phosphatase type
WVLK + Carbamidomethyl | 2052.3964 | 2952.4065| 3 104.0 Q8BP40 ysophosphatidi 2 phosp vp
(9]
GSAVIHTDEASSEVFYPNYQSC Lysophosphatidic acid phosphatase type
WVLKEK + Carbamidomethyl| 3209.5339 | 3209.5792 4 73.0 Q8BP40 6
(9]
LAVSIPPGPDQQPHQCLR + ) )
. 2012.0262 | 2012.0353 3 65.0 Q8CFZ5 Solute carrier family 22 member 12
Carbamidomethyl (C)
ALVDHENVIScPHLGASTK +
. 2047.0157 | 2047.0377 +3;+4 79.0 Q61753 D-3-phosphoglycerate dehydrogenase
Carbamidomethyl (C)
LVSGYDSYGNIcGQR + . . .
) 1687.7624 | 1687.7871 2 111.0 Q6X893 Choline transporter-like protein 1
Carbamidomethyl (C)
ATDAQLCLESSPK + 1418.6711 | 1418.6833 5 100.0 QOESE1 Q9EPN1 Lipopolysaccharide-responsive and beige-
Carbamidomethyl (C) ' ’ ' ’ like anchor protein,Neurobeachin
NALANPLYCPDYR + Cytochrome b-c1 complex subunit 2,
) 1565.7296 | 1565.7449 2 91.0 Q9DB77 ) )
Carbamidomethyl (C) mitochondrial
LGDVISIQPcPDVK + Transitional endoplasmic reticulum
) 1539.7967 | 1539.8112 2 87.0 Q01853
Carbamidomethyl (C) ATPase
MKLNISFPATGcQK
) caK + 1593.8007 | 1593.8099 +2;+3 93.0 P62754 40S ribosomal protein S6
Carbamidomethyl (C)
ALEHFTDLYDIKR 1619.8307 | 1619.848 4 56.0 Q68FD5 Clathrin heavy chain 1
AVIFcLSADKK
,c * 1250.6693 | 1250.6844 3 56.0 Q9ROP5 Destrin
Carbamidomethyl (C)
GKDeAVIVTAK + 1217.6438 | 1217.6529 +2;+3 91.0 Q9QuUM9 Proteasome subunit alpha type-6
Carbamidomethyl (C) ' ' ! ' phatyp
IGTSGGIGLEPGSVVITQQAVN
EcFKPEFEQIVLGKR + 3957.067 | 3957.1191 4 95.0 P52624 Uridine phosphorylase 1
Carbamidomethyl (C)
ADLECTKPAA
.c * 1074.5015 | 1074.5049 2 52.0 P01027 Complement C3
Carbamidomethyl (C)
VYSYYNLEESCTR
) cIR* 1682.7246 | 1682.7445 2 90.0 P01027 Complement C3
Carbamidomethyl (C)
VVPDNHPNCVGAAR +
G . VG 1561.742 | 1561.7546 +2;43 68.0 Q9QXEO0 2-hydroxyacyl-CoA lyase 1
Carbamidomethyl (C)
CGYAGSNFPEHIFPALVGRPIIR ) )
. 2570.3216 | 2570.3409 4 38.0 P61161 Actin-related protein 2
+ Carbamidomethyl (C)
ASSTcQLTFENVKVPETNILGK Short/branched chain specific acyl-CoA
. 2435.2366 | 2435.2466 3 118.0 Q9DBL1 . X
+ Carbamidomethyl (C) dehydrogenase, mitochondrial
AGFAGDQIPKYcFPNYVGRPK ) i
. 2384.1736 | 2384.1978 +3;+4 85.0 Q8R5C5,P61164 Beta-centractin,Alpha-centractin
+ Carbamidomethyl (C)
GKTEIQVNCPK +
,Q ¢ 1272.6496 | 1272.6506 +2;+3 72.0 009117 Synaptophysin-like protein 1
Carbamidomethyl (C)
YGSGQQccYTAAGTQLLTSDST
SGSTPDRGHDWGAPPYR + 2| 4204.824 | 4204.8933 4 88.0 Q9DBX3 Sushi domain-containing protein 2
Carbamidomethyl (C)
EEE LAQECR +
QREEESCQOAVLAQECR 2087.9654 | 2087.965 3 86.0 Q64331 Unconventional myosin-VI

Carbamidomethyl (C)




cSQPVSVKER +

Propionyl-CoA carboxylase beta chain,

1188.5921 | 1188.6023 +2;+3 64.0 99MN9
Carbamidomethyl (C) @ mitochondrial
IGAFGYMECSAK +
. ¢ 1332.5842 | 1332.5886 2 107.0 Q9oQuio Transforming protein RhoA
Carbamidomethyl (C)
KGAHFVQLccQR + 2 Methylcrotonoyl-CoA carboxylase beta
) 1570.7497 | 1570.7644 3 40.0 Q3ULD5 ) ) )
Carbamidomethyl (C) chain, mitochondrial
IYNCHVLLNSK
c‘ * 1359.6969 | 1359.7081 +2;+3 88.0 Q8VDK1 Nitrilase homolog 1
Carbamidomethyl (C)
NYcNIQVTK
c. Q * 1138.5441 | 1138.5592 2 55.0 Q5XJY5 Coatomer subunit delta
Carbamidomethyl (C)
YYQLGCWGPGLPLYTLHR +
QLGe ) 2193.083 | 2193.0863 +2;+3 111.0 P28843 Dipeptidyl peptidase 4
Carbamidomethyl (C)
NPTYKEVCcSEK + Mitochondrial tid thioni
FEve 1353.6234 | 1353.6314 | +2;+3 86.0 Q9D6Y7 ftochondrial peptide methionine
Carbamidomethyl (C) sulfoxide reductase
SSGEIVYcGQVFEKSPLR
C, Q * 2055.0095 | 2055.0426 2 65.0 P62717 60S ribosomal protein L18a
Carbamidomethyl (C)
AQNVPLPVSTLVEFVIAATDcT R
) 2543.3305 | 2543.3636 3 109.0 P29699 Alpha-2-HS-glycoprotein
AK + Carbamidomethyl (C)
Probable ATP-dependent RNA helicase
STclYGGAPK +
. 1052.4961 | 1052.5038 2 79.0 Q501J6,Q61656 DDX17,Probable ATP-dependent RNA
Carbamidomethyl (C) .
helicase DDX5
LKSTcIYGGAPK + Probable ATP-dependent RNA helicase
] 1293.6751 | 1293.6794 +2;43 46.0 Q501J6
Carbamidomethyl (C) DDX17
[Pyruvate dehydrogenase (acetyl-
HYQTIQEAGDWCcVPSTEPK + . ) .
. 2245.011 | 2245.0234 3 106.0 Q9JK42 transferring)] kinase isozyme 2,
Carbamidomethyl (C) . .
mitochondrial
ED L FVR +
SVS VH_VHS HCYFVR 2069.9742 | 2070.0052 3 78.0 P58137 Acyl-coenzyme A thioesterase 8
Carbamidomethyl (C)
VIEDYNGACCPLNR + 2
) cc 1679.7396 | 1679.7607 2 77.0 Qocpv7 Palmitoyltransferase ZDHHC6
Carbamidomethyl (C)
SCTYTYLLGDRESR + Persulfide dioxygenase ETHE1,
. 1719.7886 | 1719.7947 +2;+3 52.0 Q9DCMO i .
Carbamidomethyl (C) mitochondrial
cFVYPLDFAR + ADP/ATP translocase 1,ADP/ATP
X 1286.6118 | 1286.6244 2 81.0 P48962,P51881
Carbamidomethyl (C) translocase 2
IAAEL’\_ICDPTDER * 1502.6671 | 1502.6826 2 75.0 QICXFO Kynureninase
Carbamidomethyl (C)
VCcNPIITKL + X
. 1056.6001 | 1056.6116 2 60.0 P63017 Heat shock cognate 71 kDa protein
Carbamidomethyl (C)
MGVPYclIK
) clie s 1079.5508 | 1079.5579 2 65.0 P12970 60S ribosomal protein L7a
Carbamidomethyl (C)
MGV_PYC”KGK * 1264.6672 | 1264.6803 3 51.0 P12970 60S ribosomal protein L7a
Carbamidomethyl (C)
EQAALQEGHKLcLSTVDLEVK 2367.2104 | 23672154 344 80.0 Q8CGA3 Large neutral amino aa.ds transporter
+ Carbamidomethyl (C) small subunit 4
ILSGVVTK 815.5117 | 815.5202 2 73.0 P62281 40S ribosomal protein S11




IcDELIAK + Carbamidomethyl

Transforming acidic coiled-coil-containing

© 960.495 960.5042 2 70.0 Q9JJG0,Q6Y685 | protein 2,Transforming acidic coiled-coil-
containing protein 1
AAECNIVVTQPR
¢ . ki 1356.682 | 1356.6952 2 84.0 070133 ATP-dependent RNA helicase A
Carbamidomethyl (C)
NIGASVEFHCAVPNER + B t b - ific h
e 1798.8421 | 1798.8595 2 69.0 Q05793 asement membrane-spectiic heparan
Carbamidomethyl (C) sulfate proteoglycan core protein
DFEScLGAK + X i
. 1025.4488 | 1025.4772 2 30.0 P28271 Cytoplasmic aconitate hydratase
Carbamidomethyl (C)
QITLNDLPVGR 1224.6826 | 1224.6943 2 69.0 008807 Peroxiredoxin-4
E
3G _GCVITR * 977.46 977.4669 2 77.0 Q9wWV54 Acid ceramidase
Carbamidomethyl (C)
NTNDANScQIIIPQNQVNRK + Rab GDP dissociation inhibitor beta,Rab
) 2326.1448 | 2326.1721 3 66.0 Q61598,P50396 ) B
Carbamidomethyl (C) GDP dissociation inhibitor alpha
KIVITDcGQLS + Peptidyl-prolyl cis-ti i F,
Deca 1232.6435 | 1232.6501| 2 65.0 Q99KR7 eptidyl-prolyl cls-trans somerase
Carbamidomethyl (C) mitochondrial
Acyl-coenzyme A thioesterase 9,
Q9R0X4,Q32MW X .
RIAFSTSSLLK 1221.7081 | 1221.7296 2 30.0 3 mitochondrial,Acyl-coenzyme A
thioesterase 10, mitochondrial
Acyl-coenzyme A thioesterase 9,
SLDICHPQER + Q9R0X4,Q32MW h )
. 1253.5823 | 1253.5866 +2;43 62.0 mitochondrial, Acyl-coenzyme A
Carbamidomethyl (C) 3 . . .
thioesterase 10, mitochondrial
ESNL
QAYESN I_CHGLQLEATR * 2102.0215 | 2102.0408 3 63.0 Q6P9J9 Anoctamin-6
Carbamidomethyl (C)
VAASYGNAVCIFEPLGVNSHKR . )
) 2388.2008 | 2388.2223 4 62.0 Q8BPN8 DmX-like protein 2
+ Carbamidomethyl (C)
VAFCGAVEEGR + Aldehyde dehydrogenase family 16
) 1193.5499 | 1193.5611 2 62.0 Q57119
Carbamidomethyl (C) member Al
FHCSLLELNYPK + .
) 1519.7493 | 1519.7613 3 62.0 Q9QWRS Alpha-N-acetylgalactosaminidase
Carbamidomethyl (C)
TDTVIILCR +
. ¢ 1089.5852 | 1089.5972 2 61.0 Q9CXwW3 Calcyclin-binding protein
Carbamidomethyl (C)
SSSEEASCYRR + . .
. 1330.5571 | 1330.5668 2 34.0 POC8K7 Small integral membrane protein 1
Carbamidomethyl (C)
LE DK + i
Vv AcSIAcNKNTcPG K+3 2103.9387 | 2103.9563 3 59.0 P50431 Serine hydroxymeth.yltransferase,
Carbamidomethyl (C) cytosolic
VVSEAGK +
¢ . 848.4062 | 848.4121 2 57.0 Q61074 Protein phosphatase 1G
Carbamidomethyl (C)
IAIVNHDKcKPK + ATP-binding cassette sub-family E
1421.7813 | 1421.79 3 37.0 P61222

Carbamidomethyl (C)

member 1




TQAIV LDLTHLKER + ATP-bindi -family E
QAlveQQ 2052.0786 | 2052.0822 |  +3;+4 58.0 P61222 binding cassette sub-family
Carbamidomethyl (C) member 1

VIFDTGSA'.\ILWVPSTKCSR * 2137.0626 | 2137.09 3 56.0 P00796 Renin-2
Carbamidomethyl (C)
PGGLLLGDEAPNFEANTTIGRI
R 2410.2605 | 2410.2879 3 56.0 008709 Peroxiredoxin-6
ELAGHTGYLSccR + 2 Guanine nucleotide-binding protein
. 1590.6919 | 1590.7039 +2;43 77.0 P62874 )
Carbamidomethyl (C) G(1)/G(S)/G(T) subunit beta-1
CLIAGER + Ca(rgam'domemy' 817.4116 | 817.4146 2 51.0 Q61165 Sodium/hydrogen exchanger 1
KcLIAGER +
¢ . 945.5066 | 945.5128 2 47.0 Q61165 Sodium/hydrogen exchanger 1
Carbamidomethyl (C)
LSPDQcR +
. Qc 874.3967 | 874.4013 2 54.0 Q8R146 Acylamino-acid-releasing enzyme
Carbamidomethyl (C)
LVACCRR + Carbamidomethyl i
© 876.4422 876.463 2 53.0 B1AS42 NADH-cytochrome b5 reductase-like
IAcLDFSLQK +
¢ ) Q 1193.6114 | 1193.6233 2 53.0 P11983 T-complex protein 1 subunit alpha
Carbamidomethyl (C)
MLF_’DKDCR * 1033.4685 | 1033.4732 +2;43 59.0 P18760 Cofilin-1
Carbamidomethyl (C)
TVAACDLLQGLLHKDQR + . . o
. 1937.0153 | 1937.0241 +3;+4 69.0 Q9Qzs5 Serine/threonine-protein kinase Sgk2
Carbamidomethyl (C)
LLQQLFSIP 1057.6172 | 1057.598 2 47.0 Q1EG27 Myosin-lllb
SCATFSSSHRYHK + X X
. 1566.6998 | 1566.7059 3 37.0 Q3UPLO Protein transport protein Sec31A
Carbamidomethyl (C)
TALVANTSNMPVAAR 1514.7875 | 1514.7923 2 69.0 P50516 V-type proton ATPase catalytic subunit A
TcEDWVDGISQFKQLPEGNICR .
: 2719.237 | 2719.2651 3 44.0 Q8R164 Valacyclovir hydrolase
+ 2 Carbamidomethyl (C)
Diphosphoinositol polyphosphate
phosphohydrolase 3-
Ipha,Diphosphoinositol polyphosphat
AACLCFR +2 964.4259 | 964.4307 2 a70  |POC027,POC028.Q e ﬁff: s;nhosdlr;:sc;\;p e
Carbamidomethyl (C) : ' ' 8R2U6,Q9J146 _ Pnosphonyc
beta,Diphosphoinositol polyphosphate
phosphohydrolase 2,Diphosphoinositol
polyphosphate phosphohydrolase 1
NYVVTDHGSCcVR +
. ¢ 1405.6409 | 1405.6566 2 43.0 Q01279 Epidermal growth factor receptor
Carbamidomethyl (C)
SITNTTVcTK +
) ¢ 1123.5543 | 1123.5629 2 41.0 Q64213 Splicing factor 1
Carbamidomethyl (C)
VAQATCcKL + Hyd thylglutaryl-CoA |
QATe 889.4601 | 889.4705 2 48.0 P38060 yaroxymethylglutary--oR yase,
Carbamidomethyl (C) mitochondrial
SIQCLTVHR + L .
. 1112.5761 | 1112.5813 +2;+3 78.0 088342 WD repeat-containing protein 1
Carbamidomethyl (C)
EcCEQALAAEPK +
cEQA 1244.5707 | 1244.544 2 44.0 Q9D8NO Elongation factor 1-gamma

Carbamidomethyl (C)




PLIKPQGR 907.5603 | 907.5704 2 53.0 P48758 Carbonyl reductase [NADPH] 1
DEEDccGccGYENYGKR + 4 i
i 2170.7449 | 2170.7667 3 40.0 Q64302 Transmembrane 4 L6 family member 1
Carbamidomethyl (C)
ELFCVCGALK 1081.53 | 1081.5292 2 39.0 Q8BG81 Polymerase delta-interacting protein 3
Selection and upkeep of intraepithelial T-
SKGEVIQATSK 1146.6244 | 1146.653 2 39.0 A7TZF3 )
cells protein 4
NAGQTcVcSNRFLVQR + 2 Succinate-semialdehyde dehydrogenase,
. 1908.9047 | 1908.9293 3 42.0 Q8BWFO ) )
Carbamidomethyl (C) mitochondrial
Leucine-rich t and calponi
REAQLAALQ 998.5509 | 998.5588 2 39.0 Q8BVUO eucinerrich repeat and caiponin
homology domain-containing protein 3
TNPTEPVGVVCcR + UDP-N-acetylhexosamine
. 1327.6555 | 1327.669 2 38.0 Q91YN5
Carbamidomethyl (C) pyrophosphorylase
YHTVNGHNCEVRK + Heterogeneous nuclear
. 1612.7529 | 1612.7563 +3;+4 32.0 P49312 . .
Carbamidomethyl (C) ribonucleoprotein Al
E +
RYF_ COAK 1100.5073 | 1100.5142 2 36.0 Q9D1E6 Tubulin-folding cofactor B
Carbamidomethyl (C)
CVDEGLEPTCFER + Dimethylanili N-oxid
: c 1553.649 | 1553.6098 5 36.0 Q8K213 imethylaniline mon.ooxygenase [N-oxide
Carbamidomethyl (C) forming] 2
SIIGVIPYFPYSKQcK + Phosphoribosyl pyrophosphate synthase-
) 1898.9964 | 1899.0171 3 35.0 Q8R574 ) .
Carbamidomethyl (C) associated protein 2
QQWALVEFEKPVTCcPR + . o .
. 1986.9986 | 1987.0199 3 35.0 Q9JHW4 Selenocysteine-specific elongation factor
Carbamidomethyl (C)
ILVPEGTRDVPVGSIIcITVEKPQ| Dihydrolipoyllysine-residue
DIEAFK + Carbamidomethyl | 3322.7847 | 3322.8192 4 35.0 Q8BMF4 acetyltransferase component of pyruvate
(C) dehydrogenase complex, mitochondrial
Coiled-coil domain-containing protein
QLSEIISERDTLL 1515.8144 | 1515.8694 2 34.0 Q810N9 172
GQRLcQPKPK + ) .
. 1210.6604 | 1210.6663 3 34.0 P47915 60S ribosomal protein L29
Carbamidomethyl (C)
HHPDLIFCR + PHD finger-lik in- ini
oLre 11935764 | 11935896 | 3 51.0 P83870 inger-like domain-containing
Carbamidomethyl (C) protein 5A
ETSISScKTSLQR + . . s
i 1495.73 1495.7434 2 34.0 Q8BKX6 Serine/threonine-protein kinase SMG1
Carbamidomethyl (C)
EAQAVYRQLLLGR 1515.8521 | 1515.8617 +2;+3 36.0 Q97268 RasGAP-activating-like protein 1




cDLcGceR +3

) 1075.3885 | 1075.4013 2 33.0 P25801 Rhombotin-2
Carbamidomethyl (C)
SH3 and cysteine-rich domain-containing
TTNHQGPLSKDPL 1406.7154 | 1406.6803 2 32.0 P97306 )
protein
AGAIAPCEVTVPAQNTGLGPE
KTSFFQALGITTK + 3473.7865 | 3473.851 3 74.0 P14869 60S acidic ribosomal protein PO
Carbamidomethyl (C)
TNGSSPLLVAAWGACTLTR + ATP-dependent (S)-NAD(P)H-hydrate
) 1973.9993 | 1974.0232 3 30.0 Q9Cz42
Carbamidomethyl (C) dehydratase
EAIVNScVFVHQTLHQANAR +
¢ . QTLHQ 2293.1386 | 2293.1544 +3;+4 79.0 Q9JHU4 Cytoplasmic dynein 1 heavy chain 1
Carbamidomethyl (C)
STKPQAQEQPPASPEALRGCcG
QAQEQ X 2478.2285 | 2478.2329 4 30.0 Q9WU79 Proline dehydrogenase 1, mitochondrial
AAK + Carbamidomethyl (C)
APVIFSHSSAYSLcPHRR +
S st Ste 2084.0374 | 2084.0437 +3;+4 40.0 P31428 Dipeptidase 1
Carbamidomethyl (C)
NcPHIVVGTPGRILALAR +
¢ . 1943.0887 | 1943.1139 3 32.0 Q9Z1N5 Spliceosome RNA helicase Ddx39b
Carbamidomethyl (C)
AKPHCSRNPVLVR + . .
. 1532.8358 | 1532.8401 4 37.0 P47911 60S ribosomal protein L6
Carbamidomethyl (C)
Selenium-binding protein 1,Selenium-
FLHDPSATQGFVG 1374.6568 | 1374.6717 2 74.0 P17563,063836 1um-binding protet '”
binding protein 2
CSY,DEHAK * 1008.3971 | 1008.4001 +2;43 61.0 P07724 Serum albumin
Carbamidomethyl (C)
L
QTC_CDKPLLK * 1317.6785 | 1317.6916 +2;+3 93.0 P07724 Serum albumin
Carbamidomethyl (C)
YMCENQATISSK 1373.5955 | 1373.5978 2 102.0 P07724 Serum albumin
LQTCcDKPLLKK + .
X 1445.7734 | 1445.7708 | +2;+3;+4 86.0 P07724 Serum albumin
Carbamidomethyl (C)
IAFSQYLQKCSYDEHAK 2029.9567 | 2029.9729 3 96.0 P07724 Serum albumin
RALALGGTcTGEHGIGLGK + Probable D-lactate dehydrogenase,
i 1866.9734 | 1866.9891 +3;+4 100.0 Q7TNG8 . .
Carbamidomethyl (C) mitochondrial
DSGLWFPVDPGADASLCcGMA
Probable D-lactate dehydrogenase,
ATGASGTNAVR + 3050.3862 | 3050.3659 3 79.0 Q7TNG8 i )
. mitochondrial
Carbamidomethyl (C)
LTGAIVGHVGDGNFHCcILLVDP
Probable D-lactate dehydrogenase,
DDAEEQRR + 3302.6102 | 3302.6542 +3;+4 56.0 Q7TNG8 . )
. mitochondrial
Carbamidomethyl (C)
LQIPVNCPYR +
X 1258.6492 | 1258.6621 2 58.0 P24270 Catalase
Carbamidomethyl (C)
LGPNYLQIPVNCPYR 1745.8923 | 1745.902 2 99.0 P24270 Catalase
NPQVcPYNLYAEQLSGSAFTcP . i
X 2739.2421 | 2739.269 +2;+3 128.0 009173 Homogentisate 1,2-dioxygenase
R + 2 Carbamidomethyl (C)
GICGQTR 733.3541 | 733.3585 2 43.0 Q91V76 Ester hydrolase C11orf54 homolog
GIcGQTR +
. 790.3756 | 790.3795 2 46.0 Q91V76 Ester hydrolase C11orf54 homolog
Carbamidomethyl (C)
CALLANLFASEGQPGK +
A 1674.8399 | 1674.8587 2 100.0 Q91V76 Ester hydrolase C11orf54 homolog
Carbamidomethyl (C)
NANSLGGGFHCWTcDVR + Glyci idinotransf 3
) ¢ 1960.8309 [ 1960.8493 [  +2;+3 131.0 Q9D964 yeine amidinotransierase
Carbamidomethyl (C) mitochondrial
SPQCGECR +
Qe 1003.3851 | 1003.3919 2 42.0 P00329 Alcohol dehydrogenase 1

Carbamidomethyl (C)




AVSCLWGK 862.4371 | 862.4412 2 38.0 P02088 Hemoglobin subunit beta-1
VITAFNDGLNHLDSLK 1755.9155 | 1755.9195 3 57.0 P02088 Hemoglobin subunit beta-1
VHLTDAEKAAVSCLWGK 1826.9349 | 1826.9555 | +2;+3;+4 139.0 P02088 Hemoglobin subunit beta-1
GYLGPEQLPDCLKGCDVVVIPA . .
GVPR 2694.3873 | 2694.394 3 112.0 P08249 Malate dehydrogenase, mitochondrial
GYLGPEQLPDCLKGcDVVVIPA
Q . 2751.4088 | 2819.4471 3 96.0 P08249 Malate dehydrogenase, mitochondrial
GVPR + Carbamidomethyl (C)
Acyl-coenzyme A synthetase ACSM2,
QTANVLSGACGLHRGDR 1753.8642 | 1753.8791 | +2;+3;+4 65.0 Q8KOL3 X A
mitochondrial
Gl Idehyde-3-phosphat
TVHAITATQK 1068.5928 | 1068.5906 | +2;+3 74.0 P16858 yeeraaenyae-S-pnosphate
dehydrogenase
Glyceraldehyde-3-phosphate
IVSNASCTTNCLAPLAK 1704.8539 | 1704.86 2 117.0 P16858,Q064467 dehydrogenase,Glyceraldehyde-3-
phosphate dehydrogenase, testis-specific
Glyoxylate reductase/hydroxypyruvate
KDLEQGVVGAHGLLCR 1693.8934 | 1693.9029 | +2;+3;+4 145.0 Q91753
reductase
KDLEQGVVGAHGLLCR + Glyoxylate reductase/hydroxypyruvate
. 1750.9148 | 1750.9228 +3;+4 123.0 Q91753
Carbamidomethyl (C) reductase
SSIGVVGTAEQNR 1316.6684 | 1316.6594 2 101.0 035215 D-dopachrome decarboxylase
LcAATATILDKPEDR +
¢ . 1672.8454 | 1672.8588 +2;43 109.0 035215 D-dopachrome decarboxylase
Carbamidomethyl (C)
IPAGLENRLCAATATILDKPEDR
. 2523.3115 | 2523.3317 +3;+4 95.0 035215 D-dopachrome decarboxylase
+ Carbamidomethyl (C)
IKEEGTGIELTGIGScEIANALSK .
. 2489.2683 | 2489.291 +2;+3 149.0 Q61838 Pregnancy zone protein
+ Carbamidomethyl (C)
VPGAFTPGcSK
. el 1119.5383 | 1119.5396 2 92.0 P99029 Peroxiredoxin-5, mitochondrial
Carbamidomethyl (C)
DVGGIVLANAcGPCIGQWDRK
.c Q 2296.1093 | 2296.1372 +2;+3 99.0 Q99KIO Aconitate hydratase, mitochondrial
+ Carbamidomethyl (C)
DNGNGTYSCSYVPR 1531.6362 | 1531.6511 2 121.0 Q8BTMS8 Filamin-A
DNGNGTYScSYVPR
) ¢ * 1588.6576 | 1588.6709 2 113.0 Q8BTMS8 Filamin-A
Carbamidomethyl (C)
AGTGGLGLTVEGPCEA:
GAGTGG G GPCEAQ + 1672.7727 | 1672.8259 2 127.0 Q8BTMS8 Filamin-A
Carbamidomethyl (C)
cSYQPTMEGVHTVHVTFAGVP L
X 2682.3047 | 2682.3154 +3;+4 106.0 Q8BTMS8 Filamin-A
IPR + Carbamidomethyl (C)
LQVEPAVDTSGVQcYGPGIEG
QGVFR + Carbamidomethyl | 2762.3334 | 2762.3548 2 147.0 Q8BTMS8 Filamin-A
©
TVCIEKNETLGGTCLNVGCcIPSK Dihydrolipoyl dehyd X
¢ 2 TCTVECTSR 2685.2812 | 2685.2708 3 89.0 008749 Mycrolipoyl denycrogenase
+ 3 Carbamidomethyl (C) mitochondrial
VcHAHPTLSEAFREANLAAAFG Dihydroli | dehyd 3
¢ , 28204129 | 28204342 4 43.0 008749 myarolipoyl denycrogenase
KPIN + Carbamidomethyl (C) mitochondrial
AQITNPSGASTECFVK 1651.7876 | 1651.7967 2 112.0 Q80X90 Filamin-B
GAGTGGLGLTVEGPCEAK + 1672.8091 | 1672.8259 2 127.0 Q80X90,Q8VHX6 Filamin-B,Filamin-C

Carbamidomethyl (C)




AQITNPSGASTECFVK +

j 1708.809 | 1708.8338 2 98.0 Q80X90 Filamin-B
Carbamidomethyl (C)
HSSLA_GCQ“NYR * 1517.7409 | 1517.7531 +2;+3 123.0 Q68FD5 Clathrin heavy chain 1
Carbamidomethyl (C)
GQCDLELINVcNENSLFK
Q . ¢ * 2162.9976 | 2163.0322 2 86.0 Q68FD5 Clathrin heavy chain 1
Carbamidomethyl (C)
GQCDLELINVENENSLEK +2 1 5 0191 | 2220.0522 2 89.0 Q68FD5 Clathrin heavy chain 1
Carbamidomethyl (C)
LCNPPVNAISPTVITEVR 1922.0295 | 1922.0393 2 128.0 Q9DBM2 Peroxisomal bifunctional enzyme
NGICLEMGPQPQGVLR + N-acyl-aromatic-L-amino acid
. 1767.876 | 1767.8865 +2;+3 101.0 Q91XE4 ) )
Carbamidomethyl (C) amidohydrolase (carboxylate-forming)
SCTLTFLGSTATPDDPYEVK + N-acyl- tic-L-ami id
¢ _ 2201.0198 | 2201.041 | +2;43 132.0 Q91XE4 | acyraromatict-amine acie.
Carbamidomethyl (C) amidohydrolase (carboxylate-forming)
PGLTALLSDHR 1178.6408 | 1178.6515 3 77.0 Q91X72 Hemopexin
SLPQPQKVNSILGCSQ 1697.877 | 1697.891 2 36.0 Q91X72 Hemopexin
ELLTEFGYKGEETPVIVGSALCA . . .
. 3008.5165 | 3008.5588 3 117.0 Q8BFR5 Elongation factor Tu, mitochondrial
LEQR + Carbamidomethyl (C)
Short-chain specific acyl-CoA
ASSTANLIFEDCR 1425.6558 | 1425.6597 2 124.0 Q07417 i i
dehydrogenase, mitochondrial
IGIASQALGIAQASLDCcAVK + 1085.0615 | 1985.0843 3 102.0 Q07417 Short-chain specific acyl-CoA
Carbamidomethyl (C) ' ’ ' dehydrogenase, mitochondrial
IGCFALSEPGNGSDAGAASTTA Short-chain specific acyl-CoA
2151.9855 | 2151.9952 +2;+3 128.0 Q07417 . i
R dehydrogenase, mitochondrial
IGCFALSEPGNGSDAGAASTTA Short-chain specific acyl-CoA
) 2209.007 | 2209.0376 2 148.0 Q07417 ) )
R + Carbamidomethyl (C) dehydrogenase, mitochondrial
GcQLLVYPGAFNLTTGPAHWE R
X 2840.4432 | 2840.4762 +2;+3 114.0 Q9JHW?2 Omega-amidase NIT2
LLQR + Carbamidomethyl (C)
AIVLDPcR + Low-density lipoprotein receptor-related
. 942.4957 | 942.4989 2 56.0 A2ARV4 .
Carbamidomethyl (C) protein 2
cGNHHCIPLR + Low-density lipoprotein receptor-related
. 1205.5546 | 1205.5627 3 43.0 A2ARV4 .
Carbamidomethyl (C) protein 2
YRCDGVYDcK + Low-density lipoprotein receptor-related
K 1277.5169 | 1277.5263 2 30.0 A2ARV4 .
Carbamidomethyl (C) protein 2
cNQFQFTCLNGR + 2 Low-density lipoprotein receptor-related
) 1543.666 | 1543.6805 2 82.0 A2ARV4 )
Carbamidomethyl (C) protein 2
LQNVECLSFDWISR + Low-density lipoprotein receptor-related
) 1765.8457 | 1765.855 2 92.0 A2ARV4 )
Carbamidomethyl (C) protein 2
CGCAFGTLEDDGKNCATSR + 2 Low-density lipoprotein receptor-related
2060.835 | 2060.8526 3 101.0 A2ARV4

Carbamidomethyl (C)

protein 2




VGLTNYAAAYCTGLLLAR 1868.9818 | 1868.9859 +2;43 101.0 P47962 60S ribosomal protein L5
VGLTNYAA.AYCTGLLLARR * 2082.1044 | 2082.1211 3 82.0 P47962 60S ribosomal protein L5
Carbamidomethyl (C)
TDDYLDQPCcCETINR + . TR
. 1909.7822 | 1909.805 2 84.0 Q61598 Rab GDP dissociation inhibitor beta
Carbamidomethyl (C)
Alcohol dehydrogenase class-
FCLNPK 720.3629 | 720.3638 2 44.0 P28474,035516 3,Neurogenic locus notch homolog
protein 2
LKAGDTVIPLYIPQCGECK +
. 2172.0959 | 2172.1167 3 69.0 P28474 Alcohol dehydrogenase class-3
Carbamidomethyl (C)
LKAGDTVIPLYIPQCGECK + 2
. 2229.1174 | 2229.132 3 49.0 P28474 Alcohol dehydrogenase class-3
Carbamidomethyl (C)
RALANSLACQGK + )
. 1287.6717 | 1287.6784 2 64.0 P05064 Fructose-bisphosphate aldolase A
Carbamidomethyl (C)
YASIcCQQNGIVPIVEPEILPDGD Fructose-bisphosphate aldolase
. 3019.4961 | 3019.5175 3 126.0 P05064,P05063 )
HDLK + Carbamidomethyl (C) A,Fructose-bisphosphate aldolase C
YASIcQQNGIVPIVEPEILPDGD .
. Fructose-bisphosphate aldolase
HDLKR + Carbamidomethyl | 3175.5972 | 3175.6342 +3;+4 57.0 P05064,P05063 .
© A,Fructose-bisphosphate aldolase C
Acetyl-CoA acetyltransferase,
LGAGLPISTPCTTVNK 1570.8389 | 1570.852 2 48.0 Q8QzT1 i .
mitochondrial
LGAGLPISTPCTTVNK + Acetyl-CoA tylt fi ,
>Tre 1627.8604 | 1627.8852 | 2 64.0 Q8QzT1 cetyrtoA acelyltransierase
Carbamidomethyl (C) mitochondrial
IVVHMAHALKPGEFGLASICNG Acetyl-CoA acetyltransferase
GGGASALLIEKL + 3429.8265 | 3429.8385 +4;45 82.0 Q8QzT1 y ) v ) !
. mitochondrial
Carbamidomethyl (C)
IQENANALAR 1098.5781 | 1098.5809 2 85.0 Q91Y97 Fructose-bisphosphate aldolase B
YASICQQNGLVPIVEPEVLPDG
DHDLEHcQYVSEK + 4048.8823 | 4048.9013 4 66.0 Q91Y97 Fructose-bisphosphate aldolase B
Carbamidomethyl (C)
IPEWWLANVACLR + Acyl- A thet ACSM3,
: ¢ 1626.834 | 1626.8515| 2 97.0 Q3UNXS5 cyl-coenzyme A synthetase
Carbamidomethyl (C) mitochondrial
KTGLDIYEGYGQTETVLIcCGNFK Acyl- A thet ACSM3,
GQTETVLe 2605.2734 | 2605.289 3 53.0 Q3UNXS5 cyl-coenzyme A synthetase
+ Carbamidomethyl (C) mitochondrial
SVAADFIQQGIRCcNCVcPGTVD
TPSLQER + 2 3220.5064 | 3220.5445 3 95.0 Q8Jzv9 3-hydroxybutyrate dehydrogenase type 2
Carbamidomethyl (C)
YcVTEPSAGSDVAAIK + Medium-chain specific acyl-CoA
1666.7872 | 1666.8083 2 105.0 P45952

Carbamidomethyl (C)

dehydrogenase, mitochondrial




cAYCVTEPSAGSDVAAIK +

Medium-chain specific acyl-CoA

1908.8597 | 1908.868 2 95.0 P45952
Carbamidomethyl (C) dehydrogenase, mitochondrial
IFTLPGNCLIYPAHDYHGLTVST Persulfide dioxygenase ETHE1,
3173.5492 | 3173.5804 | +2;+3;+4 102.0 Q9DCMO . .
VEEER mitochondrial
YVDIAIPcNNK
. ¢ * 1305.6387 | 1305.6439 2 75.0 P14206 40S ribosomal protein SA
Carbamidomethyl (C)
LLWFcGMSK + 2
¢ ,c 1300.5767 | 1300.5769 2 57.0 Q92317 Sodium/glucose cotransporter 2
Carbamidomethyl (C)
VcGTEV NIAYPR +
<G _GCS 1692.76 | 1692.7761 2 128.0 Q92317 Sodium/glucose cotransporter 2
Carbamidomethyl (C)
STCTYVGAAK 999.4695 999.462 2 60.0 Q9DCZz1,Q99L27 GMP reductase 1,GMP reductase 2
TKTGVGYPQLE';:VIECADSAHG 2444.237 | 2444.2601 3 100.0 Q9DCz1 GMP reductase 1
LLQDSGAPDGTLNIIHGQHDA Methylmalonate-semialdehyde
3452.6783 | 3452.7268 | +3;+4;+5 124.0 Q9EQ20 . R .
VNFICDHPDIK dehydrogenase [acylating], mitochondrial
GCTATLGNFAK * 1138.5441 | 1138.5452 2 89.0 P25444 40S ribosomal protein S2
Carbamidomethyl (C)
AGIDDCYTSAR 1170.4975 | 1170.4979 2 97.0 P25444 40S ribosomal protein S2
HIDcASVYGNETEIGEALK +
¢ . 2104.9735 | 2105.004 +2;+3 169.0 Qallle Alcohol dehydrogenase [NADP(+)]
Carbamidomethyl (C)
HIDCASVYGNETEIGEALKESV
K 2749.2865 | 2749.3001 +3;+4 166.0 Qallle Alcohol dehydrogenase [NADP(+)]
GSGK + Carbamidomethyl (C)
LVILANNCPALR + i .
. 1352.7598 | 1352.7616 2 104.0 P62889 60S ribosomal protein L30
Carbamidomethyl (C)
AHSNLCVNQIVR + Isovaleryl-CoA dehydrogenase,
. 1409.7198 | 1409.7195 3 58.0 QIJHIS . .
Carbamidomethyl (C) mitochondrial
GSNTCELVFEDcKVPAANVLSQ Isovaleryl-CoA dehydrogenase,
. 2792.2997 | 2792.3244 3 87.0 QIJHIS . .
ESK + Carbamidomethyl (C) mitochondrial
NTYGTGCFLLCNTGHK +
. ¢ 1852.8237 | 1852.8349 +2;43 76.0 Q64516 Glycerol kinase
Carbamidomethyl (C)
TSLARPCIAR 1086.5968 | 1086.6068 3 36.0 P16460 Argininosuccinate synthase
YLLGTSLARPCIAR 1532.8497 | 1532.8585 +2;+3 62.0 P16460 Argininosuccinate synthase
YLLGTSLARPCIAR +
. ¢ 1589.8712 | 1589.8774 +2;+3 64.0 P16460 Argininosuccinate synthase
Carbamidomethyl (C)
Oxygen-dependent coproporphyrinogen-
EGGGGITCVLQDGR 1360.6405 | 1360.6518 2 119.0 P36552 R . X
11l oxidase, mitochondrial
TNHIGHTGYLNTVTVSPDGSLC . . .
ASGGK 2685.2817 | 2685.3054 +3;+4 126.0 P68040 Receptor of activated protein C kinase 1
AEPPQCTSLAWSADGQTLFAG
YTDNLVR + 3067.4346 | 3067.4785 3 50.0 P68040 Receptor of activated protein C kinase 1
Carbamidomethyl (C)
ASGGVGLATCcQIAR
) CQUAR + 1359.6929 | 1359.7074 2 82.0 P47199 Quinone oxidoreductase
Carbamidomethyl (C)
KPIGLcCIAPVL + X X A
. 1350.7403 | 1350.7561 2 64.0 Q9D172 ES1 protein homolog, mitochondrial
Carbamidomethyl (C)
LPCILNAR 898.5058 | 898.5087 2 70.0 P16125 L-lactate dehydrogenase B chain




LPcILNAR + X
. 955.5273 | 955.5295 2 60.0 P16125 L-lactate dehydrogenase B chain
Carbamidomethyl (C)
HRVIGSGCNLDSAR 1483.7314 | 1483.7281 3 95.0 P16125 L-lactate dehydrogenase B chain
LLcGGGAAADRGYFIQPTVFG
¢ . Q 2511.2581 | 2511.2787 3 48.0 P47738 Aldehyde dehydrogenase, mitochondrial
DVK + Carbamidomethyl (C)
AVPAPNHQPEVFCNQIFINNE
Q Q 3231.5308 | 3231.5647 +3;+4 105.0 P47738 Aldehyde dehydrogenase, mitochondrial
WHDAVSR
VCEEIAIPSKK 1328.7373 | 1328.7433 +2;+3 119.0 P63276 40S ribosomal protein S17
VCcEEIAIIPSKK +
¢ . 1385.7588 | 1385.7626 +2;+3 103.0 P63276 40S ribosomal protein S17
Carbamidomethyl (C)
ACQSIYPLHDVFVRK 1774.9189 | 1774.9351 | +2;+3;+4 57.0 P97351 40S ribosomal protein S3a
EQWSNCPTIGQIR 1530.7249 | 1530.7334 2 77.0 P10605 Cathepsin B
FT +
cP _GNVSIR 1149.5601 | 1149.5649 2 71.0 P62281 40S ribosomal protein S11
Carbamidomethyl (C)
ILcGEGVDQLSLPLR + Aldehyde dehyd family 8
cGEGVDQY 1668.8869 | 1668.89 2 100.0 Q8BHO0 enyde denydrogenase family
Carbamidomethyl (C) member Al
YCQVIR 780.3952 | 780.4002 2 32.0 P27659 60S ribosomal protein L3
KVACIGAWHPAR 1307.6921 | 1307.6906 3 90.0 P27659 60S ribosomal protein L3
GGNASNSCTVLSLLGAR 1618.8097 | 1618.8242 2 128.0 P97328 Ketohexokinase
E L ER+2
IFSGCNI NA_CYP GVCAER 2408.0599 | 2408.0744 2 124.0 P56389 Cytidine deaminase
Carbamidomethyl (C)
GEGMSQAATICR 1222.5434 | 1222.553 2 89.0 P35505 Fumarylacetoacetase
LL
VNQAI\_N CTGAR + 1500.7871 | 1500.7985 +2;+3 69.0 P97461 40S ribosomal protein S5
Carbamidomethyl (C)
RVNQAIWLLCTGAR 1599.8667 | 1599.8749 +2;+3 102.0 P97461 40S ribosomal protein S5
D +
HNA Fevk 1053.4338 | 1053.4405 2 56.0 Q64442 Sorbitol dehydrogenase
Carbamidomethyl (C)
ATPPDDGNLCR 1157.5135 | 1157.5239 2 39.0 Q64442 Sorbitol dehydrogenase
YNLTPTIFFCATPPDDGNLCRF .
. 2561.1719 | 2561.1416 3 33.0 Q64442 Sorbitol dehydrogenase
+ Carbamidomethyl (C)
SLPAGSLISLHIYALHR 1847.0417 | 1847.0421 +3;+4 90.0 Q64462 Cytochrome P450 4B1
YcTDTSIIFR +
¢ ) 1274.5965 | 1274.5953 2 63.0 Q11136 Xaa-Pro dipeptidase
Carbamidomethyl (C)
DANGYcIK + .
. 939.412 939.4139 2 30.0 035488 Very long-chain acyl-CoA synthetase
Carbamidomethyl (C)
GEVGLLVcK + X
. 973.5267 | 973.5297 2 57.0 035488 Very long-chain acyl-CoA synthetase
Carbamidomethyl (C)
GEVGLLVCcKITQLTPFIGYAGGK .
. 2420.3138 | 2420.3418 3 63.0 035488 Very long-chain acyl-CoA synthetase
+ Carbamidomethyl (C)
cVNTTLQIK + . .
. 1075.5696 | 1075.5771 2 62.0 P40124 Adenylyl cyclase-associated protein 1
Carbamidomethyl (C)
V-type proton ATPase subunit B, brain
GQKIPIFSAAGLPHNEIAAQICR| 2433.295 | 2433.314 +3;+4 106.0 P62814 isoform
STTTIGLVQALGAHLRQNVFAC C-1-tetrahydrofolate synthase,
2554.3802 | 2554.4033 +3;+4 115.0 Q922D8 )
VR cytoplasmic
TSYPDCIK 925.4215 925.422 2 56.0 Q92111 Serotransferrin




NLEAVETLGSTSTICSDKTGTLT

Q8VDN2,Q6PIES,

Sodium/potassium-transporting ATPase
subunit alpha-1,Sodium/potassium-
transporting ATPase subunit alpha-

2738.3392 | 2738.3507 3 148.0 ) . .

