	MHC Class-II Binding Peptide Prediction Results






	HELP
	HOME
	MHC & Prediction Algorithm


INPUT & PARAMETER INFORMATION

	Antigen Name
	test

	Scanned on
	Fri Apr 16 20:36:00 2010

	Length of input sequence
	381 amino acids

	Number of nanomers from input sequence
	373

	Number of nanomers with obligatory P1 anchor residue
	115

	Threshold setting
	3

	Number of alleles in query
	51

	Number of top scorers to be displayed
	38


	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
	LRFAGAQVV
	165
	2.5000
	41.67

	2
	LRRQGAEVC
	28
	1.4000
	23.33

	3
	YRIAVTSAR
	11
	1.3000
	21.67

	4
	YLLESGVSR
	133
	1.0000
	16.67

	5
	VKPLSPSGM
	303
	0.9800
	16.33

	6
	MAILRALVH
	311
	0.6000
	10.00

	7
	FAGAQVVPI
	167
	0.5000
	8.33

	8
	IRKGVPTSA
	250
	0.3900
	6.50

	9
	LVAHTGIGF
	67
	0.3000
	5.00

	10
	LESLSSARI
	92
	0.3000
	5.00

	11
	VQLHGAADS
	146
	0.2000
	3.33

	12
	FTSAPAAAA
	206
	0.2000
	3.33

	13
	VVPIRVYRW
	172
	-0.1000
	0

	14
	VCSAPAIKM
	35
	-0.1200
	0

	15
	VGPVTSRPL
	241
	-0.2600
	0

	16
	VLRLRTALG
	348
	-0.4000
	0

	17
	VIEIRGTSV
	289
	-0.5100
	0

	18
	LPLLGSCTF
	275
	-0.6000
	0

	19
	YRWKPAPLG
	178
	-0.6300
	0

	20
	YRLAVDSRH
	369
	-0.8000
	0

	21
	LRALVHRPG
	314
	-0.8100
	0

	22
	LAAAEGWGL
	79
	-0.8800
	0

	23
	VYRWKPAPL
	177
	-0.9000
	0

	24
	LQNNTEALI
	52
	-0.9600
	0

	25
	MAQAHSAPL
	0
	-1.1000
	0

	26
	LARHIAEEL
	267
	-1.1000
	0

	27
	VLPGDGSDT
	333
	-1.1000
	0

	28
	VKRGYRLAV
	365
	-1.1000
	0

	29
	LVTGIARRQ
	192
	-1.1100
	0

	30
	VTFTSAPAA
	204
	-1.1300
	0

	31
	LREEWSPDS
	116
	-1.2300
	0

	32
	FRGWLAAAE
	75
	-1.3000
	0

	33
	VHAMCVGPV
	236
	-1.3000
	0

	34
	LGALARHIA
	264
	-1.3000
	0

	35
	VHRPGGVVS
	318
	-1.3000
	0

	36
	LLRRQGAEV
	27
	-1.4000
	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
	LRFAGAQVV
	165
	3.5000
	58.33

	2
	LRRQGAEVC
	28
	2.4000
	40.00

	3
	VKPLSPSGM
	303
	1.9800
	33.00

	4
	MAILRALVH
	311
	1.6000
	26.67

	5
	IRKGVPTSA
	250
	1.3900
	23.17

	6
	LVAHTGIGF
	67
	1.3000
	21.67

	7
	LESLSSARI
	92
	1.3000
	21.67

	8
	VQLHGAADS
	146
	1.2000
	20.00

	9
	LRVLPGDGS
	331
	1.0000
	16.67

	10
	VVPIRVYRW
	172
	0.9000
	15.00

	11
	VCSAPAIKM
	35
	0.8800
	14.67

	12
	VGPVTSRPL
	241
	0.7400
	12.33

	13
	VLRLRTALG
	348
	0.6000
	10.00

	14
	FAGAQVVPI
	167
	0.5000
	8.33

	15
	VIEIRGTSV
	289
	0.4900
	8.17

	16
	LPLLGSCTF
	275
	0.4000
	6.67

	17
	YRIAVTSAR
	11
	0.3000
	5.00

	18
	FTSAPAAAA
	206
	0.2000
	3.33

	19
	LRALVHRPG
	314
	0.1900
	3.17

	20
	LAAAEGWGL
	79
	0.1200
	2.00

	21
	VYRWKPAPL
	177
	0.1000
	1.67

	22
	LQNNTEALI
	52
	0.0400
	0.67

	23
	MAQAHSAPL
	0
	-0.1000
	0

	24
	LARHIAEEL
	267
	-0.1000
	0

	25
	VLPGDGSDT
	333
	-0.1000
	0

	26
	VKRGYRLAV
	365
	-0.1000
	0

	27
	LVTGIARRQ
	192
	-0.1100
	0

	28
	VTFTSAPAA
	204
	-0.1300
	0

	29
	LREEWSPDS
	116
	-0.2300
	0

	30
	VHAMCVGPV
	236
	-0.3000
	0

	31
	LGALARHIA
	264
	-0.3000
	0

	32
	VHRPGGVVS
	318
	-0.3000
	0

	33
	LLRRQGAEV
	27
	-0.4000
	0

	34
	LLGSCTFKA
	277
	-0.4000
	0

	35
	ILRALVHRP
	313
	-0.4000
	0

	36
	IAVTSARRA
	13
	-0.4100
	0


	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
	LRTDVHAMC
	232
	4.4000
	46.32

