	MHC Class-II Binding Peptide Prediction Results






	HELP
	HOME
	MHC & Prediction Algorithm


INPUT & PARAMETER INFORMATION

	Antigen Name
	test

	Scanned on
	Wed Apr 21 22:38:12 2010

	Length of input sequence
	469 amino acids

	Number of nanomers from input sequence
	461

	Number of nanomers with obligatory P1 anchor residue
	186

	Threshold setting
	3

	Number of alleles in query
	51

	Number of top scorers to be displayed
	46


	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
	LVLLAVAGL
	196
	2.4000
	40.00

	2
	WTIFSALVL
	95
	2.3800
	39.67

	3
	MVLFMPTSV
	49
	2.3700
	39.50

	4
	MVQLVGLLV
	171
	2.3000
	38.33

	5
	YLVLLAVAG
	195
	2.3000
	38.33

	6
	LVLLIPTVG
	101
	2.0900
	34.83

	7
	MLLATGILI
	313
	2.0000
	33.33

	8
	VFYLVASVL
	431
	1.8000
	30.00

	9
	FYLVASVLT
	432
	1.7500
	29.17

	10
	LVGLLVIAT
	174
	1.5000
	25.00

	11
	VIGFTALFI
	343
	1.3800
	23.00

	12
	ILLLANPGL
	111
	1.3700
	22.83

	13
	YVIGFTALF
	342
	1.3000
	21.67

	14
	LFILSGIGN
	349
	1.3000
	21.67

	15
	YRIELNTMR
	216
	1.2900
	21.50

	16
	IGLAGAVGA
	394
	1.2000
	20.00

	17
	YKMIPSIFE
	361
	1.1000
	18.33

	18
	VGALGGVGV
	400
	1.1000
	18.33

	19
	YLVCGALAG
	124
	1.0000
	16.67

	20
	LNTMRAVVS
	220
	1.0000
	16.67

	21
	WVCAIYLVL
	190
	0.9000
	15.00

	22
	FSFAFGQVL
	249
	0.9000
	15.00

	23
	VLLIPTVGS
	102
	0.7000
	11.67

	24
	FLLGATATL
	66
	0.6000
	10.00

	25
	WPYLVCGAL
	122
	0.6000
	10.00

	26
	WVISLLYIG
	233
	0.6000
	10.00

	27
	LLGATATLV
	67
	0.5900
	9.83

	28
	LLANPGLPL
	113
	0.5400
	9.00

	29
	LVIATAGDR
	178
	0.5000
	8.33

	30
	YIGTFGSFI
	239
	0.5000
	8.33

	31
	VWSLWSVMV
	42
	0.4000
	6.67

	32
	INAFFPQRL
	145
	0.3800
	6.33

	33
	FGSFIGFSF
	243
	0.3800
	6.33

	34
	VGYVIGFTA
	340
	0.2500
	4.17

	35
	LVPATTAPA
	455
	0.2000
	3.33

	36
	VQLVGLLVI
	172
	0.1500
	2.50

	37
	LLYIGTFGS
	237
	0.1000
	1.67

	38
	LIGLAGAVG
	393
	0.1000
	1.67

	39
	LLAVAGLGA
	198
	-0.0500
	0

	40
	IFSALVLLI
	97
	-0.1000
	0

	41
	LGPLLGSLS
	281
	-0.1000
	0

	42
	VYKMIPSIF
	360
	-0.1000
	0

	43
	YTFATAKFG
	83
	-0.2000
	0


	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
	LVLLAVAGL
	196
	3.4000
	56.67

	2
	MVLFMPTSV
	49
	3.3700
	56.17

	3
	MVQLVGLLV
	171
	3.3000
	55.00

	4
	LVLLIPTVG
	101
	3.0900
	51.50

	5
	MLLATGILI
	313
	3.0000
	50.00

	6
	VFYLVASVL
	431
	2.8000
	46.67

	7
	LVGLLVIAT
	174
	2.5000
	41.67

	8
	VIGFTALFI
	343
	2.3800
	39.67

	9
	ILLLANPGL
	111
	2.3700
	39.50

	10
	LFILSGIGN
	349
	2.3000
	38.33

	11
	IGLAGAVGA
	394
	2.2000
	36.67

	12
	VGALGGVGV
	400
	2.1000
	35.00

	13
	LNTMRAVVS
	220
	2.0000
	33.33

	14
	FYLVASVLT
	432
	1.7500
	29.17

	15
	VLLIPTVGS
	102
	1.7000
	28.33

	16
	LLGATATLV
	67
	1.5900
	26.50

	17
	LLANPGLPL
	113
	1.5400
	25.67

	18
	LVIATAGDR
	178
	1.5000
	25.00

	19
	VWSLWSVMV
	42
	1.4000
	23.33

	20
	WTIFSALVL
	95
	1.3800
	23.00

	21
	INAFFPQRL
	145
	1.3800
	23.00

	22
	YLVLLAVAG
	195
	1.3000
	21.67

	23
	VGYVIGFTA
	340
	1.2500
	20.83

	24
	LVPATTAPA
	455
	1.2000
	20.00

	25
	VQLVGLLVI
	172
	1.1500
	19.17

	26
	LLYIGTFGS
	237
	1.1000
	18.33

	27
	LIGLAGAVG
	393
	1.1000
	18.33

	28
	IAFLGPLLG
	278
	1.0000
	16.67

	29
	LLAVAGLGA
	198
	0.9500
	15.83

	30
	IFSALVLLI
	97
	0.9000
	15.00

	31
	FSFAFGQVL
	249
	0.9000
	15.00

	32
	LGPLLGSLS
	281
	0.9000
	15.00

	33
	VYKMIPSIF
	360
	0.9000
	15.00

	34
	LAAFCAMLL
	307
	0.6700
	11.17

	35
	FLLGATATL
	66
	0.6000
	10.00

	36
	VISLLYIGT
	234
	0.6000
	10.00

	37
	VGLLVIATA
	175
	0.5000
	8.33

	38
	ILISASTFG
	319
	0.4900
	8.17

	39
	VMVLFMPTS
	48
	0.4700
	7.83

	40
	LIPTVGSIL
	104
	0.4000
	6.67

	41
	LQISEAERR
	375
	0.4000
	6.67

	42
	FGSFIGFSF
	243
	0.3800
	6.33

	43
	VLFMPTSVY
	50
	0.3000
	5.00

	44
	YVIGFTALF
	342
	0.3000
	5.00

	45
	YRIELNTMR
	216
	0.2900
	4.83

	46
	MTNINAFFP
	142
	0.2000
	3.33


	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
	VRRGLKSAG
	445
	5.1700
	54.42

	2
	LYMDNLTEY
	208
	5.0000
	52.63

	3
	YVIGFTALF
	342
	4.8000
	50.53

	4
	LLYIGTFGS
	237
	4.7000
	49.47

	5
	VLLIPTVGS
	102
	4.6000
	48.42

	6
	LVLLAVAGL
	196
	4.2600
	44.84

	7
	LVIATAGDR
	178
	4.2000
	44.21

	8
	LQINFIASG
	257
	4.0000
	42.11

	9
	LVLLIPTVG
	101
	3.9000
	41.05

	10
	WVISLLYIG
	233
	3.8500
	40.53

	11
	IGNGSVYKM
	355
	3.7500
	39.47

	12
	LQISEAERR
	375
	3.7000
	38.95

	13
	LLIPTVGSI
	103
	3.4000
	35.79

	14
	LVGLLVIAT
	174
	3.4000
	35.79

	15
	ILISASTFG
	319
	3.4000
	35.79

	16
	VQLVGLLVI
	172
	3.2000
	33.68

	17
	INFIASGQS
	259
	3.2000
	33.68

	18
	LVPATTAPA
	455
	3.2000
	33.68

	19
	IFSALVLLI
	97
	3.0000
	31.58

	20
	FILSGIGNG
	350
	3.0000
	31.58

	21
	VLFMPTSVY
	50
	2.9700
	31.26

	22
	VNLALRESY
	408
	2.9000
	30.53

	23
	LVASVLTWA
	434
	2.9000
	30.53

	24
	MVLFMPTSV
	49
	2.8000
	29.47

	25
	LRFPYTFAT
	79
	2.8000
	29.47

	26
	LVCGALAGL
	125
	2.7600
	29.05

	27
	LWSVMVLFM
	45
	2.6000
	27.37

	28
	YLTSGTATS
	416
	2.6000
	27.37

	29
	VMVLFMPTS
	48
	2.5000
	26.32

	30
	VLLAVAGLG
	197
	2.5000
	26.32

	31
	LYIGTFGSF
	238
	2.5000
	26.32

	32
	LGSLSRIYG
	285
	2.5000
	26.32

	33
	ISLLYIGTF
	235
	2.4000
	25.26

	34
	VYKMIPSIF
	360
	2.3700
	24.95

	35
	VGACLRFPY
	75
	2.3000
	24.21

	36
	LLLANPGLP
	112
	2.3000
	24.21

	37
	IGFSFAFGQ
	247
	2.3000
	24.21

	38
	FAFGQVLQI
	251
	2.3000
	24.21

	39
	IYGGKLADR
	291
	2.3000
	24.21

	40
	IGGGRVTLA
	300
	2.3000
	24.21

	41
	MLLATGILI
	313
	2.3000
	24.21

	42
	FLLGATATL
	66
	2.2600
	23.79

	43
	VGLLVIATA
	175
	2.2000
	23.16

	44
	LLVIATAGD
	177
	2.2000
	23.16

	45
	LRESYLTSG
	412
	2.2000
	23.16

	46
	IYLVLLAVA
	194
	2.1000
	22.11


	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
	YVIGFTALF
	342
	3.9000
	42.86

	2
	WVISLLYIG
	233
	3.4500
	37.91

	3
	LLYIGTFGS
	237
	3.3000
	36.26

	4
	VLLIPTVGS
	102
	3.2000
	35.16

	5
	YLTSGTATS
	416
	3.2000
	35.16

	6
	VRRGLKSAG
	445
	2.7700
	30.44

	7
	LYMDNLTEY
	208
	2.7000
	29.67

	8
	FILSGIGNG
	350
	2.6000
	28.57

	9
	WEAGNKFIA
	17
	2.4000
	26.37

	10
	FAFGQVLQI
	251
	2.4000
	26.37

	11
	FLLGATATL
	66
	2.3000
	25.27

	12
	LVLLAVAGL
	196
	2.3000
	25.27

	13
	LVPATTAPA
	455
	2.2000
	24.18

	14
	IGFSFAFGQ
	247
	2.0000
	21.98

	15
	YLVASVLTW
	433
	1.9000
	20.88

	16
	LVASVLTWA
	434
	1.9000
	20.88

	17
	INFIASGQS
	259
	1.8000
	19.78

	18
	LVGLLVIAT
	174
	1.7000
	18.68

	19
	LVIATAGDR
	178
	1.7000
	18.68

	20
	LQINFIASG
	257
	1.6000
	17.58

	21
	YKMIPSIFE
	361
	1.6000
	17.58

	22
	FIASGQSTA
	261
	1.5700
	17.25

	23
	LVLLIPTVG
	101
	1.5000
	16.48

	24
	LLIPTVGSI
	103
	1.5000
	16.48

	25
	VQLVGLLVI
	172
	1.3000
	14.29

	26
	IGGGRVTLA
	300
	1.3000
	14.29

	27
	IGNGSVYKM
	355
	1.2500
	13.74

	28
	VGLLVIATA
	175
	1.2000
	13.19

	29
	LQISEAERR
	375
	1.2000
	13.19

	30
	VMVLFMPTS
	48
	1.1000
	12.09

	31
	LRFPYTFAT
	79
	1.1000
	12.09

	32
	IFSALVLLI
	97
	1.1000
	12.09

	33
	IYLVLLAVA
	194
	1.1000
	12.09

	34
	FGVFYLVAS
	429
	1.1000
	12.09

	35
	YVRRGLKSA
	444
	1.1000
	12.09

	36
	WSLWSVMVL
	43
	1.0000
	10.99

	37
	FSAGDKFLL
	60
	1.0000
	10.99

	38
	YRIELNTMR
	216
	1.0000
	10.99

	39
	ILISASTFG
	319
	1.0000
	10.99

	40
	MRAVVSEPH
	223
	0.9800
	10.77

	41
	LIWSVAAEH
	29
	0.8800
	9.67

	42
	LGGVGVNLA
	403
	0.8100
	8.90

	43
	MVLFMPTSV
	49
	0.8000
	8.79

	44
	LVCGALAGL
	125
	0.8000
	8.79

	45
	FYLVASVLT
	432
	0.8000
	8.79

	46
	YLVCGALAG
	124
	0.7000
	7.69


	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
	VLLIPTVGS
	102
	4.0800
	46.36

	2
	LYMDNLTEY
	208
	3.7000
	42.05

	3
	VRRGLKSAG
	445
	3.5000
	39.77

	4
	LVLLAVAGL
	196
	3.3000
	37.50

	5
	LVPATTAPA
	455
	3.2000
	36.36

	6
	YVIGFTALF
	342
	2.9000
	32.95

	7
	LVASVLTWA
	434
	2.9000
	32.95

	8
	VQLVGLLVI
	172
	2.8000
	31.82

	9
	LLYIGTFGS
	237
	2.8000
	31.82

	10
	IFSALVLLI
	97
	2.6000
	29.55

	11
	LQINFIASG
	257
	2.6000
	29.55

	12
	LQISEAERR
	375
	2.6000
	29.55

	13
	LVLLIPTVG
	101
	2.5000
	28.41

	14
	LGGVGVNLA
	403
	2.5000
	28.41

	15
	LVGLLVIAT
	174
	2.3800
	27.05

	16
	MRAVVSEPH
	223
	2.3800
	27.05

	17
	IGGGRVTLA
	300
	2.3000
	26.14

	18
	ILSGIGNGS
	351
	2.3000
	26.14

	19
	VGLLVIATA
	175
	2.2000
	25.00

	20
	YLTSGTATS
	416
	2.2000
	25.00

	21
	IYLVLLAVA
	194
	2.1000
	23.86

	22
	LLATGILIS
	314
	2.1000
	23.86

	23
	ILISASTFG
	319
	2.0000
	22.73

	24
	VNLALRESY
	408
	2.0000
	22.73

	25
	FAFGQVLQI
	251
	1.9000
	21.59

	26
	LIWSVAAEH
	29
	1.8800
	21.36

	27
	MVLFMPTSV
	49
	1.8000
	20.45

	28
	LVCGALAGL
	125
	1.8000
	20.45

	29
	LWSVMVLFM
	45
	1.6000
	18.18

	30
	LNTMRAVVS
	220
	1.5800
	17.95

	31
	IGLAGAVGA
	394
	1.5800
	17.95

	32
	IGFSFAFGQ
	247
	1.5000
	17.05

	33
	VLFMPTSVY
	50
	1.4000
	15.91

	34
	MVQLVGLLV
	171
	1.4000
	15.91

	35
	INFIASGQS
	259
	1.4000
	15.91

	36
	YLVASVLTW
	433
	1.4000
	15.91

	37
	FLLGATATL
	66
	1.3000
	14.77

	38
	LVIATAGDR
	178
	1.3000
	14.77

	39
	WVISLLYIG
	233
	1.3000
	14.77

	40
	LLIPTVGSI
	103
	1.1000
	12.50

	41
	LLVIATAGD
	177
	1.1000
	12.50

	42
	IGNGSVYKM
	355
	1.1000
	12.50

	43
	IYVRRGLKS
	443
	1.1000
	12.50

	44
	MLLATGILI
	313
	1.0800
	12.27

	45
	LLAVAGLGA
	198
	1.0000
	11.36

	46
	IASGQSTAQ
	262
	1.0000
	11.36


	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
	VLLIPTVGS
	102
	4.0800
	46.36

	2
	LYMDNLTEY
	208
	3.7000
	42.05

	3
	VRRGLKSAG
	445
	3.5000
	39.77

	4
	LVLLAVAGL
	196
	3.3000
	37.50

	5
	LVPATTAPA
	455
	3.2000
	36.36

	6
	YVIGFTALF
	342
	2.9000
	32.95

	7
	LVASVLTWA
	434
	2.9000
	32.95

	8
	VQLVGLLVI
	172
	2.8000
	31.82

	9
	LLYIGTFGS
	237
	2.8000
	31.82

	10
	IFSALVLLI
	97
	2.6000
	29.55

	11
	LQINFIASG
	257
	2.6000
	29.55

	12
	LQISEAERR
	375
	2.6000
	29.55

	13
	LVLLIPTVG
	101
	2.5000
	28.41

	14
	LGGVGVNLA
	403
	2.5000
	28.41

	15
	LVGLLVIAT
	174
	2.3800
	27.05

	16
	MRAVVSEPH
	223
	2.3800
	27.05

	17
	IGGGRVTLA
	300
	2.3000
	26.14

	18
	ILSGIGNGS
	351
	2.3000
	26.14

	19
	VGLLVIATA
	175
	2.2000
	25.00

	20
	YLTSGTATS
	416
	2.2000
	25.00

	21
	IYLVLLAVA
	194
	2.1000
	23.86

	22
	LLATGILIS
	314
	2.1000
	23.86

	23
	ILISASTFG
	319
	2.0000
	22.73

	24
	VNLALRESY
	408
	2.0000
	22.73

	25
	FAFGQVLQI
	251
	1.9000
	21.59

	26
	LIWSVAAEH
	29
	1.8800
	21.36

	27
	MVLFMPTSV
	49
	1.8000
	20.45

	28
	LVCGALAGL
	125
	1.8000
	20.45

	29
	LWSVMVLFM
	45
	1.6000
	18.18

	30
	LNTMRAVVS
	220
	1.5800
	17.95

	31
	IGLAGAVGA
	394
	1.5800
	17.95

	32
	IGFSFAFGQ
	247
	1.5000
	17.05

	33
	VLFMPTSVY
	50
	1.4000
	15.91

	34
	MVQLVGLLV
	171
	1.4000
	15.91

	35
	INFIASGQS
	259
	1.4000
	15.91

	36
	YLVASVLTW
	433
	1.4000
	15.91

	37
	FLLGATATL
	66
	1.3000
	14.77

	38
	LVIATAGDR
	178
	1.3000
	14.77

	39
	WVISLLYIG
	233
	1.3000
	14.77

	40
	LLIPTVGSI
	103
	1.1000
	12.50

	41
	LLVIATAGD
	177
	1.1000
	12.50

	42
	IGNGSVYKM
	355
	1.1000
	12.50

	43
	IYVRRGLKS
	443
	1.1000
	12.50

	44
	MLLATGILI
	313
	1.0800
	12.27

	45
	LLAVAGLGA
	198
	1.0000
	11.36

	46
	IASGQSTAQ
	262
	1.0000
	11.36


	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
	VLLIPTVGS
	102
	4.0800
	46.36