QNR Q6PIC6,Q9WV27 |2,Sodium/potassium-transporting ATPase
subunit alpha-3,Sodium/potassium-
transporting ATPase subunit alpha-4

EIIAVSCGPSQCQETIR + Electron transfer flavoprotein subunit
} 1957.9237 | 1957.9362 2 124.0 Q9DCW4
Carbamidomethyl (C) beta
EIIAVScGPSQCQETIR + 2 Electron transfer flavoprotein subunit
) 2014.9452 | 2014.9676 2 131.0 Q9DCW4
Carbamidomethyl (C) beta
SVSTACTTGAHAVGDSFR + 3- I- I- ier-protei thase,
o 1822.8268 | 1822.8382| 3 94.0 Q9D404 oxoacyl-facyl-carrier-protein] synthase
Carbamidomethyl (C) mitochondrial
EMIDRIPcGR + . 5 .
. 1245.5958 | 1245.5962 +2;43 50.0 Q9CQ62 2,4-dienoyl-CoA reductase, mitochondrial
Carbamidomethyl (C)
FRCPEALFQPSFLGMESCcGIHET
TENSIMK + 2 3601.6502 | 3601.6807 3 72.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
Carbamidomethyl (C)
AFVDScLQLHETKR + Long-chain specific acyl-CoA
; 1702.8461 | 1702.8613 +3;+4 80.0 P51174 . )
Carbamidomethyl (C) dehydrogenase, mitochondrial
Aspartate aminotransferase,
NLDKEYLPIGGLAEFCK 1908.9655 | 1908.9741 +2;+3 132.0 P05202 R N
mitochondrial
MYTNTPDEHFILDcHPK + 2
¢ R ¢ * 2344.9915 | 2344.9975 +3;+4 86.0 Q9D826 Peroxisomal sarcosine oxidase
Carbamidomethyl (C)
TFSDIQDVQILcHFVRDHLPGL . . .
i 2765.4072 | 2765.433 +4;+5 50.0 Q9D826 Peroxisomal sarcosine oxidase
R + Carbamidomethyl (C)
Cell division control protein 42
homolog,Rho-related GTP-binding
P60766,Q8R527,P| protein RhoQ,Ras-related C3 botulinum
63001,P84096,P6 toxin substrate 1,Rho-related GTP-
CVVVGDGAVGK 1002.5168 | 1002.5148 2 79.0

0764,Q05144,Q9E
R71

binding protein RhoG,Ras-related C3
botulinum toxin substrate 3,Ras-related
C3 botulinum toxin substrate 2,Rho-
related GTP-binding protein Rhol




Cell division control protein 42

YVECSALTQK 1140.5485 | 1140.5591 2 76.0 P60766,Q8R527 homolog,Rho-related GTP-binding
protein RhoQ
PLSGACYSPEFK + 2
¢ ,C 1582.6796 | 1582.6906 2 77.0 Q8CIE6 Coatomer subunit alpha
Carbamidomethyl (C)
STLTDSLVCK 1065.5376 | 1065.5416 2 75.0 P58252 Elongation factor 2
GLESTTLADKDGEIYCK 1841.8717 | 1841.8945 +2;+3 141.0 P97315 Cysteine and glycine-rich protein 1
AALCTELK 847.4473 | 847.4517 2 56.0 Q3UNZ8 Quinone oxidoreductase-like protein 2
AALCTELKQPLTIQEVAPRPVG
PQEVR + Carbamidomethyl | 2999.6226 | 2999.6454 +3;+4 82.0 Q3UNZ8 Quinone oxidoreductase-like protein 2
(9]
Isobutyryl-CoA dehydrogenase,
GISCIVVEK 946.5157 | 946.5172 2 57.0 Q9D7B6 ) )
mitochondrial
Isobutyryl-CoA dehydrogenase,
CIDPSLGLNEEQK 1444.6868 | 1444.6958 2 98.0 Q9D7B6 ) )
mitochondrial
cIDPSLGLNEEQK + 1501.7082 | 1501712 ) 99.0 Q9D786 Isobutyryl-CoA dehydrogenase,
Carbamidomethyl (C) ' ’ ' mitochondrial
SAVSCLWAKVNPDEVGGEALG
R 2257.1161 | 2257.1341 3 101.0 P02089 Hemoglobin subunit beta-2
IIYGGSVTGATCK 1268.6435 | 1268.646 2 126.0 P17751 Triosephosphate isomerase
VSHALAEGLGVIACIGEK 1765.9396 | 1765.9428 +2;+3 116.0 P17751 Triosephosphate isomerase
cSNEPVGPSIAALTSEER + Peroxisomal carnitine O-
) 1915.8945 | 1915.9105 2 155.0 Q9DC50
Carbamidomethyl (C) octanoyltransferase
IPSQLNVNFVGPcPHFEHYWP Peroxisomal carnitine O-
) 2764.3333 | 2764.3095 4 30.0 Q9DC50
AR + Carbamidomethyl (C) octanoyltransferase
P i | multifunctional t
LGILGLCNTLAIEGR 1541.8599 | 1541.8725 2 126.0 P51660 eroxisomat muit uzc lonal enzyme type
NNIHcNTIAPNAGSR + P i | Itif i |
cl . GS 1637.7692 | 16377668 3 69.0 P51660 eroxisomal multifunctional enzyme type
Carbamidomethyl (C) 2
cFIVGADNVGSK + L .
. 1265.6074 | 1265.6134 2 94.0 P14869 60S acidic ribosomal protein PO
Carbamidomethyl (C)
AGAIAPCEVTVPAQNTGLGPE L .
K 2122.0728 | 2122.0858 +2;+3 117.0 P14869 60S acidic ribosomal protein PO
Sodi tassium-t| ting ATP
YNPNVLPVQCTGK 1431718 | 14317296 | 2 87.0 P14094 odium/potassium-transporting ATPase
subunit beta-1
YNPNVLPVQCTGK + Sodium/potassium-transporting ATPase
. 1488.7395 | 1488.7512 2 48.0 P14094 .
Carbamidomethyl (C) subunit beta-1
AAGHTGPLHKCDIYQSK 1824.8941 | 1824.8891 +3;+4 77.0 P09470 Angiotensin-converting enzyme
LcDSEAHVCFEGLDSDPTGTAY
GASIPLAR + 2 3276.4704 | 3276.511 3 128.0 Q8R086 Sulfite oxidase, mitochondrial

Carbamidomethyl (C)




RcEAFGWHTIIVDGHSVEELcK

2710.2632 | 2710.2721 +4;+5 51.0 P40142 T ketol
+ 2 Carbamidomethyl (C) ransketolase
QAFTDVATGSLGQGLGAACG
MAYTGKYFDK + 3084.4321 | 3084.4417 +3;+4 113.0 P40142 Transketolase
Carbamidomethyl (C)
PICPVFR 830.4473 | 830.4503 2 65.0 Q972J0 Solute carrier family 23 member 1
ALDQVSGIPGcIFVHASGFIGG
HHTR + Carbamidomethyl | 2732.3606 | 2732.3753 +4;+5 57.0 Q9JK81 UPF0160 protein MYG1, mitochondrial
©
DKALDQVSGIPGcIFVHASGFIG
GHHTR + Carbamidomethyl | 2975.4825 | 2975.5023 +4;+5 51.0 Q9JK81 UPF0160 protein MYG1, mitochondrial
©
VYEEDAVPGLTPCcR + Cytoch b-c1 | bunit 1,
_ y 1604.7505 | 1604.7604 | 2 98.0 Q9cz13 ytochrome brc: compiex subunt
Carbamidomethyl (C) mitochondrial
NALVSHLDGTTPVCEDIGR + Cytochrome b-c1 complex subunit 1,
) 2052.9899 | 2052.99 3 123.0 Q9Cz13 ) )
Carbamidomethyl (C) mitochondrial
HLLPLVQCcPTLIVHGEKDPLVP .
. 2630.4731 | 2630.4932 +3;+4 64.0 Q8R164 Valacyclovir hydrolase
R + Carbamidomethyl (C)
VAAELQAGTCYINNYNVSPVEL| 4-trimethylaminobutyraldehyd
Q 3144.559 | 3144.571 3 84.0 QoILI2 rimethylaminobutyraidenyce
PFGGYKK dehydrogenase
Hypoxanthine-guanine
LKSYCNDQSTGDIK 1570.7297 | 1570.7743 | 2 63.0 P00493 ypoxanthine-guanin
phosphoribosyltransferase
Phosphatidylethanolamine-binding
GPLCLQEVDEPPQHALR 1900.9465 | 1900.9622 3 81.0 P70296 )
protein 1
GDHYLcDVVWATEER +
¢ ] 1848.8101 | 1848.8287 +2;+3 116.0 P28843 Dipeptidyl peptidase 4
Carbamidomethyl (C)
Na(+)/H(+) exchange regulatory cofactor
LCYLVK 737.4146 | 737.4205 2 45.0 QaJiL4
NHE-RF3
Na(+)/H(+) exchange regulatory cofactor
FSPLLYCQSQELPNGSVK 2008.9928 | 2009.0152 2 107.0 QoJiL4 NHE-RF3
GAPCSDAAGHQVPYK 1499.6827 | 1499.6811 +2;+3 111.0 Q8R242 Di-N-acetylchitobiase
TGCTFPEKPDFH 1377.6024 | 1377.6131 +2;+3 59.0 P55264 Adenosine kinase
SITIANQTNCPLYVTK 1764.908 | 1764.9254 2 103.0 008553 Dihydropyrimidinase-related protein 2
CLLPEGASELR + . .
. 1243.623 | 1243.6354 2 33.0 Q8VCT3 Aminopeptidase B
Carbamidomethyl (C)
AFFPCFDTPAVK +
C, 1398.6642 | 1398.6745 2 59.0 Q8VCT3 Aminopeptidase B
Carbamidomethyl (C)
UPF0317 protein C140rf159 homolog,
TICPQLQK 929.5004 | 929.5017 2 52.0 Q8BH86 . R
mitochondrial
Dihydrolipoyllysine-residue
ASALACLK 775.4262 | 775.4265 +1;+2 74.0 Q8BMF4 acetyltransferase component of pyruvate

dehydrogenase complex, mitochondrial




DVPVGSIIcITVEKPQDIEAFK +

Dihydrolipoyllysine-residue

. 2457.2825 | 2457.3005 3 63.0 Q8BMF4 acetyltransferase component of pyruvate
Carbamidomethyl (C) . .
dehydrogenase complex, mitochondrial
NCcAVEFNFGQR + Heterogeneous nuclear
. 1340.5932 | 1340.606 2 54.0 Q8VDM6 . ) i i
Carbamidomethyl (C) ribonucleoprotein U-like protein 1
AIVICPTDEDLKDR + Heterogeneous nuclear
i 1643.8189 | 1643.8332 3 76.0 Q8VDM6 . ) i i
Carbamidomethyl (C) ribonucleoprotein U-like protein 1
ADGTCcHVTTASLDGESSHK + Probable phospholipid-transporting
i 1971.8593 | 1971.8787 3 45.0 P98197
Carbamidomethyl (C) ATPase IH
AECSAEQcYK + 2 .
. 1312.5064 | 1312.5162 2 70.0 P06801 NADP-dependent malic enzyme
Carbamidomethyl (C)
LNIHGLLPPclISQELQVLR +
Qa . clISQELQ 2568.421 | 2568.441 3 95.0 P06801 NADP-dependent malic enzyme
Carbamidomethyl (C)
2-oxoglutarate dehydrogenase,
ICEEAFTR 967.4433 967.4505 2 65.0 Q60597 . l
mitochondrial
NINNPTTYdKK * 1482.7137 | 1482.7156 +2;+3 75.0 Q99KR3 Endoribonuclease LACTB2
Carbamidomethyl (C)
FTLDcTHPVEDGIMDAANFEQ
FLQER + Carbamidomethyl | 3082.3801 | 3082.4137 +3;+4 138.0 P67984 60S ribosomal protein L22
(@]
TIQFVDWCPTGEK + P68373.Q91172.P6 Tubulin alpha-1C chain,Tubulin alpha-8
_ 1597.7599 | 1597.7709 2 78.0 ! ! chain,Tubulin alpha-1A chain,Tubulin
Carbamidomethyl (C) 8369,P05214 .
alpha-3 chain
GLVVLGFPCNQFGHQENGKN
Q Q 3083.5498 | 3083.5621 +3;+4 75.0 P11352 Glutathione peroxidase 1
EEILNSLK
DSTLT LDP + i ide-bindi i
KAcGDST .QITAG VGR 2059.0368 | 2059.05 ) 129.0 P62880 Guanine nucleotide bmc.ilng protein
Carbamidomethyl (C) G(1)/G(S)/G(T) subunit beta-2
EYRDLTTAGAVTQCYR 1845.8679 | 1845.8927 2 83.0 P62717 60S ribosomal protein L18a
cKDGVVFGVEK + .
. 1236.6173 | 1236.6279 +2;43 109.0 070435 Proteasome subunit alpha type-3
Carbamidomethyl (C)
VLRCDVTK 932.5113 | 932.5044 2 38.0 P40936 Indolethylamine N-methyltransferase
AIQDAGCQVLK 1144.591 | 1144.5969 2 73.0 P40936 Indolethylamine N-methyltransferase
FDcHYCR + . .
. 1067.3953 | 1067.4053 +2;+3 41.0 P97447 Four and a half LIM domains protein 1
Carbamidomethyl (C)
CcLHPLASETFVSK + X i
. 1487.7442 | 1487.7448 +2;43 95.0 P97447 Four and a half LIM domains protein 1
Carbamidomethyl (C)
SEGPGLCLAR + 2
¢ ¢ 1286.5747 | 1286.5969 2 68.0 Q8VDK1 Nitrilase homolog 1

Carbamidomethyl (C)




Methylcrotonoyl-CoA carboxylase subunit|

VLGDLSSEDGCTYLK 1598.7498 | 1598.7567 2 124.0 Q99MR8 ki )
alpha, mitochondrial
NLLAEK + Carbamidomethyl
‘ a(rc)am' OMEIVY 8a6.4269 | 846.4267 2 45.0 P29699 Alpha-2-Hs-glycoprotein
ISALDTCVK 948.495 948.5045 2 80.0 Q91vca Plasmalemma vesicle-associated protein
QTEEQLEACGK 1234.5499 | 1234.5581 2 83.0 Q91vca Plasmalemma vesicle-associated protein
ADCKEEHDIPR + | i h hat: 2,
< 1368.6092 | 1368.6167 | +3;+4 50.0 Q91VM9 norganic pyropnospnatase
Carbamidomethyl (C) mitochondrial
STDccGDNDPIDVCEIGSK + 3 Inorganic pyrophosphatase 2,
) 2276.8872 | 2276.906 2 93.0 Q91VM9 ) i
Carbamidomethyl (C) mitochondrial
Glutamate--cysteine ligase catalytic
LGCPGFTLPEHRPNPEEGGASK]| 2292.0957 | 2292.1144 | +3;+4 83.0 P97494 subunit
HKPVTNQVECHPYLTQEK | 2150.0579 | 2150.0685 4 59.0 P45377 Aldose reductase-related protein 2
HKPVTNQ\_/ECHPYLTQEK * 2207.0793 | 2207.0838 3 85.0 P45377 Aldose reductase-related protein 2
Carbamidomethyl (C)
ZW ZWY | 4 i | in $27,4 i |
LTEGCSFR 911.4171 | 911.4262 ) 76.0 Q6ZWU9,Q6 0S ribosoma proFem S g 0S ribosoma
3 protein S27-like
HIDcAQVYQNEK
¢ Q Q * 1503.6776 | 1503.6886 +2;+3 90.0 P45376 Aldose reductase
Carbamidomethyl (C)
CLKDEDPYVR + AP-1 complex subunit beta-1,AP-2
) 1293.6023 | 1293.6137 +2;+3 63.0 035643,Q9DBG3 )
Carbamidomethyl (C) complex subunit beta
DcPLNTEAASNK
¢ ) * 1318.5823 | 1318.5864 2 89.0 035643 AP-1 complex subunit beta-1
Carbamidomethyl (C)
cVLTTVDPDTGIIDR + Mitochondrial amidoxime reducing
. 1673.8295 | 1673.8447 2 102.0 Q922Q1
Carbamidomethyl (C) component 2
FGHIGIAVPDVYSACKR +
GFGHIG . SAc 1945.9833 | 1945.9973 4 40.0 Q9CPUO Lactoylglutathione lyase
Carbamidomethyl (C)
ERPAPAVSSTCATAEDSSVLYS Bifunctional glutamate/proline--tRNA
2396.1278 | 2396.1317 3 111.0 Q8CGC7 )
R ligase
Succinate-semialdehyde dehydrogenase,
LGTVADCGVPEAR 1286.6289 | 1286.6345 2 107.0 Q8BWFO . .
mitochondrial
Succinate-semialdehyde dehydrogenase,
EVGEVLCTDPLVSK 1487.7541 | 1487.7593 2 86.0 Q8BWFO ) )
mitochondrial
SGTGQQLGQAAEESNCCAR +
QQ QA ¢ 1965.8269 | 1965.8496 2 103.0 Q9129 Phospholipid scramblase 3
Carbamidomethyl (C)
LYTVNAEECAAALER + Enoyl-CoA delta isomerase 3,
) 1708.809 | 1708.8321 2 115.0 Q78IN3 )
Carbamidomethyl (C) peroxisomal
GLSLPPACTR + . . . .
. 1070.5543 | 1070.5526 2 54.0 P30275 Creatine kinase U-type, mitochondrial
Carbamidomethyl (C)
TTPTGWTLDQcIQTGVDNPG
HPFIK + Carbamidomethyl | 2782.3385 | 2782.3593 3 120.0 P30275 Creatine kinase U-type, mitochondrial
(9]
cVIAEGDLGIVQK + R .
1400.7334 | 1400.7332 2 85.0 Q970s1 3'(2"),5'-bisphosphate nucleotidase 1

Carbamidomethyl (C)




DFNEECPR +

. 1065.4185 | 1065.4241 2 41.0 055222 Integrin-linked protein kinase
Carbamidomethyl (C)
SRDFNEECPR +
. ¢ 1308.5517 | 1308.5502 2 61.0 055222 Integrin-linked protein kinase
Carbamidomethyl (C)
VALEGLRPTIPPGISPHVCK | 2083.1612 | 2083.1732 4 32.0 055222 Integrin-linked protein kinase
Endoplasmic reticulum resident protein
VDCDQHSDIAQR 1385.5994 | 1385.6078 +2;+3 125.0 Q9D1Q6 4
LVEEAIQCAEK 1231.6118 | 1231.6124 2 87.0 Q8BH95 Enoyl-CoA hydratase, mitochondrial
PENAFFLDHVR
¢ . * 1503.6929 | 1503.7054 3 91.0 QOWTI7 Unconventional myosin-Ic
Carbamidomethyl (C)
AFGYVcGGEGQHQFFAIK
¢ . QHQ * 2014.936 | 2014.9495 +2;43 89.0 P98078 Disabled homolog 2
Carbamidomethyl (C)
SVLSVCFPGCVLTNGEAEQQR Guanine nucleotide-binding protein
) 2361.1093 | 2361.1096 2 132.0 P27601 )
+ Carbamidomethyl (C) subunit alpha-13
VVGGcVANPHSWPWAQISLR
¢ ) Q * 2162.0844 | 2162.1039 3 88.0 P20918 Plasminogen
Carbamidomethyl (C)
GHIEDcGHWTQIEKPTEVNQIL X . .
. 2844.4229 | 2844.4422 +3;+4 44.0 P34914 Bifunctional epoxide hydrolase 2
IK + Carbamidomethyl (C)
CLEEVEDLIVK + 4-aminobutyrate aminotransferase,
) 1345.6799 | 1345.6891 2 87.0 P61922 ) )
Carbamidomethyl (C) mitochondrial
SKFDNLYGCR 1201.555 | 1201.5571 +2;+3 66.0 P50247 Adenosylhomocysteinase
VAVVAGYGDVGKGCAQALR | 1832.9567 | 1832.9688 3 58.0 P50247 Adenosylhomocysteinase
NSCPPTAELLGSPGR 1497.7246 | 1497.7479 2 85.0 P46412 Glutathione peroxidase 3
EQEHE
Flc _Q HEK + 1218.5339 | 1218.5333 +2;+3 55.0 Q61699 Heat shock protein 105 kDa
Carbamidomethyl (C)
Phospholipid hydroperoxide glutathione
YAECGLR + Carbamid thyl idase, mitochondrial,Ph holipid
c arbamidomethy 867.3000 | 867.3892 5 440 070325,Q91XR9 peroxidase .ml ochon .rla osp 'o ipi
() hydroperoxide glutathione peroxidase,
nuclear
Phospholipid hydroperoxide glutathione
ILAFPCNQFGR + 1321.6601 | 1321.6652 5 83.0 070325,Q91XR9 peroxidase, mitochondrial,Phospholipid
Carbamidomethyl (C) ' ’ ' ! hydroperoxide glutathione peroxidase,
nuclear
LKELESQVSCLEK 1504.7807 | 1504.7946 +2;43 44.0 Q99PL5 Ribosome-binding protein 1
SKcEELSSLHGQLK +
¢ ) a 1614.8035 | 1614.812 4 54.0 Q99PL5 Ribosome-binding protein 1
Carbamidomethyl (C)
VTYDSDATSSACR 1374.5722 | 1374.5828 2 98.0 089013 Leptin receptor gene-related protein
TAAYHHCTLLCSTNR +
¢ 1746.793 | 1746.7977 3 80.0 Q8vCM4 Lipoyltransferase 1, mitochondrial

Carbamidomethyl (C)




N(G),N(G)-dimethylarginine

APPESLCR 871.4222 871.423 2 64.0 Q9CWS0 . i
dimethylaminohydrolase 1
APPESLCR + 928.4436 | 928.4481 ) 50.0 QICWS0 N(G),N(G)-dimethylarginine
Carbamidomethyl (C) ’ ' ' dimethylaminohydrolase 1
Hydroxyacylglutathione hydrolase,
VYCGHEYTVNNLK 1538.7188 | 1538.7206 +2;+3 87.0 Q99KB8 - )
mitochondrial
AALLAELASLEADALREHCQR + UDP-N-acetylh i
) CORH 53361006 | 23361972 4 90.0 Q3TW96 acetylhexosamine
Carbamidomethyl (C) pyrophosphorylase-like protein 1
LIPDGcGVK + 60S rib | protein L10,60S rib |
e 957.4954 | 957.499 2 56.0 Q6ZWV3,P8604g [ > | ooSOmal Protein BLLES fibosoma
Carbamidomethyl (C) protein L10-like
VDRGENQILSCR 1388.683 1388.692 +2;+3 78.0 Q8VHLO Urea transporter 1
HQADACHAYQIIHR 1661.7845 | 1661.7843 4 53.0 089017 Legumain
VCETDGCcSSEAK +
- ¢ 1352.5224 | 1352.5255 2 78.0 Q8BP48 Methionine aminopeptidase 1
Carbamidomethyl (C)
TVIGcSGFHGDCLTLTK + 2
coBrbe 1932.9074 | 1932.9246 | +2;43 64.0 009061 Proteasome subunit beta type-1
Carbamidomethyl (C)
QPLSSMCPSIILDKDGQVR | 2086.0551 | 2086.0672 +2;+3 147.0 Q60928 Gamma-glutamyltranspeptidase 1
FCETTIGCKDPA LLK + | I-3-ph h h
c GC. QGQ 2076.002 | 2076.0136 3 106.0 P13707 Glycerol-3-phosphate de yd.rogenase
Carbamidomethyl (C) [NAD(+)], cytoplasmic
NDPYHPDHFNcANCGK + LIM and senescent cell antigen-like-
. 1955.7679 | 1955.7695 3 58.0 Q99Jw4 . . .
Carbamidomethyl (C) containing domain protein 1
NDPYHPDHFNCcANCGK + 2 LIM and senescent cell antigen-like-
) 2012.7894 | 2012.8165 3 59.0 Q99JW4 . ) )
Carbamidomethyl (C) containing domain protein 1
IKGVGGACVLVA 1085.6267 | 1085.6316 2 65.0 P14115 60S ribosomal protein L27a
Propionyl-CoA carboxylase alpha chain,
HKQEDIPISGWAVECR | 1866.9046 | 1866.9302 | +2;+3;+4 107.0 Q917A3 plonyF-oA carboxylase alp '
mitochondrial
DRDNHCGLATAASYPVVN 1901.869 | 1901.8831 +2;+3 89.0 P06797 Cathepsin L1
SFTSScPVSAFVPK + i X
. 1512.7283 | 1512.7423 2 31.0 Q8ROF8 Acylpyruvase FAHD1, mitochondrial
Carbamidomethyl (C)
TLCWcGVQHDR + Sodium-coupled monocarboxylate
) 1373.5969 | 1373.6105 3 47.0 Q49893
Carbamidomethyl (C) transporter 2
ACYGVLR 780.3952 | 780.3962 2 54.0 P62908 40S ribosomal protein S3
EVVVSGK +
¢ ) 876.4375 | 876.4405 2 64.0 P62908 40S ribosomal protein S3
Carbamidomethyl (C)
DSGSALGLGIALHTPCYAQIR | 2142.0892 | 2142.1258 +2;43 110.0 Q6NSQ9 Glucose-6-phosphatase 3
cLIFR + Carbamidomethyl (C)|] 707.3789 | 707.3863 2 37.0 Q9DCS2 UPFO0585 protein C160rf13 homolog




CLDSIAATTR +

i 1106.539 | 1106.537 2 76.0 Q9DCS2 UPF0585 protein C160rf13 homolog
Carbamidomethyl (C)
AcPLLANDNILHHLPK +
¢ ) 1824.9668 | 1824.9795 4 70.0 Q99PGO Arylacetamide deacetylase
Carbamidomethyl (C)
CTESEEEEVTK + L .
. 1339.5449 | 1339.5531 2 69.0 Q9JMA1 Ubiquitin carboxyl-terminal hydrolase 14
Carbamidomethyl (C)
D-beta-hydroxybutyrate dehydrogenase,
SPYCITK 810.3946 | 810.3971 2 46.0 Q80XNO . .
mitochondrial
FGIEAFSDCLR + D-beta-hydroxybutyrate dehydrogenase,
) 1313.6074 | 1313.6084 2 93.0 Q80XNO . -
Carbamidomethyl (C) mitochondrial
IPDET Y +
HGIP . CNNYQAK 1645.7155 | 1645.7254 +2;+3 79.0 Q9wuu7 Cathepsin Z
Carbamidomethyl (C)
SSVVPVEGCPELPHK + Alpha-aminoadipic semialdehyde
) 1633.8134 | 1633.8209 +2;+3 77.0 Q99K67 ) )
Carbamidomethyl (C) synthase, mitochondrial
GAQEVFNELPCEYVEPHELR + Alpha-ami dipi ialdehyd
QEVENELPc 2415.1165 | 2415.127 | +2;+3 107.0 Q99K67 pha-aminoadipic semiaidenyce
Carbamidomethyl (C) synthase, mitochondrial
TATAVAHCK * 957.4702 | 957.4719 +2;43 82.0 P14131 40S ribosomal protein S16
Carbamidomethyl (C)
Trifunctional purine biosynthetic protein
QULVAPGNAGTACAGK | 1455.7504 | 1455.7499 2 96.0 Q64737 unctional purine blosynthetic protel
adenosine-3
TNFIEADKYFLPFELAcQSK + Brefeldin A-inhibited guanine nucleotide-
. 2420.1722 | 2420.191 3 67.0 G3X9K3 .
Carbamidomethyl (C) exchange protein 1
AAGCDFNNVVK 1136.5284 | 1136.5295 2 96.0 P52760 Ribonuclease UK114
AAGCDFNNVVK +
c_ 1193.5499 | 1193.5576 2 38.0 P52760 Ribonuclease UK114
Carbamidomethyl (C)
AFQGNVVVGR + NADPH:ad doxin oxidoreductase,
cAFQG 1205.5975 | 1205.6099 2 65.0 Q61578 adrenodoxin oxidoreductase
Carbamidomethyl (C) mitochondrial
IccDLEVLASK + 2 Propionyl-CoA carboxylase beta chain,
. 1374.6523 | 1374.6658 2 65.0 Q99MN9 i )
Carbamidomethyl (C) mitochondrial
ASLQELDLSSNKLGNAGIAALc
PGLLLPScK + 2 3277.705 | 3277.747 3 64.0 Qo1vI7 Ribonuclease inhibitor
Carbamidomethyl (C)
LASASAVK + 2
e . 1133.5209 | 1133.5258 2 68.0 Q80W22 Threonine synthase-like 2
Carbamidomethyl (C)
cAADLGLKR + Histidine triad nucleotide-binding protein
. 1002.528 | 1002.5349 3 64.0 P70349
Carbamidomethyl (C) 1
LR +2
NCCGA_SRPFT R 1437.6605 | 1437.6653 3 30.0 Q9JJ00 Phospholipid scramblase 1
Carbamidomethyl (C)
VYFAVEDTDCCTRN 1634.6705 | 1634.6982 2 64.0 Q9JJ00 Phospholipid scramblase 1
E +
TSCQQAPEQVYKH 1574.7147 | 1574.7201 3 63.0 Q8C025 Cholinephosphotransferase 1

Carbamidomethyl (C)




TcH.SFIINEK + 1247.5968 | 1247.6035 3 63.0 Q8R1B4 Eukaryotic translation. initiation factor 3
Carbamidomethyl (C) subunit C
VVDDTACPLLRK + . X X
. 1385.7337 | 1385.7445 3 63.0 Q8BY89 Choline transporter-like protein 2
Carbamidomethyl (C)
GAVHQLCcQSLAGK +
Of cQ 1367.698 | 1367.6998 +2;43 98.0 Q8BVI4 Dihydropteridine reductase
Carbamidomethyl (C)
FATDGEGYKPCDPQVIR 1894.8884 | 1894.904 3 62.0 Q62261 Spectrin beta chain, non-erythrocytic 1
L LT PK +
Q SAFAIWV_QTVP CNNPK 2286.1831 | 2286.217 3 62.0 P28665 Murinoglobulin-1
Carbamidomethyl (C)
SEDCFILDHGR
c' * 1347.5878 | 1347.5992 +2;+3 61.0 P13020 Gelsolin
Carbamidomethyl (C)
DVFScNVGNLQPGAK + von Willebrand factor A domain-
. 1604.7617 | 1604.7671 2 101.0 Q99KC8 L. .
Carbamidomethyl (C) containing protein 5A
N-acetylated-alpha-linked acidic
VDCTPLLNQLVYK 1504.7959 | 1504.8003 2 72.0 Q9CZR2 i i
dipeptidase 2
ELEEETNAFNCR +
) ¢ 1510.6358 | 1510.6485 2 60.0 Q8CHH9 Septin-8
Carbamidomethyl (C)
Phosphatidylinositol f i
ELANTPDCPR 1114.5077 | 1114.5145 2 60.0 P53811 osphatidy mos!to transfer protein beta
isoform
EAIVNSCVFVHQTLHQANAR | 2236.1171 | 2236.1388 3 60.0 Q9JHU4 Cytoplasmic dynein 1 heavy chain 1
EVcGFAPYER +
¢ } 1226.539 | 1226.5485 2 60.0 P47964 60S ribosomal protein L36
Carbamidomethyl (C)
IYcCPFAGYFVESHPSDKYIK + Cytidine monophosphate-N-
. 2420.1511 | 2420.1613 4 71.0 Q61419 . R
Carbamidomethyl (C) acetylneuraminic acid hydroxylase
DVKPHCVLLASK + Peripheral plasma membrane protein
) 1365.7439 | 1365.7542 3 59.0 070589
Carbamidomethyl (C) CASK
NCVAIAADR 931.4545 | 931.4588 2 59.0 Q9R1P1 Proteasome subunit beta type-3
+
GTFDVECLTTDHYTGGMK 2030.8714 | 2030.8812 +2;43 108.0 Q61147 Ceruloplasmin
Carbamidomethyl (C)
ALDLDSSCK 950.4379 | 950.4463 2 65.0 Q60864 Stress-induced-phosphoprotein 1
GVFcAGADLK + Enoyl-CoA hydratase domain-containing
. 1036.5012 | 1036.5017 2 65.0 Q3TLP5 . . i
Carbamidomethyl (C) protein 2, mitochondrial
AVLFCLSEDKK 1251.6533 | 1251.6556 3 63.0 P18760 Cofilin-1
ATP synthase subunit epsilon,
FSQICAK 795.3949 | 795.401 2 56.0 P56382 ) .
mitochondrial
VPVYCTK 808.4153 | 808.4145 2 54.0 Q9CYR6 Phosphoacetylglucosamine mutase
ESAFLSK +
¢ i 940.4324 | 940.4368 2 56.0 Q8BP67 60S ribosomal protein L24
Carbamidomethyl (C)
Delta-1-pyrroline-5-carboxylate
FCYADK 745.3105 | 745.3207 2 42.0 Q8CHTO

dehydrogenase, mitochondrial




LAGECGGK + Delta-1- line-5-carboxylat
o= 7903643 | 790.3665 64.0 Q8CHTO elta-pyrroline->-carboxylate
Carbamidomethyl (C) dehydrogenase, mitochondrial
VIEPGCVR 871.4586 | 871.4635 52.0 QoqQylo Dnal homolog subfamily A member 2
VIEPGCVR + .
. 928.48 928.4867 59.0 Q9qQylJo DnaJ homolog subfamily A member 2
Carbamidomethyl (C)
NVLcSAcSGQGGK + 2 .
. 1404.6126 | 1404.6231 35.0 Q9QyJo Dnal homolog subfamily A member 2
Carbamidomethyl (C)
AcADGGANHLYDLTEGER + L .
. 1947.8381 | 1947.8595 53.0 Q9ROMS5 Thiamin pyrophosphokinase 1
Carbamidomethyl (C)
FGGAFCR 756.3377 | 756.3439 53.0 035295 Transcriptional activator protein Pur-beta
Pyruvate dehydrogenase E1 component
FAAAYCR 800.3639 800.365 55.0 P35486 subunit alpha, somatic form,
mitochondrial
EAAAYCR + Pyruvate dehydrogenase E.l component
. 857.3854 | 857.3838 53.0 P35486 subunit alpha, somatic form,
Carbamidomethyl (C) . .
mitochondrial
GLCPLAPR 825.4531 825.456 52.0 Q9DCQ2 Putative L-aspartate dehydrogenase
EcYE +2
GVTECY _CHPKPTQR 1928.8509 | 1928.862 53.0 Q971F9 SUMO-activating enzyme subunit 2
Carbamidomethyl (C)
ITFPGCFTNSCcSHPLSNPGELE .
Isopentenyl-diphosphate Delta-
ENNAIGVK + 2 3527.5796 | 3527.5909 102.0 P58044 .
. isomerase 1
Carbamidomethyl (C)
Succinyl-CoA:3-ketoacid coenzyme A
NFNLPMCK 965.4463 | 965.4494 49.0 Q9DOK2 ) )
transferase 1, mitochondrial
Ubiquitin-like modifier-activating enzyme
cVYYR + Carbamidomethyl g T - .g .zy
© 759.3374 | 759.3427 36.0 Q02053,P31254 1,Ubiquitin-like modifier-activating
enzyme 1Y
Eukaryotic translation initiation factor 3
HVLTGSADNSCR 1258.5724 | 1258.5758 50.0 Q9QzD9 )
subunit |
EKYPcHSFIGEESVAAGEK + .
. 2136.9786 | 2136.9986 50.0 055023 Inositol monophosphatase 1
Carbamidomethyl (C)
cDLEDERVVGK + Ras-related protein Rap-1b,Ras-related
. 1318.6187 | 1318.6226 48.0 Q99J16,P62835 X
Carbamidomethyl (C) protein Rap-1A
CcGLLPISPEALSLGDVAYHDYH
GILVDEEEK + 3438.6653 | 3438.6846 53.0 QoqQyco Alpha-adducin
Carbamidomethyl (C)
LNISFPATGCQK 1277.6438 | 1277.6463 77.0 P62754 40S ribosomal protein S6




cPYKDTLGPMQK + 1436.6792 | 1436.6793 42,43 86.0 Q97101 Eukaryotic translatlorT initiation factor 3
Carbamidomethyl (C) subunit G
AGTAFYIDQCAVR + von Willebrand factor A domain-
. 1470.6926 | 1470.7012 2 70.0 Q8CC88 . i
Carbamidomethyl (C) containing protein 8
SLLcMPIR + Dual 3',5'-cyclic-AMP and -GMP
. 988.5198 | 988.4853 2 52.0 PoC1Q2 i
Carbamidomethyl (C) phosphodiesterase 11A
ILccLR + 2
Slkec 988.4834 | 988.4853 2 52.0 QoRrR0Q7 Prostaglandin E synthase 3
Carbamidomethyl (C)
IQFHNVKPECLDAYNSLTEAVL o
. 2785.4109 | 2785.4324 4 56.0 055125 Protein NipSnap homolog 1
PK + Carbamidomethyl (C)
HDFRETADVIAK + Trafficki tei ticl |
¢ . 1560.7355 | 1560.7427 | +2;+3;+4 75.0 055013 rafricking protein [?‘)ar Icle complex
Carbamidomethyl (C) subunit 3
GHTEIIVPQLTESYNSHRDPPE Ubiquitin-like modifier-activating enzyme
3578.7351 | 3578.7631 4 45.0 Q8C7R4
EEIPFCTLK 6
cALGVFR + Carbamidomethyl 26S proteasome non-ATPase regulatory
821.4218 | 821.4285 2 45.0 Q8vDM4 i
(C) subunit 2
Alanine--glyoxylate aminotransferase 2,
TEVNQIHEDCK 1314.5874 | 1314.5878 2 84.0 Q3UEG6 . .
mitochondrial
Alanine--glyoxylate aminotransferase 2,
GAYHGCSPYTLGLTNVGIYK | 2113.0303 | 2113.0658 2 44.0 Q3UEG6 ) )
mitochondrial
TGPNLHGLFGR 1167.6149 | 1167.6212 3 51.0 P62897 Cytochrome c, somatic
QWSGCVK 806.3745 | 806.3745 2 45.0 Q9DCW2 Phospholipid scramblase 2
FCINPK 720.3629 | 720.3638 2 44.0 P79457 Histone demethylase UTY
Superoxide dismutase [Mn],
AIWNVINWENVTERYTACK | 2309.1263 | 2309.1369 3 90.0 P09671 ) )
mitochondrial
AKLFPHCGR 1027.5385 | 1027.5448 3 43.0 P51863 V-type proton ATPase subunitd 1
RPPSAFFLFCSEYRPK 1943.9716 | 1943.9795 3 68.0 P63158 High mobility group protein B1
+
ISE_DPPCK 944.4273 | 944.4315 2 42.0 P11862 Growth arrest-specific protein 2
Carbamidomethyl (C)
VTDKLTPIHDHIFcCR + i
. 1953.9553 | 1953.9551 4 54.0 Q60692 Proteasome subunit beta type-6
Carbamidomethyl (C)
CCLEEGLEPTCFER + 3 Dimethylaniline monooxygenase [N-oxide
) 1934.7849 | 1934.7994 2 80.0 P50285 )
Carbamidomethyl (C) forming] 1
LcSTQLSLNCPLCVNPVCRK + 3
CSTQLSLNCPLEVNPVERK + 3| 5 o oc 5212 | 2565.2633 3 41.0 P22315 Ferrochelatase, mitochondrial
Carbamidomethyl (C)
AYFPcIGcVHAISTDSPDLEPVL .
i 2756.319 | 2756.3342 3 62.0 008677 Kininogen-1
K + 2 Carbamidomethyl (C)
KHNLCGETEEER 1443.6412 | 1443.6549 3 40.0 Q80w21 Glutathione S-transferase Mu 7




Succinate dehydrogenase [ubiquinone]

AAFGLSEAGFNTACLTK 1699.8239 | 1699.8364 120.0 Q8K2B3 Rk . R .
flavoprotein subunit, mitochondrial
TPSSPSESK
¢ ] * 1078.4601 | 1078.4783 39.0 008736 Caspase-12
Carbamidomethyl (C)
LAETHQQE K+2

. 1598.6817 | 1598.6878 39.0 Q9D8Us Sorting nexin-5
Carbamidomethyl (C)

GCFECCIK + 2 Neuronal membrane glycoprotein M6-

. 1015.3925 | 1015.4023 39.0 P35802,P35803 )
Carbamidomethyl (C) a,Neuronal membrane glycoprotein M6-b

TSLRPQTFYDGSHCSAR +
a . ¢ 1981.9065 | 1981.9271 38.0 Q9CQ65 S-methyl-5'-thioadenosine phosphorylase
Carbamidomethyl (C)
Glycerol-3-phosphate acyltransferase 2,
LGQLPDSEVAYSEK 1534.7515 | 1534.7953 37.0 Q14DK4 . .
mitochondrial
ADDPNSIFLIDHAWTCR 1972.9101 | 1972.9035 84.0 Q3UDE2 Tubulin--tyrosine ligase-like protein 12
NcSVPR + i hyl
e ca[gam'domet Y 7313385 | 731.3227 36.0 Q9QYEs Protein jagged-2
STITEMAAAQ 1021.475 | 1021.4555 35.0 Q91zD1 Protein odd-skipped-related 2
NPFTGLCR 906.4382 | 906.4452 34.0 Q91WC9 Sn1-specific diacylglycerol lipase beta
QPGSAQAQALGLAQLA 1522.8103 | 1522.7836 33.0 Q64028 Polyhomeotic-like protein 1
YPHCAVNGLLVAER + ) )

. 1597.8035 | 1597.8178 33.0 070378 ER membrane protein complex subunit 8
Carbamidomethyl (C)

Interferon-induced GTP-binding protein
KSLPLLENQIK 1281.7656 | 1281.7745 32.0 Q9WVP9 M2
cKDVLTGQEFDVR + Glycerol-3-phosphate dehydrogenase,

) 1565.7508 | 1565.7605 31.0 Q64521 ) )
Carbamidomethyl (C) mitochondrial
TYLSSHSScFWVAESR +

. 1915.8523 | 1915.8568 82.0 QoJIY8 Probable N-acetyltransferase CML3
Carbamidomethyl (C)

ELEVYLLVKSCWE 1609.8062 | 1609.8395 30.0 Q3UWA6 Heat-stable enterotoxin receptor
DTLVWDTPYHTVWDCcDFR + Acetyl-coenzyme A synthetase 2-like,
. 2325.0161 | 2325.0216 72.0 Q99NB1 . R
Carbamidomethyl (C) mitochondrial
HEGEGLPDFRTEK 1513.7161 | 1513.7299 30.0 E9Q5G7 Oogenesin-1
ALVSSVR 730.4337 | 730.4415 53.0 P07724 Serum albumin
EFQCcGSGECILR + 2 Low-density lipoprotein receptor-related

. 1522.6544 | 1522.6774 71.0 A2ARV4 .

