Appendix 4: Novel proteins identified in PEX material by LC-MS/MS chosen for validation. Combined results from duplicate analyses of four independent specimens are shown. Accession number of each identified protein in the UniprotKB protein database, sequence/s of the corresponding peptide/s and their charge state/s are indicated. The highest q-value where a peptide was sequenced in more than one run or sample, and q-value where a peptide was sequenced in one run or sample are given. The percentage of amino acids in a protein sequence covered by the sequenced peptides is indicated. n = deamidated form of asparagine; m = oxidized form of methionine. 

	Protein 
	UniprotKB accession

number 
	Peptide sequence
	Charge 

state
	q-value
	% Sequence 

coverage

	Apolipoprotein A-I
	P02647
	
	
	
	29.59%

	
	
	ATEHLSTLSEK
	2, 3
	0
	

	
	
	DYVSQFEGSALGK
	2
	0
	

	
	
	EQLGPVTQEFWDNLEK
	2
	0
	

	
	
	THLAPYSDELR
	2
	0
	

	
	
	VSFLSALEEYTK
	2
	0
	

	
	
	LLDNWDSVTSTFSK
	2
	0
	

	Apolipoprotein A-IV
	P06727
	
	
	
	3.28%

	
	
	LGEVnTYAGDLQK
	2
	0
	

	Crystallin alpha A
	P02489
	
	
	
	6.94%

	
	
	IQTGLDATHAER
	2
	0
	

	Fibrinogen alpha
	P02671-1
	
	
	
	12.70%

	
	
	DSHSLTTnImEILR
	2
	0.003
	

	
	
	DSHSLTTNImEILR
	2
	0
	

	
	
	ESSSHHPGIAEFPSR
	3
	0
	

	
	
	GGSTSYGTGSETESPR
	2
	0
	

	
	
	GLIDEVNQDFTNR
	2
	0.002
	

	
	
	mELERPGGnEITR
	3
	0
	

	
	
	mELERPGGNEITR
	3
	0
	

	
	
	QFTSSTSYNR
	2
	0.004
	

	
	
	TFPGFFSPmLGEFVSETESR
	2
	0.002
	

	
	
	VQHIQLLQK
	2
	0.008
	

	Fibrinogen beta
	P02675
	
	
	
	19.35%

	
	
	AHYGGFTVQnEANK
	2
	0
	

	
	
	AHYGGFTVQNEANK
	2
	0
	

	
	
	DNENVVNEYSSELEK
	2
	0
	

	
	
	EEAPSLRPAPPPISGGGYR
	3
	0
	

	
	
	GGETSEmYLIQPDSSVKPYR
	3
	0
	

	
	
	mGPTELLIEmEDWK
	2
	0.004
	

	
	
	QGFGNVATNTDGK
	2
	0
	

	Fibrinogen gamma
	P02679-1
	
	
	
	15.89%

	
	
	AIQLTYnPDESSKPNmIDAATLK
	3
	0
	

	
	
	LDGSVDFKK
	2
	0.004
	

	
	
	LTIGEGQQHHLGGAK
	2
	0
	

	
	
	YEASILTHDSSIR
	2
	0
	

	
	
	YLQEIYNSNNQK
	2
	0
	

	Hemoglobin alpha
	P69905
	
	
	
	64.08%

	
	
	FLASVSTVLTSK
	2
	0
	

	
	
	KVADALTnAVAHVDDmPNALSALSDLHAHK
	3
	0
	

	
	
	LRVDPVNFK
	2, 3
	0.008
	

	
	
	mFLSFPTTK
	2
	0.002
	

	
	
	TYFPHFDLSHGSAQVK
	2
	0
	

	
	
	VADALTnAVAHVDDmPnALSALSDLHAHK
	3
	0
	

	
	
	VADALTnAVAHVDDmPNALSALSDLHAHK
	3
	0
	

	
	
	VADALTNAVAHVDDmPNALSALSDLHAHK
	3, 5
	0
	

	
	
	VGAHAGEYGAEALER
	3
	0
	

	Hemoglobin beta
	P68871
	
	
	
	70.07%

	
	
	EFTPPVQAAYQK
	2
	0
	

	
	
	FFEsFGDLSTPDAVmGnPK
	2
	0.002
	

	
	
	FFEsFGDLSTPDAVmGNPK
	2
	0.002
	

	
	
	FFESFGDLSTPDAVmGnPK
	2
	0
	

	
	
	FFESFGDLSTPDAVmGNPK
	2
	0
	

	
	
	KVLGAFSDGLAHLDnLK†
	2, 3
	0
	

	
	
	KVLGAFSDGLAHLDNLK†
	3
	0
	

	
	
	LHVDPENFR†
	1
	0
	

	
	
	LLVVYPWTQR‡
	2
	0
	

	
	
	SAVTALWGK
	2
	0
	

	
	
	VLGAFSDGLAHLDnLK†
	2
	0
	

	
	
	VLGAFSDGLAHLDNLK†
	2
	0
	

	
	
	VnVDEVGGEALGR
	2
	0
	

	
	
	VNVDEVGGEALGR
	2
	0
	

	
	
	VVAGVAnALAHK†
	2
	0
	

	
	
	VVAGVANALAHK†
	2
	0
	

	
	
	VVAGVAnALAHKYH†
	2
	0
	

	
	
	VVAGVANALAHKYH†
	2
	0
	

	Hemoglobin gamma-1
	P69891
	
	
	
	8.84%

	
	
	VNVEDAGGETLGR
	2
	0
	

	Hemoglobin delta
	P02042
	
	
	
	63.95%

	
	
	EFTPQmQAAYQK
	2
	0.008
	

	
	
	FFESFGDLSSPDAVmGNPK
	2
	0
	

	
	
	KVLGAFSDGLAHLDnLK†
	2, 3
	0
	

	
	
	KVLGAFSDGLAHLDNLK†
	3
	0
	

	
	
	LHVDPENFR†
	1
	0
	

	
	
	LLVVYPWTQR‡
	2
	0
	

	
	
	VLGAFSDGLAHLDnLK†
	2
	0
	

	
	
	VLGAFSDGLAHLDNLK†
	2
	0
	

	
	
	VnVDAVGGEALGR
	2
	0
	

	
	
	VNVDAVGGEALGR
	2
	0
	

	
	
	VVAGVAnALAHK†
	2
	0
	

	
	
	VVAGVANALAHK†
	2
	0
	

	
	
	VVAGVAnALAHKYH†
	2
	0
	

	
	
	VVAGVANALAHKYH†
	2
	0
	

	Hemoglobin epsilon
	P02100
	
	
	
	16.33%

	
	
	LLVVYPWTQR‡
	2
	0
	

	
	
	LVSAVAIALAHKYH
	2
	0.002
	

	Heat shock protein beta-1
	P04792
	
	
	
	8.29%

	
	
	AQLGGPEAAKSDETAAK
	2
	0
	

	Peroxiredoxin-2
	P32119
	
	
	
	9.09%

	
	
	KEGGLGPLNIPLLADVTR
	2
	0
	


†=protein regions identical between hemoglobin beta and delta; ‡=Protein region identical among hemoglobin beta, delta and epsilon.