	2
	LYMDNLTEY
	208
	3.7000
	42.05

	3
	VRRGLKSAG
	445
	3.5000
	39.77

	4
	LVLLAVAGL
	196
	3.3000
	37.50

	5
	LVPATTAPA
	455
	3.2000
	36.36

	6
	YVIGFTALF
	342
	2.9000
	32.95

	7
	LVASVLTWA
	434
	2.9000
	32.95

	8
	VQLVGLLVI
	172
	2.8000
	31.82

	9
	LLYIGTFGS
	237
	2.8000
	31.82

	10
	IFSALVLLI
	97
	2.6000
	29.55

	11
	LQINFIASG
	257
	2.6000
	29.55

	12
	LQISEAERR
	375
	2.6000
	29.55

	13
	LVLLIPTVG
	101
	2.5000
	28.41

	14
	LGGVGVNLA
	403
	2.5000
	28.41

	15
	LVGLLVIAT
	174
	2.3800
	27.05

	16
	MRAVVSEPH
	223
	2.3800
	27.05

	17
	IGGGRVTLA
	300
	2.3000
	26.14

	18
	ILSGIGNGS
	351
	2.3000
	26.14

	19
	VGLLVIATA
	175
	2.2000
	25.00

	20
	YLTSGTATS
	416
	2.2000
	25.00

	21
	IYLVLLAVA
	194
	2.1000
	23.86

	22
	LLATGILIS
	314
	2.1000
	23.86

	23
	ILISASTFG
	319
	2.0000
	22.73

	24
	VNLALRESY
	408
	2.0000
	22.73

	25
	FAFGQVLQI
	251
	1.9000
	21.59

	26
	LIWSVAAEH
	29
	1.8800
	21.36

	27
	MVLFMPTSV
	49
	1.8000
	20.45

	28
	LVCGALAGL
	125
	1.8000
	20.45

	29
	LWSVMVLFM
	45
	1.6000
	18.18

	30
	LNTMRAVVS
	220
	1.5800
	17.95

	31
	IGLAGAVGA
	394
	1.5800
	17.95

	32
	IGFSFAFGQ
	247
	1.5000
	17.05

	33
	VLFMPTSVY
	50
	1.4000
	15.91

	34
	MVQLVGLLV
	171
	1.4000
	15.91

	35
	INFIASGQS
	259
	1.4000
	15.91

	36
	YLVASVLTW
	433
	1.4000
	15.91

	37
	FLLGATATL
	66
	1.3000
	14.77

	38
	LVIATAGDR
	178
	1.3000
	14.77

	39
	WVISLLYIG
	233
	1.3000
	14.77

	40
	LLIPTVGSI
	103
	1.1000
	12.50

	41
	LLVIATAGD
	177
	1.1000
	12.50

	42
	IGNGSVYKM
	355
	1.1000
	12.50

	43
	IYVRRGLKS
	443
	1.1000
	12.50

	44
	MLLATGILI
	313
	1.0800
	12.27

	45
	LLAVAGLGA
	198
	1.0000
	11.36

	46
	IASGQSTAQ
	262
	1.0000
	11.36


	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
	YVIGFTALF
	342
	5.8000
	61.05

	2
	WVISLLYIG
	233
	4.8500
	51.05

	3
	VRRGLKSAG
	445
	4.1700
	43.89

	4
	LYMDNLTEY
	208
	4.0000
	42.11

	5
	FILSGIGNG
	350
	4.0000
	42.11

	6
	LLYIGTFGS
	237
	3.7000
	38.95

	7
	VLLIPTVGS
	102
	3.6000
	37.89

	8
	YLTSGTATS
	416
	3.6000
	37.89

	9
	FAFGQVLQI
	251
	3.3000
	34.74

	10
	FLLGATATL
	66
	3.2600
	34.32

	11
	LVLLAVAGL
	196
	3.2600
	34.32

	12
	LVIATAGDR
	178
	3.2000
	33.68

	13
	LQINFIASG
	257
	3.0000
	31.58

	14
	YKMIPSIFE
	361
	3.0000
	31.58

	15
	LVLLIPTVG
	101
	2.9000
	30.53

	16
	IGNGSVYKM
	355
	2.7500
	28.95

	17
	LQISEAERR
	375
	2.7000
	28.42

	18
	YRIELNTMR
	216
	2.5000
	26.32

	19
	FMPTSVYGF
	52
	2.4500
	25.79

	20
	WEAGNKFIA
	17
	2.4000
	25.26

	21
	LLIPTVGSI
	103
	2.4000
	25.26

	22
	LVGLLVIAT
	174
	2.4000
	25.26

	23
	ILISASTFG
	319
	2.4000
	25.26

	24
	VQLVGLLVI
	172
	2.2000
	23.16

	25
	INFIASGQS
	259
	2.2000
	23.16

	26
	LVPATTAPA
	455
	2.2000
	23.16

	27
	YLVCGALAG
	124
	2.1000
	22.11

	28
	YLVLLAVAG
	195
	2.1000
	22.11

	29
	IFSALVLLI
	97
	2.0000
	21.05

	30
	VLFMPTSVY
	50
	1.9700
	20.74

	31
	WSLWSVMVL
	43
	1.9600
	20.63

	32
	FSAGDKFLL
	60
	1.9600
	20.63

	33
	VNLALRESY
	408
	1.9000
	20.00

	34
	YLVASVLTW
	433
	1.9000
	20.00

	35
	LVASVLTWA
	434
	1.9000
	20.00

	36
	MVLFMPTSV
	49
	1.8000
	18.95

	37
	LRFPYTFAT
	79
	1.8000
	18.95

	38
	LVCGALAGL
	125
	1.7600
	18.53

	39
	LWSVMVLFM
	45
	1.6000
	16.84

	40
	YGFSAGDKF
	58
	1.6000
	16.84

	41
	FIASGQSTA
	261
	1.5700
	16.53

	42
	VMVLFMPTS
	48
	1.5000
	15.79

	43
	VLLAVAGLG
	197
	1.5000
	15.79

	44
	LYIGTFGSF
	238
	1.5000
	15.79

	45
	FGQVLQINF
	253
	1.5000
	15.79

	46
	LGSLSRIYG
	285
	1.5000
	15.79


	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
	VLLIPTVGS
	102
	4.0800
	46.36

	2
	LYMDNLTEY
	208
	3.7000
	42.05

	3
	VRRGLKSAG
	445
	3.5000
	39.77

	4
	LVLLAVAGL
	196
	3.3000
	37.50

	5
	LVPATTAPA
	455
	3.2000
	36.36

	6
	YVIGFTALF
	342
	2.9000
	32.95

	7
	LVASVLTWA
	434
	2.9000
	32.95

	8
	VQLVGLLVI
	172
	2.8000
	31.82

	9
	LLYIGTFGS
	237
	2.8000
	31.82

	10
	IFSALVLLI
	97
	2.6000
	29.55

	11
	LQINFIASG
	257
	2.6000
	29.55

	12
	LQISEAERR
	375
	2.6000
	29.55

	13
	LVLLIPTVG
	101
	2.5000
	28.41

	14
	LGGVGVNLA
	403
	2.5000
	28.41

	15
	LVGLLVIAT
	174
	2.3800
	27.05

	16
	MRAVVSEPH
	223
	2.3800
	27.05

	17
	IGGGRVTLA
	300
	2.3000
	26.14

	18
	ILSGIGNGS
	351
	2.3000
	26.14

	19
	VGLLVIATA
	175
	2.2000
	25.00

	20
	YLTSGTATS
	416
	2.2000
	25.00

	21
	IYLVLLAVA
	194
	2.1000
	23.86

	22
	LLATGILIS
	314
	2.1000
	23.86

	23
	ILISASTFG
	319
	2.0000
	22.73

	24
	VNLALRESY
	408
	2.0000
	22.73

	25
	FAFGQVLQI
	251
	1.9000
	21.59

	26
	LIWSVAAEH
	29
	1.8800
	21.36

	27
	MVLFMPTSV
	49
	1.8000
	20.45

	28
	LVCGALAGL
	125
	1.8000
	20.45

	29
	LWSVMVLFM
	45
	1.6000
	18.18

	30
	LNTMRAVVS
	220
	1.5800
	17.95

	31
	IGLAGAVGA
	394
	1.5800
	17.95

	32
	IGFSFAFGQ
	247
	1.5000
	17.05

	33
	VLFMPTSVY
	50
	1.4000
	15.91

	34
	MVQLVGLLV
	171
	1.4000
	15.91

	35
	INFIASGQS
	259
	1.4000
	15.91

	36
	YLVASVLTW
	433
	1.4000
	15.91

	37
	FLLGATATL
	66
	1.3000
	14.77

	38
	LVIATAGDR
	178
	1.3000
	14.77

	39
	WVISLLYIG
	233
	1.3000
	14.77

	40
	LLIPTVGSI
	103
	1.1000
	12.50

	41
	LLVIATAGD
	177
	1.1000
	12.50

	42
	IGNGSVYKM
	355
	1.1000
	12.50

	43
	IYVRRGLKS
	443
	1.1000
	12.50

	44
	MLLATGILI
	313
	1.0800
	12.27

	45
	LLAVAGLGA
	198
	1.0000
	11.36

	46
	IASGQSTAQ
	262
	1.0000
	11.36


	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
	YRIELNTMR
	216
	5.4000
	62.79

	2
	VLLIPTVGS
	102
	4.4800
	52.09

	3
	YLTSGTATS
	416
	4.4000
	51.16

	4
	LVPATTAPA
	455
	3.3000
	38.37

	5
	LLYIGTFGS
	237
	3.2000
	37.21

	6
	YVIGFTALF
	342
	2.9000
	33.72

	7
	LVLLAVAGL
	196
	2.8000
	32.56

	8
	YKMIPSIFE
	361
	2.6800
	31.16

	9
	VLFMPTSVY
	50
	2.4000
	27.91

	10
	ILISASTFG
	319
	2.2000
	25.58

	11
	YLVASVLTW
	433
	2.1000
	24.42

	12
	LLATGILIS
	314
	2.0000
	23.26

	13
	FAASMTNIN
	138
	1.9000
	22.09

	14
	LVGLLVIAT
	174
	1.8800
	21.86

	15
	LGATATLVG
	68
	1.8000
	20.93

	16
	LVLLIPTVG
	101
	1.8000
	20.93

	17
	YMDNLTEYR
	209
	1.8000
	20.93

	18
	INFIASGQS
	259
	1.8000
	20.93

	19
	LQISEAERR
	375
	1.7000
	19.77

	20
	MRAVVSEPH
	223
	1.5800
	18.37

	21
	LLVIATAGD
	177
	1.5000
	17.44

	22
	LQINFIASG
	257
	1.5000
	17.44

	23
	LNTMRAVVS
	220
	1.4800
	17.21

	24
	ILLLANPGL
	111
	1.4000
	16.28

	25
	YLVLLAVAG
	195
	1.3800
	16.05

	26
	FLLGATATL
	66
	1.3000
	15.12

	27
	IFSALVLLI
	97
	1.3000
	15.12

	28
	YLVCGALAG
	124
	1.2000
	13.95

	29
	VGLLVIATA
	175
	1.2000
	13.95

	30
	WVISLLYIG
	233
	1.1000
	12.79

	31
	LIWSVAAEH
	29
	0.9800
	11.40

	32
	FYLVASVLT
	432
	0.8800
	10.23

	33
	VAAEHVGFS
	33
	0.8000
	9.30

	34
	FMPTSVYGF
	52
	0.8000
	9.30

	35
	LVASVLTWA
	434
	0.7000
	8.14

	36
	FPYTFATAK
	81
	0.6000
	6.98

	37
	VVSEPHTWV
	226
	0.6000
	6.98

	38
	IGFSFAFGQ
	247
	0.6000
	6.98

	39
	WDPEDSVAW
	9
	0.5800
	6.74

	40
	IGLAGAVGA
	394
	0.5800
	6.74

	41
	FFPQRLKGA
	148
	0.5000
	5.81

	42
	LYMDNLTEY
	208
	0.5000
	5.81

	43
	FAFGQVLQI
	251
	0.5000
	5.81

	44
	FILSGIGNG
	350
	0.5000
	5.81

	45
	VLQINFIAS
	256
	0.4800
	5.58

	46
	MVLFMPTSV
	49
	0.4000
	4.65


	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
	LLYIGTFGS
	237
	4.9800
	51.88

	2
	VLLIPTVGS
	102
	4.8800
	50.83

	3
	LVPATTAPA
	455
	4.3000
	44.79

	4
	VLFMPTSVY
	50
	2.9000
	30.21

	5
	LRFPYTFAT
	79
	2.9000
	30.21

	6
	MVLFMPTSV
	49
	2.8000
	29.17

	7
	YVIGFTALF
	342
	2.8000
	29.17

	8
	LALRESYLT
	410
	2.7000
	28.13

	9
	IFSALVLLI
	97
	2.6000
	27.08

	10
	IYVRRGLKS
	443
	2.6000
	27.08

	11
	VASVLTWAI
	435
	2.5000
	26.04

	12
	FIARRNLIW
	23
	2.4000
	25.00

	13
	LVLLAVAGL
	196
	2.4000
	25.00

	14
	VLTWAIYVR
	438
	2.4000
	25.00

	15
	LNTMRAVVS
	220
	2.3000
	23.96

	16
	VIGFTALFI
	343
	2.3000
	23.96

	17
	LLATGILIS
	314
	2.1000
	21.88

	18
	WSLWSVMVL
	43
	2.0000
	20.83

	19
	LISASTFGD
	320
	2.0000
	20.83

	20
	LGATATLVG
	68
	1.9000
	19.79

	21
	LVGLLVIAT
	174
	1.9000
	19.79

	22
	LLGSLSRIY
	284
	1.9000
	19.79

	23
	IARRNLIWS
	24
	1.8000
	18.75

	24
	LLVIATAGD
	177
	1.7800
	18.54

	25
	IGNGSVYKM
	355
	1.7000
	17.71

	26
	IGLAGAVGA
	394
	1.7000
	17.71

	27
	YVRRGLKSA
	444
	1.7000
	17.71

	28
	LVGACLRFP
	74
	1.6000
	16.67

	29
	LVLLIPTVG
	101
	1.6000
	16.67

	30
	LPLWPYLVC
	119
	1.6000
	16.67

	31
	ILISASTFG
	319
	1.6000
	16.67

	32
	YLTSGTATS
	416
	1.6000
	16.67

	33
	LGGVGVNLA
	403
	1.5000
	15.62

	34
	YLVASVLTW
	433
	1.4000
	14.58

	35
	MRAVVSEPH
	223
	1.3800
	14.37

	36
	YKMIPSIFE
	361
	1.3800
	14.37

	37
	IGTFGSFIG
	240
	1.3000
	13.54

	38
	IGFSFAFGQ
	247
	1.3000
	13.54

	39
	INFIASGQS
	259
	1.2800
	13.33

	40
	FLLGATATL
	66
	1.2000
	12.50

	41
	INAFFPQRL
	145
	1.2000
	12.50

	42
	LQINFIASG
	257
	1.2000
	12.50

	43
	VLQINFIAS
	256
	1.1800
	12.29

	44
	LFMPTSVYG
	51
	1.1000
	11.46

	45
	VQLVGLLVI
	172
	1.1000
	11.46

	46
	IASGQSTAQ
	262
	1.1000
	11.46


	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
	VLLIPTVGS
	102
	5.6000
	63.64

	2
	LLYIGTFGS
	237
	5.4500
	61.93

	3
	VLFMPTSVY
	50
	5.0000
	56.82

	4
	LVPATTAPA
	455
	4.3000
	48.86

	5
	LVLLAVAGL
	196
	4.0000
	45.45

	6
	MVLFMPTSV
	49
	3.8000
	43.18

	7
	LVLLIPTVG
	101
	3.5000
	39.77

	8
	LNTMRAVVS
	220
	3.2000
	36.36

	9
	INFIASGQS
	259
	3.2000
	36.36

	10
	LVGLLVIAT
	174
	3.0800
	35.00

	11
	MRAVVSEPH
	223
	3.0800
	35.00

	12
	LLVIATAGD
	177
	2.8000
	31.82

	13
	LGGVGVNLA
	403
	2.8000
	31.82

	14
	VGLLVIATA
	175
	2.4000
	27.27

	15
	LRFPYTFAT
	79
	2.3500
	26.70

	16
	ILLLANPGL
	111
	2.3000
	26.14

	17
	YRIELNTMR
	216
	2.3000
	26.14

	18
	VIGFTALFI
	343
	2.3000
	26.14

	19
	ILISASTFG
	319
	2.2000
	25.00

	20
	VYKMIPSIF
	360
	2.2000
	25.00

	21
	VFYLVASVL
	431
	2.1000
	23.86

	22
	YKMIPSIFE
	361
	1.9800
	22.50

	23
	IFSALVLLI
	97
	1.9000
	21.59

	24
	YLTSGTATS
	416
	1.9000
	21.59

	25
	VLQINFIAS
	256
	1.7800
	20.23

	26
	VQLVGLLVI
	172
	1.6000
	18.18

	27
	VASVLTWAI
	435
	1.6000
	18.18

	28
	LGPLLGSLS
	281
	1.5000
	17.05

	29
	IGTFGSFIG
	240
	1.4500
	16.48

	30
	LISASTFGD
	320
	1.4500
	16.48

	31
	LWSVMVLFM
	45
	1.4000
	15.91

	32
	LVIATAGDR
	178
	1.4000
	15.91

	33
	IGLAGAVGA
	394
	1.4000
	15.91

	34
	VWSLWSVMV
	42
	1.3000
	14.77

	35
	IYLVLLAVA
	194
	1.3000
	14.77

	36
	VMVLFMPTS
	48
	1.2000
	13.64

	37
	MVQLVGLLV
	171
	1.2000
	13.64

	38
	IAFLGPLLG
	278
	1.1000
	12.50

	39
	YVIGFTALF
	342
	1.1000
	12.50

	40
	FYLVASVLT
	432
	1.1000
	12.50

	41
	IGFSFAFGQ
	247
	1.0500
	11.93

	42
	LLATGILIS
	314
	1.0000
	11.36

	43
	LLGATATLV
	67
	0.9000
	10.23

	44
	LQINFIASG
	257
	0.9000
	10.23

	45
	LFMPTSVYG
	51
	0.8000
	9.09

	46
	LGATATLVG
	68
	0.8000
	9.09


	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
	YKMIPSIFE
	361
	5.9800
	63.62

	2
	VLFMPTSVY
	50
	5.1000
	54.26

	3
	VLLIPTVGS
	102
	4.6000
	48.94

	4
	LLVIATAGD
	177
	4.5000
	47.87

	5
	LLYIGTFGS
	237
	4.4500
	47.34

	6
	LVLLAVAGL
	196
	4.0000
	42.55

	7
	LVLLIPTVG
	101
	3.8000
	40.43

	8
	YRIELNTMR
	216
	3.3000
	35.11

	9
	MRAVVSEPH
	223
	3.3000
	35.11

	10
	LVPATTAPA
	455
	3.3000
	35.11

	11
	LISASTFGD
	320
	3.1500
	33.51

	12
	MVLFMPTSV
	49
	3.1000
	32.98

	13
	YVIGFTALF
	342
	3.0000
	31.91

	14
	FYLVASVLT
	432
	3.0000
	31.91

	15
	LVGLLVIAT
	174
	2.9800
	31.70

	16
	YLTSGTATS
	416
	2.9000
	30.85

	17
	WTIFSALVL
	95
	2.8000
	29.79

	18
	YLVLLAVAG
	195
	2.7000
	28.72

	19
	YLVASVLTW
	433
	2.6000
	27.66

	20
	FAASMTNIN
	138
	2.5000
	26.60

	21
	ILISASTFG
	319
	2.5000
	26.60

	22
	ILLLANPGL
	111
	2.3000
	24.47

	23
	WSLWSVMVL
	43
	2.2500
	23.94

	24
	LRFPYTFAT
	79
	2.2500
	23.94

	25
	LNTMRAVVS
	220
	2.2000
	23.40

	26
	INFIASGQS
	259
	2.2000
	23.40

	27
	YLVCGALAG
	124
	2.1000
	22.34

	28
	VYKMIPSIF
	360
	2.1000
	22.34

	29
	VFYLVASVL
	431
	2.1000
	22.34

	30
	WVISLLYIG
	233
	1.9000
	20.21

	31
	LGGVGVNLA
	403
	1.8000
	19.15

	32
	IGTFGSFIG
	240
	1.7500
	18.62

	33
	FWAFGVFYL
	426
	1.7500
	18.62

	34
	LWSVMVLFM
	45
	1.5000
	15.96

	35
	FLLGATATL
	66
	1.5000
	15.96

	36
	FIGFSFAFG
	246
	1.5000
	15.96

	37
	VIGFTALFI
	343
	1.5000
	15.96

	38
	FTALFILSG
	346
	1.5000
	15.96

	39
	FGVFYLVAS
	429
	1.5000
	15.96

	40
	LFILSGIGN
	349
	1.4800
	15.74

	41
	VGLLVIATA
	175
	1.4000
	14.89

	42
	IAFLGPLLG
	278
	1.4000
	14.89

	43
	LQINFIASG
	257
	1.2000
	12.77

	44
	LFMPTSVYG
	51
	1.1000
	11.70

	45
	FMPTSVYGF
	52
	1.1000
	11.70

	46
	LGATATLVG
	68
	1.1000
	11.70


	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
	VLLIPTVGS
	102
	4.6000
	52.27

