	MHC Class-II Binding Peptide Prediction Results






	HELP
	HOME
	MHC & Prediction Algorithm


INPUT & PARAMETER INFORMATION

	Antigen Name
	test

	Scanned on
	Thu Apr 15 15:25:52 2010

	Length of input sequence
	422 amino acids

	Number of nanomers from input sequence
	414

	Number of nanomers with obligatory P1 anchor residue
	182

	Threshold setting
	3

	Number of alleles in query
	51

	Number of top scorers to be displayed
	42


	ALLELE: DRB1_0101
	Threshold for 3 % with score: 0.14
	Highest Score achievable by any peptide: 6


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	WRWLFGLSI
	166
	3.8000
	63.33

	2
	LRLLYGIGM
	105
	3.4800
	58.00

	3
	IVFCAALGL
	291
	2.7000
	45.00

	4
	FGYLLASVA
	146
	2.0000
	33.33

	5
	YTIVFCAAL
	289
	1.9500
	32.50

	6
	FVYLVLLMT
	220
	1.9000
	31.67

	7
	IVPLFAYSR
	301
	1.8000
	30.00

	8
	IVVIYNIGA
	263
	1.6000
	26.67

	9
	VLLVVAVLT
	387
	1.4500
	24.17

	10
	YLLASVAAL
	148
	1.4000
	23.33

	11
	WGVIPAHLT
	329
	1.4000
	23.33

	12
	MRPVGALLF
	58
	1.3500
	22.50

	13
	VIYNIGAII
	265
	1.3400
	22.33

	14
	LVVLVYADI
	29
	1.2000
	20.00

	15
	WGLGAALSM
	117
	1.1800
	19.67

	16
	FYSVIGFLC
	85
	1.0500
	17.50

	17
	LVILRLLYG
	102
	1.0000
	16.67

	18
	YPFALAATI
	376
	1.0000
	16.67

	19
	LVVMNWLGL
	156
	0.8000
	13.33

	20
	VRRFVYLVL
	217
	0.7800
	13.00

	21
	LSIIPALIS
	172
	0.7000
	11.67

	22
	VLLMTAFNW
	224
	0.7000
	11.67

	23
	IYNIGAIIG
	266
	0.7000
	11.67

	24
	FCAALGLPI
	293
	0.7000
	11.67

	25
	MLCLGSFLM
	313
	0.6800
	11.33

	26
	FLCAFAPNF
	91
	0.6700
	11.17

	27
	VFVQGAWGV
	323
	0.6200
	10.33

	28
	LVLLMTAFN
	223
	0.6000
	10.00

	29
	LSSLTARWI
	255
	0.5900
	9.83

	30
	YFLVVLVYA
	27
	0.4500
	7.50

	31
	IGFLCAFAP
	89
	0.4000
	6.67

	32
	LVVAVLTAI
	389
	0.3900
	6.50

	33
	VIGFLCAFA
	88
	0.3800
	6.33

	34
	FTVLVILRL
	99
	0.3000
	5.00

	35
	FLMQVFVQG
	319
	0.3000
	5.00

	36
	WLGLSWRWL
	161
	0.2900
	4.83

	37
	YLVLLMTAF
	222
	0.2900
	4.83

	38
	VTYQLGNLL
	351
	0.2000
	3.33

	39
	FAPNFTVLV
	95
	0.1400
	2.33

	40
	VVLVYADIA
	30
	0.0500
	0.83

	41
	IVPVLLVVA
	384
	0.0500
	0.83


	ALLELE: DRB1_0102
	Threshold for 3 % with score: 0.7
	Highest Score achievable by any peptide: 6


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LRLLYGIGM
	105
	4.4800
	74.67

	2
	IVFCAALGL
	291
	3.7000
	61.67

	3
	WRWLFGLSI
	166
	2.8000
	46.67

	4
	IVPLFAYSR
	301
	2.8000
	46.67

	5
	IVVIYNIGA
	263
	2.6000
	43.33

	6
	VLLVVAVLT
	387
	2.4500
	40.83

	7
	MRPVGALLF
	58
	2.3500
	39.17

	8
	VIYNIGAII
	265
	2.3400
	39.00

	9
	LVVLVYADI
	29
	2.2000
	36.67

	10
	LVILRLLYG
	102
	2.0000
	33.33

	11
	FGYLLASVA
	146
	2.0000
	33.33

	12
	FVYLVLLMT
	220
	1.9000
	31.67

	13
	LVVMNWLGL
	156
	1.8000
	30.00

	14
	VRRFVYLVL
	217
	1.7800
	29.67

	15
	LSIIPALIS
	172
	1.7000
	28.33

	16
	VLLMTAFNW
	224
	1.7000
	28.33

	17
	IYNIGAIIG
	266
	1.7000
	28.33

	18
	MLCLGSFLM
	313
	1.6800
	28.00

	19
	VFVQGAWGV
	323
	1.6200
	27.00

	20
	LVLLMTAFN
	223
	1.6000
	26.67

	21
	LSSLTARWI
	255
	1.5900
	26.50

	22
	IGFLCAFAP
	89
	1.4000
	23.33

	23
	LVVAVLTAI
	389
	1.3900
	23.17

	24
	VIGFLCAFA
	88
	1.3800
	23.00

	25
	VTYQLGNLL
	351
	1.2000
	20.00

	26
	VVLVYADIA
	30
	1.0500
	17.50

	27
	FYSVIGFLC
	85
	1.0500
	17.50

	28
	IVPVLLVVA
	384
	1.0500
	17.50

	29
	VAFLTTATL
	48
	1.0000
	16.67

	30
	YTIVFCAAL
	289
	0.9500
	15.83

	31
	LLAAFNLPI
	358
	0.9000
	15.00

	32
	IRGVYPGVT
	344
	0.8500
	14.17

	33
	VLGNPAIVR
	210
	0.8400
	14.00

	34
	LVYADIATT
	32
	0.8000
	13.33

	35
	IPALISLII
	175
	0.8000
	13.33

	36
	VPVLLVVAV
	385
	0.8000
	13.33

	37
	LASVAALVV
	150
	0.7500
	12.50

	38
	IIGGLAFGT
	272
	0.7000
	11.67

	39
	FCAALGLPI
	293
	0.7000
	11.67

	40
	VQGAWGVIP
	325
	0.7000
	11.67

	41
	LGNLLAAFN
	355
	0.7000
	11.67

	42
	FLCAFAPNF
	91
	0.6700
	11.17


	ALLELE: DRB1_0301
	Threshold for 3 % with score: 2.96
	Highest Score achievable by any peptide: 9.5


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LMVDVSFYS
	79
	5.4000
	56.84

	2
	VVMNWLGLS
	157
	5.1000
	53.68

	3
	LVILRLLYG
	102
	4.4000
	46.32

	4
	LTGDQRNAF
	5
	4.3100
	45.37

	5
	IGKDATGIR
	397
	4.2000
	44.21

	6
	IRFGTTETA
	404
	4.1000
	43.16

	7
	VYADIATTF
	33
	4.0000
	42.11

	8
	LWADRVGRR
	68
	4.0000
	42.11

	9
	LRLLYGIGM
	105
	4.0000
	42.11

	10
	VVIYNIGAI
	264
	4.0000
	42.11

	11
	MRPVGALLF
	58
	3.6000
	37.89

	12
	VLVILRLLY
	101
	3.5000
	36.84

	13
	LGLSWRWLF
	162
	3.5000
	36.84

	14
	LVLLMTAFN
	223
	3.3000
	34.74

	15
	YNIGAIIGG
	267
	3.3000
	34.74

	16
	LGLPIVPLF
	297
	3.3000
	34.74

	17
	LVVAVLTAI
	389
	3.3000
	34.74

	18
	VVAVLTAIG
	390
	3.3000
	34.74

	19
	IVRRFVYLV
	216
	3.2500
	34.21

	20
	VYLVLLMTA
	221
	3.2000
	33.68

	21
	LVYADIATT
	32
	3.1000
	32.63

	22
	LLYGIGMGG
	107
	3.1000
	32.63

	23
	IVFCAALGL
	291
	3.0600
	32.21

	24
	LSIIPALIS
	172
	3.0000
	31.58

	25
	IVVIYNIGA
	263
	2.9000
	30.53

	26
	LLVVAVLTA
	388
	2.9000
	30.53

	27
	IVPLFAYSR
	301
	2.8500
	30.00

	28
	IRYRVKESE
	183
	2.8000
	29.47

	29
	IVPVLLVVA
	384
	2.8000
	29.47

	30
	IIPALISLI
	174
	2.7700
	29.16

	31
	IYNIGAIIG
	266
	2.7000
	28.42

	32
	MRLTKTRIR
	200
	2.6000
	27.37

	33
	VIPAHLTEM
	331
	2.6000
	27.37

	34
	FGLSIIPAL
	170
	2.5600
	26.95

	35
	VVLVYADIA
	30
	2.5000
	26.32

	36
	LIIRYRVKE
	181
	2.5000
	26.32

	37
	MLCLGSFLM
	313
	2.5000
	26.32

	38
	IRGVYPGVT
	344
	2.5000
	26.32

	39
	ISLIIRYRV
	179
	2.4500
	25.79

	40
	VYPGVTYQL
	347
	2.4100
	25.37

	41
	FAYSRTAAM
	305
	2.4000
	25.26

	42
	MSPDAIRGV
	339
	2.4000
	25.26


	ALLELE: DRB1_0305
	Threshold for 3 % with score: 1.7
	Highest Score achievable by any peptide: 9.1


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LMVDVSFYS
	79
	4.0000
	43.96

	2
	VVMNWLGLS
	157
	3.7000
	40.66

	3
	YQLGNLLAA
	353
	3.1000
	34.07

	4
	IRFGTTETA
	404
	3.1000
	34.07

	5
	YNIGAIIGG
	267
	2.9000
	31.87

	6
	FGLSIIPAL
	170
	2.6000
	28.57

	7
	YAFGYLLAS
	144
	2.4000
	26.37

	8
	YFLVVLVYA
	27
	2.2000
	24.18

	9
	YLLASVAAL
	148
	2.2000
	24.18

	10
	VYLVLLMTA
	221
	2.2000
	24.18

	11
	FVYLVLLMT
	220
	2.1000
	23.08

	12
	VVIYNIGAI
	264
	2.1000
	23.08

	13
	LVILRLLYG
	102
	2.0000
	21.98

	14
	IVVIYNIGA
	263
	1.9000
	20.88

	15
	FAYSRTAAM
	305
	1.9000
	20.88

	16
	LLVVAVLTA
	388
	1.9000
	20.88

	17
	WGLGAALSM
	117
	1.8000
	19.78

	18
	IVPVLLVVA
	384
	1.8000
	19.78

	19
	IGKDATGIR
	397
	1.7000
	18.68

	20
	LSIIPALIS
	172
	1.6000
	17.58

	21
	VVLVYADIA
	30
	1.5000
	16.48

	22
	LWADRVGRR
	68
	1.5000
	16.48

	23
	LRLLYGIGM
	105
	1.5000
	16.48

	24
	LVLLMTAFN
	223
	1.5000
	16.48

	25
	FLVRHRNRH
	413
	1.4900
	16.37

	26
	LTGDQRNAF
	5
	1.4100
	15.49

	27
	LVYADIATT
	32
	1.4000
	15.38

	28
	WRWLFGLSI
	166
	1.4000
	15.38

	29
	LVVAVLTAI
	389
	1.4000
	15.38

	30
	FGYLLASVA
	146
	1.3700
	15.05

	31
	WLFGLSIIP
	168
	1.3000
	14.29

	32
	FNWMSHGTQ
	230
	1.3000
	14.29

	33
	WMSHGTQDV
	232
	1.3000
	14.29

	34
	IVRRFVYLV
	216
	1.2500
	13.74

	35
	VLVILRLLY
	101
	1.2000
	13.19

	36
	LMQVFVQGA
	320
	1.2000
	13.19

	37
	VYADIATTF
	33
	1.1000
	12.09

	38
	LFGLSIIPA
	169
	1.1000
	12.09

	39
	IVFCAALGL
	291
	1.1000
	12.09

	40
	FVQGAWGVI
	324
	1.0000
	10.99

	41
	FLVVLVYAD
	28
	0.9500
	10.44

	42
	FMASFLGWT
	13
	0.9000
	9.89


	ALLELE: DRB1_0306
	Threshold for 3 % with score: 2.08
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IRFGTTETA
	404
	4.5000
	51.14

	2
	LMVDVSFYS
	79
	3.5000
	39.77

	3
	LVILRLLYG
	102
	3.5000
	39.77

	4
	LLVVAVLTA
	388
	3.4000
	38.64

	5
	VVMNWLGLS
	157
	3.3000
	37.50

	6
	LTGDQRNAF
	5
	3.1000
	35.23

	7
	LSIIPALIS
	172
	3.1000
	35.23

	8
	VYLVLLMTA
	221
	2.9000
	32.95

	9
	VVLVYADIA
	30
	2.8000
	31.82

	10
	VLVILRLLY
	101
	2.7000
	30.68

	11
	IVPVLLVVA
	384
	2.6800
	30.45

	12
	IVFCAALGL
	291
	2.6000
	29.55

	13
	YQLGNLLAA
	353
	2.6000
	29.55

	14
	IVVIYNIGA
	263
	2.5800
	29.32

	15
	LVLLMTAFN
	223
	2.5000
	28.41

	16
	LVYADIATT
	32
	2.4000
	27.27

	17
	IIRYRVKES
	182
	2.4000
	27.27

	18
	LVVAVLTAI
	389
	2.4000
	27.27

	19
	LMQVFVQGA
	320
	2.3000
	26.14

	20
	MRPVGALLF
	58
	2.2000
	25.00

	21
	LRLLYGIGM
	105
	2.1800
	24.77

	22
	VYADIATTF
	33
	2.1000
	23.86

	23
	YAFGYLLAS
	144
	1.9000
	21.59

	24
	VVAVLTAIG
	390
	1.9000
	21.59

	25
	IRYRVKESE
	183
	1.8000
	20.45

	26
	LFGLSIIPA
	169
	1.7800
	20.23

	27
	VVIYNIGAI
	264
	1.7000
	19.32

	28
	IIPALISLI
	174
	1.6000
	18.18

	29
	FVYLVLLMT
	220
	1.6000
	18.18

	30
	YNIGAIIGG
	267
	1.5800
	17.95

	31
	LLYGIGMGG
	107
	1.4000
	15.91

	32
	WGLGAALSM
	117
	1.3000
	14.77

	33
	LCLGSFLMQ
	314
	1.3000
	14.77

	34
	IGKDATGIR
	397
	1.3000
	14.77

	35
	YLLASVAAL
	148
	1.2000
	13.64

	36
	IPAHLTEMS
	332
	1.2000
	13.64

	37
	FLVRHRNRH
	413
	1.1800
	13.41

	38
	LWADRVGRR
	68
	1.1000
	12.50

	39
	IVRRFVYLV
	216
	1.1000
	12.50

	40
	VIYNIGAII
	265
	1.1000
	12.50

	41
	VIPAHLTEM
	331
	1.1000
	12.50

	42
	MSPDAIRGV
	339
	1.1000
	12.50


	ALLELE: DRB1_0307
	Threshold for 3 % with score: 2.08
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IRFGTTETA
	404
	4.5000
	51.14

	2
	LMVDVSFYS
	79
	3.5000
	39.77

	3
	LVILRLLYG
	102
	3.5000
	39.77

	4
	LLVVAVLTA
	388
	3.4000
	38.64

	5
	VVMNWLGLS
	157
	3.3000
	37.50

	6
	LTGDQRNAF
	5
	3.1000
	35.23

	7
	LSIIPALIS
	172
	3.1000
	35.23

	8
	VYLVLLMTA
	221
	2.9000
	32.95

	9
	VVLVYADIA
	30
	2.8000
	31.82

	10
	VLVILRLLY
	101
	2.7000
	30.68

	11
	IVPVLLVVA
	384
	2.6800
	30.45

	12
	IVFCAALGL
	291
	2.6000
	29.55

	13
	YQLGNLLAA
	353
	2.6000
	29.55

	14
	IVVIYNIGA
	263
	2.5800
	29.32

	15
	LVLLMTAFN
	223
	2.5000
	28.41

	16
	LVYADIATT
	32
	2.4000
	27.27

	17
	IIRYRVKES
	182
	2.4000
	27.27

	18
	LVVAVLTAI
	389
	2.4000
	27.27

	19
	LMQVFVQGA
	320
	2.3000
	26.14

	20
	MRPVGALLF
	58
	2.2000
	25.00

	21
	LRLLYGIGM
	105
	2.1800
	24.77

	22
	VYADIATTF
	33
	2.1000
	23.86

	23
	YAFGYLLAS
	144
	1.9000
	21.59

	24
	VVAVLTAIG
	390
	1.9000
	21.59

	25
	IRYRVKESE
	183
	1.8000
	20.45

	26
	LFGLSIIPA
	169
	1.7800
	20.23

	27
	VVIYNIGAI
	264
	1.7000
	19.32

	28
	IIPALISLI
	174
	1.6000
	18.18

	29
	FVYLVLLMT
	220
	1.6000
	18.18

	30
	YNIGAIIGG
	267
	1.5800
	17.95

	31
	LLYGIGMGG
	107
	1.4000
	15.91

	32
	WGLGAALSM
	117
	1.3000
	14.77

	33
	LCLGSFLMQ
	314
	1.3000
	14.77

	34
	IGKDATGIR
	397
	1.3000
	14.77

	35
	YLLASVAAL
	148
	1.2000
	13.64

	36
	IPAHLTEMS
	332
	1.2000
	13.64

	37
	FLVRHRNRH
	413
	1.1800
	13.41

	38
	LWADRVGRR
	68
	1.1000
	12.50

	39
	IVRRFVYLV
	216
	1.1000
	12.50

	40
	VIYNIGAII
	265
	1.1000
	12.50

	41
	VIPAHLTEM
	331
	1.1000
	12.50

	42
	MSPDAIRGV
	339
	1.1000
	12.50


	ALLELE: DRB1_0308
	Threshold for 3 % with score: 2.08
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IRFGTTETA
	404
	4.5000
	51.14