Carbamidomethyl (C) protein 2
cIPIWWKcDGQK + 2 Low-density lipoprotein receptor-related
1657.7745 | 1657.7841 51.0 A2ARV4

Carbamidomethyl (C)

protein 2




RcAADGSPPLLLLPENVR +

Low-density lipoprotein receptor-related

) 2045.0728 | 2045.0396 3 33.0 A2ARV4 )
Carbamidomethyl (C) protein 2
TcVDIDECKETPQLcSQK + 3 Low-density lipoprotein receptor-related
. 2277.9916 | 2278.0024 +2;+3 88.0 A2ARV4 .
Carbamidomethyl (C) protein 2
VKAVLTSQETLFGGSDCcTGNFc )
. 2846.3619 | 2846.3744 3 144.0 Q92111 Serotransferrin
LFK + 2 Carbamidomethyl (C)
QGAALGIPYFTACRALFHSAR + X X
X 2306.1742 | 2306.1982 4 46.0 P47199 Quinone oxidoreductase
Carbamidomethyl (C)
TcGFDFSGALEDISK + Aspartate aminotransferase,
. 1645.7294 | 1645.7304 2 81.0 P05202 R N
Carbamidomethyl (C) mitochondrial
ISVAGVTSGNVGYLAHAIHQVT Aspartate aminotransferase,
2321.2492 | 2321.2797 4 40.0 P05202 . R
K mitochondrial
FGANAILGVSLAVCcKAGAVEK +
. 2074.1245 | 2074.1404 3 81.0 P17182 Alpha-enolase
Carbamidomethyl (C)
SGETEDTFIADLVVGLCTGQIKT
GAPCR + 2 Carbamidomethyl| 3062.4689 | 3062.5033 3 74.0 P17182,P17183 Alpha-enolase,Gamma-enolase
(@]
AAVARGAQVIENCAVTGIR + _ ) _
] 1955.0371 | 1955.0627 3 99.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
Carbamidomethyl (C)

MALSTAILVGEAKK + Methylmal te- ialdehyd
VAL 1590.8473 | 1590.8632| 3 80.0 Q9EQ20 ethyimalonate-semiaiaenyde
Carbamidomethyl (C) dehydrogenase [acylating], mitochondrial

PSIPKENFSCLTR + .
. 1547.7766 | 1547.7822 3 75.0 P14152 Malate dehydrogenase, cytoplasmic
Carbamidomethyl (C)
LLLcAR + Carbamidomethyl Protein-glutamine gamma-
744.4316 | 744.4398 2 53.0 P21981
Q) glutamyltransferase 2
GEWIKPGAVVIDcGINYVPDD
] C-1-tetrahydrofolate synthase,
TKPNGR + Carbamidomethyl| 2969.4706 | 2969.4943 +3;+4 114.0 Q922D8 )
cytoplasmic
(@)
NALPTPSDDPTALMTDPK | 1882.8982 | 1882.9277 2 77.0 P11352 Glutathione peroxidase 1
IKIIAPPER 1035.644 | 1035.6487 | +2;+3 42,0 PE0710,Q8BFZ3,P Actinc,)tc!_tog Izi::c ;;E:?ta;zf;i:{: N
. . ; . rotein i i
g 62737,P63260 P ACN, aortic sm
muscle,Actin, cytoplasmic 2
NGSGMcKAGFAGDDAPR + ) ) . .
. 1709.725 | 1709.7281 3 100.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
Carbamidomethyl (C)
IDLPETFDAREQWSNCcPTIGQI
_Q Q 2745.3181 | 2745.3522 3 82.0 P10605 Cathepsin B
R + Carbamidomethyl (C)
LSLELGGKNPAIIFEDANLEEcIP Aldehyde dehydrogenase family 8
. 3068.5852 | 3068.6083 3 155.0 Q8BHO0
ATVR + Carbamidomethyl (C) member Al
PIcPVFRGFSK + X .
1306.6856 | 1306.7049 2 57.0 Q972J0 Solute carrier family 23 member 1

Carbamidomethyl (C)




AFEPATGRVIATFACSGEK +

4-trimethylaminobutyraldehyde

2010.9833 | 2010.989 3 91.0 9JLJ2
Carbamidomethyl (C) Q dehydrogenase
TLTELNKCcGLCIcPcNR + 3 X X
. 2290.0037 | 2289.9991 3 35.0 009044 Synaptosomal-associated protein 23
Carbamidomethyl (C)
Electron transfer fl tein subunit
VAAKLNVAPVSDIIEIK | 1779.0506 | 1779.0699| 3 97.0 Q99LC5 ectron transter flavoprotein subuni
alpha, mitochondrial
FRCPETLFQPSF
¢ ] Q * 1527.718 | 1527.7374 2 57.0 P62737 Actin, aortic smooth muscle
Carbamidomethyl (C)
EATSVLGE LcTIT! + - i i i
ATSVLG HQA CTITSFPR 2216.0896 | 2216.0974 3 110.0 P97494 Glutamate cystelne.llgase catalytic
Carbamidomethyl (C) subunit
KDD L
A Q_TP HCAAR + 1481.7045 | 1481.7136 3 50.0 Q02357 Ankyrin-1
Carbamidomethyl (C)
TcccFccPcAR +7
¢ ceereere 1710.5322 | 1710.5463 2 68.0 P58196 Phospholipid scramblase 4
Carbamidomethyl (C)
ELEVQcPPGVTIGFVAEHWN
Q Q . 2906.3844 | 2906.4087 3 107.0 P58196 Phospholipid scramblase 4
LcR + 2 Carbamidomethyl (C)
CcCccCVADRTGHSLLHTLYGR + 3 Succinate dehydrogenase [ubiquinone]
) 2411.0933 | 2411.1196 3 38.0 Q8K2B3 ] L ,
Carbamidomethyl (C) flavoprotein subunit, mitochondrial
GVQGFQDYIEKHCPSAVVPVEL Constituti tivat f PPAR- -
QGFADYIEKHc 2727.369 | 2727.4021 | +3;+4 93.0 Q6AOA9 onstitutive coactivator o gamma
QK + Carbamidomethyl (C) like protein 1
YQEALPTVANSTGPHAASCFG i
. 2376.1168 | 2376.1332 +2;+3 143.0 P30999 Catenin delta-1
AK + Carbamidomethyl (C)
IQAPPGVPVGYVTQTWHPCLP .
. 2444.2675 | 2444.3006 3 87.0 Q9JJ00 Phospholipid scramblase 1
K + Carbamidomethyl (C)
VRPcVVYGGAEIGQQIR + .
. 1900.9942 | 1901.0046 3 120.0 Q62167 ATP-dependent RNA helicase DDX3X
Carbamidomethyl (C)
EFTTTVVScSPAELQTDASGGK
¢ . Q 2412.1479 | 2412.1956 3 113.0 Q3THG9 Alanyl-tRNA editing protein Aarsd1
K + Carbamidomethyl (C)
Ras-related C3 botulinum toxin substrate
YLECSALTQR + . .
. 1239.5918 | 1239.5974 2 80.0 P63001,Q05144 1,Ras-related C3 botulinum toxin
Carbamidomethyl (C)
substrate 2
ALNKAIGGYPFLNGQYFIQcSK i
) 2488.2573 | 2488.2901 3 110.0 009043 Napsin-A
+ Carbamidomethyl (C)
GLSRQPSLSAACLGPEVTTQYG ) ) )
. 2780.3916 | 2780.4301 3 107.0 Q8R146 Acylamino-acid-releasing enzyme
GLYR + Carbamidomethyl (C)
YNDcEQGSQQLcKHGICEDL!
cEQY QQ_ ¢ ¢ Q 2873.2167 | 2737.1829 +3;+4 71.0 Q9JLB4 Cubilin
R + 3 Carbamidomethyl (C)
EVcGGDLHGPTGTFTSPNYPN
PNPHPR + Carbamidomethyl| 2917.3202 | 2917.3377 4 53.0 Q9JLB4 Cubilin
(©)
EE +
SKGFGFVCFSSPEEATK 1876.8666 | 1876.894 2 99.0 P29341 Polyadenylate-binding protein 1

Carbamidomethyl (C)




AGGILQEDITEACLILGVKRPPE

Alpha-aminoadipic semialdehyde

2735.4527 | 2735.4824 4 98.0 99K67
EK + Carbamidomethyl (C) Q synthase, mitochondrial
TIAACN L_PIVQG PCR +2 1668.844 | 1668.8619 2 95.0 Q07456 Protein AMBP
Carbamidomethyl (C)
LADDVDLEQVANETHGHVGA - . .
Transitional endoplasmic reticulum
DLAALCSEAALQAIR + 3671.7849 | 3671.8334 4 60.0 Q01853 ATPase
Carbamidomethyl (C)
VLGDLSSEDGCTYLK + Methylcrotonoyl-CoA carboxylase subunit]
) 1655.7713 | 1655.783 2 141.0 Q99MR8 ) i
Carbamidomethyl (C) alpha, mitochondrial
SPPTVLVICGPGNNGGDGLVCA| 57 1519 [ 2377.1879 3 88.0 QsK4z3 NAD(P)H-hydrate epimerase
R + 2 Carbamidomethyl (C) ' ’ ' v P
VAVTEGcQPSR
. cQPSR + 1202.5714 | 1202.5767 2 45.0 Q80X90 Filamin-B
Carbamidomethyl (C)
QKLYTVNAEECAAALER + Enoyl-CoA delta isomerase 3,
) 1964.9625 | 1964.9861 +2;+3 87.0 Q78IN3 )
Carbamidomethyl (C) peroxisomal
KGcVITISGR + Cytosolic acyl coenzyme A thioester
. 1089.5965 | 1089.6082 2 85.0 Q91vi12
Carbamidomethyl (C) hydrolase
LGGFSWDNCcDEGKDPAVIK +
GGFS .c 2106.9681 | 2106.9682 3 100.0 Q60648 Ganglioside GM2 activator
Carbamidomethyl (C)
NASCTLSSAVHSQGVTR +
¢ . Q 1773.8428 | 1773.855 3 80.0 Q99J09 Methylosome protein 50
Carbamidomethyl (C)
DcPVPLPGDGDLLVR + Zinc-binding alcohol dehydrogenase
) 1621.8134 | 1621.8175 2 104.0 Q8BGC4 ) . )
Carbamidomethyl (C) domain-containing protein 2
ARLTEGCSFR + Q6ZWU9,Q6ZWY | 40S ribosomal protein $27,40S ribosomal
) 1195.5768 | 1195.581 +2;+3 30.0 ) )
Carbamidomethyl (C) 3 protein S27-like
RVSVCAETFNPDEEEEDNDPR cAMP-dependent protein kinase type II-
) 2507.0507 | 2507.0772 3 75.0 P12367 )
+ Carbamidomethyl (C) alpha regulatory subunit
LQcTYIEVEQVGK
Qc . QveK + 1565.7759 | 1565.7837 2 91.0 Q8VCA8 Secernin-2
Carbamidomethyl (C)
QSVAYN EScGK + 1177.5397 | 1177.5382 2 77.0 Q62523 Zyxin
Carbamidomethyl (C)
LAPEYEAAATR 1190.5931 | 1190.6046 2 73.0 P27773 Protein disulfide-isomerase A3
KVNAEGTVDTVFSEVCTYLDSL ) .
. 2574.2524 | 2574.2787 3 71.0 Q9ROY5 Adenylate kinase isoenzyme 1
K + Carbamidomethyl (C)
SNcKPSTFAYPAPLEVPKEK + 26S proteasome non-ATPase regulatory
) 2262.1354 | 2262.1617 4 71.0 Q3TXS7 )
Carbamidomethyl (C) subunit 1
TSADLQTNACVTR + )
. 1435.6725 | 1435.6892 2 31.0 Q91WUS5 Arsenite methyltransferase
Carbamidomethyl (C)
WITVGNCLHK + T b tein 11,
one 1226.623 | 1226.6365 | +2;+3 61.0 Q8BKO8 ransmemarane protein
Carbamidomethyl (C) mitochondrial
LLALLPLScQKR + Sodium-dependent multivitamin
1410.8381 | 1410.8523 3 59.0 Q5u4D8

Carbamidomethyl (C)

transporter




AVGNIVTGTDEQTQVVLNCDV

3544.7984 | 3544.8379 4 56.0 035344 Importin subunit alpha-4
LSHFPNLLSHPK
AVGNIVTGTDEQTQVVLNcDA
LSHFPALLTHPK + 3544.7984 | 3544.8195 4 98.0 035343 Importin subunit alpha-3
Carbamidomethyl (C)
LLTFNPTYcVLKDLNDEER + . . .
. 2339.1467 | 2339.1742 3 53.0 E9Q735 Ubiquitin conjugation factor E4 A
Carbamidomethyl (C)
ILEGSDEYLVcKIHYGGK +
SILEGS . ¢ GG 2167.0619 | 2167.0805 4 51.0 P01872 Ig mu chain C region
Carbamidomethyl (C)
HYYEVScHDQGLCcR + 2 )
. 1890.7778 | 1890.7849 3 63.0 Q91VR5 ATP-dependent RNA helicase DDX1
Carbamidomethyl (C)
GPDAASKLPLVTPHTQCR + .
. 1946.9996 | 1947.0206 3 49.0 P62192 26S protease regulatory subunit 4
Carbamidomethyl (C)
NRQFSHLIETTAQACGEYAHTR
Q . QAc 2589.2142 | 2589.2453 4 48.0 Q924T12 28S ribosomal protein S2, mitochondrial
+ Carbamidomethyl (C)
TIGVSNFNPLQIERILNKPGLK | 2450.4009 | 2450.4268 4 47.0 P45376 Aldose reductase
SGGLHCSSNAIR +
. ¢ 1257.5884 | 1257.5947 3 47.0 Q3UMB9 WASH complex subunit 7
Carbamidomethyl (C)
+
CLAG_KNLTHIK 1253.6914 | 1253.7006 3 46.0 Q92317 Sodium/glucose cotransporter 2
Carbamidomethyl (C)
HDPHKLVEGCLVGGR + NADH dehydrogenase [ubiquinone]
) 1672.8468 | 1672.8505 +3;+4 51.0 Q91YTO . ] )
Carbamidomethyl (C) flavoprotein 1, mitochondrial
RPVEEYEQCYLAR +
. Q 1711.7988 | 1711.8116 3 46.0 Q9DBDO Inhibitor of carbonic anhydrase
Carbamidomethyl (C)
RLDTSLGCPR + Methionine-R-sulfoxide reductase B2,
. 1173.5924 | 1173.6029 2 45.0 Q78J03 i )
Carbamidomethyl (C) mitochondrial
IKNVDCcVLLAR + i .
. 1299.7333 | 1299.7463 3 44.0 Q9CQ65 S-methyl-5'-thioadenosine phosphorylase
Carbamidomethyl (C)
TRENECHFYAGGQVYPGEASR . .
) 2427.0662 | 2427.0799 3 44.0 008807 Peroxiredoxin-4
+ Carbamidomethyl (C)
AVSTCAHLFWSGR + V. | tei ting- iated
< 1490.7089 | 1490.7265 [  +2;+3 40.0 Q9EQH3 acuolar protein soring-associate
Carbamidomethyl (C) protein 35
RIVLR + Carbamid thyl
CRIVER™ ar(ca;m' OmetYH g15.48 | 815.4862 2 39.0 035657 Sialidase-1
AcIPFLKK + Hydroxysteroid dehydrogenase-like
. 975.5575 | 975.5626 +2;+3 44.0 Q2TPA8 .
Carbamidomethyl (C) protein 2
ARFEELCSDLFR + Heat shock 70 kDa protein 1B,Heat shock
. 1541.7296 | 1541.7449 3 39.0 P17879,Q61696 X
Carbamidomethyl (C) 70 kDa protein 1A
+
KlPGFFEGGFQIK 1479.7544 | 1479.7749 3 38.0 Q9QzI9 Serine incorporator 3
Carbamidomethyl (C)
RGSLcSGcQKPITGR + 2
€36cQ) * 1743.8509 | 1743.8635 3 53.0 Q8VI36 Paxillin
Carbamidomethyl (C)
Eukaryotic translation initiation factor 5A-
NGFVVLKGRPcK + . I
1373.7602 | 1373.7711 3 36.0 Q8BGY2,P63242 | 2,Eukaryotic translation initiation factor

Carbamidomethyl (C)

5A-1




KTRPDGNCFYR +

. 1412.6619 | 1412.6661 3 43.0 Q7TQl3 Ubiquitin thioesterase OTUB1
Carbamidomethyl (C)
TPTIFLVILCLGV + - :
. 1444.8364 | 1444.8585 3 33.0 P13438 Trophoblast-specific protein alpha
Carbamidomethyl (C)
KSAYcPYSR +
) ¢ 1130.5179 | 1130.5175 2 56.0 P56389 Cytidine deaminase
Carbamidomethyl (C)
MRNWLVLLCPcVLGAAL + 2 UDP-GalNAc:beta-1,3-N-
. 2053.0675 | 2053.0642 2 32.0 Q8BG28 .
Carbamidomethyl (C) acetylgalactosaminyltransferase 2
ScGKDGFHIR + 60S ribosomal protein L10,60S ribosomal
. 1175.5506 | 1175.5766 2 31.0 Q6ZWV3,P86048 . .
Carbamidomethyl (C) protein L10-like
LON peptidase N-terminal domain and
YREALAA 792.413 792.386 1 32.0 D3YY23 . .
RING finger protein 1
SVSVVLSSLQLKCYR 1680.9233 | 1680.99 4 32.0 Q64446 Copper-transporting ATPase 2
YICPHAPVM 1029.4776 | 1029.5078 2 31.0 P97823 Acyl-protein thioesterase 1
AllIFVPVPQLK 1336.8482 | 1336.8615 2 49.0 P62082 40S ribosomal protein S7
AVILGPP KGTVCER +
G GSG GTve 1696.8931 | 1696.8998 3 77.0 Q9WUR9 Adenylate kinase 4, mitochondrial
Carbamidomethyl (C)
cNRYLPTDTLLNHMLIHGLScP Activity-dependent neuroprotector
. 3307.5399 | 3307.6441 3 30.0 Q97103 )
YcR + 3 Carbamidomethyl (C) homeobox protein
cTQPEPHGSPVSR + . . . .
. 1450.6623 | 1450.6587 3 53.0 Q3U2A8 Valine--tRNA ligase, mitochondrial
Carbamidomethyl (C)
GHYLHEVAR 1080.5465 | 1080.5517 3 56.0 P07724 Serum albumin
QYLQK_CSYDEHAK * 1668.7566 | 1668.7572 +3;+4 47.0 P07724 Serum albumin
Carbamidomethyl (C)
AETFTFHSDICTLPEK 1837.8557 | 1837.8641 3 55.0 P07724 Serum albumin
TPVSEHVTKCCSGSLVER * 1987.9456 | 1987.9651 | +2;+3;+4 141.0 P07724 Serum albumin
Carbamidomethyl (C)
TNCDLYEKLGEYGFQNAILVR | 2445.1998 | 2445.197 +2;+3 133.0 P07724 Serum albumin
Selenium-binding protein 1,Selenium-
FVGCALSSNIQR 1293.6499 | 1293.6512 2 125.0 P17563,063836 - .
binding protein 2
FVGCALSSNIQR + 1350.6714 | 1350.6741 ) 121.0 P17563 Q63836 Selenium-binding protein 1,Selenium-
Carbamidomethyl (C) ' ’ ' ! binding protein 2
Selenium-binding protein 1,Selenium-
FLHDPSATQGFVGC 1477.666 | 1477.6676 2 76.0 P17563,063836 . )
binding protein 2
GGSVQVLEDQELTCQPEPLVV Selenium-binding protein 1,Selenium-
2367.1992 | 2367.2323 3 37.0 P17563,063836 . )
K binding protein 2
KAAVLWELHKPFTIEDIEVAP
¢ X 2790.4778 | 2790.5024 4 67.0 P00329 Alcohol dehydrogenase 1
PK + Carbamidomethyl (C)
YISGFGNECASEDPRCPGSLPK
2451.0835 | 2451.0998 3 39.0 009173 Homogentisate 1,2-dioxygenase

+ Carbamidomethyl (C)




AIVAGDEVAQEVDAVAPDCcSF Acyl- A thet ACSM2,
Q " 2403.1628 | 2403.1976 |  +2;43 134.0 QsKoL3 cyreoenzyme A synthetase
LK + Carbamidomethyl (C) mitochondrial
Glyceraldehyde-3-phosphate
CcTTNCLAPLAK + 2
. 1315.6264 | 1315.6282 2 59.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
Carbamidomethyl (C) . i
phosphate dehydrogenase, testis-specific
Glyceraldehyde-3-phosphate
ASCTTNCLAPLAK +
. 1416.6741 | 1416.6776 2 96.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
Carbamidomethyl (C) . .
phosphate dehydrogenase, testis-specific
EGVVECSFVQSK + . .
) 1367.6391 | 1367.652 2 70.0 P08249 Malate dehydrogenase, mitochondrial
Carbamidomethyl (C)
Glycine amidinotransferase,
NSCAAEDKATHPLPK 1580.7617 | 1580.7686 | +2;+3;+4 104.0 Q9oD964 . .
mitochondrial
HPHDIIDDINSGAVECPAS +
) ¢ 2045.9113 | 2045.9302 2 93.0 P35979 60S ribosomal protein L12
Carbamidomethyl (C)
VSCLWGK 791.4 791.4082 2 56.0 P02088 Hemoglobin subunit beta-1
VScLWGK +
? 848.4215 | 848.4305 2 45.0 P02088 Hemoglobin subunit beta-1
Carbamidomethyl (C)
Medium-chain specific acyl-CoA
CVTEPSAGSDVAAIK 1446.7024 | 1446.7149 2 111.0 P45952 . .
dehydrogenase, mitochondrial
Low-density lipoprotein receptor-related
HHTCYPR 912.4025 | 912.4057 3 37.0 A2ARV4 .
protein 2
QPSSPNPCASATCcSHLCLLSAQE Low-density lipoprotein receptor-related
R 2710.2261 | 2710.2576 3 91.0 A2ARV4 R
PR + 2 Carbamidomethyl (C) protein 2
LVR + i
AcSLVR car(lz?m'domemy' 7043639 | 704.3687 2 50.0 QOIHW2 Omega-amidase NIT2
GANIVSLPECFNSPYGTTYFP
Q DYAEK 3010.3695 | 3010.4011 3 129.0 Q9JHW2 Omega-amidase NIT2
DcQECcPE 2
M CQ_ CPEGYR + 1511.5479 | 1511.5634 2 53.0 Q8BTMS8 Filamin-A
Carbamidomethyl (C)
IEcCDDKGDGScDVR + 2
¢ ] ¢ * 1692.672 | 1692.6738 3 44.0 Q8BTMS8,Q8VHX6 Filamin-A,Filamin-C
Carbamidomethyl (C)
AVVKTFHETLNCcGSNALTTLT X
, 2963.5209 | 2963.5542 4 38.0 P35762 CD81 antigen
TTILR + Carbamidomethyl (C)
AVVKTFHETLNcCGSNALTTLT .
. 2963.5209 | 2963.5688 +3;+4 52.0 P35762 CD81 antigen
TTILR + Carbamidomethyl (C)
GVYAVGDVCGK 1066.5117 | 1066.5151 2 81.0 P47791 Glutathione reductase, mitochondrial
ATPPDDGNLCR +
¢ . 1385.5704 | 1385.5782 2 62.0 Q64442 Sorbitol dehydrogenase
Carbamidomethyl (C)
DLEQGVVGAHGLLcR + Glyoxylate reductase/hydroxypyruvate
) 1622.8199 | 1622.8346 3 62.0 Q91753
Carbamidomethyl (C) reductase
VVTALCLLR 986.5947 | 986.6019 2 74.0 Q64462 Cytochrome P450 4B1
VVTALCLLR +
¢ 1043.6161 | 1043.6247 2 65.0 Q64462 Cytochrome P450 4B1

Carbamidomethyl (C)




ARAGESVLVHGASGGVGLATC

QIAR 2379.2441 | 2379.265 4 42.0 P47199 Quinone oxidoreductase
YQKPVVAAIQGVALGGGLELA
LGCcHYR + Carbamidomethyl | 2839.5167 | 2839.533 +3;+4 141.0 Q9DBM?2 Peroxisomal bifunctional enzyme
(©)
FPTLEHCTTGGESLLPEEYEQW Acyl-coenzyme A synthetase ACSM1,
] 2750.2534 | 2750.2665 3 101.0 Q91VAO . .
K + Carbamidomethyl (C) mitochondrial
+
LLACIA_SRPGQCGR 1568.7915 | 1568.793 +2;+3 67.0 P62242 40S ribosomal protein S8
Carbamidomethyl (C)
Acyl- A synthetase ACSM3,
CIITDDTLAPAVDAVAAK | 1785.9182 | 1785.9398 2 91.0 Q3UNX5 cylrcoenzyme A syntetase
mitochondrial
DPHLACVAYER 1272.5921 | 1272.603 3 36.0 Q68FD5 Clathrin heavy chain 1
RDPHLACVAYER 1428.6932 | 1428.6896 +2;+3 74.0 Q68FD5 Clathrin heavy chain 1
LACRPFHPER + 3-oxoacyl-[acyl-carrier-protein] synthase,
. 1281.64 | 1281.6479 4 38.0 Q9oD404 . )
Carbamidomethyl (C) mitochondrial
GPNHSVSTACTTGAHAVGDSF 3-oxoacyl-[acyl-carrier-protein] synthase,
2170.9814 | 2171.006 3 114.0 Q9oD404 . )
R mitochondrial
CLTVLSLQESGLKVNQPASFAIR . .
) 2530.3577 | 2530.3479 3 35.0 Q80X90 Filamin-B
+ Carbamidomethyl (C)
LFcVGFTK +
c. 970.4946 | 970.5047 2 73.0 P97351 40S ribosomal protein S3a
Carbamidomethyl (C)
FGCQVAGK 808.3902 | 808.3966 2 67.0 P97328 Ketohexokinase
FGCQVAGKK 936.4851 | 936.4842 +2;+3 66.0 P97328 Ketohexokinase
RGPcllYNEDNGIIK + . .
X 1760.8879 | 1760.8976 +2;+3 97.0 Q9D8E6 60S ribosomal protein L4
Carbamidomethyl (C)
CFGGLQK 751.3687 | 751.3756 2 33.0 Q9ROP3 S-formylglutathione hydrolase
AYDATCLVK 982.4794 | 982.4883 2 72.0 Q9ROP3 S-formylglutathione hydrolase
VAPEEVSEVIFGHVLTAGCGQ .
NPTR 2609.2908 | 2609.322 3 116.0 Q8CAY6 Acetyl-CoA acetyltransferase, cytosolic
TVFAEHISDECK 1377.6235 | 1377.6299 +2;+3 83.0 P27659 60S ribosomal protein L3
FRISLGLPVGAVINCADNTGAK | 2215.1783 | 2215.191 3 122.0 P62830 60S ribosomal protein L23
+ - i -
HcDF)SYTPR 1149.4509 | 1149 4533 5 420 P36552 Oxygen depe.ndent c?proporphyrlnogen
Carbamidomethyl (C) Il oxidase, mitochondrial
Oxygen-dependent coproporphyrinogen-
EACDQHGPDIYPK 1471.6402 | 1471.6378 +2;43 46.0 P36552 . . A
Il oxidase, mitochondrial
SLPCILNAR + X
. 1042.5593 | 1042.565 2 68.0 P16125 L-lactate dehydrogenase B chain
Carbamidomethyl (C)
DFESCLGAK 968.4273 | 968.4321 2 56.0 P28271 Cytoplasmic aconitate hydratase
HTGPGILSMANAGPNTNGSQF
FICTAK Q 2733.3003 | 2733.3064 3 163.0 P17742 Peptidyl-prolyl cis-trans isomerase A
KCPFTGNVSIR 1220.6336 | 1220.6316 +2;+3 79.0 P62281 40S ribosomal protein S11




NMSVHLSPCcFR +

. 1346.6224 | 1346.625 +2;+3 61.0 P62281 40S ribosomal protein S11
Carbamidomethyl (C)
DVGAETLLHSCK 1271.618 | 1271.6316 +2;43 79.0 Q9D1A2 Cytosolic non-specific dipeptidase
ECLACR + Carbamidomethyl
¢ © ! v 818.3415 | 818.3404 2 43.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
AQCVIASR 846.4382 | 846.4398 2 70.0 Q9CQ62 2,4-dienoyl-CoA reductase, mitochondrial
ESSYACYYDEER 1513.5667 | 1513.5695 2 110.0 089017 Legumain
ESSYACYYDEER +
_C 1570.5882 | 1570.6048 2 104.0 089017 Legumain
Carbamidomethyl (C)
DLEEDHACIPIKK 1509.7497 | 1509.7551 | +2;+3;+4 64.0 P58252 Elongation factor 2
TKTGVGYPQLSAVIECADSAHG
Q ] ¢ 2501.2584 | 2501.2658 3 40.0 Q9DCzZ1 GMP reductase 1
LK + Carbamidomethyl (C)
LTE EGDcDFHILK +
Q HAV_ GDCDFHI 2010.9469 | 2010.9555 +3;+4 94.0 P29699 Alpha-2-HS-glycoprotein
Carbamidomethyl (C)
KDISSAVQANPALTELSLR
¢ QA * 2172.1208 | 2172.1404 3 64.0 Q91vI7 Ribonuclease inhibitor
Carbamidomethyl (C)
TNELGDGGVGLVLQGLQNPT
] aGla ¢ 2269.1373 | 2269.173 +2;+3 129.0 Qo1vI7 Ribonuclease inhibitor
K + Carbamidomethyl (C)
INSITVDNcK + . .
. 1162.5652 | 1162.5768 2 83.0 P40124 Adenylyl cyclase-associated protein 1
Carbamidomethyl (C)
Trans-2-enoyl-CoA reductase,
LALNCVGGK 873.4742 | 873.4753 2 81.0 Q9oDCS3 ) .
mitochondrial
LALNcVGGK + Trans-2-enoyl-CoA reductase,
. 930.4957 | 930.501 2 61.0 Q9DCS3 ) .
Carbamidomethyl (C) mitochondrial
DIPLQSAATLGVNPCTAYR + Trans-2-enoyl-CoA reductase,
) 2046.0204 | 2046.058 2 139.0 Q9DCS3 . -
Carbamidomethyl (C) mitochondrial
AIAISSDLQEEFISPcGACR + 2
QEEFISPCGAC 2291.0562 | 2291.079 | +2;+3 156.0 P56389 Cytidine deaminase
Carbamidomethyl (C)
LVANL. NcYKK
SLVA _AAA CYKK + 1521.7973 | 1521.8051 +2;+3 92.0 P55264 Adenosine kinase
Carbamidomethyl (C)
SPYcITK + Carbamid thyl D-beta-hyd butyrate dehyd X
c arbamidomethy 867.416 867.416 5 55.0 Q80XNO eta-hyi roxy. utyrate .e ydrogenase
(@] mitochondrial
METYCNSGSTDTSSVINAVTHA D-beta-hydroxybutyrate dehydrogenase
LTAATPYTR + 3318.5133 | 3318.5428 3 200.0 Q80XNO yaroxybutyrate dehycrogenase,
. mitochondrial
Carbamidomethyl (C)
TIQFVDWCPTGFKVGINYQPP P68369,P05214,P| Tubulin alpha-1A chain,Tubulin alpha-3
3346.7061 | 3346.7611 3 70.0 ) ) )
TVVPGGDLAK 68373 chain,Tubulin alpha-1C chain
cFSFGIGQGASTSLIK + von Willebrand factor A domain-
. 1671.8291 | 1671.8457 2 115.0 Q99KC8 . .
Carbamidomethyl (C) containing protein 5A
LAEGL! EK +
VSHALA G GVIACIGEK 1822.9611 | 1822.9763 3 44.0 P17751 Triosephosphate isomerase
Carbamidomethyl (C)
Electron transfer fl tein subunit
LGGEVSCLVAGTK 1232.6435 | 1232.6457 | 2 99.0 Q99LC5 ectron transter flavoprotein subuni
alpha, mitochondrial
Enoyl-CoA delta isomerase 3,
LYTVNAEECAAALER 1651.7875 | 1651.8008 2 119.0 Q78JN3

peroxisomal




Isocitrate dehydrogenase [NADP]

CATITPDEKR 1132.5546 | 1132.5554 +2;+3 70.0 088844 .
cytoplasmic
AGAPPGLFNVVQGGAATGQF 4-trimethylaminobutyraldehyde
2504.2496 | 2504.2505 4 94.0 QoJu2
LCHHR dehydrogenase
IRDESAScSWNK +
. c 1451.6463 | 1451.6584 +2;+3 69.0 Q3TNA1 Xylulose kinase
Carbamidomethyl (C)
TAVTAAGTPcQGWAAQEPHR )
. 2107.9858 | 2108.0017 3 101.0 P20918 Plasminogen
+ Carbamidomethyl (C)
AILPCQDTPSVK 1270.6591 | 1270.6655 2 98.0 P24527 Leukotriene A-4 hydrolase
S-ad Imethioni thase isof
VACETVAK 819.416 | 819.4185 2 60.0 Q3THs6 adenosyimetnionine synthase 1soform
type-2
TcLLNETGDEPFQYK
¢ . Qv+ 1813.8193 | 1813.8328 2 85.0 P15105 Glutamine synthetase
Carbamidomethyl (C)
RPSANCDPYAVTEAIVR 1860.9152 | 1860.9451 +2;43 97.0 P15105 Glutamine synthetase
VKELNNVCcEPVVTQPKPK +
(‘f Q 2078.1194 | 2078.1324 3 73.0 Q61699 Heat shock protein 105 kDa
Carbamidomethyl (C)
cAADLGLK + Histidine triad nucleotide-binding protein
. 846.4269 846.4303 2 76.0 P70349
Carbamidomethyl (C) 1
Ras-related C3 botulinum toxin substrate
AVLCPPPVK 922.531 922.5393 2 53.0 P63001,P60764 1,Ras-related C3 botulinum toxin
substrate 3
Ras-related C3 botulinum toxin substrate
HHCPNTPIILVGTK 1528.8184 | 1528.8173 +2;+3 64.0 P63001 1
LVVPATQCGSLIGK 1384.7748 | 1384.7883 2 98.0 P60335 Poly(rC)-binding protein 1
ALCTELKQPLTIQEVAPRPVGP
QEVR + Carbamidomethyl | 2928.5855 | 2928.6098 4 50.0 Q3UNZ8 Quinone oxidoreductase-like protein 2
(©)
VNPLGGAIALGHPLGCTGAR + 3-ketoacyl-CoA thiolase B, peroxisomal,3-
) 1930.0207 | 1930.0328 3 93.0 Q8VCHO0,Q921H8 ) )
Carbamidomethyl (C) ketoacyl-CoA thiolase A, peroxisomal
LPACVVDCcGTGYTK + 2
¢ 'c 1607.7324 | 1607.7356 2 89.0 Q99JY9 Actin-related protein 3
Carbamidomethyl (C)
AVATLQGEGLSVTGIVcHVGK Dehyd duct SDR famil
QGEG ¢ 2095.1096 | 2095.1181| 3 94.0 Q99LB2 ehydrogenase/reductase SDR family
+ Carbamidomethyl (C) member 4
TVVNISSLCALQPYKGWGLYcA i i
2695.3502 | 2695.3897 3 51.0 Q64105 Sepiapterin reductase

GK + Carbamidomethyl (C)




Sodium/potassium-transporting ATPase
subunit alpha-1,Sodium/potassium-

Q8VDN2,Q9WV2 transporting ATPase subunit alpha-
IAGLCNR 745.3905 | 745.3901 2 53.0 ) . .
7,Q6P1C6,Q6PIE5 |4,Sodium/potassium-transporting ATPase
subunit alpha-3,Sodium/potassium-
transporting ATPase subunit alpha-2
Sodium/potassium-transporting ATPase
subunit alpha-1,Sodium/potassium-
transporting ATPase subunit alpha-
Q8VDN2,Q9WV2 . ) .
4,Sodium/potassium-transporting ATPase
LIIVEGCQR 1029.5641 | 1029.5727 2 72.0 7,Q6P1C6,Q6PIES, . . i
Qo718 subunit alpha-3,Sodium/potassium-
transporting ATPase subunit alpha-
2,Potassium-transporting ATPase alpha
chain 2
Isocitrate dehydrogenase [NADP],
NILGGTVFREPIICK 1658.9178 | 1658.9287 +2;+3 73.0 P54071 R )
mitochondrial
NILGGTVFREPIIcK + Isocitrate dehydrogenase [NADP],
. 1715.9393 | 1715.9523 2 65.0 P54071 ) )
Carbamidomethyl (C) mitochondrial
SSAATANASSASCSR 1369.5892 | 1369.5872 2 98.0 Q8BMK4 Cytoskeleton-associated protein 4
NINNDTTYcIK + X
. 1354.6187 | 1354.6313 2 67.0 Q99KR3 Endoribonuclease LACTB2
Carbamidomethyl (C)
STECAHPGVVEK + Sodium- and chloride-dependent
. 1312.6082 | 1312.612 +2;+3 85.0 088575
Carbamidomethyl (C) transporter XTRP3B
LcDPSVK + Carbamidomethyl Mitochondrial amidoxime reducing
817.4004 | 817.4067 2 41.0 Q922Q1
(C) component 2
NCVAIAADRR 1087.5556 | 1087.5619 +2;43 66.0 Q9R1P1 Proteasome subunit beta type-3
NcVAIAADRR + .
i 1144.5771 | 1144.5755 +2;+3 42.0 Q9R1P1 Proteasome subunit beta type-3
Carbamidomethyl (C)
NADH dehydrogenase [ubiquinone]
YLVVNADEGEPGTCK 1593.7345 | 1593.7514 2 107.0 Q91YTO

flavoprotein 1, mitochondrial




Aldo-keto reductase family 1 member

VWCTSLHPELVR 1438.7391 | 1438.7479 +2;43 85.0 Q91WR5 o1
YKPVcNQVECHPYLNQMK + 2 Aldo-keto reductase family 1 member
Rk 2375.0861 | 2375.1013 +3;+4 75.0 Q91WR5
Carbamidomethyl (C) c21
AACLESAQEPAGAWSNK +
¢ Q 1788.8101 | 1788.8228 2 107.0 Q8VvDJ3 Vigilin
Carbamidomethyl (C)
REVAENCK + 2 Isocitrate dehyd NAD] subunit
CREVAETC 1232.5278 | 1232.5368 | 2 43.0 Q9D6ER2 socitrate dehydrogenase [NAD] subuni
Carbamidomethyl (C) alpha, mitochondrial
GIFPVLcK +
) ¢ 932.5154 | 932.5205 2 39.0 P52480 Pyruvate kinase PKM
Carbamidomethyl (C)
GKTEIQVNCPK 1215.6281 | 1215.6386 2 78.0 009117 Synaptophysin-like protein 1
FHDFLGDSWGILFSHPRDFTPV
CTTELGR + Carbamidomethyl| 3406.6194 | 3406.7341 3 41.0 008709 Peroxiredoxin-6
©
cDILIPAASEK + Glutamate dehydrogenase 1,
. 1215.6169 | 1215.6309 2 48.0 P26443 . .
Carbamidomethyl (C) mitochondrial
QVLVAPGNAGTACAGK + Trifunctional purine biosynthetic protein
. 1512.7719 | 1512.7837 2 98.0 Q64737 K
Carbamidomethyl (C) adenosine-3
GLSLPPACTR 1013.5328 | 1013.5372 2 57.0 P30275 Creatine kinase U-type, mitochondrial
LACGIIAR + Copper chaperone for superoxide
) 872.4902 | 872.4913 2 71.0 Qowuga )
Carbamidomethyl (C) dismutase
YKPAVNQIECHPYLTQEK 2160.0673 | 2160.1016 | +2;+3;+4 85.0 P45376 Aldose reductase
VTGTQFPEAPLPVPcNPNDVS
HGYVTVKPGIR + 3445.7453 | 3445.7833 4 59.0 P34914 Bifunctional epoxide hydrolase 2
Carbamidomethyl (C)
NRQPPDSGPMcDLLWSDPQP
QNGR + Carbamidomethyl | 2764.2446 | 2764.2322 3 89.0 Q60676 Serine/threonine-protein phosphatase 5
(©)
Guanine nucleotide-binding protein G(i)
IIHEDGYSEEECR 1578.662 | 1578.6773 3 30.0 P08752 .
subunit alpha-2
Guanine nucleotide-binding protein G(i)
EIYTHFTCATDTK + i ) )
. 1585.7083 | 1585.7262 +2;43 92.0 P08752,B2RSH2 subunit alpha-2,Guanine nucleotide-
Carbamidomethyl (C) L . . .
binding protein G(i) subunit alpha-1
2-oxoglutarate dehydrogenase,
LLFCTGK 780.4204 | 780.4278 2 54.0 Q60597 i }
mitochondrial
NLADcLR + .
. 860.4174 | 860.4254 2 60.0 Q9R1P3 Proteasome subunit beta type-2
Carbamidomethyl (C)
LGTVADCGVPEAR + Succinate-semialdehyde dehydrogenase,
) 1343.6504 | 1343.6542 2 107.0 Q8BWFO ) )
Carbamidomethyl (C) mitochondrial
ALAGCDFLTISPK 1334.6904 | 1334.692 2 91.0 Q93092 Transaldolase
VcGGFACSR +
¢ 955.4004 | 955.4076 2 62.0 Q9CQ88 Tetraspanin-31

Carbamidomethyl (C)




VAVVAGYGDVGKGCAQALR +

. 1889.9782 | 1889.9949 3 64.0 P50247 Adenosylhomocysteinase
Carbamidomethyl (C)
TATAVAHCK 900.4487 | 900.4501 +2;+3 76.0 P14131 40S ribosomal protein S16
KTATAVAHCK 1028.5437 | 1028.5413 3 69.0 P14131 40S ribosomal protein S16
KTATAVAHCcK
. e 1085.5652 | 1085.568 +2;43 59.0 P14131 40S ribosomal protein S16
Carbamidomethyl (C)
LIM zinc-binding domain-containing
VNCLDKYWHK 1304.6336 | 1304.6499 3 33.0 Q9DC0o7
Nebulette
YNPTWHCcIVGR + D in light chain 1, cytopl ic,D i
e 1401.6612 | 1401.6781 | +2;+3 75.0 P63168,Q9DOMS [ e BT Chaln %, cytopiasmic,Bynein
Carbamidomethyl (C) light chain 2, cytoplasmic
YICGEAPDYDR 1300.5394 | 1300.5446 2 88.0 P48774 Glutathione S-transferase Mu 5
CTVPFDKETGFHR + SRA stem-loop-interacting RNA-binding
. 1592.7406 | 1592.7416 +3;+4 78.0 QoD8T7 Rk . .
Carbamidomethyl (C) protein, mitochondrial
TPHCFLTGHGAEK 1396.6558 | 1396.6675 4 35.0 Q8COM9 Isoaspartyl peptidase/L-asparaginase
GFGHIGIAVPDVYSACcK +
. ¢ 1789.8822 | 1789.9043 +2;43 65.0 Q9CPUO Lactoylglutathione lyase
Carbamidomethyl (C)
NKDVLQA_ETSQQLCCQK * 2059.9667 | 2059.9847 3 82.0 Q6P8X1 Sorting nexin-6
Carbamidomethyl (C)
cPSIILDKDGQVR + i
. 1499.7766 | 1499.7842 +2;+3 108.0 Q60928 Gamma-glutamyltranspeptidase 1
Carbamidomethyl (C)
SPcYIDR + Carbamid thyl
¢ a(rc)am' OMENYI 909.4014 | 909.4007 2 47.0 P47740 Fatty aldehyde dehydrogenase
D LLK +
YSF TF_SHQRPC ) 1897.9145 | 1897.926 +3;+4 58.0 P47740 Fatty aldehyde dehydrogenase
Carbamidomethyl (C)
SILcCLR + Carbamid thyl
¢ azc‘;‘m' OMEMYIN 9314619 | 931.4695 2 48.0 Q9RrR0Q7 Prostaglandin E synthase 3
ASILGFACK +
. ¢ 965.5004 | 965.5105 2 44.0 P16406 Glutamyl aminopeptidase
Carbamidomethyl (C)
ERPAPAVSSTcATAEDSSVLYSR Bifunctional glutamate/proline--tRNA
) 2453.1492 | 2453.165 3 105.0 Q8CGC7 .
+ Carbamidomethyl (C) ligase
AWGQQPDLAANEAQLLR + 26S t -ATP lat
cAWGQQPT Q 2039.9847 | 2040.0096 | 2 75.0 QOWVI2 proteasome non-ATrase regulatory
Carbamidomethyl (C) subunit 13
LVVGDNSPAVDAVVECNSK
) ¢ * 1971.9572 | 1971.9776 2 102.0 Q62433 Protein NDRG1
Carbamidomethyl (C)
Heterogeneous nuclear
YHTVNGHNCEVR 1427.6364 | 1427.6429 | +2;+3;+4 74.0 P49312 . .
ribonucleoprotein Al
CTVGLR + Carbamidomethyl 2-oxoisovalerate dehydrogenase subunit
704.364 704.3689 2 33.0 Q6P3A8 . .
(C) beta, mitochondrial
HPATTCSPR 968.4498 | 968.4506 2 32.0 Q8K010 5-oxoprolinase
SGLFVVGPESAGAHPGPACYR | 2070.9946 | 2071.015 3 72.0 Q8K010 5-oxoprolinase
CLALATHDNPLKR + Sarcoplasmic/endoplasmic reticulum
) 1507.7929 | 1507.8054 3 72.0 055143 .
Carbamidomethyl (C) calcium ATPase 2
DLVLD. E
¢ V_ AAHEK + 1269.6023 | 1269.6184 2 71.0 070305 Ataxin-2
Carbamidomethyl (C)
LcSGVLGTVVHGK
¢ * 1325.7126 | 1325.7184 3 74.0 Q791V5 Mitochondrial carrier homolog 2

Carbamidomethyl (C)




AcHQLHQEGK + Aflatoxin B1 aldehyd duct b
cHatAa 1206.5564 | 1206.5586 3 59.0 Q8CG76 atoxin B2 aldenyce recuctase member
Carbamidomethyl (C) 2
KPVVPGHVLVCcPLRPVER +
. ¢ 2051.1826 | 2051.1972 | +3;+4;+5 51.0 089106 Bis(5'-adenosyl)-triphosphatase
Carbamidomethyl (C)
ACDGNVPHAATHBNR * 1736.7649 | 1736.7749 3 68.0 P54729 NEDDS ultimate buster 1
Carbamidomethyl (C)
KcFSIDNPGYEPEVVAVHPGG
DTVAVGGTDGNVR + 3512.6631 | 3512.7058 4 37.0 088342 WD repeat-containing protein 1
Carbamidomethyl (C)
NcPHVVVGTPGR + i
) 1291.6456 | 1291.6451 3 67.0 Q8VDWO0 ATP-dependent RNA helicase DDX39A
Carbamidomethyl (C)
FRGYSIPECQK 1326.639 | 1326.6523 2 53.0 Q9oCzZU6 Citrate synthase, mitochondrial
NKPLFTGL +
RPNKP _TG VTQcak 1886.0196 | 1886.0094 3 66.0 Q8K4z3 NAD(P)H-hydrate epimerase
Carbamidomethyl (C)
ESVcQAALGLILK + Methylcrot |-CoA carboxyl bunit|
ca 1400.7697 | 1400.7884 | 2 57.0 Q99MR8 ethyicrotonoyl-toA carboxylase subun!
Carbamidomethyl (C) alpha, mitochondrial
YLAEVAcGDDRK
. ¢ * 1395.6452 | 1395.6508 +2;+3 85.0 P68254 14-3-3 protein theta
Carbamidomethyl (C)
VTDKLTPIHDHIFccR + 2 .
. 2010.9768 | 2011.0017 3 63.0 Q60692 Proteasome subunit beta type-6
Carbamidomethyl (C)
KITAFVPNDGCLNFIEENDEVL
VAGFGR + Carbamidomethyl| 3123.5335 | 3123.5689 3 52.0 P62267 40S ribosomal protein S23
(9]
VRPITNQIECHPYLNQK 2052.0574 | 2052.0769 3 74.0 Q9DCT1 1,5-anhydro-D-fructose reductase
YIETSELCGGAR 1297.5972 | 1297.6066 2 62.0 Q8K1M6 Dynamin-1-like protein
ISEDPPCK 887.4059 | 887.4059 2 70.0 P11862 Growth arrest-specific protein 2
ELGGCcSQAGNR + Arf-GAP domain and FG repeat-
. 1147.504 | 1147.511 2 60.0 Q80WC7 . .
Carbamidomethyl (C) containing protein 2
cVPVVcDSSQESEVK + 2 Dehydrogenase/reductase SDR family
] 1789.7863 | 1789.7943 2 58.0 Q99L04
Carbamidomethyl (C) member 1
LQVTASPQSLCGLR 1471.7817 | 1471.7984 2 50.0 P28665,P28666 Murinoglobulin-1,Murinoglobulin-2
GEQNMVLFAPNIYVLK 1834.9651 | 1834.9794 4 35.0 P28665,P28666 Murinoglobulin-1,Murinoglobulin-2
ScLLHQFTEKK
¢ ,Q * 1389.7075 | 1389.72 3 57.0 Q91v41l Ras-related protein Rab-14
Carbamidomethyl (C)
Bifunctional heparan sulfate N-
PALACLR 742.416 742.4224 2 57.0 Q3UHN9
deacetylase/N-sulfotransferase 1
cASNVQVDSR + . - .
. 1134.5088 | 1134.5041 2 57.0 Q91wW18 Tudor domain-containing protein 3
Carbamidomethyl (C)
Centrosome and spindle pole associated
EQIAEQQK 972.4876 | 972.5216 2 57.0 B2RX88 .
protein 1
QQTPPGLcPLAGNSVHADKK + L . X
. 2117.0688 | 2117.076 +3;+4 83.0 Q9D8s4 Oligoribonuclease, mitochondrial
Carbamidomethyl (C)
NDPSLPEPACVK + . . .
1325.6285 | 1325.6457 2 54.0 Q8BP47 Asparagine--tRNA ligase, cytoplasmic

