[bookmark: _GoBack]Supplementary Table S2: List of differentially expressed proteins in the DENV2-infected HepG2 cells treated with YK51 compound and their identified peptide sequences.

	Spot ID
	Protein Name
	Score
	Fwd-Rev Score
	SPI%
	Retention Time (min)
	Identified Peptides + Modification

	1
	Retinal Dehydrogenase 1
	16.49
	5.28
	78.9
	10.58
	(K)LADLIER(D)

	
	
	12.37
	9.35
	63.7
	13.20
	(R)TIPIDGNFFTYTR(H)

	
	
	10.95
	9.76
	65.4
	11.76
	(R)VTLELGGK(S)

	
	
	9.76
	6.79
	74.4
	11.56
	(K)ILDLIESGKK(E)

	
	
	9.35
	6.33
	91.8
	18.63
	(K)SLDDVIKR(A)

	
	
	
	
	
	
	

	2
	Retinal Dehydrogenase 1
	22.05
	22.05
	93.4
	18.08
	(K)LYSNAYLNDLAGCIK(T) + C*

	
	
	21.84
	21.84
	95.9
	20.17
	(R)IFVEESIYDEFVR(R)

	
	
	20.80
	20.80
	85.6
	13.77
	(K)IFINNEWHDSVSGK(K)

	
	
	20.72
	14.52
	91.5
	13.72
	(R)ELGEYGFHEYTEVK(T)

	
	
	20.07
	20.07
	93.9
	18.75
	(R)TIPIDGNFFTYTR(H)

	
	
	20.02
	20.02
	90.7
	17.66
	(R)IAKEEIFGPVQQIMK(F)

	
	
	19.80
	11.27
	90.1
	10.14
	(K)VAFTGSTEVGK(L)

	
	
	16.82
	7.53
	88.3
	10.67
	(K)SLDDVIKR(A)

	
	
	16.46
	5.70
	89.2
	13.30
	(K)ILDLIESGKK(E)

	
	
	16.15
	16.15
	80.7
	16.01
	(R)QAFQIGSPWR(T)

	
	
	15.91
	5.25
	87.8
	14.67
	(K)ILDLIESGK(K)

	
	
	15.62
	15.62
	67.3
	9.23
	(R)YCAGWADK(I) + C

	
	
	15.42
	15.42
	76.6
	18.24
	(K)EEIFGPVQQIMK(F)

	
	
	14.26
	3.15
	85.3
	11.45
	(K)SLDDVIK(R)

	
	
	13.66
	3.67
	94.9
	11.74
	(K)LADLIER(D)

	
	
	12.27
	12.27
	72.6
	17.39
	(K)YILGNPLTPGVTQGPQIDK(E)

	
	
	12.20
	12.20
	75.4
	10.07
	(K)LECGGGPWGNK(G) + C

	
	
	11.81
	11.81
	69.9
	17.94
	(R)ANNTFYGLSAGVFTK(D)

	
	
	11.77
	11.77
	67.9
	11.57
	(R)VTLELGGK(S)

	
	
	10.63
	10.63
	66.5
	16.60
	(K)YILGNPLTPGVTQGPQIDKEQ YDK(I)

	
	
	
	
	
	
	

	3
	Interleukin enhancer-binding factor 2 
	20.62
	14.97
	94.6
	19.42
	(R)NQDLAPNSAEQASILSLVTK
(I)

	
	
	20.27
	20.27
	89.3
	19.67
	(K)ILPTLEAVAALGNK(V)

	
	
	16.71
	16.71
	66.2
	11.76
	(R)WFEENASQSTVK(V)

	
	
	13.88
	13.88
	82.9
	16.16
	(K)ILITTVPPNLR(K)

	
	
	12.64
	12.64
	66.9
	15.51
	(R)VKPAPDETSFSEALLK(R)

	
	
	12.33
	12.33
	67.8
	14.42
	(R)QPLALNVAYR(R)

	
	
	11.94
	5.05
	79.2
	14.59
	(K)VLQSALAAIR(H)

	
	
	10.83
	1.68
	74.2
	14.27
	(R)KLDPELHLDIK(V)

	
	
	9.82
	9.82
	66.3
	16.73
	(K)ILITTVPPNLR(K)

	
	
	8.69
	8.69
	60.2
	19.91
	(K)ILPTLEAVAALGNK(V)

	
	
	8.59
	8.59
	63.5
	15.24
	(K)LDPELHLDIK(V)

	
	
	6.98
	6.98
	69.1
	7.78
	(K)VVESLR(A)

	
	
	
	
	
	
	

	4
	Eukaryotic initiation 
	21.43
	21.43
	92.0
	20.12
	(R)VLITTDLLAR(G)

	
	factor 4A-I
	21.09
	21.09
	97.6
	11.24
	(R)VLITTDLLAR(G)

	
	
	19.14
	19.14
	84.2
	14.02
	(R)VFDMLNR(R)

	
	
	18.74
	10.00
	91.3
	17.26
	(R)KVDWLTEK(M)

	
	
	17.54
	17.54
	94.2
	12.61
	(R)KGVAINMVTEEDKR(T)

	
	
	16.19
	9.05
	90.5
	12.94
	(R)KGVAINMVTEEDKR(T)

	
	
	15.97
	5.90
	77.9
	11.54
	(R)KGVAINFVTEEDKR(I)

	
	
	15.70
	15.70
	73.7
	15.41
	(R)GIYAYGFEKPSAIQQR(A)

	
	
	15.16
	3.56
	84.9
	13.84
	(R)GIYAYGFEKPSAIQQR(A) + C

	
	
	15.10
	7.65
	79.8
	8.04
	(R)ELAQQIQK(V)

	
	
	15.10
	15.10
	76.8
	13.99
	(R)DFTVSAMHGDMDQK(E)

	
	
	15.00
	15.00
	73.0
	16.53
	(R)DFTVSAMHGDMDQK(E) + C

	
	
	14.87
	7.55
	87.7
	13.04
	(R)AILPCIK(G)

	
	
	14.76
	14.76
	78.1
	12.43
	(K)VVMALGDYMGASCHACIGGTNVR(A)