	2
	LLYIGTFGS
	237
	4.4500
	50.57

	3
	VLFMPTSVY
	50
	4.0000
	45.45

	4
	YRIELNTMR
	216
	3.3000
	37.50

	5
	LVPATTAPA
	455
	3.3000
	37.50

	6
	LVLLAVAGL
	196
	3.0000
	34.09

	7
	YKMIPSIFE
	361
	2.9800
	33.86

	8
	YLTSGTATS
	416
	2.9000
	32.95

	9
	MVLFMPTSV
	49
	2.8000
	31.82

	10
	LVLLIPTVG
	101
	2.5000
	28.41

	11
	LNTMRAVVS
	220
	2.2000
	25.00

	12
	INFIASGQS
	259
	2.2000
	25.00

	13
	YVIGFTALF
	342
	2.1000
	23.86

	14
	FYLVASVLT
	432
	2.1000
	23.86

	15
	LVGLLVIAT
	174
	2.0800
	23.64

	16
	MRAVVSEPH
	223
	2.0800
	23.64

	17
	WTIFSALVL
	95
	1.8000
	20.45

	18
	LLVIATAGD
	177
	1.8000
	20.45

	19
	LGGVGVNLA
	403
	1.8000
	20.45

	20
	YLVASVLTW
	433
	1.7000
	19.32

	21
	FGVFYLVAS
	429
	1.5000
	17.05

	22
	VGLLVIATA
	175
	1.4000
	15.91

	23
	YLVLLAVAG
	195
	1.4000
	15.91

	24
	LRFPYTFAT
	79
	1.3500
	15.34

	25
	ILLLANPGL
	111
	1.3000
	14.77

	26
	VIGFTALFI
	343
	1.3000
	14.77

	27
	WSLWSVMVL
	43
	1.2500
	14.20

	28
	ILISASTFG
	319
	1.2000
	13.64

	29
	VYKMIPSIF
	360
	1.2000
	13.64

	30
	VFYLVASVL
	431
	1.1000
	12.50

	31
	IFSALVLLI
	97
	0.9000
	10.23

	32
	YLVCGALAG
	124
	0.8000
	9.09

	33
	VLQINFIAS
	256
	0.7800
	8.86

	34
	FWAFGVFYL
	426
	0.7500
	8.52

	35
	VQLVGLLVI
	172
	0.6000
	6.82

	36
	WVISLLYIG
	233
	0.6000
	6.82

	37
	VASVLTWAI
	435
	0.6000
	6.82

	38
	FLLGATATL
	66
	0.5000
	5.68

	39
	FAASMTNIN
	138
	0.5000
	5.68

	40
	LGPLLGSLS
	281
	0.5000
	5.68

	41
	IGTFGSFIG
	240
	0.4500
	5.11

	42
	LISASTFGD
	320
	0.4500
	5.11

	43
	LWSVMVLFM
	45
	0.4000
	4.55

	44
	LVIATAGDR
	178
	0.4000
	4.55

	45
	IGLAGAVGA
	394
	0.4000
	4.55

	46
	VWSLWSVMV
	42
	0.3000
	3.41


	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
	VLFMPTSVY
	50
	6.1000
	64.89

	2
	VLLIPTVGS
	102
	5.6000
	59.57

	3
	LLVIATAGD
	177
	5.5000
	58.51

	4
	LLYIGTFGS
	237
	5.4500
	57.98

	5
	LVLLAVAGL
	196
	5.0000
	53.19

	6
	YKMIPSIFE
	361
	4.9800
	52.98

	7
	LVLLIPTVG
	101
	4.8000
	51.06

	8
	MRAVVSEPH
	223
	4.3000
	45.74

	9
	LVPATTAPA
	455
	4.3000
	45.74

	10
	LISASTFGD
	320
	4.1500
	44.15

	11
	MVLFMPTSV
	49
	4.1000
	43.62

	12
	LVGLLVIAT
	174
	3.9800
	42.34

	13
	ILISASTFG
	319
	3.5000
	37.23

	14
	ILLLANPGL
	111
	3.3000
	35.11

	15
	LRFPYTFAT
	79
	3.2500
	34.57

	16
	LNTMRAVVS
	220
	3.2000
	34.04

	17
	INFIASGQS
	259
	3.2000
	34.04

	18
	VYKMIPSIF
	360
	3.1000
	32.98

	19
	VFYLVASVL
	431
	3.1000
	32.98

	20
	LGGVGVNLA
	403
	2.8000
	29.79

	21
	IGTFGSFIG
	240
	2.7500
	29.26

	22
	LWSVMVLFM
	45
	2.5000
	26.60

	23
	VIGFTALFI
	343
	2.5000
	26.60

	24
	LFILSGIGN
	349
	2.4800
	26.38

	25
	VGLLVIATA
	175
	2.4000
	25.53

	26
	IAFLGPLLG
	278
	2.4000
	25.53

	27
	YRIELNTMR
	216
	2.3000
	24.47

	28
	LQINFIASG
	257
	2.2000
	23.40

	29
	LFMPTSVYG
	51
	2.1000
	22.34

	30
	LGATATLVG
	68
	2.1000
	22.34

	31
	IFSALVLLI
	97
	2.1000
	22.34

	32
	YVIGFTALF
	342
	2.0000
	21.28

	33
	FYLVASVLT
	432
	2.0000
	21.28

	34
	VGVNLALRE
	406
	1.9000
	20.21

	35
	YLTSGTATS
	416
	1.9000
	20.21

	36
	IGFSFAFGQ
	247
	1.8500
	19.68

	37
	WTIFSALVL
	95
	1.8000
	19.15

	38
	VQLVGLLVI
	172
	1.8000
	19.15

	39
	VASVLTWAI
	435
	1.8000
	19.15

	40
	VLQINFIAS
	256
	1.7800
	18.94

	41
	LIWSVAAEH
	29
	1.7000
	18.09

	42
	YLVLLAVAG
	195
	1.7000
	18.09

	43
	LAAFCAMLL
	307
	1.7000
	18.09

	44
	VWSLWSVMV
	42
	1.6000
	17.02

	45
	VGSILLLAN
	108
	1.6000
	17.02

	46
	INAFFPQRL
	145
	1.6000
	17.02


	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
	YRIELNTMR
	216
	6.9000
	76.67

	2
	VLLIPTVGS
	102
	4.8800
	54.22

	3
	YVIGFTALF
	342
	4.8000
	53.33

	4
	YLTSGTATS
	416
	4.8000
	53.33

	5
	YKMIPSIFE
	361
	4.0800
	45.33

	6
	LVLLAVAGL
	196
	3.7600
	41.78

	7
	VLFMPTSVY
	50
	3.7000
	41.11

	8
	LLYIGTFGS
	237
	3.6000
	40.00

	9
	ILISASTFG
	319
	3.6000
	40.00

	10
	YMDNLTEYR
	209
	3.3000
	36.67

	11
	LVPATTAPA
	455
	3.3000
	36.67

	12
	LGATATLVG
	68
	3.2000
	35.56

	13
	LVLLIPTVG
	101
	3.2000
	35.56

	14
	LQISEAERR
	375
	3.2000
	35.56

	15
	LQINFIASG
	257
	2.9000
	32.22

	16
	YLVLLAVAG
	195
	2.7800
	30.89

	17
	FMPTSVYGF
	52
	2.7000
	30.00

	18
	FAASMTNIN
	138
	2.7000
	30.00

	19
	YLVCGALAG
	124
	2.6000
	28.89

	20
	LLVIATAGD
	177
	2.6000
	28.89

	21
	LVGLLVIAT
	174
	2.5800
	28.67

	22
	WVISLLYIG
	233
	2.5000
	27.78

	23
	LLATGILIS
	314
	2.4000
	26.67

	24
	ILLLANPGL
	111
	2.3600
	26.22

	25
	FLLGATATL
	66
	2.2600
	25.11

	26
	IFSALVLLI
	97
	2.2000
	24.44

	27
	INFIASGQS
	259
	2.2000
	24.44

	28
	YLVASVLTW
	433
	2.1000
	23.33

	29
	FILSGIGNG
	350
	1.9000
	21.11

	30
	LNTMRAVVS
	220
	1.8800
	20.89

	31
	LVIATAGDR
	178
	1.8000
	20.00

	32
	LYMDNLTEY
	208
	1.8000
	20.00

	33
	FTALFILSG
	346
	1.8000
	20.00

	34
	IAFLGPLLG
	278
	1.7000
	18.89

	35
	VVSEPHTWV
	226
	1.6000
	17.78

	36
	FYLVASVLT
	432
	1.5800
	17.56

	37
	VYKMIPSIF
	360
	1.5000
	16.67

	38
	MVLFMPTSV
	49
	1.4000
	15.56

	39
	MVQLVGLLV
	171
	1.4000
	15.56

	40
	FAFGQVLQI
	251
	1.4000
	15.56

	41
	VGVNLALRE
	406
	1.3000
	14.44

	42
	VWSLWSVMV
	42
	1.2800
	14.22

	43
	WTIFSALVL
	95
	1.2600
	14.00

	44
	WVCAIYLVL
	190
	1.2600
	14.00

	45
	VAAEHVGFS
	33
	1.2000
	13.33

	46
	YGFSAGDKF
	58
	1.2000
	13.33


	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
	VLLIPTVGS
	102
	5.6000
	63.64

	2
	LLYIGTFGS
	237
	5.4500
	61.93

	3
	VLFMPTSVY
	50
	5.0000
	56.82

	4
	LVPATTAPA
	455
	4.3000
	48.86

	5
	LVLLAVAGL
	196
	4.0000
	45.45

	6
	MVLFMPTSV
	49
	3.8000
	43.18

	7
	LVLLIPTVG
	101
	3.5000
	39.77

	8
	LNTMRAVVS
	220
	3.2000
	36.36

	9
	INFIASGQS
	259
	3.2000
	36.36

	10
	LVGLLVIAT
	174
	3.0800
	35.00

	11
	MRAVVSEPH
	223
	3.0800
	35.00

	12
	LLVIATAGD
	177
	2.8000
	31.82

	13
	LGGVGVNLA
	403
	2.8000
	31.82

	14
	VGLLVIATA
	175
	2.4000
	27.27

	15
	LRFPYTFAT
	79
	2.3500
	26.70

	16
	ILLLANPGL
	111
	2.3000
	26.14

	17
	YRIELNTMR
	216
	2.3000
	26.14

	18
	VIGFTALFI
	343
	2.3000
	26.14

	19
	ILISASTFG
	319
	2.2000
	25.00

	20
	VYKMIPSIF
	360
	2.2000
	25.00

	21
	VFYLVASVL
	431
	2.1000
	23.86

	22
	YKMIPSIFE
	361
	1.9800
	22.50

	23
	IFSALVLLI
	97
	1.9000
	21.59

	24
	YLTSGTATS
	416
	1.9000
	21.59

	25
	VLQINFIAS
	256
	1.7800
	20.23

	26
	VQLVGLLVI
	172
	1.6000
	18.18

	27
	VASVLTWAI
	435
	1.6000
	18.18

	28
	LGPLLGSLS
	281
	1.5000
	17.05

	29
	IGTFGSFIG
	240
	1.4500
	16.48

	30
	LISASTFGD
	320
	1.4500
	16.48

	31
	LWSVMVLFM
	45
	1.4000
	15.91

	32
	LVIATAGDR
	178
	1.4000
	15.91

	33
	IGLAGAVGA
	394
	1.4000
	15.91

	34
	VWSLWSVMV
	42
	1.3000
	14.77

	35
	IYLVLLAVA
	194
	1.3000
	14.77

	36
	VMVLFMPTS
	48
	1.2000
	13.64

	37
	MVQLVGLLV
	171
	1.2000
	13.64

	38
	IAFLGPLLG
	278
	1.1000
	12.50

	39
	YVIGFTALF
	342
	1.1000
	12.50

	40
	FYLVASVLT
	432
	1.1000
	12.50

	41
	IGFSFAFGQ
	247
	1.0500
	11.93

	42
	LLATGILIS
	314
	1.0000
	11.36

	43
	LLGATATLV
	67
	0.9000
	10.23

	44
	LQINFIASG
	257
	0.9000
	10.23

	45
	LFMPTSVYG
	51
	0.8000
	9.09

	46
	LGATATLVG
	68
	0.8000
	9.09


	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
	YRIELNTMR
	216
	5.4000
	62.79

	2
	VLLIPTVGS
	102
	4.4800
	52.09

	3
	YLTSGTATS
	416
	4.4000
	51.16

	4
	LVPATTAPA
	455
	3.3000
	38.37

	5
	LLYIGTFGS
	237
	3.2000
	37.21

	6
	YVIGFTALF
	342
	2.9000
	33.72

	7
	LVLLAVAGL
	196
	2.8000
	32.56

	8
	YKMIPSIFE
	361
	2.6800
	31.16

	9
	VLFMPTSVY
	50
	2.4000
	27.91

	10
	ILISASTFG
	319
	2.2000
	25.58

	11
	YLVASVLTW
	433
	2.1000
	24.42

	12
	LLATGILIS
	314
	2.0000
	23.26

	13
	FAASMTNIN
	138
	1.9000
	22.09

	14
	LVGLLVIAT
	174
	1.8800
	21.86

	15
	LGATATLVG
	68
	1.8000
	20.93

	16
	LVLLIPTVG
	101
	1.8000
	20.93

	17
	YMDNLTEYR
	209
	1.8000
	20.93

	18
	INFIASGQS
	259
	1.8000
	20.93

	19
	LQISEAERR
	375
	1.7000
	19.77

	20
	MRAVVSEPH
	223
	1.5800
	18.37

	21
	LLVIATAGD
	177
	1.5000
	17.44

	22
	LQINFIASG
	257
	1.5000
	17.44

	23
	LNTMRAVVS
	220
	1.4800
	17.21

	24
	ILLLANPGL
	111
	1.4000
	16.28

	25
	YLVLLAVAG
	195
	1.3800
	16.05

	26
	FLLGATATL
	66
	1.3000
	15.12

	27
	IFSALVLLI
	97
	1.3000
	15.12

	28
	YLVCGALAG
	124
	1.2000
	13.95

	29
	VGLLVIATA
	175
	1.2000
	13.95

	30
	WVISLLYIG
	233
	1.1000
	12.79

	31
	LIWSVAAEH
	29
	0.9800
	11.40

	32
	FYLVASVLT
	432
	0.8800
	10.23

	33
	VAAEHVGFS
	33
	0.8000
	9.30

	34
	FMPTSVYGF
	52
	0.8000
	9.30

	35
	LVASVLTWA
	434
	0.7000
	8.14

	36
	FPYTFATAK
	81
	0.6000
	6.98

	37
	VVSEPHTWV
	226
	0.6000
	6.98

	38
	IGFSFAFGQ
	247
	0.6000
	6.98

	39
	WDPEDSVAW
	9
	0.5800
	6.74

	40
	IGLAGAVGA
	394
	0.5800
	6.74

	41
	FFPQRLKGA
	148
	0.5000
	5.81

	42
	LYMDNLTEY
	208
	0.5000
	5.81

	43
	FAFGQVLQI
	251
	0.5000
	5.81

	44
	FILSGIGNG
	350
	0.5000
	5.81

	45
	VLQINFIAS
	256
	0.4800
	5.58

	46
	MVLFMPTSV
	49
	0.4000
	4.65


	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
	WTIFSALVL
	95
	7.3000
	62.93

	2
	VQLVGLLVI
	172
	6.8000
	58.62

	3
	FMPTSVYGF
	52
	6.7000
	57.76

	4
	WVCAIYLVL
	190
	6.7000
	57.76

	5
	IGFTALFIL
	344
	6.3000
	54.31

	6
	YKMIPSIFE
	361
	6.3000
	54.31

	7
	MLLATGILI
	313
	6.2000
	53.45

	8
	VIGFTALFI
	343
	6.1000
	52.59

	9
	YIGTFGSFI
	239
	5.9000
	50.86

	10
	WSRSMSGAL
	385
	5.9000
	50.86

	11
	IPTVGSILL
	105
	5.8000
	50.00

	12
	IFSALVLLI
	97
	5.7000
	49.14

	13
	FWAFGVFYL
	426
	5.7000
	49.14

	14
	FAFGQVLQI
	251
	5.4000
	46.55

	15
	FYLVASVLT
	432
	5.4000
	46.55

	16
	WVISLLYIG
	233
	5.3000
	45.69

	17
	LIPTVGSIL
	104
	5.0000
	43.10

	18
	WSLWSVMVL
	43
	4.9000
	42.24

	19
	VPMVQLVGL
	169
	4.9000
	42.24

	20
	VASVLTWAI
	435
	4.8200
	41.55

	21
	LVLLAVAGL
	196
	4.8000
	41.38

	22
	FGQVLQINF
	253
	4.8000
	41.38

	23
	MVLFMPTSV
	49
	4.7000
	40.52

	24
	YLVASVLTW
	433
	4.6000
	39.66

	25
	YVIGFTALF
	342
	4.5200
	38.97

	26
	FGSFIGFSF
	243
	4.5000
	38.79

	27
	FSFAFGQVL
	249
	4.4000
	37.93

	28
	LAAFCAMLL
	307
	4.4000
	37.93

	29
	LWSVMVLFM
	45
	4.3000
	37.07

	30
	FLLGATATL
	66
	4.2200
	36.38

	31
	VCAIYLVLL
	191
	4.2000
	36.21

	32
	LLGSLSRIY
	284
	4.1000
	35.34

	33
	INAFFPQRL
	145
	4.0000
	34.48

	34
	LLANPGLPL
	113
	3.9000
	33.62

	35
	MVQLVGLLV
	171
	3.9000
	33.62

	36
	ILISASTFG
	319
	3.9000
	33.62

	37
	LLIPTVGSI
	103
	3.8000
	32.76

	38
	LLYIGTFGS
	237
	3.6200
	31.21

	39
	YWVCAIYLV
	189
	3.6000
	31.03

	40
	VFYLVASVL
	431
	3.6000
	31.03

	41
	WAIYVRRGL
	441
	3.6000
	31.03

	42
	IFEARSHSL
	367
	3.5000
	30.17

	43
	LVGLLVIAT
	174
	3.4000
	29.31

	44
	MRAVVSEPH
	223
	3.4000
	29.31

	45
	VLLIPTVGS
	102
	3.3200
	28.62

	46
	LSRIYGGKL
	288
	3.3000
	28.45


	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
	WTIFSALVL
	95
	7.3000
	62.93