Carbamidomethyl (C)




ATP-binding cassette sub-family E

TQAIVCQQLDLTHLK 1709.9134 | 1709.9325 3 53.0 P61222
member 1
NVTDVVNTCHDAGISKK 1799.8836 | 1799.8922 3 70.0 Q99LF4 tRNA-splicing ligase RtcB homolog
ALENDPDCR 1031.4342 | 1031.4321 2 63.0 Q61233,Q99K51 Plastin-2,Plastin-3
MIPcDFLIPVQTQHPIRK + X
. 2192.1598 | 2192.1611 4 55.0 P06745 Glucose-6-phosphate isomerase
Carbamidomethyl (C)
Zinc-binding alcohol dehydrogenase
DCPVPLPGDGDLLVR 1564.7919 | 1564.7999 2 98.0 Q8BGC4 ) L A
domain-containing protein 2
CcQPSAITLNR + Nuclear protein localization protein 4
) 1158.5815 | 1158.5912 2 49.0 P60670
Carbamidomethyl (C) homolog
EGILNDDIYCPPETAVLLASYAV
asK 2808.3891 | 2808.4098 +2;+3 66.0 P26041 Moesin
EANPcPcDIGHK + 2 .
. 1464.6126 | 1464.6252 2 48.0 Q8R1G2 Carboxymethylenebutenolidase homolog
Carbamidomethyl (C)
LIIAGTSCYSR + Serine hydroxymethyltransferase,
. 1239.6281 | 1239.6341 2 90.0 P50431 .
Carbamidomethyl (C) cytosolic
ICLTDHFKPLWAR + Ubiquitin-fold modifier-conjugating
. 1655.8606 | 1655.8727 4 47.0 Q9CR0O9
Carbamidomethyl (C) enzyme 1
Beta-1,3-galactosyl-O-gl I-
CSTGENNLETEK + cta-2,S-galactosyl-t-glycosy
. 1380.5827 | 1380.5906 2 47.0 Q09324 glycoprotein beta-1,6-N-
Carbamidomethyl (C) X
acetylglucosaminyltransferase
KcALTGQSKPCR + . . .
. 1415.7013 | 1415.7107 3 46.0 Q68EF0 Rab-3A-interacting protein
Carbamidomethyl (C)
AAEPQIITGSHDTTIR +
«Q Q 1996.9636 | 1996.9847 3 46.0 Q922v4 Pleiotropic regulator 1
Carbamidomethyl (C)
Serine/threonine-protein phosphatase
PP1-beta catalytic
subunit,Serine/threonine-protein
GNHECASINR + P62141,P62137,P )
. 1156.5043 | 1156.5052 +2;43 49.0 phosphatase PP1-alpha catalytic
Carbamidomethyl (C) 63087 R K . .
subunit,Serine/threonine-protein
phosphatase PP1-gamma catalytic
subunit
L + -bindi ~family D
SGANV .IcGPNGCGK 1513.7017 | 1513.7067 ) 740 P55096 ATP-binding cassette sub-family
Carbamidomethyl (C) member 3
AVAHHTDCTFIR + .
1426.6776 | 1426.6778 3 58.0 P62196 26S protease regulatory subunit 8

Carbamidomethyl (C)




Cysteine and histidine-rich domain-

TSDFNTFLAQEGCTR 1688.7464 | 1688.762 70.0 Q9D1P4 o )
containing protein 1
cIPLWR + Carbamidomethyl Protein scribble homolog,Leucine-rich
843.4425 | 843.4513 44.0 Q80U72,080vQ1l . .
Q) repeat-containing protein 1
LPLWR + Carbamid thyl
¢ a(rcfm' OMEV 8434425 | 843.4513 44.0 008762 Neurotrypsin
Centromere/kinetochore protein zw10
TQVDTLSNDIDQLK 1588.7944 | 1588.7393 42.0 054692 /i protein zw
homolog
ESDIEQL 832.3814 | 832.3908 42.0 P70335 Rho-associated protein kinase 1
TScLcPNFINTGFIK + 2 )
. 1838.8695 | 1838.9002 42.0 Q9EQO6 Estradiol 17-beta-dehydrogenase 11
Carbamidomethyl (C)
TPEQCPSVVSLLSESYNPHVR + 26S proteasome non-ATPase regulatory
) 2398.1587 | 2398.163 41.0 Q3TXS7 )
Carbamidomethyl (C) subunit 1
KCFALR + Carbamidomethy] Phosphoenolpyruvate carboxykinase,
© 793.4269 793.429 43.0 Q9Z2Vv4,08BH04 | cytosolic [GTP],Phosphoenolpyruvate
carboxykinase [GTP], mitochondrial
Ubiquitin-associated and SH3 domain-
VQTAKHILEELK 1407.8085 | 1407.7535 41.0 Q3V3E1l o )
containing protein A
HKTGPNLHGLFGR 1432.7688 | 1432.7817 41.0 P62897 Cytochrome c, somatic
LSWTVK 732.417 732.427 41.0 A2ASS6 Titin
LASDTVK 732.4018 732.427 41.0 Q8C7R7 DNA-binding protein RFX6
LIcTVK + Carbamidomethyl Protein O-linked-mannose beta-1,2-N-
732.4204 | 732.427 41.0 Q91X88 .
(Q) acetylglucosaminyltransferase 1
LcISIK + Carbamid thyl
cISIK + Car (z)m' OmetY 732 4204 | 732.427 41.0 P11103 Poly [ADP-ribose] polymerase 1
Lethal(3)malignant brain tumor-like
ICVATVK 732.4204 732.427 41.0 P59178 .
protein 2
Triggering receptor expressed on myeloid
ICGLLSK 732.4204 | 732.427 41.0 Q9JKE2 cells 1
ICAIPR + Carbamid thyl
¢ ar(é")m' emetYT L 728.4003 | 728.4005 43.0 054749 Cytochrome P450 2J5
LcALPR + Carbamidomethyl ATP synthase mitochondrial F1 complex
728.4003 | 728.4005 43.0 Q81110
(C) assembly factor 1
NIDPKPCTPR 1139.5757 | 1139.5813 40.0 QaJII5 DAZ-associated protein 1
SDLEAQVESLRQELLC 1831.8985 | 1831.8623 39.0 Q61897 Keratin, type | cuticular Ha3-Il




26S proteasome non-ATPase regulatory

LQAQQDAVNIVCHSK 1652.8304 | 1652.8338 3 75.0 035226 )
subunit 4
CAYVYK 745.3469 | 745.3354 2 49.0 055142 60S ribosomal protein L35a
YGLNMCcR
. R+ 912.3946 | 912.4026 2 38.0 P62274 40S ribosomal protein S29
Carbamidomethyl (C)
NQPLAR
¢ Q N 857.4178 | 857.4208 2 37.0 Q62523 Zyxin
Carbamidomethyl (C)
Piezo-type mechanosensitive ion channel
CGLIFR 707.3789 | 707.3863 2 37.0 Q8CD54
component 2
clIFR + Carbamidomethyl (C)| 707.3789 | 707.3863 2 37.0 Q05860 Formin-1
Apoptosis-resistant E3 ubiquitin protein
VCFILN 707.3676 | 707.3863 2 37.0 Q8CHG5 .
ligase 1
. Free fatty acid receptor 4,RecQ-mediated
CILFR + Carbamidomethyl (C)| 707.3789 | 707.3863 2 37.0 Q7TMA4,Q9D4G9 ) . )
genome instability protein 1
CLLFR + Carbamidomethyl (C)] 707.3789 | 707.3863 2 37.0 P61028 Ras-related protein Rab-8B
GTDECAIESIAVAAIPIPK + . . .
. 1954.0081 | 1954.0628 2 36.0 P97821 Dipeptidyl peptidase 1
Carbamidomethyl (C)
CMPTFQFYKK * 1348.6308 | 1348.6381 +2;+3 49.0 P10639 Thioredoxin
Carbamidomethyl (C)
ADSDPHGPHTCcGHVLNVIIGSN
SLALAEAQR + 3235.5793 | 3235.5949 +3;+4 74.0 Q8QzY2 Glycerate kinase
Carbamidomethyl (C)
NKTHTLcR + . .
. 1028.5185 | 1028.5231 3 35.0 Q9oD823 60S ribosomal protein L37
Carbamidomethyl (C)
YEASFPFLSLcGR +
) ¢ 1545.7286 | 1545.7665 2 34.0 Q8VE95 UPF0598 protein C8orf82 homolog
Carbamidomethyl (C)
Basement membrane-specific heparan
AGLSSGFVGCVR 1151.5757 | 1151.5811 2 33.0 Q05793 )
sulfate proteoglycan core protein
LAPELSACSS 976.4535 | 976.4552 2 32.0 Q8BHZ4 Zinc finger protein 592
LcHGHPFLK + i
. 1107.5648 | 1107.5729 3 31.0 Q9DBKO Acyl-coenzyme A thioesterase 12
Carbamidomethyl (C)
PASICLNGGScR + 3
CPASICERBRSCR * 1518.6378 | 1518.6289 | 2 31.0 QoCzTs Vasorin
Carbamidomethyl (C)
+
DAHSQFSEVVSCLEK 1557.7093 | 1557.7189 2 30.0 Q61543 Golgi apparatus protein 1
Carbamidomethyl (C)
LKTEGSDLCDR + Dolichyl-diphosphooligosaccharide--
) 1292.6031 | 1292.6034 2 34.0 Q91YQ5 ) )
Carbamidomethyl (C) protein glycosyltransferase subunit 1
E DICTLPE
A TFTFHS ICTLPEK + 1894.8771 | 1894.8865 +2;+3 80.0 P07724 Serum albumin
Carbamidomethyl (C)
AELAKYMCENQAT|SSK * 1942.9128 | 1942.9186 3 93.0 P07724 Serum albumin
Carbamidomethyl (C)
TNCDLYEKFGEYGFQNAIL * 2247.0518 | 2247.0372 2 45.0 P07724 Serum albumin
Carbamidomethyl (C)
EccHGDLLECADDRAELAK +3 [ 60,9511 | 2260.9529| 3 65.0 P07724 Serum albumin
Carbamidomethyl (C)
AHCLSEVEHDTMPADLPAIAA
DFVEDQEVcK + 2 3496.5585 | 3564.6181 +3;+4 129.0 P07724 Serum albumin

Carbamidomethyl (C)




KAHCLSEVEHDTMPADLPAIA

ADFVEDQEVcK + 2 3624.6535 | 3692.6975 4 110.0 P07724 Serum albumin
Carbamidomethyl (C)
EWACP R+ Low- ity li i -rel
.c GSG 1018.4291 | 1018.4266 ) 63.0 AJARVA ow-density |poprote'|n receptor-related
Carbamidomethyl (C) protein 2
FRcDNSR + Low- ity li i -rel
F S 1021.44 953.4146 ) 340 AJARVA ow-density |poprote'|n receptor-related
Carbamidomethyl (C) protein 2
E + Low- ity li i -rel
SN FQCVSPHR 1359.599 | 1359 6008 3 69.0 AJARVA ow-density Ilpoprote.ln receptor-related
Carbamidomethyl (C) protein 2
DGSDESDL + Low- ity li i -rel
SDGS : SDLcPHR 1473579 | 1473.5812 42,43 105.0 AJARVA ow-density Ilpoprote.ln receptor-related
Carbamidomethyl (C) protein 2
CAcDPEYTLESDGR + 2 Low-density lipoprotein receptor-related
. 1671.6505 | 1739.6861 2 97.0 A2ARV4 .
Carbamidomethyl (C) protein 2
AIVLDPCRGYMYWTDWGTNA Low-density lipoprotein receptor-related
i 2516.1617 | 2516.1767 3 65.0 A2ARV4 .
K + Carbamidomethyl (C) protein 2
WKcDGIDDcGDNSDEEScVPR Low-density lipoprotein receptor-related
. 2649.0054 | 2649.0137 3 83.0 A2ARV4 .
+ 3 Carbamidomethyl (C) protein 2
AIQENANALAR 1169.6152 | 1169.6179 2 85.0 Q91Y97 Fructose-bisphosphate aldolase B
RAMANCQAAQGQYVHTGSSG
QA ,Q Q 2092.9167 | 2092.9243 3 81.0 Q91Y97 Fructose-bisphosphate aldolase B
+ Carbamidomethyl (C)
AMANCQAAQGQYVHTGSSGA
QAAQ . Q 2149.9269 | 2149.9442 +2;+3 61.0 Q91Y97 Fructose-bisphosphate aldolase B
AA + Carbamidomethyl (C)
TVKWCcAVSEHENTK
¢ : * 1687.7988 | 1687.8039 4 76.0 Q92111 Serotransferrin
Carbamidomethyl (C)
TSATWFALSRIAGLCNR + Sodium/potassium-transporting ATPase
. 1922.9785 | 1922.9853 3 59.0 Q8VDN2 )
Carbamidomethyl (C) subunit alpha-1
ATHPLPKDCcPVSSYNEWDPLE . -
. Glycine amidinotransferase,
EVIVGR + Carbamidomethyl | 3107.5022 | 3107.5666 +3;+4 81.0 QoD964 . X
mitochondrial
(©
TANVFEQIcGLQQGDHLALILP Acyl-coenzyme A synthetase ACSM1,
. 2592.3482 | 2592.3642 3 108.0 Q91VAO0 i )
R + Carbamidomethyl (C) mitochondrial
TSNLRFPTLEHCTTGGESLLPEE
] Acyl-coenzyme A synthetase ACSM1,
YEQWK + Carbamidomethyl | 3321.5612 | 3321.5953 +3;+4 97.0 Q91VAO0 i )
mitochondrial
()
IKPTRPLGLFMEYENSPESTSEV
Acyl-coenzyme A synthetase ACSM1,
EcGDFYNSGDR + 3923.7618 | 3923.7997 +3;+4 119.0 Q91VAO0 X A
. mitochondrial
Carbamidomethyl (C)
Methylmalonate-semialdehyde
VVLETETLDEAIK 1458.7817 | 1458.7893 2 68.0 Q9EQ20

dehydrogenase [acylating], mitochondrial




VPQSTKAEMDAAVESCcK + 1849.855 | 1849 8612 3 2.0 Q9EQ20 Methylmalonate-semialdehyde
Carbamidomethyl (C) ’ ’ ' dehydrogenase [acylating], mitochondrial
GLQVVEHACSVTSLMLGETMP Methylmalonate-semialdehyde
. 2687.3333 | 2687.3269 3 85.0 Q9EQ20 . R .
SITK + Carbamidomethyl (C) dehydrogenase [acylating], mitochondrial
AGKPVICATQMLESMIKKPRPT )
. 2611.4124 | 2611.4313 4 66.0 P52480 Pyruvate kinase PKM
R + Carbamidomethyl (C)
SAAVAKQALAHGLK 1363.7935 | 1363.7964 3 75.0 Q99KI0 Aconitate hydratase, mitochondrial
IGVVVGNCYGFVGNR +
. ¢ 1609.8035 | 1609.8113 2 111.0 Q9DBM?2 Peroxisomal bifunctional enzyme
Carbamidomethyl (C)
YSPIADMLCEAGRFGQK +
. Q 1941.9077 | 1941.8651 2 55.0 Q9DBM?2 Peroxisomal bifunctional enzyme
Carbamidomethyl (C)
VNQIGSVTESLQACKLAQSNG
WGVMVSHR + 3155.5604 | 3155.5993 3 146.0 P17182 Alpha-enolase
Carbamidomethyl (C)
QATLGAGLPISTPCTTVNKVCcA
. Acetyl-CoA acetyltransferase,
SGMK + 2 Carbamidomethyl | 2661.3288 | 2661.348 3 121.0 Q8QzT1 ) )
mitochondrial
(9]
RQVEIAQR 998.5621 998.564 2 44.0 P16460 Argininosuccinate synthase
NQIFINNEWHDAVSR +
N . 2001.9115 | 2001.925 3 46.0 P47738 Aldehyde dehydrogenase, mitochondrial
Carbamidomethyl (C)
TFPTVNPSTGEVIcQVAEGNKE
DVDK + Carbamidomethyl | 2833.344 | 2833.3701 3 121.0 P47738 Aldehyde dehydrogenase, mitochondrial
(9]
QGGFLPGGGSLHSAMTPHGP
DADCFEK + 2769.2276 | 2769.2515 +3;+4 43.0 009173 Homogentisate 1,2-dioxygenase
Carbamidomethyl (C)
ELLYEGPPDDEAAMGIK
¢ . * 2006.8965 | 2006.9048 2 109.0 P58252 Elongation factor 2
Carbamidomethyl (C)
YRCELLYEGPPDDEAAMGIK
¢ ) * 2326.0609 | 2326.0632 3 57.0 P58252 Elongation factor 2
Carbamidomethyl (C)
VNVEVSAEDLLTCCGIQcGDGc
NGGYPSGAWSFWTKK +2 | 4143.8111 | 4143.7906 3 83.0 P10605 Cathepsin B
Carbamidomethyl (C)
KDGSASGTTLLEALDCILPPTRP .
. 2627.3112 | 2627.3278 3 87.0 P10126 Elongation factor 1-alpha 1
TD + Carbamidomethyl (C)
GllcGLTQFTNK
¢ . N * 1350.6966 | 1350.704 2 87.0 Q64516 Glycerol kinase
Carbamidomethyl (C)
EcLACR + 2 Carbamidomethyl . R .
© 875.3629 | 875.3667 2 36.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
HWHADLRPDDSPLEAGLAFTc . . .
. 2535.1965 | 2535.208 4 54.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
K + Carbamidomethyl (C)
TAAVALQEEREDAVALcSMAK Isobutyryl-CoA dehyd ,
QEEF ¢ 2262.0084 | 2262.1075| 3 76.0 Q9D7B6 soputyryr--on denydrogenase
+ Carbamidomethyl (C) mitochondrial
FASYCLTEPGSGSDAASLLTSAK Isobutyryl-CoA dehydrogenase,
) 2332.0893 | 2332.1082 2 93.0 Q9D7B6 ) )
+ Carbamidomethyl (C) mitochondrial
LVVDNGSGMcK + Actin, cytoplasmic 1,Beta-actin-like
1178.5424 | 1178.5456 2 92.0 P60710,Q8BFZ3

Carbamidomethyl (C)

protein 2




TVGIVGNQPNVASGCLDINSSV

Propionyl-CoA carboxylase beta chain,

2328.1744 | 2328.209 +2;43 118.0 99MN9
K + Carbamidomethyl (C) @ mitochondrial
HKQEDIPISGWAVECR + Propionyl-CoA carboxylase alpha chain,
i 1923.9261 | 1923.934 3 95.0 Q917A3 i }
Carbamidomethyl (C) mitochondrial
TSDETLLEDAIEVCcK + Ubiquitin carboxyl-terminal hydrolase
i 1721.8029 | 1721.8095 2 86.0 Q9JKB1 i
Carbamidomethyl (C) isozyme L3
NKPCITYGLR + 1220.6336 | 1220.6396 3 40.0 Q9D1A2 Cytosolic non-specific dipeptidase
Carbamidomethyl (C) ' ’ ' Y P pep
MTVNESEQLVScSMDDTVR + . i
. 2199.9446 | 2199.9688 2 173.0 088342 WD repeat-containing protein 1
Carbamidomethyl (C)
VNQIGSVTESIQACKLAQSNG
WGVMVSHR + 3155.5604 | 3155.5993 3 146.0 P21550 Beta-enolase
Carbamidomethyl (C)
TLTELNKCcGLCICPCNR + 3 ) )
. 2290.0037 | 2289.9853 3 39.0 009044 Synaptosomal-associated protein 23
Carbamidomethyl (C)
NLSTFAVDGKDcK + ) ) )
. 1453.6871 | 1453.6933 +2;43 85.0 Q9D172 ES1 protein homolog, mitochondrial
Carbamidomethyl (C)
SHSNQLVTDcISAMNPDTVLR
Q c 2357.1104 | 2357.1217 3 101.0 Q9z0s1 3'(2"),5'-bisphosphate nucleotidase 1
+ Carbamidomethyl (C)
KFSGDVVLAAR 1161.6506 | 1161.6583 2 46.0 P48758 Carbonyl reductase [NADPH] 1
AYHEQLTVAEITNACFEPANQ . .
. 2763.2996 | 2763.313 3 129.0 P68373 Tubulin alpha-1C chain
MVK + Carbamidomethyl (C)
MAATFIGN 823.3898 | 823.4056 2 36.0 Q9D6F9 Tubulin beta-4A chain
Q9D6F9,Q9ERD7,| Tubulin beta-4A chain,Tubulin beta-3
NMMAACDPR + 1064.4201 | 1064.4233 ) 59.0 QI9CWF2,P99024, |chain,Tubulin beta-2B chain,Tubulin beta-
Carbamidomethyl (C) ' ’ ' Q7TMM9,P68372,] 5 chain,Tubulin beta-2A chain,Tubulin
Q922F4 beta-4B chain,Tubulin beta-6 chain
GLGDcLVK
. ¢ * 860.4426 | 860.4449 2 45.0 P51881 ADP/ATP translocase 2
Carbamidomethyl (C)
GTDIMY_TGTLDCWR N 1687.7334 | 1687.7405 2 79.0 P51881 ADP/ATP translocase 2
Carbamidomethyl (C)
GTDIMYTGTLDcWRK
. ¢ * 1815.8284 | 1815.8334 +2;+3 61.0 P51881 ADP/ATP translocase 2
Carbamidomethyl (C)
KGTDIMYTGTLDcWR
. N 1815.8284 | 1815.8458 2 63.0 P51881 ADP/ATP translocase 2
Carbamidomethyl (C)
LVQAFQYTDEHGEVCcPAGWK . .
) 2488.1482 | 2488.1517 3 36.0 Q61171 Peroxiredoxin-2
PG + Carbamidomethyl (C)
KTFDLYANVRPCVSIEGYK + Isocitrate dehydrogenase [NAD] subunit
2259.1358 | 2259.1369 3 53.0 Q9D6R2

Carbamidomethyl (C)

alpha, mitochondrial




EVGEVLcTDPLVSK + Succinate- ialdehyde dehyd 3
_C 1544.7756 | 1544.7826 2 52.0 Q8BWFO uccinate seml?t\ ehyae .e ydrogenase
Carbamidomethyl (C) mitochondrial
DLEIERPMPGTHTVTLQCcPALL
VVGDNSPAVDAVVECNSK + 2| 4399.1498 | 4331.1517 4 88.0 Q62433 Protein NDRG1
Carbamidomethyl (C)
MFDRHSSLAGCQIINYR +
. «Q 2066.9778 | 2066.9916 3 67.0 Q68FD5 Clathrin heavy chain 1
Carbamidomethyl (C)
LTAIPVSAFcDSK + . )
. 1407.7068 | 1407.7138 2 83.0 Q71RI9 Kynurenine--oxoglutarate transaminase 3
Carbamidomethyl (C)
FFESYHEVPDGTQcHR + NADH dehydrogenase [ubiquinone] 1
. 2007.8534 | 2007.8624 4 53.0 Q9oD8B4 )
Carbamidomethyl (C) alpha subcomplex subunit 11
VCAL,MSCAK +2 1106.4922 | 1106.4965 2 65.0 P45376 Aldose reductase
Carbamidomethyl (C)
YLAAAFPSACGK + 1254.6067 | 1254.6119 5 94.0 Qo72v4 Phosphoenolpyruvate carboxykinase,
Carbamidomethyl (C) ' ’ ' cytosolic [GTP]
VECVGDDIAWMK + Phosphoenolpyruvate carboxykinase,
. 1421.6319 | 1421.6381 2 97.0 Q9z2v4 i
Carbamidomethyl (C) cytosolic [GTP]
YScGEFGHIQK + 2
cr>e . Q 1552.6439 | 1552.6494 3 71.0 P53996 Cellular nucleic acid-binding protein
Carbamidomethyl (C)
Medium-chain specific acyl-CoA
SNPDPKVPASK 1138.5982 | 1138.6008 2 33.0 P45952 Rk i
dehydrogenase, mitochondrial
LFcLSED
AV F_C SEDKK + 1308.6748 | 1308.6816 +2;+3 69.0 P18760 Cofilin-1
Carbamidomethyl (C)
VYEEDAVPGLTPCcRFTGSEIR + Cytochrome b-c1 complex subunit 1,
) 2395.1478 | 2395.159 3 46.0 Q9Cz13 ) :
Carbamidomethyl (C) mitochondrial
NLDSTTVAIHDEEIYcK + . . X .
. 2006.9255 | 2006.9426 2 72.0 P97314 Cysteine and glycine-rich protein 2
Carbamidomethyl (C)
TMDWFGYYGGPCcR + 4-hydroxy-2-oxoglutarate aldolase,
) 1608.649 | 1608.6481 2 43.0 Q9DCU9 ) )
Carbamidomethyl (C) mitochondrial
VAGTQPITcK + o o
. 1073.5539 | 1073.5567 2 69.0 Q6PDN3 Myosin light chain kinase, smooth muscle
Carbamidomethyl (C)
QAQVNLTVVDKPDPPAGTPCA o o
X 2648.3228 | 2648.3362 3 102.0 Q6PDN3 Myosin light chain kinase, smooth muscle
SDIR + Carbamidomethyl (C)
DGTAHPAMCcLONLDMLNEAG
LPDMK + Carbamidomethyl | 2741.2281 | 2741.2293 3 128.0 Q91WGO0 Acylcarnitine hydrolase
(9]
SGGASEPLLPHQPSLETQLYcG
QAEGGSEGPSTSGTLK + 3826.7956 | 3826.8301 3 162.0 P04919 Band 3 anion transport protein
Carbamidomethyl (C)
KSDIYVcMISYAHNVAAQGK + . S
] 2254.0874 | 2254.0953 4 81.0 P50396 Rab GDP dissociation inhibitor alpha
Carbamidomethyl (C)
VDEFPLcGHMVSDEYEQLSSE i i )
. 60S ribosomal protein L10,60S ribosomal
ALEAAR + Carbamidomethyl | 3081.3695 | 3081.3844 3 104.0 Q6ZWV3,P86048

(€

protein L10-like




TEVNQIHEDCcK +

Alanine--glyoxylate aminotransferase 2,

1371.6089 | 1371.6077 +2;+3 51.0 3UEG6
Carbamidomethyl (C) Q mitochondrial
TEVNQIHEDcKDMGLLVGR + Alanine--glyoxylate aminotransferase 2,
. 2213.0569 | 2213.0787 3 83.0 Q3UEG6 i )
Carbamidomethyl (C) mitochondrial
RSIQFVDWCcPTGFK + Tubulin alpha-4A chain,Tubulin alpha-1B
) 1739.8454 | 1739.8497 3 33.0 P68368,P05213 )
Carbamidomethyl (C) chain
TTTLAFKFLHGVIVAADSR | 2046.1262 | 2046.1313 3 111.0 055234 Proteasome subunit beta type-5
GDLEEELKNVTNNLK +
¢ ) 1874.9044 | 1874.9099 3 111.0 Q6IRU2 Tropomyosin alpha-4 chain
Carbamidomethyl (C)
HLIIGVSSDRGLCcGAIHSSVAK + ATP th bunit ,
oL 2276.2059 | 2276.2197 |  +3;+4 42,0 Q91VR2 synthase subunit gamma
Carbamidomethyl (C) mitochondrial
MGLPICLVVAVNRNDIIHR +
GLPlc . 2189.1925 | 2189.1974 4 71.0 Q80W22 Threonine synthase-like 2
Carbamidomethyl (C)
YKVIEDYNGACCPLNR + 2
) cc 1970.8978 | 1970.9089 3 70.0 Qocpv7 Palmitoyltransferase ZDHHC6
Carbamidomethyl (C)
FDD YcR +
S _SGSG ¢ 1249.467 | 1249.4703 2 37.0 P19096 Fatty acid synthase
Carbamidomethyl (C)
FVFTPHMEAECLSESTALQK +
) ¢ Q 2324.0817 | 2324.0995 3 100.0 P19096 Fatty acid synthase
Carbamidomethyl (C)
VFANAPDSACVIGLR + ATP- dent 6-ph hofructoki
'DSAC 1588.8032 | 1588.8135 | 2 107.0 P12382 dependent 6-phosphofructokinase,
Carbamidomethyl (C) liver type
LILTLTHGSVVSTR 1495.8722 | 1495.8777 3 77.0 P11404 Fatty acid-binding protein, heart
EKcGVPFSccVPDPAQK + 3
¢ e Q 2113.9271 | 2113.9264 3 58.0 Q8QzY6 Tetraspanin-14
Carbamidomethyl (C)
IIGTLQNSAEFADAFHCRK + L
. 2177.0688 | 2177.0821 3 93.0 Q61391 Neprilysin
Carbamidomethyl (C)
DMHGDSEYNIMFGPDIcGPGT o
X 2568.1083 | 2568.0969 3 53.0 P14211 Calreticulin
KK + Carbamidomethyl (C)
GVNcIDYYSGGDKPYLISGADD )
. 2534.1384 | 2534.1466 3 89.0 055029 Coatomer subunit beta'
R + Carbamidomethyl (C)
LKPPFPADVGVFGCPTTVANV L.
NADH dehydrogenase [ubiquinone]
ETVAVSPTICR + 2 3466.7629 | 3466.8403 3 88.0 QI91YTO . . i
. flavoprotein 1, mitochondrial
Carbamidomethyl (C)
IQLAM\,/CYSPDFEK * 1699.795 | 1699.8036 2 88.0 P15626 Glutathione S-transferase Mu 2
Carbamidomethyl (C)
AVLITGcDTGFGK + Corticosteroid 11-beta-dehydrogenase
) 1337.665 | 1337.6732 2 67.0 P51661 )
Carbamidomethyl (C) isozyme 2
AVLITGcDTGFGKETAK + Corticosteroid 11-beta-dehydrogenase
] 1766.8873 | 1766.8933 3 98.0 P51661 )
Carbamidomethyl (C) isozyme 2
IVHAGCPEVAGPTLLAK + .
. 1731.9342 | 1731.9434 3 87.0 Q9CXA2 Trans-L-3-hydroxyproline dehydratase
Carbamidomethyl (C)
EAPDYD
YieG _AP YOR+ 1357.5609 | 1357.5718 2 87.0 P48774 Glutathione S-transferase Mu 5
Carbamidomethyl (C)
DGGAYALVAACAAGGQGHA Trifunctional enzyme subunit beta
MIVEAYPK + 2704.2737 | 2704.3022 3 87.0 Q99JY0 . Y . !
. mitochondrial
Carbamidomethyl (C)
AVEEYScEFGSMK + . . . .
1535.6272 | 1535.639 2 87.0 Q8VEMS8 Phosphate carrier protein, mitochondrial

Carbamidomethyl (C)




IIHEDGYSEEECRQYR + Guanine nucleotide-binding protein G(i)
. 2082.9065 | 2082.9151 3 64.0 P08752 X
Carbamidomethyl (C) subunit alpha-2
TLESIMACCLSEEAK + 2 Guanine nucleotide-binding protein G(q)
i 1740.7732 | 1740.7832 +2;+3 72.0 P21279 X
Carbamidomethyl (C) subunit alpha
LEPSGPISTINPcPPcK + 2
. crre 1933.9278 | 1933.9398 2 84.0 P01867 Ig gamma-2B chain C region
Carbamidomethyl (C)
VVNSETPVVVDFHAQWcGP
DPHAQWCGPC ], 106 1566 | 24962681 3 83.0 P97493 Thioredoxin, mitochondrial
K + 2 Carbamidomethyl (C)
LLRPLH PcGLQE +
CGCSCcPCGLAE +5 515 9418 | 2215.9514| 3 48.0 Q9JIz9 Phospholipid scramblase 3
Carbamidomethyl (C)
TAAGTLFVHLCSESSTVK + ATP synthase mitochondrial F1 complex
. 1906.9459 | 1906.9625 3 82.0 Qo1YY4
Carbamidomethyl (C) assembly factor 2
LSSGEHIAAFCLTEPASGSDAAS Acyl-CoA dehyd famil b
- 27753134 | 27753104 3 81.0 Q8IZN5 cyi-HoA dehyarogenase family member
IQTR + Carbamidomethyl (C) 9, mitochondrial
DQDcDKFNQCGTCTEFK + 3
QDeDKFNQcGTe 2287.8821 | 2287.9027 3 81.0 QOWUU7 Cathepsin Z
Carbamidomethyl (C)
cKAVITFNQGLR + Acetyl-coenzyme A synthetase 2-like,
i 1405.75 1405.7607 2 40.0 Q99NB1 . i
Carbamidomethyl (C) mitochondrial
FQRYPDcK + . - .
. 1112.5073 | 1112.5088 2 33.0 Q9DBEO Cysteine sulfinic acid decarboxylase
Carbamidomethyl (C)
FYDVALDTGDKVVQCcGR + . - .
. 1941.9255 | 1941.9278 +2;+3 90.0 Q9DBEO Cysteine sulfinic acid decarboxylase
Carbamidomethyl (C)
HEEFEEGcK + . - .
. 1163.4553 | 1163.4552 2 79.0 Q9CPV4 Glyoxalase domain-containing protein 4
Carbamidomethyl (C)
GCcGGVITLNRPK + 3-hydroxyisobutyryl-CoA hydrolase,
. 1270.6816 | 1270.685 +2;+3 62.0 Q8QzSs1 i A
Carbamidomethyl (C) mitochondrial
RGCGGVITLNRPK + 3-hydroxyisobutyryl-CoA hydrolase,
. 1426.7827 | 1426.787 3 51.0 Qs8aQzs1 . .
Carbamidomethyl (C) mitochondrial
cSLPEVGTK + Glycine cleavage system H protein,
. 989.4852 | 989.4919 2 58.0 Q91WK5 . .
Carbamidomethyl (C) mitochondrial
LVTSPccIVTSTYGWTANMER i
. 2445.1127 | 2445.1136 2 76.0 P07901 Heat shock protein HSP 90-alpha
+ 2 Carbamidomethyl (C)
EGATLVcGGNQVPRPGFFFQP
Cytosolic 10-fi Itetrahydrofolat
TVFTDVEDHMYIAK + | 3926.8761 | 3926.8972| 4 54.0 Q8ROY6 ytoselic dehOL“:z :n;asey rofolate
Carbamidomethyl (C) ydrog
Bifunctional 3'-phosphoadenosine 5'-
GGFRGCTVWLTGLSGAGK + hosphosulfate synthase 1,Bifunctional 3'
1822.9149 | 1822.9222 3 73.0 Q60967,088428 |P"OsProsultate sy fruncti

Carbamidomethyl (C)

phosphoadenosine 5'-phosphosulfate
synthase 2




CQSIYAYLNSHLDLIKK +

FGGY carbohydrate kinase domain-

) 2065.0666 | 2065.0733 3 75.0 A2AJL3 " )
Carbamidomethyl (C) containing protein
MLSLAEQQLVDcAQAFNNHG
Qa ,C Q 2533.1512 | 2533.1597 3 72.0 P49935 Pro-cathepsin H
CKG + Carbamidomethyl (C)
SLTAVcMWPGQDSR + - . .
. 1606.7232 | 1606.7307 2 67.0 QaJiM1 Equilibrative nucleoside transporter 1
Carbamidomethyl (C)
ASLLccGPK + 2
«c 1004.4783 | 1004.4838 2 67.0 Q8K3Co Ribonuclease kappa
Carbamidomethyl (C)
VSALNSVHCEHVEDEGESR +
_C 2152.9444 | 2152.9503 3 94.0 Q55WuU9 Acetyl-CoA carboxylase 1
Carbamidomethyl (C)

TLPLTGKQCVNR + 2 Succinyl-CoA:3-ketoacid A
cTLPLTGKQC 15457756 | 1545.7805 | 3 61.0 Q9DOK2 uecinyrroR:Sketoacid coenzyme
Carbamidomethyl (C) transferase 1, mitochondrial

HSGFGLcYcK + 2 Dimethylaniline monooxygenase [N-oxide
) 1295.5427 | 1295.5505 2 63.0 P50285 )
Carbamidomethyl (C) forming] 1
YYAVSFSK +
cQ . 1251.5594 | 1251.5669 2 62.0 P28843 Dipeptidyl peptidase 4
Carbamidomethyl (C)
AGVSScLK +
. ¢ 820.4113 | 820.4141 2 62.0 Q8R3G9 Tetraspanin-8
Carbamidomethyl (C)

ISGAlG,PCVSLNSK * 1401.7286 | 1401.7415 2 61.0 Q01405 Protein transport protein Sec23A

Carbamidomethyl (C)
LMTDTINEPILLCRFPVEIK + 2401.2749 | 2401.2987 3 61.0 Q8BP47 Asparagine--tRNA ligase, cytoplasmic
Carbamidomethyl (C) ' ’ ' parag gase, cytop
LFDEVQEVIYcPAAVHNDLEK + i
) 2488.1944 | 2488.1891 3 60.0 Q3TMH2 Secernin-3
Carbamidomethyl (C)
LKPGKQcSPSQGPccTAQCAFK Disintegrin and metalloproteinase
) 2509.1335 | 2509.1466 +3;+4 65.0 035598 ; . )
+ 4 Carbamidomethyl (C) domain-containing protein 10
GHIPYPLPPNYSYGLCcSR + . .
. 2090.0044 | 2090.0144 3 67.0 A2AVZ9 Solute carrier family 43 member 3
Carbamidomethyl (C)
TPACVSFGPK + 2
CTPACVS 1290.5737 | 1290.5761 2 58.0 Q61316 Heat shock 70 kDa protein 4
Carbamidomethyl (C)
TAPQCLLR + I . .
. 957.5066 | 957.5259 2 58.0 Q3UE37 Ubiquitin-conjugating enzyme E2 Z
Carbamidomethyl (C)
QGDSCESIIR + ) . )
. 1163.5241 | 1163.5263 2 57.0 Q8BMJ2 Leucine--tRNA ligase, cytoplasmic
Carbamidomethyl (C)
ASLNGADIYSGccTLK + 2 Heterogeneous nuclear
] 1796.8073 | 1796.8048 2 55.0 Q8R081 . )
Carbamidomethyl (C) ribonucleoprotein L
KLGEScIFAPANVTSEK +
. 1849.9244 | 1849.9312 +2;+3 57.0 008756 3-hydroxyacyl-CoA dehydrogenase type-2
Carbamidomethyl (C)
LGLEE L + Bis(5'- -
WLG .ACQ AQFK 1691.8341 | 1691.837 ) 53.0 P56380 is(5'-nucleosyl) tetr?phosphatase
Carbamidomethyl (C) [asymmetrical]
ELANTPDCPR + Phosphatidylinositol transfer protein beta
. 1171.5292 | 1171.5297 2 52.0 P53811 X
Carbamidomethyl (C) isoform
D +
AYPIDQYPCR 1281.5812 | 1281.5887 2 52.0 Q8vC12 Urocanate hydratase

Carbamidomethyl (C)




FSQIcAK + Carbamidomethyl

ATP synthase subunit epsilon,

852.4164 852.419 2 51.0 P56382
(C) mitochondrial
KENQWCEEK + . . .
. 1249.5397 | 1249.5378 2 51.0 Q9WTX5 S-phase kinase-associated protein 1
Carbamidomethyl (C)
AWIGGVGDcK + Branched-chain-amino-acid
) 1061.4964 | 1061.5007 2 50.0 035855 ) . )
Carbamidomethyl (C) aminotransferase, mitochondrial
TGALCWFLDEAAAR +
. 1579.7453 | 1579.7512 2 49.0 Q9CQ60 6-phosphogluconolactonase
Carbamidomethyl (C)
TAAVCVAK + AP-1 complex subunit beta-1,AP-2
. 818.432 | 818.4309 2 50.0 035643,Q9DBG3 )
Carbamidomethyl (C) complex subunit beta
NIYYLCAPNR + . . .
. 1282.6128 | 1282.6192 2 51.0 Q9CQN1 Heat shock protein 75 kDa, mitochondrial
Carbamidomethyl (C)
+
EMlofKECAAIR 1347.6638 | 1347.6718 2 45.0 P22892 AP-1 complex subunit gamma-1
Carbamidomethyl (C)
VGVYDKDcDCFR + 2
GVYDKDcDe 1600.665 | 1600.673 | +2;43 49.0 P28825 Meprin A subunit alpha
Carbamidomethyl (C)
DDADWAHGDSSQPEQVDHTL|
VGQcK + Carbamidomethyl | 2794.1889 | 2794.2139 +3;+4 76.0 P28825 Meprin A subunit alpha
(©)
KACcQIFVR + Heterogeneous nuclear
) 1020.5539 | 1020.5492 2 45.0 Q9DOE1 ) .
Carbamidomethyl (C) ribonucleoprotein M
CSGPG_LSPGMVR * 1216.5693 | 1216.5759 2 45.0 Q8BTM8 Filamin-A
Carbamidomethyl (C)
RFTVELPDcSLTHFVLGDATDH . . .
. 2685.297 | 2685.3113 4 45.0 Q3usQ7 UMP-CMP kinase 2, mitochondrial
R + Carbamidomethyl (C)
EACIINANKDDRPEGLSLR
¢ ) * 2170.08 | 2170.0906 3 45.0 089020 Afamin
Carbamidomethyl (C)
SGANVLICGPNGcGK + 2 ATP-binding cassette sub-family D
) 1570.7232 | 1570.7416 2 45.0 P55096
Carbamidomethyl (C) member 3
cDVRDPDMVHNTVLELIK + . . X
. 2153.0609 | 2153.0731 | +2;+3;+4 86.0 Q9CQ62 2,4-dienoyl-CoA reductase, mitochondrial
Carbamidomethyl (C)
cVAALTR + Carbamidomethyl Cullin-associated NEDD8-dissociated
789.4167 | 789.4142 2 43.0 Q62038 .
(C) protein 1
+
AAsHCLPR 910.4443 | 910.4474 3 43.0 Q9JIX6 P2X purinoceptor 4
Carbamidomethyl (C)
AVVMIScNRHTLAANFNPVSE ion- -6-ph h
Sc . S 2614.2744 | 26142859 4 42.0 P24668 Cation-dependent mannose-6-phosphate
ER + Carbamidomethyl (C) receptor
TEAAPVCcCcSAR + 2
QTEAAPVCCSAR * 1348.5864 | 1348.5883 2 73.0 Q8BNS2 Sialin
Carbamidomethyl (C)
+
STHNED(_JASCEVLTVK 1816.8261 | 1816.8321 3 41.0 Q3uyco Protein phosphatase 1H
Carbamidomethyl (C)
AIGAVPLIQGEYMIPCEKVSSLP
TVYLK + Carbamidomethyl | 3075.6388 | 3075.6568 3 79.0 P18242 Cathepsin D
(@
VLSMTETCcR + 26S t -ATP lat
VETe 1095.5053 | 1095.5071| 2 40.0 Q3TXS7 proteasome non-AtFase regulatory
Carbamidomethyl (C) subunit 1
NIDPKPCTPR +
¢ 1196.5972 | 1196.6002 3 40.0 QaJIls DAZ-associated protein 1