	2
	YRIAVTSAR
	11
	4.0700
	42.84

	3
	LIRKGVPTS
	249
	3.8000
	40.00

	4
	VKRGYRLAV
	365
	3.8000
	40.00

	5
	VLVDDSVKP
	297
	3.6000
	37.89

	6
	MRLGALARH
	262
	3.4000
	35.79

	7
	LVDDSVKPL
	298
	3.3600
	35.37

	8
	IKMIALPDD
	41
	3.3000
	34.74

	9
	VQLHGAADS
	146
	3.3000
	34.74

	10
	LIADPPDIL
	59
	3.2600
	34.32

	11
	LRFAGAQVV
	165
	3.2000
	33.68

	12
	LLGSCTFKA
	277
	3.2000
	33.68

	13
	IRKGVPTSA
	250
	3.1000
	32.63

	14
	VKPLSPSGM
	303
	3.0700
	32.32

	15
	VVPIRVYRW
	172
	3.0500
	32.11

	16
	VLRLRTALG
	348
	2.9000
	30.53

	17
	ILVAHTGIG
	66
	2.8000
	29.47

	18
	LRRQGAEVC
	28
	2.7000
	28.42

	19
	LVAHTGIGF
	67
	2.7000
	28.42

	20
	LLRVLPGDG
	330
	2.7000
	28.42

	21
	ISRGPKATG
	101
	2.6000
	27.37

	22
	FLGGLRFAG
	161
	2.6000
	27.37

	23
	MCVGPVTSR
	239
	2.6000
	27.37

	24
	LRVLPGDGS
	331
	2.5000
	26.32

	25
	VHAMCVGPV
	236
	2.4000
	25.26

	26
	LAVDSRHDD
	371
	2.4000
	25.26

	27
	LLAALRTDV
	228
	2.2000
	23.16

	28
	IRGTSVLVD
	292
	2.2000
	23.16

	29
	ILRALVHRP
	313
	1.8000
	18.95

	30
	LRLRTALGD
	349
	1.8000
	18.95

	31
	IVATVVKRG
	360
	1.8000
	18.95

	32
	VCSAPAIKM
	35
	1.7000
	17.89

	33
	LREEWSPDS
	116
	1.7000
	17.89

	34
	VTGIARRQF
	193
	1.7000
	17.89

	35
	VPTSAPERM
	254
	1.6000
	16.84

	36
	LRALVHRPG
	314
	1.6000
	16.84

	37
	VSRGDLLRV
	325
	1.6000
	16.84

	38
	LSSARIISR
	95
	1.5000
	15.79


	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
	YRIAVTSAR
	11
	3.5700
	39.23

	2
	LRTDVHAMC
	232
	3.4000
	37.36

	3
	MRLGALARH
	262
	2.9800
	32.75

	4
	LIRKGVPTS
	249
	2.4000
	26.37

	5
	FLGGLRFAG
	161
	2.2000
	24.18

	6
	LLGSCTFKA
	277
	2.2000
	24.18

	7
	IRKGVPTSA
	250
	2.1000
	23.08

	8
	VVPIRVYRW
	172
	2.0500
	22.53

	9
	VQLHGAADS
	146
	1.9000
	20.88

	10
	VKRGYRLAV
	365
	1.8000
	19.78

	11
	LRRQGAEVC
	28
	1.7000
	18.68

	12
	VLVDDSVKP
	297
	1.6000
	17.58

	13
	LVDDSVKPL
	298
	1.4000
	15.38

	14
	LIADPPDIL
	59
	1.3000
	14.29

	15
	FAGAQVVPI
	167
	1.3000
	14.29

	16
	IKMIALPDD
	41
	1.2000
	13.19

	17
	LRFAGAQVV
	165
	1.2000
	13.19

	18
	LVTGIARRQ
	192
	1.2000
	13.19

	19
	LRVLPGDGS
	331
	1.1000
	12.09

	20
	WSPDSESSH
	120
	1.0500
	11.54

	21
	WKPAPLGGV
	180
	1.0000
	10.99

	22
	YRLAVDSRH
	369
	0.9500
	10.44

	23
	YRWKPAPLG
	178
	0.9000
	9.89

	24
	MAILRALVH
	311
	0.7800
	8.57

	25
	VKPLSPSGM
	303
	0.5700
	6.26

	26
	VLRLRTALG
	348
	0.5000
	5.49

	27
	ILVAHTGIG
	66
	0.4000
	4.40

	28
	VHAMCVGPV
	236
	0.4000
	4.40

	29
	LPGDGSDTH
	334
	0.3800
	4.18

	30
	LREEWSPDS
	116
	0.3000
	3.30

	31
	LLRVLPGDG
	330
	0.3000
	3.30

	32
	LAVDSRHDD
	371
	0.3000
	3.30

	33
	ISRGPKATG
	101
	0.2000
	2.20

	34
	FTSAPAAAA
	206
	0.2000
	2.20

	35
	LLAALRTDV
	228
	0.2000
	2.20

	36
	MCVGPVTSR
	239
	0.1000
	1.10

	37
	IRGTSVLVD
	292
	0.1000
	1.10


	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
	LRTDVHAMC
	232
	4.4000
	50.00