	2
	LMVDVSFYS
	79
	3.5000
	39.77

	3
	LVILRLLYG
	102
	3.5000
	39.77

	4
	LLVVAVLTA
	388
	3.4000
	38.64

	5
	VVMNWLGLS
	157
	3.3000
	37.50

	6
	LTGDQRNAF
	5
	3.1000
	35.23

	7
	LSIIPALIS
	172
	3.1000
	35.23

	8
	VYLVLLMTA
	221
	2.9000
	32.95

	9
	VVLVYADIA
	30
	2.8000
	31.82

	10
	VLVILRLLY
	101
	2.7000
	30.68

	11
	IVPVLLVVA
	384
	2.6800
	30.45

	12
	IVFCAALGL
	291
	2.6000
	29.55

	13
	YQLGNLLAA
	353
	2.6000
	29.55

	14
	IVVIYNIGA
	263
	2.5800
	29.32

	15
	LVLLMTAFN
	223
	2.5000
	28.41

	16
	LVYADIATT
	32
	2.4000
	27.27

	17
	IIRYRVKES
	182
	2.4000
	27.27

	18
	LVVAVLTAI
	389
	2.4000
	27.27

	19
	LMQVFVQGA
	320
	2.3000
	26.14

	20
	MRPVGALLF
	58
	2.2000
	25.00

	21
	LRLLYGIGM
	105
	2.1800
	24.77

	22
	VYADIATTF
	33
	2.1000
	23.86

	23
	YAFGYLLAS
	144
	1.9000
	21.59

	24
	VVAVLTAIG
	390
	1.9000
	21.59

	25
	IRYRVKESE
	183
	1.8000
	20.45

	26
	LFGLSIIPA
	169
	1.7800
	20.23

	27
	VVIYNIGAI
	264
	1.7000
	19.32

	28
	IIPALISLI
	174
	1.6000
	18.18

	29
	FVYLVLLMT
	220
	1.6000
	18.18

	30
	YNIGAIIGG
	267
	1.5800
	17.95

	31
	LLYGIGMGG
	107
	1.4000
	15.91

	32
	WGLGAALSM
	117
	1.3000
	14.77

	33
	LCLGSFLMQ
	314
	1.3000
	14.77

	34
	IGKDATGIR
	397
	1.3000
	14.77

	35
	YLLASVAAL
	148
	1.2000
	13.64

	36
	IPAHLTEMS
	332
	1.2000
	13.64

	37
	FLVRHRNRH
	413
	1.1800
	13.41

	38
	LWADRVGRR
	68
	1.1000
	12.50

	39
	IVRRFVYLV
	216
	1.1000
	12.50

	40
	VIYNIGAII
	265
	1.1000
	12.50

	41
	VIPAHLTEM
	331
	1.1000
	12.50

	42
	MSPDAIRGV
	339
	1.1000
	12.50


	ALLELE: DRB1_0309
	Threshold for 3 % with score: 2.4
	Highest Score achievable by any peptide: 9.5


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LMVDVSFYS
	79
	4.4000
	46.32

	2
	YNIGAIIGG
	267
	4.3000
	45.26

	3
	VVMNWLGLS
	157
	4.1000
	43.16

	4
	FGLSIIPAL
	170
	3.5600
	37.47

	5
	LVILRLLYG
	102
	3.4000
	35.79

	6
	FAYSRTAAM
	305
	3.4000
	35.79

	7
	LTGDQRNAF
	5
	3.3100
	34.84

	8
	WGLGAALSM
	117
	3.3000
	34.74

	9
	IGKDATGIR
	397
	3.2000
	33.68

	10
	YLLASVAAL
	148
	3.1600
	33.26

	11
	YQLGNLLAA
	353
	3.1000
	32.63

	12
	IRFGTTETA
	404
	3.1000
	32.63

	13
	VYADIATTF
	33
	3.0000
	31.58

	14
	LWADRVGRR
	68
	3.0000
	31.58

	15
	LRLLYGIGM
	105
	3.0000
	31.58

	16
	VVIYNIGAI
	264
	3.0000
	31.58

	17
	YAFGYLLAS
	144
	2.8000
	29.47

	18
	FVYLVLLMT
	220
	2.8000
	29.47

	19
	WTMDAFDYF
	20
	2.6000
	27.37

	20
	MRPVGALLF
	58
	2.6000
	27.37

	21
	FLCAFAPNF
	91
	2.6000
	27.37

	22
	VLVILRLLY
	101
	2.5000
	26.32

	23
	LGLSWRWLF
	162
	2.5000
	26.32

	24
	WRWLFGLSI
	166
	2.3000
	24.21

	25
	WLFGLSIIP
	168
	2.3000
	24.21

	26
	LVLLMTAFN
	223
	2.3000
	24.21

	27
	WMSHGTQDV
	232
	2.3000
	24.21

	28
	LGLPIVPLF
	297
	2.3000
	24.21

	29
	LVVAVLTAI
	389
	2.3000
	24.21

	30
	VVAVLTAIG
	390
	2.3000
	24.21

	31
	IVRRFVYLV
	216
	2.2500
	23.68

	32
	YFLVVLVYA
	27
	2.2000
	23.16

	33
	VYLVLLMTA
	221
	2.2000
	23.16

	34
	LVYADIATT
	32
	2.1000
	22.11

	35
	FLTTATLAM
	50
	2.1000
	22.11

	36
	LLYGIGMGG
	107
	2.1000
	22.11

	37
	IVFCAALGL
	291
	2.0600
	21.68

	38
	FLVVLVYAD
	28
	2.0500
	21.58

	39
	LSIIPALIS
	172
	2.0000
	21.05

	40
	IVVIYNIGA
	263
	1.9000
	20.00

	41
	FVQGAWGVI
	324
	1.9000
	20.00

	42
	FALAATIVP
	378
	1.9000
	20.00


	ALLELE: DRB1_0311
	Threshold for 3 % with score: 2.08
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IRFGTTETA
	404
	4.5000
	51.14

	2
	LMVDVSFYS
	79
	3.5000
	39.77

	3
	LVILRLLYG
	102
	3.5000
	39.77

	4
	LLVVAVLTA
	388
	3.4000
	38.64

	5
	VVMNWLGLS
	157
	3.3000
	37.50

	6
	LTGDQRNAF
	5
	3.1000
	35.23

	7
	LSIIPALIS
	172
	3.1000
	35.23

	8
	VYLVLLMTA
	221
	2.9000
	32.95

	9
	VVLVYADIA
	30
	2.8000
	31.82

	10
	VLVILRLLY
	101
	2.7000
	30.68

	11
	IVPVLLVVA
	384
	2.6800
	30.45

	12
	IVFCAALGL
	291
	2.6000
	29.55

	13
	YQLGNLLAA
	353
	2.6000
	29.55

	14
	IVVIYNIGA
	263
	2.5800
	29.32

	15
	LVLLMTAFN
	223
	2.5000
	28.41

	16
	LVYADIATT
	32
	2.4000
	27.27

	17
	IIRYRVKES
	182
	2.4000
	27.27

	18
	LVVAVLTAI
	389
	2.4000
	27.27

	19
	LMQVFVQGA
	320
	2.3000
	26.14

	20
	MRPVGALLF
	58
	2.2000
	25.00

	21
	LRLLYGIGM
	105
	2.1800
	24.77

	22
	VYADIATTF
	33
	2.1000
	23.86

	23
	YAFGYLLAS
	144
	1.9000
	21.59

	24
	VVAVLTAIG
	390
	1.9000
	21.59

	25
	IRYRVKESE
	183
	1.8000
	20.45

	26
	LFGLSIIPA
	169
	1.7800
	20.23

	27
	VVIYNIGAI
	264
	1.7000
	19.32

	28
	IIPALISLI
	174
	1.6000
	18.18

	29
	FVYLVLLMT
	220
	1.6000
	18.18

	30
	YNIGAIIGG
	267
	1.5800
	17.95

	31
	LLYGIGMGG
	107
	1.4000
	15.91

	32
	WGLGAALSM
	117
	1.3000
	14.77

	33
	LCLGSFLMQ
	314
	1.3000
	14.77

	34
	IGKDATGIR
	397
	1.3000
	14.77

	35
	YLLASVAAL
	148
	1.2000
	13.64

	36
	IPAHLTEMS
	332
	1.2000
	13.64

	37
	FLVRHRNRH
	413
	1.1800
	13.41

	38
	LWADRVGRR
	68
	1.1000
	12.50

	39
	IVRRFVYLV
	216
	1.1000
	12.50

	40
	VIYNIGAII
	265
	1.1000
	12.50

	41
	VIPAHLTEM
	331
	1.1000
	12.50

	42
	MSPDAIRGV
	339
	1.1000
	12.50


	ALLELE: DRB1_0401
	Threshold for 3 % with score: 1.48
	Highest Score achievable by any peptide: 8.6


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	FLTTATLAM
	50
	3.9000
	45.35

	2
	IVVIYNIGA
	263
	3.7800
	43.95

	3
	WMSHGTQDV
	232
	3.6000
	41.86

	4
	LVLLMTAFN
	223
	3.4000
	39.53

	5
	FHHTKTDVA
	41
	3.3000
	38.37

	6
	FAYSRTAAM
	305
	3.1000
	36.05

	7
	LMVDVSFYS
	79
	2.7000
	31.40

	8
	MRLTKTRIR
	200
	2.6000
	30.23

	9
	IRFGTTETA
	404
	2.5000
	29.07

	10
	FAPNFTVLV
	95
	2.4800
	28.84

	11
	LSIIPALIS
	172
	2.4000
	27.91

	12
	IPAHLTEMS
	332
	2.4000
	27.91

	13
	FVYLVLLMT
	220
	2.1000
	24.42

	14
	FGTTETAFL
	406
	2.1000
	24.42

	15
	LVILRLLYG
	102
	2.0000
	23.26

	16
	FGYLLASVA
	146
	1.9000
	22.09

	17
	YLLASVAAL
	148
	1.9000
	22.09

	18
	WRWLFGLSI
	166
	1.9000
	22.09

	19
	YSRTAAMLC
	307
	1.9000
	22.09

	20
	VVMNWLGLS
	157
	1.7000
	19.77

	21
	LLAAFNLPI
	358
	1.7000
	19.77

	22
	FALAATIVP
	378
	1.6800
	19.53

	23
	FLTATTDHG
	244
	1.6000
	18.60

	24
	IVFCAALGL
	291
	1.6000
	18.60

	25
	VAFLTTATL
	48
	1.5000
	17.44

	26
	YADIATTFH
	34
	1.3800
	16.05

	27
	LVVMNWLGL
	156
	1.2000
	13.95

	28
	YRVKESEVW
	185
	1.2000
	13.95

	29
	LLMTAFNWM
	225
	1.2000
	13.95

	30
	LLVVAVLTA
	388
	1.2000
	13.95

	31
	LRLLYGIGM
	105
	1.1800
	13.72

	32
	FLMQVFVQG
	319
	1.1800
	13.72

	33
	VVAVLTAIG
	390
	1.1000
	12.79

	34
	LGAALSMEK
	119
	1.0000
	11.63

	35
	VVLVYADIA
	30
	0.9000
	10.47

	36
	FTVLVILRL
	99
	0.9000
	10.47

	37
	LFGLSIIPA
	169
	0.7800
	9.07

	38
	IPALISLII
	175
	0.7000
	8.14

	39
	LMTAFNWMS
	226
	0.7000
	8.14

	40
	LVVLVYADI
	29
	0.6000
	6.98

	41
	LVYADIATT
	32
	0.6000
	6.98

	42
	YSVIGFLCA
	86
	0.6000
	6.98


	ALLELE: DRB1_0402
	Threshold for 3 % with score: 1.8
	Highest Score achievable by any peptide: 9.6


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	MRLTKTRIR
	200
	5.3000
	55.21

	2
	IVRRFVYLV
	216
	4.9000
	51.04

	3
	LMTAFNWMS
	226
	4.5000
	46.88

	4
	IVVIYNIGA
	263
	4.4800
	46.67

	5
	WMSHGTQDV
	232
	3.8000
	39.58

	6
	IIRYRVKES
	182
	3.0000
	31.25

	7
	LVLLMTAFN
	223
	3.0000
	31.25

	8
	LLAAFNLPI
	358
	3.0000
	31.25

	9
	IRFGTTETA
	404
	3.0000
	31.25

	10
	LSIIPALIS
	172
	2.9800
	31.04

	11
	IVFCAALGL
	291
	2.9000
	30.21

	12
	LLVVAVLTA
	388
	2.7000
	28.13

	13
	VILRLLYGI
	103
	2.6000
	27.08

	14
	VGRRVPLMV
	73
	2.5000
	26.04

	15
	LSQRFSRRY
	281
	2.4000
	25.00

	16
	LMQVFVQGA
	320
	2.4000
	25.00

	17
	VYPGVTYQL
	347
	2.3000
	23.96

	18
	VVAVLTAIG
	390
	2.3000
	23.96

	19
	LVVMNWLGL
	156
	2.2000
	22.92

	20
	VLLMTAFNW
	224
	2.1000
	21.88

	21
	IPAHLTEMS
	332
	2.1000
	21.88

	22
	FLTTATLAM
	50
	2.0000
	20.83

	23
	LGAALSMEK
	119
	2.0000
	20.83

	24
	LVILRLLYG
	102
	1.9000
	19.79

	25
	MRPVGALLF
	58
	1.8000
	18.75

	26
	FSRRYTIVF
	285
	1.8000
	18.75

	27
	FGLWADRVG
	66
	1.7000
	17.71

	28
	VMNWLGLSW
	158
	1.7000
	17.71

	29
	VRRFVYLVL
	217
	1.7000
	17.71

	30
	IVPLFAYSR
	301
	1.7000
	17.71

	31
	LVYADIATT
	32
	1.6000
	16.67

	32
	VIGFLCAFA
	88
	1.6000
	16.67

	33
	VFVQGAWGV
	323
	1.6000
	16.67

	34
	LMVDVSFYS
	79
	1.5000
	15.62

	35
	MLCLGSFLM
	313
	1.5000
	15.62

	36
	LISLIIRYR
	178
	1.3000
	13.54

	37
	LVVAVLTAI
	389
	1.3000
	13.54

	38
	LRLLYGIGM
	105
	1.2000
	12.50

	39
	VKESEVWEA
	187
	1.2000
	12.50

	40
	VAFLTTATL
	48
	1.1000
	11.46

	41
	FALAATIVP
	378
	1.1000
	11.46

	42
	LLMTAFNWM
	225
	1.0000
	10.42


	ALLELE: DRB1_0404
	Threshold for 3 % with score: 1.8
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IVVIYNIGA
	263
	5.0800
	57.73

	2
	LVLLMTAFN
	223
	4.6000
	52.27

	3
	VVAVLTAIG
	390
	3.5000
	39.77

	4
	LSIIPALIS
	172
	3.3000
	37.50

	5
	LLVVAVLTA
	388
	3.2000
	36.36

	6
	LVILRLLYG
	102
	2.8000
	31.82

	7
	VLLMTAFNW
	224
	2.7500
	31.25

	8
	VAFLTTATL
	48
	2.7000
	30.68

	9
	LVVMNWLGL
	156
	2.7000
	30.68

	10
	MLCLGSFLM
	313
	2.5500
	28.98

	11
	VVLVYADIA
	30
	2.4000
	27.27

	12
	LMTAFNWMS
	226
	2.4000
	27.27

	13
	LRLLYGIGM
	105
	2.3800
	27.05

	14
	MRPVGALLF
	58
	2.3000
	26.14

	15
	VIGFLCAFA
	88
	2.3000
	26.14

	16
	MRLTKTRIR
	200
	2.3000
	26.14

	17
	LMQVFVQGA
	320
	2.3000
	26.14

	18
	LLAAFNLPI
	358
	2.3000
	26.14

	19
	IVFCAALGL
	291
	2.2000
	25.00

	20
	IVPLFAYSR
	301
	2.2000
	25.00

	21
	LMVDVSFYS
	79
	2.1500
	24.43

	22
	VYLVLLMTA
	221
	2.0000
	22.73

	23
	LFGLSIIPA
	169
	1.9800
	22.50

	24
	LGAALSMEK
	119
	1.9000
	21.59

	25
	LVVLVYADI
	29
	1.8000
	20.45

	26
	FGYLLASVA
	146
	1.8000
	20.45

	27
	IRFGTTETA
	404
	1.8000
	20.45

	28
	IIRYRVKES
	182
	1.7000
	19.32

	29
	VRRFVYLVL
	217
	1.7000
	19.32

	30
	IVPVLLVVA
	384
	1.7000
	19.32

	31
	LVYADIATT
	32
	1.6000
	18.18

	32
	VAALVVMNW
	153
	1.6000
	18.18

	33
	VVIYNIGAI
	264
	1.6000
	18.18

	34
	LVVAVLTAI
	389
	1.6000
	18.18

	35
	IYNIGAIIG
	266
	1.5800
	17.95

	36
	IIPALISLI
	174
	1.5000
	17.05

	37
	IPALISLII
	175
	1.5000
	17.05

	38
	VAVLTAIGK
	391
	1.2800
	14.55

	39
	VVMNWLGLS
	157
	1.2000
	13.64

	40
	VLLVVAVLT
	387
	1.2000
	13.64

	41
	YADIATTFH
	34
	1.1800
	13.41

	42
	VPVLLVVAV
	385
	1.1000
	12.50


	ALLELE: DRB1_0405
	Threshold for 3 % with score: 2.0
	Highest Score achievable by any peptide: 9.4


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVLLMTAFN
	223
	5.6000
	59.57

	2
	IVVIYNIGA
	263
	4.0800
	43.40

	3
	VVAVLTAIG
	390
	3.8000
	40.43

	4
	FLVVLVYAD
	28
	3.7000
	39.36

	5
	YADIATTFH
	34
	3.4000
	36.17

	6
	LVILRLLYG
	102
	3.1000
	32.98

	7
	FLTTATLAM
	50
	3.0000
	31.91

	8
	YLLASVAAL
	148
	2.9000
	30.85

	9
	FGYLLASVA
	146
	2.8000
	29.79

	10
	FVYLVLLMT
	220
	2.8000
	29.79

	11
	VAFLTTATL
	48
	2.7000
	28.72

	12
	LVVMNWLGL
	156
	2.7000
	28.72

	13
	FAYSRTAAM
	305
	2.7000
	28.72

	14
	VLLMTAFNW
	224
	2.6500
	28.19

	15
	MLCLGSFLM
	313
	2.6500
	28.19

	16
	LRLLYGIGM
	105
	2.4800
	26.38

	17
	LSIIPALIS
	172
	2.3000
	24.47

	18
	MRPVGALLF
	58
	2.2000
	23.40

	19
	IVFCAALGL
	291
	2.2000
	23.40

	20
	LLVVAVLTA
	388
	2.2000
	23.40

	21
	YPTFLTATT
	241
	2.1000
	22.34

	22
	FALAATIVP
	378
	2.0800
	22.13

	23
	FLTATTDHG
	244
	2.0000
	21.28

	24
	YTIVFCAAL
	289
	2.0000
	21.28

	25
	WRWLFGLSI
	166
	1.9000
	20.21

	26
	IYNIGAIIG
	266
	1.8800
	20.00

	27
	FTVLVILRL
	99
	1.7000
	18.09

	28
	VRRFVYLVL
	217
	1.7000
	18.09

	29
	YLVLLMTAF
	222
	1.7000
	18.09

	30
	WMSHGTQDV
	232
	1.6000
	17.02

	31
	WIVVIYNIG
	262
	1.6000
	17.02

	32
	LGNLLAAFN
	355
	1.6000
	17.02

	33
	LVYADIATT
	32
	1.5000
	15.96

	34
	VAALVVMNW
	153
	1.5000
	15.96

	35
	FLMQVFVQG
	319
	1.5000
	15.96

	36
	LLAAFNLPI
	358
	1.5000
	15.96

	37
	FGTTETAFL
	406
	1.5000
	15.96

	38
	VVLVYADIA
	30
	1.4000
	14.89

	39
	YRVKESEVW
	185
	1.4000
	14.89

	40
	LMTAFNWMS
	226
	1.4000
	14.89

	41
	WGVIPAHLT
	329
	1.4000
	14.89

	42
	VIGFLCAFA
	88
	1.3000
	13.83


	ALLELE: DRB1_0408
	Threshold for 3 % with score: 1.2
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IVVIYNIGA
	263
	4.0800
	46.36

