MHC-I processing prediction results

Input Sequences

	#
	Name
	Sequence

	1
	sequence 1
	MPPAKKGPATSARKGQKTRRREKKNVPHGAAHIKSTFNNTIVTITDPQGN
VIAWASSGHVGFKGSRKSTPFAAQLAAENAARKAQDHGVRKVDVFVKGPG
SGRETAIRSLQAAGLEVGAISDVTPQPHNGVRPPKRRRV


Predictions - High scores = high efficiency
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	HLA A*0250
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-0.41
	1.31
	0.90
	2.6

	HLA B*1517
	1:67-75
	9
	KSTPFAAQL
	1.68
	0.52
	-0.54
	2.20
	1.66
	3.5

	HLA A*0211
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-0.66
	1.31
	0.64
	4.6

	HLA A*3001
	1:64-72
	9
	GSRKSTPFA
	1.31
	-0.23
	-0.67
	1.08
	0.42
	4.7

	HLA A*0216
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-0.85
	1.31
	0.46
	7.0

	HLA A*0212
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-1.03
	1.31
	0.28
	10.7

	HLA B*1517
	1:54-62
	9
	WASSGHVGF
	1.37
	1.18
	-1.04
	2.55
	1.51
	11.0

	HLA A*1101
	1:55-63
	9
	ASSGHVGFK
	0.79
	0.26
	-1.08
	1.05
	-0.04
	12.1

	HLA B*5401
	1:1-9
	9
	MPPAKKGPA
	0.58
	-0.36
	-1.13
	0.22
	-0.91
	13.6

	HLA A*6802
	1:43-51
	9
	TITDPQGNV
	0.92
	0.19
	-1.18
	1.11
	-0.07
	15.0

	HLA A*0250
	1:43-51
	9
	TITDPQGNV
	0.92
	0.19
	-1.18
	1.11
	-0.07
	15.2

	HLA B*5801
	1:67-75
	9
	KSTPFAAQL
	1.68
	0.52
	-1.20
	2.20
	1.00
	15.9

	HLA A*0203
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-1.34
	1.31
	-0.03
	22.0

	HLA B*1503
	1:33-41
	9
	IKSTFNNTI
	1.37
	0.25
	-1.37
	1.62
	0.24
	23.7

	HLA A*3001
	1:55-63
	9
	ASSGHVGFK
	0.79
	0.26
	-1.40
	1.05
	-0.36
	25.3

	HLA A*6801
	1:75-83
	9
	LAAENAARK
	0.93
	0.21
	-1.41
	1.14
	-0.26
	25.5

	HLA A*0201
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-1.43
	1.31
	-0.12
	26.7

	HLA B*1503
	1:54-62
	9
	WASSGHVGF
	1.37
	1.18
	-1.43
	2.55
	1.12
	26.9

	HLA A*6802
	1:25-33
	9
	NVPHGAAHI
	1.13
	0.35
	-1.48
	1.48
	-0.01
	30.3

	HLA A*0206
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-1.49
	1.03
	-0.47
	31.2

	HLA B*3501
	1:54-62
	9
	WASSGHVGF
	1.37
	1.18
	-1.53
	2.55
	1.02
	33.6

	HLA B*5401
	1:69-77
	9
	TPFAAQLAA
	1.13
	-0.30
	-1.57
	0.83
	-0.73
	36.9

	HLA A*1101
	1:9-17
	9
	ATSARKGQK
	0.64
	0.19
	-1.62
	0.83
	-0.80
	41.9

	HLA A*6802
	1:123-131
	9
	VTPQPHNGV
	1.00
	0.09
	-1.63
	1.08
	-0.55
	43.1

	HLA A*0202
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-1.64
	1.31
	-0.33
	43.2

	HLA A*6901
	1:43-51
	9
	TITDPQGNV
	0.92
	0.19
	-1.73
	1.11
	-0.62
	53.3

	HLA A*0301
	1:55-63
	9
	ASSGHVGFK
	0.79
	0.26
	-1.76
	1.05
	-0.71
	57.6

	HLA A*3001
	1:88-96
	9
	GVRKVDVFV
	1.12
	0.13
	-1.76
	1.25
	-0.51
	57.8

	HLA A*3001
	1:15-23
	9
	GQKTRRREK
	0.94
	0.20
	-1.77
	1.14
	-0.64
	59.4

	HLA B*0702
	1:1-9
	9
	MPPAKKGPA
	0.58
	-0.36
	-1.78
	0.22
	-1.56
	60.6

	HLA A*3001
	1:9-17
	9
	ATSARKGQK
	0.64
	0.19
	-1.81
	0.83
	-0.99
	64.9

	HLA B*3501
	1:69-77
	9
	TPFAAQLAA
	1.13
	-0.30
	-1.83
	0.83
	-0.99
	66.9

	HLA A*6801
	1:95-103
	9
	FVKGPGSGR
	1.00
	0.68
	-1.83
	1.69
	-0.15
	68.2

	HLA B*5701
	1:67-75
	9
	KSTPFAAQL
	1.68
	0.52
	-1.85
	2.20
	0.35
	70.4

	HLA B*1503
	1:66-74
	9
	RKSTPFAAQ
	0.79
	0.10
	-1.87
	0.89
	-0.98
	73.8

	HLA A*1101
	1:83-91
	9
	KAQDHGVRK
	1.25
	0.32
	-1.87
	1.57
	-0.30
	73.9

	HLA B*5301
	1:46-54
	9
	DPQGNVIAW
	1.54
	0.10
	-1.92
	1.65
	-0.27
	83.1

	HLA B*1503
	1:63-71
	9
	KGSRKSTPF
	1.06
	0.98
	-1.96
	2.05
	0.08
	92.1

	HLA B*1517
	1:29-37
	9
	GAAHIKSTF
	1.43
	1.04
	-1.97
	2.47
	0.51
	92.9

	HLA A*3101
	1:130-138
	9
	GVRPPKRRR
	1.08
	0.71
	-1.97
	1.79
	-0.19
	94.1

	HLA A*6801
	1:74-82
	9
	QLAAENAAR
	0.98
	0.73
	-1.99
	1.71
	-0.27
	96.7

	HLA A*6802
	1:68-76
	9
	STPFAAQLA
	1.22
	-0.18
	-2.01
	1.04
	-0.97
	102.1

	HLA A*0301
	1:9-17
	9
	ATSARKGQK
	0.64
	0.19
	-2.01
	0.83
	-1.18
	102.1

	HLA A*3001
	1:17-25
	9
	KTRRREKKN
	1.00
	-0.53
	-2.03
	0.47
	-1.56
	107.2

	HLA A*6802
	1:104-112
	9
	ETAIRSLQA
	1.37
	-0.26
	-2.05
	1.10
	-0.95
	111.8

	HLA B*4001
	1:115-123
	9
	LEVGAISDV
	0.68
	0.10
	-2.05
	0.78
	-1.28
	113.2

	HLA A*0219
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-2.07
	1.31
	-0.76
	116.7