	2
	MRLGALARH
	262
	3.9800
	45.23

	3
	VKRGYRLAV
	365
	3.3000
	37.50

	4
	LRRQGAEVC
	28
	3.1000
	35.23

	5
	IRKGVPTSA
	250
	3.1000
	35.23

	6
	LVDDSVKPL
	298
	3.0000
	34.09

	7
	VQLHGAADS
	146
	2.9000
	32.95

	8
	LIADPPDIL
	59
	2.6000
	29.55

	9
	VLVDDSVKP
	297
	2.4800
	28.18

	10
	LRVLPGDGS
	331
	2.4000
	27.27

	11
	YRIAVTSAR
	11
	2.3000
	26.14

	12
	LRFAGAQVV
	165
	2.3000
	26.14

	13
	MAILRALVH
	311
	2.2800
	25.91

	14
	LAVDSRHDD
	371
	2.1000
	23.86

	15
	LIRKGVPTS
	249
	2.0000
	22.73

	16
	VVPIRVYRW
	172
	1.9000
	21.59

	17
	LVTGIARRQ
	192
	1.9000
	21.59

	18
	LLGSCTFKA
	277
	1.7000
	19.32

	19
	LPGDGSDTH
	334
	1.6800
	19.09

	20
	IRGTSVLVD
	292
	1.6000
	18.18

	21
	ILRALVHRP
	313
	1.6000
	18.18

	22
	LGALARHIA
	264
	1.5000
	17.05

	23
	VLRLRTALG
	348
	1.5000
	17.05

	24
	VKPLSPSGM
	303
	1.3000
	14.77

	25
	ISRGPKATG
	101
	1.2000
	13.64

	26
	LLAALRTDV
	228
	1.2000
	13.64

	27
	LRLRTALGD
	349
	1.2000
	13.64

	28
	MCVGPVTSR
	239
	1.1000
	12.50

	29
	VSRGDLLRV
	325
	1.1000
	12.50

	30
	IVATVVKRG
	360
	1.0000
	11.36

	31
	IKMIALPDD
	41
	0.8000
	9.09

	32
	VSRTRIAVQ
	139
	0.6000
	6.82

	33
	LAALRTDVH
	229
	0.5800
	6.59

	34
	VHRPGGVVS
	318
	0.5800
	6.59

	35
	LERSRELDI
	216
	0.5000
	5.68

	36
	VPTSAPERM
	254
	0.5000
	5.68

	37
	LVAHTGIGF
	67
	0.4800
	5.45

	38
	LLESGVSRT
	134
	0.3000
	3.41


	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
	LRTDVHAMC
	232
	4.4000
	50.00

	2
	MRLGALARH
	262
	3.9800
	45.23

	3
	VKRGYRLAV
	365
	3.3000
	37.50

	4
	LRRQGAEVC
	28
	3.1000
	35.23

	5
	IRKGVPTSA
	250
	3.1000
	35.23

	6
	LVDDSVKPL
	298
	3.0000
	34.09

	7
	VQLHGAADS
	146
	2.9000
	32.95

	8
	LIADPPDIL
	59
	2.6000
	29.55

	9
	VLVDDSVKP
	297
	2.4800
	28.18

	10
	LRVLPGDGS
	331
	2.4000
	27.27

	11
	YRIAVTSAR
	11
	2.3000
	26.14

	12
	LRFAGAQVV
	165
	2.3000
	26.14

	13
	MAILRALVH
	311
	2.2800
	25.91

	14
	LAVDSRHDD
	371
	2.1000
	23.86

	15
	LIRKGVPTS
	249
	2.0000
	22.73

	16
	VVPIRVYRW
	172
	1.9000
	21.59

	17
	LVTGIARRQ
	192
	1.9000
	21.59

	18
	LLGSCTFKA
	277
	1.7000
	19.32

	19
	LPGDGSDTH
	334
	1.6800
	19.09

	20
	IRGTSVLVD
	292
	1.6000
	18.18

	21
	ILRALVHRP
	313
	1.6000
	18.18

	22
	LGALARHIA
	264
	1.5000
	17.05

	23
	VLRLRTALG
	348
	1.5000
	17.05

	24
	VKPLSPSGM
	303
	1.3000
	14.77

	25
	ISRGPKATG
	101
	1.2000
	13.64

	26
	LLAALRTDV
	228
	1.2000
	13.64

	27
	LRLRTALGD
	349
	1.2000
	13.64

	28
	MCVGPVTSR
	239
	1.1000
	12.50

	29
	VSRGDLLRV
	325
	1.1000
	12.50

	30
	IVATVVKRG
	360
	1.0000
	11.36

	31
	IKMIALPDD
	41
	0.8000
	9.09

	32
	VSRTRIAVQ
	139
	0.6000
	6.82

	33
	LAALRTDVH
	229
	0.5800
	6.59

	34
	VHRPGGVVS
	318
	0.5800
	6.59

	35
	LERSRELDI
	216
	0.5000
	5.68

	36
	VPTSAPERM
	254
	0.5000
	5.68

	37
	LVAHTGIGF
	67
	0.4800
	5.45

	38
	LLESGVSRT
	134
	0.3000
	3.41


	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
	LRTDVHAMC
	232
	4.4000
	50.00