	2
	LVLLMTAFN
	223
	3.6000
	40.91

	3
	FGYLLASVA
	146
	2.8000
	31.82

	4
	VVAVLTAIG
	390
	2.5000
	28.41

	5
	LSIIPALIS
	172
	2.3000
	26.14

	6
	LLVVAVLTA
	388
	2.2000
	25.00

	7
	YADIATTFH
	34
	2.1800
	24.77

	8
	FLTTATLAM
	50
	1.9000
	21.59

	9
	YLLASVAAL
	148
	1.9000
	21.59

	10
	FVYLVLLMT
	220
	1.9000
	21.59

	11
	LVILRLLYG
	102
	1.8000
	20.45

	12
	VLLMTAFNW
	224
	1.7500
	19.89

	13
	VAFLTTATL
	48
	1.7000
	19.32

	14
	LVVMNWLGL
	156
	1.7000
	19.32

	15
	WRWLFGLSI
	166
	1.7000
	19.32

	16
	FALAATIVP
	378
	1.6800
	19.09

	17
	FAYSRTAAM
	305
	1.6000
	18.18

	18
	MLCLGSFLM
	313
	1.5500
	17.61

	19
	VVLVYADIA
	30
	1.4000
	15.91

	20
	LMTAFNWMS
	226
	1.4000
	15.91

	21
	LRLLYGIGM
	105
	1.3800
	15.68

	22
	MRPVGALLF
	58
	1.3000
	14.77

	23
	VIGFLCAFA
	88
	1.3000
	14.77

	24
	MRLTKTRIR
	200
	1.3000
	14.77

	25
	WMSHGTQDV
	232
	1.3000
	14.77

	26
	LMQVFVQGA
	320
	1.3000
	14.77

	27
	LLAAFNLPI
	358
	1.3000
	14.77

	28
	YPTFLTATT
	241
	1.2000
	13.64

	29
	IVFCAALGL
	291
	1.2000
	13.64

	30
	IVPLFAYSR
	301
	1.2000
	13.64

	31
	LMVDVSFYS
	79
	1.1500
	13.07

	32
	YFLVVLVYA
	27
	1.1000
	12.50

	33
	FLVVLVYAD
	28
	1.0000
	11.36

	34
	VYLVLLMTA
	221
	1.0000
	11.36

	35
	YTIVFCAAL
	289
	1.0000
	11.36

	36
	LFGLSIIPA
	169
	0.9800
	11.14

	37
	LGAALSMEK
	119
	0.9000
	10.23

	38
	LVVLVYADI
	29
	0.8000
	9.09

	39
	FHHTKTDVA
	41
	0.8000
	9.09

	40
	YLVLLMTAF
	222
	0.8000
	9.09

	41
	IRFGTTETA
	404
	0.8000
	9.09

	42
	FAPNFTVLV
	95
	0.7000
	7.95


	ALLELE: DRB1_0410
	Threshold for 3 % with score: 2.6
	Highest Score achievable by any peptide: 9.4


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVLLMTAFN
	223
	6.6000
	70.21

	2
	IVVIYNIGA
	263
	5.0800
	54.04

	3
	VVAVLTAIG
	390
	4.8000
	51.06

	4
	LVILRLLYG
	102
	4.1000
	43.62

	5
	VAFLTTATL
	48
	3.7000
	39.36

	6
	LVVMNWLGL
	156
	3.7000
	39.36

	7
	VLLMTAFNW
	224
	3.6500
	38.83

	8
	MLCLGSFLM
	313
	3.6500
	38.83

	9
	LRLLYGIGM
	105
	3.4800
	37.02

	10
	LSIIPALIS
	172
	3.3000
	35.11

	11
	MRPVGALLF
	58
	3.2000
	34.04

	12
	IVFCAALGL
	291
	3.2000
	34.04

	13
	LLVVAVLTA
	388
	3.2000
	34.04

	14
	IYNIGAIIG
	266
	2.8800
	30.64

	15
	FLVVLVYAD
	28
	2.7000
	28.72

	16
	VRRFVYLVL
	217
	2.7000
	28.72

	17
	LGNLLAAFN
	355
	2.6000
	27.66

	18
	LVYADIATT
	32
	2.5000
	26.60

	19
	VAALVVMNW
	153
	2.5000
	26.60

	20
	LLAAFNLPI
	358
	2.5000
	26.60

	21
	VVLVYADIA
	30
	2.4000
	25.53

	22
	YADIATTFH
	34
	2.4000
	25.53

	23
	LMTAFNWMS
	226
	2.4000
	25.53

	24
	VIGFLCAFA
	88
	2.3000
	24.47

	25
	MRLTKTRIR
	200
	2.3000
	24.47

	26
	LMQVFVQGA
	320
	2.3000
	24.47

	27
	IVPLFAYSR
	301
	2.2000
	23.40

	28
	LMVDVSFYS
	79
	2.1500
	22.87

	29
	VLLVVAVLT
	387
	2.1000
	22.34

	30
	LVVLVYADI
	29
	2.0000
	21.28

	31
	FLTTATLAM
	50
	2.0000
	21.28

	32
	VYLVLLMTA
	221
	2.0000
	21.28

	33
	MTAFNWMSH
	227
	2.0000
	21.28

	34
	LFGLSIIPA
	169
	1.9800
	21.06

	35
	YLLASVAAL
	148
	1.9000
	20.21

	36
	FGYLLASVA
	146
	1.8000
	19.15

	37
	FVYLVLLMT
	220
	1.8000
	19.15

	38
	LLMTAFNWM
	225
	1.8000
	19.15

	39
	VVIYNIGAI
	264
	1.8000
	19.15

	40
	LVVAVLTAI
	389
	1.8000
	19.15

	41
	IRFGTTETA
	404
	1.8000
	19.15

	42
	IIPALISLI
	174
	1.7000
	18.09


	ALLELE: DRB1_0421
	Threshold for 3 % with score: 2.3
	Highest Score achievable by any peptide: 9


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	FLTTATLAM
	50
	5.4000
	60.00

	2
	WMSHGTQDV
	232
	4.6000
	51.11

	3
	FAYSRTAAM
	305
	4.6000
	51.11

	4
	LVLLMTAFN
	223
	4.2000
	46.67

	5
	MRLTKTRIR
	200
	4.1000
	45.56

	6
	IVVIYNIGA
	263
	3.7800
	42.00

	7
	FAPNFTVLV
	95
	3.4800
	38.67

	8
	LVILRLLYG
	102
	3.4000
	37.78

	9
	FHHTKTDVA
	41
	3.3000
	36.67

	10
	LMVDVSFYS
	79
	3.1000
	34.44

	11
	FGTTETAFL
	406
	3.0600
	34.00

	12
	FLTATTDHG
	244
	3.0000
	33.33

	13
	YLLASVAAL
	148
	2.8600
	31.78

	14
	WRWLFGLSI
	166
	2.8000
	31.11

	15
	LSIIPALIS
	172
	2.8000
	31.11

	16
	FVYLVLLMT
	220
	2.8000
	31.11

	17
	IPAHLTEMS
	332
	2.8000
	31.11

	18
	LLMTAFNWM
	225
	2.7000
	30.00

	19
	LRLLYGIGM
	105
	2.6800
	29.78

	20
	FALAATIVP
	378
	2.6800
	29.78

	21
	LLAAFNLPI
	358
	2.6000
	28.89

	22
	FLMQVFVQG
	319
	2.5800
	28.67

	23
	IVFCAALGL
	291
	2.5600
	28.44

	24
	VVAVLTAIG
	390
	2.5000
	27.78

	25
	IRFGTTETA
	404
	2.5000
	27.78

	26
	VAFLTTATL
	48
	2.4600
	27.33

	27
	WTMDAFDYF
	20
	2.3000
	25.56

	28
	MRPVGALLF
	58
	2.2000
	24.44

	29
	LVVMNWLGL
	156
	2.1600
	24.00

	30
	VYADIATTF
	33
	2.1000
	23.33

	31
	VVMNWLGLS
	157
	2.1000
	23.33

	32
	YLVLLMTAF
	222
	2.0000
	22.22

	33
	IGKDATGIR
	397
	2.0000
	22.22

	34
	FGYLLASVA
	146
	1.9000
	21.11

	35
	YSRTAAMLC
	307
	1.9000
	21.11

	36
	MLCLGSFLM
	313
	1.9000
	21.11

	37
	FTVLVILRL
	99
	1.8600
	20.67

	38
	WGLGAALSM
	117
	1.7000
	18.89

	39
	VLGNPAIVR
	210
	1.6800
	18.67

	40
	IYNIGAIIG
	266
	1.6800
	18.67

	41
	IPALISLII
	175
	1.6000
	17.78

	42
	LVVLVYADI
	29
	1.5000
	16.67


	ALLELE: DRB1_0423
	Threshold for 3 % with score: 1.68
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IVVIYNIGA
	263
	5.0800
	57.73

	2
	LVLLMTAFN
	223
	4.6000
	52.27

	3
	VVAVLTAIG
	390
	3.5000
	39.77

	4
	LSIIPALIS
	172
	3.3000
	37.50

	5
	LLVVAVLTA
	388
	3.2000
	36.36

	6
	LVILRLLYG
	102
	2.8000
	31.82

	7
	VLLMTAFNW
	224
	2.7500
	31.25

	8
	VAFLTTATL
	48
	2.7000
	30.68

	9
	LVVMNWLGL
	156
	2.7000
	30.68

	10
	MLCLGSFLM
	313
	2.5500
	28.98

	11
	VVLVYADIA
	30
	2.4000
	27.27

	12
	LMTAFNWMS
	226
	2.4000
	27.27

	13
	LRLLYGIGM
	105
	2.3800
	27.05

	14
	MRPVGALLF
	58
	2.3000
	26.14

	15
	VIGFLCAFA
	88
	2.3000
	26.14

	16
	MRLTKTRIR
	200
	2.3000
	26.14

	17
	LMQVFVQGA
	320
	2.3000
	26.14

	18
	LLAAFNLPI
	358
	2.3000
	26.14

	19
	IVFCAALGL
	291
	2.2000
	25.00

	20
	IVPLFAYSR
	301
	2.2000
	25.00

	21
	LMVDVSFYS
	79
	2.1500
	24.43

	22
	VYLVLLMTA
	221
	2.0000
	22.73

	23
	LFGLSIIPA
	169
	1.9800
	22.50

	24
	LGAALSMEK
	119
	1.9000
	21.59

	25
	LVVLVYADI
	29
	1.8000
	20.45

	26
	FGYLLASVA
	146
	1.8000
	20.45

	27
	IRFGTTETA
	404
	1.8000
	20.45

	28
	IIRYRVKES
	182
	1.7000
	19.32

	29
	VRRFVYLVL
	217
	1.7000
	19.32

	30
	IVPVLLVVA
	384
	1.7000
	19.32

	31
	LVYADIATT
	32
	1.6000
	18.18

	32
	VAALVVMNW
	153
	1.6000
	18.18

	33
	VVIYNIGAI
	264
	1.6000
	18.18

	34
	LVVAVLTAI
	389
	1.6000
	18.18

	35
	IYNIGAIIG
	266
	1.5800
	17.95

	36
	IIPALISLI
	174
	1.5000
	17.05

	37
	IPALISLII
	175
	1.5000
	17.05

	38
	VAVLTAIGK
	391
	1.2800
	14.55

	39
	VVMNWLGLS
	157
	1.2000
	13.64

	40
	VLLVVAVLT
	387
	1.2000
	13.64

	41
	YADIATTFH
	34
	1.1800
	13.41

	42
	VPVLLVVAV
	385
	1.1000
	12.50


	ALLELE: DRB1_0426
	Threshold for 3 % with score: 1.6
	Highest Score achievable by any peptide: 8.6


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	FLTTATLAM
	50
	3.9000
	45.35

	2
	IVVIYNIGA
	263
	3.7800
	43.95

	3
	WMSHGTQDV
	232
	3.6000
	41.86

	4
	LVLLMTAFN
	223
	3.4000
	39.53

	5
	FHHTKTDVA
	41
	3.3000
	38.37

	6
	FAYSRTAAM
	305
	3.1000
	36.05

	7
	LMVDVSFYS
	79
	2.7000
	31.40

	8
	MRLTKTRIR
	200
	2.6000
	30.23

	9
	IRFGTTETA
	404
	2.5000
	29.07

	10
	FAPNFTVLV
	95
	2.4800
	28.84

	11
	LSIIPALIS
	172
	2.4000
	27.91

	12
	IPAHLTEMS
	332
	2.4000
	27.91

	13
	FVYLVLLMT
	220
	2.1000
	24.42

	14
	FGTTETAFL
	406
	2.1000
	24.42

	15
	LVILRLLYG
	102
	2.0000
	23.26

	16
	FGYLLASVA
	146
	1.9000
	22.09

	17
	YLLASVAAL
	148
	1.9000
	22.09

	18
	WRWLFGLSI
	166
	1.9000
	22.09

	19
	YSRTAAMLC
	307
	1.9000
	22.09

	20
	VVMNWLGLS
	157
	1.7000
	19.77

	21
	LLAAFNLPI
	358
	1.7000
	19.77

	22
	FALAATIVP
	378
	1.6800
	19.53

	23
	FLTATTDHG
	244
	1.6000
	18.60

	24
	IVFCAALGL
	291
	1.6000
	18.60

	25
	VAFLTTATL
	48
	1.5000
	17.44

	26
	YADIATTFH
	34
	1.3800
	16.05

	27
	LVVMNWLGL
	156
	1.2000
	13.95

	28
	YRVKESEVW
	185
	1.2000
	13.95

	29
	LLMTAFNWM
	225
	1.2000
	13.95

	30
	LLVVAVLTA
	388
	1.2000
	13.95

	31
	LRLLYGIGM
	105
	1.1800
	13.72

	32
	FLMQVFVQG
	319
	1.1800
	13.72

	33
	VVAVLTAIG
	390
	1.1000
	12.79

	34
	LGAALSMEK
	119
	1.0000
	11.63

	35
	VVLVYADIA
	30
	0.9000
	10.47

	36
	FTVLVILRL
	99
	0.9000
	10.47

	37
	LFGLSIIPA
	169
	0.7800
	9.07

	38
	IPALISLII
	175
	0.7000
	8.14

	39
	LMTAFNWMS
	226
	0.7000
	8.14

	40
	LVVLVYADI
	29
	0.6000
	6.98

	41
	LVYADIATT
	32
	0.6000
	6.98

	42
	YSVIGFLCA
	86
	0.6000
	6.98


	ALLELE: DRB1_0701
	Threshold for 3 % with score: 4.1
	Highest Score achievable by any peptide: 11.6


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IVFCAALGL
	291
	7.5000
	64.66

	2
	MRPVGALLF
	58
	6.7000
	57.76

	3
	VRRFVYLVL
	217
	6.7000
	57.76

	4
	FLTTATLAM
	50
	6.5200
	56.21

	5
	WRWLFGLSI
	166
	6.4000
	55.17

	6
	LVVMNWLGL
	156
	5.9000
	50.86

	7
	YTIVFCAAL
	289
	5.8000
	50.00

	8
	FGLSIIPAL
	170
	5.7000
	49.14

	9
	YLLASVAAL
	148
	5.5000
	47.41

	10
	LLMTAFNWM
	225
	5.4000
	46.55

	11
	FGTTETAFL
	406
	5.2200
	45.00

	12
	LRLLYGIGM
	105
	5.2000
	44.83

	13
	FCAALGLPI
	293
	5.0000
	43.10

	14
	LLAAFNLPI
	358
	5.0000
	43.10

	15
	LVVAVLTAI
	389
	5.0000
	43.10

	16
	FTVLVILRL
	99
	4.8000
	41.38

	17
	WGLGAALSM
	117
	4.6000
	39.66

	18
	VVIYNIGAI
	264
	4.6000
	39.66

	19
	IVRRFVYLV
	216
	4.5000
	38.79

	20
	IVVIYNIGA
	263
	4.5000
	38.79

	21
	WMSHGTQDV
	232
	4.4200
	38.10

	22
	LGLSWRWLF
	162
	4.4000
	37.93

	23
	LASVAALVV
	150
	4.3000
	37.07

	24
	FAYSRTAAM
	305
	4.2200
	36.38

	25
	VILRLLYGI
	103
	4.2000
	36.21

	26
	VYPGVTYQL
	347
	4.1200
	35.52

	27
	IPALISLII
	175
	3.9000
	33.62

	28
	MLCLGSFLM
	313
	3.9000
	33.62

	29
	VLLVVAVLT
	387
	3.9000
	33.62

	30
	VLVILRLLY
	101
	3.8000
	32.76

	31
	FVYLVLLMT
	220
	3.8000
	32.76

	32
	FNLPIQERL
	362
	3.8000
	32.76

	33
	FSRRYTIVF
	285
	3.7200
	32.07

	34
	IIPALISLI
	174
	3.7000
	31.90

	35
	YRVKESEVW
	185
	3.7000
	31.90

	36
	YPFALAATI
	376
	3.7000
	31.90

	37
	LAATIVPVL
	380
	3.7000
	31.90

	38
	LLVVAVLTA
	388
	3.7000
	31.90

	39
	MVDVSFYSV
	80
	3.6000
	31.03

	40
	WLGLSWRWL
	161
	3.6000
	31.03

	41
	YSRTAAMLC
	307
	3.6000
	31.03

	42
	FYSVIGFLC
	85
	3.5000
	30.17


	ALLELE: DRB1_0703
	Threshold for 3 % with score: 4.0
	Highest Score achievable by any peptide: 11.6


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IVFCAALGL
	291
	7.5000
	64.66