	
	
	14.54
	7.55
	73.1
	12.80
	(K)VVMALGDYMGASCHACIGGTNVR(A)

	
	
	13.85
	7.66
	72.0
	16.55
	(K)VDWLTEK(M)

	
	
	13.81
	13.81
	74.1
	16.55
	(K)MFVLDEADEMLSR(G) + C

	
	
	13.68
	13.68
	73.0
	11.92
	(K)LQMEAPHIIVGTPGR(V)

	
	
	13.17
	13.17
	66.1
	12.45
	(K)LQAEAPHIVVGTPGR(V)

	
	
	13.13
	13.13
	68.5
	10.77
	(K)KEELTLEGIR(Q)

	
	
	12.97
	12.97
	71.8
	12.49
	(K)KEELTLEGIK(Q)

	
	
	12.92
	12.92
	74.0
	12.95
	(K)GYDVIAQAQSGTGK(T)

	
	
	12.09
	12.09
	64.5
	11.94
	(K)GVAINMVTEEDKR(T)

	
	
	12.00
	12.00
	72.4
	9.71
	(K)GVAINMVTEEDKR(T)

	
	
	11.37
	11.37
	74.7
	13.66
	(K)GVAINFVTEEDKR(I)

	
	
	11.23
	11.23
	70.0
	12.82
	(K)FMRDPIR(I)

	
	
	11.04
	5.65
	78.0
	16.58
	(K)ETQALVLAPTR(E)

	
	
	10.13
	10.13
	66.6
	14.41
	(K)EELTLEGIR(Q)

	
	
	8.84
	4.86
	69.5
	9.98
	(K)EELTLEGIR(Q)

	
	
	8.44
	8.44
	61.6
	14.39
	(K)DQIYDIFQK(L)

	
	
	8.32
	8.32
	63.9
	10.85
	(K)ATQALVLAPTR(E)

	
	
	
	
	
	
	

	5
	Proliferation-associated protein 2G4
	23.81
	23.81
	92.9
	16.85
	(R)SLVEASSSGVSVLSLCEK(G) + C

	
	
	21.44
	21.44
	88.2
	15.19
	(R)ITSGPFEPDLYK(S)

	
	
	17.79
	17.79
	86.4
	18.54
	(K)HELLQPFNVLYEK(E)

	
	
	15.97
	11.27
	90.8
	18.49
	(K)HELLQPFNVLYEK(E)

	
	
	14.28
	14.28
	78.0
	18.16
	(R)FDAMPFTLR(A)

	
	
	
	
	
	
	

	6
	Inosinicase
	21.66
	21.66
	95.2
	18.49
	(R)NLTALGLNLVASGGTAK(A)

	
	
	21.05
	15.49
	97.1
	19.22
	(R)DVSELTGFPEMLGGR(V)

	
	
	21.01
	12.48
	98.0
	20.50
	(K)ALFEEVPELLTEAEKK(E)

	
	
	20.18
	9.37
	93.7
	16.54
	(R)VVACNLYPFVK(T) + C

	
	
	17.76
	10.81
	89.8
	15.61
	(K)EALGIPAAASFK(H)

	
	
	17.54
	9.24
	87.2
	13.12
	(K)TLTPISAAYAR(A)

	
	
	17.29
	17.29
	81.3
	16.70
	(K)AFTHTAQYDEAISDYFR(K)

	
	
	16.92
	16.92
	84.6
	19.77
	(K)LTEVSISSDAFFPFRDNVDR
(A)

	
	
	16.71
	16.71
	76.6
	15.19
	(K)VCMVYDLYK(T) + C

	
	
	16.36
	10.57
	77.5
	15.44
	(R)TLFGLHLSQK(R)

	
	
	15.88
	15.88
	89.7
	13.60
	(K)HVSPAGAAVGIPLSEDEAK
(V)

	
	
	15.58
	9.56
	88.6
	16.80
	(R)LDFNLIR(V)

	
	
	14.46
	10.64
	82.2
	21.35
	(K)ALFEEVPELLTEAEK(K)

	
	
	14.24
	14.24
	77.9
	11.37
	(R)SGVAYIAAPSGSAADK(V)

	
	
	13.59
	13.59
	70.1
	21.36
	(K)ALFEEVPELLTEAEK(K)

	
	
	13.23
	13.23
	78.6
	21.48
	(K)VVIEACDELGIILAHTNLR(L) + C

	
	
	12.75
	12.75
	71.4
	16.00
	(K)ELKEALGIPAAASFK(H)

	
	
	12.26
	12.26
	62.9
	7.76
	(K)YTQSNSVCYAK(N) + C

	
	
	12.22
	4.57
	84.1
	8.13
	(R)DAGLAVR(D)

	
	
	12.19
	9.06
	75.1
	21.24
	(R)EVSDGIIAPGYEEEALTILSK
(K)

	
	
	12.09
	8.91
	73.5
	9.09
	(R)NIPEDNADMAR(L)

	
	
	10.78
	10.78
	75.5
	16.71
	(K)AFTHTAQYDEAISDYFR(K)

	
	
	10.54
	4.94
	70.5
	14.29
	(K)SLFSNVVTK(N)

	
	
	10.49
	10.49
	65.1
	21.26
	(R)EVSDGIIAPGYEEEALTILSK
(K)

	
	
	9.79
	9.79
	73.2
	13.10
	(K)TGLVEFAR(N)

	
	
	16.71
	16.71
	76.6
	15.19
	(K)VCMVYDLYK(T) + C

	
	
	16.36
	10.57
	77.5
	15.44
	(R)TLFGLHLSQK(R)

	
	
	15.88
	15.88
	89.7
	13.60
	(K)HVSPAGAAVGIPLSEDEAK
(V)

	
	
	15.58
	9.56
	88.6
	16.80
	(R)LDFNLIR(V)

	7
	Alanine aminotransferase 
	18.96
	18.96
	81.7
	7.73
	(R)EGTYHFR(M)

	
	2
	17.20
	6.80
	85.0
	13.67
	(K)AGEIELELQR(G)

	
	
	16.75
	16.75
	81.9
	14.88
	(K)VLCIINPGNPTGQVQSR(K) 
+ C

	
	