	2
	MRLGALARH
	262
	3.9800
	45.23

	3
	VKRGYRLAV
	365
	3.3000
	37.50

	4
	LRRQGAEVC
	28
	3.1000
	35.23

	5
	IRKGVPTSA
	250
	3.1000
	35.23

	6
	LVDDSVKPL
	298
	3.0000
	34.09

	7
	VQLHGAADS
	146
	2.9000
	32.95

	8
	LIADPPDIL
	59
	2.6000
	29.55

	9
	VLVDDSVKP
	297
	2.4800
	28.18

	10
	LRVLPGDGS
	331
	2.4000
	27.27

	11
	YRIAVTSAR
	11
	2.3000
	26.14

	12
	LRFAGAQVV
	165
	2.3000
	26.14

	13
	MAILRALVH
	311
	2.2800
	25.91

	14
	LAVDSRHDD
	371
	2.1000
	23.86

	15
	LIRKGVPTS
	249
	2.0000
	22.73

	16
	VVPIRVYRW
	172
	1.9000
	21.59

	17
	LVTGIARRQ
	192
	1.9000
	21.59

	18
	LLGSCTFKA
	277
	1.7000
	19.32

	19
	LPGDGSDTH
	334
	1.6800
	19.09

	20
	IRGTSVLVD
	292
	1.6000
	18.18

	21
	ILRALVHRP
	313
	1.6000
	18.18

	22
	LGALARHIA
	264
	1.5000
	17.05

	23
	VLRLRTALG
	348
	1.5000
	17.05

	24
	VKPLSPSGM
	303
	1.3000
	14.77

	25
	ISRGPKATG
	101
	1.2000
	13.64

	26
	LLAALRTDV
	228
	1.2000
	13.64

	27
	LRLRTALGD
	349
	1.2000
	13.64

	28
	MCVGPVTSR
	239
	1.1000
	12.50

	29
	VSRGDLLRV
	325
	1.1000
	12.50

	30
	IVATVVKRG
	360
	1.0000
	11.36

	31
	IKMIALPDD
	41
	0.8000
	9.09

	32
	VSRTRIAVQ
	139
	0.6000
	6.82

	33
	LAALRTDVH
	229
	0.5800
	6.59

	34
	VHRPGGVVS
	318
	0.5800
	6.59

	35
	LERSRELDI
	216
	0.5000
	5.68

	36
	VPTSAPERM
	254
	0.5000
	5.68

	37
	LVAHTGIGF
	67
	0.4800
	5.45

	38
	LLESGVSRT
	134
	0.3000
	3.41


	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
	YRIAVTSAR
	11
	5.0700
	53.37

	2
	FLGGLRFAG
	161
	3.6000
	37.89

	3
	LRTDVHAMC
	232
	3.4000
	35.79

	4
	LIRKGVPTS
	249
	2.8000
	29.47

	5
	VKRGYRLAV
	365
	2.8000
	29.47

	6
	VLVDDSVKP
	297
	2.6000
	27.37

	7
	MRLGALARH
	262
	2.4000
	25.26

	8
	LVDDSVKPL
	298
	2.3600
	24.84

	9
	IKMIALPDD
	41
	2.3000
	24.21

	10
	VQLHGAADS
	146
	2.3000
	24.21

	11
	YRWKPAPLG
	178
	2.3000
	24.21

	12
	LIADPPDIL
	59
	2.2600
	23.79

	13
	LRFAGAQVV
	165
	2.2000
	23.16

	14
	FAGAQVVPI
	167
	2.2000
	23.16

	15
	LLGSCTFKA
	277
	2.2000
	23.16

	16
	IRKGVPTSA
	250
	2.1000
	22.11

	17
	VKPLSPSGM
	303
	2.0700
	21.79

	18
	VVPIRVYRW
	172
	2.0500
	21.58

	19
	WKPAPLGGV
	180
	2.0000
	21.05

	20
	VLRLRTALG
	348
	1.9000
	20.00

	21
	ILVAHTGIG
	66
	1.8000
	18.95

	22
	LRRQGAEVC
	28
	1.7000
	17.89

	23
	LVAHTGIGF
	67
	1.7000
	17.89

	24
	LLRVLPGDG
	330
	1.7000
	17.89

	25
	ISRGPKATG
	101
	1.6000
	16.84

	26
	MCVGPVTSR
	239
	1.6000
	16.84

	27
	LRVLPGDGS
	331
	1.5000
	15.79

	28
	VHAMCVGPV
	236
	1.4000
	14.74

	29
	LAVDSRHDD
	371
	1.4000
	14.74

	30
	LLAALRTDV
	228
	1.2000
	12.63

	31
	IRGTSVLVD
	292
	1.2000
	12.63

	32
	FRGWLAAAE
	75
	1.1000
	11.58

	33
	YLLESGVSR
	133
	1.0000
	10.53

	34
	FKAAGHVIE
	283
	0.9000
	9.47

	35
	ILRALVHRP
	313
	0.8000
	8.42

	36
	LRLRTALGD
	349
	0.8000
	8.42

	37
	IVATVVKRG
	360
	0.8000
	8.42

	38
	VCSAPAIKM
	35
	0.7000
	7.37


	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
	LRTDVHAMC
	232
	4.4000
	50.00