	HLA A*3001
	1:106-114
	9
	AIRSLQAAG
	0.59
	-0.46
	-2.09
	0.13
	-1.97
	124.1

	HLA A*3001
	1:83-91
	9
	KAQDHGVRK
	1.25
	0.32
	-2.09
	1.57
	-0.53
	124.2

	HLA A*0211
	1:123-131
	9
	VTPQPHNGV
	1.00
	0.09
	-2.10
	1.08
	-1.02
	125.2

	HLA A*0206
	1:84-92
	9
	AQDHGVRKV
	0.99
	0.20
	-2.10
	1.18
	-0.91
	125.2

	HLA A*0301
	1:59-67
	9
	HVGFKGSRK
	0.89
	0.14
	-2.10
	1.03
	-1.07
	126.7

	HLA B*1501
	1:110-118
	9
	LQAAGLEVG
	1.22
	-0.54
	-2.15
	0.68
	-1.47
	140.7

	HLA B*1517
	1:44-52
	9
	ITDPQGNVI
	1.45
	0.16
	-2.17
	1.61
	-0.56
	146.8

	HLA B*1503
	1:5-13
	9
	KKGPATSAR
	0.97
	0.71
	-2.19
	1.68
	-0.52
	156.2

	HLA A*6901
	1:104-112
	9
	ETAIRSLQA
	1.37
	-0.26
	-2.20
	1.10
	-1.10
	157.1

	HLA A*0211
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-2.22
	1.20
	-1.03
	167.2

	HLA B*1501
	1:54-62
	9
	WASSGHVGF
	1.37
	1.18
	-2.22
	2.55
	0.32
	167.5

	HLA A*3201
	1:35-43
	9
	STFNNTIVT
	1.08
	-0.20
	-2.25
	0.88
	-1.38
	178.5

	HLA B*1503
	1:29-37
	9
	GAAHIKSTF
	1.43
	1.04
	-2.26
	2.47
	0.22
	181.3

	HLA A*0206
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-2.26
	1.31
	-0.95
	181.4

	HLA A*2301
	1:36-44
	9
	TFNNTIVTI
	1.51
	0.28
	-2.27
	1.79
	-0.48
	184.2

	HLA B*1517
	1:63-71
	9
	KGSRKSTPF
	1.06
	0.98
	-2.27
	2.05
	-0.23
	187.7

	HLA B*1503
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-2.29
	1.03
	-1.26
	193.2

	HLA A*3001
	1:11-19
	9
	SARKGQKTR
	1.20
	0.71
	-2.30
	1.91
	-0.38
	198.0

	HLA B*1501
	1:63-71
	9
	KGSRKSTPF
	1.06
	0.98
	-2.31
	2.05
	-0.26
	203.9

	HLA A*6802
	1:111-119
	9
	QAAGLEVGA
	1.04
	-0.17
	-2.32
	0.87
	-1.45
	207.3

	HLA A*3001
	1:6-14
	9
	KGPATSARK
	0.79
	0.17
	-2.32
	0.96
	-1.36
	210.4

	HLA A*0216
	1:88-96
	9
	GVRKVDVFV
	1.12
	0.13
	-2.32
	1.25
	-1.08
	210.6

	HLA B*1517
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-2.35
	1.20
	-1.15
	223.6

	HLA A*0211
	1:84-92
	9
	AQDHGVRKV
	0.99
	0.20
	-2.35
	1.18
	-1.17
	225.1

	HLA A*2403
	1:36-44
	9
	TFNNTIVTI
	1.51
	0.28
	-2.38
	1.79
	-0.59
	239.9

	HLA A*2603
	1:123-131
	9
	VTPQPHNGV
	1.00
	0.09
	-2.38
	1.08
	-1.30
	241.3

	HLA B*4501
	1:77-85
	9
	AENAARKAQ
	1.05
	-0.02
	-2.40
	1.03
	-1.36
	250.2

	HLA A*6901
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-2.40
	1.20
	-1.20
	250.6

	HLA A*3101
	1:83-91
	9
	KAQDHGVRK
	1.25
	0.32
	-2.40
	1.57
	-0.83
	251.8

	HLA A*3201
	1:67-75
	9
	KSTPFAAQL
	1.68
	0.52
	-2.42
	2.20
	-0.21
	260.5

	HLA B*3501
	1:46-54
	9
	DPQGNVIAW
	1.54
	0.10
	-2.45
	1.65
	-0.80
	280.8

	HLA A*3001
	1:32-40
	9
	HIKSTFNNT
	0.75
	-0.22
	-2.45
	0.52
	-1.93
	282.2

	HLA A*3201
	1:36-44
	9
	TFNNTIVTI
	1.51
	0.28
	-2.50
	1.79
	-0.72
	319.2

	HLA B*2705
	1:107-115
	9
	IRSLQAAGL
	1.46
	0.58
	-2.51
	2.04
	-0.47
	325.9

	HLA A*3101
	1:11-19
	9
	SARKGQKTR
	1.20
	0.71
	-2.52
	1.91
	-0.61
	334.9

	HLA A*1101
	1:59-67
	9
	HVGFKGSRK
	0.89
	0.14
	-2.56
	1.03
	-1.53
	365.5

	HLA B*1801
	1:115-123
	9
	LEVGAISDV
	0.68
	0.10
	-2.57
	0.78
	-1.79
	369.5

	HLA B*2705
	1:89-97
	9
	VRKVDVFVK
	1.01
	0.30
	-2.57
	1.31
	-1.26
	373.5

	HLA B*2705
	1:12-20
	9
	ARKGQKTRR
	1.07
	0.82
	-2.59
	1.89
	-0.70
	387.2

	HLA A*0211
	1:43-51
	9
	TITDPQGNV
	0.92
	0.19
	-2.61
	1.11
	-1.50
	407.7

	HLA B*4501
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-2.62
	1.03
	-1.59
	418.8

	HLA B*1801
	1:46-54
	9
	DPQGNVIAW
	1.54
	0.10
	-2.63
	1.65
	-0.98
	424.1

	HLA A*0216
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-2.63
	1.20
	-1.43
	426.6