	13.59
	5.91
	87.0
	7.30
	(K)ILVSGGGK(S)

	
	
	12.73
	12.73
	72.5
	15.64
	(R)ILTLESMNPQVK(A)

	
	
	11.60
	1.58
	80.7
	11.35
	(R)IFIPAK(A)

	
	
	10.89
	10.89
	76.6
	14.44
	(R)MTILPPVEK(L)

	
	
	10.78
	5.35
	77.3
	10.75
	(K)KPFTEVIR(A)

	
	
	10.48
	10.48
	72.6
	11.38
	(R)EKESVLGNLAK(K)

	
	
	10.23
	3.30
	81.9
	8.44
	(K)AVEYAVR(G)

	
	
	10.06
	3.47
	78.8
	10.12
	(R)GPIVLK(A)

	
	
	
	
	
	
	

	8
	ATP synthase subunit 
	14.91
	14.91
	81.5
	20.41
	(R)VALTGLTVAEYFR(D)

	
	beta
	8.62
	8.62
	64.3
	19.53
	(R)AIAELGIYPAVDPLDSTSR(I)

	
	
	
	
	
	
	

	9
	leucineaminopeptidase 3
	21.38
	16.83
	94.9
	14.08
	(K)GVLFASGQNLAR(Q)

	
	
	17.16
	17.16
	85.9
	15.70
	(K)GSPNANEPPLVFVGK(G)

	
	
	15.31
	15.31
	85.5
	12.69
	(K)LFEASIETGDR(V)

	
	
	15.07
	9.07
	82.5
	15.32
	(K)GLVLGIYSK(E)

	
	
	14.05
	14.05
	76.7
	15.73
	(K)GSPNANEPPLVFVGK(G)

	
	
	13.56
	13.56
	74.3
	14.03
	(R)ETLNISGPPLK(A)

	
	
	11.05
	11.05
	61.8
	17.07
	(K)GSDEPPVFLEIHYK(G)

	
	
	10.97
	10.97
	61.1
	16.95
	(R)ADMGGAATICSAIVSAAK(L) + C

	
	
	8.85
	8.85
	63.5
	10.66
	(K)LYGSGDQEAWQK(G)

	
	
	8.80
	8.80
	62.1
	13.37
	(R)SAGACTAAAFLK(E) + C

	
	
	8.79
	0.80
	68.9
	21.16
	(R)TLIEFLLR(F)

	
	
	7.75
	7.75
	62.3
	19.43
	(R)LILADALCYAHTFNPK(V) + C

	
	
	
	
	
	
	

	10
	26S protease regulatory 
	14.99
	14.99
	73.3
	13.39
	(K)GVCTEAGMYALR(E) + C

	
	subunit 8
	10.30
	10.30
	75.3
	8.29
	(R)VSGSELVQK(F)

	
	
	10.11
	10.11
	71.9
	14.03
	(K)GVLLYGPPGTGK(T)

	
	
	10.08
	10.08
	73.5
	14.58
	(R)ELFVMAR(E)

	
	
	9.74
	9.74
	72.0
	13.45
	(K)IAELMPGASGAEVK(G)

	
	
	
	
	
	
	

	11
	Glucose-6-phosphate 1-
	17.17
	17.17
	76.9
	8.53
	(R)VQPNEAVYTK(M)

	
	dehydrogenase
	15.32
	15.32
	74.5
	12.12
	(R)VGFQYEGTYK(W)

	
	
	14.83
	14.83
	71.6
	8.23
	(K)EPFGTEGR(G)

	
	
	14.58
	14.58
	85.1
	12.38
	(K)GYLDDPTVPR(G)

	
	
	13.91
	13.91
	74.3
	10.88
	(R)GPTEADELMK(R)

	
	
	12.98
	12.98
	82.2
	11.05
	(R)NSYVAGQYDDAASYQR(L)

	
	
	12.22
	12.22
	75.8
	16.80
	(R)IFGPIWNR(D)

	
	
	11.48
	6.49
	74.5
	12.06
	(R)IIVEKPFGR(D)

	
	
	11.22
	11.22
	68.5
	12.03
	(R)IIVEKPFGR(D)

	
	
	10.61
	10.61
	64.1
	11.78
	(R)LTVADIR(K)

	
	
	10.46
	10.46
	66.6
	11.44
	(R)TQVCGILR(E) + C

	
	
	10.26
	10.26
	63.7
	12.14
	(R)VGFQYEGTYK(W)

	
	
	8.71
	8.71
	64.0
	11.06
	(R)NSYVAGQYDDAASYQR(L)

	
	
	8.41
	8.41
	61.4
	8.77
	(K)LPDAYER(L)

	
	
	
	
	
	
	

	12
	Protein disulfide- 
	25.30
	25.30
	97.2
	16.70
	(K)LAAVDATVNQVLASR(Y)

	
	isomerase A6
	23.15
	17.42
	96.9
	14.28
	(K)KDVIELTDDSFDK(N)

	
	
	22.65
	22.65
	92.3
	15.50
	(R)GSTAPVGGGAFPTIVER(E)

	
	
	21.16
	13.28
	94.6
	20.76
	(R)TGEAIVDAALSALR(Q)

	
	
	20.41
	20.41
	90.7
	17.21
	(K)GSFSEQGINEFLR(E)

	
	
	19.79
	19.79
	94
	8.24
	(K)GESPVDYDGGR(T)

	
	
	17.63
	17.63
	92
	8.62
	(K)GESPVDYDGGR(T)

	
	
	16.97
	11.89
	91
	15.75
	(K)NLEPEWAAAASEVK(E)

	
	
	15.71
	15.71
	80.2
	10.54
	(R)LTPEWK(K)

	
	
	15.22
	15.22
	88.1
	16.84
	(-)LYSSSDDVIELTPSNFNR(E)

	
	
	14.84
	14.84
	83.4
	14.30
	(K)KDVIELTDDSFDK(N)

	
	
	14.18
	14.18
	75.4
	15.47
	(K)DVIELTDDSFDK(N)

	
	