	2
	MRLGALARH
	262
	3.9800
	45.23

	3
	VKRGYRLAV
	365
	3.3000
	37.50

	4
	LRRQGAEVC
	28
	3.1000
	35.23

	5
	IRKGVPTSA
	250
	3.1000
	35.23

	6
	LVDDSVKPL
	298
	3.0000
	34.09

	7
	VQLHGAADS
	146
	2.9000
	32.95

	8
	LIADPPDIL
	59
	2.6000
	29.55

	9
	VLVDDSVKP
	297
	2.4800
	28.18

	10
	LRVLPGDGS
	331
	2.4000
	27.27

	11
	YRIAVTSAR
	11
	2.3000
	26.14

	12
	LRFAGAQVV
	165
	2.3000
	26.14

	13
	MAILRALVH
	311
	2.2800
	25.91

	14
	LAVDSRHDD
	371
	2.1000
	23.86

	15
	LIRKGVPTS
	249
	2.0000
	22.73

	16
	VVPIRVYRW
	172
	1.9000
	21.59

	17
	LVTGIARRQ
	192
	1.9000
	21.59

	18
	LLGSCTFKA
	277
	1.7000
	19.32

	19
	LPGDGSDTH
	334
	1.6800
	19.09

	20
	IRGTSVLVD
	292
	1.6000
	18.18

	21
	ILRALVHRP
	313
	1.6000
	18.18

	22
	LGALARHIA
	264
	1.5000
	17.05

	23
	VLRLRTALG
	348
	1.5000
	17.05

	24
	VKPLSPSGM
	303
	1.3000
	14.77

	25
	ISRGPKATG
	101
	1.2000
	13.64

	26
	LLAALRTDV
	228
	1.2000
	13.64

	27
	LRLRTALGD
	349
	1.2000
	13.64

	28
	MCVGPVTSR
	239
	1.1000
	12.50

	29
	VSRGDLLRV
	325
	1.1000
	12.50

	30
	IVATVVKRG
	360
	1.0000
	11.36

	31
	IKMIALPDD
	41
	0.8000
	9.09

	32
	VSRTRIAVQ
	139
	0.6000
	6.82

	33
	LAALRTDVH
	229
	0.5800
	6.59

	34
	VHRPGGVVS
	318
	0.5800
	6.59

	35
	LERSRELDI
	216
	0.5000
	5.68

	36
	VPTSAPERM
	254
	0.5000
	5.68

	37
	LVAHTGIGF
	67
	0.4800
	5.45

	38
	LLESGVSRT
	134
	0.3000
	3.41


	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
	YRIAVTSAR
	11
	4.4000
	51.16

	2
	VQLHGAADS
	146
	3.0000
	34.88

	3
	LRRQGAEVC
	28
	2.9000
	33.72

	4
	LREEWSPDS
	116
	2.5000
	29.07

	5
	VLRLRTALG
	348
	2.4000
	27.91

	6
	MAILRALVH
	311
	2.0800
	24.19

	7
	IRGTSVLVD
	292
	2.0000
	23.26

	8
	YRLAVDSRH
	369
	1.9800
	23.02

	9
	LLGSCTFKA
	277
	1.9000
	22.09

	10
	VLVDDSVKP
	297
	1.6800
	19.53

	11
	LAALRTDVH
	229
	1.4800
	17.21

	12
	LRVLPGDGS
	331
	1.4000
	16.28

	13
	IVATVVKRG
	360
	1.4000
	16.28

	14
	LRFAGAQVV
	165
	1.3000
	15.12

	15
	LRTDVHAMC
	232
	1.2000
	13.95

	16
	YLLESGVSR
	133
	1.0800
	12.56

	17
	VVPIRVYRW
	172
	0.9000
	10.47

	18
	FAGAQVVPI
	167
	0.8800
	10.23

	19
	LPGDGSDTH
	334
	0.8800
	10.23

	20
	LESLSSARI
	92
	0.8000
	9.30

	21
	LVDDSVKPL
	298
	0.8000
	9.30

	22
	VKPLSPSGM
	303
	0.6000
	6.98

	23
	VSRTRIAVQ
	139
	0.5000
	5.81

	24
	FDHLVTGIA
	189
	0.3000
	3.49

	25
	LPLLGSCTF
	275
	0.3000
	3.49

	26
	ILRALVHRP
	313
	0.3000
	3.49

	27
	LIADPPDIL
	59
	0.2000
	2.33

	28
	FTSAPAAAA
	206
	0.2000
	2.33

	29
	ILVAHTGIG
	66
	0.1000
	1.16

	30
	VFDHLVTGI
	188
	0.1000
	1.16

	31
	LDIEDQLLA
	222
	-0.1000
	0

	32
	VTFTSAPAA
	204
	-0.2000
	0

	33
	LVAHTGIGF
	67
	-0.2200
	0

	34
	VHAMCVGPV
	236
	-0.4000
	0

	35
	MRLGALARH
	262
	-0.4200
	0


	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
	VQLHGAADS
	146
	4.1000
	42.71