	HLA A*3101
	1:15-23
	9
	GQKTRRREK
	0.94
	0.20
	-2.63
	1.14
	-1.49
	426.9

	HLA A*6802
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-2.65
	1.20
	-1.46
	450.0

	HLA A*0250
	1:88-96
	9
	GVRKVDVFV
	1.12
	0.13
	-2.67
	1.25
	-1.42
	464.3

	HLA B*1503
	1:4-12
	9
	AKKGPATSA
	1.15
	-0.21
	-2.67
	0.94
	-1.73
	466.8

	HLA A*3001
	1:80-88
	9
	AARKAQDHG
	0.61
	-0.44
	-2.69
	0.17
	-2.52
	489.1

	HLA A*3001
	1:59-67
	9
	HVGFKGSRK
	0.89
	0.14
	-2.70
	1.03
	-1.67
	498.3

	HLA A*0206
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-2.70
	1.20
	-1.50
	498.6

	HLA A*3301
	1:95-103
	9
	FVKGPGSGR
	1.00
	0.68
	-2.72
	1.69
	-1.03
	523.2

	HLA A*6802
	1:40-48
	9
	TIVTITDPQ
	0.56
	0.09
	-2.73
	0.65
	-2.08
	540.4

	HLA A*0250
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-2.73
	1.20
	-1.54
	540.5

	HLA B*1503
	1:65-73
	9
	SRKSTPFAA
	1.04
	-0.13
	-2.75
	0.91
	-1.84
	561.3

	HLA A*0203
	1:43-51
	9
	TITDPQGNV
	0.92
	0.19
	-2.77
	1.11
	-1.66
	585.7

	HLA B*4403
	1:115-123
	9
	LEVGAISDV
	0.68
	0.10
	-2.77
	0.78
	-1.99
	588.6

	HLA A*3001
	1:67-75
	9
	KSTPFAAQL
	1.68
	0.52
	-2.77
	2.20
	-0.57
	595.3

	HLA B*3501
	1:29-37
	9
	GAAHIKSTF
	1.43
	1.04
	-2.78
	2.47
	-0.31
	607.7

	HLA B*4402
	1:77-85
	9
	AENAARKAQ
	1.05
	-0.02
	-2.79
	1.03
	-1.76
	622.7

	HLA A*6801
	1:55-63
	9
	ASSGHVGFK
	0.79
	0.26
	-2.79
	1.05
	-1.75
	622.7

	HLA A*0250
	1:123-131
	9
	VTPQPHNGV
	1.00
	0.09
	-2.80
	1.08
	-1.72
	627.0

	HLA A*6801
	1:59-67
	9
	HVGFKGSRK
	0.89
	0.14
	-2.80
	1.03
	-1.78
	637.6

	HLA A*6801
	1:9-17
	9
	ATSARKGQK
	0.64
	0.19
	-2.81
	0.83
	-1.98
	643.6

	HLA A*6901
	1:123-131
	9
	VTPQPHNGV
	1.00
	0.09
	-2.84
	1.08
	-1.76
	695.0

	HLA B*1503
	1:23-31
	9
	KKNVPHGAA
	1.05
	-0.28
	-2.85
	0.77
	-2.07
	704.2

	HLA A*0203
	1:84-92
	9
	AQDHGVRKV
	0.99
	0.20
	-2.86
	1.18
	-1.68
	725.7

	HLA B*2705
	1:81-89
	9
	ARKAQDHGV
	0.93
	0.35
	-2.86
	1.28
	-1.58
	725.9

	HLA A*0202
	1:67-75
	9
	KSTPFAAQL
	1.68
	0.52
	-2.87
	2.20
	-0.67
	739.6

	HLA B*0702
	1:2-10
	9
	PPAKKGPAT
	0.93
	-0.62
	-2.87
	0.30
	-2.57
	739.6

	HLA A*3101
	1:9-17
	9
	ATSARKGQK
	0.64
	0.19
	-2.88
	0.83
	-2.05
	756.8

	HLA A*6802
	1:116-124
	9
	EVGAISDVT
	0.83
	-0.39
	-2.88
	0.45
	-2.44
	760.8

	HLA A*0206
	1:25-33
	9
	NVPHGAAHI
	1.13
	0.35
	-2.88
	1.48
	-1.41
	765.8

	HLA A*0206
	1:105-113
	9
	TAIRSLQAA
	1.19
	-0.26
	-2.89
	0.93
	-1.97
	780.0

	HLA A*0216
	1:84-92
	9
	AQDHGVRKV
	0.99
	0.20
	-2.90
	1.18
	-1.71
	790.4

	HLA B*4002
	1:115-123
	9
	LEVGAISDV
	0.68
	0.10
	-2.90
	0.78
	-2.12
	800.0

	HLA A*2402
	1:36-44
	9
	TFNNTIVTI
	1.51
	0.28
	-2.91
	1.79
	-1.12
	805.9

	HLA B*1501
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-2.92
	1.31
	-1.61
	834.3

	HLA A*0301
	1:83-91
	9
	KAQDHGVRK
	1.25
	0.32
	-2.92
	1.57
	-1.35
	837.0

	HLA B*0702
	1:69-77
	9
	TPFAAQLAA
	1.13
	-0.30
	-2.93
	0.83
	-2.10
	852.1

	HLA B*1503
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-2.93
	1.20
	-1.74
	853.8

	HLA B*2705
	1:102-110
	9
	GRETAIRSL
	1.53
	0.39
	-2.93
	1.92
	-1.02
	855.8

	HLA A*0216
	1:43-51
	9
	TITDPQGNV
	0.92
	0.19
	-2.95
	1.11
	-1.84
	886.5

	HLA B*1502
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-2.96
	1.31
	-1.65
	917.4

	HLA B*4002
	1:77-85
	9
	AENAARKAQ
	1.05
	-0.02
	-2.97
	1.03
	-1.94
	941.3

	HLA A*6901
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-2.98
	1.31
	-1.67
	955.5