	13.62
	1.61
	90.5
	11.48
	(R)GFPTIK(I)

	
	
	13.26
	13.26
	75.4
	8.47
	(R)EPWDGR(D)

	
	
	13.25
	13.25
	81.3
	5.48
	(K)VGAVDADK(H)

	
	
	11.62
	5.74
	68.2
	9.86
	(K)AATALKDVVK(V)

	
	
	10.94
	0.00
	78.2
	7.20
	(K)IFGSNK(N)

	
	
	10.83
	6.14
	68.9
	18.39
	(R)NSYLEVLLK(L)

	
	
	10.68
	3.36
	66.6
	10.37
	(R)ELSFGR(G)

	
	
	10.04
	10.04
	76.7
	5.24
	(K)NRPEDYQGGR(T)

	
	
	7.73
	7.73
	65.1
	17.58
	(R)VKLAAVDATVNQVLASR(Y)

	
	
	
	
	
	
	

	13
	Elongation factor 2
	19.91
	19.91
	88.6
	13.15
	(K)YEWDVAEAR(K)

	
	
	17.68
	17.68
	85.3
	9.09
	(K)EGALCEENMR(G) + C

	
	
	17.68
	12.63
	82.8
	14.92
	(R)CLYASVLTAQPR(L) + C

	
	
	16.84
	16.84
	82.9
	13.73
	(R)ETVSEESNVLCLSK(S) + C

	
	
	15.77
	6.10
	82.6
	17.63
	(K)VFDAIMNFK(K)

	
	
	15.38
	15.38
	67.6
	12.68
	(K)QFAEMYVAK(F)

	
	
	13.99
	13.99
	82.8
	13.09
	(K)GVQYLNEIK(D)

	
	
	13.68
	13.68
	82.4
	12.71
	(K)EDLYLKPIQR(T)

	
	
	12.62
	12.62
	71.9
	12.18
	(K)STLTDSLVCK(A) + C

	
	
	12.17
	12.17
	74.9
	12.47
	(R)IKPVLMMNK(M)

	
	
	12.13
	4.68
	76.8
	15.54
	(K)GPLMMYISK(M)

	
	
	12.02
	12.02
	79
	15.15
	(R)VFSGLVSTGLK(V)

	
	
	11.13
	11.13
	77.6
	12.78
	(K)FSVSPVVR(V)

	
	
	10.22
	10.22
	71.8
	9.25
	(K)SDPVVSYR(E)

	
	
	9.61
	2.95
	75.6
	13.21
	(R)TILMMGR(Y)

	
	
	8.83
	8.83
	65.3
	10.43
	(R)GGGQIIPTAR(R)

	
	
	7.34
	3.08
	64.5
	10.94
	(K)DLEEDHACIPIKK(S) + C

	
	
	
	
	
	
	

	14
	Protein disulfide-
	23.54
	23.54
	96.8
	15.86
	(K)VVVAENFDEIVNNENK(D)

	
	isomerase A3
	22.04
	22.04
	97.1
	9.83
	(R)LAPEYEAAATR(L)

	
	
	21.63
	15.59
	97.5
	10.56
	(R)TADGIVSHLK(K)

	
	
	21.29
	21.29
	90.4
	15.87
	(K)VVVAENFDEIVNNENK(D)

	
	
	18.85
	11.23
	85.1
	13.57
	(K)FVMQEEFSR(D)

	
	
	18.80
	18.80
	91.1
	17.53
	(R)GFPTIYFSPANK(K)

	
	
	18.31
	18.31
	89.7
	12.55
	(K)YGVSGYPTLK(I)

	
	
	18.05
	18.05
	89.7
	10.75
	(K)LSKDPNIVIAK(M)

	
	
	17.39
	17.39
	84.3
	15.79
	(-)SDVLELTDDNFESR(I)

	
	
	16.73
	16.73
	85.6
	10.30
	(K)QAGPASVPLR(T)

	
	
	15.49
	15.49
	75.6
	16.97
	(R)FLQDYFDGNLK(R)

	
	
	15.17
	15.17
	85.2
	12.14
	(K)LNFAVASR(K)

	
	
	15.08
	4.27
	75.5
	5.82
	(K)YKELGEK(L)

	
	
	14.84
	14.84
	80.3
	7.90
	(R)DGEEAGAYDGPR(T)

	
	
	14.84
	9.44
	79.4
	9.39
	(R)EATNPPVIQEEKPK(K)

	
	
	14.40
	5.77
	80.5
	9.39
	(R)EATNPPVIQEEKPK(K)

	
	
	12.32
	12.32
	60.5
	13.10
	(K)MDATANDVPSPYEVR(G)

	
	
	12.31
	12.31
	77.2
	9.92
	(K)SEPIPESNDGPVK(V)

	
	
	11.21
	11.21
	65.1
	10.39
	(R)TADGIVSHLK(K)

	
	
	10.49
	3.11
	74.0
	5.42
	(R)TEEEFKK(F)

	
	
	10.16
	10.16
	60.5
	19.68
	(R)ELSDFISYLQR(E)

	
	
	10.15
	10.15
	69.3
	10.91
	(K)DPNIVIAK(M)

	
	
	9.86
	9.86
	68.9
	12.84
	(K)MDATANDVPSPYEVR(G)

	
	
	9.56
	-0.25
	63.2
	11.79
	(K)GIVPLAK(V)

	
	
	9.26
	9.26
	69.7
	9.49
	(K)RLAPEYEAAATR(L)

	
	
	8.25
	8.25
	61.0
	12.83
	(K)MDATANDVPSPYEVR(G)

	
	
	6.65
	1.99
	60.8
	6.34
	(K)TVAYTEQK(M)

	
	
	
	
	
	
	

	15
	ATP synthase subunit 
	27.25
	27.25
	100
	15.74
	(R)LVLEVAQHLGESTVR(T)

	
	beta
	24.63
	15.14
	96.8
	15.73
	(R)LVLEVAQHLGESTVR(T)

	
	
	23.53
	23.53
	96.4
	16.45
	(R)FTQAGSEVSALLGR(I)

	
	
	21.94
	16.77
	95.1
	24.00
	(K)TVLIMELINNVAK(A)