	2
	LVTGIARRQ
	192
	3.6000
	37.50

	3
	LRLRTALGD
	349
	3.5000
	36.46

	4
	LRFAGAQVV
	165
	3.4000
	35.42

	5
	VVKRGYRLA
	364
	3.3000
	34.38

	6
	VVPIRVYRW
	172
	3.2800
	34.17

	7
	YRIAVTSAR
	11
	3.2000
	33.33

	8
	IEIRGTSVL
	290
	3.1000
	32.29

	9
	LLGSCTFKA
	277
	2.6000
	27.08

	10
	LIRKGVPTS
	249
	2.5000
	26.04

	11
	IGFRGWLAA
	73
	2.3000
	23.96

	12
	VYRWKPAPL
	177
	2.2000
	22.92

	13
	VVSRGDLLR
	324
	2.2000
	22.92

	14
	IRGTSVLVD
	292
	2.1000
	21.88

	15
	VLRLRTALG
	348
	2.0000
	20.83

	16
	MAILRALVH
	311
	1.9800
	20.62

	17
	VPIRVYRWK
	173
	1.9000
	19.79

	18
	VGPVTSRPL
	241
	1.8000
	18.75

	19
	ILRALVHRP
	313
	1.8000
	18.75

	20
	IAVTSARRA
	13
	1.7000
	17.71

	21
	IRKGVPTSA
	250
	1.6000
	16.67

	22
	IVATVVKRG
	360
	1.5000
	15.62

	23
	MRLGALARH
	262
	1.4800
	15.42

	24
	VFDHLVTGI
	188
	1.4000
	14.58

	25
	LRRQGAEVC
	28
	1.3000
	13.54

	26
	LVAHTGIGF
	67
	1.3000
	13.54

	27
	FRGWLAAAE
	75
	1.3000
	13.54

	28
	LESGVSRTR
	135
	1.3000
	13.54

	29
	IRVYRWKPA
	175
	1.3000
	13.54

	30
	IISRGPKAT
	100
	1.1000
	11.46

	31
	LRAAGLREE
	111
	1.1000
	11.46

	32
	LRALVHRPG
	314
	0.9000
	9.38

	33
	YRLAVDSRH
	369
	0.7800
	8.12

	34
	LLRRQGAEV
	27
	0.5000
	5.21

	35
	LESLSSARI
	92
	0.4000
	4.17

	36
	VCSAPAIKM
	35
	0.3000
	3.12

	37
	ILVAHTGIG
	66
	0.3000
	3.12

	38
	VSRTRIAVQ
	139
	0.3000
	3.12


	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
	YRIAVTSAR
	11
	4.1000
	46.59

	2
	VLRLRTALG
	348
	3.6000
	40.91

	3
	VVPIRVYRW
	172
	3.2000
	36.36

	4
	MAILRALVH
	311
	2.8800
	32.73

	5
	VKPLSPSGM
	303
	2.5000
	28.41

	6
	LLGSCTFKA
	277
	2.3500
	26.70

	7
	LRRQGAEVC
	28
	2.2000
	25.00

	8
	LRFAGAQVV
	165
	2.1000
	23.86

	9
	LESLSSARI
	92
	2.0000
	22.73

	10
	VQLHGAADS
	146
	1.9000
	21.59

	11
	LAALRTDVH
	229
	1.7800
	20.23

	12
	LRVLPGDGS
	331
	1.7000
	19.32

	13
	YRLAVDSRH
	369
	1.6800
	19.09

	14
	VHAMCVGPV
	236
	1.6000
	18.18

	15
	LPLLGSCTF
	275
	1.5000
	17.05

	16
	ILVAHTGIG
	66
	1.2000
	13.64

	17
	IRGTSVLVD
	292
	1.0000
	11.36

	18
	LIRKGVPTS
	249
	0.9000
	10.23

	19
	ILRALVHRP
	313
	0.9000
	10.23

	20
	LREEWSPDS
	116
	0.6000
	6.82

	21
	LGGLRFAGA
	162
	0.6000
	6.82

	22
	IEIRGTSVL
	290
	0.6000
	6.82

	23
	VYRWKPAPL
	177
	0.5500
	6.25

	24
	VGPVTSRPL
	241
	0.4000
	4.55

	25
	IRKGVPTSA
	250
	0.2000
	2.27

	26
	VSRTRIAVQ
	139
	-0.1000
	0

	27
	LRALVHRPG
	314
	-0.1000
	0

	28
	VCSAPAIKM
	35
	-0.1200
	0

	29
	IKMIALPDD
	41
	-0.2000
	0

	30
	IVATVVKRG
	360
	-0.2000
	0

	31
	MRLGALARH
	262
	-0.2200
	0

	32
	FAGAQVVPI
	167
	-0.3000
	0

	33
	LRTDVHAMC
	232
	-0.3000
	0


	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
	YRIAVTSAR
	11
	5.1000
	54.26