	HLA A*0206
	1:110-118
	9
	LQAAGLEVG
	1.22
	-0.54
	-2.98
	0.68
	-2.31
	960.6

	HLA B*0801
	1:1-9
	9
	MPPAKKGPA
	0.58
	-0.36
	-2.99
	0.22
	-2.78
	987.3

	HLA A*6802
	1:35-43
	9
	STFNNTIVT
	1.08
	-0.20
	-3.02
	0.88
	-2.14
	1036.5

	HLA A*3201
	1:34-42
	9
	KSTFNNTIV
	1.11
	0.19
	-3.02
	1.30
	-1.72
	1048.5

	HLA B*1501
	1:29-37
	9
	GAAHIKSTF
	1.43
	1.04
	-3.02
	2.47
	-0.55
	1054.4

	HLA A*6801
	1:40-48
	9
	TIVTITDPQ
	0.56
	0.09
	-3.03
	0.65
	-2.37
	1063.9

	HLA A*0206
	1:88-96
	9
	GVRKVDVFV
	1.12
	0.13
	-3.04
	1.25
	-1.79
	1091.4

	HLA B*3501
	1:71-79
	9
	FAAQLAAEN
	0.97
	-0.64
	-3.05
	0.32
	-2.72
	1112.2

	HLA B*5801
	1:63-71
	9
	KGSRKSTPF
	1.06
	0.98
	-3.06
	2.05
	-1.01
	1146.0

	HLA B*1517
	1:120-128
	9
	ISDVTPQPH
	0.74
	-0.21
	-3.07
	0.52
	-2.55
	1168.6

	HLA B*2705
	1:20-28
	9
	RREKKNVPH
	0.76
	-0.04
	-3.08
	0.72
	-2.35
	1194.0

	HLA B*4403
	1:77-85
	9
	AENAARKAQ
	1.05
	-0.02
	-3.08
	1.03
	-2.05
	1202.7

	HLA A*3001
	1:130-138
	9
	GVRPPKRRR
	1.08
	0.71
	-3.08
	1.79
	-1.29
	1204.2

	HLA B*4002
	1:103-111
	9
	RETAIRSLQ
	0.92
	-0.03
	-3.09
	0.89
	-2.20
	1229.1

	HLA A*0203
	1:25-33
	9
	NVPHGAAHI
	1.13
	0.35
	-3.11
	1.48
	-1.63
	1286.3

	HLA A*2403
	1:54-62
	9
	WASSGHVGF
	1.37
	1.18
	-3.11
	2.55
	-0.56
	1296.1

	HLA A*2602
	1:40-48
	9
	TIVTITDPQ
	0.56
	0.09
	-3.12
	0.65
	-2.47
	1320.9

	HLA B*1502
	1:54-62
	9
	WASSGHVGF
	1.37
	1.18
	-3.13
	2.55
	-0.58
	1340.5

	HLA A*6802
	1:105-113
	9
	TAIRSLQAA
	1.19
	-0.26
	-3.13
	0.93
	-2.20
	1344.3

	HLA A*0301
	1:75-83
	9
	LAAENAARK
	0.93
	0.21
	-3.13
	1.14
	-1.99
	1354.0

	HLA A*3101
	1:100-108
	9
	GSGRETAIR
	1.10
	0.45
	-3.14
	1.55
	-1.59
	1370.3

	HLA A*0211
	1:88-96
	9
	GVRKVDVFV
	1.12
	0.13
	-3.16
	1.25
	-1.91
	1449.8

	HLA B*5801
	1:29-37
	9
	GAAHIKSTF
	1.43
	1.04
	-3.17
	2.47
	-0.69
	1468.6

	HLA B*5101
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-3.17
	1.20
	-1.97
	1478.9

	HLA B*4501
	1:115-123
	9
	LEVGAISDV
	0.68
	0.10
	-3.18
	0.78
	-2.40
	1504.5

	HLA A*3101
	1:55-63
	9
	ASSGHVGFK
	0.79
	0.26
	-3.18
	1.05
	-2.13
	1511.3

	HLA B*1502
	1:95-103
	9
	FVKGPGSGR
	1.00
	0.68
	-3.18
	1.69
	-1.49
	1511.3

	HLA A*3101
	1:74-82
	9
	QLAAENAAR
	0.98
	0.73
	-3.18
	1.71
	-1.47
	1515.1

	HLA B*1517
	1:34-42
	9
	KSTFNNTIV
	1.11
	0.19
	-3.19
	1.30
	-1.89
	1534.0

	HLA B*1503
	1:18-26
	9
	TRRREKKNV
	1.18
	0.28
	-3.19
	1.46
	-1.73
	1536.1

	HLA A*3101
	1:95-103
	9
	FVKGPGSGR
	1.00
	0.68
	-3.19
	1.69
	-1.51
	1565.0

	HLA A*3201
	1:63-71
	9
	KGSRKSTPF
	1.06
	0.98
	-3.20
	2.05
	-1.15
	1568.5

	HLA A*1101
	1:75-83
	9
	LAAENAARK
	0.93
	0.21
	-3.23
	1.14
	-2.08
	1683.9

	HLA B*1503
	1:67-75
	9
	KSTPFAAQL
	1.68
	0.52
	-3.24
	2.20
	-1.03
	1718.6

	HLA A*6802
	1:50-58
	9
	NVIAWASSG
	0.77
	-0.51
	-3.25
	0.26
	-2.99
	1760.2

	HLA A*6901
	1:25-33
	9
	NVPHGAAHI
	1.13
	0.35
	-3.25
	1.48
	-1.77
	1760.7

	HLA B*3901
	1:69-77
	9
	TPFAAQLAA
	1.13
	-0.30
	-3.25
	0.83
	-2.42
	1776.6

	HLA A*3001
	1:34-42
	9
	KSTFNNTIV
	1.11
	0.19
	-3.25
	1.30
	-1.95
	1780.7

	HLA A*0201
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-3.25
	1.20
	-2.06
	1795.3

	HLA A*0250
	1:115-123
	9
	LEVGAISDV
	0.68
	0.10
	-3.25
	0.78
	-2.48
	1798.8

	HLA A*0203
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-3.27
	1.20
	-2.07
	1855.3

	HLA A*0301
	1:51-59
	9
	VIAWASSGH
	0.84
	-0.08
	-3.28
	0.76
	-2.52
	1915.8

	HLA A*0203
	1:88-96
	9
	GVRKVDVFV
	1.12
	0.13
	-3.29
	1.25
	-2.04
	1929.5

	HLA B*1501
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-3.29
	1.03
	-2.26
	1929.7