	2
	VQLVGLLVI
	172
	6.8000
	58.62

	3
	FMPTSVYGF
	52
	6.7000
	57.76

	4
	WVCAIYLVL
	190
	6.7000
	57.76

	5
	IGFTALFIL
	344
	6.3000
	54.31

	6
	YKMIPSIFE
	361
	6.3000
	54.31

	7
	MLLATGILI
	313
	6.2000
	53.45

	8
	VIGFTALFI
	343
	6.1000
	52.59

	9
	YIGTFGSFI
	239
	5.9000
	50.86

	10
	WSRSMSGAL
	385
	5.9000
	50.86

	11
	IPTVGSILL
	105
	5.8000
	50.00

	12
	IFSALVLLI
	97
	5.7000
	49.14

	13
	FWAFGVFYL
	426
	5.7000
	49.14

	14
	FAFGQVLQI
	251
	5.4000
	46.55

	15
	FYLVASVLT
	432
	5.4000
	46.55

	16
	WVISLLYIG
	233
	5.3000
	45.69

	17
	LIPTVGSIL
	104
	5.0000
	43.10

	18
	WSLWSVMVL
	43
	4.9000
	42.24

	19
	VPMVQLVGL
	169
	4.9000
	42.24

	20
	VASVLTWAI
	435
	4.8200
	41.55

	21
	LVLLAVAGL
	196
	4.8000
	41.38

	22
	FGQVLQINF
	253
	4.8000
	41.38

	23
	MVLFMPTSV
	49
	4.7000
	40.52

	24
	YLVASVLTW
	433
	4.6000
	39.66

	25
	YVIGFTALF
	342
	4.5200
	38.97

	26
	FGSFIGFSF
	243
	4.5000
	38.79

	27
	FSFAFGQVL
	249
	4.4000
	37.93

	28
	LAAFCAMLL
	307
	4.4000
	37.93

	29
	LWSVMVLFM
	45
	4.3000
	37.07

	30
	FLLGATATL
	66
	4.2200
	36.38

	31
	VCAIYLVLL
	191
	4.2000
	36.21

	32
	LLGSLSRIY
	284
	4.1000
	35.34

	33
	INAFFPQRL
	145
	4.0000
	34.48

	34
	LLANPGLPL
	113
	3.9000
	33.62

	35
	MVQLVGLLV
	171
	3.9000
	33.62

	36
	ILISASTFG
	319
	3.9000
	33.62

	37
	LLIPTVGSI
	103
	3.8000
	32.76

	38
	LLYIGTFGS
	237
	3.6200
	31.21

	39
	YWVCAIYLV
	189
	3.6000
	31.03

	40
	VFYLVASVL
	431
	3.6000
	31.03

	41
	WAIYVRRGL
	441
	3.6000
	31.03

	42
	IFEARSHSL
	367
	3.5000
	30.17

	43
	LVGLLVIAT
	174
	3.4000
	29.31

	44
	MRAVVSEPH
	223
	3.4000
	29.31

	45
	VLLIPTVGS
	102
	3.3200
	28.62

	46
	LSRIYGGKL
	288
	3.3000
	28.45


	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
	YVRRGLKSA
	444
	4.5000
	52.33

	2
	WAIYVRRGL
	441
	4.1000
	47.67

	3
	LVLLAVAGL
	196
	4.0000
	46.51

	4
	MVGYVIGFT
	339
	3.4000
	39.53

	5
	YVIGFTALF
	342
	3.3000
	38.37

	6
	YKMIPSIFE
	361
	3.2000
	37.21

	7
	LQINFIASG
	257
	2.7000
	31.40

	8
	LWPYLVCGA
	121
	2.6000
	30.23

	9
	FPQRLKGAA
	149
	2.6000
	30.23

	10
	LLVIATAGD
	177
	2.6000
	30.23

	11
	FIARRNLIW
	23
	2.4000
	27.91

	12
	IYVRRGLKS
	443
	2.4000
	27.91

	13
	FEARSHSLQ
	368
	2.3000
	26.74

	14
	YLVASVLTW
	433
	2.3000
	26.74

	15
	LVPATTAPA
	455
	2.2000
	25.58

	16
	IARRNLIWS
	24
	2.1000
	24.42

	17
	LVGLLVIAT
	174
	2.1000
	24.42

	18
	WVISLLYIG
	233
	2.0000
	23.26

	19
	VGLLVIATA
	175
	1.9000
	22.09

	20
	FCAMLLATG
	310
	1.9000
	22.09

	21
	VLFMPTSVY
	50
	1.8000
	20.93

	22
	FLLGATATL
	66
	1.8000
	20.93

	23
	WTIFSALVL
	95
	1.7000
	19.77

	24
	VLLIPTVGS
	102
	1.7000
	19.77

	25
	LLYIGTFGS
	237
	1.7000
	19.77

	26
	WSLWSVMVL
	43
	1.6000
	18.60

	27
	FILSGIGNG
	350
	1.6000
	18.60

	28
	YLVCGALAG
	124
	1.5000
	17.44

	29
	YLTSGTATS
	416
	1.5000
	17.44

	30
	IYLVLLAVA
	194
	1.4000
	16.28

	31
	YLVLLAVAG
	195
	1.4000
	16.28

	32
	FTALFILSG
	346
	1.4000
	16.28

	33
	VQLVGLLVI
	172
	1.3000
	15.12

	34
	FGVFYLVAS
	429
	1.3000
	15.12

	35
	LVLLIPTVG
	101
	1.2000
	13.95

	36
	LISASTFGD
	320
	1.2000
	13.95

	37
	VRRGLKSAG
	445
	1.2000
	13.95

	38
	LLIPTVGSI
	103
	1.1000
	12.79

	39
	LKGAALALN
	153
	1.1000
	12.79

	40
	LVIATAGDR
	178
	1.1000
	12.79

	41
	LFILSGIGN
	349
	1.1000
	12.79

	42
	LWSVMVLFM
	45
	1.0000
	11.63

	43
	INFIASGQS
	259
	1.0000
	11.63

	44
	IAFLGPLLG
	278
	1.0000
	11.63

	45
	VGVNLALRE
	406
	1.0000
	11.63

	46
	LGSLSRIYG
	285
	0.9000
	10.47


	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
	YVRRGLKSA
	444
	4.5000
	56.25

	2
	WAIYVRRGL
	441
	3.1000
	38.75

	3
	LVLLAVAGL
	196
	3.0000
	37.50

	4
	LWPYLVCGA
	121
	2.6000
	32.50

	5
	FPQRLKGAA
	149
	2.6000
	32.50

	6
	MVGYVIGFT
	339
	2.5000
	31.25

	7
	YVIGFTALF
	342
	2.4000
	30.00

	8
	IYVRRGLKS
	443
	2.4000
	30.00

	9
	LVPATTAPA
	455
	2.2000
	27.50

	10
	IARRNLIWS
	24
	2.1000
	26.25

	11
	VGLLVIATA
	175
	1.9000
	23.75

	12
	VLLIPTVGS
	102
	1.7000
	21.25

	13
	LLYIGTFGS
	237
	1.7000
	21.25

	14
	FIARRNLIW
	23
	1.5000
	18.75

	15
	FEARSHSLQ
	368
	1.5000
	18.75

	16
	YLTSGTATS
	416
	1.5000
	18.75

	17
	IYLVLLAVA
	194
	1.4000
	17.50

	18
	LQINFIASG
	257
	1.4000
	17.50

	19
	YLVASVLTW
	433
	1.4000
	17.50

	20
	FGVFYLVAS
	429
	1.3000
	16.25

	21
	LVGLLVIAT
	174
	1.2000
	15.00

	22
	VQLVGLLVI
	172
	1.1000
	13.75

	23
	LVIATAGDR
	178
	1.1000
	13.75

	24
	INFIASGQS
	259
	1.0000
	12.50

	25
	LLIPTVGSI
	103
	0.9000
	11.25

	26
	FLLGATATL
	66
	0.8000
	10.00

	27
	LNTMRAVVS
	220
	0.8000
	10.00

	28
	VLFMPTSVY
	50
	0.7000
	8.75

	29
	WTIFSALVL
	95
	0.7000
	8.75

	30
	WVISLLYIG
	233
	0.7000
	8.75

	31
	WSLWSVMVL
	43
	0.6000
	7.50

	32
	IFSALVLLI
	97
	0.6000
	7.50

	33
	FCAMLLATG
	310
	0.6000
	7.50

	34
	FAFGQVLQI
	251
	0.4000
	5.00

	35
	YGGKLADRI
	292
	0.3000
	3.75

	36
	FILSGIGNG
	350
	0.3000
	3.75

	37
	YLVCGALAG
	124
	0.2000
	2.50

	38
	VIGFTALFI
	343
	0.2000
	2.50

	39
	YKMIPSIFE
	361
	0.2000
	2.50

	40
	MVQLVGLLV
	171
	0.1000
	1.25

	41
	YLVLLAVAG
	195
	0.1000
	1.25

	42
	LLATGILIS
	314
	0.1000
	1.25

	43
	FTALFILSG
	346
	0.1000
	1.25

	44
	LWSVMVLFM
	45
	-0.1000
	0


	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
	LVLLAVAGL
	196
	4.0000
	50.00

	2
	LWPYLVCGA
	121
	3.6000
	45.00

	3
	MVGYVIGFT
	339
	3.5000
	43.75

	4
	YVRRGLKSA
	444
	3.5000
	43.75

	5
	IYVRRGLKS
	443
	3.4000
	42.50

	6
	LVPATTAPA
	455
	3.2000
	40.00

	7
	IARRNLIWS
	24
	3.1000
	38.75

	8
	VGLLVIATA
	175
	2.9000
	36.25

	9
	VLLIPTVGS
	102
	2.7000
	33.75

	10
	LLYIGTFGS
	237
	2.7000
	33.75

	11
	IYLVLLAVA
	194
	2.4000
	30.00

	12
	LQINFIASG
	257
	2.4000
	30.00

	13
	LVGLLVIAT
	174
	2.2000
	27.50

	14
	VQLVGLLVI
	172
	2.1000
	26.25

	15
	LVIATAGDR
	178
	2.1000
	26.25

	16
	WAIYVRRGL
	441
	2.1000
	26.25

	17
	INFIASGQS
	259
	2.0000
	25.00

	18
	LLIPTVGSI
	103
	1.9000
	23.75

	19
	LNTMRAVVS
	220
	1.8000
	22.50

	20
	VLFMPTSVY
	50
	1.7000
	21.25

	21
	IFSALVLLI
	97
	1.6000
	20.00

	22
	FPQRLKGAA
	149
	1.6000
	20.00

	23
	YVIGFTALF
	342
	1.4000
	17.50

	24
	VIGFTALFI
	343
	1.2000
	15.00

	25
	MVQLVGLLV
	171
	1.1000
	13.75

	26
	LLATGILIS
	314
	1.1000
	13.75

	27
	MVLFMPTSV
	49
	1.0000
	12.50

	28
	LWSVMVLFM
	45
	0.9000
	11.25

	29
	VMVLFMPTS
	48
	0.9000
	11.25

	30
	LVLLIPTVG
	101
	0.9000
	11.25

	31
	LLVIATAGD
	177
	0.9000
	11.25

	32
	LGGVGVNLA
	403
	0.9000
	11.25

	33
	LALRESYLT
	410
	0.9000
	11.25

	34
	VRRGLKSAG
	445
	0.9000
	11.25

	35
	VYGFSAGDK
	57
	0.8000
	10.00

	36
	LRFPYTFAT
	79
	0.7000
	8.75

	37
	LLLANPGLP
	112
	0.7000
	8.75

	38
	IAFLGPLLG
	278
	0.7000
	8.75

	39
	LVGACLRFP
	74
	0.6000
	7.50

	40
	ISLLYIGTF
	235
	0.6000
	7.50

	41
	LGSLSRIYG
	285
	0.6000
	7.50

	42
	FIARRNLIW
	23
	0.5000
	6.25

	43
	VLLAVAGLG
	197
	0.5000
	6.25

	44
	LHAAQIAFL
	273
	0.5000
	6.25

	45
	VYKMIPSIF
	360
	0.5000
	6.25

	46
	FEARSHSLQ
	368
	0.5000
	6.25


	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
	LVLLAVAGL
	196
	5.0000
	58.14

	2
	MVGYVIGFT
	339
	4.4000
	51.16

	3
	LQINFIASG
	257
	3.7000
	43.02

	4
	LWPYLVCGA
	121
	3.6000
	41.86

	5
	LLVIATAGD
	177
	3.6000
	41.86

	6
	YVRRGLKSA
	444
	3.5000
	40.70

	7
	IYVRRGLKS
	443
	3.4000
	39.53

	8
	LVPATTAPA
	455
	3.2000
	37.21

	9
	IARRNLIWS
	24
	3.1000
	36.05

	10
	LVGLLVIAT
	174
	3.1000
	36.05

	11
	WAIYVRRGL
	441
	3.1000
	36.05

	12
	VGLLVIATA
	175
	2.9000
	33.72

	13
	VLFMPTSVY
	50
	2.8000
	32.56

	14
	VLLIPTVGS
	102
	2.7000
	31.40

	15
	LLYIGTFGS
	237
	2.7000
	31.40

	16
	IYLVLLAVA
	194
	2.4000
	27.91

	17
	VQLVGLLVI
	172
	2.3000
	26.74

	18
	YVIGFTALF
	342
	2.3000
	26.74

	19
	LVLLIPTVG
	101
	2.2000
	25.58

	20
	LISASTFGD
	320
	2.2000
	25.58

	21
	YKMIPSIFE
	361
	2.2000
	25.58

	22
	VRRGLKSAG
	445
	2.2000
	25.58

	23
	LLIPTVGSI
	103
	2.1000
	24.42

	24
	LKGAALALN
	153
	2.1000
	24.42

	25
	LVIATAGDR
	178
	2.1000
	24.42

	26
	LFILSGIGN
	349
	2.1000
	24.42

	27
	LWSVMVLFM
	45
	2.0000
	23.26

	28
	INFIASGQS
	259
	2.0000
	23.26

	29
	IAFLGPLLG
	278
	2.0000
	23.26

	30
	VGVNLALRE
	406
	2.0000
	23.26

	31
	LGSLSRIYG
	285
	1.9000
	22.09

	32
	IFSALVLLI
	97
	1.8000
	20.93

	33
	VLLAVAGLG
	197
	1.8000
	20.93

	34
	LNTMRAVVS
	220
	1.8000
	20.93

	35
	LALRESYLT
	410
	1.8000
	20.93

	36
	LRFPYTFAT
	79
	1.6000
	18.60

	37
	FPQRLKGAA
	149
	1.6000
	18.60

	38
	LIGLAGAVG
	393
	1.6000
	18.60

	39
	VGSILLLAN
	108
	1.5000
	17.44

	40
	ISLLYIGTF
	235
	1.5000
	17.44

	41
	LHAAQIAFL
	273
	1.5000
	17.44

	42
	FIARRNLIW
	23
	1.4000
	16.28

	43
	LIWSVAAEH
	29
	1.4000
	16.28

	44
	MVQLVGLLV
	171
	1.4000
	16.28

	45
	VIGFTALFI
	343
	1.4000
	16.28

	46
	VYKMIPSIF
	360
	1.4000
	16.28


	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
	YVRRGLKSA
	444
	4.0000
	45.98

	2
	FEARSHSLQ
	368
	3.3000
	37.93

	3
	LVLLAVAGL
	196
	3.0000
	34.48

	4
	IYVRRGLKS
	443
	3.0000
	34.48

	5
	IARRNLIWS
	24
	2.9800
	34.25

	6
	MVLFMPTSV
	49
	2.8000
	32.18

	7
	WAIYVRRGL
	441
	2.8000
	32.18

	8
	LVLLIPTVG
	101
	2.7000
	31.03

	9
	VLLIPTVGS
	102
	2.7000
	31.03

	10
	LWPYLVCGA
	121
	2.6000
	29.89

	11
	LLYIGTFGS
	237
	2.5500
	29.31

	12
	VLFMPTSVY
	50
	2.5000
	28.74

	13
	YVIGFTALF
	342
	2.4000
	27.59

	14
	FGVFYLVAS
	429
	2.3000
	26.44

	15
	LVPATTAPA
	455
	2.2000
	25.29

	16
	FIARRNLIW
	23
	2.1000
	24.14

	17
	LVGLLVIAT
	174
	2.0800
	23.91

	18
	YLVASVLTW
	433
	2.0000
	22.99

	19
	FPQRLKGAA
	149
	1.9000
	21.84

	20
	VGLLVIATA
	175
	1.9000
	21.84

	21
	LGGVGVNLA
	403
	1.9000
	21.84

	22
	LNTMRAVVS
	220
	1.8000
	20.69

	23
	MVGYVIGFT
	339
	1.8000
	20.69

	24
	VQLVGLLVI
	172
	1.7000
	19.54

	25
	VRRGLKSAG
	445
	1.7000
	19.54

	26
	WSLWSVMVL
	43
	1.6000
	18.39

	27
	WVISLLYIG
	233
	1.6000
	18.39

	28
	YRIELNTMR
	216
	1.5000
	17.24

	29
	YGGKLADRI
	292
	1.5000
	17.24

	30
	YLTSGTATS
	416
	1.5000
	17.24

	31
	IYLVLLAVA
	194
	1.4000
	16.09

	32
	LQINFIASG
	257
	1.4000
	16.09

	33
	WTIFSALVL
	95
	1.3000
	14.94

	34
	VYKMIPSIF
	360
	1.3000
	14.94

	35
	IFSALVLLI
	97
	1.2000
	13.79

	36
	YLVLLAVAG
	195
	1.1000
	12.64

	37
	YKMIPSIFE
	361
	1.0800
	12.41

	38
	FGGRNWTIF
	90
	1.0000
	11.49

	39
	FAFGQVLQI
	251
	1.0000
	11.49

	40
	LGPLLGSLS
	281
	1.0000
	11.49

	41
	FLLGATATL
	66
	0.8000
	9.20

	42
	YLVCGALAG
	124
	0.8000
	9.20

	43
	VIGFTALFI
	343
	0.8000
	9.20

	44
	LALRESYLT
	410
	0.8000
	9.20

	45
	VFYLVASVL
	431
	0.8000
	9.20

	46
	FYLVASVLT
	432
	0.8000
	9.20


	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
	YVRRGLKSA
	444
	5.1000
	50.50

