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Supplementary Figure S2

P02769 (ALBU_BOVIN) Serum albumin

MKWVTFISLLLLFSSAYSRGVFRRDTHKSEIAHRFKDLGEEHFKGLVLIAFSQYLQQcPFDEHVKLV
NELTEFAKTcVADESHAGCEKSLHTLFGDELCKVASLRETYGDMADccEKQEPERNECFLSHKDDS
PDLPKLKPDPNTLcDEFKADEKKFWGKYLYEIARRHPYFYAPELLY YANKYNGVFQEccQAEDKGA
CLLPKIETMREKVLASSARQRLRCcASIQKFGERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHK
EccHGDLLECADDRADLAKYIcDNQDTISSKLKEccDKPLLEKSHCIAEVEKDAIPENLPPLTADFAED
KDVcKNYQEAKDAFLGSFLYEYSRRHPEYAVSVLLRLAKEYEATLEEccCAKDDPHACYSTVFDKLKH
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Supplementary Figure S3
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Supplementary Figure S4

HILIC fractionation
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Supplementary Figure S5

Regulated peptides and proteins
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Supplementary Figure S6

Cys407 of MCM3
GVVCIDEFDK,
m/z=645.28, z=2
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Supplementary Figure S7

Cys215 of PTP1B/PTPN1
ESGSLSPEHGPVVVHCSAGIGR,
m/z=780.70, z=3
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Supplementary Figure S8

S2152 and C2160 from Filamin A

RAPSVANVGSHCDLSLK
m/z=666.97, z=3
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Supplementary Figure S9

Protein tyrosine phosphatase type IVA 1 STRING network




Supplementary Figure S10
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Supplementary Figure S11

Mitochondrial proteins identified with regulated reversible Cys
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Supplementary Figure S12

Redox related molecules with regulated reversible Cys




Supplementary Figure S13

Ubiquitinylation and Neddylation related proteins _—
identified with regulated reversible Cys @
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