	HLA B*1503
	1:107-115
	9
	IRSLQAAGL
	1.46
	0.58
	-3.29
	2.04
	-1.25
	1940.7

	HLA A*3001
	1:101-109
	9
	SGRETAIRS
	0.93
	-1.06
	-3.29
	-0.14
	-3.42
	1942.1

	HLA A*3001
	1:35-43
	9
	STFNNTIVT
	1.08
	-0.20
	-3.29
	0.88
	-2.42
	1960.4

	HLA B*3901
	1:107-115
	9
	IRSLQAAGL
	1.46
	0.58
	-3.30
	2.04
	-1.26
	2009.3

	HLA B*1503
	1:82-90
	9
	RKAQDHGVR
	1.02
	0.85
	-3.30
	1.87
	-1.43
	2011.4

	HLA B*3501
	1:87-95
	9
	HGVRKVDVF
	1.32
	0.92
	-3.31
	2.24
	-1.07
	2054.8

	HLA B*3901
	1:102-110
	9
	GRETAIRSL
	1.53
	0.39
	-3.32
	1.92
	-1.40
	2066.7

	HLA A*0203
	1:105-113
	9
	TAIRSLQAA
	1.19
	-0.26
	-3.34
	0.93
	-2.41
	2174.0

	HLA A*0211
	1:35-43
	9
	STFNNTIVT
	1.08
	-0.20
	-3.34
	0.88
	-2.46
	2179.8

	HLA B*2705
	1:65-73
	9
	SRKSTPFAA
	1.04
	-0.13
	-3.34
	0.91
	-2.44
	2197.3

	HLA A*0301
	1:6-14
	9
	KGPATSARK
	0.79
	0.17
	-3.34
	0.96
	-2.38
	2200.4

	HLA A*3001
	1:65-73
	9
	SRKSTPFAA
	1.04
	-0.13
	-3.35
	0.91
	-2.45
	2263.6

	HLA B*1517
	1:108-116
	9
	RSLQAAGLE
	0.71
	-0.54
	-3.36
	0.17
	-3.19
	2274.4

	HLA B*5801
	1:54-62
	9
	WASSGHVGF
	1.37
	1.18
	-3.37
	2.55
	-0.82
	2323.2

	HLA A*3101
	1:59-67
	9
	HVGFKGSRK
	0.89
	0.14
	-3.37
	1.03
	-2.34
	2324.5

	HLA B*5401
	1:2-10
	9
	PPAKKGPAT
	0.93
	-0.62
	-3.37
	0.30
	-3.07
	2334.6

	HLA A*0212
	1:84-92
	9
	AQDHGVRKV
	0.99
	0.20
	-3.37
	1.18
	-2.19
	2350.7

	HLA A*0202
	1:74-82
	9
	QLAAENAAR
	0.98
	0.73
	-3.37
	1.71
	-1.66
	2366.9

	HLA B*1503
	1:34-42
	9
	KSTFNNTIV
	1.11
	0.19
	-3.38
	1.30
	-2.08
	2381.1

	HLA B*3501
	1:51-59
	9
	VIAWASSGH
	0.84
	-0.08
	-3.38
	0.76
	-2.61
	2389.2

	HLA A*0206
	1:67-75
	9
	KSTPFAAQL
	1.68
	0.52
	-3.39
	2.20
	-1.19
	2481.0

	HLA A*6801
	1:100-108
	9
	GSGRETAIR
	1.10
	0.45
	-3.40
	1.55
	-1.86
	2525.4

	HLA A*6801
	1:35-43
	9
	STFNNTIVT
	1.08
	-0.20
	-3.40
	0.88
	-2.53
	2532.3

	HLA A*3301
	1:74-82
	9
	QLAAENAAR
	0.98
	0.73
	-3.41
	1.71
	-1.70
	2571.9

	HLA A*6801
	1:11-19
	9
	SARKGQKTR
	1.20
	0.71
	-3.43
	1.91
	-1.51
	2683.0

	HLA A*0202
	1:43-51
	9
	TITDPQGNV
	0.92
	0.19
	-3.43
	1.11
	-2.32
	2693.1

	HLA A*0206
	1:115-123
	9
	LEVGAISDV
	0.68
	0.10
	-3.43
	0.78
	-2.65
	2709.7

	HLA A*6801
	1:71-79
	9
	FAAQLAAEN
	0.97
	-0.64
	-3.44
	0.32
	-3.12
	2752.6

	HLA A*0202
	1:88-96
	9
	GVRKVDVFV
	1.12
	0.13
	-3.44
	1.25
	-2.19
	2759.3

	HLA A*2602
	1:25-33
	9
	NVPHGAAHI
	1.13
	0.35
	-3.44
	1.48
	-1.97
	2782.5

	HLA A*3301
	1:11-19
	9
	SARKGQKTR
	1.20
	0.71
	-3.44
	1.91
	-1.53
	2784.3

	HLA A*3002
	1:51-59
	9
	VIAWASSGH
	0.84
	-0.08
	-3.45
	0.76
	-2.68
	2786.7

	HLA A*0206
	1:123-131
	9
	VTPQPHNGV
	1.00
	0.09
	-3.45
	1.08
	-2.36
	2787.4

	HLA A*6802
	1:88-96
	9
	GVRKVDVFV
	1.12
	0.13
	-3.45
	1.25
	-2.20
	2789.6

	HLA B*5401
	1:26-34
	9
	VPHGAAHIK
	1.08
	0.17
	-3.45
	1.25
	-2.20
	2810.2

	HLA B*1501
	1:87-95
	9
	HGVRKVDVF
	1.32
	0.92
	-3.46
	2.24
	-1.22
	2889.0

	HLA A*0202
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-3.47
	1.20
	-2.27
	2928.9

	HLA A*6901
	1:69-77
	9
	TPFAAQLAA
	1.13
	-0.30
	-3.47
	0.83
	-2.63
	2940.2

	HLA B*0801
	1:63-71
	9
	KGSRKSTPF
	1.06
	0.98
	-3.47
	2.05
	-1.42
	2950.9

	HLA A*0216
	1:123-131
	9
	VTPQPHNGV
	1.00
	0.09
	-3.48
	1.08
	-2.40
	3037.8

	HLA B*1503
	1:87-95
	9
	HGVRKVDVF
	1.32
	0.92
	-3.48
	2.24
	-1.24
	3046.9

	HLA A*3001
	1:30-38
	9
	AAHIKSTFN
	1.12
	-0.48
	-3.49
	0.64
	-2.85
	3056.5

	HLA A*0201
	1:84-92
	9
	AQDHGVRKV
	0.99
	0.20
	-3.49
	1.18
	-2.31
	3091.8

	HLA B*1517
	1:104-112
	9
	ETAIRSLQA
	1.37
	-0.26
	-3.49
	1.10
	-2.39
	3107.0

	HLA B*1501
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-3.49
	1.20
	-2.30
	3107.1

