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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVJA (1b)
	Core protein
	STNPKPQR
	927.48
	99
	0.39
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVJA (1b)
	Core protein
	SQPRGRR
	856.47
	99
	0.23
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVJA (1b)
	Core protein
	TWAQPGYPWPLYGNEGMGWAGWLLSPR
	3,090.54
	99
	0.3
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVJA (1b)
	Envelope glycoprotein E1
	NSSIPTTTIRR
	1,245.65
	99
	0.022
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVJA (1b)
	Envelope glycoprotein E2
	VASSTQSLVSWLSQGPSQK
	1,989.95
	98
	0.046
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVVA (2K)
	Envelope glycoprotein E2
	SIEEFR
	780.42
	71
	0.58
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVBK (1b)
	Protease NS2-3
	KVAGGHYVQMAFMK
	1,598.74
	95
	0.047
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVJA (1b)
	Serine protease NS3
	GPITQMYTNVDQDLVGWPAPPGAR
	2,583.32
	81
	0.6
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVJ1 (1b)
	Serine protease NS3
	AVDFIPVESLETTMR
	1,707.79
	87
	0.049
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVJA (1b)
	Non-structural protein 5A
	DVWDWICTVLSDFKTWLQSKLLPR
	3,006.65
	81
	0.013
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVT5 (6b)
	Non-structural protein 5A
	IPGIPFISCQAGYR
	1,578.80
	89
	0.15
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVK3 (3a)
	Non-structural protein 5A
	NGSMRLAGPR
	1,074.53
	74
	0.92
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVSA (5a)
	Non-structural protein 5A
	GSPPSLASSSASQLSAPSLK
	1,871.89
	90
	0.087
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVJA (1b)
	RdRp-NS5B
	VEFLVNTWK
	1,135.62
	81
	0.15
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVSA (5a)
	RdRp-NS5B
	AAIRSLTQR
	1,015.58
	99
	0.1
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	DR(O. cuniculus)
	POLG_HCVJA (1b)
	RdRp-NS5B
	AFTEAMTR
	926.43
	81
	1.1
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCVNZ (3a)
	Core protein
	SQPRGRR
	856.52
	22
	1.1
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCV6A (6a )
	Serine protease NS3
	CDELAGKLKSLGLNAVAFYR
	2,225.13
	87
	0.15
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCVJ8 (2b))
	Serine protease NS3
	GRLGVYR
	820.44
	57
	0.05


20

[image: image20.wmf]69.0

477.4

885.8

1294.2

1702.6

2111.0

Mass (m/z)

94.1

0

10

20

30

40

50

60

70

80

90

100

% Intensity

4700 MS/MS Precursor 2001.02 Spec #1[BP = 70.1, 94]

70.0773

110.0832

86.1199

84.0878

175.1251

72.1068

136.0923

369.2527

199.1580

313.1488

112.0977

226.1675

133.0860

518.2920

1070.6614

886.5737

242.1934

776.5208

582.4534

1035.7756

1176.0438

1823.1646

2003.0820

350.2653

187.1179

695.6213

802.5646

567.6012

1939.2679

1330.9226

910.2802

1086.2247

686.4219

358.2384

1237.8853

1986.5132

1856.0957

669.6414

865.3967

1028.9307

1453.9058

553.3876

1187.7078

1873.3667

789.5504


	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCVJF (2a)
	Serine protease NS3
	AKAPPPSWDAMWKCLAR
	2,001.02
	93
	0.016
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCVVO (6K)
	Non-structural protein 5A
	NGSMRISGSR
	1,064.57
	2293
	0.05
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCVVN (6d)
	Non-structural protein 5A
	IVGPKMCSNVWNNR
	1,690.83
	87
	0.2
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCVCO (1b)
	Non-structural protein 5A
	VGDFHYVTGMTTDNVK 
	1,799.89
	74
	0.5
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCVCO (1b)
	Non-structural protein 5A
	GSPPSLASSSASQLSAPSLK
	1,871.89
	74
	0.53
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCVJ6 (2a)
	Non-structural protein 5A
	SDLEPSIPSEYMLPKKR 
	1,989.98
	22
	0.1
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCV6A (6a)
	RdRp-NS5B
	SASLRQK
	789.46
	87
	0.13
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCVJ8 (2b)
	RdRp-NS5B
	LLTVEEACALTPPHSAK
	1,836.90
	57
	0.15
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	WR(O. cuniculus)
	POLG_HCV6A (6a)
	RdRp-NS5B
	MALYDVTR
	984.49
	87
	0.2
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	Hare(Lepus europaeus)
	POLG_HCVJP (2b)
	Core protein
	GSRPTWGPSDPRHR
	1,605.84
	53
	0.13
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	Hare(Lepus europaeus)
	POLG_HCVJP (2b)
	Envelope glycoprotein E2
	LWHYPCTVNFTIFKVR
	2,081.04
	53
	0.65
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	Hare(Lepus europaeus)
	POLG_HCVJK (3K)
	Protease NS2-3
	LGKEVLLGPADDYR 
	1,545.76
	81
	0.067
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	Hare(Lepus europaeus)
	POLG_HCVK3 (3a)
	Non-structural protein 5A
	NGSMRLAGPR
	1,074.50
	67
	0.92
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	Hare(Lepus europaeus)
	POLG_HCVJP (2b)
	RdRp-NS5B
	AASKVSAR
	789.46
	53
	0.65
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	Animal (specie)
	Accession no. (genotype)
	Protein name
	Best peptide sequence
	Observed mass (Da)
	Total ion score C.I. %
	E-value

	Hare(Lepus europaeus)
	POLG_HCVT5 (6b)
	RdRp-NS5B
	DVRSHTSK
	929.52
	82
	0.09
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