Carbamidomethyl (C)




clIFFKFDPRPVSK +

Transport and Golgi organization 2

1752.9385 | 1752.9461 4 40.0 P54797
Carbamidomethyl (C) homolog
ScLLHQFTEK +
¢ ) Q 1261.6125 | 1261.6194 3 40.0 Q91v41 Ras-related protein Rab-14
Carbamidomethyl (C)
VLAGFCNEVK * 1203.5958 | 1203.5614 2 39.0 Q61207 Prosaposin
Carbamidomethyl (C)
TDRSILccLR + 2
, e 1360.6591 | 1360.6605 3 39.0 Q9R0Q7 Prostaglandin E synthase 3
Carbamidomethyl (C)
YAAELHLVHWNTK 1580.8099 | 1580.8108 3 53.0 P00920 Carbonic anhydrase 2
FVSWNcK +
. ¢ 939.4273 | 939.4336 2 38.0 Q8ROMS8 Monocarboxylate transporter 5
Carbamidomethyl (C)
TTLPQDCcSNPKPIFSSPFNGVR
Qbc . 2461.206 | 2461.2215 3 38.0 P23780 Beta-galactosidase
+ Carbamidomethyl (C)
E EN
QQC\_/IMA SK+ 1435.6435 | 1435.6518 2 37.0 P20918 Plasminogen
Carbamidomethyl (C)
MPYTPIcIAK + 3
ceVFriTie 1648.7122 | 1648.7202| 2 37.0 Q6P1B1 Xaa-Pro aminopeptidase 1
Carbamidomethyl (C)
TcVLFR + Carbamidomethyl Ras-related protein Rab-8A,Ras-related
794.4109 | 794.4155 2 36.0 P55258,P61027 .
(C) protein Rab-10
SFKHTHIDKPDcSGPAMDISNK .
. 2484.1526 | 2484.1564 4 35.0 P58021 Transmembrane 9 superfamily member 2
+ Carbamidomethyl (C)
VLIANRGEIACR + Methylcrotonoyl-CoA carboxylase subunit|
. 1370.7452 | 1370.7494 3 35.0 Q99MR8 . !
Carbamidomethyl (C) alpha, mitochondrial
1 -
SLPFFeR + ca(rga midomethvll 935 445 | 925.4500 2 35.0 Q8CFV9 Riboflavin kinase
LGVLSKIALG 969.6223 | 969.6027 2 35.0 Q91775 Relaxin receptor 2
AQNSHGEDYAEPLELQVVVM
DENDNAPVcSPHDPTVNIPELS )
5450.5307 | 5450.5665 4 34.0 088338 Cadherin-16
PPGTEIAR +
Carbamidomethyl (C)
KVICMGAK + 905.4827 | 905.4839 2 33.0 Q9D7X8 Gamma-glutamylcyclotransferase
Carbamidomethyl (C) ’ ' ' & viey
KDDYEYCMSEYLR + Geranylgeranyl transferase type-2
) 1770.7229 | 1770.7382 3 32.0 P53612 )
Carbamidomethyl (C) subunit beta
Coiled-coil domain-containing protein
QEQCRALQIQGVK 1499.7878 | 1499.8256 2 32.0 A2AJB1 183
Guanine nucleotide-binding protein
ELPGHTGYLSccR + 2 ) )
. 1616.7076 | 1616.7137 +2;+3 70.0 P62880,P29387 G(1)/G(S)/G(T) subunit beta-2,Guanine
Carbamidomethyl (C) . o . .
nucleotide-binding protein subunit beta-4|
FADQcGAR + . .
. 923.392 923.3898 2 36.0 Q78KK3 Solute carrier family 22 member 18
Carbamidomethyl (C)
GSSNCGGGTHGYNNEFK + Ectonucleotide
) 1784.7173 | 1784.7177 3 54.0 Q6DYE8 pyrophosphatase/phosphodiesterase
Carbamidomethyl (C) .
family member 3
RPCFSALT 893.4429 | 893.4456 2 62.0 P07724 Serum albumin
MKcSSMQK + 1066.4609 | 1066.4587 +2;43 33.0 P07724 Serum albumin

Carbamidomethyl (C)




CcCSGSLVER +

) 1077.4583 | 1077.4562 2 84.0 P07724 Serum albumin
Carbamidomethyl (C)
LQTCCDKPLLK 1260.657 | 1260.6573 +2;+3 75.0 P07724 Serum albumin

AADKDTCFSTEGPNLVTR 1923.8996 | 1923.9023 3 89.0 P07724 Serum albumin

CGPGYSTPLEAMK 1352.6104 | 1352.6115 2 81.0 P17563 Selenium-binding protein 1
FLHDPSATQGFVGc +

. Q ¢ 1534.6875 | 1534.6959 2 62.0 P17563 Selenium-binding protein 1
Carbamidomethyl (C)
TQGFVGCALSSNIQR 1579.7777 | 1579.7819 2 75.0 P17563 Selenium-binding protein 1
Selenium-binding protein 1,Selenium-
FLHDPSATQGFVGCAL 1661.7872 | 1661.79 2 75.0 P17563,063836 . )
binding protein 2

GPGYSTPLEAMKGPR +

¢ . 1719.8073 | 1719.8095 3 84.0 P17563 Selenium-binding protein 1
Carbamidomethyl (C)

Selenium-binding protein 1,Selenium-
FLHDPSATQGFVGCALS 1748.8192 | 1748.8279 2 121.0 P17563,063836 L .
binding protein 2
Selenium-binding protein 1,Selenium-
DELHHSGWNTCSSCFGDSTK | 2209.8793 | 2209.8845 3 90.0 P17563,063836 . )
binding protein 2
DELHHSGWNTCcSSCFGDSTK + Selenium-binding protein 1,Selenium-
) 2334.927 | 2266.9086 3 70.0 P17563,063836 . )
Carbamidomethyl (C) binding protein 2
cNVSSLHTSHCLASGEVMVSTL
GDLQGNGK + 3168.4638 | 3168.4996 +3;+4 82.0 P17563 Selenium-binding protein 1
Carbamidomethyl (C)
DGPMCMH 789.2608 | 789.2604 2 48.0 P24270 Catalase
DGPMcMH + 846.2823 | 846.2802 2 480 P24270 Catalase
Carbamidomethyl (C)
DGPMCMHD 904.2877 | 904.2882 2 40.0 P24270 Catalase
IPVNCPYR 960.4851 | 960.4854 2 52.0 P24270 Catalase
LCENIAGHLK 1096.5699 | 1096.569 +2;+3 81.0 P24270 Catalase
QIPVNCPYR +
. 1145.5652 | 1145.5632 2 49.0 P24270 Catalase
Carbamidomethyl (C)
LcENIAGHLK
¢ ) * 1153.5914 | 1153.5916 +2;+3 59.0 P24270 Catalase
Carbamidomethyl (C)

DGPMCMHDNQGGAPNY | 1705.6283 | 1705.6331 2 70.0 P24270 Catalase
HRLGPNYLQIPVNCPYR 2039.0523 | 2039.0586 3 63.0 P24270 Catalase
LCENIAGHLKDAQLFIQK 2040.0826 | 2040.0871 +3;+4 89.0 P24270 Catalase

LcENI LKDAQL
cEN AGH KDAQLFIOK + 2097.1041 | 2097.1072 +3;+4 68.0 P24270 Catalase
Carbamidomethyl (C)

DGPMCMHDNQGGAPNYYPN
Q 3110.2705 | 3110.2963 3 107.0 P24270 Catalase
SFSAPEQQR
VAFITGGGTGLGKAMTTFLSTL
3027.5886 | 3027.6082 3 62.0 Q9CQ62 2,4-dienoyl-CoA reductase, mitochondrial
GAQCVIASR
VAFITGGGTGLGKAMTTFLSTL
GAQcVIASR + 3084.61 | 3084.6217 3 45.0 Q9CQ62 2,4-dienoyl-CoA reductase, mitochondrial
Carbamidomethyl (C)
Probable D-lactate dehydrogenase,
LHPAPEATVAATCA 1350.6602 | 1350.6625 2 62.0 Q7TNG8 . X
mitochondrial
Probable D-lactate dehydrogenase,
IEFLDDVMMDACNR 1670.7102 | 1670.7243 2 76.0 Q7TNG8 . .
mitochondrial
Probable D-lactate dehydrogenase,
RALALGGTCTGEHGIGLGK 1809.9519 | 1809.9507 3 118.0 Q7TNG8

mitochondrial




cPVAPTLFLEFHGSQQTLAEQL

Probable D-lactate dehydrogenase,

2769.3908 | 2769.3994 3 74.0 7TNG8
QR + Carbamidomethyl (C) Q mitochondrial
DSGLWFPVDPGADASLCGMA Probable D-lactate dehydrogenase,
2993.3648 | 2993.3665 +2;+3 126.0 Q7TNG8 . .
ATGASGTNAVR mitochondrial
Low-density lipoprotein receptor-related
CVPSIFR 820.4265 | 820.4268 2 42.0 A2ARV4 .
protein 2
cISQDWK + Low-density lipoprotein receptor-related
. 935.4171 935.415 2 36.0 A2ARV4 .
Carbamidomethyl (C) protein 2
cDFSSSVR + Low-density lipoprotein receptor-related
. 956.4022 956.4 2 49.0 A2ARV4 .
Carbamidomethyl (C) protein 2
Low-density lipoprotein receptor-related
CADGSSCINSR 1111.4386 | 1111.4358 2 97.0 A2ARV4 .
protein 2
Low-density lipoprotein receptor-related
SNEFQCVSPHR 1302.5775 | 1302.5773 +2;+3 68.0 A2ARV4 .
protein 2
Low-density lipoprotein receptor-related
GSYECFCVDGFK 1353.537 | 1353.5376 2 58.0 A2ARV4 ]
protein 2
cACDPEYTLESDGR + Low-density lipoprotein receptor-related
. 1614.629 | 1614.6371 2 104.0 A2ARV4 ]
Carbamidomethyl (C) protein 2
HQCLCEEGYILER + 2 Low-density lipoprotein receptor-related
. 1705.7552 | 1705.7663 2 63.0 A2ARV4 .
Carbamidomethyl (C) protein 2
cGCAFGTLEDDGKNCATSR + Low-density lipoprotein receptor-related
) 2003.8136 | 2003.8165 3 81.0 A2ARV4 )
Carbamidomethyl (C) protein 2
Low-density lipoprotein receptor-related
EVITANRLONVECLSFDWISR | 2492.2482 | 2492.2694 3 93.0 A2ARV4 protein 2
QPSSPNPCcASATcSHLCLLSAQE Low-density lipoprotein receptor-related
) 2710.2261 | 2710.2401 3 85.0 A2ARV4 )
PR + 2 Carbamidomethyl (C) protein 2
AYDADLQTGTNYCSQTTHPN Low-density lipoprotein receptor-related
3933.657 | 3933.6733 +3;+4 88.0 A2ARV4 )
GDCSHFCFPVPNFQR protein 2
DVTIFDEHVQPLSPAELNNNPC| - )
Low-density lipoprotein receptor-related
LQSNGGCSHFCFALPELPTPK +| 4792.236 | 4792.2525 4 52.0 A2ARV4 rotein 2
2 Carbamidomethyl (C) P
Glyceraldehyde-3-phosphate
TTNCLAPLAK 1030.5481 | 1030.55 2 66.0 P16858,064467 dehydrogenase,Glyceraldehyde-3-

phosphate dehydrogenase, testis-specific




ASCTTNCLAPLAK +

Glyceraldehyde-3-phosphate

. 1416.6741 | 1416.6768 2 64.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
Carbamidomethyl (C) . .
phosphate dehydrogenase, testis-specific
Glyceraldehyde-3-phosphate
IVEGLMTTVHAITATQK 1811.9815 | 1811.9859 3 50.0 P16858
dehydrogenase
Glyceraldehyde-3-phosphate
LTGMAFRVPTPNVSVVDLTCR| 2275.1817 | 2275.1822 3 61.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
phosphate dehydrogenase, testis-specific
Acyl-coenzyme A synthetase ACSM2,
SHCSLGIK 843.4273 | 843.4254 2 34.0 Q8KOL3 ) )
mitochondrial
VLSGACGLHR + Acyl- A thet: ACSM2,
AC 1068.5499 | 10685486 | 3 58.0 Q8KoL3 cyreoenzyme A synthetase
Carbamidomethyl (C) mitochondrial
MLLQQDLSSYKFPHLHSCFSGG Acyl- A thet. ACSM2,
aQ 3947.9226 [ 3047.9422 | +3;+4 55.0 Q8KOL3 cyreoenzyme A synthetase
ETLLPETLENWK mitochondrial
MLLQQDLSSYKFPHLHSCFSGG Acyl-coenzyme A synthetase ACSM2
ETLLPETLENWK + 4004.9441 | 4004.9674 |  +3;+5 59.0 QsKoL3 Y yme A Synthe '
. mitochondrial
Carbamidomethyl (C)
MDAASWTGLSTSDIIWTISDT
AWIMNILGAFLEPWVLGACIFV] Acyl- A thet ACSM2,
) 6346.2237 | 6346.2749| 4 53.0 Q8KoL3 cyreoenzyme A synthetase
HLLPKFDSQTVLK + mitochondrial
Carbamidomethyl (C)
VGCNVDGR 818.3705 | 818.3697 2 81.0 P35979 60S ribosomal protein L12
VGCcNVDGR +
C_ 875.392 875.3937 2 68.0 P35979 60S ribosomal protein L12
Carbamidomethyl (C)
SVGCNVDGR 905.4025 | 905.4026 2 82.0 P35979 60S ribosomal protein L12
GYLGPEQLPDcLKGcDVVVIPA
GVPR + 2 Carbamidomethyl | 2944.4827 | 2808.448 3 66.0 P08249 Malate dehydrogenase, mitochondrial
©
N-acyl-aromatic-L-amino acid
MGPQPQGVLR 1081.5703 | 1081.5729 2 35.0 Q91XE4 ) )
amidohydrolase (carboxylate-forming)
NPAATAACCR + 1101.4695 | 1101.4685 ) 43.0 Q91XE4 N-acyl-aromatic-L-amino acid
Carbamidomethyl (C) ' ’ ' amidohydrolase (carboxylate-forming)
NPAATAACCR + 1101.4695 | 1101.4727 ) 82.0 Q91XE4 N-acyl-aromatic-L-amino acid
Carbamidomethyl (C) ' ' ' amidohydrolase (carboxylate-forming)
NPAATAACCR + 2 N-acyl-aromatic-L-amino acid
1158.491 | 1158.4908 2 81.0 QI91XE4

Carbamidomethyl (C)

amidohydrolase (carboxylate-forming)




N-acyl-aromatic-L-amino acid

VAVTGGTHGNEMCGVYLAR | 1933.9139 | 1933.9107 3 65.0 Q91XE4 amidohydrolase (carboxylate-forming)
VAVTGGTHGNEMCGVYLAR + N-acyl-aromatic-L-amino acid

Carbamidomethyl (C) 1990.9353 [ 1990.951 243 152.0 Q91XE4 amidohydrolase (carboxylate-forming)
YSPIADMLCEAGR 1424.6428 | 1424.6495 2 101.0 Q9DBM2 Peroxisomal bifunctional enzyme
IGVVVGNCYGFVGNR 1552.7821 | 1552.7872 2 81.0 Q9DBM2 Peroxisomal bifunctional enzyme
NPADGACLLEK 1129.5437 | 1129.5408 2 80.0 Q91V76 Ester hydrolase C11orf54 homolog
YSQKYHDFG 1143.4985 | 1143.4923 2 33.0 Q91V76 Ester hydrolase C11orf54 homolog
RTGELNFVSCMR 1411.67 | 1411.6707 3 52.0 Q91V76 Ester hydrolase C11orf54 homolog
GLTDNFADVQVSVVDCPDLTK| 2235.073 | 2235.051 2 55.0 Q91V76 Ester hydrolase C11orf54 homolog
AHIMPAEFSSCPLNSDEAVNK | 2259.03 | 2259.0306 +2;+3 122.0 Q91V76 Ester hydrolase C11orf54 homolog

VeLIGCGFSTGYGSAVK + 1785.843 | 1785.8454 2 76.0 P00329 Alcohol dehydrogenase 1

Carbamidomethyl (C)

AMANCQAAQGQYVH 1490.6394 | 1490.6428 2 107.0 Q91Y97 Fructose-bisphosphate aldolase B

ALNDHHVYLEGTLLKPNMVTA

2932.4688 | 2932.4838 +3;45 78.0 Q91Y97 Fructose-bisphosphate aldolase B
GHACTK
ALNDHHVYLEGTLLKPNMVTA
GHACTK + Carbamidomethyl| 2989.4902 | 2989.4951 | +3;+4;+5 80.0 Q91Y97 Fructose-bisphosphate aldolase B
()
YASIcQQNGLVPIVEPEVLPDG
DHDLEHCQYVSEK + 4048.8823 | 4048.9009 +3;+4 52.0 Q91Y97 Fructose-bisphosphate aldolase B
Carbamidomethyl (C)
SAMTPHGPDADCFEK 1604.6599 | 1604.6608 +2;+3 79.0 009173 Homogentisate 1,2-dioxygenase
NLYAEQLSGSAFTCPR 1755.825 | 1755.825 2 33.0 009173 Homogentisate 1,2-dioxygenase
SNNGLAVHIFLCNSSMENR | 2104.9782 | 2104.9922 +2;+3 99.0 009173 Homogentisate 1,2-dioxygenase
NPQVcPYNLYAEQLSGSAFTCP
ave . Q 2682.2206 | 2682.2366 +2;+3 103.0 009173 Homogentisate 1,2-dioxygenase
R + Carbamidomethyl (C)
FLP LHSAMTPHGP
QGGFLPGGGSLHS, G 2712.2061 | 2712.2403 +3;+4 113.0 009173 Homogentisate 1,2-dioxygenase
DADCFEK
GQNNPQVCcPYNLYAEQLSGSA
FTCPR + Carbamidomethyl | 2981.3436 | 2981.3552 +2;43 78.0 009173 Homogentisate 1,2-dioxygenase
(©
CTNSSYEDMGR + ) . .
] 1318.4918 | 1318.529 2 58.0 Q99KI0 Aconitate hydratase, mitochondrial
Carbamidomethyl (C)
CTTDHISAAGPWLK + . . .
. 1555.7453 | 1555.7618 +2;+3 46.0 Q99KIO Aconitate hydratase, mitochondrial
Carbamidomethyl (C)
DVGGIVLANAcGPCIGQWDR
Q 2168.0143 | 2168.0226 +2;43 131.0 Q99KIO Aconitate hydratase, mitochondrial

+ Carbamidomethyl (C)




DVGGIVLANACGPcIGQWDR

+ Carbamidomethyl (C) 2168.0143 | 2168.0302 +2;43 109.0 Q99KIO Aconitate hydratase, mitochondrial
VVPCLVAPVAGR 1179.6798 | 1179.6791 2 34.0 Q80X90 Filamin-B
IEYDDQNDGSCDVK 1599.6359 | 1599.6371 2 47.0 Q80X90 Filamin-B
SGCTINNPAEFIVDPK 1703.8189 | 1703.8218 2 45.0 Q80X90 Filamin-B
VGEPGILcVDcSEAGPGTLGLE
AVSDSGAK + 2 3012.4056 | 3012.4207 3 121.0 Q80X90 Filamin-B
Carbamidomethyl (C)
CPVIIHPGR 990.5433 | 990.5432 3 41.0 Q60866 Phosphotriesterase-related protein
QLGCPVIIHPGR 1288.7074 | 1288.7101 3 50.0 Q60866 Phosphotriesterase-related protein
AQAQLGCPVIIHPGR 1558.8402 | 1558.8438 3 54.0 Q60866 Phosphotriesterase-related protein
ATAHAQAQLGCPVIIHPGR 1939.021 | 1939.0257 4 39.0 Q60866 Phosphotriesterase-related protein
GVIGEIGCSWPLTDSER +
¢ . 1977.8925 | 1977.9016 2 139.0 Q60866 Phosphotriesterase-related protein
Carbamidomethyl (C)
IGE PLTDSER + 2
caVIG IGC_SW TDSER 2102.9401 | 2034.9242 2 123.0 Q60866 Phosphotriesterase-related protein
Carbamidomethyl (C)
Succinate--CoA ligase [ADP/GDP-forming]
LIGPNCPGVINPGECK 1609.7956 | 1609.7978 2 87.0 Q9WUM5 ) ) .
subunit alpha, mitochondrial
ATPPDDGNLCcR +
¢ . GNLe 1385.5704 | 1385.5801 2 49.0 Q64442 Sorbitol dehydrogenase
Carbamidomethyl (C)
FCATPPDDGNLCR +
¢ . 1532.6388 | 1532.6394 2 42.0 Q64442 Sorbitol dehydrogenase
Carbamidomethyl (C)
CGSVLVR 732.3952 | 732.3938 2 64.0 P25444 40S ribosomal protein S2
TATLGNFAK
¢ ) * 1081.5226 | 1081.525 2 73.0 P25444 40S ribosomal protein S2
Carbamidomethyl (C)
DD
AGl . CYTSAR + 1227.519 | 1227.5111 2 55.0 P25444 40S ribosomal protein S2
Carbamidomethyl (C)
IGKPHTVPCKVTGR 1491.8344 | 1491.8316 | +2;+3;+4 57.0 P25444 40S ribosomal protein S2
KLLMMAGIDDCYTSAR 1786.8416 | 1786.8461 +2;+3 99.0 P25444 40S ribosomal protein S2
LVQAFQYTDEHGEVCPAGW | 2148.9575 | 2148.964 2 51.0 Q61171 Peroxiredoxin-2
KTSYPDCIK 1053.5165 | 1053.5128 2 70.0 Q92111 Serotransferrin
WCAVSEHENTK 1302.5663 | 1302.5672 2 72.0 Q92111 Serotransferrin
CAPNNKEEYNGYTGAFR 1932.8424 | 1932.8304 3 55.0 Q92111 Serotransferrin
NdVIfIDSTPYR * 1449.7286 | 1449.7324 2 50.0 P62242 40S ribosomal protein S8
Carbamidomethyl (C)
LLACIASRPGQcGR + 2
¢ . QcGR + 1625.813 | 1625.8203 +2;+3 49.0 P62242 40S ribosomal protein S8
Carbamidomethyl (C)
LDVGNF,SWGSECCTR N 1797.7451 | 1797.747 2 101.0 P62242 40S ribosomal protein S8
Carbamidomethyl (C)
ALRLDVGNFSWGSECCTR
. ¢ * 2137.9673 | 2137.9682 +2;+3 95.0 P62242 40S ribosomal protein S8
Carbamidomethyl (C)
cDVDFDIAGPSIR + Voltage-dependent anion-selective
) 1463.6715 | 1463.6747 2 68.0 Q60932 )
Carbamidomethyl (C) channel protein 1
GVPGAFTPGCSK 1119.5383 | 1119.5433 2 79.0 P99029 Peroxiredoxin-5, mitochondrial
Acyl-coenzyme A synthetase ACSM3,
IPEWWLANVACLR 1569.8126 | 1569.81 2 44.0 Q3UNX5 i )
mitochondrial
AFTDVATGSL
Q GSLGOGLGAACG 2474.157 | 2474.163 3 139.0 P40142 Transketolase
MAYTGK
CNCVCPGTVDTPSLQER 1820.7856 | 1820.7869 2 91.0 Q8Jzv9 3-hydroxybutyrate dehydrogenase type 2




SMCPSIILDKDGQVR 1660.8277 | 1660.831 +2;+3 111.0 Q60928 Gamma-glutamyltranspeptidase 1
VAPSPANFIKPGKQPLSSMCPS i
ILDK 2837.5183 | 2837.5452 +3;+4 90.0 Q60928 Gamma-glutamyltranspeptidase 1
VAPSPANFIKPGKQPLSSMCcPSI )
. 2894.5398 | 2894.548 +3;+4 60.0 Q60928 Gamma-glutamyltranspeptidase 1
ILDK + Carbamidomethyl (C)
cQLLVYPGAFNLTTGPAHWEL )
. 2783.4217 | 2783.4339 3 96.0 Q9JHW2 Omega-amidase NIT2
LQR + Carbamidomethyl (C)
NELIAHCHAR +
. ¢ 1219.588 | 1219.5881 3 47.0 Qallle Alcohol dehydrogenase [NADP(+)]
Carbamidomethyl (C)
VYGNETEIGEALKESVGSGK | 2066.0168 | 2065.9703 3 55.0 Qallle Alcohol dehydrogenase [NADP(+)]
Short-chain specific acyl-CoA
IGIASQALGIAQASLDCAVK | 1928.0401 | 1928.0421 3 120.0 Q07417 . i
dehydrogenase, mitochondrial
SPFLCR 721.3581 721.359 2 37.0 Q8BFR5 Elongation factor Tu, mitochondria
CPGHADYVK 988.4436 | 988.4417 3 45.0 Q8BFR5 Elongation factor Tu, mitochondrial
ELLTEFGYKGEETPVIVGSALCA
G iEQR GSALC 2951.495 | 2951.5105 3 102.0 Q8BFR5 Elongation factor Tu, mitochondria
Fumarylacetoacetate hydrolase domain-
TFDTFCPLGPALVTK 1608.8222 | 1608.8314 2 61.0 Q3TC72 . .
containing protein 2A
KSAYCPYSR 1073.4964 | 1073.4928 2 46.0 P56389 Cytidine deaminase
AIAISSDLQEEFISPCGACR +
Q_ ¢ 2234.0347 | 2234.0624 2 132.0 P56389 Cytidine deaminase
Carbamidomethyl (C)
IF NIENACYPLGVCAER + 2
Sac _c Gve 2408.0599 | 2408.0776 2 126.0 P56389 Cytidine deaminase
Carbamidomethyl (C)
IFSGCNIENACYPLGVCAER + 2
¢ 'c 2408.0599 | 2408.0661 3 39.0 P56389 Cytidine deaminase
Carbamidomethyl (C)
LcGSGFQSIVSGCQEICSK + 2
Q . Q 2194.9697 | 2194.9576 2 105.0 Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial
Carbamidomethyl (C)
LcGSGFQSIVSGCQEICSK + 2 . . .
. 2194.9697 | 2194.9724 2 114.0 Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial
Carbamidomethyl (C)
VVGYFVSGCDPTIMGIGPVPAI . . .
NGALKK 2802.4812 | 2802.4931 3 77.0 Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial
Aldo-keto reductase family 1 member
LLDFCK 737.3782 | 737.3797 2 48.0 Q91WR5 o1
Aldo-keto reductase family 1 member
TALPLECPK 970.5157 | 970.5164 2 81.0 Q91WR5 o1
Aldo-keto reductase family 1 member
GTALPLECPK 1027.5372 | 1027.5432 2 80.0 Q91WR5 o1
HcVILNDGNFIPVLGFGTALPL
cc . Aldo-keto reductase family 1 member
EcPK + 3 Carbamidomethyl | 3176.5497 | 3176.5597 3 35.0 Q91WR5 o1
©
| DTAT +2
GCT”GG§ ATCCAK 1832.8107 | 1832.8104 2 108.0 P09411 Phosphoglycerate kinase 1
Carbamidomethyl (C)
GIPAGWMGLDCGTESSKK | 1835.8546 | 1835.8604 3 80.0 P09411 Phosphoglycerate kinase 1
LD
TGOATVASGIPAGWMGLDCG 2551.2047 | 2551.214 +2;43 107.0 P09411 Phosphoglycerate kinase 1

TESSKK




Long-chain specific acyl-CoA

THICVTR 828.4276 | 828.4276 2 34.0 P51174 . .
dehydrogenase, mitochondrial
LLIAELAISACEFMFEETR + Long-chain specific acyl-CoA
. 2310.1275 | 2310.1266 3 67.0 P51174 . .
Carbamidomethyl (C) dehydrogenase, mitochondrial
Acetyl-CoA acetyltransferase,
TPCTTVNK 862.4219 | 862.4229 2 70.0 Q8QzT1 ) )
mitochondrial
Acetyl-CoA acetyltransferase,
IHMGNCAENTAKK 1415.6649 | 1415.6634 | +2;+3 73.0 Q8QzT1 ) .
mitochondrial
Acetyl-CoA acetyltransferase,
KIHMGNCAENTAK 1415.6649 | 1415.6687 +2;+3 49.0 Q8QzT1 . .
mitochondrial
IVVHMAHALKPGEFGLASICNG Acetyl-CoA acetyltransferase,
3372.805 | 3372.825 +4;+5 66.0 Q8QzT1 . .
GGGASALLIEKL mitochondrial
VLRNFDSLISSNCTEELENAGVE ) . .
VLK 2878.4382 | 2878.4418 3 78.0 P47791 Glutathione reductase, mitochondrial
+
AGPNTN_GSQFHCTAK 1711.7988 | 1711.8046 2 48.0 P17742 Peptidyl-prolyl cis-trans isomerase A
Carbamidomethyl (C)
. C-1-tetrahydrofolate synthase,
CLELIK + Carbamidomethyl .
© 774.4309 | 774.4332 2 44.0 Q922D8,P48754 cytoplasmic,Breast cancer type 1
susceptibility protein homolog
IVGAPMHDLLLWNNATVTTC C-1-tetrahydrofolat thase,
2520.2617 | 25202634 | 4 34.0 Q92208 etranydroloiate synthase
HSK cytoplasmic
GEWIKPGAVVIDCGINYVPDD C-1-tetrahydrofolat thase,
2912.4491 | 2012.4621 | +3;+4 106.0 Q92208 etranydroloiate synthase
TKPNGR cytoplasmic
ERVCNLIDSGTK + Methylmalonate-semialdehyde
) 1390.6875 | 1390.6896 3 61.0 Q9EQ20 ) ] )
Carbamidomethyl (C) dehydrogenase [acylating], mitochondrial
GLQVVEHACSVTSLMLGETMP Methylmal te- ialdehyd
Q 2630.3118 | 2630.3125 | 3 50.0 Q9EQ20 ethyimalonate-semiaicenyde
SITK dehydrogenase [acylating], mitochondrial
GAQVIENCAVTGIR 1429.7347 | 1429.7416 2 72.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
HWHADLRPDDSPLEAGLAFTC ) ) )
K 2478.175 | 2478.1813 +3;+4 38.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
STVCGPESFTPDHKPLMGEAP
ELR 2597.2254 | 2597.2296 +3;+4 105.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
ACVVHGSDLKDMTSEELDDIL Sodium/potassium-transporting ATPase
2445.1516 | 2445.1553 4 67.0 Q8VDN2 :
R subunit alpha-1
EGSD LDGAD L
AEGS VANA;_AKGA CIMLSG 2436.1148 | 2436.1206 3 150.0 P52480 Pyruvate kinase PKM
AGKPVICATQMLESMIKKPRPT
Q R 2554.3909 | 2554.3924 4 37.0 P52480 Pyruvate kinase PKM
EGSDVANAVLDGAD L
AEGSDVANAVLDGADCIMLSG 3436.6126 | 3436.6471 3 175.0 P52480 Pyruvate kinase PKM

ETAKGDYPLEAVR




IEGDMIVCAAYAHELPK 1858.8957 | 1858.8993 3 72.0 P47962 60S ribosomal protein L5
DYFVSCPGR 1042.4542 | 1042.4573 2 50.0 Q91X72 Hemopexin
CSPDPGLTALLSDHR 1580.7617 | 1580.7667 3 102.0 Q91X72 Hemopexin
AEPPQCTSLAWSADGQTLFAG . . .
3010.4131 | 3010.4314 +2;43 96.0 P68040 Receptor of activated protein C kinase 1
YTDNLVR
AVIECADSAHGLK 1312.6445 | 1312.6448 2 43.0 Q9DCZ1 GMP reductase 1
SAVIECADSAHGLK 1399.6765 | 1399.6762 +2;+3 86.0 Q9DCZ1 GMP reductase 1
NCLTNFHGMDLTR 1520.6864 | 1520.6909 +2;+3 82.0 P97351 40S ribosomal protein S3a
NcLTNFHGMDLTR + . .
i 1577.7079 | 1577.712 +2;+3 78.0 P97351 40S ribosomal protein S3a
Carbamidomethyl (C)

CSQAVYAAEK 1068.491 | 1068.4889 2 72.0 P97315 Cysteine and glycine-rich protein 1
HKNMSVHLSPCFR 1554.7548 | 1554.7556 +3;+4 44.0 P62281 40S ribosomal protein S11
IQAGQCGNQIGAK 1286.6401 | 1286.6411 2 78.0 P99024,Q9ERD7 |Tubulin beta-5 chain,Tubulin beta-3 chain

IQAGQCcGNQIGAK +
Q Q.c Q 1343.6616 | 1343.6632 2 69.0 P99024,Q9ERD7 |Tubulin beta-5 chain,Tubulin beta-3 chain
Carbamidomethyl (C)
Tubulin beta-4A chain,Tubulin beta-4B
LQAGQCGNQIGAK 1286.6401 | 1286.6411 2 78.0 Q9D6F9,P68372 chain
LQAGQCcGNQIGAK + Tubulin beta-4A chain,Tubulin beta-4B
. 1343.6616 | 1343.6632 2 69.0 Q9D6F9,P68372 )
Carbamidomethyl (C) chain
FAELVYTGFWHSPECEFVR
. ¢ * 2373.0889 | 2373.1043 3 105.0 P16460 Argininosuccinate synthase
Carbamidomethyl (C)
ANVPNKVIQCFAETGQVQK | 2073.0677 | 2073.0759 +2;+3 103.0 Q68FD5 Clathrin heavy chain 1
MTEQPMMCcAYCVTEPSAGSD . ) "
. Medium-chain specific acyl-CoA
VAAIK + Carbamidomethyl | 2757.1828 | 2757.1878 2 48.0 P45952 ) )
© dehydrogenase, mitochondrial
TPVCTTELGR 1075.5332 | 1075.5318 2 67.0 008709 Peroxiredoxin-6
Dihydrolipoyl dehydrogenase,
VCHAHPTLSEAFR 1466.7089 | 1466.7102 +2;+3 64.0 008749 ) )
mitochondrial
TVCcIEKNETLGGTCLNVGCcIPSK Dihydrolipoyl dehydrogenase,
) 2628.2598 | 2628.2647 3 67.0 008749 ) .
+ 2 Carbamidomethyl (C) mitochondrial
SGQGAFGNMCR 1126.4648 | 1126.4656 2 69.0 Q9D8E6 60S ribosomal protein L4
SGQGAFGNMCR * 1183.4863 | 1183.4897 2 80.0 QOD8E6 60S ribosomal protein L4
Carbamidomethyl (C)
FCIWTESAFR 1258.5805 | 1258.5881 2 61.0 Q9D8E6 60S ribosomal protein L4
YAICSALAASALPALVMSK 1878.9947 | 1879.0006 +2;+3 103.0 QOD8E6 60S ribosomal protein L4
IIPVVMAGIIAIYGLVVAVLIAN V- ATP 16 kD lipi
> GIIAIYG 3528.0405 | 3528.0453 |  +3;+4 79.0 P63082 type proton ATPase 16 kDa proteolipid

SLTDGITLYR subunit

Electron transfer flavoprotein subunit

GPSQCQETIR 1117.5186 | 1117.5157 2 61.0 Q9DCW4 beta

HSMNPFCcEIAVEEAVR + Electron transfer flavoprotein subunit
. 1887.8607 | 1887.8617 +2;+3 82.0 Q9DCW4
Carbamidomethyl (C) beta
cIPALDSLKPANEDQK + . . .
1797.8931 | 1797.9113 +2;+3 112.0 P63038 60 kDa heat shock protein, mitochondrial

Carbamidomethyl (C)




4-trimethylaminobutyraldehyd
SPLIFSDCNMENAVK | 1779.8535 | 1779.8617 2 77.0 QL2 rimethylaminobutyraidenyde
dehydrogenase
GVKPITLELGGKSPLIIFSDCNM 4-trimethylaminobutyraldehyde
2972.5715 | 2972.5771 4 76.0 QoJu2
ENAVK dehydrogenase
GAGHPcYLDKPDEWHK
¢ . * 1908.8577 | 1908.8589 3 63.0 Q8VCR7 Protein ABHD14B
Carbamidomethyl (C)
VLVMEGAGHPCcYLDKPDEWH .
. 2480.1617 | 2480.1802 | +3;+4;+5 74.0 Q8VCR7 Protein ABHD14B
K + Carbamidomethyl (C)

FRCPEALF 981.4742 | 981.4789 2 66.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
QPSFLGMESCGIHETTFNSIMK| 2456.1174 | 2456.119 3 58.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
EKLcYVALDFEQEMATAASSSS . . ) )

i 2806.3041 | 2806.3035 3 39.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
LEK + Carbamidomethyl (C)
cPEALFQPSFLGMESCGIHETTF
NSIMK + Carbamidomethyl | 3173.433 | 3241.4602 3 94.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
(@]
P26043,P26041,P
MGNHELYMR 1149.5059 | 1149.5053 +2;+3 75.0 26'040 ! Radixin,Moesin,Ezrin
LCMGNHELYMR 1365.5992 | 1365.5984 3 64.0 P2604;é222041'P Radixin,Moesin,Ezrin
LCMGNHELYMR * 1422.6206 | 1422.6225 3 79.0 P26043,p26041,pP Radixin,Moesin,Ezrin
Carbamidomethyl (C) 26040
EAILNDE'YCF;:IAVLLASYAV 2820.4255 | 2820.4416 +2;+3 82.0 P26043 Radixin
Transitional endoplasmic reticulum
LGDVISIQPCPDVK 1482.7752 | 1482.7803 2 71.0 Q01853
ATPase
Transitional endoplasmic reticulum
MTNGFSGADLTEICQR 1741.7764 | 1741.7852 2 121.0 Q01853
ATPase
VVETDPSPYCIVAPDTVIHCEG - . .
. Transitional endoplasmic reticulum
EPIKR + Carbamidomethyl | 3091.4995 | 3091.498 3 32.0 Q01853 ATPase
©
EGSSHNWQHITDQIGMFCFTG Aspartate aminotransferase,
3373.5608 | 3373.581 +4;+5 72.0 P05202 R N
LKPEQVER mitochondrial
EGSSHNWQHITDQIGMFCFTG Aspartate aminotransferase
LKPEQVER + 3430.5823 | 3430.5973 3 79.0 P05202 P ) ) !
. mitochondrial
Carbamidomethyl (C)
E DTIKPD
HG VCPAGV\/':‘(PGS TIKPDV 2206.0477 | 2206.053 3 47.0 P35700 Peroxiredoxin-1
HGEVCPAGWKPGSDTIKPDV
NKS 2421.1747 | 2421.1837 4 30.0 P35700 Peroxiredoxin-1
LVOAFQFTDKHGEVCPAGWK 3511.7558 | 3511.7872 | +3;+4;+6 33.0 P35700 Peroxiredoxin-1
PGSDTIKPDVNK
Alpha-aminoadipi ialdehyd
GEVITTYCPANNEPIAR | 1846.8883 | 1846.8053| 2 104.0 Q9DBF1 pha-aminoadipic semiaidenyce
dehydrogenase
GSDCGIVNVNIPTSGAEIGGAF Alpha-aminoadipic semialdehyde
2448.1591 | 2448.1674 2 152.0 Q9DBF1
GGEK dehydrogenase
IKPTRPLGLFMEYENSPESTSEV Acyl-coenzyme A synthetase ACSM1,
3866.7403 | 3866.7536 4 94.0 Q91VAO i )
ECGDFYNSGDR mitochondrial
AGALEGVPISGCLGDQSAALV
GQMcFQDGQAK + 3245.5155 | 3245.5369 3 94.0 Q64516 Glycerol kinase
Carbamidomethyl (C)




LEAVSHTSDMHCGYGDSPSK | 2119.8939 | 2119.8953 +3;+4 100.0 P40124 Adenylyl cyclase-associated protein 1
LEAVSHTSDMHcGYGDSPSK + i X
. 2176.9154 | 2176.9328 +3;+4 112.0 P40124 Adenylyl cyclase-associated protein 1
Carbamidomethyl (C)
Hypoxanthine-guanine
SYCNDQSTGDIK 1329.5507 | 1329.5432 2 78.0 P00493 .
phosphoribosyltransferase
Hypoxanthine-guanine
EMGGHHIVALCVLK 1505.7847 | 1505.787 3 46.0 P00493 X
phosphoribosyltransferase
TVVPCcSGPK + . .
. 1114.5151 | 1114.5155 2 76.0 P28271 Cytoplasmic aconitate hydratase
Carbamidomethyl (C)
WGSQAFCNMR 1198.5012 | 1198.5045 2 64.0 P28271 Cytoplasmic aconitate hydratase
INPVCPADLVIDHSIQVDFNR + ) .
. 2421.2111 | 2421.2128 3 95.0 P28271 Cytoplasmic aconitate hydratase
Carbamidomethyl (C)
ILATAVCHTDAYTLSGADPEGC
FPVILGHEGAGIVESVGEGVTK| 4508.188 | 4508.2053 4 41.0 P28474 Alcohol dehydrogenase class-3
+ Carbamidomethyl (C)
+
ILYPDEV_ACVVPEVCK 1900.9315 | 1900.9539 2 47.0 Q92317 Sodium/glucose cotransporter 2
Carbamidomethyl (C)
SLLHcFQcCGAK + 2 .
. 1558.6731 | 1558.6791 +2;+3 64.0 035488 Very long-chain acyl-CoA synthetase
Carbamidomethyl (C)
IAVAAQNCYK 1079.5433 | 1079.5435 2 94.0 P17751 Triosephosphate isomerase
LGILGLCNTLAIEGR + P i | Itif i |
GILG c G 1593.8814 | 1598.8801 ) 89.0 P51660 eroxisomal multifunctional enzyme type
Carbamidomethyl (C) 2
GTFASLSELHCDK 1406.65 1406.6512 +2;+3 88.0 P02088 Hemoglobin subunit beta-1
GTFASLSELHcDK +
. ¢ 1463.6715 | 1463.6776 +2;+3 77.0 P02088 Hemoglobin subunit beta-1
Carbamidomethyl (C)
KVITAFNDGLNHLDSLK 1884.0105 | 1884.0235 3 62.0 P02088 Hemoglobin subunit beta-1
Glycine N-acyltransferase-like protein
HCQEFLGSSEVINWK 1775.8301 | 1775.8409 +2;+3 112.0 Q9DCYO0 Kegl
eg
HKQcFLYMVCQTAK + Glycine N-acyltransferase-like protein
. 1823.8521 | 1823.8419 3 36.0 Q9DCYO0
Carbamidomethyl (C) Kegl
cIMGPEGTPVSWTLMDHTGEL| Glycine N-acyltransferase-like protein
. 2486.1393 | 2486.1404 3 92.0 Q9DCYO0
R + Carbamidomethyl (C) Kegl
RILQLCMGNHELYMR 1875.927 | 1875.9345 3 67.0 P26040 Ezrin
KQCVPFR 876.464 | 876.4655 2 44.0 Q9CPR4 60S ribosomal protein L17
SPCHIEMILTEK 1399.6839 | 1399.6856 3 85.0 Q9CPR4 60S ribosomal protein L17
INPYMSSPCHIEMILTEK 2104.9995 | 2105.0013 3 70.0 Q9CPR4 60S ribosomal protein L17
INPYM EMILTEK +
PY SS'_:CHI MILTEK 2162.021 | 2162.027 3 83.0 Q9CPR4 60S ribosomal protein L17
Carbamidomethyl (C)
Succinate dehydrogenase [ubiquinone]
VGSVLQEGCEK 1147.5543 | 1147.5574 2 81.0 Q8K2B3

flavoprotein subunit, mitochondrial




VGSVLQEGCEK +

Succinate dehydrogenase [ubiquinone]