	2
	YKMIPSIFE
	361
	4.8000
	47.52

	3
	WAIYVRRGL
	441
	4.3000
	42.57

	4
	FIARRNLIW
	23
	4.2000
	41.58

	5
	IYVRRGLKS
	443
	4.2000
	41.58

	6
	YLVASVLTW
	433
	4.1000
	40.59

	7
	LVLLAVAGL
	196
	4.0000
	39.60

	8
	IARRNLIWS
	24
	3.7000
	36.63

	9
	LVGLLVIAT
	174
	3.7000
	36.63

	10
	WTIFSALVL
	95
	3.5000
	34.65

	11
	MVGYVIGFT
	339
	3.5000
	34.65

	12
	YLVCGALAG
	124
	3.3000
	32.67

	13
	YVIGFTALF
	342
	3.3000
	32.67

	14
	WSLWSVMVL
	43
	3.2000
	31.68

	15
	FTALFILSG
	346
	3.2000
	31.68

	16
	VQLVGLLVI
	172
	3.1000
	30.69

	17
	LWSVMVLFM
	45
	2.8000
	27.72

	18
	IAFLGPLLG
	278
	2.8000
	27.72

	19
	VGVNLALRE
	406
	2.8000
	27.72

	20
	FPQRLKGAA
	149
	2.7000
	26.73

	21
	WVISLLYIG
	233
	2.7000
	26.73

	22
	LQINFIASG
	257
	2.7000
	26.73

	23
	LFILSGIGN
	349
	2.7000
	26.73

	24
	IFSALVLLI
	97
	2.6000
	25.74

	25
	LWPYLVCGA
	121
	2.6000
	25.74

	26
	LLVIATAGD
	177
	2.6000
	25.74

	27
	LGSLSRIYG
	285
	2.5000
	24.75

	28
	FAFGQVLQI
	251
	2.4000
	23.76

	29
	LVLLIPTVG
	101
	2.3000
	22.77

	30
	VGSILLLAN
	108
	2.3000
	22.77

	31
	FEARSHSLQ
	368
	2.3000
	22.77

	32
	VLLIPTVGS
	102
	2.2000
	21.78

	33
	MVQLVGLLV
	171
	2.2000
	21.78

	34
	WVCAIYLVL
	190
	2.2000
	21.78

	35
	LLYIGTFGS
	237
	2.2000
	21.78

	36
	VIGFTALFI
	343
	2.2000
	21.78

	37
	LVPATTAPA
	455
	2.2000
	21.78

	38
	VGLLVIATA
	175
	1.9000
	18.81

	39
	YLVLLAVAG
	195
	1.9000
	18.81

	40
	FCAMLLATG
	310
	1.9000
	18.81

	41
	LLATGILIS
	314
	1.9000
	18.81

	42
	VLFMPTSVY
	50
	1.8000
	17.82

	43
	FLLGATATL
	66
	1.8000
	17.82

	44
	FGVFYLVAS
	429
	1.8000
	17.82

	45
	LISASTFGD
	320
	1.7000
	16.83

	46
	FILSGIGNG
	350
	1.7000
	16.83


	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
	LVLLAVAGL
	196
	3.4000
	40.96

	2
	LVGLLVIAT
	174
	3.2000
	38.55

	3
	YLVASVLTW
	433
	3.2000
	38.55

	4
	VQLVGLLVI
	172
	3.0000
	36.14

	5
	VLLIPTVGS
	102
	2.8000
	33.73

	6
	LLYIGTFGS
	237
	2.8000
	33.73

	7
	WTIFSALVL
	95
	2.4000
	28.92

	8
	IFSALVLLI
	97
	2.4000
	28.92

	9
	YKMIPSIFE
	361
	2.4000
	28.92

	10
	MVQLVGLLV
	171
	2.3000
	27.71

	11
	VGLLVIATA
	175
	2.3000
	27.71

	12
	LLATGILIS
	314
	2.3000
	27.71

	13
	FTALFILSG
	346
	2.3000
	27.71

	14
	LVPATTAPA
	455
	2.2000
	26.51

	15
	WSLWSVMVL
	43
	2.1000
	25.30

	16
	YVRRGLKSA
	444
	2.1000
	25.30

	17
	YLVCGALAG
	124
	2.0000
	24.10

	18
	IAFLGPLLG
	278
	1.9000
	22.89

	19
	VIGFTALFI
	343
	1.9000
	22.89

	20
	LWSVMVLFM
	45
	1.8000
	21.69

	21
	YLTSGTATS
	416
	1.8000
	21.69

	22
	WVISLLYIG
	233
	1.7000
	20.48

	23
	INFIASGQS
	259
	1.7000
	20.48

	24
	YVIGFTALF
	342
	1.7000
	20.48

	25
	FGVFYLVAS
	429
	1.7000
	20.48

	26
	LGSLSRIYG
	285
	1.6000
	19.28

	27
	IYLVLLAVA
	194
	1.5000
	18.07

	28
	FAFGQVLQI
	251
	1.5000
	18.07

	29
	VMVLFMPTS
	48
	1.4500
	17.47

	30
	LVLLIPTVG
	101
	1.4000
	16.87

	31
	LQINFIASG
	257
	1.4000
	16.87

	32
	FSALVLLIP
	98
	1.2000
	14.46

	33
	LVIATAGDR
	178
	1.2000
	14.46

	34
	WVCAIYLVL
	190
	1.2000
	14.46

	35
	LLAVAGLGA
	198
	1.2000
	14.46

	36
	IYVRRGLKS
	443
	1.2000
	14.46

	37
	LFILSGIGN
	349
	1.1000
	13.25

	38
	MVLFMPTSV
	49
	1.0000
	12.05

	39
	YLVLLAVAG
	195
	1.0000
	12.05

	40
	VLQINFIAS
	256
	1.0000
	12.05

	41
	VGSILLLAN
	108
	0.9000
	10.84

	42
	LNTMRAVVS
	220
	0.9000
	10.84

	43
	MLLATGILI
	313
	0.8000
	9.64

	44
	IARRNLIWS
	24
	0.7000
	8.43

	45
	FFPQRLKGA
	148
	0.7000
	8.43

	46
	FILSGIGNG
	350
	0.7000
	8.43


	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
	LVLLAVAGL
	196
	3.7000
	44.05

	2
	LLYIGTFGS
	237
	3.3000
	39.29

	3
	LVPATTAPA
	455
	3.2000
	38.10

	4
	MVLFMPTSV
	49
	2.8000
	33.33

	5
	VLLIPTVGS
	102
	2.8000
	33.33

	6
	VGLLVIATA
	175
	2.6000
	30.95

	7
	LQINFIASG
	257
	2.5000
	29.76

	8
	LVGACLRFP
	74
	2.4000
	28.57

	9
	IFSALVLLI
	97
	2.3000
	27.38

	10
	LVGLLVIAT
	174
	2.2000
	26.19

	11
	LNTMRAVVS
	220
	2.2000
	26.19

	12
	VIGFTALFI
	343
	2.2000
	26.19

	13
	YVRRGLKSA
	444
	2.2000
	26.19

	14
	LVLLIPTVG
	101
	2.1000
	25.00

	15
	WAIYVRRGL
	441
	2.1000
	25.00

	16
	IYVRRGLKS
	443
	2.0000
	23.81

	17
	LWPYLVCGA
	121
	1.8000
	21.43

	18
	IGFSFAFGQ
	247
	1.8000
	21.43

	19
	LRFPYTFAT
	79
	1.7000
	20.24

	20
	LLATGILIS
	314
	1.7000
	20.24

	21
	VQLVGLLVI
	172
	1.6000
	19.05

	22
	FGVFYLVAS
	429
	1.6000
	19.05

	23
	VLFMPTSVY
	50
	1.5000
	17.86

	24
	MVQLVGLLV
	171
	1.5000
	17.86

	25
	IGLAGAVGA
	394
	1.4000
	16.67

	26
	IARRNLIWS
	24
	1.3000
	15.48

	27
	VMVLFMPTS
	48
	1.3000
	15.48

	28
	IYLVLLAVA
	194
	1.2000
	14.29

	29
	VLTWAIYVR
	438
	1.2000
	14.29

	30
	VGACLRFPY
	75
	1.1000
	13.10

	31
	LVIATAGDR
	178
	1.1000
	13.10

	32
	IAFLGPLLG
	278
	1.1000
	13.10

	33
	LGGVGVNLA
	403
	1.1000
	13.10

	34
	YLVASVLTW
	433
	1.1000
	13.10

	35
	WVISLLYIG
	233
	1.0000
	11.90

	36
	LISASTFGD
	320
	1.0000
	11.90

	37
	FFPQRLKGA
	148
	0.9000
	10.71

	38
	YVIGFTALF
	342
	0.9000
	10.71

	39
	YLTSGTATS
	416
	0.9000
	10.71

	40
	IELNTMRAV
	218
	0.8000
	9.52

	41
	IGTFGSFIG
	240
	0.8000
	9.52

	42
	VNLALRESY
	408
	0.8000
	9.52

	43
	LVASVLTWA
	434
	0.8000
	9.52

	44
	VRRGLKSAG
	445
	0.8000
	9.52

	45
	WTIFSALVL
	95
	0.7000
	8.33

	46
	INAFFPQRL
	145
	0.7000
	8.33


	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
	LVLLAVAGL
	196
	4.4000
	53.01

	2
	LVGLLVIAT
	174
	4.2000
	50.60

	3
	VQLVGLLVI
	172
	4.0000
	48.19

	4
	VLLIPTVGS
	102
	3.8000
	45.78

	5
	LLYIGTFGS
	237
	3.8000
	45.78

	6
	IFSALVLLI
	97
	3.4000
	40.96

	7
	MVQLVGLLV
	171
	3.3000
	39.76

	8
	VGLLVIATA
	175
	3.3000
	39.76

	9
	LLATGILIS
	314
	3.3000
	39.76

	10
	LVPATTAPA
	455
	3.2000
	38.55

	11
	IAFLGPLLG
	278
	2.9000
	34.94

	12
	VIGFTALFI
	343
	2.9000
	34.94

	13
	LWSVMVLFM
	45
	2.8000
	33.73

	14
	INFIASGQS
	259
	2.7000
	32.53

	15
	LGSLSRIYG
	285
	2.6000
	31.33

	16
	IYLVLLAVA
	194
	2.5000
	30.12

	17
	VMVLFMPTS
	48
	2.4500
	29.52

	18
	LVLLIPTVG
	101
	2.4000
	28.92

	19
	LQINFIASG
	257
	2.4000
	28.92

	20
	LVIATAGDR
	178
	2.2000
	26.51

	21
	LLAVAGLGA
	198
	2.2000
	26.51

	22
	YLVASVLTW
	433
	2.2000
	26.51

	23
	IYVRRGLKS
	443
	2.2000
	26.51

	24
	LFILSGIGN
	349
	2.1000
	25.30

	25
	MVLFMPTSV
	49
	2.0000
	24.10

	26
	VLQINFIAS
	256
	2.0000
	24.10

	27
	VGSILLLAN
	108
	1.9000
	22.89

	28
	LNTMRAVVS
	220
	1.9000
	22.89

	29
	MLLATGILI
	313
	1.8000
	21.69

	30
	IARRNLIWS
	24
	1.7000
	20.48

	31
	LLVIATAGD
	177
	1.5000
	18.07

	32
	ILLLANPGL
	111
	1.4500
	17.47

	33
	WTIFSALVL
	95
	1.4000
	16.87

	34
	YKMIPSIFE
	361
	1.4000
	16.87

	35
	VLFMPTSVY
	50
	1.3000
	15.66

	36
	LLIPTVGSI
	103
	1.3000
	15.66

	37
	FTALFILSG
	346
	1.3000
	15.66

	38
	LGGVGVNLA
	403
	1.3000
	15.66

	39
	MRAVVSEPH
	223
	1.2800
	15.42

	40
	LGATATLVG
	68
	1.2000
	14.46

	41
	WSLWSVMVL
	43
	1.1000
	13.25

	42
	ISLLYIGTF
	235
	1.1000
	13.25

	43
	YVRRGLKSA
	444
	1.1000
	13.25

	44
	YLVCGALAG
	124
	1.0000
	12.05

	45
	IGLAGAVGA
	394
	0.9000
	10.84

	46
	VYGFSAGDK
	57
	0.8000
	9.64


	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
	LVLLAVAGL
	196
	4.4000
	53.01

	2
	LVGLLVIAT
	174
	4.2000
	50.60

	3
	VQLVGLLVI
	172
	4.0000
	48.19

	4
	VLLIPTVGS
	102
	3.8000
	45.78

	5
	LLYIGTFGS
	237
	3.8000
	45.78

	6
	IFSALVLLI
	97
	3.4000
	40.96

	7
	MVQLVGLLV
	171
	3.3000
	39.76

	8
	VGLLVIATA
	175
	3.3000
	39.76

	9
	LLATGILIS
	314
	3.3000
	39.76

	10
	LVPATTAPA
	455
	3.2000
	38.55

	11
	IAFLGPLLG
	278
	2.9000
	34.94

	12
	VIGFTALFI
	343
	2.9000
	34.94

	13
	LWSVMVLFM
	45
	2.8000
	33.73

	14
	INFIASGQS
	259
	2.7000
	32.53

	15
	LGSLSRIYG
	285
	2.6000
	31.33

	16
	IYLVLLAVA
	194
	2.5000
	30.12

	17
	VMVLFMPTS
	48
	2.4500
	29.52

	18
	LVLLIPTVG
	101
	2.4000
	28.92

	19
	LQINFIASG
	257
	2.4000
	28.92

	20
	LVIATAGDR
	178
	2.2000
	26.51

	21
	LLAVAGLGA
	198
	2.2000
	26.51

	22
	YLVASVLTW
	433
	2.2000
	26.51

	23
	IYVRRGLKS
	443
	2.2000
	26.51

	24
	LFILSGIGN
	349
	2.1000
	25.30

	25
	MVLFMPTSV
	49
	2.0000
	24.10

	26
	VLQINFIAS
	256
	2.0000
	24.10

	27
	VGSILLLAN
	108
	1.9000
	22.89

	28
	LNTMRAVVS
	220
	1.9000
	22.89

	29
	MLLATGILI
	313
	1.8000
	21.69

	30
	IARRNLIWS
	24
	1.7000
	20.48

	31
	LLVIATAGD
	177
	1.5000
	18.07

	32
	ILLLANPGL
	111
	1.4500
	17.47

	33
	WTIFSALVL
	95
	1.4000
	16.87

	34
	YKMIPSIFE
	361
	1.4000
	16.87

	35
	VLFMPTSVY
	50
	1.3000
	15.66

	36
	LLIPTVGSI
	103
	1.3000
	15.66

	37
	FTALFILSG
	346
	1.3000
	15.66

	38
	LGGVGVNLA
	403
	1.3000
	15.66

	39
	MRAVVSEPH
	223
	1.2800
	15.42

	40
	LGATATLVG
	68
	1.2000
	14.46

	41
	WSLWSVMVL
	43
	1.1000
	13.25

	42
	ISLLYIGTF
	235
	1.1000
	13.25

	43
	YVRRGLKSA
	444
	1.1000
	13.25

	44
	YLVCGALAG
	124
	1.0000
	12.05

	45
	IGLAGAVGA
	394
	0.9000
	10.84

	46
	VYGFSAGDK
	57
	0.8000
	9.64


	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
	LLYIGTFGS
	237
	4.3000
	47.25

	2
	VLLIPTVGS
	102
	4.2000
	46.15

	3
	VRRGLKSAG
	445
	3.7700
	41.43

	4
	LYMDNLTEY
	208
	3.7000
	40.66

	5
	LVLLAVAGL
	196
	3.3000
	36.26

	6
	LVPATTAPA
	455
	3.2000
	35.16

	7
	IGFSFAFGQ
	247
	3.0000
	32.97

	8
	YVIGFTALF
	342
	2.9000
	31.87

	9
	LVASVLTWA
	434
	2.9000
	31.87

	10
	INFIASGQS
	259
	2.8000
	30.77

	11
	LVGLLVIAT
	174
	2.7000
	29.67

	12
	LVIATAGDR
	178
	2.7000
	29.67

	13
	LQINFIASG
	257
	2.6000
	28.57

	14
	LVLLIPTVG
	101
	2.5000
	27.47

	15
	LLIPTVGSI
	103
	2.5000
	27.47

	16
	WVISLLYIG
	233
	2.4500
	26.92

	17
	VQLVGLLVI
	172
	2.3000
	25.27

	18
	IGGGRVTLA
	300
	2.3000
	25.27

	19
	IGNGSVYKM
	355
	2.2500
	24.73

	20
	VGLLVIATA
	175
	2.2000
	24.18

	21
	LQISEAERR
	375
	2.2000
	24.18

	22
	YLTSGTATS
	416
	2.2000
	24.18

	23
	VMVLFMPTS
	48
	2.1000
	23.08

	24
	LRFPYTFAT
	79
	2.1000
	23.08

	25
	IFSALVLLI
	97
	2.1000
	23.08

	26
	IYLVLLAVA
	194
	2.1000
	23.08

	27
	ILISASTFG
	319
	2.0000
	21.98

	28
	MRAVVSEPH
	223
	1.9800
	21.76

	29
	LIWSVAAEH
	29
	1.8800
	20.66

	30
	LGGVGVNLA
	403
	1.8100
	19.89

	31
	MVLFMPTSV
	49
	1.8000
	19.78

	32
	LVCGALAGL
	125
	1.8000
	19.78

	33
	LNTMRAVVS
	220
	1.7000
	18.68

	34
	IGLAGAVGA
	394
	1.7000
	18.68

	35
	VLFMPTSVY
	50
	1.6700
	18.35

	36
	ILSGIGNGS
	351
	1.6100
	17.69

	37
	LLATGILIS
	314
	1.6000
	17.58

	38
	FILSGIGNG
	350
	1.6000
	17.58

	39
	VNLALRESY
	408
	1.6000
	17.58

	40
	WEAGNKFIA
	17
	1.4000
	15.38

	41
	FAFGQVLQI
	251
	1.4000
	15.38

	42
	MLLATGILI
	313
	1.4000
	15.38

	43
	FLLGATATL
	66
	1.3000
	14.29

	44
	LLLANPGLP
	112
	1.3000
	14.29

	45
	VLQINFIAS
	256
	1.2000
	13.19

	46
	LWSVMVLFM
	45
	1.1000
	12.09


	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
	YVRRGLKSA
	444
	3.2000
	38.10

	2
	WAIYVRRGL
	441
	3.1000
	36.90

	3
	LVLLAVAGL
	196
	2.7000
	32.14

	4
	FGVFYLVAS
	429
	2.6000
	30.95

	5
	LLYIGTFGS
	237
	2.3000
	27.38

	6
	LVPATTAPA
	455
	2.2000
	26.19

	7
	YLVASVLTW
	433
	2.1000
	25.00

	8
	WVISLLYIG
	233
	2.0000
	23.81

	9
	FFPQRLKGA
	148
	1.9000
	22.62

	10
	YVIGFTALF
	342
	1.9000
	22.62

	11
	YLTSGTATS
	416
	1.9000
	22.62

	12
	MVLFMPTSV
	49
	1.8000
	21.43

	13
	VLLIPTVGS
	102
	1.8000
	21.43

	14
	WTIFSALVL
	95
	1.7000
	20.24

	15
	WSLWSVMVL
	43
	1.6000
	19.05

	16
	VGLLVIATA
	175
	1.6000
	19.05

	17
	LQINFIASG
	257
	1.5000
	17.86

	18
	FWAFGVFYL
	426
	1.5000
	17.86

	19
	LVGACLRFP
	74
	1.4000
	16.67

	20
	IFSALVLLI
	97
	1.3000
	15.48

	21
	LVGLLVIAT
	174
	1.2000
	14.29

	22
	LNTMRAVVS
	220
	1.2000
	14.29

	23
	VIGFTALFI
	343
	1.2000
	14.29

	24
	LVLLIPTVG
	101
	1.1000
	13.10

	25
	IYVRRGLKS
	443
	1.0000
	11.90

	26
	YLVCGALAG
	124
	0.9000
	10.71

	27
	FSVWSLWSV
	40
	0.8000
	9.52

	28
	LWPYLVCGA
	121
	0.8000
	9.52

	29
	YLVLLAVAG
	195
	0.8000
	9.52

	30
	IGFSFAFGQ
	247
	0.8000
	9.52

	31
	LRFPYTFAT
	79
	0.7000
	8.33

	32
	LLATGILIS
	314
	0.7000
	8.33

	33
	VQLVGLLVI
	172
	0.6000
	7.14

	34
	FAFGQVLQI
	251
	0.6000
	7.14

	35
	WEAGNKFIA
	17
	0.5000
	5.95

	36
	WSVMVLFMP
	46
	0.5000
	5.95

	37
	VLFMPTSVY
	50
	0.5000
	5.95

	38
	MVQLVGLLV
	171
	0.5000
	5.95

	39
	FTALFILSG
	346
	0.5000
	5.95

	40
	FGSFIGFSF
	243
	0.4000
	4.76

	41
	IGLAGAVGA
	394
	0.4000
	4.76

	42
	IARRNLIWS
	24
	0.3000
	3.57

	43
	VMVLFMPTS
	48
	0.3000
	3.57

	44
	FMPTSVYGF
	52
	0.3000
	3.57

	45
	FLLGATATL
	66
	0.3000
	3.57

	46
	YWVCAIYLV
	189
	0.2000
	2.38


	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
	WAIYVRRGL
	441
	4.0600
	46.14