	HLA A*0206
	1:43-51
	9
	TITDPQGNV
	0.92
	0.19
	-3.49
	1.11
	-2.38
	3123.4

	HLA A*3101
	1:128-136
	9
	HNGVRPPKR
	1.03
	0.40
	-3.49
	1.43
	-2.06
	3124.7

	HLA B*1501
	1:106-114
	9
	AIRSLQAAG
	0.59
	-0.46
	-3.50
	0.13
	-3.37
	3142.2

	HLA B*4001
	1:103-111
	9
	RETAIRSLQ
	0.92
	-0.03
	-3.51
	0.89
	-2.62
	3268.2

	HLA A*0301
	1:15-23
	9
	GQKTRRREK
	0.94
	0.20
	-3.52
	1.14
	-2.38
	3278.6

	HLA A*0202
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-3.52
	1.03
	-2.49
	3293.3

	HLA A*0212
	1:88-96
	9
	GVRKVDVFV
	1.12
	0.13
	-3.52
	1.25
	-2.27
	3301.7

	HLA A*3001
	1:68-76
	9
	STPFAAQLA
	1.22
	-0.18
	-3.52
	1.04
	-2.48
	3312.7

	HLA B*1503
	1:62-70
	9
	FKGSRKSTP
	0.69
	-0.06
	-3.52
	0.63
	-2.89
	3343.4

	HLA A*0219
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-3.53
	1.20
	-2.33
	3371.7

	HLA A*3101
	1:5-13
	9
	KKGPATSAR
	0.97
	0.71
	-3.53
	1.68
	-1.86
	3402.3

	HLA A*2602
	1:42-50
	9
	VTITDPQGN
	1.07
	-0.52
	-3.53
	0.55
	-2.98
	3415.0

	HLA B*5801
	1:87-95
	9
	HGVRKVDVF
	1.32
	0.92
	-3.54
	2.24
	-1.30
	3444.2

	HLA B*1503
	1:20-28
	9
	RREKKNVPH
	0.76
	-0.04
	-3.54
	0.72
	-2.82
	3474.7

	HLA A*0101
	1:120-128
	9
	ISDVTPQPH
	0.74
	-0.21
	-3.56
	0.52
	-3.03
	3601.7

	HLA B*4402
	1:115-123
	9
	LEVGAISDV
	0.68
	0.10
	-3.56
	0.78
	-2.78
	3611.1

	HLA A*2902
	1:54-62
	9
	WASSGHVGF
	1.37
	1.18
	-3.56
	2.55
	-1.01
	3621.8

	HLA B*0801
	1:104-112
	9
	ETAIRSLQA
	1.37
	-0.26
	-3.56
	1.10
	-2.46
	3630.7

	HLA B*1503
	1:90-98
	9
	RKVDVFVKG
	0.93
	-0.42
	-3.57
	0.50
	-3.06
	3689.3

	HLA B*0702
	1:98-106
	9
	GPGSGRETA
	0.96
	-0.47
	-3.57
	0.49
	-3.08
	3753.8

	HLA B*3901
	1:33-41
	9
	IKSTFNNTI
	1.37
	0.25
	-3.58
	1.62
	-1.96
	3764.1

	HLA A*3001
	1:75-83
	9
	LAAENAARK
	0.93
	0.21
	-3.58
	1.14
	-2.44
	3808.3

	HLA A*0101
	1:44-52
	9
	ITDPQGNVI
	1.45
	0.16
	-3.58
	1.61
	-1.98
	3825.7

	HLA A*0202
	1:40-48
	9
	TIVTITDPQ
	0.56
	0.09
	-3.59
	0.65
	-2.94
	3918.3

	HLA B*1503
	1:89-97
	9
	VRKVDVFVK
	1.01
	0.30
	-3.60
	1.31
	-2.29
	3964.3

	HLA A*0203
	1:32-40
	9
	HIKSTFNNT
	0.75
	-0.22
	-3.60
	0.52
	-3.07
	3971.2

	HLA B*1503
	1:105-113
	9
	TAIRSLQAA
	1.19
	-0.26
	-3.60
	0.93
	-2.68
	3999.5

	HLA A*3001
	1:21-29
	9
	REKKNVPHG
	1.04
	-0.50
	-3.61
	0.54
	-3.07
	4033.0

	HLA B*4002
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-3.61
	1.03
	-2.58
	4050.0

	HLA B*2705
	1:16-24
	9
	QKTRRREKK
	0.93
	0.20
	-3.62
	1.13
	-2.49
	4137.7

	HLA B*1517
	1:17-25
	9
	KTRRREKKN
	1.00
	-0.53
	-3.62
	0.47
	-3.15
	4179.1

	HLA B*1503
	1:15-23
	9
	GQKTRRREK
	0.94
	0.20
	-3.62
	1.14
	-2.49
	4195.2

	HLA A*0211
	1:44-52
	9
	ITDPQGNVI
	1.45
	0.16
	-3.62
	1.61
	-2.02
	4203.8

	HLA A*0211
	1:36-44
	9
	TFNNTIVTI
	1.51
	0.28
	-3.62
	1.79
	-1.84
	4216.4

	HLA B*1503
	1:84-92
	9
	AQDHGVRKV
	0.99
	0.20
	-3.63
	1.18
	-2.44
	4219.3

	HLA B*1503
	1:24-32
	9
	KNVPHGAAH
	0.70
	-0.17
	-3.63
	0.53
	-3.10
	4244.4

	HLA B*5701
	1:29-37
	9
	GAAHIKSTF
	1.43
	1.04
	-3.63
	2.47
	-1.16
	4261.5

	HLA B*3501
	1:1-9
	9
	MPPAKKGPA
	0.58
	-0.36
	-3.63
	0.22
	-3.41
	4263.6

	HLA A*3101
	1:12-20
	9
	ARKGQKTRR
	1.07
	0.82
	-3.63
	1.89
	-1.74
	4267.8

	HLA B*3501
	1:63-71
	9
	KGSRKSTPF
	1.06
	0.98
	-3.63
	2.05
	-1.58
	4281.0

	HLA B*5301
	1:29-37
	9
	GAAHIKSTF
	1.43
	1.04
	-3.64
	2.47
	-1.16
	4320.9

	HLA B*1503
	1:81-89
	9
	ARKAQDHGV
	0.93
	0.35
	-3.64
	1.28
	-2.35
	4324.5

	HLA A*0202
	1:111-119
	9
	QAAGLEVGA
	1.04
	-0.17
	-3.64
	0.87
	-2.77
	4339.9

	HLA B*1501
	1:21-29
	9
	REKKNVPHG
	1.04
	-0.50
	-3.64
	0.54
	-3.10
	4344.1

	HLA B*5401
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-3.64
	1.20
	-2.44
	4345.1