	2
	VLRLRTALG
	348
	3.9000
	41.49

	3
	YRLAVDSRH
	369
	3.9000
	41.49

	4
	FRGWLAAAE
	75
	3.6500
	38.83

	5
	VVPIRVYRW
	172
	3.1000
	32.98

	6
	MAILRALVH
	311
	3.1000
	32.98

	7
	IRGTSVLVD
	292
	2.7000
	28.72

	8
	VKPLSPSGM
	303
	2.6000
	27.66

	9
	LAALRTDVH
	229
	2.0000
	21.28

	10
	IKMIALPDD
	41
	1.5000
	15.96

	11
	ILVAHTGIG
	66
	1.5000
	15.96

	12
	LRFAGAQVV
	165
	1.4000
	14.89

	13
	LPLLGSCTF
	275
	1.4000
	14.89

	14
	LLGSCTFKA
	277
	1.3500
	14.36

	15
	LRRQGAEVC
	28
	1.2000
	12.77

	16
	LESLSSARI
	92
	1.2000
	12.77

	17
	LRLRTALGD
	349
	1.1000
	11.70

	18
	VQLHGAADS
	146
	0.9000
	9.57

	19
	FAGAQVVPI
	167
	0.9000
	9.57

	20
	VHAMCVGPV
	236
	0.9000
	9.57

	21
	FKAAGHVIE
	283
	0.9000
	9.57

	22
	WGLANELLE
	85
	0.7000
	7.45

	23
	LRVLPGDGS
	331
	0.7000
	7.45

	24
	FDHLVTGIA
	189
	0.6000
	6.38

	25
	IEIRGTSVL
	290
	0.6000
	6.38

	26
	VYRWKPAPL
	177
	0.5500
	5.85

	27
	LRAAGLREE
	111
	0.5000
	5.32

	28
	LHGAADSWD
	148
	0.4000
	4.26

	29
	VGPVTSRPL
	241
	0.4000
	4.26

	30
	ILRALVHRP
	313
	0.3000
	3.19

	31
	LLRVLPGDG
	330
	0.3000
	3.19

	32
	FTSAPAAAA
	206
	0.2000
	2.13

	33
	LRALVHRPG
	314
	0.2000
	2.13

	34
	MIALPDDDE
	43
	0.1000
	1.06

	35
	IVATVVKRG
	360
	0.1000
	1.06


	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
	YRIAVTSAR
	11
	5.1000
	57.95

	2
	YRLAVDSRH
	369
	2.6800
	30.45

	3
	VLRLRTALG
	348
	2.6000
	29.55

	4
	VVPIRVYRW
	172
	2.2000
	25.00

	5
	MAILRALVH
	311
	1.8800
	21.36

	6
	VKPLSPSGM
	303
	1.5000
	17.05

	7
	LLGSCTFKA
	277
	1.3500
	15.34

	8
	LRRQGAEVC
	28
	1.2000
	13.64

	9
	LRFAGAQVV
	165
	1.1000
	12.50

	10
	LESLSSARI
	92
	1.0000
	11.36

	11
	VQLHGAADS
	146
	0.9000
	10.23

	12
	LAALRTDVH
	229
	0.7800
	8.86

	13
	FAGAQVVPI
	167
	0.7000
	7.95

	14
	LRVLPGDGS
	331
	0.7000
	7.95

	15
	FRGWLAAAE
	75
	0.6500
	7.39

	16
	FDHLVTGIA
	189
	0.6000
	6.82

	17
	VHAMCVGPV
	236
	0.6000
	6.82

	18
	LPLLGSCTF
	275
	0.5000
	5.68

	19
	ILVAHTGIG
	66
	0.2000
	2.27

	20
	FTSAPAAAA
	206
	0.2000
	2.27

	21
	LIRKGVPTS
	249
	-0.1000
	0

	22
	ILRALVHRP
	313
	-0.1000
	0

	23
	LREEWSPDS
	116
	-0.4000
	0

	24
	LGGLRFAGA
	162
	-0.4000
	0

	25
	IEIRGTSVL
	290
	-0.4000
	0

	26
	VYRWKPAPL
	177
	-0.4500
	0

	27
	VGPVTSRPL
	241
	-0.6000
	0

	28
	IRKGVPTSA
	250
	-0.8000
	0

	29
	MAQAHSAPL
	0
	-1.0000
	0

	30
	IRVYRWKPA
	175
	-1.0000
	0

	31
	VLVDDSVKP
	297
	-1.0000
	0

	32
	LLRVLPGDG
	330
	-1.0000
	0

	33
	VSRTRIAVQ
	139
	-1.1000
	0

	34
	LRALVHRPG
	314
	-1.1000
	0

	35
	VCSAPAIKM
	35
	-1.1200
	0

	36
	IKMIALPDD
	41
	-1.2000
	0


	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
	VLRLRTALG
	348
	4.9000
	52.13