	2
	YVIGFTALF
	342
	3.8000
	43.18

	3
	LVLLAVAGL
	196
	3.6600
	41.59

	4
	WVISLLYIG
	233
	3.4000
	38.64

	5
	YVRRGLKSA
	444
	3.2000
	36.36

	6
	FGVFYLVAS
	429
	3.0000
	34.09

	7
	LQINFIASG
	257
	2.9000
	32.95

	8
	MVLFMPTSV
	49
	2.8000
	31.82

	9
	LLYIGTFGS
	237
	2.7000
	30.68

	10
	WTIFSALVL
	95
	2.6600
	30.23

	11
	WSLWSVMVL
	43
	2.5600
	29.09

	12
	LVLLIPTVG
	101
	2.5000
	28.41

	13
	FWAFGVFYL
	426
	2.4600
	27.95

	14
	LVGACLRFP
	74
	2.4000
	27.27

	15
	YLVCGALAG
	124
	2.3000
	26.14

	16
	FGSFIGFSF
	243
	2.3000
	26.14

	17
	YLTSGTATS
	416
	2.3000
	26.14

	18
	FMPTSVYGF
	52
	2.2000
	25.00

	19
	IFSALVLLI
	97
	2.2000
	25.00

	20
	VLLIPTVGS
	102
	2.2000
	25.00

	21
	YLVLLAVAG
	195
	2.2000
	25.00

	22
	LVPATTAPA
	455
	2.2000
	25.00

	23
	VIGFTALFI
	343
	2.1000
	23.86

	24
	YLVASVLTW
	433
	2.1000
	23.86

	25
	FFPQRLKGA
	148
	1.9000
	21.59

	26
	LVGLLVIAT
	174
	1.9000
	21.59

	27
	FTALFILSG
	346
	1.9000
	21.59

	28
	FSVWSLWSV
	40
	1.8000
	20.45

	29
	VLFMPTSVY
	50
	1.8000
	20.45

	30
	VLTWAIYVR
	438
	1.7000
	19.32

	31
	VGLLVIATA
	175
	1.6000
	18.18

	32
	LVIATAGDR
	178
	1.6000
	18.18

	33
	YRIELNTMR
	216
	1.6000
	18.18

	34
	LNTMRAVVS
	220
	1.6000
	18.18

	35
	WSVMVLFMP
	46
	1.5000
	17.05

	36
	MVQLVGLLV
	171
	1.5000
	17.05

	37
	VQLVGLLVI
	172
	1.5000
	17.05

	38
	FAFGQVLQI
	251
	1.5000
	17.05

	39
	IAFLGPLLG
	278
	1.5000
	17.05

	40
	VGACLRFPY
	75
	1.4000
	15.91

	41
	LRFPYTFAT
	79
	1.4000
	15.91

	42
	FCAMLLATG
	310
	1.4000
	15.91

	43
	IYVRRGLKS
	443
	1.4000
	15.91

	44
	FLLGATATL
	66
	1.2600
	14.32

	45
	YTFATAKFG
	83
	1.2000
	13.64

	46
	YWVCAIYLV
	189
	1.2000
	13.64


	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
	LVLLAVAGL
	196
	3.7000
	44.05

	2
	LLYIGTFGS
	237
	3.3000
	39.29

	3
	LVPATTAPA
	455
	3.2000
	38.10

	4
	MVLFMPTSV
	49
	2.8000
	33.33

	5
	VLLIPTVGS
	102
	2.8000
	33.33

	6
	VGLLVIATA
	175
	2.6000
	30.95

	7
	LQINFIASG
	257
	2.5000
	29.76

	8
	LVGACLRFP
	74
	2.4000
	28.57

	9
	IFSALVLLI
	97
	2.3000
	27.38

	10
	LVGLLVIAT
	174
	2.2000
	26.19

	11
	LNTMRAVVS
	220
	2.2000
	26.19

	12
	VIGFTALFI
	343
	2.2000
	26.19

	13
	YVRRGLKSA
	444
	2.2000
	26.19

	14
	LVLLIPTVG
	101
	2.1000
	25.00

	15
	WAIYVRRGL
	441
	2.1000
	25.00

	16
	IYVRRGLKS
	443
	2.0000
	23.81

	17
	LWPYLVCGA
	121
	1.8000
	21.43

	18
	IGFSFAFGQ
	247
	1.8000
	21.43

	19
	LRFPYTFAT
	79
	1.7000
	20.24

	20
	LLATGILIS
	314
	1.7000
	20.24

	21
	VQLVGLLVI
	172
	1.6000
	19.05

	22
	FGVFYLVAS
	429
	1.6000
	19.05

	23
	VLFMPTSVY
	50
	1.5000
	17.86

	24
	MVQLVGLLV
	171
	1.5000
	17.86

	25
	IGLAGAVGA
	394
	1.4000
	16.67

	26
	IARRNLIWS
	24
	1.3000
	15.48

	27
	VMVLFMPTS
	48
	1.3000
	15.48

	28
	IYLVLLAVA
	194
	1.2000
	14.29

	29
	VLTWAIYVR
	438
	1.2000
	14.29

	30
	VGACLRFPY
	75
	1.1000
	13.10

	31
	LVIATAGDR
	178
	1.1000
	13.10

	32
	IAFLGPLLG
	278
	1.1000
	13.10

	33
	LGGVGVNLA
	403
	1.1000
	13.10

	34
	YLVASVLTW
	433
	1.1000
	13.10

	35
	WVISLLYIG
	233
	1.0000
	11.90

	36
	LISASTFGD
	320
	1.0000
	11.90

	37
	FFPQRLKGA
	148
	0.9000
	10.71

	38
	YVIGFTALF
	342
	0.9000
	10.71

	39
	YLTSGTATS
	416
	0.9000
	10.71

	40
	IELNTMRAV
	218
	0.8000
	9.52

	41
	IGTFGSFIG
	240
	0.8000
	9.52

	42
	VNLALRESY
	408
	0.8000
	9.52

	43
	LVASVLTWA
	434
	0.8000
	9.52

	44
	VRRGLKSAG
	445
	0.8000
	9.52

	45
	WTIFSALVL
	95
	0.7000
	8.33

	46
	INAFFPQRL
	145
	0.7000
	8.33


	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
	LVLLAVAGL
	196
	4.3600
	50.11

	2
	VQLVGLLVI
	172
	3.9000
	44.83

	3
	LVGLLVIAT
	174
	3.9000
	44.83

	4
	YKMIPSIFE
	361
	3.8000
	43.68

	5
	FTALFILSG
	346
	3.7000
	42.53

	6
	YVIGFTALF
	342
	3.6000
	41.38

	7
	YLVCGALAG
	124
	3.4000
	39.08

	8
	WTIFSALVL
	95
	3.3600
	38.62

	9
	LWSVMVLFM
	45
	3.3000
	37.93

	10
	IFSALVLLI
	97
	3.3000
	37.93

	11
	MVQLVGLLV
	171
	3.3000
	37.93

	12
	IAFLGPLLG
	278
	3.3000
	37.93

	13
	VLLIPTVGS
	102
	3.2000
	36.78

	14
	LLYIGTFGS
	237
	3.2000
	36.78

	15
	YLVASVLTW
	433
	3.2000
	36.78

	16
	WVISLLYIG
	233
	3.1000
	35.63

	17
	WSLWSVMVL
	43
	3.0600
	35.17

	18
	LGSLSRIYG
	285
	3.0000
	34.48

	19
	LVLLIPTVG
	101
	2.8000
	32.18

	20
	LQINFIASG
	257
	2.8000
	32.18

	21
	VIGFTALFI
	343
	2.8000
	32.18

	22
	LVIATAGDR
	178
	2.7000
	31.03

	23
	LLATGILIS
	314
	2.7000
	31.03

	24
	FMPTSVYGF
	52
	2.5000
	28.74

	25
	YLVLLAVAG
	195
	2.4000
	27.59

	26
	FAFGQVLQI
	251
	2.4000
	27.59

	27
	VGLLVIATA
	175
	2.3000
	26.44

	28
	FGQVLQINF
	253
	2.3000
	26.44

	29
	FSALVLLIP
	98
	2.2000
	25.29

	30
	YLTSGTATS
	416
	2.2000
	25.29

	31
	LVPATTAPA
	455
	2.2000
	25.29

	32
	WVCAIYLVL
	190
	2.1600
	24.83

	33
	INFIASGQS
	259
	2.1000
	24.14

	34
	FILSGIGNG
	350
	2.1000
	24.14

	35
	FGVFYLVAS
	429
	2.1000
	24.14

	36
	YVRRGLKSA
	444
	2.1000
	24.14

	37
	MVLFMPTSV
	49
	2.0000
	22.99

	38
	ISLLYIGTF
	235
	2.0000
	22.99

	39
	LFILSGIGN
	349
	1.9000
	21.84

	40
	VMVLFMPTS
	48
	1.8500
	21.26

	41
	VGSILLLAN
	108
	1.7000
	19.54

	42
	MLLATGILI
	313
	1.7000
	19.54

	43
	VLFMPTSVY
	50
	1.6000
	18.39

	44
	LGATATLVG
	68
	1.6000
	18.39

	45
	LLVIATAGD
	177
	1.6000
	18.39

	46
	FCAMLLATG
	310
	1.6000
	18.39


	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
	LVLLAVAGL
	196
	4.6600
	52.95

	2
	LQINFIASG
	257
	3.9000
	44.32

	3
	MVLFMPTSV
	49
	3.8000
	43.18

	4
	LLYIGTFGS
	237
	3.7000
	42.05

	5
	LVLLIPTVG
	101
	3.5000
	39.77

	6
	LVGACLRFP
	74
	3.4000
	38.64

	7
	IFSALVLLI
	97
	3.2000
	36.36

	8
	VLLIPTVGS
	102
	3.2000
	36.36

	9
	LVPATTAPA
	455
	3.2000
	36.36

	10
	VIGFTALFI
	343
	3.1000
	35.23

	11
	WAIYVRRGL
	441
	3.0600
	34.77

	12
	LVGLLVIAT
	174
	2.9000
	32.95

	13
	VLFMPTSVY
	50
	2.8000
	31.82

	14
	YVIGFTALF
	342
	2.8000
	31.82

	15
	VLTWAIYVR
	438
	2.7000
	30.68

	16
	VGLLVIATA
	175
	2.6000
	29.55

	17
	LVIATAGDR
	178
	2.6000
	29.55

	18
	LNTMRAVVS
	220
	2.6000
	29.55

	19
	MVQLVGLLV
	171
	2.5000
	28.41

	20
	VQLVGLLVI
	172
	2.5000
	28.41

	21
	IAFLGPLLG
	278
	2.5000
	28.41

	22
	VGACLRFPY
	75
	2.4000
	27.27

	23
	LRFPYTFAT
	79
	2.4000
	27.27

	24
	WVISLLYIG
	233
	2.4000
	27.27

	25
	IYVRRGLKS
	443
	2.4000
	27.27

	26
	IGTFGSFIG
	240
	2.2000
	25.00

	27
	VYKMIPSIF
	360
	2.2000
	25.00

	28
	YVRRGLKSA
	444
	2.2000
	25.00

	29
	VRRGLKSAG
	445
	2.2000
	25.00

	30
	LLATGILIS
	314
	2.1000
	23.86

	31
	LISASTFGD
	320
	2.1000
	23.86

	32
	VNLALRESY
	408
	2.1000
	23.86

	33
	LLGSLSRIY
	284
	2.0000
	22.73

	34
	LGSLSRIYG
	285
	2.0000
	22.73

	35
	FGVFYLVAS
	429
	2.0000
	22.73

	36
	LWSVMVLFM
	45
	1.9000
	21.59

	37
	LWPYLVCGA
	121
	1.8000
	20.45

	38
	IELNTMRAV
	218
	1.8000
	20.45

	39
	IARRNLIWS
	24
	1.7000
	19.32

	40
	VMVLFMPTS
	48
	1.7000
	19.32

	41
	WTIFSALVL
	95
	1.6600
	18.86

	42
	INAFFPQRL
	145
	1.6600
	18.86

	43
	IGNGSVYKM
	355
	1.6000
	18.18

	44
	LQISEAERR
	375
	1.6000
	18.18

	45
	WSLWSVMVL
	43
	1.5600
	17.73

	46
	LHAAQIAFL
	273
	1.4600
	16.59


	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
	WAIYVRRGL
	441
	4.0600
	46.14

	2
	YVIGFTALF
	342
	3.8000
	43.18

	3
	LVLLAVAGL
	196
	3.6600
	41.59

	4
	WVISLLYIG
	233
	3.4000
	38.64

	5
	YVRRGLKSA
	444
	3.2000
	36.36

	6
	FGVFYLVAS
	429
	3.0000
	34.09

	7
	LQINFIASG
	257
	2.9000
	32.95

	8
	MVLFMPTSV
	49
	2.8000
	31.82

	9
	LLYIGTFGS
	237
	2.7000
	30.68

	10
	WTIFSALVL
	95
	2.6600
	30.23

	11
	WSLWSVMVL
	43
	2.5600
	29.09

	12
	LVLLIPTVG
	101
	2.5000
	28.41

	13
	FWAFGVFYL
	426
	2.4600
	27.95

	14
	LVGACLRFP
	74
	2.4000
	27.27

	15
	YLVCGALAG
	124
	2.3000
	26.14

	16
	FGSFIGFSF
	243
	2.3000
	26.14

	17
	YLTSGTATS
	416
	2.3000
	26.14

	18
	FMPTSVYGF
	52
	2.2000
	25.00

	19
	IFSALVLLI
	97
	2.2000
	25.00

	20
	VLLIPTVGS
	102
	2.2000
	25.00

	21
	YLVLLAVAG
	195
	2.2000
	25.00

	22
	LVPATTAPA
	455
	2.2000
	25.00

	23
	VIGFTALFI
	343
	2.1000
	23.86

	24
	YLVASVLTW
	433
	2.1000
	23.86

	25
	FFPQRLKGA
	148
	1.9000
	21.59

	26
	LVGLLVIAT
	174
	1.9000
	21.59

	27
	FTALFILSG
	346
	1.9000
	21.59

	28
	FSVWSLWSV
	40
	1.8000
	20.45

	29
	VLFMPTSVY
	50
	1.8000
	20.45

	30
	VLTWAIYVR
	438
	1.7000
	19.32

	31
	VGLLVIATA
	175
	1.6000
	18.18

	32
	LVIATAGDR
	178
	1.6000
	18.18

	33
	YRIELNTMR
	216
	1.6000
	18.18

	34
	LNTMRAVVS
	220
	1.6000
	18.18

	35
	WSVMVLFMP
	46
	1.5000
	17.05

	36
	MVQLVGLLV
	171
	1.5000
	17.05

	37
	VQLVGLLVI
	172
	1.5000
	17.05

	38
	FAFGQVLQI
	251
	1.5000
	17.05

	39
	IAFLGPLLG
	278
	1.5000
	17.05

	40
	VGACLRFPY
	75
	1.4000
	15.91

	41
	LRFPYTFAT
	79
	1.4000
	15.91

	42
	FCAMLLATG
	310
	1.4000
	15.91

	43
	IYVRRGLKS
	443
	1.4000
	15.91

	44
	FLLGATATL
	66
	1.2600
	14.32

	45
	YTFATAKFG
	83
	1.2000
	13.64

	46
	YWVCAIYLV
	189
	1.2000
	13.64


	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
	LVLLAVAGL
	196
	4.7000
	52.22

	2
	LQINFIASG
	257
	3.8000
	42.22

	3
	LISASTFGD
	320
	3.7000
	41.11

	4
	LVLLIPTVG
	101
	3.4000
	37.78

	5
	LLYIGTFGS
	237
	3.3000
	36.67

	6
	LVPATTAPA
	455
	3.2000
	35.56

	7
	MVLFMPTSV
	49
	3.1000
	34.44

	8
	LVGLLVIAT
	174
	3.1000
	34.44

	9
	WAIYVRRGL
	441
	3.1000
	34.44

	10
	LVGACLRFP
	74
	2.8000
	31.11

	11
	VLLIPTVGS
	102
	2.8000
	31.11

	12
	VGVNLALRE
	406
	2.8000
	31.11

	13
	LLVIATAGD
	177
	2.7000
	30.00

	14
	VLFMPTSVY
	50
	2.6000
	28.89

	15
	LRFPYTFAT
	79
	2.6000
	28.89

	16
	VGLLVIATA
	175
	2.6000
	28.89

	17
	IGFSFAFGQ
	247
	2.6000
	28.89

	18
	IFSALVLLI
	97
	2.5000
	27.78

	19
	IAFLGPLLG
	278
	2.4000
	26.67

	20
	VIGFTALFI
	343
	2.4000
	26.67

	21
	WVISLLYIG
	233
	2.3000
	25.56

	22
	VGACLRFPY
	75
	2.2000
	24.44

	23
	LNTMRAVVS
	220
	2.2000
	24.44

	24
	YVRRGLKSA
	444
	2.2000
	24.44

	25
	LKGAALALN
	153
	2.1000
	23.33

	26
	IGTFGSFIG
	240
	2.1000
	23.33

	27
	LFILSGIGN
	349
	2.1000
	23.33

	28
	VRRGLKSAG
	445
	2.1000
	23.33

	29
	YLVASVLTW
	433
	2.0000
	22.22

	30
	IYVRRGLKS
	443
	2.0000
	22.22

	31
	LGSLSRIYG
	285
	1.9000
	21.11

	32
	VNLALRESY
	408
	1.9000
	21.11

	33
	LIWSVAAEH
	29
	1.8000
	20.00

	34
	LWPYLVCGA
	121
	1.8000
	20.00

	35
	MVQLVGLLV
	171
	1.8000
	20.00

	36
	VQLVGLLVI
	172
	1.8000
	20.00

	37
	LLGSLSRIY
	284
	1.8000
	20.00

	38
	YVIGFTALF
	342
	1.8000
	20.00

	39
	WTIFSALVL
	95
	1.7000
	18.89

	40
	INAFFPQRL
	145
	1.7000
	18.89

	41
	LLATGILIS
	314
	1.7000
	18.89

	42
	WSLWSVMVL
	43
	1.6000
	17.78

	43
	MVGYVIGFT
	339
	1.6000
	17.78

	44
	YKMIPSIFE
	361
	1.6000
	17.78

	45
	FGVFYLVAS
	429
	1.6000
	17.78

	46
	LWSVMVLFM
	45
	1.5000
	16.67


	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
	LVLLAVAGL
	196
	4.3600
	50.11