	
	
	21.71
	21.71
	85.9
	13.77
	(R)IMDPNIVGSEHYDVAR(G)

	
	
	20.87
	20.87
	94.7
	13.67
	(K)VALVYGQMNEPPGAR(A)

	
	
	20.66
	20.66
	88.7
	19.45
	(R)AIAELGIYPAVDPLDSTSR(I)

	
	
	20.37
	20.37
	76.8
	13.69
	(R)IMDPNIVGSEHYDVAR(G)

	
	
	18.87
	10.65
	91.9
	19.39
	(R)AIAELGIYPAVDPLDSTSR(I)

	
	
	18.29
	11.79
	89.8
	16.35
	(R)IPSAVGYQPTLATDMGTMQER(I)

	
	
	17.86
	13.16
	79.0
	13.14
	(K)AHGGYSVFAGVGER(T)

	
	
	17.18
	17.18
	82.5
	13.73
	(R)IMDPNIVGSEHYDVAR(G)

	
	
	17.14
	17.14
	91.0
	13.09
	(K)AHGGYSVFAGVGER(T)

	
	
	16.73
	9.39
	82.9
	14.96
	(R)IMNVIGEPIDER(G)

	
	
	16.64
	11.95
	83.5
	13.55
	(R)TIAMDGTEGLVR(G)

	
	
	16.15
	16.15
	88.3
	16.47
	(K)VVDLLAPYAK(G)

	
	
	15.83
	15.83
	83.8
	15.11
	(K)IGLFGGAGVGK(T)

	
	
	15.59
	15.59
	89.5
	19.14
	(R)EGNDLYHEMIESGVINLK(D)

	
	
	15.41
	15.41
	77.0
	16.37
	(R)IPSAVGYQPTLATDMGTMQER(I)

	
	
	14.13
	14.13
	79.9
	19.24
	(R)EGNDLYHEMIESGVINLK(D)

	
	
	12.81
	12.81
	70.3
	19.21
	(R)EGNDLYHEMIESGVINLK(D)

	
	
	11.05
	11.05
	68.0
	19.19
	(R)EGNDLYHEMIESGVINLK(D)

	
	
	9.59
	9.59
	63.8
	19.23
	(R)EGNDLYHEMIESGVINLK(D)

	
	
	9.03
	9.03
	66.3
	20.13
	(R)VALTGLTVAEYFR(D)

	
	
	8.67
	8.67
	72.7
	17.44
	(K)VLDSGAPIKIPVGPETLGR(I)

	
	
	
	
	
	
	

	16
	Tubulin alpha-1B chain
	27.47
	27.47
	95.9
	18.28
	(R)AVCMLSNTTAVAEAWAR(L) + C

	
	
	25.91
	25.91
	91.4
	19.61
	(R)AVCMLSNTTAIAEAWAR(L) + C

	
	
	23.82
	23.82
	94.3
	15.31
	(R)QLFHPEQLITGKEDAANNYAR(G)

	
	
	21.76
	12.76
	96.4
	22.76
	(R)LISQIVSSITASLR(F)

	
	
	21.25
	16.82
	92.8
	19.82
	(R)AVFVDLEPTVIDEVR(T)

	
	
	21.08
	14.65
	85.5
	18.92
	(R)IHFPLATYAPVISAEK(A)

	
	
	20.48
	20.48
	89.5
	17.65
	(R)AFVHWYVGEGMEEGEFSEAR(E)

	
	
	20.47
	20.47
	100
	17.50
	(K)AYHEQLSVAEITNACFEPANQMVK(C) + C

	
	
	20.43
	15.00
	88.3
	21.03
	(R)AVFVDLEPTVIDEIR(N)

	
	
	20.19
	20.19
	94.0
	19.44
	(R)TIQFVDWCPTGFK(V) + C

	
	
	19.96
	19.96
	68.6
	14.84
	(K)YMACCLLYR(G) + C

	
	
	19.82
	19.82
	95.2
	8.41
	(R)LSVDYGKK(S)

	
	
	19.48
	19.48
	92.6
	13.22
	(R)LDHKFDLMYAK(R)

	
	
	19.22
	15.27
	91.2
	19.30
	(R)SIQFVDWCPTGFK(V) + C

	
	
	18.92
	18.92
	93.3
	18.56
	(R)IHFPLATYAPVISAEK(A)

	
	
	18.77
	9.73
	92.7
	13.17
	(R)LDHKFDLMYAK(R)

	
	
	18.15
	18.15
	93.0
	22.35
	(R)LIGQIVSSITASLR(F)

	
	
	18.09
	12.40
	90.9
	12.88
	(K)DVNAAIATIK(T)

	
	
	17.76
	17.76
	89.6
	15.56
	(R)QLFHPEQLITGK(E)

	
	
	17.55
	8.87
	92.0
	18.25
	(K)EIIDLVLDR(I)

	
	
	17.43
	7.97
	79.5
	13.05
	(R)NLDIERPTYTNLNR(L)

	
	
	17.42
	17.42
	83.1
	14.33
	(K)FDLMYAK(R)

	
	
	17.38
	9.32
	93.7
	17.91
	(K)EIIDLVLDR(I)

	
	
	17.14
	17.14
	65.9
	19.13
	(R)SFGGGTGSGFTSLLMER(L)

	
	
	17.02
	17.02
	72.6
	19.66
	(R)AVCMLSNTTAIAEAWAR(L) + C

	
	
	16.79
	16.79
	84.0
	19.12
	(R)IHFPLATYAPVISAEK(A)

	
	
	16.57
	9.40
	94.2
	15.85
	(K)VGINYQPPTVVPGGDLAK(V)

	
	
	16.33
	8.95
	83.7
	13.14
	(R)NLDIERPTYTNLNR(L)

	
	
	15.83
	15.83
	86.4
	22.81
	(R)LISQIVSSITASLR(F)

	
	
	15.72
	10.88
	77.5
	18.36
	(R)AVCMLSNTTAVAEAWAR(L) + C

	
	
	15.53
	15.53
	63.8
	12.81
	(R)NLDIERPTYTNLNR(L)

	
	