	2
	MRPVGALLF
	58
	6.7000
	57.76

	3
	VRRFVYLVL
	217
	6.7000
	57.76

	4
	FLTTATLAM
	50
	6.5200
	56.21

	5
	WRWLFGLSI
	166
	6.4000
	55.17

	6
	LVVMNWLGL
	156
	5.9000
	50.86

	7
	YTIVFCAAL
	289
	5.8000
	50.00

	8
	FGLSIIPAL
	170
	5.7000
	49.14

	9
	YLLASVAAL
	148
	5.5000
	47.41

	10
	LLMTAFNWM
	225
	5.4000
	46.55

	11
	FGTTETAFL
	406
	5.2200
	45.00

	12
	LRLLYGIGM
	105
	5.2000
	44.83

	13
	FCAALGLPI
	293
	5.0000
	43.10

	14
	LLAAFNLPI
	358
	5.0000
	43.10

	15
	LVVAVLTAI
	389
	5.0000
	43.10

	16
	FTVLVILRL
	99
	4.8000
	41.38

	17
	WGLGAALSM
	117
	4.6000
	39.66

	18
	VVIYNIGAI
	264
	4.6000
	39.66

	19
	IVRRFVYLV
	216
	4.5000
	38.79

	20
	IVVIYNIGA
	263
	4.5000
	38.79

	21
	WMSHGTQDV
	232
	4.4200
	38.10

	22
	LGLSWRWLF
	162
	4.4000
	37.93

	23
	LASVAALVV
	150
	4.3000
	37.07

	24
	FAYSRTAAM
	305
	4.2200
	36.38

	25
	VILRLLYGI
	103
	4.2000
	36.21

	26
	VYPGVTYQL
	347
	4.1200
	35.52

	27
	IPALISLII
	175
	3.9000
	33.62

	28
	MLCLGSFLM
	313
	3.9000
	33.62

	29
	VLLVVAVLT
	387
	3.9000
	33.62

	30
	VLVILRLLY
	101
	3.8000
	32.76

	31
	FVYLVLLMT
	220
	3.8000
	32.76

	32
	FNLPIQERL
	362
	3.8000
	32.76

	33
	FSRRYTIVF
	285
	3.7200
	32.07

	34
	IIPALISLI
	174
	3.7000
	31.90

	35
	YRVKESEVW
	185
	3.7000
	31.90

	36
	YPFALAATI
	376
	3.7000
	31.90

	37
	LAATIVPVL
	380
	3.7000
	31.90

	38
	LLVVAVLTA
	388
	3.7000
	31.90

	39
	MVDVSFYSV
	80
	3.6000
	31.03

	40
	WLGLSWRWL
	161
	3.6000
	31.03

	41
	YSRTAAMLC
	307
	3.6000
	31.03

	42
	FYSVIGFLC
	85
	3.5000
	30.17


	ALLELE: DRB1_0801
	Threshold for 3 % with score: 1.8
	Highest Score achievable by any peptide: 8.6


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LIIRYRVKE
	181
	5.1000
	59.30

	2
	VVIYNIGAI
	264
	4.9000
	56.98

	3
	FLVRHRNRH
	413
	4.8000
	55.81

	4
	IRYRVKESE
	183
	4.5000
	52.33

	5
	LVLLMTAFN
	223
	4.2000
	48.84

	6
	IIRYRVKES
	182
	4.1000
	47.67

	7
	IVRRFVYLV
	216
	3.8000
	44.19

	8
	LVILRLLYG
	102
	3.5000
	40.70

	9
	LAMRPVGAL
	56
	3.4000
	39.53

	10
	YLLASVAAL
	148
	3.2000
	37.21

	11
	FVYLVLLMT
	220
	3.2000
	37.21

	12
	FLVVLVYAD
	28
	2.9000
	33.72

	13
	VVMNWLGLS
	157
	2.9000
	33.72

	14
	FNWMSHGTQ
	230
	2.9000
	33.72

	15
	FSRRYTIVF
	285
	2.6000
	30.23

	16
	VVAVLTAIG
	390
	2.5000
	29.07

	17
	VILRLLYGI
	103
	2.4000
	27.91

	18
	YRVKESEVW
	185
	2.4000
	27.91

	19
	LVYADIATT
	32
	2.3000
	26.74

	20
	VGRRVPLMV
	73
	2.3000
	26.74

	21
	LRLLYGIGM
	105
	2.1000
	24.42

	22
	VSFYSVIGF
	83
	2.0000
	23.26

	23
	WRWLFGLSI
	166
	1.8000
	20.93

	24
	YTIVFCAAL
	289
	1.8000
	20.93

	25
	LLVVAVLTA
	388
	1.7000
	19.77

	26
	FTVLVILRL
	99
	1.6000
	18.60

	27
	VLVILRLLY
	101
	1.6000
	18.60

	28
	IVFCAALGL
	291
	1.6000
	18.60

	29
	YNIGAIIGG
	267
	1.5000
	17.44

	30
	MRPVGALLF
	58
	1.4000
	16.28

	31
	VLLMTAFNW
	224
	1.4000
	16.28

	32
	IRGVYPGVT
	344
	1.4000
	16.28

	33
	VAFLTTATL
	48
	1.3000
	15.12

	34
	LVVMNWLGL
	156
	1.3000
	15.12

	35
	FAYSRTAAM
	305
	1.3000
	15.12

	36
	LGNLLAAFN
	355
	1.3000
	15.12

	37
	YFLVVLVYA
	27
	1.2000
	13.95

	38
	FLTTATLAM
	50
	1.2000
	13.95

	39
	VYLVLLMTA
	221
	1.1000
	12.79

	40
	YQLGNLLAA
	353
	1.1000
	12.79

	41
	FGTLSQRFS
	278
	1.0000
	11.63

	42
	LPIQERLAE
	364
	1.0000
	11.63


	ALLELE: DRB1_0802
	Threshold for 3 % with score: 1.0
	Highest Score achievable by any peptide: 8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	VVIYNIGAI
	264
	4.7000
	58.75

	2
	IIRYRVKES
	182
	4.1000
	51.25

	3
	FLVRHRNRH
	413
	3.5800
	44.75

	4
	IVRRFVYLV
	216
	3.5000
	43.75

	5
	VVMNWLGLS
	157
	2.9000
	36.25

	6
	LAMRPVGAL
	56
	2.4000
	30.00

	7
	FVYLVLLMT
	220
	2.3000
	28.75

	8
	LVILRLLYG
	102
	2.2000
	27.50

	9
	VILRLLYGI
	103
	2.2000
	27.50

	10
	YLLASVAAL
	148
	2.2000
	27.50

	11
	LVLLMTAFN
	223
	2.2000
	27.50

	12
	LIIRYRVKE
	181
	2.1000
	26.25

	13
	FNWMSHGTQ
	230
	2.1000
	26.25

	14
	VGRRVPLMV
	73
	2.0000
	25.00

	15
	FSRRYTIVF
	285
	1.7000
	21.25

	16
	LLVVAVLTA
	388
	1.7000
	21.25

	17
	WRWLFGLSI
	166
	1.6000
	20.00

	18
	IRYRVKESE
	183
	1.5000
	18.75

	19
	YRVKESEVW
	185
	1.5000
	18.75

	20
	LVYADIATT
	32
	1.4000
	17.50

	21
	YFLVVLVYA
	27
	1.2000
	15.00

	22
	VVAVLTAIG
	390
	1.2000
	15.00

	23
	VSFYSVIGF
	83
	1.1000
	13.75

	24
	VYLVLLMTA
	221
	1.1000
	13.75

	25
	YQLGNLLAA
	353
	1.1000
	13.75

	26
	LRLLYGIGM
	105
	1.0000
	12.50

	27
	FGTLSQRFS
	278
	1.0000
	12.50

	28
	LSIIPALIS
	172
	0.9000
	11.25

	29
	VIGFLCAFA
	88
	0.8000
	10.00

	30
	YTIVFCAAL
	289
	0.8000
	10.00

	31
	IVPVLLVVA
	384
	0.8000
	10.00

	32
	FGYLLASVA
	146
	0.7000
	8.75

	33
	LVVLVYADI
	29
	0.6000
	7.50

	34
	FTVLVILRL
	99
	0.6000
	7.50

	35
	LFGLSIIPA
	169
	0.6000
	7.50

	36
	LTARWIVVI
	258
	0.6000
	7.50

	37
	IVFCAALGL
	291
	0.6000
	7.50

	38
	LFAYSRTAA
	304
	0.6000
	7.50

	39
	MRPVGALLF
	58
	0.5000
	6.25

	40
	VLVILRLLY
	101
	0.5000
	6.25

	41
	VLLMTAFNW
	224
	0.5000
	6.25

	42
	IVVIYNIGA
	263
	0.5000
	6.25


	ALLELE: DRB1_0804
	Threshold for 3 % with score: 1.6
	Highest Score achievable by any peptide: 8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	VVIYNIGAI
	264
	5.7000
	71.25

	2
	IIRYRVKES
	182
	5.1000
	63.75

	3
	IVRRFVYLV
	216
	4.5000
	56.25

	4
	VVMNWLGLS
	157
	3.9000
	48.75

	5
	LAMRPVGAL
	56
	3.4000
	42.50

	6
	LVILRLLYG
	102
	3.2000
	40.00

	7
	VILRLLYGI
	103
	3.2000
	40.00

	8
	LVLLMTAFN
	223
	3.2000
	40.00

	9
	LIIRYRVKE
	181
	3.1000
	38.75

	10
	VGRRVPLMV
	73
	3.0000
	37.50

	11
	LLVVAVLTA
	388
	2.7000
	33.75

	12
	FLVRHRNRH
	413
	2.5800
	32.25

	13
	IRYRVKESE
	183
	2.5000
	31.25

	14
	LVYADIATT
	32
	2.4000
	30.00

	15
	VVAVLTAIG
	390
	2.2000
	27.50

	16
	VSFYSVIGF
	83
	2.1000
	26.25

	17
	VYLVLLMTA
	221
	2.1000
	26.25

	18
	LRLLYGIGM
	105
	2.0000
	25.00

	19
	LSIIPALIS
	172
	1.9000
	23.75

	20
	VIGFLCAFA
	88
	1.8000
	22.50

	21
	IVPVLLVVA
	384
	1.8000
	22.50

	22
	LVVLVYADI
	29
	1.6000
	20.00

	23
	LFGLSIIPA
	169
	1.6000
	20.00

	24
	LTARWIVVI
	258
	1.6000
	20.00

	25
	IVFCAALGL
	291
	1.6000
	20.00

	26
	LFAYSRTAA
	304
	1.6000
	20.00

	27
	MRPVGALLF
	58
	1.5000
	18.75

	28
	VLVILRLLY
	101
	1.5000
	18.75

	29
	VLLMTAFNW
	224
	1.5000
	18.75

	30
	IVVIYNIGA
	263
	1.5000
	18.75

	31
	IRGVYPGVT
	344
	1.5000
	18.75

	32
	MRLTKTRIR
	200
	1.4000
	17.50

	33
	LMQVFVQGA
	320
	1.4000
	17.50

	34
	VAFLTTATL
	48
	1.3000
	16.25

	35
	LVVMNWLGL
	156
	1.3000
	16.25

	36
	FVYLVLLMT
	220
	1.3000
	16.25

	37
	YLLASVAAL
	148
	1.2000
	15.00

	38
	LISLIIRYR
	178
	1.1000
	13.75

	39
	FNWMSHGTQ
	230
	1.1000
	13.75

	40
	VVLVYADIA
	30
	1.0000
	12.50

	41
	IVPLFAYSR
	301
	1.0000
	12.50

	42
	VIYNIGAII
	265
	0.9000
	11.25


	ALLELE: DRB1_0806
	Threshold for 3 % with score: 2.4
	Highest Score achievable by any peptide: 8.6


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LIIRYRVKE
	181
	6.1000
	70.93

	2
	VVIYNIGAI
	264
	5.9000
	68.60

	3
	IRYRVKESE
	183
	5.5000
	63.95

	4
	LVLLMTAFN
	223
	5.2000
	60.47

	5
	IIRYRVKES
	182
	5.1000
	59.30

	6
	IVRRFVYLV
	216
	4.8000
	55.81

	7
	LVILRLLYG
	102
	4.5000
	52.33

	8
	LAMRPVGAL
	56
	4.4000
	51.16

	9
	VVMNWLGLS
	157
	3.9000
	45.35

	10
	FLVRHRNRH
	413
	3.8000
	44.19

	11
	VVAVLTAIG
	390
	3.5000
	40.70

	12
	VILRLLYGI
	103
	3.4000
	39.53

	13
	LVYADIATT
	32
	3.3000
	38.37

	14
	VGRRVPLMV
	73
	3.3000
	38.37

	15
	LRLLYGIGM
	105
	3.1000
	36.05

	16
	VSFYSVIGF
	83
	3.0000
	34.88

	17
	LLVVAVLTA
	388
	2.7000
	31.40

	18
	VLVILRLLY
	101
	2.6000
	30.23

	19
	IVFCAALGL
	291
	2.6000
	30.23

	20
	MRPVGALLF
	58
	2.4000
	27.91

	21
	VLLMTAFNW
	224
	2.4000
	27.91

	22
	IRGVYPGVT
	344
	2.4000
	27.91

	23
	VAFLTTATL
	48
	2.3000
	26.74

	24
	LVVMNWLGL
	156
	2.3000
	26.74

	25
	LGNLLAAFN
	355
	2.3000
	26.74

	26
	YLLASVAAL
	148
	2.2000
	25.58

	27
	FVYLVLLMT
	220
	2.2000
	25.58

	28
	VYLVLLMTA
	221
	2.1000
	24.42

	29
	LPIQERLAE
	364
	2.0000
	23.26

	30
	FLVVLVYAD
	28
	1.9000
	22.09

	31
	LSIIPALIS
	172
	1.9000
	22.09

	32
	FNWMSHGTQ
	230
	1.9000
	22.09

	33
	LVVLVYADI
	29
	1.8000
	20.93

	34
	VIGFLCAFA
	88
	1.8000
	20.93

	35
	LTARWIVVI
	258
	1.8000
	20.93

	36
	IVPVLLVVA
	384
	1.8000
	20.93

	37
	VRRFVYLVL
	217
	1.7000
	19.77

	38
	LFGLSIIPA
	169
	1.6000
	18.60

	39
	FSRRYTIVF
	285
	1.6000
	18.60

	40
	LFAYSRTAA
	304
	1.6000
	18.60

	41
	VAALVVMNW
	153
	1.5000
	17.44

	42
	IVVIYNIGA
	263
	1.5000
	17.44


	ALLELE: DRB1_0813
	Threshold for 3 % with score: 1.9
	Highest Score achievable by any peptide: 8.7


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	FLVRHRNRH
	413
	5.5800
	64.14

	2
	IVRRFVYLV
	216
	4.4000
	50.57

	3
	VVIYNIGAI
	264
	4.0000
	45.98

	4
	IIRYRVKES
	182
	3.6000
	41.38

	5
	LFAYSRTAA
	304
	3.4000
	39.08

	6
	IRYRVKESE
	183
	3.2000
	36.78

	7
	YRVKESEVW
	185
	3.2000
	36.78

	8
	VILRLLYGI
	103
	3.1000
	35.63

	9
	LIIRYRVKE
	181
	3.1000
	35.63

	10
	FVYLVLLMT
	220
	2.9000
	33.33

	11
	LVILRLLYG
	102
	2.8000
	32.18

	12
	VGRRVPLMV
	73
	2.6000
	29.89

	13
	FSRRYTIVF
	285
	2.5800
	29.66

	14
	FGYLLASVA
	146
	2.5000
	28.74

	15
	LLVVAVLTA
	388
	2.3000
	26.44

	16
	YFLVVLVYA
	27
	2.2000
	25.29

	17
	YLLASVAAL
	148
	2.2000
	25.29

	18
	VVMNWLGLS
	157
	2.2000
	25.29

	19
	WRWLFGLSI
	166
	2.2000
	25.29

	20
	LVLLMTAFN
	223
	2.2000
	25.29

	21
	VYLVLLMTA
	221
	2.1000
	24.14

	22
	VSFYSVIGF
	83
	1.9800
	22.76

	23
	LVVAVLTAI
	389
	1.9000
	21.84

	24
	LRLLYGIGM
	105
	1.8800
	21.61

	25
	IVPVLLVVA
	384
	1.8000
	20.69

	26
	LAMRPVGAL
	56
	1.7000
	19.54

	27
	YQLGNLLAA
	353
	1.7000
	19.54

	28
	LTARWIVVI
	258
	1.6000
	18.39

	29
	LSIIPALIS
	172
	1.5000
	17.24

	30
	LFGLSIIPA
	169
	1.4800
	17.01

	31
	LVYADIATT
	32
	1.4000
	16.09

	32
	FNWMSHGTQ
	230
	1.4000
	16.09

	33
	LMQVFVQGA
	320
	1.4000
	16.09

	34
	IVVIYNIGA
	263
	1.3800
	15.86

	35
	VLLMTAFNW
	224
	1.3500
	15.52

	36
	IIPALISLI
	174
	1.3000
	14.94

	37
	VVLVYADIA
	30
	1.2000
	13.79

	38
	FTVLVILRL
	99
	1.2000
	13.79

	39
	IVFCAALGL
	291
	1.2000
	13.79

	40
	VVAVLTAIG
	390
	1.2000
	13.79

	41
	FLVVLVYAD
	28
	1.1000
	12.64

	42
	MRPVGALLF
	58
	1.1000
	12.64


	ALLELE: DRB1_0817
	Threshold for 3 % with score: 2.8
	Highest Score achievable by any peptide: 10.1


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LIIRYRVKE
	181
	5.6000
	55.45