	2
	VQLVGLLVI
	172
	3.9000
	44.83

	3
	LVGLLVIAT
	174
	3.9000
	44.83

	4
	YKMIPSIFE
	361
	3.8000
	43.68

	5
	FTALFILSG
	346
	3.7000
	42.53

	6
	YVIGFTALF
	342
	3.6000
	41.38

	7
	YLVCGALAG
	124
	3.4000
	39.08

	8
	WTIFSALVL
	95
	3.3600
	38.62

	9
	LWSVMVLFM
	45
	3.3000
	37.93

	10
	IFSALVLLI
	97
	3.3000
	37.93

	11
	MVQLVGLLV
	171
	3.3000
	37.93

	12
	IAFLGPLLG
	278
	3.3000
	37.93

	13
	VLLIPTVGS
	102
	3.2000
	36.78

	14
	LLYIGTFGS
	237
	3.2000
	36.78

	15
	YLVASVLTW
	433
	3.2000
	36.78

	16
	WVISLLYIG
	233
	3.1000
	35.63

	17
	WSLWSVMVL
	43
	3.0600
	35.17

	18
	LGSLSRIYG
	285
	3.0000
	34.48

	19
	LVLLIPTVG
	101
	2.8000
	32.18

	20
	LQINFIASG
	257
	2.8000
	32.18

	21
	VIGFTALFI
	343
	2.8000
	32.18

	22
	LVIATAGDR
	178
	2.7000
	31.03

	23
	LLATGILIS
	314
	2.7000
	31.03

	24
	FMPTSVYGF
	52
	2.5000
	28.74

	25
	YLVLLAVAG
	195
	2.4000
	27.59

	26
	FAFGQVLQI
	251
	2.4000
	27.59

	27
	VGLLVIATA
	175
	2.3000
	26.44

	28
	FGQVLQINF
	253
	2.3000
	26.44

	29
	FSALVLLIP
	98
	2.2000
	25.29

	30
	YLTSGTATS
	416
	2.2000
	25.29

	31
	LVPATTAPA
	455
	2.2000
	25.29

	32
	WVCAIYLVL
	190
	2.1600
	24.83

	33
	INFIASGQS
	259
	2.1000
	24.14

	34
	FILSGIGNG
	350
	2.1000
	24.14

	35
	FGVFYLVAS
	429
	2.1000
	24.14

	36
	YVRRGLKSA
	444
	2.1000
	24.14

	37
	MVLFMPTSV
	49
	2.0000
	22.99

	38
	ISLLYIGTF
	235
	2.0000
	22.99

	39
	LFILSGIGN
	349
	1.9000
	21.84

	40
	VMVLFMPTS
	48
	1.8500
	21.26

	41
	VGSILLLAN
	108
	1.7000
	19.54

	42
	MLLATGILI
	313
	1.7000
	19.54

	43
	VLFMPTSVY
	50
	1.6000
	18.39

	44
	LGATATLVG
	68
	1.6000
	18.39

	45
	LLVIATAGD
	177
	1.6000
	18.39

	46
	FCAMLLATG
	310
	1.6000
	18.39


	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
	LVLLAVAGL
	196
	3.4000
	50.00

	2
	VLLIPTVGS
	102
	2.3000
	33.82

	3
	VGLLVIATA
	175
	2.3000
	33.82

	4
	LLYIGTFGS
	237
	2.3000
	33.82

	5
	LVPATTAPA
	455
	2.2000
	32.35

	6
	YLTSGTATS
	416
	1.8000
	26.47

	7
	YVIGFTALF
	342
	1.7000
	25.00

	8
	LVGLLVIAT
	174
	1.6000
	23.53

	9
	INFIASGQS
	259
	1.6000
	23.53

	10
	IYLVLLAVA
	194
	1.5000
	22.06

	11
	YVRRGLKSA
	444
	1.5000
	22.06

	12
	LQINFIASG
	257
	1.4000
	20.59

	13
	YLVASVLTW
	433
	1.4000
	20.59

	14
	VQLVGLLVI
	172
	1.2000
	17.65

	15
	FGVFYLVAS
	429
	1.2000
	17.65

	16
	LVIATAGDR
	178
	1.1000
	16.18

	17
	WVISLLYIG
	233
	1.0000
	14.71

	18
	YKMIPSIFE
	361
	0.8000
	11.76

	19
	WTIFSALVL
	95
	0.6000
	8.82

	20
	IFSALVLLI
	97
	0.6000
	8.82

	21
	FILSGIGNG
	350
	0.6000
	8.82

	22
	WSLWSVMVL
	43
	0.5000
	7.35

	23
	MVQLVGLLV
	171
	0.5000
	7.35

	24
	LLVIATAGD
	177
	0.5000
	7.35

	25
	YLVLLAVAG
	195
	0.5000
	7.35

	26
	LLATGILIS
	314
	0.5000
	7.35

	27
	FTALFILSG
	346
	0.5000
	7.35

	28
	LNTMRAVVS
	220
	0.4000
	5.88

	29
	VMVLFMPTS
	48
	0.3000
	4.41

	30
	VLFMPTSVY
	50
	0.3000
	4.41

	31
	LVLLIPTVG
	101
	0.3000
	4.41

	32
	LLIPTVGSI
	103
	0.2000
	2.94

	33
	YLVCGALAG
	124
	0.2000
	2.94

	34
	FCAMLLATG
	310
	0.2000
	2.94

	35
	WAIYVRRGL
	441
	0.2000
	2.94

	36
	FLLGATATL
	66
	0.1000
	1.47

	37
	FFPQRLKGA
	148
	0.1000
	1.47

	38
	IAFLGPLLG
	278
	0.1000
	1.47

	39
	VIGFTALFI
	343
	0.1000
	1.47

	40
	MVLFMPTSV
	49
	-0.1000
	0

	41
	FMPTSVYGF
	52
	-0.1000
	0


	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
	LVLLAVAGL
	196
	4.4000
	53.01

	2
	LVGLLVIAT
	174
	4.2000
	50.60

	3
	VQLVGLLVI
	172
	4.0000
	48.19

	4
	VLLIPTVGS
	102
	3.8000
	45.78

	5
	LLYIGTFGS
	237
	3.8000
	45.78

	6
	IFSALVLLI
	97
	3.4000
	40.96

	7
	MVQLVGLLV
	171
	3.3000
	39.76

	8
	VGLLVIATA
	175
	3.3000
	39.76

	9
	LLATGILIS
	314
	3.3000
	39.76

	10
	LVPATTAPA
	455
	3.2000
	38.55

	11
	IAFLGPLLG
	278
	2.9000
	34.94

	12
	VIGFTALFI
	343
	2.9000
	34.94

	13
	LWSVMVLFM
	45
	2.8000
	33.73

	14
	INFIASGQS
	259
	2.7000
	32.53

	15
	LGSLSRIYG
	285
	2.6000
	31.33

	16
	IYLVLLAVA
	194
	2.5000
	30.12

	17
	VMVLFMPTS
	48
	2.4500
	29.52

	18
	LVLLIPTVG
	101
	2.4000
	28.92

	19
	LQINFIASG
	257
	2.4000
	28.92

	20
	LVIATAGDR
	178
	2.2000
	26.51

	21
	LLAVAGLGA
	198
	2.2000
	26.51

	22
	YLVASVLTW
	433
	2.2000
	26.51

	23
	IYVRRGLKS
	443
	2.2000
	26.51

	24
	LFILSGIGN
	349
	2.1000
	25.30

	25
	MVLFMPTSV
	49
	2.0000
	24.10

	26
	VLQINFIAS
	256
	2.0000
	24.10

	27
	VGSILLLAN
	108
	1.9000
	22.89

	28
	LNTMRAVVS
	220
	1.9000
	22.89

	29
	MLLATGILI
	313
	1.8000
	21.69

	30
	IARRNLIWS
	24
	1.7000
	20.48

	31
	LLVIATAGD
	177
	1.5000
	18.07

	32
	ILLLANPGL
	111
	1.4500
	17.47

	33
	WTIFSALVL
	95
	1.4000
	16.87

	34
	YKMIPSIFE
	361
	1.4000
	16.87

	35
	VLFMPTSVY
	50
	1.3000
	15.66

	36
	LLIPTVGSI
	103
	1.3000
	15.66

	37
	FTALFILSG
	346
	1.3000
	15.66

	38
	LGGVGVNLA
	403
	1.3000
	15.66

	39
	MRAVVSEPH
	223
	1.2800
	15.42

	40
	LGATATLVG
	68
	1.2000
	14.46

	41
	WSLWSVMVL
	43
	1.1000
	13.25

	42
	ISLLYIGTF
	235
	1.1000
	13.25

	43
	YVRRGLKSA
	444
	1.1000
	13.25

	44
	YLVCGALAG
	124
	1.0000
	12.05

	45
	IGLAGAVGA
	394
	0.9000
	10.84

	46
	VYGFSAGDK
	57
	0.8000
	9.64


	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
	YKMIPSIFE
	361
	5.4000
	60.67

	2
	LVLLAVAGL
	196
	4.4000
	49.44

	3
	LVGLLVIAT
	174
	4.1000
	46.07

	4
	YLVASVLTW
	433
	4.1000
	46.07

	5
	FTALFILSG
	346
	3.6000
	40.45

	6
	WTIFSALVL
	95
	3.4000
	38.20

	7
	YLVCGALAG
	124
	3.3000
	37.08

	8
	VQLVGLLVI
	172
	3.2000
	35.96

	9
	LLVIATAGD
	177
	3.2000
	35.96

	10
	IAFLGPLLG
	278
	3.2000
	35.96

	11
	WSLWSVMVL
	43
	3.1000
	34.83

	12
	LFILSGIGN
	349
	3.1000
	34.83

	13
	WVISLLYIG
	233
	3.0000
	33.71

	14
	LWSVMVLFM
	45
	2.9000
	32.58

	15
	VGSILLLAN
	108
	2.9000
	32.58

	16
	LGSLSRIYG
	285
	2.9000
	32.58

	17
	VLLIPTVGS
	102
	2.8000
	31.46

	18
	LLYIGTFGS
	237
	2.8000
	31.46

	19
	VGVNLALRE
	406
	2.8000
	31.46

	20
	LVLLIPTVG
	101
	2.7000
	30.34

	21
	LQINFIASG
	257
	2.7000
	30.34

	22
	IFSALVLLI
	97
	2.6000
	29.21

	23
	MVQLVGLLV
	171
	2.6000
	29.21

	24
	YVIGFTALF
	342
	2.6000
	29.21

	25
	VGLLVIATA
	175
	2.3000
	25.84

	26
	YLVLLAVAG
	195
	2.3000
	25.84

	27
	LLATGILIS
	314
	2.3000
	25.84

	28
	WVCAIYLVL
	190
	2.2000
	24.72

	29
	LVPATTAPA
	455
	2.2000
	24.72

	30
	VIGFTALFI
	343
	2.1000
	23.60

	31
	YVRRGLKSA
	444
	2.1000
	23.60

	32
	FILSGIGNG
	350
	2.0000
	22.47

	33
	YLTSGTATS
	416
	1.8000
	20.22

	34
	FAFGQVLQI
	251
	1.7000
	19.10

	35
	INFIASGQS
	259
	1.7000
	19.10

	36
	LISASTFGD
	320
	1.7000
	19.10

	37
	FGVFYLVAS
	429
	1.7000
	19.10

	38
	FSALVLLIP
	98
	1.6000
	17.98

	39
	FMPTSVYGF
	52
	1.5000
	16.85

	40
	LGATATLVG
	68
	1.5000
	16.85

	41
	IYLVLLAVA
	194
	1.5000
	16.85

	42
	MRAVVSEPH
	223
	1.5000
	16.85

	43
	FCAMLLATG
	310
	1.5000
	16.85

	44
	VMVLFMPTS
	48
	1.4500
	16.29

	45
	ILLLANPGL
	111
	1.4500
	16.29

	46
	VLFMPTSVY
	50
	1.4000
	15.73


	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
	LVLLAVAGL
	196
	3.7000
	44.05

	2
	LLYIGTFGS
	237
	3.3000
	39.29

	3
	LVPATTAPA
	455
	3.2000
	38.10

	4
	MVLFMPTSV
	49
	2.8000
	33.33

	5
	VLLIPTVGS
	102
	2.8000
	33.33

	6
	VGLLVIATA
	175
	2.6000
	30.95

	7
	LQINFIASG
	257
	2.5000
	29.76

	8
	LVGACLRFP
	74
	2.4000
	28.57

	9
	IFSALVLLI
	97
	2.3000
	27.38

	10
	LVGLLVIAT
	174
	2.2000
	26.19

	11
	LNTMRAVVS
	220
	2.2000
	26.19

	12
	VIGFTALFI
	343
	2.2000
	26.19

	13
	YVRRGLKSA
	444
	2.2000
	26.19

	14
	LVLLIPTVG
	101
	2.1000
	25.00

	15
	WAIYVRRGL
	441
	2.1000
	25.00

	16
	IYVRRGLKS
	443
	2.0000
	23.81

	17
	LWPYLVCGA
	121
	1.8000
	21.43

	18
	IGFSFAFGQ
	247
	1.8000
	21.43

	19
	LRFPYTFAT
	79
	1.7000
	20.24

	20
	LLATGILIS
	314
	1.7000
	20.24

	21
	VQLVGLLVI
	172
	1.6000
	19.05

	22
	FGVFYLVAS
	429
	1.6000
	19.05

	23
	VLFMPTSVY
	50
	1.5000
	17.86

	24
	MVQLVGLLV
	171
	1.5000
	17.86

	25
	IGLAGAVGA
	394
	1.4000
	16.67

	26
	IARRNLIWS
	24
	1.3000
	15.48

	27
	VMVLFMPTS
	48
	1.3000
	15.48

	28
	IYLVLLAVA
	194
	1.2000
	14.29

	29
	VLTWAIYVR
	438
	1.2000
	14.29

	30
	VGACLRFPY
	75
	1.1000
	13.10

	31
	LVIATAGDR
	178
	1.1000
	13.10

	32
	IAFLGPLLG
	278
	1.1000
	13.10

	33
	LGGVGVNLA
	403
	1.1000
	13.10

	34
	YLVASVLTW
	433
	1.1000
	13.10

	35
	WVISLLYIG
	233
	1.0000
	11.90

	36
	LISASTFGD
	320
	1.0000
	11.90

	37
	FFPQRLKGA
	148
	0.9000
	10.71

	38
	YVIGFTALF
	342
	0.9000
	10.71

	39
	YLTSGTATS
	416
	0.9000
	10.71

	40
	IELNTMRAV
	218
	0.8000
	9.52

	41
	IGTFGSFIG
	240
	0.8000
	9.52

	42
	VNLALRESY
	408
	0.8000
	9.52

	43
	LVASVLTWA
	434
	0.8000
	9.52

	44
	VRRGLKSAG
	445
	0.8000
	9.52

	45
	WTIFSALVL
	95
	0.7000
	8.33

	46
	INAFFPQRL
	145
	0.7000
	8.33


	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
	YVRRGLKSA
	444
	3.2000
	38.10

	2
	WAIYVRRGL
	441
	3.1000
	36.90

	3
	LVLLAVAGL
	196
	2.7000
	32.14

	4
	FGVFYLVAS
	429
	2.6000
	30.95

	5
	LLYIGTFGS
	237
	2.3000
	27.38

	6
	LVPATTAPA
	455
	2.2000
	26.19

	7
	YLVASVLTW
	433
	2.1000
	25.00

	8
	WVISLLYIG
	233
	2.0000
	23.81

	9
	FFPQRLKGA
	148
	1.9000
	22.62

	10
	YVIGFTALF
	342
	1.9000
	22.62

	11
	YLTSGTATS
	416
	1.9000
	22.62

	12
	MVLFMPTSV
	49
	1.8000
	21.43

	13
	VLLIPTVGS
	102
	1.8000
	21.43

	14
	WTIFSALVL
	95
	1.7000
	20.24

	15
	WSLWSVMVL
	43
	1.6000
	19.05

	16
	VGLLVIATA
	175
	1.6000
	19.05

	17
	LQINFIASG
	257
	1.5000
	17.86

	18
	FWAFGVFYL
	426
	1.5000
	17.86

	19
	LVGACLRFP
	74
	1.4000
	16.67

	20
	IFSALVLLI
	97
	1.3000
	15.48

	21
	LVGLLVIAT
	174
	1.2000
	14.29

	22
	LNTMRAVVS
	220
	1.2000
	14.29

	23
	VIGFTALFI
	343
	1.2000
	14.29

	24
	LVLLIPTVG
	101
	1.1000
	13.10

	25
	IYVRRGLKS
	443
	1.0000
	11.90

	26
	YLVCGALAG
	124
	0.9000
	10.71

	27
	FSVWSLWSV
	40
	0.8000
	9.52

	28
	LWPYLVCGA
	121
	0.8000
	9.52

	29
	YLVLLAVAG
	195
	0.8000
	9.52

	30
	IGFSFAFGQ
	247
	0.8000
	9.52

	31
	LRFPYTFAT
	79
	0.7000
	8.33

	32
	LLATGILIS
	314
	0.7000
	8.33

	33
	VQLVGLLVI
	172
	0.6000
	7.14

	34
	FAFGQVLQI
	251
	0.6000
	7.14

	35
	WEAGNKFIA
	17
	0.5000
	5.95

	36
	WSVMVLFMP
	46
	0.5000
	5.95

	37
	VLFMPTSVY
	50
	0.5000
	5.95

	38
	MVQLVGLLV
	171
	0.5000
	5.95

	39
	FTALFILSG
	346
	0.5000
	5.95

	40
	FGSFIGFSF
	243
	0.4000
	4.76

	41
	IGLAGAVGA
	394
	0.4000
	4.76

	42
	IARRNLIWS
	24
	0.3000
	3.57

	43
	VMVLFMPTS
	48
	0.3000
	3.57

	44
	FMPTSVYGF
	52
	0.3000
	3.57

	45
	FLLGATATL
	66
	0.3000
	3.57

	46
	YWVCAIYLV
	189
	0.2000
	2.38


	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
	LVLLAVAGL
	196
	4.6600
	52.95

	2
	LQINFIASG
	257
	3.9000
	44.32

	3
	MVLFMPTSV
	49
	3.8000
	43.18

	4
	LLYIGTFGS
	237
	3.7000
	42.05

	5
	LVLLIPTVG
	101
	3.5000
	39.77

	6
	LVGACLRFP
	74
	3.4000
	38.64

	7
	IFSALVLLI
	97
	3.2000
	36.36

	8
	VLLIPTVGS
	102
	3.2000
	36.36

	9
	LVPATTAPA
	455
	3.2000
	36.36

	10
	VIGFTALFI
	343
	3.1000
	35.23

	11
	WAIYVRRGL
	441
	3.0600
	34.77

	12
	LVGLLVIAT
	174
	2.9000
	32.95

	13
	VLFMPTSVY
	50
	2.8000
	31.82

	14
	YVIGFTALF
	342
	2.8000
	31.82

	15
	VLTWAIYVR
	438
	2.7000
	30.68

	16
	VGLLVIATA
	175
	2.6000
	29.55

	17
	LVIATAGDR
	178
	2.6000
	29.55

	18
	LNTMRAVVS
	220
	2.6000
	29.55

	19
	MVQLVGLLV
	171
	2.5000
	28.41

	20
	VQLVGLLVI
	172
	2.5000
	28.41

	21
	IAFLGPLLG
	278
	2.5000
	28.41

	22
	VGACLRFPY
	75
	2.4000
	27.27

	23
	LRFPYTFAT
	79
	2.4000
	27.27

	24
	WVISLLYIG
	233
	2.4000
	27.27

	25
	IYVRRGLKS
	443
	2.4000
	27.27

	26
	IGTFGSFIG
	240
	2.2000
	25.00

	27
	VYKMIPSIF
	360
	2.2000
	25.00

	28
	YVRRGLKSA
	444
	2.2000
	25.00

	29
	VRRGLKSAG
	445
	2.2000
	25.00

	30
	LLATGILIS
	314
	2.1000
	23.86

	31
	LISASTFGD
	320
	2.1000
	23.86

	32
	VNLALRESY
	408
	2.1000
	23.86

	33
	LLGSLSRIY
	284
	2.0000
	22.73

	34
	LGSLSRIYG
	285
	2.0000
	22.73

	35
	FGVFYLVAS
	429
	2.0000
	22.73

	36
	LWSVMVLFM
	45
	1.9000
	21.59

	37
	LWPYLVCGA
	121
	1.8000
	20.45

	38
	IELNTMRAV
	218
	1.8000
	20.45

	39
	IARRNLIWS
	24
	1.7000
	19.32

	40
	VMVLFMPTS
	48
	1.7000
	19.32

	41
	WTIFSALVL
	95
	1.6600
	18.86

	42
	INAFFPQRL
	145
	1.6600
	18.86

	43
	IGNGSVYKM
	355
	1.6000
	18.18

	44
	LQISEAERR
	375
	1.6000
	18.18

	45
	WSLWSVMVL
	43
	1.5600
	17.73

	46
	LHAAQIAFL
	273
	1.4600
	16.59


	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
	LVLLAVAGL
	196
	4.6600
	52.95

