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Obvb04798enriched #5870 RT: 46.40 AV: 1 NL: 9.10E4
T: FTMS + p NSI d Full ms2 433.71@hcd32.00 [110.00-880.00]
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MKWVTFISLLLLFSSAYSRGVFRRDTHKSEIAHRFKDLGEEHFKGLVLIAFSQYLQQcPFDEHVKLV

NELTEFAKTcVADESHAGcEKSLHTLFGDELcKVASLRETYGDMADccEKQEPERNEcFLSHKDDS

PDLPKLKPDPNTLcDEFKADEKKFWGKYLYEIARRHPYFYAPELLYYANKYNGVFQEccQAEDKGA

cLLPKIETMREKVLASSARQRLRcASIQKFGERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHK

EccHGDLLEcADDRADLAKYIcDNQDTISSKLKEccDKPLLEKSHcIAEVEKDAIPENLPPLTADFAED

KDVcKNYQEAKDAFLGSFLYEYSRRHPEYAVSVLLRLAKEYEATLEEccAKDDPHAcYSTVFDKLKH

LVDEPQNLIKQNcDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTRccTKPESER

MPcTEDYLSLILNRLcVLHEKTPVSEKVTKccTESLVNRRPcFSALTPDETYVPKAFDEKLFTFHADIc

TLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVDKccAADDKEAcFAVEGPKLVVSTQTA

LA

P02769 (ALBU_BOVIN) Serum albumin
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F:\SILAC Hela EGF\QHF2065 11/21/2015 4:26:55 PM

RT: 45.92 - 48.59
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T: FTMS + p NSI d Full ms2 645.27@hcd29.00 [110.00-1335.00]
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Cys215 of PTP1B/PTPN1

ESGSLSPEHGPVVVHCSAGIGR, 

m/z=780.70, z=3
F:\SILAC Hela EGF\QHF2070 11/22/2015 1:40:53 AM
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S2152 and C2160 from Filamin A

RAPSVANVGSHCDLSLK

m/z=666.97, z=3

Sequence PTM Sites Protein Group AccessionsMean of log2 (H/L) STD of log2(H/L)

RAP*SVANVGSH*CDLSLK S2152, C2160 P21333 -1.23 0.15
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Protein tyrosine phosphatase type IVA 1 STRING network
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EGFR: c157, c260, 
c291, c307, c311, 
Y1172

ITPR3: c254, 
c353, c393, 
c1236, c1738

MAPK1: 
T185
Y187

MAPK1: 
T185, Y187
MAPK3:
T202, Y204

RASA1: c1002

Red: with cys modification
Yellow: with phosphorylation
Orange: with both
Sites in green: downregulated
Sites in blue: upregulated
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Mitochondrial proteins identified with regulated reversible Cys
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Redox related molecules with regulated reversible Cys

Supplementary Figure S12



Ubiquitinylation and Neddylation related proteins 
identified with regulated reversible Cys
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