	2
	IRYRVKESE
	183
	5.6000
	55.45

	3
	LVILRLLYG
	102
	5.3000
	52.48

	4
	FLVRHRNRH
	413
	5.1000
	50.50

	5
	FVYLVLLMT
	220
	5.0000
	49.50

	6
	VVIYNIGAI
	264
	5.0000
	49.50

	7
	IIRYRVKES
	182
	4.7000
	46.53

	8
	IVRRFVYLV
	216
	4.5000
	44.55

	9
	LVLLMTAFN
	223
	4.2000
	41.58

	10
	FSRRYTIVF
	285
	4.2000
	41.58

	11
	VGRRVPLMV
	73
	4.1000
	40.59

	12
	LRLLYGIGM
	105
	3.7000
	36.63

	13
	FLVVLVYAD
	28
	3.6000
	35.64

	14
	VSFYSVIGF
	83
	3.6000
	35.64

	15
	WRWLFGLSI
	166
	3.6000
	35.64

	16
	LAMRPVGAL
	56
	3.5000
	34.65

	17
	YRVKESEVW
	185
	3.5000
	34.65

	18
	LLVVAVLTA
	388
	3.5000
	34.65

	19
	FTVLVILRL
	99
	3.4000
	33.66

	20
	VLVILRLLY
	101
	3.4000
	33.66

	21
	IVFCAALGL
	291
	3.4000
	33.66

	22
	MRPVGALLF
	58
	3.2000
	31.68

	23
	YLLASVAAL
	148
	3.2000
	31.68

	24
	VILRLLYGI
	103
	3.1000
	30.69

	25
	LVVMNWLGL
	156
	3.1000
	30.69

	26
	YNIGAIIGG
	267
	3.1000
	30.69

	27
	FLTTATLAM
	50
	3.0000
	29.70

	28
	VVMNWLGLS
	157
	3.0000
	29.70

	29
	FNWMSHGTQ
	230
	3.0000
	29.70

	30
	YQLGNLLAA
	353
	2.9000
	28.71

	31
	LPIQERLAE
	364
	2.8000
	27.72

	32
	WGLGAALSM
	117
	2.7000
	26.73

	33
	LSIIPALIS
	172
	2.7000
	26.73

	34
	VYLVLLMTA
	221
	2.7000
	26.73

	35
	VRRFVYLVL
	217
	2.5000
	24.75

	36
	VVAVLTAIG
	390
	2.5000
	24.75

	37
	LVYADIATT
	32
	2.3000
	22.77

	38
	YAFGYLLAS
	144
	2.2000
	21.78

	39
	LFGLSIIPA
	169
	2.2000
	21.78

	40
	VAALVVMNW
	153
	2.1000
	20.79

	41
	IVVIYNIGA
	263
	2.1000
	20.79

	42
	VLLMTAFNW
	224
	1.9000
	18.81


	ALLELE: DRB1_1101
	Threshold for 3 % with score: 1.1
	Highest Score achievable by any peptide: 8.3


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	FVYLVLLMT
	220
	4.5000
	54.22

	2
	LVILRLLYG
	102
	4.4000
	53.01

	3
	WRWLFGLSI
	166
	3.8000
	45.78

	4
	LLVVAVLTA
	388
	3.6000
	43.37

	5
	LSIIPALIS
	172
	3.3000
	39.76

	6
	LRLLYGIGM
	105
	3.0000
	36.14

	7
	VVMNWLGLS
	157
	3.0000
	36.14

	8
	VLVILRLLY
	101
	2.9000
	34.94

	9
	FTVLVILRL
	99
	2.8000
	33.73

	10
	VYLVLLMTA
	221
	2.8000
	33.73

	11
	IVVIYNIGA
	263
	2.7000
	32.53

	12
	LFGLSIIPA
	169
	2.6000
	31.33

	13
	LVLLMTAFN
	223
	2.6000
	31.33

	14
	MRPVGALLF
	58
	2.4000
	28.92

	15
	IVFCAALGL
	291
	2.4000
	28.92

	16
	FLTTATLAM
	50
	2.3000
	27.71

	17
	YLLASVAAL
	148
	2.2000
	26.51

	18
	YQLGNLLAA
	353
	2.2000
	26.51

	19
	VVIYNIGAI
	264
	1.9000
	22.89

	20
	YFLVVLVYA
	27
	1.8000
	21.69

	21
	IIRYRVKES
	182
	1.8000
	21.69

	22
	FNWMSHGTQ
	230
	1.8000
	21.69

	23
	LVVMNWLGL
	156
	1.7000
	20.48

	24
	VAALVVMNW
	153
	1.6000
	19.28

	25
	FGTLSQRFS
	278
	1.6000
	19.28

	26
	YAFGYLLAS
	144
	1.5000
	18.07

	27
	LVYADIATT
	32
	1.4000
	16.87

	28
	VRRFVYLVL
	217
	1.4000
	16.87

	29
	IVPVLLVVA
	384
	1.4000
	16.87

	30
	FALAATIVP
	378
	1.3000
	15.66

	31
	VVAVLTAIG
	390
	1.3000
	15.66

	32
	YSVIGFLCA
	86
	1.2000
	14.46

	33
	IVRRFVYLV
	216
	1.2000
	14.46

	34
	FGYLLASVA
	146
	1.1000
	13.25

	35
	IYNIGAIIG
	266
	1.1000
	13.25

	36
	YNIGAIIGG
	267
	1.1000
	13.25

	37
	IVPLFAYSR
	301
	1.1000
	13.25

	38
	YSRTAAMLC
	307
	1.1000
	13.25

	39
	VAVLTAIGK
	391
	1.1000
	13.25

	40
	FLVVLVYAD
	28
	1.0000
	12.05

	41
	LVVLVYADI
	29
	1.0000
	12.05

	42
	MRLTKTRIR
	200
	1.0000
	12.05


	ALLELE: DRB1_1102
	Threshold for 3 % with score: 1.8
	Highest Score achievable by any peptide: 8.4


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IIRYRVKES
	182
	4.1000
	48.81

	2
	LVILRLLYG
	102
	3.6000
	42.86

	3
	IVRRFVYLV
	216
	3.3000
	39.29

	4
	MRLTKTRIR
	200
	3.1000
	36.90

	5
	VVMNWLGLS
	157
	3.0000
	35.71

	6
	LVLLMTAFN
	223
	2.9000
	34.52

	7
	VVIYNIGAI
	264
	2.9000
	34.52

	8
	LISLIIRYR
	178
	2.6000
	30.95

	9
	LVYADIATT
	32
	2.4000
	28.57

	10
	VLLMTAFNW
	224
	2.4000
	28.57

	11
	IVFCAALGL
	291
	2.3000
	27.38

	12
	LLVVAVLTA
	388
	2.2000
	26.19

	13
	VIGFLCAFA
	88
	2.1000
	25.00

	14
	VILRLLYGI
	103
	2.0000
	23.81

	15
	LRLLYGIGM
	105
	2.0000
	23.81

	16
	LIIRYRVKE
	181
	2.0000
	23.81

	17
	FLVRHRNRH
	413
	1.8800
	22.38

	18
	IRYRVKESE
	183
	1.8000
	21.43

	19
	LSIIPALIS
	172
	1.7000
	20.24

	20
	VRRFVYLVL
	217
	1.7000
	20.24

	21
	FVYLVLLMT
	220
	1.7000
	20.24

	22
	VGRRVPLMV
	73
	1.6000
	19.05

	23
	LFGLSIIPA
	169
	1.6000
	19.05

	24
	LMTAFNWMS
	226
	1.6000
	19.05

	25
	IVPLFAYSR
	301
	1.6000
	19.05

	26
	VFVQGAWGV
	323
	1.6000
	19.05

	27
	IVPVLLVVA
	384
	1.6000
	19.05

	28
	LVVAVLTAI
	389
	1.6000
	19.05

	29
	WMSHGTQDV
	232
	1.5000
	17.86

	30
	FGTLSQRFS
	278
	1.5000
	17.86

	31
	MLCLGSFLM
	313
	1.5000
	17.86

	32
	IPAHLTEMS
	332
	1.5000
	17.86

	33
	LMVDVSFYS
	79
	1.4000
	16.67

	34
	LVVMNWLGL
	156
	1.4000
	16.67

	35
	LVVLVYADI
	29
	1.3000
	15.48

	36
	VLVILRLLY
	101
	1.3000
	15.48

	37
	LGLSWRWLF
	162
	1.3000
	15.48

	38
	LFAYSRTAA
	304
	1.3000
	15.48

	39
	LPIQERLAE
	364
	1.3000
	15.48

	40
	IRFGTTETA
	404
	1.3000
	15.48

	41
	YLLASVAAL
	148
	1.2000
	14.29

	42
	VYLVLLMTA
	221
	1.2000
	14.29


	ALLELE: DRB1_1104
	Threshold for 3 % with score: 2.0
	Highest Score achievable by any peptide: 8.3


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVILRLLYG
	102
	5.4000
	65.06

	2
	LLVVAVLTA
	388
	4.6000
	55.42

	3
	LSIIPALIS
	172
	4.3000
	51.81

	4
	LRLLYGIGM
	105
	4.0000
	48.19

	5
	VVMNWLGLS
	157
	4.0000
	48.19

	6
	VLVILRLLY
	101
	3.9000
	46.99

	7
	VYLVLLMTA
	221
	3.8000
	45.78

	8
	IVVIYNIGA
	263
	3.7000
	44.58

	9
	LFGLSIIPA
	169
	3.6000
	43.37

	10
	LVLLMTAFN
	223
	3.6000
	43.37

	11
	FVYLVLLMT
	220
	3.5000
	42.17

	12
	MRPVGALLF
	58
	3.4000
	40.96

	13
	IVFCAALGL
	291
	3.4000
	40.96

	14
	VVIYNIGAI
	264
	2.9000
	34.94

	15
	WRWLFGLSI
	166
	2.8000
	33.73

	16
	IIRYRVKES
	182
	2.8000
	33.73

	17
	LVVMNWLGL
	156
	2.7000
	32.53

	18
	VAALVVMNW
	153
	2.6000
	31.33

	19
	LVYADIATT
	32
	2.4000
	28.92

	20
	VRRFVYLVL
	217
	2.4000
	28.92

	21
	IVPVLLVVA
	384
	2.4000
	28.92

	22
	VVAVLTAIG
	390
	2.3000
	27.71

	23
	IVRRFVYLV
	216
	2.2000
	26.51

	24
	IYNIGAIIG
	266
	2.1000
	25.30

	25
	IVPLFAYSR
	301
	2.1000
	25.30

	26
	VAVLTAIGK
	391
	2.1000
	25.30

	27
	LVVLVYADI
	29
	2.0000
	24.10

	28
	MRLTKTRIR
	200
	2.0000
	24.10

	29
	VGRRVPLMV
	73
	1.8000
	21.69

	30
	FTVLVILRL
	99
	1.8000
	21.69

	31
	VAFLTTATL
	48
	1.7000
	20.48

	32
	VIGFLCAFA
	88
	1.7000
	20.48

	33
	IPALISLII
	175
	1.7000
	20.48

	34
	LISLIIRYR
	178
	1.7000
	20.48

	35
	IRGVYPGVT
	344
	1.7000
	20.48

	36
	VLLMTAFNW
	224
	1.6000
	19.28

	37
	LMQVFVQGA
	320
	1.6000
	19.28

	38
	LLAAFNLPI
	358
	1.6000
	19.28

	39
	ISLIIRYRV
	179
	1.5000
	18.07

	40
	LGAALSMEK
	119
	1.4000
	16.87

	41
	LASVAALVV
	150
	1.4000
	16.87

	42
	LPIQERLAE
	364
	1.4000
	16.87


	ALLELE: DRB1_1106
	Threshold for 3 % with score: 2.0
	Highest Score achievable by any peptide: 8.3


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVILRLLYG
	102
	5.4000
	65.06

	2
	LLVVAVLTA
	388
	4.6000
	55.42

	3
	LSIIPALIS
	172
	4.3000
	51.81

	4
	LRLLYGIGM
	105
	4.0000
	48.19

	5
	VVMNWLGLS
	157
	4.0000
	48.19

	6
	VLVILRLLY
	101
	3.9000
	46.99

	7
	VYLVLLMTA
	221
	3.8000
	45.78

	8
	IVVIYNIGA
	263
	3.7000
	44.58

	9
	LFGLSIIPA
	169
	3.6000
	43.37

	10
	LVLLMTAFN
	223
	3.6000
	43.37

	11
	FVYLVLLMT
	220
	3.5000
	42.17

	12
	MRPVGALLF
	58
	3.4000
	40.96

	13
	IVFCAALGL
	291
	3.4000
	40.96

	14
	VVIYNIGAI
	264
	2.9000
	34.94

	15
	WRWLFGLSI
	166
	2.8000
	33.73

	16
	IIRYRVKES
	182
	2.8000
	33.73

	17
	LVVMNWLGL
	156
	2.7000
	32.53

	18
	VAALVVMNW
	153
	2.6000
	31.33

	19
	LVYADIATT
	32
	2.4000
	28.92

	20
	VRRFVYLVL
	217
	2.4000
	28.92

	21
	IVPVLLVVA
	384
	2.4000
	28.92

	22
	VVAVLTAIG
	390
	2.3000
	27.71

	23
	IVRRFVYLV
	216
	2.2000
	26.51

	24
	IYNIGAIIG
	266
	2.1000
	25.30

	25
	IVPLFAYSR
	301
	2.1000
	25.30

	26
	VAVLTAIGK
	391
	2.1000
	25.30

	27
	LVVLVYADI
	29
	2.0000
	24.10

	28
	MRLTKTRIR
	200
	2.0000
	24.10

	29
	VGRRVPLMV
	73
	1.8000
	21.69

	30
	FTVLVILRL
	99
	1.8000
	21.69

	31
	VAFLTTATL
	48
	1.7000
	20.48

	32
	VIGFLCAFA
	88
	1.7000
	20.48

	33
	IPALISLII
	175
	1.7000
	20.48

	34
	LISLIIRYR
	178
	1.7000
	20.48

	35
	IRGVYPGVT
	344
	1.7000
	20.48

	36
	VLLMTAFNW
	224
	1.6000
	19.28

	37
	LMQVFVQGA
	320
	1.6000
	19.28

	38
	LLAAFNLPI
	358
	1.6000
	19.28

	39
	ISLIIRYRV
	179
	1.5000
	18.07

	40
	LGAALSMEK
	119
	1.4000
	16.87

	41
	LASVAALVV
	150
	1.4000
	16.87

	42
	LPIQERLAE
	364
	1.4000
	16.87


	ALLELE: DRB1_1107
	Threshold for 3 % with score: 2.1
	Highest Score achievable by any peptide: 9.1


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LMVDVSFYS
	79
	5.0000
	54.95

	2
	VVMNWLGLS
	157
	4.7000
	51.65

	3
	IRFGTTETA
	404
	4.1000
	45.05

	4
	VYLVLLMTA
	221
	3.2000
	35.16

	5
	VVIYNIGAI
	264
	3.1000
	34.07

	6
	LVILRLLYG
	102
	3.0000
	32.97

	7
	IVVIYNIGA
	263
	2.9000
	31.87

	8
	LLVVAVLTA
	388
	2.9000
	31.87

	9
	IVPVLLVVA
	384
	2.8000
	30.77

	10
	IGKDATGIR
	397
	2.7000
	29.67

	11
	LSIIPALIS
	172
	2.6000
	28.57

	12
	VVLVYADIA
	30
	2.5000
	27.47

	13
	LWADRVGRR
	68
	2.5000
	27.47

	14
	LRLLYGIGM
	105
	2.5000
	27.47

	15
	LVLLMTAFN
	223
	2.5000
	27.47

	16
	LTGDQRNAF
	5
	2.4100
	26.48

	17
	LVYADIATT
	32
	2.4000
	26.37

	18
	LVVAVLTAI
	389
	2.4000
	26.37

	19
	IVRRFVYLV
	216
	2.2500
	24.73

	20
	VLVILRLLY
	101
	2.2000
	24.18

	21
	LMQVFVQGA
	320
	2.2000
	24.18

	22
	VYADIATTF
	33
	2.1000
	23.08

	23
	LFGLSIIPA
	169
	2.1000
	23.08

	24
	IVFCAALGL
	291
	2.1000
	23.08

	25
	YQLGNLLAA
	353
	2.1000
	23.08

	26
	YNIGAIIGG
	267
	1.9000
	20.88

	27
	VVAVLTAIG
	390
	1.9000
	20.88

	28
	IIPALISLI
	174
	1.8700
	20.55

	29
	IIRYRVKES
	182
	1.8000
	19.78

	30
	IRGVYPGVT
	344
	1.8000
	19.78

	31
	MRPVGALLF
	58
	1.7000
	18.68

	32
	LLYGIGMGG
	107
	1.7000
	18.68

	33
	LGLSWRWLF
	162
	1.6000
	17.58

	34
	FGLSIIPAL
	170
	1.6000
	17.58

	35
	VLLMTAFNW
	224
	1.5000
	16.48

	36
	ISLIIRYRV
	179
	1.4500
	15.93

	37
	VYPGVTYQL
	347
	1.4500
	15.93

	38
	YAFGYLLAS
	144
	1.4000
	15.38

	39
	IRYRVKESE
	183
	1.4000
	15.38

	40
	LGLPIVPLF
	297
	1.4000
	15.38

	41
	MSPDAIRGV
	339
	1.4000
	15.38

	42
	IVPLFAYSR
	301
	1.3500
	14.84


	ALLELE: DRB1_1114
	Threshold for 3 % with score: 1.3
	Highest Score achievable by any peptide: 8.4


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IIRYRVKES
	182
	3.1000
	36.90

	2
	FLVRHRNRH
	413
	2.8800
	34.29

	3
	FVYLVLLMT
	220
	2.7000
	32.14

	4
	LVILRLLYG
	102
	2.6000
	30.95

	5
	WMSHGTQDV
	232
	2.5000
	29.76

	6
	FGTLSQRFS
	278
	2.5000
	29.76

	7
	IVRRFVYLV
	216
	2.3000
	27.38

	8
	YLLASVAAL
	148
	2.2000
	26.19

	9
	MRLTKTRIR
	200
	2.1000
	25.00

	10
	VVMNWLGLS
	157
	2.0000
	23.81

	11
	WRWLFGLSI
	166
	2.0000
	23.81

	12
	LVLLMTAFN
	223
	1.9000
	22.62

	13
	VVIYNIGAI
	264
	1.9000
	22.62

	14
	LISLIIRYR
	178
	1.6000
	19.05

	15
	LVYADIATT
	32
	1.4000
	16.67

	16
	YRVKESEVW
	185
	1.4000
	16.67

	17
	VLLMTAFNW
	224
	1.4000
	16.67

	18
	IVFCAALGL
	291
	1.3000
	15.48

	19
	YQLGNLLAA
	353
	1.3000
	15.48

	20
	LLVVAVLTA
	388
	1.2000
	14.29

	21
	VIGFLCAFA
	88
	1.1000
	13.10

	22
	YFLVVLVYA
	27
	1.0000
	11.90

	23
	FTVLVILRL
	99
	1.0000
	11.90

	24
	VILRLLYGI
	103
	1.0000
	11.90

	25
	LRLLYGIGM
	105
	1.0000
	11.90

	26
	LIIRYRVKE
	181
	1.0000
	11.90

	27
	FGYLLASVA
	146
	0.8000
	9.52

	28
	IRYRVKESE
	183
	0.8000
	9.52

	29
	FDYFLVVLV
	25
	0.7000
	8.33

	30
	FLTTATLAM
	50
	0.7000
	8.33

	31
	LSIIPALIS
	172
	0.7000
	8.33

	32
	VRRFVYLVL
	217
	0.7000
	8.33

	33
	VGRRVPLMV
	73
	0.6000
	7.14

	34
	YAFGYLLAS
	144
	0.6000
	7.14

	35
	LFGLSIIPA
	169
	0.6000
	7.14

	36
	LMTAFNWMS
	226
	0.6000
	7.14

	37
	IVPLFAYSR
	301
	0.6000
	7.14

	38
	FAYSRTAAM
	305
	0.6000
	7.14

	39
	VFVQGAWGV
	323
	0.6000
	7.14

	40
	IVPVLLVVA
	384
	0.6000
	7.14

	41
	LVVAVLTAI
	389
	0.6000
	7.14

	42
	FNWMSHGTQ
	230
	0.5000
	5.95


	ALLELE: DRB1_1120
	Threshold for 3 % with score: 2.1
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVILRLLYG
	102
	4.0000
	45.45