	2
	LQINFIASG
	257
	3.9000
	44.32

	3
	MVLFMPTSV
	49
	3.8000
	43.18

	4
	LLYIGTFGS
	237
	3.7000
	42.05

	5
	LVLLIPTVG
	101
	3.5000
	39.77

	6
	LVGACLRFP
	74
	3.4000
	38.64

	7
	IFSALVLLI
	97
	3.2000
	36.36

	8
	VLLIPTVGS
	102
	3.2000
	36.36

	9
	LVPATTAPA
	455
	3.2000
	36.36

	10
	VIGFTALFI
	343
	3.1000
	35.23

	11
	WAIYVRRGL
	441
	3.0600
	34.77

	12
	LVGLLVIAT
	174
	2.9000
	32.95

	13
	VLFMPTSVY
	50
	2.8000
	31.82

	14
	YVIGFTALF
	342
	2.8000
	31.82

	15
	VLTWAIYVR
	438
	2.7000
	30.68

	16
	VGLLVIATA
	175
	2.6000
	29.55

	17
	LVIATAGDR
	178
	2.6000
	29.55

	18
	LNTMRAVVS
	220
	2.6000
	29.55

	19
	MVQLVGLLV
	171
	2.5000
	28.41

	20
	VQLVGLLVI
	172
	2.5000
	28.41

	21
	IAFLGPLLG
	278
	2.5000
	28.41

	22
	VGACLRFPY
	75
	2.4000
	27.27

	23
	LRFPYTFAT
	79
	2.4000
	27.27

	24
	WVISLLYIG
	233
	2.4000
	27.27

	25
	IYVRRGLKS
	443
	2.4000
	27.27

	26
	IGTFGSFIG
	240
	2.2000
	25.00

	27
	VYKMIPSIF
	360
	2.2000
	25.00

	28
	YVRRGLKSA
	444
	2.2000
	25.00

	29
	VRRGLKSAG
	445
	2.2000
	25.00

	30
	LLATGILIS
	314
	2.1000
	23.86

	31
	LISASTFGD
	320
	2.1000
	23.86

	32
	VNLALRESY
	408
	2.1000
	23.86

	33
	LLGSLSRIY
	284
	2.0000
	22.73

	34
	LGSLSRIYG
	285
	2.0000
	22.73

	35
	FGVFYLVAS
	429
	2.0000
	22.73

	36
	LWSVMVLFM
	45
	1.9000
	21.59

	37
	LWPYLVCGA
	121
	1.8000
	20.45

	38
	IELNTMRAV
	218
	1.8000
	20.45

	39
	IARRNLIWS
	24
	1.7000
	19.32

	40
	VMVLFMPTS
	48
	1.7000
	19.32

	41
	WTIFSALVL
	95
	1.6600
	18.86

	42
	INAFFPQRL
	145
	1.6600
	18.86

	43
	IGNGSVYKM
	355
	1.6000
	18.18

	44
	LQISEAERR
	375
	1.6000
	18.18

	45
	WSLWSVMVL
	43
	1.5600
	17.73

	46
	LHAAQIAFL
	273
	1.4600
	16.59


	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
	VIGFTALFI
	343
	6.3000
	64.29

	2
	MVLFMPTSV
	49
	5.8000
	59.18

	3
	WTIFSALVL
	95
	5.3000
	54.08

	4
	MVQLVGLLV
	171
	5.3000
	54.08

	5
	VQLVGLLVI
	172
	5.2000
	53.06

	6
	MLLATGILI
	313
	4.7000
	47.96

	7
	MVGYVIGFT
	339
	4.6500
	47.45

	8
	LAAFCAMLL
	307
	4.6000
	46.94

	9
	IGTFGSFIG
	240
	4.1000
	41.84

	10
	ILLLANPGL
	111
	4.0000
	40.82

	11
	WAIYVRRGL
	441
	4.0000
	40.82

	12
	WVCAIYLVL
	190
	3.9000
	39.80

	13
	LRFPYTFAT
	79
	3.8600
	39.39

	14
	LVGLLVIAT
	174
	3.8000
	38.78

	15
	LVLLAVAGL
	196
	3.8000
	38.78

	16
	LLANPGLPL
	113
	3.7000
	37.76

	17
	IYVRRGLKS
	443
	3.7000
	37.76

	18
	LLAVAGLGA
	198
	3.6000
	36.73

	19
	FGSFIGFSF
	243
	3.6000
	36.73

	20
	LFILSGIGN
	349
	3.6000
	36.73

	21
	VISLLYIGT
	234
	3.5000
	35.71

	22
	LLYIGTFGS
	237
	3.4600
	35.31

	23
	VGYVIGFTA
	340
	3.4000
	34.69

	24
	IFSALVLLI
	97
	3.3000
	33.67

	25
	LPLWPYLVC
	119
	3.2000
	32.65

	26
	INAFFPQRL
	145
	3.2000
	32.65

	27
	IGFTALFIL
	344
	3.1000
	31.63

	28
	LGSLSRIYG
	285
	2.9000
	29.59

	29
	FWAFGVFYL
	426
	2.9000
	29.59

	30
	VFYLVASVL
	431
	2.9000
	29.59

	31
	LVLLIPTVG
	101
	2.8000
	28.57

	32
	LVCGALAGL
	125
	2.8000
	28.57

	33
	LLIPTVGSI
	103
	2.6000
	26.53

	34
	LVIATAGDR
	178
	2.6000
	26.53

	35
	FGVFYLVAS
	429
	2.6000
	26.53

	36
	VLLIPTVGS
	102
	2.5600
	26.12

	37
	VLQINFIAS
	256
	2.5000
	25.51

	38
	INFIASGQS
	259
	2.5000
	25.51

	39
	LIPTVGSIL
	104
	2.4000
	24.49

	40
	LWPYLVCGA
	121
	2.4000
	24.49

	41
	WVISLLYIG
	233
	2.4000
	24.49

	42
	LVPATTAPA
	455
	2.3600
	24.08

	43
	LLATGILIS
	314
	2.3500
	23.98

	44
	IARRNLIWS
	24
	2.3000
	23.47

	45
	IPTVGSILL
	105
	2.3000
	23.47

	46
	IYLVLLAVA
	194
	2.3000
	23.47


	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
	WTIFSALVL
	95
	6.3000
	64.29

	2
	VIGFTALFI
	343
	5.3000
	54.08

	3
	WAIYVRRGL
	441
	5.0000
	51.02

	4
	WVCAIYLVL
	190
	4.9000
	50.00

	5
	MVLFMPTSV
	49
	4.8000
	48.98

	6
	FGSFIGFSF
	243
	4.6000
	46.94

	7
	MVQLVGLLV
	171
	4.3000
	43.88

	8
	VQLVGLLVI
	172
	4.2000
	42.86

	9
	FWAFGVFYL
	426
	3.9000
	39.80

	10
	MLLATGILI
	313
	3.7000
	37.76

	11
	MVGYVIGFT
	339
	3.6500
	37.24

	12
	LAAFCAMLL
	307
	3.6000
	36.73

	13
	FGVFYLVAS
	429
	3.6000
	36.73

	14
	WVISLLYIG
	233
	3.4000
	34.69

	15
	YKMIPSIFE
	361
	3.3000
	33.67

	16
	YVIGFTALF
	342
	3.1600
	32.24

	17
	IGTFGSFIG
	240
	3.1000
	31.63

	18
	FAFGQVLQI
	251
	3.1000
	31.63

	19
	WSLWSVMVL
	43
	3.0000
	30.61

	20
	ILLLANPGL
	111
	3.0000
	30.61

	21
	YRIELNTMR
	216
	3.0000
	30.61

	22
	YVRRGLKSA
	444
	2.9000
	29.59

	23
	LRFPYTFAT
	79
	2.8600
	29.18

	24
	LVGLLVIAT
	174
	2.8000
	28.57

	25
	LVLLAVAGL
	196
	2.8000
	28.57

	26
	FYLVASVLT
	432
	2.8000
	28.57

	27
	LLANPGLPL
	113
	2.7000
	27.55

	28
	IYVRRGLKS
	443
	2.7000
	27.55

	29
	YLVCGALAG
	124
	2.6000
	26.53

	30
	LLAVAGLGA
	198
	2.6000
	26.53

	31
	FIGFSFAFG
	246
	2.6000
	26.53

	32
	LFILSGIGN
	349
	2.6000
	26.53

	33
	FIARRNLIW
	23
	2.5000
	25.51

	34
	VISLLYIGT
	234
	2.5000
	25.51

	35
	YIGTFGSFI
	239
	2.5000
	25.51

	36
	FLLGATATL
	66
	2.4600
	25.10

	37
	LLYIGTFGS
	237
	2.4600
	25.10

	38
	VGYVIGFTA
	340
	2.4000
	24.49

	39
	IFSALVLLI
	97
	2.3000
	23.47

	40
	LPLWPYLVC
	119
	2.2000
	22.45

	41
	INAFFPQRL
	145
	2.2000
	22.45

	42
	IGFTALFIL
	344
	2.1000
	21.43

	43
	LGSLSRIYG
	285
	1.9000
	19.39

	44
	VFYLVASVL
	431
	1.9000
	19.39

	45
	LVLLIPTVG
	101
	1.8000
	18.37

	46
	LVCGALAGL
	125
	1.8000
	18.37


	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
	VIGFTALFI
	343
	6.3000
	64.29

	2
	MVLFMPTSV
	49
	5.8000
	59.18

	3
	WTIFSALVL
	95
	5.3000
	54.08

	4
	MVQLVGLLV
	171
	5.3000
	54.08

	5
	VQLVGLLVI
	172
	5.2000
	53.06

	6
	MLLATGILI
	313
	4.7000
	47.96

	7
	MVGYVIGFT
	339
	4.6500
	47.45

	8
	LAAFCAMLL
	307
	4.6000
	46.94

	9
	IGTFGSFIG
	240
	4.1000
	41.84

	10
	ILLLANPGL
	111
	4.0000
	40.82

	11
	WAIYVRRGL
	441
	4.0000
	40.82

	12
	WVCAIYLVL
	190
	3.9000
	39.80

	13
	LRFPYTFAT
	79
	3.8600
	39.39

	14
	LVGLLVIAT
	174
	3.8000
	38.78

	15
	LVLLAVAGL
	196
	3.8000
	38.78

	16
	LLANPGLPL
	113
	3.7000
	37.76

	17
	IYVRRGLKS
	443
	3.7000
	37.76

	18
	LLAVAGLGA
	198
	3.6000
	36.73

	19
	FGSFIGFSF
	243
	3.6000
	36.73

	20
	LFILSGIGN
	349
	3.6000
	36.73

	21
	VISLLYIGT
	234
	3.5000
	35.71

	22
	LLYIGTFGS
	237
	3.4600
	35.31

	23
	VGYVIGFTA
	340
	3.4000
	34.69

	24
	IFSALVLLI
	97
	3.3000
	33.67

	25
	LPLWPYLVC
	119
	3.2000
	32.65

	26
	INAFFPQRL
	145
	3.2000
	32.65

	27
	IGFTALFIL
	344
	3.1000
	31.63

	28
	LGSLSRIYG
	285
	2.9000
	29.59

	29
	FWAFGVFYL
	426
	2.9000
	29.59

	30
	VFYLVASVL
	431
	2.9000
	29.59

	31
	LVLLIPTVG
	101
	2.8000
	28.57

	32
	LVCGALAGL
	125
	2.8000
	28.57

	33
	LLIPTVGSI
	103
	2.6000
	26.53

	34
	LVIATAGDR
	178
	2.6000
	26.53

	35
	FGVFYLVAS
	429
	2.6000
	26.53

	36
	VLLIPTVGS
	102
	2.5600
	26.12

	37
	VLQINFIAS
	256
	2.5000
	25.51

	38
	INFIASGQS
	259
	2.5000
	25.51

	39
	LIPTVGSIL
	104
	2.4000
	24.49

	40
	LWPYLVCGA
	121
	2.4000
	24.49

	41
	WVISLLYIG
	233
	2.4000
	24.49

	42
	LVPATTAPA
	455
	2.3600
	24.08

	43
	LLATGILIS
	314
	2.3500
	23.98

	44
	IARRNLIWS
	24
	2.3000
	23.47

	45
	IPTVGSILL
	105
	2.3000
	23.47

	46
	IYLVLLAVA
	194
	2.3000
	23.47


	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
	LVIATAGDR
	178
	5.7000
	58.16

	2
	YRIELNTMR
	216
	3.9000
	39.80

	3
	YKMIPSIFE
	361
	3.9000
	39.80

	4
	WVISLLYIG
	233
	3.7000
	37.76

	5
	FPYTFATAK
	81
	3.6000
	36.73

	6
	LVLLIPTVG
	101
	3.6000
	36.73

	7
	LLYIGTFGS
	237
	3.5000
	35.71

	8
	VQLVGLLVI
	172
	3.1000
	31.63

	9
	MLLATGILI
	313
	3.1000
	31.63

	10
	WVCAIYLVL
	190
	3.0000
	30.61

	11
	VLFMPTSVY
	50
	2.8000
	28.57

	12
	FMPTSVYGF
	52
	2.8000
	28.57

	13
	VYGFSAGDK
	57
	2.8000
	28.57

	14
	WTIFSALVL
	95
	2.8000
	28.57

	15
	WPYLVCGAL
	122
	2.8000
	28.57

	16
	LFILSGIGN
	349
	2.8000
	28.57

	17
	VYKMIPSIF
	360
	2.8000
	28.57

	18
	LQISEAERR
	375
	2.8000
	28.57

	19
	LVLLAVAGL
	196
	2.7000
	27.55

	20
	INFIASGQS
	259
	2.7000
	27.55

	21
	FGQVLQINF
	253
	2.6000
	26.53

	22
	VGYVIGFTA
	340
	2.6000
	26.53

	23
	YLVCGALAG
	124
	2.5000
	25.51

	24
	FGSFIGFSF
	243
	2.5000
	25.51

	25
	YVIGFTALF
	342
	2.4000
	24.49

	26
	IGFTALFIL
	344
	2.4000
	24.49

	27
	YIGTFGSFI
	239
	2.3000
	23.47

	28
	LSRIYGGKL
	288
	2.3000
	23.47

	29
	VFYLVASVL
	431
	2.3000
	23.47

	30
	YLVLLAVAG
	195
	2.2000
	22.45

	31
	FSFAFGQVL
	249
	2.2000
	22.45

	32
	WAIYVRRGL
	441
	2.2000
	22.45

	33
	YTFATAKFG
	83
	2.1000
	21.43

	34
	VLLAVAGLG
	197
	2.0000
	20.41

	35
	IGFSFAFGQ
	247
	2.0000
	20.41

	36
	FYLVASVLT
	432
	2.0000
	20.41

	37
	VLLIPTVGS
	102
	1.9000
	19.39

	38
	LNTMRAVVS
	220
	1.9000
	19.39

	39
	MRAVVSEPH
	223
	1.9000
	19.39

	40
	MVLFMPTSV
	49
	1.8000
	18.37

	41
	MVQLVGLLV
	171
	1.8000
	18.37

	42
	LLGSLSRIY
	284
	1.8000
	18.37

	43
	WSVMVLFMP
	46
	1.6000
	16.33

	44
	IPTVGSILL
	105
	1.6000
	16.33

	45
	LVGLLVIAT
	174
	1.6000
	16.33

	46
	IAFLGPLLG
	278
	1.6000
	16.33


	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
	LVIATAGDR
	178
	5.7000
	58.16

	2
	YRIELNTMR
	216
	3.9000
	39.80

	3
	YKMIPSIFE
	361
	3.9000
	39.80

	4
	WVISLLYIG
	233
	3.7000
	37.76

	5
	FPYTFATAK
	81
	3.6000
	36.73

	6
	LVLLIPTVG
	101
	3.6000
	36.73

	7
	LLYIGTFGS
	237
	3.5000
	35.71

	8
	VQLVGLLVI
	172
	3.1000
	31.63

	9
	MLLATGILI
	313
	3.1000
	31.63

	10
	WVCAIYLVL
	190
	3.0000
	30.61

	11
	VLFMPTSVY
	50
	2.8000
	28.57

	12
	FMPTSVYGF
	52
	2.8000
	28.57

	13
	VYGFSAGDK
	57
	2.8000
	28.57

	14
	WTIFSALVL
	95
	2.8000
	28.57

	15
	WPYLVCGAL
	122
	2.8000
	28.57

	16
	LFILSGIGN
	349
	2.8000
	28.57

	17
	VYKMIPSIF
	360
	2.8000
	28.57

	18
	LQISEAERR
	375
	2.8000
	28.57

	19
	LVLLAVAGL
	196
	2.7000
	27.55

	20
	INFIASGQS
	259
	2.7000
	27.55

	21
	FGQVLQINF
	253
	2.6000
	26.53

	22
	VGYVIGFTA
	340
	2.6000
	26.53

	23
	YLVCGALAG
	124
	2.5000
	25.51

	24
	FGSFIGFSF
	243
	2.5000
	25.51

	25
	YVIGFTALF
	342
	2.4000
	24.49

	26
	IGFTALFIL
	344
	2.4000
	24.49

	27
	YIGTFGSFI
	239
	2.3000
	23.47

	28
	LSRIYGGKL
	288
	2.3000
	23.47

	29
	VFYLVASVL
	431
	2.3000
	23.47

	30
	YLVLLAVAG
	195
	2.2000
	22.45

	31
	FSFAFGQVL
	249
	2.2000
	22.45

	32
	WAIYVRRGL
	441
	2.2000
	22.45

	33
	YTFATAKFG
	83
	2.1000
	21.43

	34
	VLLAVAGLG
	197
	2.0000
	20.41

	35
	IGFSFAFGQ
	247
	2.0000
	20.41

	36
	FYLVASVLT
	432
	2.0000
	20.41

	37
	VLLIPTVGS
	102
	1.9000
	19.39

	38
	LNTMRAVVS
	220
	1.9000
	19.39

	39
	MRAVVSEPH
	223
	1.9000
	19.39

	40
	MVLFMPTSV
	49
	1.8000
	18.37

	41
	MVQLVGLLV
	171
	1.8000
	18.37

	42
	LLGSLSRIY
	284
	1.8000
	18.37

	43
	WSVMVLFMP
	46
	1.6000
	16.33

	44
	IPTVGSILL
	105
	1.6000
	16.33

	45
	LVGLLVIAT
	174
	1.6000
	16.33

	46
	IAFLGPLLG
	278
	1.6000
	16.33