	HLA B*1801
	1:54-62
	9
	WASSGHVGF
	1.37
	1.18
	-3.64
	2.55
	-1.09
	4345.7

	HLA B*1503
	1:102-110
	9
	GRETAIRSL
	1.53
	0.39
	-3.64
	1.92
	-1.72
	4347.2

	HLA A*0211
	1:47-55
	9
	PQGNVIAWA
	1.02
	-0.54
	-3.64
	0.49
	-3.15
	4353.4

	HLA A*0203
	1:115-123
	9
	LEVGAISDV
	0.68
	0.10
	-3.64
	0.78
	-2.86
	4387.2

	HLA A*6901
	1:105-113
	9
	TAIRSLQAA
	1.19
	-0.26
	-3.64
	0.93
	-2.72
	4413.0

	HLA A*2602
	1:43-51
	9
	TITDPQGNV
	0.92
	0.19
	-3.65
	1.11
	-2.54
	4436.8

	HLA A*3002
	1:34-42
	9
	KSTFNNTIV
	1.11
	0.19
	-3.65
	1.30
	-2.35
	4448.9

	HLA A*6901
	1:35-43
	9
	STFNNTIVT
	1.08
	-0.20
	-3.65
	0.88
	-2.77
	4459.1

	HLA B*1517
	1:64-72
	9
	GSRKSTPFA
	1.31
	-0.23
	-3.65
	1.08
	-2.57
	4463.7

	HLA A*1101
	1:15-23
	9
	GQKTRRREK
	0.94
	0.20
	-3.65
	1.14
	-2.52
	4483.0

	HLA B*1503
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-3.65
	1.31
	-2.34
	4499.9

	HLA B*1501
	1:50-58
	9
	NVIAWASSG
	0.77
	-0.51
	-3.66
	0.26
	-3.40
	4555.3

	HLA B*2705
	1:15-23
	9
	GQKTRRREK
	0.94
	0.20
	-3.66
	1.14
	-2.53
	4594.6

	HLA A*3201
	1:33-41
	9
	IKSTFNNTI
	1.37
	0.25
	-3.66
	1.62
	-2.04
	4601.1

	HLA A*0202
	1:37-45
	9
	FNNTIVTIT
	0.84
	-0.45
	-3.66
	0.39
	-3.27
	4605.9

	HLA A*6901
	1:50-58
	9
	NVIAWASSG
	0.77
	-0.51
	-3.67
	0.26
	-3.41
	4642.9

	HLA A*0203
	1:68-76
	9
	STPFAAQLA
	1.22
	-0.18
	-3.67
	1.04
	-2.63
	4688.9

	HLA A*3001
	1:36-44
	9
	TFNNTIVTI
	1.51
	0.28
	-3.67
	1.79
	-1.89
	4731.4

	HLA A*6801
	1:104-112
	9
	ETAIRSLQA
	1.37
	-0.26
	-3.68
	1.10
	-2.58
	4772.0

	HLA B*1509
	1:127-135
	9
	PHNGVRPPK
	0.51
	-0.07
	-3.68
	0.45
	-3.23
	4793.3

	HLA B*2705
	1:19-27
	9
	RRREKKNVP
	0.79
	0.26
	-3.68
	1.05
	-2.63
	4794.7

	HLA A*0203
	1:123-131
	9
	VTPQPHNGV
	1.00
	0.09
	-3.69
	1.08
	-2.60
	4844.5

	HLA A*6802
	1:1-9
	9
	MPPAKKGPA
	0.58
	-0.36
	-3.69
	0.22
	-3.47
	4848.5

	HLA B*4403
	1:103-111
	9
	RETAIRSLQ
	0.92
	-0.03
	-3.69
	0.89
	-2.80
	4853.0

	HLA A*0202
	1:33-41
	9
	IKSTFNNTI
	1.37
	0.25
	-3.69
	1.62
	-2.07
	4856.9

	HLA B*4601
	1:71-79
	9
	FAAQLAAEN
	0.97
	-0.64
	-3.69
	0.32
	-3.36
	4862.6

	HLA A*3301
	1:130-138
	9
	GVRPPKRRR
	1.08
	0.71
	-3.69
	1.79
	-1.90
	4886.4

	HLA A*6802
	1:69-77
	9
	TPFAAQLAA
	1.13
	-0.30
	-3.69
	0.83
	-2.86
	4907.4

	HLA B*1509
	1:86-94
	9
	DHGVRKVDV
	0.82
	-0.09
	-3.69
	0.73
	-2.97
	4926.1

	HLA A*2602
	1:105-113
	9
	TAIRSLQAA
	1.19
	-0.26
	-3.69
	0.93
	-2.77
	4934.0

	HLA B*1503
	1:120-128
	9
	ISDVTPQPH
	0.74
	-0.21
	-3.70
	0.52
	-3.18
	4988.5

	HLA B*1517
	1:87-95
	9
	HGVRKVDVF
	1.32
	0.92
	-3.70
	2.24
	-1.46
	5007.2

	HLA A*3001
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-3.70
	1.20
	-2.51
	5026.7

	HLA B*5801
	1:44-52
	9
	ITDPQGNVI
	1.45
	0.16
	-3.70
	1.61
	-2.10
	5057.7

	HLA B*7301
	1:18-26
	9
	TRRREKKNV
	1.18
	0.28
	-3.71
	1.46
	-2.25
	5078.4

	HLA A*3001
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-3.71
	1.03
	-2.68
	5129.9

	HLA A*0206
	1:44-52
	9
	ITDPQGNVI
	1.45
	0.16
	-3.71
	1.61
	-2.10
	5132.0

	HLA A*0212
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-3.72
	1.20
	-2.53
	5263.9

	HLA A*0203
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-3.72
	1.03
	-2.70
	5300.6

	HLA A*0202
	1:36-44
	9
	TFNNTIVTI
	1.51
	0.28
	-3.73
	1.79
	-1.94
	5323.5

	HLA A*0212
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-3.73
	1.03
	-2.70
	5326.3