	2
	MRLTKTRIR
	200
	3.6000
	40.91

	3
	IIRYRVKES
	182
	3.5000
	39.77

	4
	WMSHGTQDV
	232
	3.5000
	39.77

	5
	FVYLVLLMT
	220
	3.4000
	38.64

	6
	IVRRFVYLV
	216
	3.3000
	37.50

	7
	YLLASVAAL
	148
	3.1600
	35.91

	8
	LISLIIRYR
	178
	3.1000
	35.23

	9
	WRWLFGLSI
	166
	2.9000
	32.95

	10
	FGTLSQRFS
	278
	2.9000
	32.95

	11
	VVIYNIGAI
	264
	2.8000
	31.82

	12
	LVLLMTAFN
	223
	2.7000
	30.68

	13
	LRLLYGIGM
	105
	2.5000
	28.41

	14
	VVMNWLGLS
	157
	2.4000
	27.27

	15
	LIIRYRVKE
	181
	2.4000
	27.27

	16
	FLVRHRNRH
	413
	2.3000
	26.14

	17
	IVFCAALGL
	291
	2.2600
	25.68

	18
	FLTTATLAM
	50
	2.2000
	25.00

	19
	LGLSWRWLF
	162
	2.2000
	25.00

	20
	IRYRVKESE
	183
	2.2000
	25.00

	21
	LVYADIATT
	32
	2.1000
	23.86

	22
	IVPLFAYSR
	301
	2.1000
	23.86

	23
	FAYSRTAAM
	305
	2.1000
	23.86

	24
	MLCLGSFLM
	313
	2.0000
	22.73

	25
	FTVLVILRL
	99
	1.9600
	22.27

	26
	MRPVGALLF
	58
	1.9000
	21.59

	27
	VILRLLYGI
	103
	1.9000
	21.59

	28
	FLMQVFVQG
	319
	1.9000
	21.59

	29
	FSRRYTIVF
	285
	1.8000
	20.45

	30
	FDYFLVVLV
	25
	1.7000
	19.32

	31
	LPIQERLAE
	364
	1.7000
	19.32

	32
	VRRFVYLVL
	217
	1.6600
	18.86

	33
	VGRRVPLMV
	73
	1.6000
	18.18

	34
	VLVILRLLY
	101
	1.6000
	18.18

	35
	VFVQGAWGV
	323
	1.6000
	18.18

	36
	VSFYSVIGF
	83
	1.5000
	17.05

	37
	WGLGAALSM
	117
	1.5000
	17.05

	38
	LVVAVLTAI
	389
	1.5000
	17.05

	39
	FGLWADRVG
	66
	1.4000
	15.91

	40
	FLCAFAPNF
	91
	1.4000
	15.91

	41
	FAPNFTVLV
	95
	1.4000
	15.91

	42
	YRVKESEVW
	185
	1.4000
	15.91


	ALLELE: DRB1_1121
	Threshold for 3 % with score: 1.8
	Highest Score achievable by any peptide: 8.4


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IIRYRVKES
	182
	4.1000
	48.81

	2
	LVILRLLYG
	102
	3.6000
	42.86

	3
	IVRRFVYLV
	216
	3.3000
	39.29

	4
	MRLTKTRIR
	200
	3.1000
	36.90

	5
	VVMNWLGLS
	157
	3.0000
	35.71

	6
	LVLLMTAFN
	223
	2.9000
	34.52

	7
	VVIYNIGAI
	264
	2.9000
	34.52

	8
	LISLIIRYR
	178
	2.6000
	30.95

	9
	LVYADIATT
	32
	2.4000
	28.57

	10
	VLLMTAFNW
	224
	2.4000
	28.57

	11
	IVFCAALGL
	291
	2.3000
	27.38

	12
	LLVVAVLTA
	388
	2.2000
	26.19

	13
	VIGFLCAFA
	88
	2.1000
	25.00

	14
	VILRLLYGI
	103
	2.0000
	23.81

	15
	LRLLYGIGM
	105
	2.0000
	23.81

	16
	LIIRYRVKE
	181
	2.0000
	23.81

	17
	FLVRHRNRH
	413
	1.8800
	22.38

	18
	IRYRVKESE
	183
	1.8000
	21.43

	19
	LSIIPALIS
	172
	1.7000
	20.24

	20
	VRRFVYLVL
	217
	1.7000
	20.24

	21
	FVYLVLLMT
	220
	1.7000
	20.24

	22
	VGRRVPLMV
	73
	1.6000
	19.05

	23
	LFGLSIIPA
	169
	1.6000
	19.05

	24
	LMTAFNWMS
	226
	1.6000
	19.05

	25
	IVPLFAYSR
	301
	1.6000
	19.05

	26
	VFVQGAWGV
	323
	1.6000
	19.05

	27
	IVPVLLVVA
	384
	1.6000
	19.05

	28
	LVVAVLTAI
	389
	1.6000
	19.05

	29
	WMSHGTQDV
	232
	1.5000
	17.86

	30
	FGTLSQRFS
	278
	1.5000
	17.86

	31
	MLCLGSFLM
	313
	1.5000
	17.86

	32
	IPAHLTEMS
	332
	1.5000
	17.86

	33
	LMVDVSFYS
	79
	1.4000
	16.67

	34
	LVVMNWLGL
	156
	1.4000
	16.67

	35
	LVVLVYADI
	29
	1.3000
	15.48

	36
	VLVILRLLY
	101
	1.3000
	15.48

	37
	LGLSWRWLF
	162
	1.3000
	15.48

	38
	LFAYSRTAA
	304
	1.3000
	15.48

	39
	LPIQERLAE
	364
	1.3000
	15.48

	40
	IRFGTTETA
	404
	1.3000
	15.48

	41
	YLLASVAAL
	148
	1.2000
	14.29

	42
	VYLVLLMTA
	221
	1.2000
	14.29


	ALLELE: DRB1_1128
	Threshold for 3 % with score: 2.15
	Highest Score achievable by any peptide: 8.7


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVILRLLYG
	102
	5.8000
	66.67

	2
	FVYLVLLMT
	220
	5.2000
	59.77

	3
	WRWLFGLSI
	166
	4.7000
	54.02

	4
	LRLLYGIGM
	105
	4.5000
	51.72

	5
	MRPVGALLF
	58
	4.3000
	49.43

	6
	VLVILRLLY
	101
	4.2000
	48.28

	7
	FLTTATLAM
	50
	3.8000
	43.68

	8
	FTVLVILRL
	99
	3.7600
	43.22

	9
	LSIIPALIS
	172
	3.7000
	42.53

	10
	LLVVAVLTA
	388
	3.6000
	41.38

	11
	VVMNWLGLS
	157
	3.4000
	39.08

	12
	LVLLMTAFN
	223
	3.4000
	39.08

	13
	IVFCAALGL
	291
	3.3600
	38.62

	14
	YLLASVAAL
	148
	3.1600
	36.32

	15
	VYLVLLMTA
	221
	2.8000
	32.18

	16
	VVIYNIGAI
	264
	2.8000
	32.18

	17
	IVVIYNIGA
	263
	2.7000
	31.03

	18
	VVAVLTAIG
	390
	2.7000
	31.03

	19
	LVVMNWLGL
	156
	2.6600
	30.57

	20
	LFGLSIIPA
	169
	2.6000
	29.89

	21
	IVPLFAYSR
	301
	2.6000
	29.89

	22
	MRLTKTRIR
	200
	2.5000
	28.74

	23
	IYNIGAIIG
	266
	2.5000
	28.74

	24
	YNIGAIIGG
	267
	2.5000
	28.74

	25
	WGLGAALSM
	117
	2.4000
	27.59

	26
	VRRFVYLVL
	217
	2.3600
	27.13

	27
	FALAATIVP
	378
	2.3000
	26.44

	28
	LISLIIRYR
	178
	2.2000
	25.29

	29
	IIRYRVKES
	182
	2.2000
	25.29

	30
	IVRRFVYLV
	216
	2.2000
	25.29

	31
	FSRRYTIVF
	285
	2.2000
	25.29

	32
	YQLGNLLAA
	353
	2.2000
	25.29

	33
	FLVVLVYAD
	28
	2.1000
	24.14

	34
	LVYADIATT
	32
	2.1000
	24.14

	35
	FGTLSQRFS
	278
	2.0000
	22.99

	36
	FAYSRTAAM
	305
	2.0000
	22.99

	37
	LVVLVYADI
	29
	1.9000
	21.84

	38
	YAFGYLLAS
	144
	1.9000
	21.84

	39
	YTIVFCAAL
	289
	1.8600
	21.38

	40
	FLCAFAPNF
	91
	1.8500
	21.26

	41
	YFLVVLVYA
	27
	1.8000
	20.69

	42
	VGRRVPLMV
	73
	1.8000
	20.69


	ALLELE: DRB1_1301
	Threshold for 3 % with score: 2.6
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVILRLLYG
	102
	5.0000
	56.82

	2
	MRLTKTRIR
	200
	4.6000
	52.27

	3
	IIRYRVKES
	182
	4.5000
	51.14

	4
	IVRRFVYLV
	216
	4.3000
	48.86

	5
	LISLIIRYR
	178
	4.1000
	46.59

	6
	VVIYNIGAI
	264
	3.8000
	43.18

	7
	LVLLMTAFN
	223
	3.7000
	42.05

	8
	LRLLYGIGM
	105
	3.5000
	39.77

	9
	VVMNWLGLS
	157
	3.4000
	38.64

	10
	LIIRYRVKE
	181
	3.4000
	38.64

	11
	IVFCAALGL
	291
	3.2600
	37.05

	12
	LGLSWRWLF
	162
	3.2000
	36.36

	13
	IRYRVKESE
	183
	3.2000
	36.36

	14
	LVYADIATT
	32
	3.1000
	35.23

	15
	IVPLFAYSR
	301
	3.1000
	35.23

	16
	MLCLGSFLM
	313
	3.0000
	34.09

	17
	MRPVGALLF
	58
	2.9000
	32.95

	18
	VILRLLYGI
	103
	2.9000
	32.95

	19
	LPIQERLAE
	364
	2.7000
	30.68

	20
	VRRFVYLVL
	217
	2.6600
	30.23

	21
	VGRRVPLMV
	73
	2.6000
	29.55

	22
	VLVILRLLY
	101
	2.6000
	29.55

	23
	VFVQGAWGV
	323
	2.6000
	29.55

	24
	VSFYSVIGF
	83
	2.5000
	28.41

	25
	WMSHGTQDV
	232
	2.5000
	28.41

	26
	LVVAVLTAI
	389
	2.5000
	28.41

	27
	FVYLVLLMT
	220
	2.4000
	27.27

	28
	VLLMTAFNW
	224
	2.4000
	27.27

	29
	VVAVLTAIG
	390
	2.4000
	27.27

	30
	LVVMNWLGL
	156
	2.3600
	26.82

	31
	LVVLVYADI
	29
	2.2000
	25.00

	32
	LLVVAVLTA
	388
	2.2000
	25.00

	33
	YLLASVAAL
	148
	2.1600
	24.55

	34
	VIGFLCAFA
	88
	2.1000
	23.86

	35
	LSIIPALIS
	172
	2.1000
	23.86

	36
	LSSLTARWI
	255
	2.1000
	23.86

	37
	IGFLCAFAP
	89
	2.0000
	22.73

	38
	LMTAFNWMS
	226
	2.0000
	22.73

	39
	VAFLTTATL
	48
	1.9600
	22.27

	40
	WRWLFGLSI
	166
	1.9000
	21.59

	41
	VIYNIGAII
	265
	1.9000
	21.59

	42
	FGTLSQRFS
	278
	1.9000
	21.59


	ALLELE: DRB1_1302
	Threshold for 3 % with score: 2.1
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVILRLLYG
	102
	4.0000
	45.45

	2
	MRLTKTRIR
	200
	3.6000
	40.91

	3
	IIRYRVKES
	182
	3.5000
	39.77

	4
	WMSHGTQDV
	232
	3.5000
	39.77

	5
	FVYLVLLMT
	220
	3.4000
	38.64

	6
	IVRRFVYLV
	216
	3.3000
	37.50

	7
	YLLASVAAL
	148
	3.1600
	35.91

	8
	LISLIIRYR
	178
	3.1000
	35.23

	9
	WRWLFGLSI
	166
	2.9000
	32.95

	10
	FGTLSQRFS
	278
	2.9000
	32.95

	11
	VVIYNIGAI
	264
	2.8000
	31.82

	12
	LVLLMTAFN
	223
	2.7000
	30.68

	13
	LRLLYGIGM
	105
	2.5000
	28.41

	14
	VVMNWLGLS
	157
	2.4000
	27.27

	15
	LIIRYRVKE
	181
	2.4000
	27.27

	16
	FLVRHRNRH
	413
	2.3000
	26.14

	17
	IVFCAALGL
	291
	2.2600
	25.68

	18
	FLTTATLAM
	50
	2.2000
	25.00

	19
	LGLSWRWLF
	162
	2.2000
	25.00

	20
	IRYRVKESE
	183
	2.2000
	25.00

	21
	LVYADIATT
	32
	2.1000
	23.86

	22
	IVPLFAYSR
	301
	2.1000
	23.86

	23
	FAYSRTAAM
	305
	2.1000
	23.86

	24
	MLCLGSFLM
	313
	2.0000
	22.73

	25
	FTVLVILRL
	99
	1.9600
	22.27

	26
	MRPVGALLF
	58
	1.9000
	21.59

	27
	VILRLLYGI
	103
	1.9000
	21.59

	28
	FLMQVFVQG
	319
	1.9000
	21.59

	29
	FSRRYTIVF
	285
	1.8000
	20.45

	30
	FDYFLVVLV
	25
	1.7000
	19.32

	31
	LPIQERLAE
	364
	1.7000
	19.32

	32
	VRRFVYLVL
	217
	1.6600
	18.86

	33
	VGRRVPLMV
	73
	1.6000
	18.18

	34
	VLVILRLLY
	101
	1.6000
	18.18

	35
	VFVQGAWGV
	323
	1.6000
	18.18

	36
	VSFYSVIGF
	83
	1.5000
	17.05

	37
	WGLGAALSM
	117
	1.5000
	17.05

	38
	LVVAVLTAI
	389
	1.5000
	17.05

	39
	FGLWADRVG
	66
	1.4000
	15.91

	40
	FLCAFAPNF
	91
	1.4000
	15.91

	41
	FAPNFTVLV
	95
	1.4000
	15.91

	42
	YRVKESEVW
	185
	1.4000
	15.91


	ALLELE: DRB1_1304
	Threshold for 3 % with score: 2.6
	Highest Score achievable by any peptide: 9


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LIIRYRVKE
	181
	5.0000
	55.56

	2
	LVILRLLYG
	102
	4.9000
	54.44

	3
	LVLLMTAFN
	223
	4.9000
	54.44

	4
	IRYRVKESE
	183
	4.8000
	53.33

	5
	LPIQERLAE
	364
	4.3000
	47.78

	6
	IIRYRVKES
	182
	4.1000
	45.56

	7
	IVRRFVYLV
	216
	3.6000
	40.00

	8
	LVYADIATT
	32
	3.3000
	36.67

	9
	VLLMTAFNW
	224
	3.3000
	36.67

	10
	IVFCAALGL
	291
	3.3000
	36.67

	11
	LRLLYGIGM
	105
	3.1000
	34.44

	12
	MRLTKTRIR
	200
	3.1000
	34.44

	13
	VVIYNIGAI
	264
	3.1000
	34.44

	14
	FLVRHRNRH
	413
	3.1000
	34.44

	15
	VVMNWLGLS
	157
	3.0000
	33.33

	16
	VRRFVYLVL
	217
	2.7000
	30.00

	17
	LISLIIRYR
	178
	2.6000
	28.89

	18
	FVYLVLLMT
	220
	2.6000
	28.89

	19
	MLCLGSFLM
	313
	2.6000
	28.89

	20
	VLVILRLLY
	101
	2.4000
	26.67

	21
	LVVMNWLGL
	156
	2.4000
	26.67

	22
	VVAVLTAIG
	390
	2.3000
	25.56

	23
	VILRLLYGI
	103
	2.2000
	24.44

	24
	YLLASVAAL
	148
	2.2000
	24.44

	25
	LGLSWRWLF
	162
	2.2000
	24.44

	26
	LLVVAVLTA
	388
	2.2000
	24.44

	27
	VIGFLCAFA
	88
	2.1000
	23.33

	28
	VAFLTTATL
	48
	2.0000
	22.22

	29
	LSMEKVPAE
	123
	2.0000
	22.22

	30
	LGNLLAAFN
	355
	2.0000
	22.22

	31
	MRPVGALLF
	58
	1.9000
	21.11

	32
	VGRRVPLMV
	73
	1.9000
	21.11

	33
	VMNWLGLSW
	158
	1.9000
	21.11

	34
	VFVQGAWGV
	323
	1.9000
	21.11

	35
	WMSHGTQDV
	232
	1.8000
	20.00

	36
	LAAFNLPIQ
	359
	1.8000
	20.00

	37
	LVVAVLTAI
	389
	1.8000
	20.00

	38
	LSIIPALIS
	172
	1.7000
	18.89

	39
	FLVVLVYAD
	28
	1.6000
	17.78

	40
	LFGLSIIPA
	169
	1.6000
	17.78

	41
	LMTAFNWMS
	226
	1.6000
	17.78

	42
	IVPLFAYSR
	301
	1.6000
	17.78


	ALLELE: DRB1_1305
	Threshold for 3 % with score: 2.2
	Highest Score achievable by any peptide: 8.7


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVILRLLYG
	102
	5.8000
	66.67