1204.5758 | 1204.5751 2 46.0 8K2B3
Carbamidomethyl (C) G flavoprotein subunit, mitochondrial
Succinate dehyd biqui
TLNEADCATVPPAIR 1569.7821 | 1569.7958 2 91.0 Q8K2B3 uccinate dehydrogenase [u IQU|n?ne]
flavoprotein subunit, mitochondrial
VGMKEYEMESLFQHYCYSR | 2399.0384 | 2399.0351 3 49.0 Q11136 Xaa-Pro dipeptidase
FCLEGMEESGSEGLDELIFAQK| 2431.0923 | 2431.1055 +2;43 84.0 Q9D1A2 Cytosolic non-specific dipeptidase
Ras-related C3 botulinum toxin substrate
AVLCPPPVKK 1050.626 | 1050.6264 3 46.0 P63001,P60764 1,Ras-related C3 botulinum toxin
substrate 3
Peroxisomal carnitine O-
WCQSMQDPSASLLER 1749.7814 | 1749.7867 2 133.0 Q9DC50
octanoyltransferase
WcQSMQDPSASLLER + Peroxisomal carnitine O-
i 1806.8029 | 1806.8115 2 120.0 Q9DC50
Carbamidomethyl (C) octanoyltransferase
Isocitrate dehydrogenase [NADP],
SSGGFVWACK 1040.475 | 1040.4761 2 104.0 P54071 . .
mitochondrial
DLAGCIHGLSNVK + Isocitrate dehydrogenase [NADP],
i 1382.6976 | 1382.704 +2;+3 74.0 P54071 R )
Carbamidomethyl (C) mitochondrial
Isovaleryl-CoA dehydrogenase,
AHSNLCVNQIVR 1352.6983 | 1352701 | +2;+3 78.0 QOIHIS Vel verog
mitochondrial
Isobutyryl-CoA dehydrogenase,
FASYCLTEPGSGSDAASLLTSAK| 2275.0678 | 2275.0796 2 90.0 Q9D7B6 ) )
mitochondrial
KIcMQR + Carbamidomethyl . . .
© 834.4204 | 834.4196 2 32.0 P62702 40S ribosomal protein S4, X isoform
FDTGNLCMVTGGANLGR 1724.7974 | 1724.8082 2 149.0 P62702 40S ribosomal protein S4, X isoform
FDTGNLCMVTGGANLGR + . . .
. 1781.8189 | 1781.8248 +2;+3 153.0 P62702 40S ribosomal protein S4, X isoform
Carbamidomethyl (C)
LDASTQTTHELTIPNNLIGCIIG
Q R 2579.3377 | 2579.342 3 36.0 P60335 Poly(rC)-binding protein 1
Alpha-aminoadipic semialdehyde
QLLCDLVGISR 1215.6645 | 1215.6652 2 68.0 Q99K67 ) )
synthase, mitochondrial
Alpha-aminoadipic semialdehyde
SSVVPVEGCPELPHK 1576.7919 | 1576.8058 2 73.0 Q99K67

synthase, mitochondrial




ELGATVESYVSYCGGLPAPEHS Alpha-aminoadipic semialdehyde
2860.3338 | 2860.3235 3 103.0 Q99K67 ) )
DNPLR synthase, mitochondrial
NPVLcSWGK +
1059.5172 | 1059.5218 2 31.0 9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C) Q vie v
APICNPVLESWGK + 1511.7265 | 1511.7261 2 75.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C) ' ’ ' vie v
SVSAFAPICNPVLCSWGK + .
. 2002.9645 | 2002.9738 2 33.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C)
AYHEQLTVAEITNACFEPAN
Q MVK Q 2706.2781 | 2706.2802 +2;+3 102.0 P68373 Tubulin alpha-1C chain
ECADLWPR 988.4436 | 988.4449 2 73.0 P62830 60S ribosomal protein L23
TFSDIQDVQILCHFVR 1919.9564 | 1919.9618 3 105.0 Q9D826 Peroxisomal sarcosine oxidase
GTFDVECLTTDHYTGGMK | 1973.8499 | 1973.8514 3 81.0 Q61147 Ceruloplasmin
ADDKVLPGQQYVYVLHANEPS
QQ 3457.6208 | 3457.6468 3 45.0 Q61147 Ceruloplasmin
PGEGDSNCVTR
I
DHENdSGE_DITHNGlVYTPK 2398.0859 | 2398.0984 3 83.0 Q61838 Pregnancy zone protein
Carbamidomethyl (C)
SSEDKQEMLQTEGSQCAK 1997.867 | 1997.876 +2;43 114.0 Q8BVE3 V-type proton ATPase subunit H
SSEDKQEN.ILQTEGSQCAK * 2054.8885 | 2054.8844 3 93.0 Q8BVE3 V-type proton ATPase subunit H
Carbamidomethyl (C)
VGQPGAAGPVSPMCPGR | 1579.7599 | 1579.7605 2 91.0 P29699 Alpha-2-HS-glycoprotein
ANLMHNLGGEEVSVACK 1770.8393 | 1770.8488 +2;+3 105.0 P29699 Alpha-2-HS-glycoprotein
QLTEHAVEGDCDFHILK 1953.9255 | 1953.9304 +3;+4 54.0 P29699 Alpha-2-HS-glycoprotein
GEGMSQAATICcR
. Q R 1279.5649 | 1279.5597 2 99.0 P35505 Fumarylacetoacetase
Carbamidomethyl (C)
DVMICPDTSLEDAK 1535.6847 | 1535.6887 2 70.0 Q99LX0 Protein deglycase DJ-1
DGTAHPAMCLQNLDMLNEA
Q 2684.2066 | 2684.2098 +2;+3 121.0 Q91WGO0 Acylcarnitine hydrolase
GLPDMK
TcAEAVVPSYVPIVKK - hyri -
CAEAVVPS " | 1759.9542 [ 17599539 [ 3 63.0 p3gssy | OXveen-dependent coproporphyrinogen
Carbamidomethyl (C) Il oxidase, mitochondrial
STGPHAASCFGAK 1232.5608 | 1232.5585 +2;+3 60.0 P30999 Catenin delta-1
ACLYAGVK 823.4262 | 823.4257 2 63.0 P15105 Glutamine synthetase
ClE_EAlDK * 976.4535 | 976.4552 2 58.0 P15105 Glutamine synthetase
Carbamidomethyl (C)
TCLLNETGDEPFQYKN 1870.8407 | 1870.8457 2 75.0 P15105 Glutamine synthetase
ESKPYPEDPSCTMTEFHSTPK | 2410.0457 | 2410.0506 3 139.0 P97449 Aminopeptidase N
KAQCPIVER 1042.5593 | 1042.5283 2 41.0 P97461 40S ribosomal protein S5
+
LLYECN_PIAYVMEK 1741.8419 | 1741.8461 2 95.0 Q9QXD6 Fructose-1,6-bisphosphatase 1
Carbamidomethyl (C)
QAQVNLTVVDKPDPPAGTPC o L
ASDIR 2591.3014 | 2591.3101 3 93.0 Q6PDN3 Myosin light chain kinase, smooth muscle
GGWHSLCIQEVFPEDTGTYTCE
AWNSAGEVR + 3566.5507 | 3566.5543 3 90.0 Q6PDN3 Myosin light chain kinase, smooth muscle
Carbamidomethyl (C)
Propionyl-CoA carboxylase alpha chain,
MADEAVCVGPAPTSK 1474.6796 | 1474.6856 2 147.0 Q91ZA3 ) )
mitochondrial




D-beta-hydroxybutyrate dehydrogenase,

FGIEAFSDCLR 1256.586 | 1256.5884 2 94.0 Q80XNO i .
mitochondrial
AQLNIGNVLPVGTMPEGTIVc
CLEEKPGDR + 3209.5883 | 3209.6053 3 129.0 P62918 60S ribosomal protein L8
Carbamidomethyl (C)
AQLNIGNVLPVGTMPEGTIVC
CLEEKPGDR + 3277.6145 | 3277.6294 3 103.0 P62918 60S ribosomal protein L8
Carbamidomethyl (C)
VDEFPLCGHMVSDEYEQLSSE 60S ribosomal protein L10,60S ribosomal
3024.3481 | 3024.3556 3 77.0 Q6ZWV3,P86048 . )
ALEAAR protein L10-like
WDTCAPEVILHAVGGK 1694.845 | 1694.8472 +2;43 66.0 Q970S1 3'(2"),5'-bisphosphate nucleotidase 1
SHSNQLVTDCISAMNPDTVLR | 2300.0889 | 2300.1009 3 67.0 Q970S1 3'(2"),5'-bisphosphate nucleotidase 1
SFNRNEC 868.3497 | 868.3477 2 31.0 P01837 Ig kappa chain C region
Poly(rC)-binding protein 2,Poly(rC)-
LVVPASQCGSLIGK 1370.7592 | 1370.7617 2 86.0 Q61990,P57722 o )
binding protein 3
AQACQDAGVR + X .
. 1074.4876 | 1074.4873 2 43.0 Q05920 Pyruvate carboxylase, mitochondrial
Carbamidomethyl (C)
FLYECPWR + 5 .
. 1169.5328 | 1169.5341 2 33.0 Q05920 Pyruvate carboxylase, mitochondrial
Carbamidomethyl (C)
ADFAQACQDAGVR 1350.5986 | 1350.604 2 111.0 Q05920 Pyruvate carboxylase, mitochondrial
Dihydrolipoyllysine-residue
LKEAQNTCAMLTTFNEVDMS succinyltransferase component of 2-
3016.3762 | 3016.3903 3 75.0 Q9D2G2
NIQEMR oxoglutarate dehydrogenase complex,
mitochondrial
Dihydrolipoyllysine-residue
LKEAQNTcAMLTTFENEVDMS }
) succinyltransferase component of 2-
NIQEMR + Carbamidomethyl| 3073.3977 | 3073.4101 3 147.0 Q9D2G2
© oxoglutarate dehydrogenase complex,
mitochondrial
GFEVVYMTEPIDEYCVQQLK | 2390.1174 | 2390.1301 +2;+3 91.0 P11499 Heat shock protein HSP 90-beta
LVSSPcCIVTSTYGWTANMER )
. 2442.1018 | 2442.1028 2 125.0 P11499 Heat shock protein HSP 90-beta
+ Carbamidomethyl (C)
Isocitrate dehydrogenase [NADP]
ICYEHR 819.3697 | 819.368 2 48.0 088844 .
cytoplasmic
HLLPLVQCPTL 1232.6951 | 1232.7018 2 54.0 Q8R164 Valacyclovir hydrolase
TcEDWVDGISQFK +
¢ . Q 1583.6926 | 1583.6962 2 58.0 Q8R164 Valacyclovir hydrolase
Carbamidomethyl (C)
Serine protease inhibitor A3M,Serine
HFRDEELSCSVLELK 1803.8825 | 1803.8876 | +2;+3;+4 90.0 Q03734,P07759

protease inhibitor A3K




FAKLCEEHGIIR 1414.7391 | 1414.7057 +2;+3 101.0 P04939 Major urinary protein 3
Major urinary protein 18,Major urinary
A2BIM8,B5X0G2, R . . . .
FAQLCEEHGILR 1414.7027 | 1414.7057 +2;+3 101.0 protein 17,Major urinary protein 6,Major
P02762,P04938 . )
urinary protein 11
FAKLCEEHGILR 1414.7391 | 1414.7057 +2;+3 101.0 P11589 Major urinary protein 2
FCETTIGcKDPAQGQLLK + 2 Glycerol-3-phosphate dehydrogenase
. 2133.0235 | 2133.0402 +2;+3 77.0 P13707 .
Carbamidomethyl (C) [NAD(+)], cytoplasmic
LPclYLVDSGGANLPR + Methylcrot: I-CoA carboxylase bet:
CrEVE 1743.8978 | 1743.9033 2 70.0 Q3ULD5 ethyierotonoyl=-oA carboxylase beta
Carbamidomethyl (C) chain, mitochondrial
VTDKLTPIHDHIFCCR 1896.9339 | 1896.935 +4;+5 48.0 Q60692 Proteasome subunit beta type-6
EGMTKDECLQFTANALALAME i
) 2498.1603 | 2498.1606 3 106.0 Q60692 Proteasome subunit beta type-6
R + Carbamidomethyl (C)
Aldehyde dehyd family 8
ILCGEGVDQLSLPLR 1611.8654 | 1611.8758 | 2 130.0 Q8BHO0 enhyde denyarogenase family
member Al
NINNDTTYCIKK 1425.6922 | 1425.6973 +2;+3 75.0 Q99KR3 Endoribonuclease LACTB2
L L L
v GCNPGPM;-SSGTNTV VGT 2435.1937 | 2435.2138 2 136.0 Q99KR3 Endoribonuclease LACTB2
EAALNDKKPGPGMNGAVEPC Na(+)/H(+ h lat fact
2449.1842 | 2449.1881| 3 55.0 QoJiL4 a(+)/H(+) exchange regulatory cofactor
AQPR NHE-RF3
GLCGTVLIHK 1039.5848 | 1039.5898 +2;+3 46.0 Q8vC30 Triokinase/FMN cyclase
ICTTLIGLEEHLNALDR 1909.9931 | 1910.0025 3 101.0 Q8VC30 Triokinase/FMN cyclase
KMVNSVEGCADDALAGLVAS
3220.5969 | 3220.6097 4 33.0 Q8VvC30 Triokinase/FMN cyclase
NPDLQLLQGHR
Histidine triad nucleotide-binding protein
MGAQSVYHLHIHVLGGR 1873.9734 | 1873.9771 4 73.0 Q9D0S9 ) .
2, mitochondrial
+
LENCGITAANCKDLEDY +2 1 109 8523 | 1894.881 2 30.0 Q91VI7 Ribonuclease inhibitor
Carbamidomethyl (C)
LQVTASPQSLCGLR + . . . .
. 1528.8032 | 1528.8104 2 101.0 P28665,P28666 Murinoglobulin-1,Murinoglobulin-2
Carbamidomethyl (C)
VLIVEPEGIKQEHTFSSLFCASD
A?ISEK 3205.5853 | 3205.594 +3;+4 54.0 P28665 Murinoglobulin-1
+
ILGLGDLG_CNGMGlp\/GK 1769.9168 | 1769.9236 2 73.0 P06801 NADP-dependent malic enzyme
Carbamidomethyl (C)
YGMNCLIQFEDFANR 1819.8022 | 1819.8091 2 55.0 P06801 NADP-dependent malic enzyme
GQYCYELDETAVRPGYPK | 2087.9622 | 2087.9758 +2;+3 118.0 P29788 Vitronectin
Isocitrate dehydrogenase [NAD] subunit
EVAENCKDIK 1147.5543 | 1147.5519 2 62.0 Q9D6R2 - .
alpha, mitochondrial
T LGQAAEESNCCcAR +
seT60Q G_Q SNee 1965.8269 | 1965.8265 2 79.0 Q9129 Phospholipid scramblase 3
Carbamidomethyl (C)
GLYDGPVCEVSVTPK 1562.7651 | 1562.7693 2 98.0 008553 Dihydropyrimidinase-related protein 2




McDHLIR +

Lipopolysaccharide-responsive and beige-

943.4368 | 943.4348 3 35.0 9ESE1
Carbamidomethyl (C) Q like anchor protein
KGDEETGPCcSSSLVPEGTGATR Lipopolysaccharide-responsive and beige-
. 2234.0121 | 2234.0159 3 78.0 QOESE1 . .
+ Carbamidomethyl (C) like anchor protein
Heat shock cognate 71 kDa protein,Heat
P63017,P16627,Q . .
CVGVFQHGK 973.4804 | 973.4799 +2;+3 58.0 61696 shock 70 kDa protein 1-like,Heat shock 70
kDa protein 1A
P63017.P16627.Q Heat shock cognate 71 kDa protein,Heat
TTPSYVAFTDTER 1486.694 | 1486.7016 2 52.0 6&696 "~|shock 70 kDa protein 1-like,Heat shock 70
kDa protein 1A
CKELGITALHIK 1324.7537 | 1324.7547 3 78.0 P62264 40S ribosomal protein S14
Lipoamide acyltransferase component of
IPHFGYCDEIDLTQLVK 1989.987 | 1989.9932 +2;43 72.0 P53395 branched-chain alpha-keto acid
dehydrogenase complex, mitochondrial
Lipoamide acyltransferase component of
TMSAALKIPHFGYCDEIDLTQL ) .
VK 2692.3604 | 2692.3566 4 39.0 P53395 branched-chain alpha-keto acid
dehydrogenase complex, mitochondrial
SINTEVVACSVDSQFTHLAWIN ) )
R 2844.3865 | 2844.3967 3 151.0 008807 Peroxiredoxin-4
TPR + Carbamidomethyl (C)
TTIQGQEINAPICISPTAFHSIA
Qcq 3097.5179 | 3097.5268 3 149.0 Q9NYQ2 Hydroxyacid oxidase 2
WADGEK
NCGQMSEIEAK 1208.5165 | 1208.5143 2 64.0 P26039 Talin-1
LcN
HTSA CNSCR + 1215.5125 | 1215.5088 2 61.0 P26039 Talin-1
Carbamidomethyl (C)
IPICPVFR 943.5313 | 943.5282 2 53.0 Q972J0 Solute carrier family 23 member 1
IPTACITVEDAEMMSR 1765.8049 | 1765.8075 2 131.0 Q9WVJ3 Carboxypeptidase Q
Glutamate--cysteine ligase regulatory
KCPSTHSEELR 1285.6085 | 1285.6051 3 44.0 009172 .
subunit
EFPDVLECTMSHAVEK + Glutamate--cysteine ligase regulatory
) 1890.8492 | 1890.8557 2 94.0 009172 )
Carbamidomethyl (C) subunit
+
TNVC(_;MIQGTR 1235.5751 | 1235.5774 2 54.0 P28825 Meprin A subunit alpha
Carbamidomethyl (C)
HCNMVLENVK 1185.5634 | 1185.5627 2 49.0 P62317 Small nuclear ribonucleoprotein Sm D2
HCNMVLENVK + . .
1242.5849 | 1242.5872 2 94.0 P62317 Small nuclear ribonucleoprotein Sm D2

Carbamidomethyl (C)




LPACVVDCcGTGYTK +

1550.7109 | 1550.7109 2 105.0 99JY9 Actin-related protein 3
Carbamidomethyl (C) Q P
MSYTLQHLPMPCAWNQWK + .
. 2290.0486 | 2290.0598 3 87.0 Q91XEO Glycine N-acyltransferase
Carbamidomethyl (C)
NFPSSCVLGPEGTPASWTLMD 2910.2987 | 2910.312 3 111.0 Q91XEO Glycine N-acyltransferase
QTGEMR
IQFHNVKPECLDAYNSLTEAVL
Q PK 2728.3894 | 2728.401 +3;+4 129.0 055125 Protein NipSnap homolog 1
LHLDEDYPcSLVGNWNTWYG
EQDQAVHLWR + 3700.6794 | 3700.7121 4 39.0 055125 Protein NipSnap homolog 1
Carbamidomethyl (C)
VDVHFcGVNFADILACRG + . . . .
. 2059.9608 | 2059.9615 3 64.0 Q3UNZ8 Quinone oxidoreductase-like protein 2
Carbamidomethyl (C)
RPNKPLFTGLVTQCQK 1828.9982 | 1829.0011 3 101.0 Q8K4z3 NAD(P)H-hydrate epimerase
YQLNLPSYPDTECVYR 1959.9036 | 1959.9246 2 89.0 Q8K4z3 NAD(P)H-hydrate epimerase
P57780,Q7TPR4, | Alpha-actinin-4,Alpha-actinin-1,Alpha-
EGLLLWCQR 1116.575 1116.574 2 82.0 . L.
088990,Q9J191 actinin-3,Alpha-actinin-2
ICDQWDNLGSLTHSR 1743.7999 | 1743.8069 3 74.0 P57780 Alpha-actinin-4
IcDQWDNLGSLTHSR
cbQ ) N 1800.8213 | 1800.8272 3 59.0 P57780 Alpha-actinin-4
Carbamidomethyl (C)
LCDVLAQAGHR 1181.5975 | 1181.5975 2 93.0 Q8R0O86 Sulfite oxidase, mitochondrial
TCTTVAFTQVNSEDKGALAK | 2083.0256 | 2083.0418 +2;43 124.0 P12970 60S ribosomal protein L7a
MLSLAEQQLVDCAQAFNNH
S al CKC Q G 2419.1082 | 2419.1119 3 134.0 P49935 Pro-cathepsin H
SGGASEPLLPHQPSLETQLYCG
a Q 3769.7741 | 3769.813 3 128.0 P04919 Band 3 anion transport protein
QAEGGSEGPSTSGTLK
VCALMScAK +
. 1049.4708 | 1049.4727 2 41.0 P45376 Aldose reductase
Carbamidomethyl (C)
HIDCAQVYQNEK 1446.6561 | 1446.6599 2 80.0 P45376 Aldose reductase
AEPSALGGGGGSPGACPALGA X
) 1880.9051 | 1880.9168 2 125.0 Q9ES97 Reticulon-3
K + Carbamidomethyl (C)
AEWCcQIFDGTDACVTPVLTFEE
ALHHQHNR + 2 3648.6515 | 3648.6658 +4;+5 66.0 009174 Alpha-methylacyl-CoA racemase
Carbamidomethyl (C)
TKAEWCcQIFDGTDACVTPVLTF
EEALHHQHNR + 3820.7726 | 3820.7935 5 60.0 009174 Alpha-methylacyl-CoA racemase
Carbamidomethyl (C)
NANc.SIEESFQR + 1453.6256 | 1453.6257 5 79.0 P38060 Hydroxymet.hylglutarYl—CoA lyase,
Carbamidomethyl (C) mitochondrial
Hydroxymethylglutaryl-CoA lyase,
KNANCSIEESFQR 1524.6991 | 1524.7008 +2;+3 73.0 P38060 R A
mitochondrial
SCAEFVSGSQLR 1282.5976 | 1282.6024 2 90.0 Q9DCX2 ATP synthase subunit d, mitochondrial
ScAEFVSGSQLR + . 5 .
. 1339.619 | 1339.6203 2 76.0 QI9DCX2 ATP synthase subunit d, mitochondrial
Carbamidomethyl (C)
Heat shock 70 kDa protein 4L,Heat shock
GCcALQCAILSPAFK + P48722,061316,Q i X
. 1545.7683 | 1545.7531 2 49.0 70 kDa protein 4,Heat shock protein 105
Carbamidomethyl (C) 61699
kDa
Eukaryotic translation initiation factor 5A-
KYEDICPSTHNMDVPNIK 2102.9765 | 2102.9829 3 80.0 Q8BGY2

2




KYEDICPSTHNMDVPNIK +

Eukaryotic translation initiation factor 5A-

. 2159.998 | 2159.9985 103.0 Q8BGY2,P63242 | 2,Eukaryotic translation initiation factor
Carbamidomethyl (C)
5A-1
WNSPAEEGLSDCEVFPK 1906.8407 | 1906.8548 117.0 Q61316 Heat shock 70 kDa protein 4
NAVVD K+ | - ineli Iyti
GG . GcS 1062.4764 | 1062.478 48.0 P97494 Glutamate cystelne. igase catalytic
Carbamidomethyl (C) subunit
NRQPPDSGPMCDLLWSDPQP
Q QNGR Q 2707.2231 | 2707.227 81.0 Q60676 Serine/threonine-protein phosphatase 5
KCGLQGFDGIV 1135.5696 | 1135.5687 51.0 P97328 Ketohexokinase
Phosphatidylethanolamine-bindi
WAGPLCLQEVDEPPQHALR | 2158.0629 | 2158.0665 105.0 P70296 osphaticy Zroi;cr’] alm'ne inding
YNLGAPVAGTcYQAEWDDYV Ph hatidyleth lamine-bindi
cva 2516.1318 | 2516.1522 46.0 P70296 osphatidylethanolamine-binding
PK + Carbamidomethyl (C) protein 1
NNPAIVVIGNNGQINYDHQN .
3394.6072 | 3394.63 110.0 Q9DOF3 Protein ERGIC-53

DGATQALASCQR

GLCAIAQAESLR 1230.639 | 1230.639 76.0 P62908 40S ribosomal protein S3

VGEGPGVCWLAPEQTAGK 1797.872 | 1797.8787 110.0 Q8VCT3 Aminopeptidase B
FRCPEAIF 981.4742 | 981.4789 66.0 Q8BFZ3 Beta-actin-like protein 2
+

CGPA_SVQAVK 1015.5121 | 1015.5095 94.0 Q8BH61 Coagulation factor XlIl A chain

Carbamidomethyl (C)
GLGDCLVK 803.4211 | 803.4228 47.0 P51881 ADP/ATP translocase 2
ADP/ATP translocase 2,ADP/ATP
TGTLDCWR 950.428 950.428 55.0 P51881,P48962
translocase 1
GQMEAIPCVVGDEEVWTSDI Delta-1-pyrroline-5-carboxylate
3627.6763 | 3627.6723 94.0 Q8CHTO . )
QYQLSPFNHAHK dehydrogenase, mitochondrial
V-t ton ATP bunit B, brai
IPIFSAAGLPHNEIAAQICR | 2120.12 | 2120.1276 100.0 P62814 ype proton ATFase subunit B, brain
isoform
GELLGCFGLTEPNHGSDPGGM Glutaryl-CoA dehyd 3
2473.1002 | 2473.1022 68.0 Q60759 utary-toA denydrogenase
ETR mitochondrial
TVTHAVVLAHLICLGAR + i X
. 1898.056 | 1898.0337 45.0 Q9QxD1 Peroxisomal acyl-coenzyme A oxidase 2
Carbamidomethyl (C)

YEASFPFLSLCGR 1488.7071 | 1488.7096 82.0 Q8VE9S5 UPF0598 protein C8orf82 homolog
LSYCGGGEALAIPFEPAR 1849.9032 | 1849.9142 49.0 Q8VE95 UPF0598 protein C80rf82 homolog
VYAAEPSNADDCYQSK 1759.7359 | 1759.7399 106.0 Q9Q7zX7 Serine racemase
cVLTTVDPDTGIIDRK + Mitochondrial amidoxime reducing

. 1801.9244 | 1801.9255 86.0 Q922Q1
Carbamidomethyl (C) component 2
GVVLGGCGDK 903.4484 | 903.4461 70.0 P61922 4-aminobutyrate aminotransferase,
mitochondrial
4-ami i f
TMGCLATTHSK 1148.5318 | 1148.5286 79.0 P61922 aminobutyrate aminotransferase,
mitochondrial
4-aminobutyrate aminotransferase,
QLNTIQNAEAVHFFCNYEESR | 2512.1441 | 2512.1527 63.0 P61922

mitochondrial




VLPMNTGVEAGETACK + Ornithine aminotransferase,
) 1675.7909 | 1675.8012 2 102.0 P29758 ) )
Carbamidomethyl (C) mitochondrial
QQTPPGLCPLAGNSVHADKK | 2060.0473 | 2060.0477 4 47.0 Q9D8s4 Oligoribonuclease, mitochondrial
IAFScPQK + . - .
. 949.4691 | 949.4705 2 42.0 Q9CPV4 Glyoxalase domain-containing protein 4
Carbamidomethyl (C)
ALLGYADNQCK 1194.5703 | 1194.5715 2 78.0 QoCPV4 Glyoxalase domain-containing protein 4
3 beta-hydroxysteroid dehydrogenase
type 4,3 beta-hydroxysteroid
dehydrogenase type 5,3 beta-
Q61767,061694,P| hydroxysteroid dehydrogenase/Delta 5--
PGWSCLVTGAGGFLGQR 1704.8406 | 1704.8562 2 87.0 26150,P26149,03 &gt;4-isomerase type 3,3 beta-
5469 hydroxysteroid dehydrogenase/Delta 5--
&gt;4-isomerase type 2,3 beta-
hydroxysteroid dehydrogenase/Delta 5--
&gt;4-isomerase type 6
YLAEVACGDDR 1210.5288 | 1210.5368 2 89.0 P68254 14-3-3 protein theta
YLAEVACGDDRK 1338.6238 | 1338.6225 3 64.0 P68254 14-3-3 protein theta
HLCTPRQDYGVVVSGVSEDPD
Q LANR 2726.3082 | 2726.3283 +3;+4 117.0 088338 Cadherin-16
LQFHNVKPECLDAYNK 1917.9407 | 1917.9404 | +2;+3 78.0 055126 Protein NipSnap homolog 2
VGEVcHITCKPEYAYGAAGSPP R . .
. 2433.1457 | 2433.1467 4 46.0 P30416 Peptidyl-prolyl cis-trans isomerase FKBP4
K + Carbamidomethyl (C)
YGYEIPVDMLCK 1429.6621 | 1429.6603 2 55.0 Q9QUM9 Proteasome subunit alpha type-6
ITESIGECVMTGMTADSR + .
. 1827.8165 | 1827.8217 2 49.0 Q9QUM9 Proteasome subunit alpha type-6
Carbamidomethyl (C)
SSILLDVKPWDDETDMTKLEE
VR 2821.3514 | 2821.3595 3 98.0 070251 Elongation factor 1-beta
HPLGCTGAR + 3-ketoacyl-CoA thiolase A, peroxisomal,3-
) 967.4658 | 967.4663 2 40.0 Q921H8,Q8VCHO ) )
Carbamidomethyl (C) ketoacyl-CoA thiolase B, peroxisomal
3-ketoacyl-CoA thiolase A, peroxisomal,3-
VNPLGGAIALGHPLGCTGAR | 1872.9992 | 1873.0023 3 79.0 Q921H8,Q8VCHO . .
ketoacyl-CoA thiolase B, peroxisomal
Methylthioribulose-1-phosphate
MAHAMNEYPDSCAVLVR | 1905.8535 | 1905.8636 | 3 59.0 QOWVQ5s yithioribu phosp

dehydratase




MAHAMNEYPDScAVLVR + 1962.875 | 1962.8782 3 68.0 QOWVQS Methylthioribulose-1-phosphate
Carbamidomethyl (C) ’ ’ ' dehydratase
Guanine nucleotide-binding protein G(i)
EIYTHFTCATDTK 1528.6868 | 1528.6869 +2;+3 80.0 P08752,B2RSH2 subunit alpha-2,Guanine nucleotide-
binding protein G(i) subunit alpha-1
VIPAFMCQAGDFTNHNGTGG Peptidyl-prolyl cis-ti i F,
A 2191.9892 [ 2192.0013| 3 126.0 Q99KR7 eptidyrprolyl cis-trans isomerase
R mitochondrial
LSPTNCDASEPLAEK 1573.7294 | 1573.7311 2 96.0 Q9ESB3 Histidine-rich glycoprotein
YcVGDEVSMADVCLVPQVAN )
i 2592.1658 | 2592.1522 2 94.0 Q9WVLO Maleylacetoacetate isomerase
AER + Carbamidomethyl (C)
LKSDGALVDCGTSAQK 1591.7876 | 1591.7864 3 57.0 Q64105 Sepiapterin reductase
TVVNISSLcALQPYKGWGLYCA . .
) 2695.3502 | 2695.3814 3 83.0 Q64105 Sepiapterin reductase
GK + Carbamidomethyl (C)
GAVTQCYR +
. Qc 953.4389 | 953.4305 2 31.0 P62717 60S ribosomal protein L18a
Carbamidomethyl (C)
Cysteine and histidine-rich domain-
KTSDFNTFLAQEGCTR 1816.8414 | 1816.8479 2 93.0 Q9D1P4 L .
containing protein 1
FCSEYRPK 1028.4749 | 1028.4738 3 53.0 P63158 High mobility group protein B1
E +
FCS_ YRPK 1085.4964 | 1085.4973 +2;43 43.0 P63158 High mobility group protein B1
Carbamidomethyl (C)
SSEEASCYR 1030.4025 | 1030.3999 2 84.0 POC8K7 Small integral membrane protein 1
MSSSEEASCYR 1248.4751 | 1248.4709 2 37.0 POC8K7 Small integral membrane protein 1
CDGSH iron-sulfur domain-containing
ATQRPPYCDGTHK 1472.683 | 1472.6835 3 44.0 B1AR13 . . R
protein 3, mitochondrial
GPVCLLAGGEPTVQLQGSGK | 1909.9932 | 1909.9894 2 89.0 Q8QzY2 Glycerate kinase
TKENVNATENCISAVGK 1776.8676 | 1776.8688 3 89.0 Q8BKC5 Importin-5
QSPDGTCSLPSAR 1317.5983 | 1317.6006 2 88.0 Q8C129 Leucyl-cystinyl aminopeptidase
GYEVIYLTEP\(/;DKSOQALPEFD 3046.4634 | 3046.4743 3 88.0 P08113 Endoplasmin
LCPNSTGAEIR 1159.5655 | 1159.5648 2 59.0 P46471 26S protease regulatory subunit 7
LcPNSTGAEIR + .
. 1216.587 | 1216.5869 2 74.0 P46471 26S protease regulatory subunit 7
Carbamidomethyl (C)
TFIAIKPDGVQR 1343.7561 | 1343.7577 3 41.0 Q01768 Nucleoside diphosphate kinase B
KPVPLQELWGPCPR 1618.8654 | 1618.8266 +2;+3 63.0 Q9WUB6 Chloride channel protein CIC-Kb




Acyl-coenzyme A thioesterase 4,Acyl-
coenzyme A thioesterase 2,

Q8BWNS8,Q9QYR ) -
mitochondrial,Acyl-coenzyme A
SCWDEPLSIAVR 1374.6602 | 1374.6612 2 88.0 9,032Q92,05513 )
thioesterase 6,Acyl-coenzyme A
7,06Q276 )
thioesterase 1,Acyl-coenzyme A
thioesterase 5
HGICEDLQR +
F Q 1126.5189 | 1126.5175 2 87.0 QoJLB4 Cubilin
Carbamidomethyl (C)
Protein-glutamine gamma-
DHHTADLCQEK 1295.5564 | 1295.5547 2 59.0 P21981
glutamyltransferase 2
Protein-glutamine gamma-
YSGCLTESNLIK 1326.6489 | 1326.6446 2 35.0 P21981
glutamyltransferase 2
SSLQSQCLNEVLK 1447.7341 | 1447.738 2 80.0 Q9JHU4 Cytoplasmic dynein 1 heavy chain 1
IQFVGACNPPTDPGRKPLSHR | 2289.1801 | 2289.1775 4 36.0 Q9JHU4 Cytoplasmic dynein 1 heavy chain 1
MCCPQRPVVTNTTTTTVVH | 2086.9962 | 2087.0051 3 86.0 Q9D7I0 Protein shisa-5
VVDDTACPLLR 1200.6173 | 1200.614 2 42.0 Q8BY89 Choline transporter-like protein 2
QECLDSR 849.3651 | 849.3638 2 51.0 Q9R1P4 Proteasome subunit alpha type-1
QECLDSR + .
. 906.3865 | 906.3842 2 51.0 Q9R1P4 Proteasome subunit alpha type-1
Carbamidomethyl (C)
LLcNFMR + .
. 952.4623 | 952.4627 2 59.0 Q9R1P4 Proteasome subunit alpha type-1
Carbamidomethyl (C)
TY EGPDAMYVK + T ipti | ion f. B
GGc G 1546.6432 | 15466461 ) 85.0 P83940 ranscription e ongatlon actor
Carbamidomethyl (C) polypeptide 1
VRPITNQIECHPYLNQK +
. 2109.0789 | 2109.0871 3 93.0 QI9DCT1 1,5-anhydro-D-fructose reductase
Carbamidomethyl (C)
SLAGSSCVR 878.428 878.4264 2 82.0 008581 Potassium channel subfamily K member 1
UDP-N-acetylhexosamine
AALLAELASLEADALREHCQR | 2279.1601 [ 2279.1674| 4 82.0 Q3TW96 cetyinexosamine
pyrophosphorylase-like protein 1
ALVDHENVISCPHLGASTK | 1989.9942 1990.0 +3;+4 75.0 Q61753 D-3-phosphoglycerate dehydrogenase
EcDVLPDDTVSTLYNR + Cytosolic 10-fi Itetrahydrofolat
Ve 1895.8571 | 1895.8685 | 2 66.0 Q8ROY6 ytoselic L-tormyltetranydrotolate
Carbamidomethyl (C) dehydrogenase
GVKEGATLVCGGNQVPRPGFF Cytosolic 10-formyltetrahydrofolate
ic 10-
FQPTVFTDVEDHMYIAK + | 4211.0609 | 4211.056 5 35.0 Q8ROY6 ¥ Y v
. dehydrogenase
Carbamidomethyl (C)
Ubiquitin-lik difier-activati
DNPGVVTCLDEAR 1387.6402 | 1387.643 2 79.0 Q02053 fquitin-iike moditier-activating enzyme

1




Cytidine monophosphate-N-

IYCPFAGYFVESHPSDK 1958.8873 | 1958.8818 3 79.0 Q61419 o
acetylneuraminic acid hydroxylase
| i hosphatase 2,
ADCKEEHDIPR 13115877 | 13115852 | +3;+4 56.0 Q91VM9 norganic pyropnospnatase
mitochondrial
Cytochrome b-c1 complex subunit 6,
SQTEEDCTEELFDFLHAR 2168.9321 | 2168.9411 3 115.0 P99028 ) )
mitochondrial
Ami | tRNA h lex-
MVVLLCNLKPAK 1327772 | 1327.7739| 3 87.0 P31230 AminoacyltRNA synthase complex
interacting multifunctional protein 1
IIEQCLNK + NADH dehydrogenase [ubiquinone] iron-
. 1016.5324 | 1016.5306 2 53.0 Q91WD5 . . .
Carbamidomethyl (C) sulfur protein 2, mitochondrial
AFCHKFFK 1026.5109 | 1026.5108 3 30.0 Q62QM8 UDP-glucuronosyltransferase 1-7C
IFCHYLEDAAQCPSPPSYIPR + 2
. 2588.1828 | 2588.1976 3 76.0 Q6ZQM8 UDP-glucuronosyltransferase 1-7C
Carbamidomethyl (C)
AQALR + Carbamid thyl
cAQ a(rc)am' oMMV 2173592 | 717.361 2 49.0 P50247 Adenosylhomocysteinase
TVAACDLLQGLLHKDQR 1879.9938 | 1879.9886 3 75.0 Q9Qzs5 Serine/threonine-protein kinase Sgk2
ILEDLDSLGVLVCYMHNHNHST] Acyl-coenzyme A thioesterase 9,
) 2694.2894 | 2694.2769 4 75.0 Q9ROX4 ; A
K + Carbamidomethyl (C) mitochondrial
ALSAGNIDDALQCYSEAIK 1980.9462 | 1980.946 2 75.0 Q60864 Stress-induced-phosphoprotein 1
TCDISFSDPDDLLNFK 1828.8189 | 1828.8105 2 75.0 P61082 NEDD8-conjugating enzyme Ubc12
KVNVPVLGLVQNMSVFQCPK | 2199.1908 | 2199.2047 3 75.0 QI9CWD8 Iron-sulfur protein NUBPL
FGNAFLNRFMCSQLPNQVLK | 2326.1714 | 2326.1836 3 75.0 Q9EQP2 EH domain-containing protein 4
Hydroxyacyl-coenzyme A dehydrogenase,
TLGKHPVSCK 1068.575 | 1068.577 3 46.0 Q61425 ) )
mitochondrial
LVYVCDPVMGDK 1337.636 | 1337.6365 2 74.0 Q8K183 Pyridoxal kinase
ATFHTPFSQLSQIPEACSTYMF Enoyl-CoA delta isomerase 3,
) 2787.3037 | 2787.308 3 74.0 Q78IN3 )
PK + Carbamidomethyl (C) peroxisomal
MLPDKDCR 976.447 976.4456 +2;+3 43.0 P18760 Cofilin-1
CGEMLHIR 957.4524 957.453 +2;+3 59.0 Q8R2N1 Aquaporin-3
LGEWVGLCK 1003.5161 | 1003.5164 2 67.0 P63323 40S ribosomal protein S12
KVVGCScVVVK +
. ¢ 1244.6621 | 1244.6636 +2;+3 44.0 P63323 40S ribosomal protein S12
Carbamidomethyl (C)
IIPNHEK + 8VDD5,008638, . . .
¢ . 1009.5015 | 1009.5015 +2;+3 51.0 Q Myosin-9,Myosin-11,Myosin-10
Carbamidomethyl (C) Q61879
MEDGVGCLETAEEAKR 1736.7709 | 1736.7666 3 53.0 Q8VDD5 Myosin-9
Dolichyl-diphosphooligosaccharide--
LKTEGSDLCDR 1235.5816 | 1235.5793 2 71.0 Q91YQ5

protein glycosyltransferase subunit 1




SRA stem-loop-interacting RNA-binding

CTVPFDKETGFHR 1535.7191 | 1535.7219 4 34.0 Q9D8T7 . R .
protein, mitochondrial
IcNQVLVCER + Succinate--CoA ligase [ADP-forming]
) 1300.6268 | 1300.6288 2 73.0 Q97219 ) ) )
Carbamidomethyl (C) subunit beta, mitochondrial
GRICNQVLVCER + Succinate--CoA ligase [ADP-forming]
. 1513.7493 | 1513.7559 2 31.0 Q97219 . . .
Carbamidomethyl (C) subunit beta, mitochondrial
QLILVGDHcQLGPVVMCK + X
. 2077.0523 | 2077.0548 3 70.0 Q9EPUO Regulator of nonsense transcripts 1
Carbamidomethyl (C)
Heterogeneous nuclear
GSDFDCELR 1040.4233 | 1040.4268 2 69.0 P61979 ) A
ribonucleoprotein K
LQTENCELLQR + ]
. 1402.6874 | 1402.6947 2 69.0 Q97170 General vesicular transport factor p115
Carbamidomethvl (C)
GHIPYPLPPNYSYGLCSR 2032.9829 | 2032.9819 3 56.0 A2AVZ9 Solute carrier family 43 member 3
LAENFcVCHLATGDMLR +
¢ . 2016.922 | 2016.9203 3 44.0 QI9WTP6 Adenylate kinase 2, mitochondrial
Carbamidomethyl (C)
LELTCSDLQGIYEDGEKPPVPcL
Q . ¢ 2799.3459 | 2799.3418 3 68.0 Q6PATO Autophagy-related protein 2 homolog A
R + Carbamidomethyl (C)
ITGCTSPGK 862.4219 | 862.4228 2 67.0 P80315 T-complex protein 1 subunit delta
LVVECVMK 919.4871 | 919.4886 2 67.0 P04117 Fatty acid-binding protein, adipocyte
LVCLTVATDDVDPEGNESIWY Dimethylglycine dehyd 3
2466.1625 | 2466.1582| 2 66.0 Q9DBTY imethylglyciné cenycrogenase
K mitochondrial
SWHNVYCVINNQEMGFYK | 2230.9928 | 2230.9941 3 66.0 Q62261 Spectrin beta chain, non-erythrocytic 1
cPNCGTHYK + Cytochrome c oxidase subunit 5B,
) 1146.4586 | 1146.464 +2;+3 440 P19536 ) .
Carbamidomethyl (C) mitochondrial
Putative adenosylhomocysteinase
LCVPAMNVNDSVTK 1489.7269 | 1489.7288 2 65.0 Q68FL4,Q80SW1 ) )
3,Putative adenosylhomocysteinase 2
DRDNHCGI_'ATAASYPVVN * 1958.8905 | 1958.8945 3 65.0 P06797 Cathepsin L1
Carbamidomethyl (C)
VSEDMCMK 941.3656 | 941.3652 2 65.0 Q99KP3 Lambda-crystallin homolog
AYFPcIGCVHAISTDSPDLEPVL -
X 2699.2975 | 2699.3088 3 51.0 008677 Kininogen-1
K + Carbamidomethyl (C)
DcDLDVACR + Fatty aldehyde dehydrogenase,Aldehyde
. 1133.4482 | 1133.4567 2 36.0 P47740,P47739 o )
Carbamidomethyl (C) dehydrogenase, dimeric NADP-preferring
2-amino-3-ketobutyrate coenzyme A
FICGTQSIHK 1132.5699 | 1132.5696 3 65.0 088986 ) . .
ligase, mitochondrial
EVTPDVNI K+
¢ S6Q 1445.6821 | 1445.6842 2 64.0 Q8CIB5 Fermitin family homolog 2

Carbamidomethyl (C)




EGYAWAEDKEHCEEYGR 2070.8377 | 2070.8353 64.0 Q99LF4 tRNA-splicing ligase RtcB homolog
TVYHAEEVQCDGR 1505.6569 | 1505.6624 65.0 P97314 Cysteine and glycine-rich protein 2
CFSEENHEPLR + Vacuolar protein sorting-associated
) 1416.6092 | 1416.6069 63.0 Q9EQH3 )
Carbamidomethyl (C) protein 35
GSIHKFVPYLIAGIQHSCQDIGA Inosine-5'-monophosphate
2581.3475 | 2581.3591 67.0 P24547
K dehydrogenase 2
HVPGASFFDIEECR 1605.7246 | 1605.7257 62.0 P52196 Thiosulfate sulfurtransferase
YSEEANRIEECEQAER 1954.8326 | 1954.8294 62.0 Q8R180 ERO1-like protein alpha
AIGAVPLIQGEYMIPCEK 1930.9896 | 1930.9982 55.0 P18242 Cathepsin D
AIGAVPLIQGEYMIPCEKVSSLP
Q 3018.6174 | 3018.6517 32.0 P18242 Cathepsin D
TVYLK
Heterogeneous nuclear
CTIKTDPVTGR 1189.6125 | 1189.5746 58.0 Q97130 ) ) )
ribonucleoprotein D-like
SCYLSSLDLLLEHR + O-acetyl-ADP-ribose deacetylase
) 1704.8505 | 1704.8433 65.0 Q922B1
Carbamidomethyl (C) MACROD1
CEFDF,’LHTVLLK * 1470.7541 | 1470.7526 61.0 Q3UMFO Cordon-bleu protein-like 1
Carbamidomethyl (C)
Cob(l)yrinic acid a,c-diamide
SSSALHFCR 1006.4654 | 1006.4654 60.0 Q9oD273 . .
adenosyltransferase, mitochondrial
SIVTSDALAPQVDAISADCPSL Acyl-coenzyme A synthetase ACSM5,
2529.2632 | 2529.274 62.0 Q8BGA8 i )
QTK mitochondrial
ATCIGNNSAAAVSMLK 1549.7592 | 1549.7654 60.0 Q9R1PO Proteasome subunit alpha type-4
NPDGYcGLGGTGVSCPMAIK + Mitochondrial tid thioni
- 2063.9115 | 2063.9256 60.0 Q9D6Y7 ftochondriat peptice methionine
Carbamidomethyl (C) sulfoxide reductase
P68134,P62737,P Actin, alpha skeletal T’nuscle,Actin, aortic
CDIDIR 733.3429 | 733.3422 55.0 63268 smooth muscle,Actin, gamma-enteric
smooth muscle
AITIASAVNCPLYVVHVMSK 2115.122 | 2115.1359 100.0 Q9EQF5 Dihydropyrimidinase
LFACSNR 809.3854 | 809.3866 44.0 P13020 Gelsolin
MEEFKDQLPADECNK + . . .
. 1852.7971 | 1852.7962 58.0 P38647 Stress-70 protein, mitochondrial
Carbamidomethyl (C)
GANQCcVQAAR +
QC Q 1073.5036 | 1073.4968 58.0 Q8R1Q9 Ribokinase
Carbamidomethyl (C)
YHTVNGHNCEVR + 14846579 | 1484.6558 68.0 Pa9312 Heterogeneous nuclear
Carbamidomethyl (C) ' ’ ' ribonucleoprotein Al
TLcWCGVQHDR + Sodium- led boxylat
cweeva 1373.5969 | 1373.591 57.0 Q49893 edium-coupled monocarboxylate