	15.00
	4.40
	91.4
	9.27
	(R)LSVDYGK(K)

	
	
	14.89
	9.90
	88.1
	15.87
	(K)VGINYQPPTVVPGGDLAK(V)

	
	
	14.32
	14.32
	77.6
	6.10
	(K)EDAANNYAR(G)

	
	
	14.16
	9.41
	81.7
	19.17
	(R)AVFVDLEPTVVDEVR(T)

	
	
	13.75
	13.75
	76.8
	18.39
	(R)IHFPLATYAPVISAEK(A)

	
	
	13.68
	13.68
	81.6
	14.66
	(K)DYEEVGVDSVEGEGEEEGEEY(-)

	
	
	12.87
	12.87
	71.9
	19.87
	(R)AVFVDLEPTVIDEVR(T)

	
	
	12.84
	12.84
	74.2
	13.84
	(K)DVNAAIAAIK(T)

	
	
	12.73
	12.73
	72.6
	15.55
	(R)QLFHPEQLITGK(E)

	
	
	12.36
	12.36
	72.6
	11.07
	(R)EDLAALEK(D)

	
	
	12.00
	12.00
	68.0
	9.34
	(R)EDMAALEK(D)

	
	
	11.90
	11.90
	69.8
	12.01
	(R)RNLDIERPTYTNLNR(L)

	
	
	10.66
	10.66
	72.0
	16.09
	(K)VGINYQPPTVVPGGDLAK(V)

	
	
	10.36
	10.36
	77.5
	17.58
	(K)AYHEQLSVAEITNACFEPANQMVK(C) + C

	
	
	10.18
	10.18
	63.2
	17.70
	(K)RSIQFVDWCPTGFK(V) + C

	
	
	9.86
	9.86
	69.7
	17.60
	(K)AYHEQLSVAEITNACFEPANQMVK(C) + C

	
	
	9.82
	0.67
	61.2
	14.76
	(K)EIIDPVLDR(I)

	
	
	9.79
	9.79
	70.7
	20.42
	(R)LISQIVSSITASLR(F)

	
	
	9.33
	9.33
	65.0
	10.29
	(R)EDMAALEK(D)

	
	
	9.00
	9.00
	67.7
	20.45
	(R)LISQIVSSITASLR(F)

	
	
	8.37
	3.23
	63.1
	16.29
	(K)EIIDLVLDR(I)

	
	
	7.77
	7.77
	66.9
	11.89
	(K)DYEEVGADSADGEDEGEEY
(-)

	
	
	
	
	
	
	

	17
	T-complex protein 1 
	21.11
	21.11
	92.9
	17.21
	(K)FATEAAITILR(I)

	
	subunit alpha
	16.69
	16.69
	80.0
	16.12
	(K)IACLDFSLQK(T) + C

	
	
	16.04
	16.04
	79.2
	14.89
	(K)LGVQVVITDPEK(L)

	
	
	12.17
	12.17
	69.7
	16.56
	(R)YINENLIVNTDELGR(D)

	
	
	11.23
	11.23
	62.9
	16.14
	(K)IACLDFSLQK(T) + C

	
	
	
	
	
	
	

	18
	Elongation factor Tu
	22.19
	22.19
	99.2
	18.11
	(K)LLDAVDTYIPVPAR(D)

	
	
	21.99
	11.08
	92.0
	14.41
	(R)TVVTGIEMFHK(S)

	
	
	21.60
	21.60
	92.1
	20.53
	(K)GEETPVIVGSALCALEGR(D) + C

	
	
	21.23
	21.23
	96.4
	17.80
	(R)TIGTGLVTNTLAMTEEEK(N)

	
	
	20.21
	11.52
	80.0
	12.59
	(R)GITINAAHVEYSTAAR(H)

	
	
	19.53
	14.56
	89.4
	13.07
	(R)AEAGDNLGALVR(G)

	
	
	19.48
	8.91
	91.5
	12.62
	(R)GITINAAHVEYSTAAR(H)

	
	
	19.08
	7.49
	90.9
	9.07
	(K)YEEIDNAPEER(A)

	
	
	18.44
	9.98
	81.6
	14.41
	(R)TVVTGIEMFHK(S)

	
	
	17.97
	9.33
	87.3
	15.67
	(R)ELLTEFGYK(G)

	
	
	17.13
	3.31
	89.8
	11.02
	(K)TTLTAAITK(I)

	
	
	17.08
	12.62
	86.5
	13.07
	(K)ELAMPGEDLK(F)

	
	
	16.95
	6.21
	92.2
	11.70
	(R)IILPPEK(E)

	
	
	16.80
	16.80
	82.3
	8.51
	(K)KYEEIDNAPEER(A)

	
	
	16.09
	8.69
	81.0
	13.68
	(K)VEAQVYILSK(E)

	
	
	15.59
	15.59
	81.4
	13.30
	(R)QIGVEHVVVYVNK(A)

	
	
	14.55
	14.55
	71.0
	13.26
	(R)QIGVEHVVVYVNK(A)

	
	
	13.85
	13.85
	83.8
	8.49
	(K)KYEEIDNAPEER(A)

	
	
	13.77
	13.77
	82.9
	21.45
	(R)DLEKPFLLPVEAVYSVPGR
(G)

	
	
	13.64
	13.64
	61.8
	9.31
	(K)GDECELLGHSK(N) + C

	
	
	13.57
	6.53
	85.7
	10.15
	(R)GTVVTGTLER(G)

	
	
	13.53
	13.53
	73.1
	8.25
	(K)KGDECELLGHSK(N) + C

	
	
	13.43
	4.61
	82.2
	15.93
	(K)FNLILR(Q)

	
	
	13.32
	13.32
	72.9
	20.54
	(K)GEETPVIVGSALCALEGR(D) + C

	
	
	12.95
	5.28
	77.1
	10.49
	(R)DPELGLK(S)

	
	
	12.50
	2.43
	78.9
	10.50
	(R)EHLLLAR(Q)

	
	
	9.15
	9.15
	78.9
	18.20
	(K)LLDAVDTYIPVPAR(D)

	
	