	2
	FVYLVLLMT
	220
	5.2000
	59.77

	3
	WRWLFGLSI
	166
	4.7000
	54.02

	4
	LRLLYGIGM
	105
	4.5000
	51.72

	5
	MRPVGALLF
	58
	4.3000
	49.43

	6
	VLVILRLLY
	101
	4.2000
	48.28

	7
	FLTTATLAM
	50
	3.8000
	43.68

	8
	FTVLVILRL
	99
	3.7600
	43.22

	9
	LSIIPALIS
	172
	3.7000
	42.53

	10
	LLVVAVLTA
	388
	3.6000
	41.38

	11
	VVMNWLGLS
	157
	3.4000
	39.08

	12
	LVLLMTAFN
	223
	3.4000
	39.08

	13
	IVFCAALGL
	291
	3.3600
	38.62

	14
	YLLASVAAL
	148
	3.1600
	36.32

	15
	VYLVLLMTA
	221
	2.8000
	32.18

	16
	VVIYNIGAI
	264
	2.8000
	32.18

	17
	IVVIYNIGA
	263
	2.7000
	31.03

	18
	VVAVLTAIG
	390
	2.7000
	31.03

	19
	LVVMNWLGL
	156
	2.6600
	30.57

	20
	LFGLSIIPA
	169
	2.6000
	29.89

	21
	IVPLFAYSR
	301
	2.6000
	29.89

	22
	MRLTKTRIR
	200
	2.5000
	28.74

	23
	IYNIGAIIG
	266
	2.5000
	28.74

	24
	YNIGAIIGG
	267
	2.5000
	28.74

	25
	WGLGAALSM
	117
	2.4000
	27.59

	26
	VRRFVYLVL
	217
	2.3600
	27.13

	27
	FALAATIVP
	378
	2.3000
	26.44

	28
	LISLIIRYR
	178
	2.2000
	25.29

	29
	IIRYRVKES
	182
	2.2000
	25.29

	30
	IVRRFVYLV
	216
	2.2000
	25.29

	31
	FSRRYTIVF
	285
	2.2000
	25.29

	32
	YQLGNLLAA
	353
	2.2000
	25.29

	33
	FLVVLVYAD
	28
	2.1000
	24.14

	34
	LVYADIATT
	32
	2.1000
	24.14

	35
	FGTLSQRFS
	278
	2.0000
	22.99

	36
	FAYSRTAAM
	305
	2.0000
	22.99

	37
	LVVLVYADI
	29
	1.9000
	21.84

	38
	YAFGYLLAS
	144
	1.9000
	21.84

	39
	YTIVFCAAL
	289
	1.8600
	21.38

	40
	FLCAFAPNF
	91
	1.8500
	21.26

	41
	YFLVVLVYA
	27
	1.8000
	20.69

	42
	VGRRVPLMV
	73
	1.8000
	20.69


	ALLELE: DRB1_1307
	Threshold for 3 % with score: 0.6
	Highest Score achievable by any peptide: 6.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	VVMNWLGLS
	157
	2.9000
	42.65

	2
	FVYLVLLMT
	220
	2.7000
	39.71

	3
	LVILRLLYG
	102
	2.6000
	38.24

	4
	LVLLMTAFN
	223
	2.6000
	38.24

	5
	YLLASVAAL
	148
	2.2000
	32.35

	6
	WRWLFGLSI
	166
	2.0000
	29.41

	7
	VVIYNIGAI
	264
	1.8000
	26.47

	8
	LLVVAVLTA
	388
	1.8000
	26.47

	9
	FNWMSHGTQ
	230
	1.7000
	25.00

	10
	LSIIPALIS
	172
	1.5000
	22.06

	11
	LVYADIATT
	32
	1.4000
	20.59

	12
	LRLLYGIGM
	105
	1.4000
	20.59

	13
	FGTLSQRFS
	278
	1.4000
	20.59

	14
	YFLVVLVYA
	27
	1.3000
	19.12

	15
	VVAVLTAIG
	390
	1.3000
	19.12

	16
	IIRYRVKES
	182
	1.2000
	17.65

	17
	VYLVLLMTA
	221
	1.2000
	17.65

	18
	VLVILRLLY
	101
	1.1000
	16.18

	19
	FGYLLASVA
	146
	1.1000
	16.18

	20
	IVVIYNIGA
	263
	1.1000
	16.18

	21
	LVVLVYADI
	29
	1.0000
	14.71

	22
	FTVLVILRL
	99
	1.0000
	14.71

	23
	LFGLSIIPA
	169
	1.0000
	14.71

	24
	YTIVFCAAL
	289
	0.9000
	13.24

	25
	IVPVLLVVA
	384
	0.9000
	13.24

	26
	MRLTKTRIR
	200
	0.8000
	11.76

	27
	VAFLTTATL
	48
	0.7000
	10.29

	28
	VIGFLCAFA
	88
	0.7000
	10.29

	29
	MRPVGALLF
	58
	0.6000
	8.82

	30
	IVFCAALGL
	291
	0.6000
	8.82

	31
	IRGVYPGVT
	344
	0.6000
	8.82

	32
	FLVRHRNRH
	413
	0.5800
	8.53

	33
	FLTTATLAM
	50
	0.5000
	7.35

	34
	LISLIIRYR
	178
	0.5000
	7.35

	35
	IVRRFVYLV
	216
	0.5000
	7.35

	36
	FAYSRTAAM
	305
	0.5000
	7.35

	37
	LMQVFVQGA
	320
	0.5000
	7.35

	38
	IVPLFAYSR
	301
	0.4000
	5.88

	39
	YQLGNLLAA
	353
	0.4000
	5.88

	40
	FLVVLVYAD
	28
	0.3000
	4.41

	41
	VVLVYADIA
	30
	0.1000
	1.47

	42
	VLLMTAFNW
	224
	0.1000
	1.47


	ALLELE: DRB1_1311
	Threshold for 3 % with score: 2.0
	Highest Score achievable by any peptide: 8.3


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVILRLLYG
	102
	5.4000
	65.06

	2
	LLVVAVLTA
	388
	4.6000
	55.42

	3
	LSIIPALIS
	172
	4.3000
	51.81

	4
	LRLLYGIGM
	105
	4.0000
	48.19

	5
	VVMNWLGLS
	157
	4.0000
	48.19

	6
	VLVILRLLY
	101
	3.9000
	46.99

	7
	VYLVLLMTA
	221
	3.8000
	45.78

	8
	IVVIYNIGA
	263
	3.7000
	44.58

	9
	LFGLSIIPA
	169
	3.6000
	43.37

	10
	LVLLMTAFN
	223
	3.6000
	43.37

	11
	FVYLVLLMT
	220
	3.5000
	42.17

	12
	MRPVGALLF
	58
	3.4000
	40.96

	13
	IVFCAALGL
	291
	3.4000
	40.96

	14
	VVIYNIGAI
	264
	2.9000
	34.94

	15
	WRWLFGLSI
	166
	2.8000
	33.73

	16
	IIRYRVKES
	182
	2.8000
	33.73

	17
	LVVMNWLGL
	156
	2.7000
	32.53

	18
	VAALVVMNW
	153
	2.6000
	31.33

	19
	LVYADIATT
	32
	2.4000
	28.92

	20
	VRRFVYLVL
	217
	2.4000
	28.92

	21
	IVPVLLVVA
	384
	2.4000
	28.92

	22
	VVAVLTAIG
	390
	2.3000
	27.71

	23
	IVRRFVYLV
	216
	2.2000
	26.51

	24
	IYNIGAIIG
	266
	2.1000
	25.30

	25
	IVPLFAYSR
	301
	2.1000
	25.30

	26
	VAVLTAIGK
	391
	2.1000
	25.30

	27
	LVVLVYADI
	29
	2.0000
	24.10

	28
	MRLTKTRIR
	200
	2.0000
	24.10

	29
	VGRRVPLMV
	73
	1.8000
	21.69

	30
	FTVLVILRL
	99
	1.8000
	21.69

	31
	VAFLTTATL
	48
	1.7000
	20.48

	32
	VIGFLCAFA
	88
	1.7000
	20.48

	33
	IPALISLII
	175
	1.7000
	20.48

	34
	LISLIIRYR
	178
	1.7000
	20.48

	35
	IRGVYPGVT
	344
	1.7000
	20.48

	36
	VLLMTAFNW
	224
	1.6000
	19.28

	37
	LMQVFVQGA
	320
	1.6000
	19.28

	38
	LLAAFNLPI
	358
	1.6000
	19.28

	39
	ISLIIRYRV
	179
	1.5000
	18.07

	40
	LGAALSMEK
	119
	1.4000
	16.87

	41
	LASVAALVV
	150
	1.4000
	16.87

	42
	LPIQERLAE
	364
	1.4000
	16.87


	ALLELE: DRB1_1321
	Threshold for 3 % with score: 2.2
	Highest Score achievable by any peptide: 8.9


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVILRLLYG
	102
	5.7000
	64.04

	2
	FVYLVLLMT
	220
	5.4000
	60.67

	3
	LVLLMTAFN
	223
	4.6000
	51.69

	4
	LRLLYGIGM
	105
	4.1000
	46.07

	5
	VLVILRLLY
	101
	4.0000
	44.94

	6
	WRWLFGLSI
	166
	4.0000
	44.94

	7
	FTVLVILRL
	99
	3.8000
	42.70

	8
	FLVVLVYAD
	28
	3.7000
	41.57

	9
	LLVVAVLTA
	388
	3.6000
	40.45

	10
	FLTTATLAM
	50
	3.4000
	38.20

	11
	IVFCAALGL
	291
	3.4000
	38.20

	12
	LPIQERLAE
	364
	3.4000
	38.20

	13
	MRPVGALLF
	58
	3.3000
	37.08

	14
	LSIIPALIS
	172
	3.3000
	37.08

	15
	YLLASVAAL
	148
	3.2000
	35.96

	16
	VVMNWLGLS
	157
	3.0000
	33.71

	17
	VYLVLLMTA
	221
	2.8000
	31.46

	18
	LVVMNWLGL
	156
	2.7000
	30.34

	19
	IVVIYNIGA
	263
	2.7000
	30.34

	20
	LFGLSIIPA
	169
	2.6000
	29.21

	21
	LIIRYRVKE
	181
	2.6000
	29.21

	22
	IRYRVKESE
	183
	2.6000
	29.21

	23
	FNWMSHGTQ
	230
	2.6000
	29.21

	24
	VVAVLTAIG
	390
	2.6000
	29.21

	25
	VAALVVMNW
	153
	2.5000
	28.09

	26
	VRRFVYLVL
	217
	2.4000
	26.97

	27
	IYNIGAIIG
	266
	2.4000
	26.97

	28
	YNIGAIIGG
	267
	2.4000
	26.97

	29
	LVYADIATT
	32
	2.3000
	25.84

	30
	YQLGNLLAA
	353
	2.2000
	24.72

	31
	VVIYNIGAI
	264
	2.1000
	23.60

	32
	FLVRHRNRH
	413
	2.1000
	23.60

	33
	WGLGAALSM
	117
	2.0000
	22.47

	34
	YTIVFCAAL
	289
	1.9000
	21.35

	35
	YFLVVLVYA
	27
	1.8000
	20.22

	36
	IIRYRVKES
	182
	1.8000
	20.22

	37
	VAFLTTATL
	48
	1.7000
	19.10

	38
	LGNLLAAFN
	355
	1.7000
	19.10

	39
	FALAATIVP
	378
	1.7000
	19.10

	40
	FGTLSQRFS
	278
	1.6000
	17.98

	41
	FAYSRTAAM
	305
	1.6000
	17.98

	42
	IRGVYPGVT
	344
	1.6000
	17.98


	ALLELE: DRB1_1322
	Threshold for 3 % with score: 1.8
	Highest Score achievable by any peptide: 8.4


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IIRYRVKES
	182
	4.1000
	48.81

	2
	LVILRLLYG
	102
	3.6000
	42.86

	3
	IVRRFVYLV
	216
	3.3000
	39.29

	4
	MRLTKTRIR
	200
	3.1000
	36.90

	5
	VVMNWLGLS
	157
	3.0000
	35.71

	6
	LVLLMTAFN
	223
	2.9000
	34.52

	7
	VVIYNIGAI
	264
	2.9000
	34.52

	8
	LISLIIRYR
	178
	2.6000
	30.95

	9
	LVYADIATT
	32
	2.4000
	28.57

	10
	VLLMTAFNW
	224
	2.4000
	28.57

	11
	IVFCAALGL
	291
	2.3000
	27.38

	12
	LLVVAVLTA
	388
	2.2000
	26.19

	13
	VIGFLCAFA
	88
	2.1000
	25.00

	14
	VILRLLYGI
	103
	2.0000
	23.81

	15
	LRLLYGIGM
	105
	2.0000
	23.81

	16
	LIIRYRVKE
	181
	2.0000
	23.81

	17
	FLVRHRNRH
	413
	1.8800
	22.38

	18
	IRYRVKESE
	183
	1.8000
	21.43

	19
	LSIIPALIS
	172
	1.7000
	20.24

	20
	VRRFVYLVL
	217
	1.7000
	20.24

	21
	FVYLVLLMT
	220
	1.7000
	20.24

	22
	VGRRVPLMV
	73
	1.6000
	19.05

	23
	LFGLSIIPA
	169
	1.6000
	19.05

	24
	LMTAFNWMS
	226
	1.6000
	19.05

	25
	IVPLFAYSR
	301
	1.6000
	19.05

	26
	VFVQGAWGV
	323
	1.6000
	19.05

	27
	IVPVLLVVA
	384
	1.6000
	19.05

	28
	LVVAVLTAI
	389
	1.6000
	19.05

	29
	WMSHGTQDV
	232
	1.5000
	17.86

	30
	FGTLSQRFS
	278
	1.5000
	17.86

	31
	MLCLGSFLM
	313
	1.5000
	17.86

	32
	IPAHLTEMS
	332
	1.5000
	17.86

	33
	LMVDVSFYS
	79
	1.4000
	16.67

	34
	LVVMNWLGL
	156
	1.4000
	16.67

	35
	LVVLVYADI
	29
	1.3000
	15.48

	36
	VLVILRLLY
	101
	1.3000
	15.48

	37
	LGLSWRWLF
	162
	1.3000
	15.48

	38
	LFAYSRTAA
	304
	1.3000
	15.48

	39
	LPIQERLAE
	364
	1.3000
	15.48

	40
	IRFGTTETA
	404
	1.3000
	15.48

	41
	YLLASVAAL
	148
	1.2000
	14.29

	42
	VYLVLLMTA
	221
	1.2000
	14.29


	ALLELE: DRB1_1323
	Threshold for 3 % with score: 1.3
	Highest Score achievable by any peptide: 8.4


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IIRYRVKES
	182
	3.1000
	36.90

	2
	FLVRHRNRH
	413
	2.8800
	34.29

	3
	FVYLVLLMT
	220
	2.7000
	32.14

	4
	LVILRLLYG
	102
	2.6000
	30.95

	5
	WMSHGTQDV
	232
	2.5000
	29.76

	6
	FGTLSQRFS
	278
	2.5000
	29.76

	7
	IVRRFVYLV
	216
	2.3000
	27.38

	8
	YLLASVAAL
	148
	2.2000
	26.19

	9
	MRLTKTRIR
	200
	2.1000
	25.00

	10
	VVMNWLGLS
	157
	2.0000
	23.81

	11
	WRWLFGLSI
	166
	2.0000
	23.81

	12
	LVLLMTAFN
	223
	1.9000
	22.62

	13
	VVIYNIGAI
	264
	1.9000
	22.62

	14
	LISLIIRYR
	178
	1.6000
	19.05

	15
	LVYADIATT
	32
	1.4000
	16.67

	16
	YRVKESEVW
	185
	1.4000
	16.67

	17
	VLLMTAFNW
	224
	1.4000
	16.67

	18
	IVFCAALGL
	291
	1.3000
	15.48

	19
	YQLGNLLAA
	353
	1.3000
	15.48

	20
	LLVVAVLTA
	388
	1.2000
	14.29

	21
	VIGFLCAFA
	88
	1.1000
	13.10

	22
	YFLVVLVYA
	27
	1.0000
	11.90

	23
	FTVLVILRL
	99
	1.0000
	11.90

	24
	VILRLLYGI
	103
	1.0000
	11.90

	25
	LRLLYGIGM
	105
	1.0000
	11.90

	26
	LIIRYRVKE
	181
	1.0000
	11.90

	27
	FGYLLASVA
	146
	0.8000
	9.52

	28
	IRYRVKESE
	183
	0.8000
	9.52

	29
	FDYFLVVLV
	25
	0.7000
	8.33

	30
	FLTTATLAM
	50
	0.7000
	8.33

	31
	LSIIPALIS
	172
	0.7000
	8.33

	32
	VRRFVYLVL
	217
	0.7000
	8.33

	33
	VGRRVPLMV
	73
	0.6000
	7.14

	34
	YAFGYLLAS
	144
	0.6000
	7.14

	35
	LFGLSIIPA
	169
	0.6000
	7.14

	36
	LMTAFNWMS
	226
	0.6000
	7.14

	37
	IVPLFAYSR
	301
	0.6000
	7.14

	38
	FAYSRTAAM
	305
	0.6000
	7.14

	39
	VFVQGAWGV
	323
	0.6000
	7.14

	40
	IVPVLLVVA
	384
	0.6000
	7.14

	41
	LVVAVLTAI
	389
	0.6000
	7.14

	42
	FNWMSHGTQ
	230
	0.5000
	5.95


	ALLELE: DRB1_1327
	Threshold for 3 % with score: 2.6
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVILRLLYG
	102
	5.0000
	56.82

	2
	MRLTKTRIR
	200
	4.6000
	52.27

	3
	IIRYRVKES
	182
	4.5000
	51.14

	4
	IVRRFVYLV
	216
	4.3000
	48.86

	5
	LISLIIRYR
	178
	4.1000
	46.59

	6
	VVIYNIGAI
	264
	3.8000
	43.18

	7
	LVLLMTAFN
	223
	3.7000
	42.05

	8
	LRLLYGIGM
	105
	3.5000
	39.77

	9
	VVMNWLGLS
	157
	3.4000
	38.64

	10
	LIIRYRVKE
	181
	3.4000
	38.64

	11
	IVFCAALGL
	291
	3.2600
	37.05

	12
	LGLSWRWLF
	162
	3.2000
	36.36

	13
	IRYRVKESE
	183
	3.2000
	36.36

	14
	LVYADIATT
	32
	3.1000
	35.23

	15
	IVPLFAYSR
	301
	3.1000
	35.23

	16
	MLCLGSFLM
	313
	3.0000
	34.09

	17
	MRPVGALLF
	58
	2.9000
	32.95

	18
	VILRLLYGI
	103
	2.9000
	32.95

	19
	LPIQERLAE
	364
	2.7000
	30.68

	20
	VRRFVYLVL
	217
	2.6600
	30.23

	21
	VGRRVPLMV
	73
	2.6000
	29.55

	22
	VLVILRLLY
	101
	2.6000
	29.55

	23
	VFVQGAWGV
	323
	2.6000
	29.55

	24
	VSFYSVIGF
	83
	2.5000
	28.41

	25
	WMSHGTQDV
	232
	2.5000
	28.41

	26
	LVVAVLTAI
	389
	2.5000
	28.41

	27
	FVYLVLLMT
	220
	2.4000
	27.27

	28
	VLLMTAFNW
	224
	2.4000
	27.27

	29
	VVAVLTAIG
	390
	2.4000
	27.27

	30
	LVVMNWLGL
	156
	2.3600
	26.82

	31
	LVVLVYADI
	29
	2.2000
	25.00

	32
	LLVVAVLTA
	388
	2.2000
	25.00

	33
	YLLASVAAL
	148
	2.1600
	24.55

	34
	VIGFLCAFA
	88
	2.1000
	23.86

	35
	LSIIPALIS
	172
	2.1000
	23.86

	36
	LSSLTARWI
	255
	2.1000
	23.86

	37
	IGFLCAFAP
	89
	2.0000
	22.73

	38
	LMTAFNWMS
	226
	2.0000
	22.73

	39
	VAFLTTATL
	48
	1.9600
	22.27

	40
	WRWLFGLSI
	166
	1.9000
	21.59

	41
	VIYNIGAII
	265
	1.9000
	21.59

	42
	FGTLSQRFS
	278
	1.9000
	21.59


	ALLELE: DRB1_1328
	Threshold for 3 % with score: 2.6
	Highest Score achievable by any peptide: 8.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	LVILRLLYG
	102
	5.0000
	56.82