Carbamidomethyl (C)

transporter 2




Phosphoenolpyruvate carboxykinase,

NKEWRPQDAEPCAHPNSR | 2133.9762 | 2133.9763 +3;+4 59.0 Q9z2V4 .
cytosolic [GTP]
NMACVQR +
. cva 877.3898 | 877.3889 2 56.0 Q9WVA4 Transgelin-2
Carbamidomethyl (C)
NGPCGTVLR 915.4596 | 915.459 2 56.0 Q91X17 Uromodulin
PAICALR 742.416 742.4169 2 55.0 Q02248 Catenin beta-1
SCLLLR 703.4051 | 703.4057 2 49.0 P62821 Ras-related protein Rab-1A
SCLLIR 703.4051 | 703.4057 2 49.0 A2AS89 Agmatinase, mitochondrial
3-hydroxyisobutyrate dehydrogenase,
HGYPLILYDVFPDVCK 1877.9386 | 1877.949 3 77.0 Q99113 . .
mitochondrial
ISFRPGNQECYDNFLQTGETAK| 2517.1594 | 2517.1747 3 54.0 P55014 Solute carrier family 12 member 1
Constitutive coactivator of PPAR-gamma-
LLVDADNCLHR 1267.6343 | 1267.6372 3 54.0 Q6A0A9 R .
like protein 1
YWCNDGKTPR 1238.5502 | 1238.5479 3 42.0 P08905 Lysozyme C-2
CLGNPER 787.3647 787.363 2 39.0 P50516 V-type proton ATPase catalytic subunit A
FCPFYK 803.3676 | 803.3688 2 47.0 P50516 V-type proton ATPase catalytic subunit A
E LR +
CYEMASHLR 1165.5008 | 1165.5046 3 54.0 P62962 Profilin-1

Carbamidomethyl (C)

Ubiquitin-fold modifier-conjugating

ICLTDHFKPLWAR 1598.8391 | 1598.8401 4 51.0 Q9CRO9
enzyme 1

MIDVNALTDKECDWLNSYHQ

2879.2677 | 2879.2687 4 51.0 6P1B1 Xaa-Pro aminopeptidase 1
TCR + Carbamidomethyl (C) Q inopepti

Isochorismatase domain-containing

TCFSMVPALQK 1223.6042 | 1223.606 2 51.0 P85094 .
protein 2A
CGLSTHVEIGHR + Phosphatidylinositol-glycan-specific
) 1364.6619 | 1364.6597 +3;+4 50.0 070362 .
Carbamidomethyl (C) phospholipase D
SSPVEYECINEK 1396.618 | 1396.622 2 50.0 Q8BT60 Copine-3
cNNVLYIR + X i
. 1050.528 | 1050.529 2 50.0 P62307 Small nuclear ribonucleoprotein F
Carbamidomethyl (C)
LPCVAAK 700.3942 700.397 2 54.0 Q9CzU6 Citrate synthase, mitochondrial
cLHTDMADITK +
. 1303.5901 | 1303.5901 3 49.0 QaJIY7 N-acetyltransferase 8
Carbamidomethyl (C)
RCAYVYK 901.448 901.4453 2 33.0 055142 60S ribosomal protein L35a
TPNPYASDNSSLMFPILVAFGV
3645.8438 | 3645.8776 3 49.0 Q6zQl3 Malectin
FIPTLFCLCRL
DKEVYFAER +
cbK _VY AER 1315.5867 | 1315.5845 3 49.0 P63254 Cysteine-rich protein 1
Carbamidomethyl (C)
NCCEASRPFTLR 1395.6387 | 1395.6387 3 41.0 Q9DCW?2 Phospholipid scramblase 2
E LR +
NCCEASRPFTLR 1452.6602 | 1452.6673 +2;43 42.0 Q9DCW2 Phospholipid scramblase 2

Carbamidomethyl (C)

Electrogenic sodium bicarbonate
cotransporter 1

FCGGLIK 736.3942 | 736.3952 2 49.0 088343




AADGAAEPGVVLQMLEAAEE

RPWLWVVYILTVALPVFLVILF | 5214.7728 | 5214.7981 +4;+5 40.0 P35564 Calnexin
CCSGKK
LMCPQEIVDYIADKK 1764.879 | 1764.8748 3 48.0 Q9CR21 Acyl carrier protein, mitochondrial
FCSDRPSEVPEK + Nucleoside diphosphate-linked moiety X
. 1449.6558 | 1449.6605 2 49.0 P11930 )
Carbamidomethyl (C) motif 19
AEAEMDEIRK +
cQ ) 1478.6493 | 1478.6487 2 48.0 Q6P9Q6 FK506-binding protein 15
Carbamidomethyl (C)
NSIEEEEKEATAAGPIICR 2058.9891 | 2059.0022 3 61.0 Q3UHK1 Proton myo-inositol cotransporter
RGSL: KPITGR
Gs CSGCQ GR+ 1686.8294 | 1686.8279 3 40.0 Q8Vi36 Paxillin
Carbamidomethyl (C)
EASGSACDLPR 1104.487 | 1104.4797 2 48.0 Q6PDY2 2-aminoethanethiol dioxygenase
Heterogeneous nuclear
YHTINGHNCEVK 1413.6459 | 1413.6491 +2;+3 44.0 Q8BGO5 ) .
ribonucleoprotein A3
Heterogeneous nuclear
YHTINGHNCEVKK 1541.7409 | 1541.7384 | +3;+4 41.0 Q8BGO5 . .
ribonucleoprotein A3
Alanine--glyoxylate aminotransferase 2,
GPWGGIHCR 981.4603 | 981.4624 3 49.0 Q3UEG6 ) )
mitochondrial
DcScAPDCcQAK + 3 Alanine--glyoxylate aminotransferase 2,
) 1617.5568 | 1617.6202 2 32.0 Q3UEG6 ) )
Carbamidomethyl (C) mitochondrial
Hydroxysteroid dehydrogenase-like
ACIPFLK 790.4411 | 790.4422 2 47.0 Q2TPA8 .
protein 2
Translational activator of cytochrome ¢
FICDASSLHQVR 1374.6714 | 1374.6871 2 47.0 Q8Koz7 )
oxidase 1
VVPDSCCK 849.3725 | 849.3722 2 47.0 035566 CD151 antigen
Delta(3,5)-Delta(2,4)-di I-CoA
YCTQDAFFQIK 1362.6278 | 1362.6208[ 2 48.0 035459 elta(3,5)-Delta(2,4)-dienoyl-Co
isomerase, mitochondrial
KYGLNMCR 983.4681 | 983.4692 +2;+3 50.0 P62274 40S ribosomal protein S29
Probable ATP-dependent RNA helicase
DLMACAQTGSGK 1180.5216 | 1180.5151 2 46.0 Q61496,P16381 DDX4,Putative ATP-dependent RNA
helicase PI10
AHSPILNTEGTVIGTVTSGCPSP . X .
SLKK 2693.4058 | 2693.4192 3 46.0 Q8CFA2 Aminomethyltransferase, mitochondrial
Polyribonucleotide nucleotidyltransferase
ALCPVIPK 839.4939 | 839.4944 2 46.0 Q8K1R3 ) )
1, mitochondrial
LLD DDETD LE
SSILLDVKPW TOMAQLET 2763.3095 | 2763.2952 3 46.0 P57776 Elongation factor 1-delta

CVR




cAVVEFK + Carbamidomethyl

Heterogeneous nuclear

851.4211 | 851.4231 55.0 Q9DOE1 Rk il
Q) ribonucleoprotein M
AKDDSELEGQVISCLK 1733.8505 | 1733.8608 45.0 Q61543 Golgi apparatus protein 1
YLAADKDGNVTCER 1553.7144 | 1553.7112 45.0 Q61553 Fascin
Eukaryotic peptide chain release factor
QDQVCIAR 931.4545 | 931.4537 44.0 Q8R050 L .
GTP-binding subunit ERF3A
LICEMK 735.3659 | 735.3666 44.0 Q9CQR4 Acyl-coenzyme A thioesterase 13
VTTTSIESPFNHGCVR 1746.8359 | 1746.8374 44.0 Q80TN5 Palmitoyltransferase ZDHHC17
CLELLK + Carbamidomethyl
© : y 774.4309 | 774.4332 44.0 P15533 Tripartite motif-containing protein 30A
cNSLPAK + Carbamidomethyl Vacuolar protein sorting-associated
788.3851 | 788.3841 44.0 Q90788 )
(C) protein 29
ILLNACcPGWVR +
) 1468.7319 | 1468.7304 44.0 P48758 Carbonyl reductase [NADPH] 1
Carbamidomethyl (C)
CMI_)VYTPK * 1012.4358 | 1012.4323 44.0 P67871 Casein kinase Il subunit beta
Carbamidomethyl (C)
Guanine nucleotide-binding protein
ELPGHTGYLSCcR + i -4 i leotide-
GHTGYLSCe 1559.6861 | 1559.6732 44.0 P29387,pe28g0 |  SUPUNit beta-4,Guanine nucleotide-
Carbamidomethyl (C) binding protein G(I)/G(S)/G(T) subunit
beta-2
NYcRNPDGDVNGPWCYTTNP R
) 2498.0492 | 2498.0724 43.0 P20918 Plasminogen
R + Carbamidomethyl (C)
N I b I tein M6-
GCFECCIK 901.3496 | 901.3497 43.0 P35802,P35803 | - onal membrane glycoprotein
a,Neuronal membrane glycoprotein M6-b
FAQLCEK 837.4055 | 837.4103 47.0 P11588 Major urinary protein 1
cEVFVGK + Lo .
. 837.4055 | 837.4062 42.0 P86049 Probable RNA-binding protein 46
Carbamidomethyl (C)
FcINPK i hyl
NP Car(kéa;m'domet 'l 777.3843 | 777.385 35.0 P79457 Histone demethylase UTY
FFAPECGR 925.4116 | 925.4131 41.0 Q8CI51 PDZ and LIM domain protein 5
26S proteasome non-ATPase regulatory
LPECEK 717.3367 | 717.3344 40.0 Q9D8W5 X
subunit 12
QGRPESCLR 1044.5134 | 1044.5121 40.0 Q8VvCe9 Solute carrier family 22 member 6
Brefeldin A-inhibited guanine nucleotide-
ANFIEADKYFLPFELACQSK | 2333.1402 | 2333.1438 40.0 A2ASR2 n A-inhibited guanine nucleot!

exchange protein 2




VVGICGTQEK 1032.5274 | 1032.5305 2 63.0 Q8vDQ1l Prostaglandin reductase 2
VTSLGKDWHRPCLR 1666.8726 | 1666.8687 4 39.0 Q9DCT8 Cysteine-rich protein 2
TGCPLLIR 871.4949 | 871.4969 2 41.0 Q972C9 Myotubularin-related protein 7
TcPLLLR + Carbamidomethyl Histone deacetylase complex subunit
871.4949 | 871.4969 2 41.0 055128
(€ SAP18
PMILGYWNVRGLTHPIR 2022.0985 | 2022.097 4 38.0 P10649 Glutathione S-transferase Mu 1
Methylmalonyl-CoA mutase,
IEECAAR 790.3643 | 790.3668 2 55.0 P16332 ) )
mitochondrial
IEECAAR + Carbamidomethyl Methylmalonyl-CoA mutase,
847.3858 | 847.388 2 55.0 P16332 ) )
Q) mitochondrial
Methylmalonyl-CoA mutase,
AHCQTSGWSLTEQDPYNNIVR| 2418.1022 | 2418.0972 3 31.0 P16332 i N
mitochondrial
GGGEPRPR + 2 Probable ph holipid-t ti
ceutt 1144.4866 | 1144.486 3 37.0 070228 robable phospnolipictransporting
Carbamidomethyl (C) ATPase lIA
TNCAR + 2
¢ ) CART 848.3269 | 848.3288 2 44.0 P62855 40S ribosomal protein S26
Carbamidomethyl (C)
cTGGCAR + 2 .
. 848.3269 | 848.3288 2 44.0 Q91XD3 Transmembrane 4 L6 family member 4
Carbamidomethyl (C)
Erythrocyte band 7 integral membrane
GPGLFFILPCTDSLIK 1719.927 | 1719.9333 2 32.0 P54116 .
protein
NYSFYALDNQNLR 1616.7583 | 1616.7337 2 33.0 P15208 Insulin receptor
cHLQPRSQER + Signal peptide, CUB and EGF-like domain-
. 1309.6309 | 1309.614 3 33.0 Q6NZL8 . .
Carbamidomethyl (C) containing protein 1
SCFEFMK N 929.3623 | 929.3632 2 32.0 P12658 Calbindin
Carbamidomethyl (C)
AVCVLKGDGPVQGTIHFEQK | 2125.099 | 2125.1044 4 31.0 P08228 Superoxide dismutase [Cu-Zn]
CcGESGHLAR + . - .
. 985.44 985.4378 3 31.0 P53996 Cellular nucleic acid-binding protein
Carbamidomethyl (C)
LLQQR +
CQ, Qq 944.4862 | 944.4841 2 31.0 Q99P31 Hsp70-binding protein 1
Carbamidomethyl (C)
+
NCAYSDLQK 1033.4862 | 1033.485 2 30.0 Q8VvDT1 Sodium/glucose cotransporter 4
Carbamidomethyl (C)
AIEEAPSVHHVNPSCKD 1831.8523 | 1831.8576 +3;+4 62.0 Q8BWMO Prostaglandin E synthase 2
EGSSGKPVTLQELWGPCPR | 2040.0099 | 2040.0163 3 80.0 Q9WUB7 Chloride channel protein CIC-Ka
TPVSEHVTK 996.524 996.5231 2 89.0 P07724 Serum albumin
AEFQPLVEEPK 1285.6554 | 1285.6622 2 55.0 P07724 Serum albumin
EFKAETFT.FHSD|CTLPEK ¥ 2299.0831 | 2299.0927 3 76.0 P07724 Serum albumin
Carbamidomethyl (C)
ccAEANPPACYGTVLAEFQPLV
EEPK + 3 Carbamidomethyl | 3085.3871 | 3085.3933 3 103.0 P07724 Serum albumin
(9]
cDNGYcIPASWR + 2 Low-density lipoprotein receptor-related
1497.6129 | 1497.6256 2 35.0 A2ARV4

Carbamidomethyl (C)

protein 2




NSKGSYEcFcVDGFK + 2 Low- ity li i -rel
SKGS .c cVDG 1796.7498 | 1796.7573 4243 50.0 A2ARVA ow-density |poprote.|n receptor-related
Carbamidomethyl (C) protein 2
ScSPYNSFIVVSMLPAVR + Low-density lipoprotein receptor-related
. 2026.0016 | 2026.0096 2 153.0 A2ARV4 .
Carbamidomethyl (C) protein 2
WCcALSHLER
¢ . * 1170.5604 | 1170.5655 +2;+3 50.0 Q92111 Serotransferrin
Carbamidomethyl (C)
LKDGGGDVAFVK
¢ ) i 1364.6759 | 1364.6826 3 40.0 Q92111 Serotransferrin
Carbamidomethyl (C)
NIAFFSTNCVEGTAR + Sodium/potassium-transporting ATPase
. 1685.7832 | 1685.7907 2 93.0 Q8VDN2 )
Carbamidomethyl (C) subunit alpha-1
TGLEIREIYGQTETGLICR + Acyl-coenzyme A synthetase ACSM2,
. 2208.1208 | 2208.1328 3 76.0 Q8KOL3 i )
Carbamidomethyl (C) mitochondrial
NANSLGGGFHcW + Glycine amidinotransferase,
) 1318.5513 | 1318.5577 2 41.0 Q9D964 ) )
Carbamidomethyl (C) mitochondrial
IQEAGTEVVKAK 1271.7085 | 1271.7098 3 76.0 P08249 Malate dehydrogenase, mitochondrial
WKAYDATCcLVK + X
. 1353.6751 | 1353.6822 +2;+3 78.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C)
NTKIIcCQGFTGK + Succinate--CoA ligase [ADP/GDP-forming]
) 1365.7075 | 1365.7147 3 40.0 Q9WUMS5 ) ) )
Carbamidomethyl (C) subunit alpha, mitochondrial
RVAAVETEHGSIQTPcVVNCA
GVWASK + 2 2993.4488 | 2993.462 4 58.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
Carbamidomethyl (C)
Elongation factor 1-alpha 1,Elongation
STTTGHLIYK 1119.5924 | 1119.596 2 68.0 P10126,P62631
factor 1-alpha 2
QVEIAQR 842.461 842.4631 2 35.0 P16460 Argininosuccinate synthase
VFDYSEYWEGARGLYAAFDcT
ATMK + Carbamidomethyl | 2950.2942 | 2950.3177 3 90.0 Q05920 Pyruvate carboxylase, mitochondrial
(©
SSFANQGEICLCTSR + 2 Aldehyde dehydrogenase family 8
, 1796.7822 | 1796.8029 2 97.0 Q8BHO0
Carbamidomethyl (C) member Al
AAFGLSEAGFNTACLTKLFPTR Succinate dehyd biqui
A 2371.1994 | 2371.2039 3 128.0 Q8K2B3 uccinate dehydrogenase [u uqu.nc?ne]
+ Carbamidomethyl (C) flavoprotein subunit, mitochondrial
HVNGQDQIVPGLYACGEAACA . -
Succinate dehydrogenase [ubiquinone]
SVHGANR + 2 3018.3825 | 3018.3791 4 54.0 Q8K2B3 ] L K
. flavoprotein subunit, mitochondrial
Carbamidomethyl (C)
STDRVLGAHILGPGAGEMVNE . .
Dihydrolipoyl dehydrogenase,
AALALEYGASCEDIAR + 3812.8461 | 3812.8597 4 38.0 008749 i )
. mitochondrial
Carbamidomethyl (C)
ITFCIDPSLGLNEEQK + Isobutyryl-CoA dehyd 3
N Q 1862.9084 | 1862.9151 2 88.0 Q9D78B6 Sobulyry=-oA denydrogenase

Carbamidomethyl (C)

mitochondrial




PGWScLVTGAGGFLGQRIVR +

3 beta-hydroxysteroid dehydrogenase

2130.1157 | 2130.1197 3 84.0 61694
Carbamidomethyl (C) Q type 5
KPGPGMNGAVEPCAQPR + Na(+)/H(+) exchange regulatory cofactor
i 1764.84 1764.843 3 62.0 QolJiL4
Carbamidomethyl (C) NHE-RF3
VIDNGSGMcK +
. ¢ 1079.474 | 1079.471 2 69.0 P63260 Actin, cytoplasmic 2
Carbamidomethyl (C)
cNVSSLHTSHCLASGEVMVSTL
GDLQGNGK + 2 3225.4853 | 3225.5092 +3;+4 117.0 P17563 Selenium-binding protein 1
Carbamidomethyl (C)
FSPDLWGVSVcTVDGQR + Glutami kid isoform,
vsVeTvDGa 1921.8993 | 1921.9043 2 118.0 D377P3 utaminase kianey 1sotorm
Carbamidomethyl (C) mitochondrial
LALIQLQVSSIKSDNLTR 1998.1473 | 1998.1447 3 68.0 Q9JHW?2 Omega-amidase NIT2
DSScSQGDYLVLR
¢ Q ’ 1498.6722 | 1498.6699 2 104.0 QolLB4 Cubilin
Carbamidomethyl (C)

GGLAASAMDELLR + Mal I-CoA d boxylase,
CoBLAA 1462.6908 | 1462.6048 | 2 124.0 Q99139 alonyl-oA decarboxylase
Carbamidomethyl (C) mitochondrial

SGTGQQLGQAAEESNCcCAR +
QQ Q 2022.8483 | 2022.8626 2 94.0 Q9129 Phospholipid scramblase 3
2 Carbamidomethyl (C)
GSAITGPVAKECADLWPR
S . ¢ * 1926.9622 | 1926.9773 3 50.0 P62830 60S ribosomal protein L23
Carbamidomethyl (C)
TPSccYLWCcGKGCcSGDER + 4
cerLveBibe "% [ 2259.8806 | 2259.8871 3 50.0 Q62468 Villin-1
Carbamidomethyl (C)
SSGGFVWACK + Isocitrate dehydrogenase [NADP],
. 1097.4964 | 1097.4978 2 75.0 P54071 . .
Carbamidomethyl (C) mitochondrial
NLESTRCLLAGLFQHQK + L h hatidi id ph hat t
cLLAGLFOHQ 2014.0418 | 2014.0382 3 55.0 Q88BP40 ysophosphaticic acid phosphatase type
Carbamidomethyl (C) 6
AATGEEVSAEDLGGADLHCcRK Methylcrotonoyl-CoA carboxylase beta
i 2185.0069 | 2185.0161 3 39.0 Q3ULD5 R . i
+ Carbamidomethyl (C) chain, mitochondrial
FcFIKK + Carbamidomethyl i .
© 841.452 841.4546 2 33.0 Q71RI9 Kynurenine--oxoglutarate transaminase 3
MDDPECYFNSLPK + ) i
. 1614.6694 | 1614.6769 2 75.0 Q71RI9 Kynurenine--oxoglutarate transaminase 3
Carbamidomethyl (C)
VIAATGSDEKcK + X X X .
. 1277.6285 | 1277.627 2 65.0 Q3UNZ8 Quinone oxidoreductase-like protein 2
Carbamidomethyl (C)
VDcTQHYAVCSEHQVR + 2 . . . L. )
. 2055.8891 | 2055.8986 +3;+4 89.0 Q91W90 Thioredoxin domain-containing protein 5
Carbamidomethyl (C)
NQHIPQYcGScCWAHGSTSAM
ADR + 2 Carbamidomethyl | 2701.122 | 2701.1665 4 57.0 Q9wuu7 Cathepsin Z
©
NVVHLcK +
) ¢ 868.4589 | 868.4603 2 46.0 Q80W22 Threonine synthase-like 2
Carbamidomethyl (C)
EGLLLWCcQR + Q7TPR4,088990, | Alpha-actinin-1,Alpha-actinin-3,Alpha-
) 1173.5965 | 1173.6003 2 53.0 .
Carbamidomethyl (C) Q9JI91 actinin-2
VAVNGVHLHYQR 1391.7422 | 1391.7516 4 31.0 Q8R164 Valacyclovir hydrolase
AVPTGDVEDLPcGLLLSSVGYK NADPH:adrenodoxin oxidoreductase,
2289.1563 | 2289.1746 2 100.0 Q61578

+ Carbamidomethyl (C)

mitochondrial




TLESIMACCLSEEAKEAR + 2

Guanine nucleotide-binding protein G(q)

2096.954 | 2096.9555 3 94.0 P21279
Carbamidomethyl (C) subunit alpha
Phosphoenolpyruvate carboxykinase,
TGLSQLGR 830.461 830.4628 2 71.0 Q9z2v4 .
cytosolic [GTP]
CSEGVFLLTTTPRPVIVEPLEQL Splicing factor, proline- and glutamine-
DDEDGLPEK + 3595.7968 | 3595.8277| 3 86.0 Q8vile plicing factor, p o &
Carbamidomethyl (C)
KTA_AVCVAK * 946.527 946.5227 2 53.0 035643 AP-1 complex subunit beta-1
Carbamidomethyl (C)
EAQSICERVTPR
Q ,C * 1444.7092 | 1444.7123 3 53.0 035643 AP-1 complex subunit beta-1
Carbamidomethyl (C)
K T +
NCPH_IVVG PGR 1433.7562 | 1433.7591 3 51.0 Q9Z1N5 Spliceosome RNA helicase Ddx39b
Carbamidomethyl (C)
SSKAcGANLPENFSISQIFSQA
MAAR + Carbamidomethyl | 2784.3323 | 2784.3406 3 78.0 P34914 Bifunctional epoxide hydrolase 2
(9]
YLVVNADEGEPGTCcKDR + NADH dehydrogenase [ubiquinone]
) 1921.884 | 1921.8939 3 52.0 Q91YTO ) ) )
Carbamidomethyl (C) flavoprotein 1, mitochondrial
VASGQALAAFCcLTEPSSGSDVA Very long-chain specific acyl-CoA
. 2493.2169 | 2493.2264 3 76.0 P50544 . .
SIR + Carbamidomethyl (C) dehydrogenase, mitochondrial
TKQEQQASCTWFGK + Peripheral plasma membrane protein
) 1697.7832 | 1697.7898 3 75.0 070589
Carbamidomethyl (C) CASK
TIcSHVQNMIKGVTLGFR
¢ Q . * 2060.0659 | 2060.0713 +3;+4 72.0 P51410 60S ribosomal protein L9
Carbamidomethyl (C)
DKSTDccGDNDPIDVCEIGSK + Inorganic pyrophosphatase 2,
. 2520.0091 | 2520.0132 3 51.0 Q91VM9 . l
3 Carbamidomethyl (C) mitochondrial
E E +
W S?QA VNK 1261.5972 | 1261.6008 2 68.0 Q3TCd1 BRISC complex subunit Abrol
Carbamidomethyl (C)
NLAMEATY.INHNFSQQCLR + 309.0681 | 2300.0779 3 66.0 070194 Eukaryotic translatiorT initiation factor 3
Carbamidomethyl (C) subunit D
ATP synthase subunit gamma,
NIQKITK 843.5178 | 843.4956 2 34.0 Q91VR2 ) .
mitochondrial
KYAAELHLVHWNTK 1708.9049 | 1708.9098 3 41.0 P00920 Carbonic anhydrase 2
+
SCESDAPFPVHPGTPECCTK + 3] 51 9606 | 2411.0062 3 69.0 P21614 Vitamin D-binding protein
Carbamidomethyl (C)
cVSSSHFQVAER + Serine/threonine-protein phosphatase 2A|
. 1405.6409 | 1405.6482 2 62.0 Q6PDO3 i .
Carbamidomethyl (C) 56 kDa regulatory subunit alpha isoform
GcWDSIHVVEVQEK + . . . .
. 1684.7879 | 1684.7925 3 62.0 P47757 F-actin-capping protein subunit beta
Carbamidomethyl (C)
NLSGQPNFPcR + .
. 1288.5983 | 1288.5989 2 60.0 Q9ET30 Transmembrane 9 superfamily member 3
Carbamidomethyl (C)
AAQTSVAYGcIK + .. . .
1267.6231 | 1267.624 2 58.0 Q9D0I9 Arginine--tRNA ligase, cytoplasmic

Carbamidomethyl (C)




APDTcccSATALR + 3

Sodium-independent sulfate anion

) 1481.6061 | 1481.6196 2 58.0 Q80zD3
Carbamidomethyl (C) transporter
CGVNFSSLR + X X
. 1038.4917 | 1038.4978 2 56.0 Q9ESO7 Solute carrier family 15 member 2
Carbamidomethyl (C)
ASGFCcAPR +
. ¢ 864.3912 | 864.3906 2 56.0 Q01341 Adenylate cyclase type 6
Carbamidomethyl (C)
+
LDSHSCL_EVTAATLRR 1827.9261 | 1827.9322 4 56.0 Q8VCT3 Aminopeptidase B
Carbamidomethyl (C)
TFQDcYSSK + i X
) 1134.4652 | 1134.4686 2 56.0 Q8BH95 Enoyl-CoA hydratase, mitochondrial
Carbamidomethyl (C)
ILPESSILFLcDLQEK Isochori in- ini
SS . cDLQEK + 1903.9965 | 1904.0171 ) 69.0 P85094 sochorismatase dF)ma|n containing
Carbamidomethyl (C) protein 2A
TLLSNcK + Carbamid thyl Leucine-rich PPR tif-containi
c arbamidomethy! 834.4269 | 834.4263 5 55.0 Q6PB66 eucine rlc. 'mo i cor.1 aining
Q) protein, mitochondrial
AVSIPPGPDQQPHQCLR + ) .
. 1898.9421 | 1898.9494 3 36.0 Q8CFZ5 Solute carrier family 22 member 12
Carbamidomethyl (C)
KLEPSGPISTINPcPPcK + 2
. crre 2062.0227 | 2062.0328 3 51.0 P01867 Ig gamma-2B chain C region
Carbamidomethyl (C)
ETDGSFSScLR + . .
] 1257.5296 | 1257.519 2 50.0 Q91WU2 Solute carrier family 22 member 7
Carbamidomethyl (C)

GVSCQFGFDVTK + 1293.6024 | 1293.6051 2 50.0 Q60676 Serine/threonine-protein phosphatase 5
Carbamidomethyl (C) ' ’ ' P phosp
LALTTAEFLAYQCEK + V-type proton ATPase subunit B, brain

) 1756.8705 | 1756.8745 3 49.0 P62814 .
Carbamidomethyl (C) isoform
LLVSTRASA 916.5342 916.4978 2 47.0 QOQWG9 Delphilin
NcSSFLIK i hyl
eSS * ca(rcb)amldomEt v 967.4797 | 967.4851 2 46.0 P41105 60S ribosomal protein L28
KAVVVCcPK + Het |
Tvve 899.5263 | 899.5301 2 46.0 Q8VEK3 eterogeneous nuciear
Carbamidomethyl (C) ribonucleoprotein U
IGNCPFSQR + Chloride intracellular channel protein
. 1077.5026 | 1077.5069 2 46.0 Q8BXK9,Q8BHB9 . .
Carbamidomethyl (C) 5,Chloride intracellular channel protein 6
TYRWCVCGR +2 CDGSH iron-sulfur domain-containing
. 1256.5543 | 1256.5569 3 34.0 B1AR13 . i .
Carbamidomethyl (C) protein 3, mitochondrial
THLPVQLLPSSFWKNDcK + .
) 2169.1041 | 2169.1151 3 45.0 Q3Uzz6 Sulfotransferase 1 family member D1
Carbamidomethyl (C)

WCNCAFLESSAK + 2
QWeNc/ 1667.7072 | 1667.7069 2 45.0 P62835 Ras-related protein Rap-1A
Carbamidomethyl (C)

LVQAFQYTDEHGEVCcPAGWK
PGSDTIKPNVDDSK + 3787.7788 | 3787.8101 +3;+4 37.0 Q61171 Peroxiredoxin-2
Carbamidomethyl (C)
ScSHQTSAPSLK +
© Q 1301.6034 | 1301.6077 2 43.0 Q99K70 Ras-related GTP-binding protein C
Carbamidomethyl (C)
RGEFcIAK + Staphylococcal nuclease domain-
979.4909 | 979.4933 2 42.0 Q78PY7

Carbamidomethyl (C)

containing protein 1




VTVFAEGCHGHLAK + Electron transfer flavoprotein-ubiquinone
. 1524.7507 | 1524.7531 4 42.0 Q921G7 . . .
Carbamidomethyl (C) oxidoreductase, mitochondrial
cIYFNTK + Carbamidomethyl Dimethylaniline monooxygenase [N-oxide
944.4426 | 944.4446 2 44.0 P50285 i
Q) forming] 1
IIHEDGYSEDECK + Guanine nucleotide-binding protein G(k)
. 1593.6617 | 1593.6655 3 41.0 Q9DC51 i
Carbamidomethyl (C) subunit alpha
GGYIGSTYFERCLK + . .
. 1649.7872 | 1649.793 3 41.0 P61082 NEDD8-conjugating enzyme Ubc12
Carbamidomethyl (C)
FcPFAQR + .
. 924.4276 | 924.4322 2 39.0 009131 Glutathione S-transferase omega-1
Carbamidomethyl (C)
SIEEAAASCcIK +
. ¢ 1177.5648 | 1177.569 2 39.0 Q9DBKO Acyl-coenzyme A thioesterase 12
Carbamidomethyl (C)
TACAHWSD R
CAHWSDQceR +3 -1 ca6 6337 | 1686.6402 3 39.0 Q91X17 Uromodulin
Carbamidomethyl (C)
QGQGQ,LVTCSGAFK * 1479.714 | 1479.6946 2 36.0 Q3ull4 DNA damage-binding protein 1
Carbamidomethyl (C)
SSNVLSEDQDSYLCNVTLFRK + i
. 2474.1747 | 2474.1863 3 35.0 Q971G3 V-type proton ATPase subunit C 1
Carbamidomethyl (C)
Probable ATP-dependent RNA helicase
LSKPIEVQVGGR 1281.7405 | 1281.7653 2 35.0 Q56975
DDX46
FICGTQSIHK + 2-amino-3-ketobutyrate coenzyme A
. 1189.5914 | 1189.593 3 34.0 088986 . . .
Carbamidomethyl (C) ligase, mitochondrial
Al VCK! 2
¢ QG?C CKG + 1117.4355 | 1117.4366 2 34.0 P02802 Metallothionein-1
Carbamidomethyl (C)
GSGAVPWK + Ig-like V-t d in-containi tei
295 960.4487 | 960.469 2 33.0 Q9D3RS5 g-ilke V-type domain-containing protein
Carbamidomethyl (C) FAM187A
FIQQTYPSGGEEQAQYcR + P d cell death 6-int ti
QQTYPSGGEEQAQYCR+ | 5\ 01 5535 | 2160.9764 | 2 31.0 QIWU78 rogrammed cefl death binteracting
Carbamidomethyl (C) protein
AQCHTVEK + 2 Cytoch testis- ific,Cytoch
cAQc 1199.5063 | 1199.5067 | 3 31.0 PO0015,P62897 | Y o ome & testis-speciic,Lytochrome
Carbamidomethyl (C) ¢, somatic
Selenium-binding protein 1,Selenium-
FLHDPSATQGFVGCA | 1548.7031 | 1548.7004 2 74.0 P17563,Q63836 1um-binding protein "
binding protein 2
FLHDPSATQGFVGCALS + Selenium-bindi tein 1,Selenium-
TQGFVGe 1805.8407 | 1805.8519 2 106.0 P17563,063836 | T M oInding protein ~Selenium
Carbamidomethyl (C) binding protein 2
LPMPYLKDELHHSGWNTCSSc Selenium-binding protein 1,Selenium
FGDSTK + Carbamidomethyl | 3177.3994 | 3177.4155 4 40.0 P17563,063836 nding protein %,
binding protein 2
(9]
RPCFSAL 792.3952 792.398 2 50.0 P07724 Serum albumin
CSYDEHAK 951.3756 | 951.3769 +2;+3 45.0 P07724 Serum albumin
GLVLIAFSQYLQKCSYDEHAK | 2412.2147 | 2412.2285 4 83.0 P07724 Serum albumin
SVGcNVDGR + . .
962.424 962.4219 2 65.0 P35979 60S ribosomal protein L12

Carbamidomethyl (C)




TAQSVGCNVDGR 1205.5459 | 1205.5444 100.0 P35979 60S ribosomal protein L12
QcPSSLAIQENANALAR + )
. 1841.9053 | 1841.9163 100.0 Q91Y97 Fructose-bisphosphate aldolase B
Carbamidomethyl (C)
ALNTHLRDSGLWFPVDPGAD Probable D-lactate dehydrogenase,
3798.8206 | 3798.8499 34.0 Q7TNG8 . -
ASLCGMAATGASGTNAVR mitochondrial
N-acyl-aromatic-L-amino acid
STATPDDPYEVKR 1477.7049 | 1477.7028 50.0 Q91XE4 ) )
amidohydrolase (carboxylate-forming)
Glyceraldehyde-3-phosphate
RVPTPNVSVVDLTCR 1654.8825 | 1654.8903 69.0 P16858,Q64467 dehydrogenase,Glyceraldehyde-3-
phosphate dehydrogenase, testis-specific
Low-d ity li tei tor-related
CQTTNICVPR 1133.5322 | 1133.5308 49.0 A2ARV4 ow-density lipoprotein receptor-reiate
protein 2
Low-d ity li tei tor-related
EFQCGSGECILR 1340.5853 | 1340.5897 58.0 A2ARV4 ow-density lipoprotein receptor-reiate
protein 2
ACSTGEFScCANGR + Low- ity li i -rel
CS G. ScANG 1358.5343 | 1358.5345 103.0 AJARVA ow-density |poprote'|n receptor-related
Carbamidomethyl (C) protein 2
NQFQFTCLNGR + Low- ity li i -rel
cNQ Q CLNG 1486.6446 | 1486.6507 62.0 AJARVA ow-density |poprote'|n receptor-related
Carbamidomethyl (C) protein 2
HQCcLCEEGYILER + Low- ity li i -rel
Qc C G 1648.7337 | 16487305 750 AJARVA ow-density |poprote'|n receptor-related
Carbamidomethyl (C) protein 2
DPEYTLESDGRTCK + Low- ity li i -rel
cAC| T SDGRTCK 1946.7808 | 1946.7887 65.0 AJARVA ow-density Ilpoprote.m receptor-related
Carbamidomethyl (C) protein 2
Low-density li tei tor-related
LLVNPWLTQVRIFHQLR | 2231.3055 | 2231.3059 34.0 A2ARV4 ow-density ipoprotein receptorreiate
protein 2
QPSSPNPCASATCSHLcLLSAQ Low-density lipoprotein receptor-related
) 2653.2047 | 2653.2103 78.0 A2ARV4 .
EPR + Carbamidomethyl (C) protein 2
AYDADLQTGTNYCSQTTHPN o i
Low-density lipoprotein receptor-related
GDcSHFCFPVPNFQR + 3990.6785 | 3990.7342 96.0 A2ARV4 .
. protein 2
Carbamidomethyl (C)
DVGGIVLANACGPcIGQWDRK i i X
R 2353.1307 | 2353.1359 85.0 Q99KIO Aconitate hydratase, mitochondrial
+ 2 Carbamidomethyl (C)
TDIANLAEEFKDHLVPDPGcQY
DQVIEINLNELKPHINGPFTPDL
Q 6403.1747 | 6403.2325 32.0 Q99KI0 Aconitate hydratase, mitochondrial
AHPVADVGTVAEK +
Carbamidomethyl (C)
SPQCGECR +
9 ¢ 1003.3851 | 1003.3839 35.0 P00329 Alcohol dehydrogenase 1
Carbamidomethyl (C)
NETL! LN + Di i
TLGGTCLNVGcIPSK 1829.8652 | 1829 8798 106.0 008749 ihydrolipoyl dehydrogenase,

Carbamidomethyl (C)

mitochondrial




AHILGPGAGEMVNEAALALEY

Dihydrolipoyl dehydrogenase,

27.442 27.4594 132. 74
GASCEDIAR 30 930 >9 3 32.0 008749 mitochondrial
AHILGPGAGEMVNEAALALEY . .
Dihydrolipoyl dehydrogenase,
GASCEDIAR + 3084.4644 | 3084.4834 3 80.0 008749 ) )
. mitochondrial
Carbamidomethyl (C)
ILEATAHAQAQLGCPVIIHPGR ) )
. 2351.2532 | 2351.2688 +3;+4 87.0 Q60866 Phosphotriesterase-related protein
+ Carbamidomethyl (C)
P99024,Q9D6F9,P| Tubulin beta-5 chain, Tubulin beta-4A
NMMAACDPR 1007.3987 | 1007.3998 2 39.0 68372,Q9ERD7,Q |chain,Tubulin beta-4B chain,Tubulin beta-|
922F4 3 chain,Tubulin beta-6 chain
KEAESCDcLQGFQLTHSLGGGT
cLaGFQ P99024,Q9D6F9,P| Tubulin beta-5 chain,Tubulin beta-4A
GSGMGTLLISK + 3449.6265 | 3449.6354 4 65.0 ) ) )
. 68372 chain,Tubulin beta-4B chain
Carbamidomethyl (C)
VIVVGNPANTNCLTASKSAPSIP| .
. 2505.3261 | 2505.3435 3 70.0 P14152 Malate dehydrogenase, cytoplasmic
K + Carbamidomethyl (C)
LAcVKK i hyl
Ve Ca;lé?m'domm V' 717.4207 | 717.4216 2 35.0 Q92111 Serotransferrin
SCH.TGLGR * 886.4079 | 886.4068 2 41.0 Q92111 Serotransferrin
Carbamidomethyl (C)
KSCHTGLGR 957.4814 | 957.4796 +2;+3 57.0 Q92111 Serotransferrin
FVKLPEGTTPEK
¢ . * 1504.7596 | 1504.762 3 60.0 Q92111 Serotransferrin
Carbamidomethyl (C)
NQQEGVCcPEGSIDNSPVKWCA
LSHLER + Carbamidomethyl | 3052.4131 | 3052.4334 4 60.0 Q92111 Serotransferrin
(©
ITIGGGDTATccAK + 3
¢ DAt 1832.8107 | 1832.818 2 90.0 P09411 Phosphoglycerate kinase 1
Carbamidomethyl (C)
GVPGAFTPGcSK
. of T 1176.5598 | 1176.5687 2 60.0 P99029 Peroxiredoxin-5, mitochondrial
Carbamidomethyl (C)
EAAALGSHGSCSSEVEK 1660.7362 | 1660.7442 2 135.0 Q9CR51 V-type proton ATPase subunit G 1
EAAALGSHGSCSSEVEK + .
. 1717.7577 | 1717.7637 +2;+3 133.0 Q9CR51 V-type proton ATPase subunit G 1
Carbamidomethyl (C)
GIDDCYTSAR 1099.4604 | 1099.4624 2 37.0 P25444 40S ribosomal protein S2
VECHPYLAQNELIAHCHAR +
9 2328.0892 | 2328.1016 5 65.0 Qallle Alcohol dehydrogenase [NADP(+)]
Carbamidomethyl (C)
IECDDKGDGScDVR + . . . .
i 1635.6505 | 1635.6867 3 34.0 Q8BTMS8,Q8VHX6 Filamin-A,Filamin-C
Carbamidomethyl (C)
RCEAFGWHTIIVDGHSVEELcK
. 2653.2417 | 2653.2473 3 46.0 P40142 Transketolase
+ Carbamidomethyl (C)
SMCcPSIILDKDGQVR + .
. 1717.8491 | 1717.8581 +2;43 109.0 Q60928 Gamma-glutamyltranspeptidase 1
Carbamidomethyl (C)
CLATGPGIAPTVK 1226.6693 | 1226.6715 2 92.0 Q80X90 Filamin-B
SCTVLSLLGAR 1118.6118 | 1118.6136 2 70.0 P97328 Ketohexokinase
QGAALGIPYFTACR 1466.734 1466.739 2 94.0 P47199 Quinone oxidoreductase




P68368,P05213,P

Tubulin alpha-4A chain,Tubulin alpha-1B

YMACCLLYR + ) ) . )
. 1259.5501 | 1259.5531 2 54.0 68369,P68373,Q3| chain,Tubulin alpha-1A chain,Tubulin
Carbamidomethyl (C) . K o
UXx10 alpha-1C chain,Tubulin alpha chain-like 3
+
YAICSALAA_SALPALVMSK 1936.0161 | 1936.0266 +2;+3 113.0 Q9D8E6 60S ribosomal protein L4
Carbamidomethyl (C)
MGSVMVIGGVIWSMCQCY+
CARBAMIDOMETHYL 1962.8534 11962.88576 3 180.0 Q8VIM4 Barttin
(C);CARBAMIDOMETHYL ©
IGGVIWSMCQCYPKITFVP +
CARBAMIDOMETHYL 2141.0512 |2141.05264 3 70.0 Q8VIM4 Barttin
(C);CARBAMIDOMETHYL ©
IGGVIWSMCQCYPKITF +
CARBAMIDOMETHYL 2069.9777 |2069.99584 3 80.0 Q8VIM4 Barttin
(C); CARBAMIDOMETHYL (C)
MVIGGVIWSMcQcYPKITFVP
A + CARBAMIDOMETHYL (C);| 2624.2664 | 2624.1709 4 50.0 Q8VIM4 Barttin
CARBAMIDOMETHYL ©
MVIGGVIWSMCQcYPKITFVP
ADSDFQGILSPKALSL + 4139.0644 |4139.00864 6 35.0 QsvimM4 Barttin
CARBAMIDOMETHYL ©
METYCNSGSTDTSSVINAVTH D-beta-hydroxybutyrate dehydrogenase,
3261.4918 | 3261.5224 3 171.0 Q80XNO i .
ALTAATPYTR mitochondrial
FLPCNSYIDSYDPSTGEVYcK + Aldehyde dehydrogenase family 8
. 2525.0767 | 2525.0886 2 65.0 Q8BHO0
Carbamidomethyl (C) member Al
KIHMGNCAENTAK + Acetyl-CoA acetyltransferase,
) 1472.6864 | 1472.6843 3 36.0 Q8QzT1 ) .
Carbamidomethyl (C) mitochondrial
IIPGFMCQGGDFTR 1540.7167 | 1540.7228 2 108.0 P17742 Peptidyl-prolyl cis-trans isomerase A
CPFTGNVSIR 1092.5386 | 1092.5411 2 58.0 P62281 40S ribosomal protein S11
HKNMSVHLSPCcFR +
) ¢ 1611.7762 | 1611.7833 4 47.0 P62281 40S ribosomal protein S11
Carbamidomethyl (C)
VPKGEVGLLVCK 1240.7213 | 1240.7253 3 63.0 035488 Very long-chain acyl-CoA synthetase
CPDIAIQLAGTK 1228.6485 | 1228.6527 2 81.0 P51855 Glutathione synthetase
APIcNPVLCSWGK + X
. 1511.7265 | 1511.7287 2 85.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C)
TVFAEHISDECK +
] ¢ 1434.6449 | 1434.6506 3 45.0 P27659 60S ribosomal protein L3
Carbamidomethyl (C)
LLACIASR + . .
. 902.5007 | 902.5023 2 47.0 P62242 40S ribosomal protein S8
Carbamidomethyl (C)
LDVGNFSWGSECCTR +
¢ 1797.7451 | 1797.7563 2 82.0 P62242 40S ribosomal protein S8