	HLA A*6802
	1:34-42
	9
	KSTFNNTIV
	1.11
	0.19
	-3.73
	1.30
	-2.43
	5376.6

	HLA A*0202
	1:119-127
	9
	AISDVTPQP
	0.85
	0.15
	-3.73
	0.99
	-2.74
	5378.3

	HLA A*3001
	1:109-117
	9
	SLQAAGLEV
	1.10
	0.21
	-3.73
	1.31
	-2.43
	5419.1

	HLA B*7301
	1:19-27
	9
	RRREKKNVP
	0.79
	0.26
	-3.74
	1.05
	-2.69
	5470.5

	HLA A*0206
	1:34-42
	9
	KSTFNNTIV
	1.11
	0.19
	-3.74
	1.30
	-2.44
	5487.3

	HLA B*1503
	1:115-123
	9
	LEVGAISDV
	0.68
	0.10
	-3.74
	0.78
	-2.96
	5506.8

	HLA B*1503
	1:36-44
	9
	TFNNTIVTI
	1.51
	0.28
	-3.74
	1.79
	-1.95
	5513.0

	HLA B*4801
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-3.74
	1.03
	-2.71
	5515.6

	HLA A*3001
	1:105-113
	9
	TAIRSLQAA
	1.19
	-0.26
	-3.74
	0.93
	-2.82
	5526.9

	HLA B*4501
	1:4-12
	9
	AKKGPATSA
	1.15
	-0.21
	-3.74
	0.94
	-2.80
	5533.2

	HLA A*6901
	1:68-76
	9
	STPFAAQLA
	1.22
	-0.18
	-3.75
	1.04
	-2.71
	5572.6

	HLA A*0301
	1:74-82
	9
	QLAAENAAR
	0.98
	0.73
	-3.75
	1.71
	-2.04
	5684.0

	HLA A*3002
	1:52-60
	9
	IAWASSGHV
	0.93
	0.26
	-3.76
	1.20
	-2.56
	5695.3

	HLA A*6801
	1:124-132
	9
	TPQPHNGVR
	0.95
	0.51
	-3.76
	1.46
	-2.29
	5696.2

	HLA B*4501
	1:103-111
	9
	RETAIRSLQ
	0.92
	-0.03
	-3.76
	0.89
	-2.87
	5716.5

	HLA A*3001
	1:23-31
	9
	KKNVPHGAA
	1.05
	-0.28
	-3.76
	0.77
	-2.98
	5717.5

	HLA A*1101
	1:35-43
	9
	STFNNTIVT
	1.08
	-0.20
	-3.76
	0.88
	-2.88
	5759.2

	HLA A*0206
	1:47-55
	9
	PQGNVIAWA
	1.02
	-0.54
	-3.76
	0.49
	-3.28
	5776.6

	HLA B*1501
	1:24-32
	9
	KNVPHGAAH
	0.70
	-0.17
	-3.77
	0.53
	-3.24
	5884.1

	HLA B*5301
	1:54-62
	9
	WASSGHVGF
	1.37
	1.18
	-3.77
	2.55
	-1.23
	5948.0

	HLA A*3101
	1:67-75
	9
	KSTPFAAQL
	1.68
	0.52
	-3.78
	2.20
	-1.57
	5976.3

	HLA A*0202
	1:34-42
	9
	KSTFNNTIV
	1.11
	0.19
	-3.78
	1.30
	-2.48
	6018.5

	HLA A*0212
	1:43-51
	9
	TITDPQGNV
	0.92
	0.19
	-3.78
	1.11
	-2.67
	6027.4

	HLA B*4601
	1:29-37
	9
	GAAHIKSTF
	1.43
	1.04
	-3.78
	2.47
	-1.31
	6049.7

	HLA A*3002
	1:29-37
	9
	GAAHIKSTF
	1.43
	1.04
	-3.78
	2.47
	-1.31
	6055.3

	HLA A*3001
	1:61-69
	9
	GFKGSRKST
	0.97
	-0.29
	-3.78
	0.68
	-3.10
	6060.1

	HLA A*0206
	1:35-43
	9
	STFNNTIVT
	1.08
	-0.20
	-3.78
	0.88
	-2.91
	6060.8

	HLA A*1101
	1:100-108
	9
	GSGRETAIR
	1.10
	0.45
	-3.78
	1.55
	-2.24
	6064.7

	HLA A*0219
	1:43-51
	9
	TITDPQGNV
	0.92
	0.19
	-3.78
	1.11
	-2.67
	6067.6

	HLA B*7301
	1:131-139
	9
	VRPPKRRRV
	1.11
	0.23
	-3.78
	1.34
	-2.44
	6071.0

	HLA A*0201
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-3.79
	1.03
	-2.76
	6109.0

	HLA B*4501
	1:21-29
	9
	REKKNVPHG
	1.04
	-0.50
	-3.79
	0.54
	-3.25
	6120.9

	HLA B*2705
	1:18-26
	9
	TRRREKKNV
	1.18
	0.28
	-3.79
	1.46
	-2.33
	6157.6

	HLA B*1517
	1:35-43
	9
	STFNNTIVT
	1.08
	-0.20
	-3.79
	0.88
	-2.91
	6168.0

	HLA B*5401
	1:126-134
	9
	QPHNGVRPP
	0.20
	-0.13
	-3.79
	0.07
	-3.73
	6182.9

	HLA B*5401
	1:71-79
	9
	FAAQLAAEN
	0.97
	-0.64
	-3.79
	0.32
	-3.47
	6205.3

	HLA B*1801
	1:77-85
	9
	AENAARKAQ
	1.05
	-0.02
	-3.79
	1.03
	-2.76
	6217.7

	HLA B*5701
	1:63-71
	9
	KGSRKSTPF
	1.06
	0.98
	-3.79
	2.05
	-1.75
	6218.4

	HLA A*0250
	1:84-92
	9
	AQDHGVRKV
	0.99
	0.20
	-3.80
	1.18
	-2.61
	6279.2

	HLA A*0202
	1:110-118
	9
	LQAAGLEVG
	1.22
	-0.54
	-3.80
	0.68
	-3.12
	6281.7

	HLA B*4801
	1:66-74
	9
	RKSTPFAAQ
	0.79
	0.10
	-3.80
	0.89
	-2.91
	6296.7

	HLA A*0203
	1:47-55
	9
	PQGNVIAWA
	1.02
	-0.54
	-3.80
	0.49
	-3.31
	6311.8

	HLA A*1101
	1:6-14
	9
	KGPATSARK
	0.79
	0.17
	-3.80
	0.96
	-2.84
	6329.8

	HLA B*2705
	1:82-90
	9
	RKAQDHGVR
	1.02
	0.85
	-3.80
	1.87
	-1.93
	6350.1

	HLA A*0211
	1:73-81
	9
	AQLAAENAA
	1.09
	-0.06
	-3.81
	1.03
	-2.78
	6465.2