	2
	MRLTKTRIR
	200
	4.6000
	52.27

	3
	IIRYRVKES
	182
	4.5000
	51.14

	4
	IVRRFVYLV
	216
	4.3000
	48.86

	5
	LISLIIRYR
	178
	4.1000
	46.59

	6
	VVIYNIGAI
	264
	3.8000
	43.18

	7
	LVLLMTAFN
	223
	3.7000
	42.05

	8
	LRLLYGIGM
	105
	3.5000
	39.77

	9
	VVMNWLGLS
	157
	3.4000
	38.64

	10
	LIIRYRVKE
	181
	3.4000
	38.64

	11
	IVFCAALGL
	291
	3.2600
	37.05

	12
	LGLSWRWLF
	162
	3.2000
	36.36

	13
	IRYRVKESE
	183
	3.2000
	36.36

	14
	LVYADIATT
	32
	3.1000
	35.23

	15
	IVPLFAYSR
	301
	3.1000
	35.23

	16
	MLCLGSFLM
	313
	3.0000
	34.09

	17
	MRPVGALLF
	58
	2.9000
	32.95

	18
	VILRLLYGI
	103
	2.9000
	32.95

	19
	LPIQERLAE
	364
	2.7000
	30.68

	20
	VRRFVYLVL
	217
	2.6600
	30.23

	21
	VGRRVPLMV
	73
	2.6000
	29.55

	22
	VLVILRLLY
	101
	2.6000
	29.55

	23
	VFVQGAWGV
	323
	2.6000
	29.55

	24
	VSFYSVIGF
	83
	2.5000
	28.41

	25
	WMSHGTQDV
	232
	2.5000
	28.41

	26
	LVVAVLTAI
	389
	2.5000
	28.41

	27
	FVYLVLLMT
	220
	2.4000
	27.27

	28
	VLLMTAFNW
	224
	2.4000
	27.27

	29
	VVAVLTAIG
	390
	2.4000
	27.27

	30
	LVVMNWLGL
	156
	2.3600
	26.82

	31
	LVVLVYADI
	29
	2.2000
	25.00

	32
	LLVVAVLTA
	388
	2.2000
	25.00

	33
	YLLASVAAL
	148
	2.1600
	24.55

	34
	VIGFLCAFA
	88
	2.1000
	23.86

	35
	LSIIPALIS
	172
	2.1000
	23.86

	36
	LSSLTARWI
	255
	2.1000
	23.86

	37
	IGFLCAFAP
	89
	2.0000
	22.73

	38
	LMTAFNWMS
	226
	2.0000
	22.73

	39
	VAFLTTATL
	48
	1.9600
	22.27

	40
	WRWLFGLSI
	166
	1.9000
	21.59

	41
	VIYNIGAII
	265
	1.9000
	21.59

	42
	FGTLSQRFS
	278
	1.9000
	21.59


	ALLELE: DRB1_1501
	Threshold for 3 % with score: 3.25
	Highest Score achievable by any peptide: 9.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	VRRFVYLVL
	217
	8.1000
	82.65

	2
	VVIYNIGAI
	264
	6.8500
	69.90

	3
	LRLLYGIGM
	105
	5.7800
	58.98

	4
	LVVMNWLGL
	156
	5.6000
	57.14

	5
	LVILRLLYG
	102
	5.4000
	55.10

	6
	IVVIYNIGA
	263
	5.4000
	55.10

	7
	IVFCAALGL
	291
	5.3000
	54.08

	8
	VLVYADIAT
	31
	4.9000
	50.00

	9
	WRWLFGLSI
	166
	4.8000
	48.98

	10
	LFAYSRTAA
	304
	4.5000
	45.92

	11
	FVYLVLLMT
	220
	4.3000
	43.88

	12
	LLAAFNLPI
	358
	4.3000
	43.88

	13
	LVVLVYADI
	29
	4.2000
	42.86

	14
	MRPVGALLF
	58
	4.2000
	42.86

	15
	VLVILRLLY
	101
	4.1000
	41.84

	16
	VYLVLLMTA
	221
	4.0000
	40.82

	17
	VILRLLYGI
	103
	3.9000
	39.80

	18
	VSFYSVIGF
	83
	3.8000
	38.78

	19
	MASFLGWTM
	14
	3.7800
	38.57

	20
	VIGFLCAFA
	88
	3.7000
	37.76

	21
	IVRRFVYLV
	216
	3.7000
	37.76

	22
	LVVAVLTAI
	389
	3.7000
	37.76

	23
	MLCLGSFLM
	313
	3.5800
	36.53

	24
	VGRRVPLMV
	73
	3.4000
	34.69

	25
	LSIIPALIS
	172
	3.4000
	34.69

	26
	IIRYRVKES
	182
	3.4000
	34.69

	27
	VPLFAYSRT
	302
	3.4000
	34.69

	28
	ISLIIRYRV
	179
	3.3000
	33.67

	29
	YQLGNLLAA
	353
	3.3000
	33.67

	30
	LLVVAVLTA
	388
	3.3000
	33.67

	31
	MDAFDYFLV
	22
	3.2000
	32.65

	32
	LLYGIGMGG
	107
	3.2000
	32.65

	33
	VVMNWLGLS
	157
	3.2000
	32.65

	34
	IPALISLII
	175
	3.2000
	32.65

	35
	IVPVLLVVA
	384
	3.1000
	31.63

	36
	LFGLSIIPA
	169
	3.0500
	31.12

	37
	VMNWLGLSW
	158
	3.0000
	30.61

	38
	VLLMTAFNW
	224
	3.0000
	30.61

	39
	LMVDVSFYS
	79
	2.9000
	29.59

	40
	VIYNIGAII
	265
	2.9000
	29.59

	41
	LVYADIATT
	32
	2.7500
	28.06

	42
	LCAFAPNFT
	92
	2.7000
	27.55


	ALLELE: DRB1_1502
	Threshold for 3 % with score: 3.25
	Highest Score achievable by any peptide: 9.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	VRRFVYLVL
	217
	7.1000
	72.45

	2
	VVIYNIGAI
	264
	5.8500
	59.69

	3
	WRWLFGLSI
	166
	5.8000
	59.18

	4
	FVYLVLLMT
	220
	5.3000
	54.08

	5
	LRLLYGIGM
	105
	4.7800
	48.78

	6
	LVVMNWLGL
	156
	4.6000
	46.94

	7
	LVILRLLYG
	102
	4.4000
	44.90

	8
	IVVIYNIGA
	263
	4.4000
	44.90

	9
	IVFCAALGL
	291
	4.3000
	43.88

	10
	YQLGNLLAA
	353
	4.3000
	43.88

	11
	VLVYADIAT
	31
	3.9000
	39.80

	12
	LFAYSRTAA
	304
	3.5000
	35.71

	13
	WGLGAALSM
	117
	3.4800
	35.51

	14
	FTVLVILRL
	99
	3.4500
	35.20

	15
	LLAAFNLPI
	358
	3.3000
	33.67

	16
	LVVLVYADI
	29
	3.2000
	32.65

	17
	MRPVGALLF
	58
	3.2000
	32.65

	18
	FYSVIGFLC
	85
	3.2000
	32.65

	19
	VLVILRLLY
	101
	3.1000
	31.63

	20
	FCAALGLPI
	293
	3.1000
	31.63

	21
	YNIGAIIGG
	267
	3.0500
	31.12

	22
	VYLVLLMTA
	221
	3.0000
	30.61

	23
	VILRLLYGI
	103
	2.9000
	29.59

	24
	VSFYSVIGF
	83
	2.8000
	28.57

	25
	WLFGLSIIP
	168
	2.8000
	28.57

	26
	MASFLGWTM
	14
	2.7800
	28.37

	27
	VIGFLCAFA
	88
	2.7000
	27.55

	28
	IVRRFVYLV
	216
	2.7000
	27.55

	29
	LVVAVLTAI
	389
	2.7000
	27.55

	30
	FLTTATLAM
	50
	2.6400
	26.94

	31
	YAFGYLLAS
	144
	2.6000
	26.53

	32
	MLCLGSFLM
	313
	2.5800
	26.33

	33
	YFLVVLVYA
	27
	2.5000
	25.51

	34
	VGRRVPLMV
	73
	2.4000
	24.49

	35
	YSVIGFLCA
	86
	2.4000
	24.49

	36
	LSIIPALIS
	172
	2.4000
	24.49

	37
	IIRYRVKES
	182
	2.4000
	24.49

	38
	VPLFAYSRT
	302
	2.4000
	24.49

	39
	FVQGAWGVI
	324
	2.4000
	24.49

	40
	WMSHGTQDV
	232
	2.3600
	24.08

	41
	ISLIIRYRV
	179
	2.3000
	23.47

	42
	LLVVAVLTA
	388
	2.3000
	23.47


	ALLELE: DRB1_1506
	Threshold for 3 % with score: 3.1
	Highest Score achievable by any peptide: 9.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	VRRFVYLVL
	217
	8.1000
	82.65

	2
	VVIYNIGAI
	264
	6.8500
	69.90

	3
	LRLLYGIGM
	105
	5.7800
	58.98

	4
	LVVMNWLGL
	156
	5.6000
	57.14

	5
	LVILRLLYG
	102
	5.4000
	55.10

	6
	IVVIYNIGA
	263
	5.4000
	55.10

	7
	IVFCAALGL
	291
	5.3000
	54.08

	8
	VLVYADIAT
	31
	4.9000
	50.00

	9
	WRWLFGLSI
	166
	4.8000
	48.98

	10
	LFAYSRTAA
	304
	4.5000
	45.92

	11
	FVYLVLLMT
	220
	4.3000
	43.88

	12
	LLAAFNLPI
	358
	4.3000
	43.88

	13
	LVVLVYADI
	29
	4.2000
	42.86

	14
	MRPVGALLF
	58
	4.2000
	42.86

	15
	VLVILRLLY
	101
	4.1000
	41.84

	16
	VYLVLLMTA
	221
	4.0000
	40.82

	17
	VILRLLYGI
	103
	3.9000
	39.80

	18
	VSFYSVIGF
	83
	3.8000
	38.78

	19
	MASFLGWTM
	14
	3.7800
	38.57

	20
	VIGFLCAFA
	88
	3.7000
	37.76

	21
	IVRRFVYLV
	216
	3.7000
	37.76

	22
	LVVAVLTAI
	389
	3.7000
	37.76

	23
	MLCLGSFLM
	313
	3.5800
	36.53

	24
	VGRRVPLMV
	73
	3.4000
	34.69

	25
	LSIIPALIS
	172
	3.4000
	34.69

	26
	IIRYRVKES
	182
	3.4000
	34.69

	27
	VPLFAYSRT
	302
	3.4000
	34.69

	28
	ISLIIRYRV
	179
	3.3000
	33.67

	29
	YQLGNLLAA
	353
	3.3000
	33.67

	30
	LLVVAVLTA
	388
	3.3000
	33.67

	31
	MDAFDYFLV
	22
	3.2000
	32.65

	32
	LLYGIGMGG
	107
	3.2000
	32.65

	33
	VVMNWLGLS
	157
	3.2000
	32.65

	34
	IPALISLII
	175
	3.2000
	32.65

	35
	IVPVLLVVA
	384
	3.1000
	31.63

	36
	LFGLSIIPA
	169
	3.0500
	31.12

	37
	VMNWLGLSW
	158
	3.0000
	30.61

	38
	VLLMTAFNW
	224
	3.0000
	30.61

	39
	LMVDVSFYS
	79
	2.9000
	29.59

	40
	VIYNIGAII
	265
	2.9000
	29.59

	41
	LVYADIATT
	32
	2.7500
	28.06

	42
	LCAFAPNFT
	92
	2.7000
	27.55


	ALLELE: DRB5_0101
	Threshold for 3 % with score: 2.3
	Highest Score achievable by any peptide: 9.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IVPLFAYSR
	301
	5.7000
	58.16

	2
	MRLTKTRIR
	200
	5.5000
	56.12

	3
	MRPVGALLF
	58
	4.4000
	44.90

	4
	WRWLFGLSI
	166
	4.3000
	43.88

	5
	LRLLYGIGM
	105
	4.2000
	42.86

	6
	VAVLTAIGK
	391
	4.0000
	40.82

	7
	YTIVFCAAL
	289
	3.9000
	39.80

	8
	IVFCAALGL
	291
	3.8000
	38.78

	9
	LVVMNWLGL
	156
	3.5000
	35.71

	10
	VLLMTAFNW
	224
	3.5000
	35.71

	11
	FYSVIGFLC
	85
	3.4000
	34.69

	12
	LISLIIRYR
	178
	3.3000
	33.67

	13
	IYNIGAIIG
	266
	3.3000
	33.67

	14
	WGVIPAHLT
	329
	3.3000
	33.67

	15
	LVILRLLYG
	102
	3.2000
	32.65

	16
	IRGVYPGVT
	344
	3.1000
	31.63

	17
	FVYLVLLMT
	220
	2.9000
	29.59

	18
	LPIVPLFAY
	299
	2.9000
	29.59

	19
	LSIIPALIS
	172
	2.8000
	28.57

	20
	IVVIYNIGA
	263
	2.8000
	28.57

	21
	WLGLSWRWL
	161
	2.7000
	27.55

	22
	FNWMSHGTQ
	230
	2.6000
	26.53

	23
	WIVVIYNIG
	262
	2.6000
	26.53

	24
	LVVLVYADI
	29
	2.4000
	24.49

	25
	VLVILRLLY
	101
	2.4000
	24.49

	26
	VVIYNIGAI
	264
	2.4000
	24.49

	27
	VLGNPAIVR
	210
	2.2000
	22.45

	28
	VRRFVYLVL
	217
	2.2000
	22.45

	29
	LGAALSMEK
	119
	2.1000
	21.43

	30
	YLVLLMTAF
	222
	2.1000
	21.43

	31
	MLCLGSFLM
	313
	2.1000
	21.43

	32
	LVVAVLTAI
	389
	2.1000
	21.43

	33
	IATTFHHTK
	37
	2.0000
	20.41

	34
	YLLASVAAL
	148
	2.0000
	20.41

	35
	LSSLTARWI
	255
	2.0000
	20.41

	36
	WEAAQDRMR
	193
	1.9000
	19.39

	37
	LVLLMTAFN
	223
	1.9000
	19.39

	38
	MEKVPAERR
	125
	1.8000
	18.37

	39
	VVAVLTAIG
	390
	1.8000
	18.37

	40
	VVLVYADIA
	30
	1.7000
	17.35

	41
	FGYLLASVA
	146
	1.7000
	17.35

	42
	MNWLGLSWR
	159
	1.7000
	17.35


	ALLELE: DRB5_0105
	Threshold for 3 % with score: 2.3
	Highest Score achievable by any peptide: 9.8


	Rank
	Sequence
	At Position
	Score
	% of Highest Score

	1
	IVPLFAYSR
	301
	5.7000
	58.16

	2
	MRLTKTRIR
	200
	5.5000
	56.12

	3
	MRPVGALLF
	58
	4.4000
	44.90

	4
	WRWLFGLSI
	166
	4.3000
	43.88

	5
	LRLLYGIGM
	105
	4.2000
	42.86

	6
	VAVLTAIGK
	391
	4.0000
	40.82

	7
	YTIVFCAAL
	289
	3.9000
	39.80

	8
	IVFCAALGL
	291
	3.8000
	38.78

	9
	LVVMNWLGL
	156
	3.5000
	35.71

	10
	VLLMTAFNW
	224
	3.5000
	35.71

	11
	FYSVIGFLC
	85
	3.4000
	34.69

	12
	LISLIIRYR
	178
	3.3000
	33.67

	13
	IYNIGAIIG
	266
	3.3000
	33.67

	14
	WGVIPAHLT
	329
	3.3000
	33.67

	15
	LVILRLLYG
	102
	3.2000
	32.65

	16
	IRGVYPGVT
	344
	3.1000
	31.63

	17
	FVYLVLLMT
	220
	2.9000
	29.59

	18
	LPIVPLFAY
	299
	2.9000
	29.59

	19
	LSIIPALIS
	172
	2.8000
	28.57

	20
	IVVIYNIGA
	263
	2.8000
	28.57

	21
	WLGLSWRWL
	161
	2.7000
	27.55

	22
	FNWMSHGTQ
	230
	2.6000
	26.53

	23
	WIVVIYNIG
	262
	2.6000
	26.53

	24
	LVVLVYADI
	29
	2.4000
	24.49

	25
	VLVILRLLY
	101
	2.4000
	24.49

	26
	VVIYNIGAI
	264
	2.4000
	24.49

	27
	VLGNPAIVR
	210
	2.2000
	22.45

	28
	VRRFVYLVL
	217
	2.2000
	22.45

	29
	LGAALSMEK
	119
	2.1000
	21.43

	30
	YLVLLMTAF
	222
	2.1000
	21.43

	31
	MLCLGSFLM
	313
	2.1000
	21.43

	32
	LVVAVLTAI
	389
	2.1000
	21.43

	33
	IATTFHHTK
	37
	2.0000
	20.41

	34
	YLLASVAAL
	148
	2.0000
	20.41

	35
	LSSLTARWI
	255
	2.0000
	20.41

	36
	WEAAQDRMR
	193
	1.9000
	19.39

	37
	LVLLMTAFN
	223
	1.9000
	19.39

	38
	MEKVPAERR
	125
	1.8000
	18.37

	39
	VVAVLTAIG
	390
	1.8000
	18.37

	40
	VVLVYADIA
	30
	1.7000
	17.35

	41
	FGYLLASVA
	146
	1.7000
	17.35

	42
	MNWLGLSWR
	159
	1.7000
	17.35