	7.88
	7.88
	74.4
	11.18
	(R)IILPPEK(E)

	
	
	7.56
	7.56
	71.9
	12.23
	(R)IILPPEK(E)

	
	
	7.32
	7.32
	62.0
	13.67
	(K)VEAQVYILSK(E)

	
	
	
	
	
	
	

	19
	Protein disulfide-
	18.87
	18.87
	90.8
	17.05
	(-)LYSSSDDVIELTPSNFNR(E)

	
	isomerase A
	16.49
	16.49
	77.4
	15.84
	(R)GSTAPVGGGAFPTIVER(E)

	
	
	11.82
	11.82
	70.4
	21.09
	(R)TGEAIVDAALSALR(Q)

	
	
	10.87
	10.87
	66.0
	15.79
	(R)GSTAPVGGGAFPTIVER(E)

	
	
	
	
	
	
	

	20
	Glutamate 
	25.40
	25.40
	98.5
	17.23
	(K)TFVVQGFGNVGLHSMR(Y)

	
	dehydrogenase 1
	21.88
	21.88
	88.1
	15.82
	(K)IIAEGANGPTTPEADKIFLER
(N)

	
	
	20.66
	20.66
	85.3
	17.91
	(K)GFIGPGIDVPAPDMSTGER(E)

	
	
	19.13
	19.13
	91.2
	14.88
	(K)DIVHSGLAYTMER(S)

	
	
	18.04
	13.23
	82.4
	17.27
	(K)TFVVQGFGNVGLHSMR(Y)

	
	
	16.14
	16.14
	85.1
	15.63
	(R)DDGSWEVIEGYR(A)

	
	
	16.04
	16.04
	91.1
	15.63
	(K)HGGTIPIVPTAEFQDR(I)

	
	
	15.80
	15.80
	72.0
	16.89
	(K)CIAVGESDGSIWNPDGIDPK
(E) + C

	
	
	15.73
	15.73
	86.9
	18.31
	(K)AKPYEGSILEADCDILIPAASEK(Q) + C

	
	
	14.14
	7.12
	86.6
	15.67
	(K)HGGTIPIVPTAEFQDR(I)

	
	
	13.73
	13.73
	84.3
	16.62
	(K)KGFIGPGIDVPAPDMSTGER
(E)

	
	
	12.20
	1.78
	70.1
	15.60
	(K)YNLGLDLR(T)

	
	
	12.15
	12.15
	70.0
	18.22
	(R)DSNYHLLMSVQESLER(K)

	
	
	12.11
	12.11
	73.7
	18.22
	(R)DSNYHLLMSVQESLER(K)

	
	
	11.77
	11.77
	71.3
	18.23
	(R)DSNYHLLMSVQESLER(K)

	
	
	11.54
	11.54
	74.4
	18.25
	(R)DSNYHLLMSVQESLER(K)

	
	
	11.47
	11.47
	75.1
	14.79
	(K)MVEGFFDR(G)

	
	
	10.79
	10.79
	66.7
	18.75
	(-)MSILGMTPGFGDK(T)

	
	
	9.24
	9.24
	73.1
	14.88
	(K)DIVHSGLAYTMER(S)

	
	
	
	
	
	
	

	21
	Annexin-A5
	21.59
	10.45
	96.8
	14.07
	(K)LIVALMKPSR(L)

	
	
	20.14
	20.14
	97.5
	12.42
	(R)LYDAYELK(H)

	
	
	19.50
	19.50
	95.6
	14.89
	(R)GTVTDFPGFDER(A)

	
	
	19.48
	19.48
	85.9
	8.41
	(K)GAGTDDHTLIR(V)

	
	
	19.46
	19.46
	95.8
	17.20
	(R)MLVVLLQANR(D)

	
	
	19.05
	12.39
	96.9
	13.16
	(K)VLTEIIASR(T)

	
	
	15.81
	15.81
	85.7
	18.15
	(R)SEIDLFNIR(K)

	
	
	14.90
	14.90
	72.2
	20.38
	(K)NFATSLYSMIK(G)

	
	
	14.81
	10.40
	88.1
	10.70
	(R)QEISAAFK(T)

	
	
	14.75
	14.75
	72.2
	8.44
	(K)GAGTDDHTLIR(V)

	
	
	14.27
	14.27
	84.4
	10.60
	(R)QEISAAFK(T)

	
	
	14.10
	14.10
	76.0
	15.88
	(R)SEIDLFNIRK(E)

	
	
	13.93
	5.81
	82.5
	14.10
	(K)LIVALMKPSR(L)

	
	
	13.91
	13.91
	85.1
	6.70
	(R)TPEELR(A)

	
	
	12.24
	12.24
	70.9
	18.86
	(K)YMTISGFQIEETIDR(E)

	
	
	11.57
	5.44
	79.9
	15.38
	(K)LIVALMK(X)

	
	
	11.43
	0.09
	83.1
	15.83
	(R)DLLDDLK(S)

	
	
	8.55
	2.79
	65.3
	17.47
	(K)FITIFGTR(S)

	
	
	
	
	
	
	

	22
	Heat shock 70kDa 
	24.95
	19.42
	100
	20.63
	(K)LYSPSQIGAFVLMK(M)

	
	protein 9
	21.57
	21.57
	98.1
	17.76
	(K)SDIGEVILVGGMTR(M)

	
	
	20.64
	14.04
	94.6
	17.11
	(R)VEAVNMAEGIIHDTETK(M)

	
	
	18.04
	18.04
	81.7
	19.77
	(R)AQFEGIVTDLIR(R)

	
	
	17.28
	17.28
	87.8
	15.90
	(R)EQQIVIQSSGGLSKDDIENMVK(N)

	
	
	16.72
	16.72
	84.0
	20.92
	(K)LLGQFTLIGIPPAPR(G)

	
	
	16.09
	9.98
	87.5
	16.60
	(R)VINEPTAAALAYGLDK(S)

	
	
	14.72
	14.72
	72.8
	21.43
	(K)LLGQFTLIGIPPAPR(G)

	
	
	14.45
	14.45
	71.5
	14.95
	(K)VQQTVQDLFGR(A)

	
	