Carbamidomethyl (C)




Q8VDN2,Q6PIES,

Sodium/potassium-transporting ATPase
subunit alpha-1,Sodium/potassium-
transporting ATPase subunit alpha-

2,Sodium/potassium-transporting ATPase

KNCLVK 703.4051 | 703.4075 41.0 Q6PIC6,Q9WV27, subunit alpha-3,Sodium/potassium-
Q971W8,Q99N95 transporting ATPase subunit alpha-
4,Potassium-transporting ATPase alpha
chain 2,39S ribosomal protein L3,
mitochondrial
Sodium/potassium-transporting ATPase
subunit alpha-1,Sodium/potassium-
transporting ATPase subunit alpha-
8VDN2,Q6PIE5, |2,Sodium/potassium-transporting ATPase
KNcLVK + Carbamidomethyl Q Q ! /p . P g.
© 760.4265 | 760.4284 53.0 Q6PIC6,Q9WV27, subunit alpha-3,Sodium/potassium-
Q9Z1W8,Q99N95 transporting ATPase subunit alpha-
4,Potassium-transporting ATPase alpha
chain 2,39S ribosomal protein L3,
mitochondrial
Isocitrate dehydrogenase [NADP],
DLAGCIHGLSNVK 1325.6762 | 1325.6792 87.0 P54071 ) )
mitochondrial
VcVQTVESGAMTK + Isocitrate dehydrogenase [NADP],
. 1408.6691 | 1408.6754 102.0 P54071 ) )
Carbamidomethyl (C) mitochondrial
QPEVFCNQIFINNEWHDAVSR| 2545.1808 | 2545.1977 83.0 P47738 Aldehyde dehydrogenase, mitochondrial
MTEQPMMCAYCcVTEPSAGSD . . ™
X Medium-chain specific acyl-CoA
VAAIK + 2 Carbamidomethyl | 2814.2043 | 2814.2241 52.0 P45952 Rk i
© dehydrogenase, mitochondrial
GIICGLTQFTNK 1293.6751 | 1293.6779 33.0 Q64516,Q9WU65 Glycerol kinase,Glycerol kinase 2
GQCDLELINVCNENSLFK +
Qc . 2162.9976 | 2163.0014 33.0 Q68FD5 Clathrin heavy chain 1
Carbamidomethyl (C)
TALPLECPK + Aldo-keto reductase family 1 member
1027.5372 | 1027.5383 64.0 Q91WR5

Carbamidomethyl (C)

c21




YKPVCNQVECHPYLNQMK + Aldo-keto reductase family 1 member
. 2318.0646 | 2318.0904 2 30.0 Q91WR5
Carbamidomethyl (C) c21
ICDFSNASKPQTIQESTGGIVEV Peroxisomal multifunctional enzyme type
2800.4065 | 2800.4141 4 41.0 P51660
LHK 2
EMGGHHIVALcVLK + Hypoxanthine-guanine
. 1562.8061 | 1562.8107 3 50.0 P00493 )
Carbamidomethyl (C) phosphoribosyltransferase
LVSSPCcIVTSTYGWTANMER )
. 2442.1018 | 2442.0852 +2;+3 112.0 P11499 Heat shock protein HSP 90-beta
+ Carbamidomethyl (C)
TLKEEAQGASVVPQGPSQPLP
STANVVVIGGGSLGCQTLYHLA| 4401.3002 | 4401.3253 4 34.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
K
MSYTLQHLPMPCAWNQWK | 2233.0271 | 2233.0307 +2;43 87.0 Q91XEO Glycine N-acyltransferase
AGDTVIPLYIPQcGECK +
. 1930.9169 | 1930.9333 2 72.0 P28474 Alcohol dehydrogenase class-3
Carbamidomethyl (C)
KAQCPIVER +
Qc 1099.5808 | 1099.5795 +2;+3 74.0 P97461 40S ribosomal protein S5
Carbamidomethyl (C)
Methylmalonate-semialdehyde
VCNLIDSGTKEGASILLDGR 2060.0572 | 2060.0667 3 78.0 Q9EQ20 . .
dehydrogenase [acylating], mitochondrial
P60710,P63260,Q| Actin, cytoplasmic 1,Actin, cytoplasmic
CDVDIRK 847.4222 | 847.4261 2 37.0 o )
8BFZ3 2,Beta-actin-like protein 2
MESCcGIHETTFNSIMK + . . X i
. 1951.8478 | 1951.8584 2 69.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
Carbamidomethyl (C)
VICVGLNYADHCcQEQNVR + 2 Fumarylacetoacetate hydrolase domain-
) 2242.0259 | 2242.0327 3 48.0 Q3TC72 . )
Carbamidomethyl (C) containing protein 2A
AVQAVLRNLCLLYSLYGISQK +
Q . ¢ Q 2408.325 | 2408.3513 3 70.0 Q9ROHO Peroxisomal acyl-coenzyme A oxidase 1
Carbamidomethyl (C)
TTLIGLEEHLNALDR +
IcTTHG ) HLNALDR 1967.0146 | 1967.0228 3 88.0 Q8VC30 Triokinase/FMN cyclase
Carbamidomethyl (C)
APSCSPFGK 892.4113 | 892.4108 2 54.0 P70290 55 kDa erythrocyte membrane protein
SAPSEAPSCSPFGK 1363.6078 | 1363.6134 2 70.0 P70290 55 kDa erythrocyte membrane protein
2-oxoglutarate dehydrogenase,
SMTCPSTGLEEDVLFHIGK 2062.9704 | 2062.9749 3 98.0 Q60597 X K
mitochondrial
SMTcPSTGLEEDVLFHIGK + 2-oxoglutarate dehydrogenase,
) 2119.9918 | 2120.0106 +2;+3 91.0 Q60597 . )
Carbamidomethyl (C) mitochondrial
GHIISDGGcTcPGDVAK + 2
_c ¢ N 1810.7979 | 1810.7975 3 54.0 Q9DCz1 GMP reductase 1
Carbamidomethyl (C)
Enoyl-CoA hydratase domain-containin
CSPGSAGPAGSESEPR | 1487.6311 | 1487.6363| 2 114.0 Q9D7J9 v yaratase domain-containing
protein 3, mitochondrial
SGDAAIVDMVPGKPMCVESFS 2937.3711 | 2937.3924 3 142.0 P10126 Elongation factor 1-alpha 1

DYPPLGR




HACVPVDFEEVHVSSNADEED

Isocitrate dehydrogenase [NAD] subunit

2596.15 | 2596.1738 3 81.0 P70404 ) )
IR gamma 1, mitochondrial
Solute carrier organic anion transporter
HPLEPDSSASCFQQLR 1813.8417 | 1813.8605 +2;+3 137.0 Q8R3L5 .
family member 3A1
QCSSGLQAVANIAGGIR 1643.8413 | 1643.8502 2 101.0 Q921H8 3-ketoacyl-CoA thiolase A, peroxisomal
L EAMD LVR +
SGe AM SQALVR 1535.7072 | 1535.7105 2 76.0 Q91WGO0 Acylcarnitine hydrolase
Carbamidomethyl (C)
MQLTDFILKFPHSAR +
cMa ) 1962.9808 | 1962.9829 4 67.0 Q9CR57 60S ribosomal protein L14
Carbamidomethyl (C)
TPCYAQIR 950.4644 | 950.4664 2 49.0 Q6NSQ9 Glucose-6-phosphatase 3
AALCTELK + . . . .
. 904.4688 | 904.4704 2 51.0 Q3UNZ8 Quinone oxidoreductase-like protein 2
Carbamidomethyl (C)
KYESAYGTQFTPcQLLLDHANN Trifuncti | bunit alpha,
QFTPcQ 28713497 | 2871.3556 | 4 64.0 Q8BMS1 rifunctional enzyme subunit alpha
SSK + Carbamidomethyl (C) mitochondrial
THHQAVNFNIFEGMVCHGVP
Q 2905.448 | 2905.4587 4 73.0 Q9EQF5 Dihydropyrimidinase
LVTISR
Cytosolic 10-formyltetrahydrofolate
ECDVLPDDTVSTLYNR 1838.8356 | 1838.8402 2 107.0 Q8ROY6
dehydrogenase
GTP:AMP phosphotransferase AK3,
TLTQCSWLLDGFPR 1635.8079 | 1635.8183 2 88.0 Q9WTP7 . X
mitochondrial
TLTQcSWLLDGFPR + GTP:AMP phosphotransferase AK3,
. 1692.8294 | 1692.833 2 78.0 QOWTP7 . X
Carbamidomethyl (C) mitochondrial
LKPPFPADVGVFGCPTTVANV L.
NADH dehydrogenase [ubiquinone]
ETVAVSPTICR + 3409.7415 | 3409.7923 3 73.0 QI91YTO . R .
. flavoprotein 1, mitochondrial
Carbamidomethyl (C)
YAGLKPEELPTCESLKDTIAR | 2333.1936 | 2333.1973 4 43.0 070250 Phosphoglycerate mutase 2
IPIVLCGNK 955.5525 | 955.5542 2 44.0 P62827 GTP-binding nuclear protein Ran
NScPPTAELLGSPGR
S . GSPGR + 1554.746 | 1554.7547 2 110.0 P46412 Glutathione peroxidase 3
Carbamidomethyl (C)
Pyruvate dehydrogenase E1 component
EGIECEVINLR 1273.6336 | 1273.6385 2 91.0 Q9D051 i . X
subunit beta, mitochondrial
Glutamate dehydrogenase 1,
CDILIPAASEK 1158.5954 | 1158.5987 2 41.0 P26443 ) )
mitochondrial
CGPASVQAVK 958.4906 | 958.4922 2 72.0 Q8BH61 Coagulation factor Xl A chain
SSNVLSEDQDSYLCNVTLFR | 2289.0583 | 2289.079 2 123.0 Q971G3 V-type proton ATPase subunit C 1
KLEEDQIIMEDQNCK 1834.8441 | 1834.8599 2 123.0 Q8VDD5 Myosin-9
YDGYTScPLVTGYNR + Sulfide:quinone oxidoreductase,
1764.7777 | 1764.7885 2 123.0 Q9R112

Carbamidomethyl (C)

mitochondrial




EHCEQLEK + Cytochrome b-c1 complex subunit 6,
. 1071.4655 | 1071.4672 +2;43 44.0 P99028 . X
Carbamidomethyl (C) mitochondrial
MQHLNPDPQLIPDQITTDVNP
Q Q Q 3169.5536 | 3169.5763 3 90.0 Q8CIB5 Fermitin family homolog 2
ECLVSPR
Acetyl-coenzyme A synthetase 2-like,
SCPTVQHVLVAHR 1445.7562 | 1445.7595 3 58.0 Q99NB1 . A
mitochondrial
ScPTVQHVLVAHR + Acetyl-coenzyme A synthetase 2-like,
R 1502.7776 | 1502.7785 2 86.0 Q99NB1 . A
Carbamidomethyl (C) mitochondrial
HTSETADALCPR +
. ¢ 1356.6092 | 1356.6091 3 53.0 Q8BlI6 Isoleucine--tRNA ligase, mitochondrial
Carbamidomethyl (C)
CFLTGHGAEK + 1118.5179 | 1118.5178 3 41.0 Q8CoM9 Isoaspartyl peptidase/L-asparaginase
Carbamidomethyl (C) ' ' ' partylpep parag
VGDSPCIGAGGYADNNLGAVS . .
2959.3982 | 2959.4108 3 102.0 Q8COM9 Isoaspartyl peptidase/L-asparaginase
TTGHGESILK
HGICEDLQR 1069.4975 | 1069.4987 2 58.0 Q9JLB4 Cubilin
Short/branched chain specific acyl-CoA
ASSTCQLTFENVKVPETNILGK | 2378.2151 | 2378.226 3 30.0 Q9oDBL1 . X
dehydrogenase, mitochondrial
GFGHIGIAVPDVYSACKR 1888.9618 | 1888.9639 4 57.0 Q9CPUO Lactoylglutathione lyase
QMEKDETVSDCSPHIANIGR | 2229.0154 | 2229.02 3 96.0 P47757 F-actin-capping protein subunit beta
AYFPCIGCVHAISTDSPDLEPVL .
) 2699.2975 | 2699.2982 3 65.0 008677 Kininogen-1
K + Carbamidomethyl (C)
ATP synthase subunit gamma,
GLCGAIHSSVAK 1141.5914 | 1141.5925 +2;+3 78.0 Q91VR2 ) K
mitochondrial
GVcGACK
.C N 761.32 761.32 2 33.0 Q8Vi36 Paxillin
Carbamidomethyl (C)
GSLcSGCQKPITGR +
¢ ] Q 1530.7283 | 1530.7369 2 68.0 Q8VI36 Paxillin
Carbamidomethyl (C)
QVCQLPGLFcYAQHIASIDGR + i . .
. 2443.1777 | 2443.1887 3 59.0 Q791V5 Mitochondrial carrier homolog 2
Carbamidomethyl (C)
TYFQGSLPAR 1138.5771 | 1138.5789 2 53.0 P52760 Ribonuclease UK114
TKYQGICPPVAR 1331.702 | 1331.7036 2 66.0 P09470 Angiotensin-converting enzyme
PPVMVAGGRVFVLPCIQQI
S GG R aaaia 2394.3028 | 2394.3086 3 50.0 008917 Flotillin-1
ADRLVQMSICSSLAR 1648.8389 | 1648.8424 3 45.0 Q9z0S1 3'(2"),5'-bisphosphate nucleotidase 1
STDCcGDNDPIDVCEIGSK + 2 Inorganic pyrophosphatase 2,
. 2219.8657 | 2219.8808 2 75.0 Q91VM9 . l
Carbamidomethyl (C) mitochondrial
LLSHCLL 797.4469 | 797.4492 2 39.0 P01942 Hemoglobin subunit alpha
LLSHCLLVT 997.563 997.5648 2 40.0 P01942 Hemoglobin subunit alpha
EKPDDPLNYFIGGCAGGLTLGA NADH dehydrogenase [ubiquinone] 1
2363.158 | 2363.1648 3 91.0 Q9oD8B4

R

alpha subcomplex subunit 11




FVLPANAFASPLQNPDNHCFc

2719.2523 | 2719.2623 3 91.0 08857 Platelet gl tein 4
TEK + Carbamidomethyl (C) Q atelet glycoprotein
YSYVCPDLVK 1185.574 | 1185.5794 2 55.0 Q99JY9 Actin-related protein 3
KDYEEIGPSICR 1408.6656 | 1408.6719 2 68.0 Q99JY9 Actin-related protein 3
FCLEGMEESGSEGLDELIFAQK . e . X
. 2488.1138 | 2488.1197 3 82.0 Q9D1A2 Cytosolic non-specific dipeptidase
+ Carbamidomethyl (C)
SQLCSQSLEITR 1363.6765 | 1363.6822 2 91.0 Q97170 General vesicular transport factor p115
Translational activator of cytochrome ¢
EGGPNPENNSSLANILELCR | 2126.0062 | 2126.0204 2 88.0 Q8K0z7 )
oxidase 1
TGVGYPQLSAVMECADAAHG
a LK 2217.0558 | 2217.0759 3 55.0 Qo9L27 GMP reductase 2
YDDMAACMK 1046.3871 | 1046.3903 2 84.0 P63101 14-3-3 protein zeta/delta
Pyruvate dehydrogenase E1 component
LPcIFICENNR + 2 . .
. 1502.701 | 1502.695 2 61.0 P35486 subunit alpha, somatic form,
Carbamidomethyl (C) . .
mitochondrial
LLCNFMR 895.4408 | 895.4431 2 57.0 Q9R1P4 Proteasome subunit alpha type-1
EGENTQIAEPEACDQMYESLA Ubiquinol-cytoch - duct
QIAEPEADQ 2540.0795 | 2540.0007 | +2;+43 103.0 Qocaye fquinocytochrome-c reductase
R + Carbamidomethyl (C) complex assembly factor 2
YNFFTGCPK 1075.4797 | 1075.4815 2 78.0 P80313 T-complex protein 1 subunit eta
GTVCAAN.DFNPDADAK * 1664.7101 | 1664.7121 2 77.0 P14824 Annexin A6
Carbamidomethyl (C)
cGIFAYLNYHVPR + Glutamine--fructose-6-phosphate
) 1608.7871 | 1608.7909 3 76.0 P47856 ) ) .
Carbamidomethyl (C) aminotransferase [isomerizing] 1
ScGSSTPDEFPTDIPGTK + Eukaryotic translation initiation factor 2
] 1894.8255 | 1894.8328 2 75.0 Q9Z0N1 ) )
Carbamidomethyl (C) subunit 3, X-linked
GHIEDCGHWTQIEKPTEVNQI
LI(KQ Q 2787.4014 | 2787.4077 4 39.0 P34914 Bifunctional epoxide hydrolase 2
FNAHGDANTIVCNTK 1603.7413 | 1603.7416 3 67.0 P16045 Galectin-1
FNAHGD.ANTNCNTK N 1660.7628 | 1660.7713 3 41.0 P16045 Galectin-1
Carbamidomethyl (C)
ASILGFACK 908.479 908.4815 2 65.0 P16406 Glutamyl aminopeptidase
SLQPVVScGWLPPPANGHK + ) . - .
. 2043.036 | 2043.0422 3 38.0 Q9DBX3 Sushi domain-containing protein 2
Carbamidomethyl (C)
YGSGQQCCcYTAAGTQLLTSDST]
SGSTPDRGHDWGAPPYR + | 4147.8025 | 4147.8529 4 66.0 Q9DBX3 Sushi domain-containing protein 2
Carbamidomethyl (C)
LVTSPCcIVTSTYGWTANMER
¢ 2456.1174 | 2456.1234 3 72.0 P07901 Heat shock protein HSP 90-alpha

+ Carbamidomethyl (C)




CGSSLVDKPFAAK +

. 1378.6915 | 1378.6915 3 72.0 070433 Four and a half LIM domains protein 2
Carbamidomethyl (C)
Bifunctional glutamate/proline--tRNA
VACQGEVVR 959.4859 | 959.4837 2 71.0 Q8CGC7 ligase
VDCcAVLDCEDGVAENK + 2 Citrate lyase subunit beta-like protein,
; 1860.787 | 1860.7936 2 70.0 Q8R4NO ) )
Carbamidomethyl (C) mitochondrial
WNNCAFLESSAK +
Q C 1553.6933 | 1553.6971 2 70.0 Q99lle Ras-related protein Rap-1b
Carbamidomethyl (C)
KFLDGNELTLADCNLLPK 2003.0397 | 2003.0516 3 67.0 Q971Q5 Chloride intracellular channel protein 1
cGPMVLDALIK + Succinate dehydrogenase [ubiquinone]
1215.6355 | 1215.6416 2 66.0 9CQA3
Carbamidomethyl (C) QSCaA iron-sulfur subunit, mitochondrial
YcPNSVLVIIDVKPK + 26S proteasome non-ATPase regulatory
) 1743.9593 | 1743.9732 3 64.0 P26516 .
Carbamidomethyl (C) subunit 7
VLDALFPCVQGGTTAIPGAFGc ) )
. 2446.2025 | 2446.2129 3 43.0 P50516 V-type proton ATPase catalytic subunit A
GK + Carbamidomethyl (C)
Ubiquitin-like modifier-activating enzyme
PICTLK + Carbamidomethyl Q02053,P31254,Q 1,Ubiquitin-like modifier-activating
730.4047 | 730.4069 2 41.0 )
Q) 924W7 enzyme 1Y,Suppression of
tumorigenicity 5 protein
. Ubiquitin-like modifier-activating enzyme
SIPICTLK + Carbamidomethyl L . R
© 930.5208 | 930.5255 2 54.0 Q02053,P31254 1,Ubiquitin-like modifier-activating
enzyme 1Y
ATDCVGHDVATLLR 1469.7297 | 1469.734 3 64.0 P17710 Hexokinase-1
LAENFCVcHLATGDMLR +
C_ G 1948.8958 | 1948.8979 3 33.0 Q9WTP6 Adenylate kinase 2, mitochondrial
Carbamidomethyl (C)
LAENFcVcHLATGDMLR + 2
¢ C_ 2073.9434 | 2073.9483 3 34.0 Q9WTP6 Adenylate kinase 2, mitochondrial
Carbamidomethyl (C)
SGPYCSESIR 1097.4811 | 1097.4824 2 61.0 Q7TMRO Lysosomal Pro-X carboxypeptidase
YSFDTFSHQRPCLLK 1840.893 | 1840.9032 +3;+4 53.0 P47740 Fatty aldehyde dehydrogenase
APICISPTAFHSIAWADGEK | 2113.0302 | 2113.0278 3 59.0 QINYQ2 Hydroxyacid oxidase 2
LNPPDESGPGCMSCK 1533.6262 | 1533.6133 2 58.0 Q61411 GTPase HRas
TVAMHEVFLCR 1304.6369 | 1304.6453 3 59.0 Q6P8X1 Sorting nexin-6
ADSDPHGPHTCGHVLNVIIGS 3178.5578 | 3178.5747 4 57.0 Qs8Qzy2 Glycerate kinase
NSLALAEAQR
HQPSWSLEVLELCKK 1795.9291 | 1795.9307 3 56.0 P03958 Adenosine deaminase
LSAPGC\.NLACTSFSR N 1654.7596 | 1654.7711 2 54.0 Q9R1Q7 Proteolipid protein 2
Carbamidomethyl (C)
LDPPNRPETSFLWFTNPCK | 2261.0939 | 2261.1063 +2;+3 57.0 Q69ZN7 Myoferlin
Methionine-R-sulfoxide reductase B2,
RLDTSLGCPR 1116.571 | 1116.5703 2 54.0 Q78J03

mitochondrial




NADH-ubiquinone oxidoreductase 75 kDa

VVAACAMPVMK 1118.565 | 1118.5717 53.0 Q91VD9 . . )
subunit, mitochondrial
LICEMK + Carbamid thyl
¢ ar(c.;nm| omethy 792.3874 | 792.3871 46.0 Q9CQR4 Acyl-coenzyme A thioesterase 13
SGGLHCSSNAIR 1200.5669 | 1200.5647 51.0 Q3UMB9 WASH complex subunit 7
PSDIENPR +
«Q . 1214.535 | 1214.5377 51.0 P09055 Integrin beta-1
Carbamidomethyl (C)
NMACVQR 820.3684 | 820.368 50.0 Q9WVA4 Transgelin-2
IWGDCTVR 948.4487 948.452 49.0 P26638 Serine--tRNA ligase, cytoplasmic
Tricarboxylate transport protein,
NTLDCGLK 862.4218 | 862.4247 49.0 Q8Jzu2 R A
mitochondrial
RLECLK 760.4265 | 760.4175 49.0 Q6A068 Cell division cycle 5-like protein
LcAGEEK + Carbamidomethyl . X
© 805.364 805.366 51.0 Q9QzwWo Phospholipid-transporting ATPase 11C
LALDCSGQ 805.364 805.3462 48.0 Q3U2pP1 Protein transport protein Sec24A
VKDCPPADLIIK 1310.7268 | 1310.7306 48.0 Q64471 Glutathione S-transferase theta-1
VCcEPCYEQLNK + Hepatocyte growth factor-regulated
. 1449.6268 | 1449.6262 48.0 Q99LI8 i A
Carbamidomethyl (C) tyrosine kinase substrate
MGVVECAK 835.3932 | 835.3923 47.0 P50580 Proliferation-associated protein 2G4
ESATVTCLVK 1049.5427 | 1049.5436 47.0 P01872 Ig mu chain C region
AIVDALPPPCcESACSLPTDVDK
WFHQQK + 3219.5369 | 3219.5623 46.0 QoD819 Inorganic pyrophosphatase
Carbamidomethyl (C)
KPVVPGHVLVCPLRPVER 1994.1612 | 1994.1678 37.0 089106 Bis(5'-adenosyl)-triphosphatase
+
KVVG_CSCVVVK 1244.6621 | 1244.6714 45.0 P63323 40S ribosomal protein S12
Carbamidomethyl (C)
YQQGDFGYCPR 1332.5557 | 1332.5605 45.0 P67871 Casein kinase Il subunit beta
L D +
¢ AVG_MSR AVK 1305.6533 | 1305.6792 46.0 P51448 Nuclear receptor ROR-alpha
Carbamidomethyl (C)
IICNLKDDER 1217.6074 | 1217.6113 44.0 Q9JMH6 Thioredoxin reductase 1, cytoplasmic
WCEYGLTFTEK + Voltage-dependent anion-selective
. 1432.6333 | 1432.632 44.0 Q60930 )
Carbamidomethyl (C) channel protein 2
PFDPNFK +
¢ ) 1023.4484 | 1023.453 44.0 Q62179 Semaphorin-4B
Carbamidomethyl (C)
cILQDGR + Carbamidomethyl Small nuclear ribonucleoprotein-
860.4174 | 860.4167 43.0 P63163 . .
(C) associated protein N
Heterogeneous nuclear
GFCFLEYEDHK 1386.5914 | 1386.5936 41.0 Q7TMK9 A ]
ribonucleoprotein Q
PLcTLK + Carbamidomethyl
© : v 730.4047 | 730.4069 41.0 Q14AWS Putative methyltransferase NSUN7
HTGIGR
SCHTGIGR + 886.4079 | 886.4068 41.0 P08071 Lactotransferrin

Carbamidomethyl (C)




FcGGLIK + Carbamidomethyl

Electrogenic sodium bicarbonate

793.4156 | 793.4188 40.0 088343
Q) cotransporter 1
GADLSKPPCR 1042.5229 | 1042.5229 40.0 Q9Z2A5 Arginyl-tRNA--protein transferase 1
QLDCLACLLK + . .
. 1175.6042 | 1175.57 39.0 Q6zQ93 Ubiquitin carboxyl-terminal hydrolase 34
Carbamidomethyl (C)
LFQECcPHSTDR + Heterogeneous nuclear
] 1559.6497 | 1559.6601 39.0 P61979 ) )
Carbamidomethyl (C) ribonucleoprotein K
Cysteine and histidine-rich domain-
RTTDFSDFLSIVGCTK 1788.8717 | 1788.8837 38.0 Q9D1P4 o )
containing protein 1
AIHMALDCcCGIAGPLEQFISDT )
. 2817.3322 | 2817.3933 37.0 P40240 CD9 antigen
CPKK + Carbamidomethyl (C)
KLGESCIFAPANVTSEK 1792.9029 | 1792.9072 37.0 008756 3-hydroxyacyl-CoA dehydrogenase type-2
Serine/threonine-protein phosphatase
FFVLCGDLVHAMPGTPWR | 2045.0016 | 2045.012 37.0 Q8BFS6
CPPED1
TVHQNSIFHCcPTQAQAAVAQC . .
. 2742.2755 | 2742.2808 33.0 Q8BTY1 Kynurenine--oxoglutarate transaminase 1
FER + Carbamidomethyl (C)
KEQETCLAP 1017.4801 | 1017.482 32.0 Q07968 Coagulation factor XIll B chain
O-acetyl-ADP-ribose deacetylase
TLQNCETGK 992.4597 | 992.461 31.0 Q922B1
MACROD1
EHRPPCAQEAPR 1389.6571 | 1389.6549 30.0 Q64337 Sequestosome-1
LSYCGGGEALAIPFEPAR +
¢ . 1906.9247 | 1906.9394 30.0 Q8VE9S5 UPF0598 protein C8orf82 homolog
Carbamidomethyl (C)
GESGHLAK +
¢ . 957.4338 | 957.4333 49.0 P53996 Cellular nucleic acid-binding protein
Carbamidomethyl (C)
VDLEISPDFLAVPVGGHENSHc
IcGNER + 2 3188.4655 | 3188.4615 46.0 Q61838 Pregnancy zone protein
Carbamidomethyl (C)
VPTPNVSVVDLTcRLEKPAK + Glyceraldehyde-3-phosphate
) 2222.2093 | 2222.2139 32.0 P16858
Carbamidomethyl (C) dehydrogenase
LLPNEDCAK + Kallikrein-1,Kallikrein 1-related peptidase
. 1058.5066 | 1058.5095 73.0 P15947,P00756
Carbamidomethyl (C) b3
YcGTSLPHPIISFGNALTVR
¢ ) * 2202.1256 | 2202.1299 84.0 QoJLB4 Cubilin
Carbamidomethyl (C)
2-oxoglutarate dehydrogenase,
SSPYPTDVAR 1091.5247 | 1091.5284 54.0 Q60597 i }
mitochondrial
Sarcoplasmic/endoplasmic reticulum
VGEATETALTCLVEK + calcium ATPase
1619.8076 | 1619.8174 97.0 055143,064518

Carbamidomethyl (C)

2,Sarcoplasmic/endoplasmic reticulum
calcium ATPase 3




TLVYGGIFLYPANK 1554.8446 | 1554.8516 56.0 Q9QXD6 Fructose-1,6-bisphosphatase 1
VLRcDVTK + X
. 989.5328 | 989.5348 52.0 P40936 Indolethylamine N-methyltransferase
Carbamidomethyl (C)
GPAVGIDLGTTYScVGVFQHG )
. 2262.1104 | 2262.1148 37.0 P63017 Heat shock cognate 71 kDa protein
K + Carbamidomethyl (C)
+
LYQSCADPTGCGTGSDAR + 2 1 1505 2099 | 1982.8079 94.0 Q9ET22 Dipeptidyl peptidase 2
Carbamidomethyl (C)

LVLTGFGGYDKVK + S ti icl b tein VAT-1
e 1555.8069 | 1555.8105 91.0 Q62465 ynaptic vesicie membrane protein
Carbamidomethyl (C) homolog

SSLYSSDIGKLVGCcAIIHVNGDS
R Probable 2-oxoglutarate dehydrogenase

PEEVVR + Carbamidomethyl | 3100.5499 | 3100.5607 78.0 A2ATUO . )

© E1 component DHKTD1, mitochondrial
DEFTNTcPSDKEVEIAYSDVAK . )

. 2517.1217 | 2517.1373 81.0 Q9QYB1 Chloride intracellular channel protein 4

+ Carbamidomethyl (C)
Dihydrolipoyllysine-residue
DVPLGAPLCIIVEK +
. 1522.8429 | 1522.8482 80.0 Q8BMF4 acetyltransferase component of pyruvate
Carbamidomethyl (C) . .
dehydrogenase complex, mitochondrial
APPPSLTDcIGTVDSR + - .
. 1684.8091 | 1684.8188 79.0 Q9D7S9 Charged multivesicular body protein 5
Carbamidomethyl (C)
D
SSVNCF_’FSSQ MK + 1485.6228 | 1485.622 33.0 070133 ATP-dependent RNA helicase A
Carbamidomethyl (C)
AQFEGIVTDLIKR 1488.83 | 1488.8312 73.0 P38647 Stress-70 protein, mitochondrial
cAQGeVek + 3 1117.4355 | 1117.4361 40.0 P02802 Metallothionein-1
Carbamidomethyl (C)
SceScePVGCSK + 5 1732.6024 | 1732.6115 62.0 P02802 Metallothionein-1
Carbamidomethyl (C)
KTETVcTFQDGALVQHQQWD
cTFQ . QHaQ 2575.2126 | 2575.23 60.0 Q05816 Fatty acid-binding protein, epidermal
GK + Carbamidomethyl (C)
NALQQVVAR + | ine--f -6-phosph
caNALaq 1285.6561 | 1285.6663 66.0 P47856 Glutamine--fructose-6-phosphate
Carbamidomethyl (C) aminotransferase [isomerizing] 1
YGIPGSIcDDYMVTLFcPVcSVce
QLKR + 4 Carbamidomethyl | 3237.479 | 3237.4738 64.0 Q9J148 Placenta-specific gene 8 protein
(©
VCEITHESPSVK + Oxidoreductase NAD-binding domain-
. 1384.6657 | 1384.6706 63.0 Q8VE38 . i
Carbamidomethyl (C) containing protein 1
LVEGCLVGGR + NADH dehydrogenase [ubiquinone]
) 1058.5543 | 1058.5581 63.0 Q91YTO . ] )
Carbamidomethyl (C) flavoprotein 1, mitochondrial
FQPHSGQEDLFSccQR + 2 Major facilitat family d in-
Ql Ql ccQl 2062.8626 | 2062.8787 58.0 Q6PDC8 ajor facilitator superfamily domain

Carbamidomethyl (C)

containing protein 4A




ccLTYcFNKPEDK + 3

) 1869.7736 | 1869.7785 3 54.0 P62983 Ubiquitin-40S ribosomal protein S27a
Carbamidomethyl (C)
TVFcQDSR + 2
cTVFcQDSR + 11714751 | 11714704 2 52.0 088552 Claudin-2
Carbamidomethyl (C)
PALACLR + Carbamidomethyl Bifunctional heparan sulfate N-
799.4374 | 799.4411 2 50.0 Q3UHN9
(C) deacetylase/N-sulfotransferase 1
GENQILSCR * 1075.508 | 1075.5119 2 46.0 Q8VHLO Urea transporter 1
Carbamidomethyl (C)
ScTDVTEYAVQR +
¢ . Q 1427.6351 | 1427.6432 2 46.0 Q99KW3 TRIO and F-actin-binding protein
Carbamidomethyl (C)
EVNVSPcPTDPcQLHK + 2
cPTDPcQ 1947.8819 | 1947.8962 3 46.0 Q92040 Epididymal secretory protein E1
Carbamidomethyl (C)
CSCQDGFR +2 1096.4066 | 1096.4095 2 43.0 Qo1X17 Uromodulin
Carbamidomethyl (C)
ESPSKDSEPScWGK +
) ¢ 1592.6777 | 1592.6743 3 42.0 Q68FHO Plakophilin-4
Carbamidomethyl (C)
ccGLENGAADWGNNFVEAK + .
k 2110.8837 | 2110.8996 2 41.0 Q8R3G9 Tetraspanin-8
2 Carbamidomethyl (C)
YLTVAAIFR 1052.6019 | 1052.5992 2 39.0 Q7TMMS Tubulin beta-2A chain
SLScGIEYEATQCPNPSSYIPNLL
. 3037.4161 | 3037.435 3 36.0 P70691 UDP-glucuronosyltransferase 1-2
TR + 2 Carbamidomethyl (C)
clIFFK + Carbamidomethyl Transport and Golgi organization 2
826.4411 | 826.4416 2 35.0 P54797
(C) homolog
SVEScHNVGLLAHDGQVNEDG
QPDLGK + Carbamidomethyl| 2874.3203 | 2874.3526 3 35.0 Q921H9 Cytochrome c oxidase assembly factor 7
©
Cation channel sperm-associated protein
KLFLTMDNLK 1221.6791 | 1221.7188 2 35.0 A2RTF1 3
subunit beta
KPYMCSICEVR + 2 Zinc finger and BTB domain-containing
) 1441.6516 | 1441.602 2 32.0 Qsvcez7 .
Carbamidomethyl (C) protein 7C
LcDKTTPTGWTLDQcIQTGVD
NPGHPFIK + 2 3366.6013 | 3366.6023 4 30.0 P30275 Creatine kinase U-type, mitochondrial
Carbamidomethyl (C)
SGELQGGPDDNLIEGGGTKFV
cKPGAR + Carbamidomethyl | 2758.3345 | 2758.3314 3 30.0 035382 Exocyst complex component 4
(9]
DELHHSGWNTCSScFGDSTK + . o X
. 2266.9008 | 2334.9495 +3;+4 62.0 P17563 Selenium-binding protein 1
Carbamidomethyl (C)
LTGAIVGHVGDGNFHCILLVDP Probable D-lactate dehydrogenase,
3245.5888 | 3245.601 5 34.0 Q7TNG8 . X
DDAEEQRR mitochondrial
SLGGGFHCWTCcDVR + 2 Glycine amidinotransferase,
) 1718.7294 | 1718.7415 3 34.0 Q9D964 ) )
Carbamidomethyl (C) mitochondrial
Glycine amidinotransferase,
DCPVSSYNEWDPLEEVIVGR | 2306.0525 | 2306.0832 2 80.0 Q9oD964 ) )
mitochondrial
AHIMPAEFSScPLNSDEAVNK
) 2316.0514 | 2316.0657 3 116.0 Q91V76 Ester hydrolase C11orf54 homolog
+ Carbamidomethyl (C)
Low-density lipoprotein receptor-related
ALACDGR 704.3275 | 704.3298 2 63.0 A2ARV4

protein 2




ALACDGR + Low- ity li i -rel
. cDG 761319 | 7613519 5 61.0 AJARVA ow-density |poprote.|n receptor-related
Carbamidomethyl (C) protein 2
QPIMSNPCATNNGGCSHLCLIK Low-density lipoprotein receptor-related
. 2357.0748 | 2357.0854 3 88.0 A2ARV4 .
+ Carbamidomethyl (C) protein 2
Glyceraldehyde-3-phosphate
TPNVSVVDLTCR 1302.6602 | 1302.6645 2 33.0 P16858,Q064467 dehydrogenase,Glyceraldehyde-3-
phosphate dehydrogenase, testis-specific
cPLPRPW + Fructose-bisphosphate aldolase
Rk 924.464 924.4655 2 39.0 Q91Y97,P05063 X
Carbamidomethyl (C) B,Fructose-bisphosphate aldolase C
LGCcPVIIHPGR +
a C, 1345.7289 | 1345.7395 2 30.0 Q60866 Phosphotriesterase-related protein
Carbamidomethyl (C)
AGPNTNGSQFFICTAK 1654.7773 | 1654.7931 2 107.0 P17742 Peptidyl-prolyl cis-trans isomerase A
DVGGIVLANACGPcIGQWDR ) ) )
. 2225.0358 | 2225.0374 2 92.0 Q99KIO Aconitate hydratase, mitochondrial
+ 2 Carbamidomethyl (C)
SAGWVIPIGLLFCKLSEPR 2085.1445 | 2085.154 3 88.0 Q92111 Serotransferrin
LGGTCVNVGCcVPK + . . .
. 1370.6687 | 1370.6757 2 47.0 P47791 Glutathione reductase, mitochondrial
Carbamidomethyl (C)
FCIWTESAFR +
¢ ) 1315.6019 | 1315.6083 2 58.0 Q9D8E6 60S ribosomal protein L4
Carbamidomethyl (C)
PEVFcNQIFINNEWHDAVSR
Q Q ) 2602.2023 | 2602.2229 3 67.0 P47738 Aldehyde dehydrogenase, mitochondrial
+ Carbamidomethyl (C)
KACQSIYPLHDVFVR 1774.9189 | 1774.9209 3 70.0 P97351 40S ribosomal protein S3a
VLVcGAGPVGMVTLLVAKAM
GAAQVVVTDLSASR + 3407.8343 | 3407.8652 4 48.0 Q64442 Sorbitol dehydrogenase
Carbamidomethyl (C)
KDAGLTK + Aldo-ket duct; family 1 b
o 891.4484 | 891.449 2 61.0 Q91WRS o-ketoreductase family & member
Carbamidomethyl (C) C21
MAGIDDCYTSAR 1301.538 | 1301.5454 2 96.0 P25444 40S ribosomal protein S2
YMACCLLYR + PE8368 PEE360.P Tubulin alpha-4A chain,Tubulin alpha-1A
) 1259.5501 | 1259.5555 2 58.0 ! ! chain,Tubulin alpha-1C chain,Tubulin
Carbamidomethyl (C) 68373,Q3UX10 o
alpha chain-like 3
YIQAACK 795.3949 | 795.3978 2 50.0 Q68FD5 Clathrin heavy chain 1
VIQCFAETGQVQK 1449.7286 | 1449.7384 2 90.0 Q68FD5 Clathrin heavy chain 1
VcASGMK + 7513357 | 751.3382 : 45.0 Q8QzT1 Acetyl-CoA acetyltransferase,
Carbamidomethyl (C) ’ ' ' mitochondrial
AHVAPCFDASK 1144.5335 | 1144.5378 +2;+3 48.0 Q8BTMS8 Filamin-A
TSGVQCYGPGIEGQGVFR 1853.8731 | 1853.895 2 111.0 Q8BTMS8 Filamin-A
IDDVLSVASVRPAVLQVECH
a Q 3994.0305 | 3994.0455 6 31.0 Qallle Alcohol dehydrogenase [NADP(+)]
PYLAQNELIAHCHAR
LYNTcSVFGPDGSLLVK +
CSVFGPDGS 1868.9343 | 1868.9471 2 44.0 Q9JHW2 Omega-amidase NIT2

Carbamidomethyl (C)




GVDVSQVTWQSQGDTPcSccl

VNNSNGSRT + 3 3312.4194 | 3312.4318 3 39.0 P97328 Ketohexokinase
Carbamidomethyl (C)
SVSAFAPICNPVLcSWGK + .
. 2002.9645 | 2002.986 2 36.0 Q9ROP3 S-formylglutathione hydrolase
Carbamidomethyl (C)
CLTVL.SLQESGLK y 1446.7752 | 1446.7798 2 59.0 Q80X90 Filamin-B
Carbamidomethyl (C)
Aspartate aminotransferase,
LPIGGLAEFCK 1146.6107 | 1146.6159 2 60.0 P05202 ) )
mitochondrial
Aspartate aminotransferase,
EYLPIGGLAEFCK 1438.7166 | 1438.7274 2 70.0 P05202 ) )
mitochondrial
AcALSIAESCRPGDKVPSIK + Succinate dehydrogenase [ubiquinone]
. 2169.0922 | 2169.1018 +3;+4 50.0 Q8K2B3 . . R .
Carbamidomethyl (C) flavoprotein subunit, mitochondrial
Electron transfer flavoprotein subunit
VVQDLCK 803.4211 | 803.4243 2 56.0 Q99LC5 ) )
alpha, mitochondrial
FAELVYTGFWHSPECEFVR 2316.0674 | 2316.0812 2 71.0 P16460 Argininosuccinate synthase
cQLMDSSEDLGMLSIQGPASR . ) i
. 2294.0341 | 2294.0626 2 145.0 Q99LB7 Sarcosine dehydrogenase, mitochondrial
+ Carbamidomethyl (C)
GIFPVLCK 875.4939 | 875.4974 2 47.0 P52480 Pyruvate kinase PKM
IISANGCKVDNSSLTGESEPQT Sodium/potassium-transporting ATPase
2405.1492 | 2405.161 3 72.0 Q8VDN2 .
R subunit alpha-1

FRCPEALFQPSFLGMESCcGIHE

TTFNSIMK + 3544.6288 | 3544.6669 3 74.0 P60710,P63260 | Actin, cytoplasmic 1,Actin, cytoplasmic 2
Carbamidomethyl (C)
Isocitrate dehydrogenase [NADP],
VCVQTVESGAMTK 1351.6476 | 1351.6524 2 112.0 P54071 ] )
mitochondrial
Tubulin beta-5 chain,Tubulin beta-4A
GQCGNQIGAK + 1031.4818 | 1031.4824 2 61.0 P99024,Q9D6FS,P chail:m ':'julzulien ii:)et: :Elinch:inu'llzbji: beta
Carbamidomethyl (C) ' ’ ' 68372,A2AQ07 ! . !
1 chain
GH”SDG(.;CTCPGDVAK * 1753.7764 | 1753.7755 3 43.0 Q9oDCz1 GMP reductase 1
Carbamidomethyl (C)

INPVCPADLVIDHSIQVDFNR | 2364.1896 | 2364.2057 3 100.0 P28271 Cytoplasmic aconitate hydratase
RlLQLCMGNHELYMR N 1932.9484 | 1932.9626 3 45.0 P26040 Ezrin
Carbamidomethyl (C)

LDVGNFSWGSEccTR + 2
G S GSEccTR + 1854.7665 | 1854.7722 2 50.0 P62242 40S ribosomal protein S8
Carbamidomethyl (C)
NCIVLIDSTPYRQWYESHYALP
LG(; 2993.4858 | 2993.5146 3 57.0 P62242 40S ribosomal protein S8
E + - i -
TcA AV.VPSYVPIVK 1631.8593 | 1631.8713 ) 50.0 P36552 Oxygen dep(-:tndent c?proporphyrlnogen
Carbamidomethyl (C) Il oxidase, mitochondrial
LWCTFHDK 1048.48 | 1048.4852 3 38.0 P45376 Aldose reductase
HIDcAQVYQNEKEVGVALQEK
2457.1958 | 2457.227 3 67.0 P45376 Aldose reductase

+ Carbamidomethyl (C)




Heat shock protein HSP 90-beta,Heat

STYGWTANMER 1314.5663 | 1314.575 58.0 P11499,P07901 ;
shock protein HSP 90-alpha
ASALACLK + Dihydrolipoyllysine-residue
. 832.4476 | 832.4511 56.0 Q8BMF4 acetyltransferase component of pyruvate
Carbamidomethyl (C) . .
dehydrogenase complex, mitochondrial
Ornithine aminotransferase,
VLPMNTGVEAGETACK 1618.7695 | 1618.7784 129.0 P29758 ) X
mitochondrial
TDGCHAYLSK 1093.4862 | 1093.491 46.0 P40124 Adenylyl cyclase-associated protein 1
LRLLYECNPIAYVMEK 1954.0056 | 1954.016 60.0 Q9QXD6 Fructose-1,6-bisphosphatase 1
GcVVGTKK +
¢ ) 847.4586 | 847.4601 39.0 P27659 60S ribosomal protein L3
Carbamidomethyl (C)
KYQLNLPSYPDTECVYR 2087.9986 | 2088.0076 51.0 Q8K4z3 NAD(P)H-hydrate epimerase