	14.40
	14.40
	77.2
	16.48
	(K)NAVITVPAYFNDSQR(Q)

	
	
	14.34
	14.34
	73.0
	17.24
	(R)VEAVNMAEGIIHDTETK(M)

	
	
	14.29
	10.62
	79.8
	17.12
	(R)VEAVNMAEGIIHDTETK(M)

	
	
	13.95
	13.95
	84.6
	21.40
	(K)LLGQFTLIGIPPAPR(G)

	
	
	13.73
	13.73
	83.4
	15.22
	(K)DAGQISGLNVLR(V)

	
	
	12.15
	12.15
	74.2
	20.85
	(K)LLGQFTLIGIPPAPR(G)

	
	
	11.21
	11.21
	66.6
	16.75
	(K)ERVEAVNMAEGIIHDTETK
(M)

	
	
	10.35
	10.35
	73.4
	20.85
	(K)LLGQFTLIGIPPAPR(G)

	
	
	9.59
	9.59
	65.7
	20.64
	(K)LYSPSQIGAFVLMK(M)

	
	
	8.76
	8.76
	60.5
	13.18
	(K)SQVFSTAADGQTQVEIK(V)

	
	
	7.89
	7.89
	67.7
	15.25
	(K)DAGQISGLNVLR(V)

	
	
	7.27
	7.27
	61.5
	16.45
	(K)NAVITVPAYFNDSQR(Q)

	
	
	
	
	
	
	

	23
	26S proteasome non- 
	15.48
	15.48
	78.4
	20.59
	(K)VVVHPLVLLSVVDHFNR(I)

	
	ATPase regulatory
	13.36
	13.36
	60.6
	17.82
	(R)YCPNSVLVIIDVKPK(D) + C

	
	subunit 7
	12.54
	8.77
	80.4
	16.96
	(R)VVGVLLGSWQK(K)

	
	
	9.90
	6.05
	70.7
	15.31
	(K)NDIAINELMK(R)

	
	
	9.78
	9.78
	62.7
	20.50
	(K)VVVHPLVLLSVVDHFNR(I)

	
	
	8.29
	8.29
	61.6
	11.53
	(R)IVGWYHTGPK(L)

	
	
	
	
	
	
	

	24
	Transaldolase 1
	14.22
	14.22
	84.5
	15.64
	(K)LLGELLQDNAK(L)

	
	
	10.89
	5.30
	79.6
	13.06
	(K)LVPVLSAK(A)

	
	
	
	
	
	
	

	25
	Proteasome activator 
	10.77
	10.77
	64.6
	22.99
	(R)NAYAVLYDIILK(N)

	
	complex subunit 1
	9.25
	9.25
	61.7
	17.68
	(K)TENLLGSYFPK(K)

	
	
	
	
	
	
	

	26
	ATP-citrate synthase, 
	19.98
	19.98
	96.8
	16.93
	(K)DGVYVLDLAAK(V)

	
	isoform X1
	17.42
	17.42
	78.8
	10.54
	(K)VDATADYICK(V) + C

	
	
	17.26
	11.65
	80.1
	11.35
	(K)FICTTSAIQNR(F) + C

	
	
	14.31
	14.31
	79.9
	12.93
	(K)LTLLNPK(G)

	
	
	14.06
	14.06
	75.1
	19.40
	(K)LGLVGVNLTLDGVK(S)

	
	
	13.46
	13.46
	64.2
	16.40
	(R)EAYPEEAYIADLDAK(S)

	
	
	13.00
	5.37
	84.1
	11.56
	(K)LLVGVDEK(L)

	
	
	12.15
	12.15
	70.6
	9.54
	(R)GGPNYQEGLR(V)

	
	
	11.97
	7.27
	77.1
	16.54
	(K)TILSLMTR(E)

	
	
	9.17
	9.17
	60.6
	16.95
	(K)DGVYVLDLAAK(V)

	
	
	
	
	
	
	

	27
	Biliverdin IX alpha 
	15.00
	5.55
	80.5
	15.20
	(K)FGVVVVGVGR(A)

	
	reductase
	14.22
	14.22
	71.3
	18.79
	(R)FGFPAFSGISR(L)

	
	
	9.92
	9.92
	73.8
	11.87
	(K)LLGQFSEK(E)

	
	
	8.27
	8.27
	65.4
	15.21
	(K)FGVVVVGVGR(A)

	
	
	
	
	
	
	

	28
	Electron-transfer- 
	15.16
	7.27
	83.6
	12.92
	(R)EIDGGLETLR(L)

	
	flavoprotein, beta
	13.41
	7.26
	88.2
	13.53
	(K)LSVISVEDPPQR(T)

	
	polypeptide
	12.18
	12.18
	70.9
	16.43
	(K)VDLVLLGK(Q)

	
	
	10.06
	10.06
	64.4
	9.97
	(R)VIDYAVK(I)

	
	
	
	
	
	
	

	29
	Actin-related protein 2/3 
	14.86
	8.16
	83.7
	17.80
	(R)AENFFILR(R)

	
	complex subunit 4
	13.47
	7.51
	80.7
	16.82
	(K)ELLLQPVTISR(N)

	
	
	11.79
	11.79
	83.6
	14.72
	(R)IVAEEFLK(N)

	
	
	9.63
	3.76
	74.7
	13.29
	(K)VLIEGSINSVR(V)

	
	
	
	
	
	
	

	30
	Mitogen-activated 
	12.38
	12.38
	71.5
	11.53
	(R)APEIMLNSK(G)

	
	protein kinase 1
	11.61
	11.61
	67.3
	11.93
	(R)GQVFDVGPR(Y)

	
	
	11.31
	11.31
	66.2
	14.37
	(R)NYLLSLPHK(N)

	
	
	10.28
	5.29
	74.3
	13.46
	(K)ALDLLDK(M)

	
	
	8.52
	2.88
	60.7
	14.37
	(K)ELIFEETAR(F)

	
	
	7.94
	7.94
	61.1
	17.31
	(R)DLKPSNLLLNTTCDLK(I) + C

	
	
	
	
	
	
	



* C represents carbamidomethylation modification on peptide sequence.