	2
	YRIAVTSAR
	11
	4.1000
	43.62

	3
	VVPIRVYRW
	172
	4.1000
	43.62

	4
	MAILRALVH
	311
	4.1000
	43.62

	5
	IRGTSVLVD
	292
	3.7000
	39.36

	6
	VKPLSPSGM
	303
	3.6000
	38.30

	7
	LAALRTDVH
	229
	3.0000
	31.91

	8
	YRLAVDSRH
	369
	2.9000
	30.85

	9
	FRGWLAAAE
	75
	2.6500
	28.19

	10
	IKMIALPDD
	41
	2.5000
	26.60

	11
	ILVAHTGIG
	66
	2.5000
	26.60

	12
	LRFAGAQVV
	165
	2.4000
	25.53

	13
	LPLLGSCTF
	275
	2.4000
	25.53

	14
	LLGSCTFKA
	277
	2.3500
	25.00

	15
	LRRQGAEVC
	28
	2.2000
	23.40

	16
	LESLSSARI
	92
	2.2000
	23.40

	17
	LRLRTALGD
	349
	2.1000
	22.34

	18
	VQLHGAADS
	146
	1.9000
	20.21

	19
	VHAMCVGPV
	236
	1.9000
	20.21

	20
	LRVLPGDGS
	331
	1.7000
	18.09

	21
	IEIRGTSVL
	290
	1.6000
	17.02

	22
	VYRWKPAPL
	177
	1.5500
	16.49

	23
	LRAAGLREE
	111
	1.5000
	15.96

	24
	LHGAADSWD
	148
	1.4000
	14.89

	25
	VGPVTSRPL
	241
	1.4000
	14.89

	26
	ILRALVHRP
	313
	1.3000
	13.83

	27
	LLRVLPGDG
	330
	1.3000
	13.83

	28
	LRALVHRPG
	314
	1.2000
	12.77

	29
	MIALPDDDE
	43
	1.1000
	11.70

	30
	IVATVVKRG
	360
	1.1000
	11.70

	31
	MAQAHSAPL
	0
	1.0000
	10.64

	32
	MRLGALARH
	262
	1.0000
	10.64

	33
	VCSAPAIKM
	35
	0.9800
	10.43

	34
	LIRKGVPTS
	249
	0.9000
	9.57

	35
	VSRTRIAVQ
	139
	0.7000
	7.45

	36
	LREEWSPDS
	116
	0.6000
	6.38

	37
	LGGLRFAGA
	162
	0.6000
	6.38

	38
	VLVDDSVKP
	297
	0.4000
	4.26


	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
	YRIAVTSAR
	11
	5.9000
	65.56

	2
	VLRLRTALG
	348
	3.8000
	42.22

	3
	VQLHGAADS
	146
	3.4000
	37.78

	4
	IRGTSVLVD
	292
	3.1000
	34.44

	5
	LRRQGAEVC
	28
	2.9000
	32.22

	6
	LREEWSPDS
	116
	2.9000
	32.22

	7
	IVATVVKRG
	360
	2.8000
	31.11

	8
	VLVDDSVKP
	297
	2.6800
	29.78

	9
	YLLESGVSR
	133
	2.5800
	28.67

	10
	LRFAGAQVV
	165
	2.3000
	25.56

	11
	LPLLGSCTF
	275
	2.2000
	24.44

	12
	VKPLSPSGM
	303
	2.1000
	23.33

	13
	LLGSCTFKA
	277
	1.9000
	21.11

	14
	LRVLPGDGS
	331
	1.8000
	20.00

	15
	FAGAQVVPI
	167
	1.7800
	19.78

	16
	LVDDSVKPL
	298
	1.7600
	19.56

	17
	LESLSSARI
	92
	1.7000
	18.89

	18
	LVAHTGIGF
	67
	1.6800
	18.67

	19
	ILVAHTGIG
	66
	1.5000
	16.67

	20
	MAILRALVH
	311
	1.5000
	16.67

	21
	YRLAVDSRH
	369
	1.4000
	15.56

	22
	ILRALVHRP
	313
	1.3000
	14.44

	23
	LRTDVHAMC
	232
	1.2000
	13.33

	24
	LIADPPDIL
	59
	1.1600
	12.89

	25
	VFDHLVTGI
	188
	1.0000
	11.11

	26
	LARHIAEEL
	267
	0.9600
	10.67

	27
	FRGWLAAAE
	75
	0.9000
	10.00

	28
	LLESLSSAR
	91
	0.9000
	10.00

	29
	VVPIRVYRW
	172
	0.9000
	10.00

	30
	LAALRTDVH
	229
	0.9000
	10.00

	31
	VHAMCVGPV
	236
	0.6000
	6.67

	32
	VPTSAPERM
	254
	0.6000
	6.67

	33
	LIRKGVPTS
	249
	0.4000
	4.44

	34
	IAEELPLLG
	271
	0.4000
	4.44

	35
	LRLRTALGD
	349
	0.4000
	4.44

	36
	VCSAPAIKM
	35
	0.3800
	4.22

	37
	IEIRGTSVL
	290
	0.3600
	4.00

	38
	FDHLVTGIA
	189
	0.3000
	3.33


	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
	YRIAVTSAR
	11
	4.1000
	46.59

	2
	VLRLRTALG
	348
	3.6000
	40.91

	3
	VVPIRVYRW
	172
	3.2000
	36.36

	4
	MAILRALVH
	311
	2.8800
	32.73

	5
	VKPLSPSGM
	303
	2.5000
	28.41

	6
	LLGSCTFKA
	277
	2.3500
	26.70

	7
	LRRQGAEVC
	28
	2.2000
	25.00

	8
	LRFAGAQVV
	165
	2.1000
	23.86

	9
	LESLSSARI
	92
	2.0000
	22.73

	10
	VQLHGAADS
	146
	1.9000
	21.59

	11
	LAALRTDVH
	229
	1.7800
	20.23

	12
	LRVLPGDGS
	331
	1.7000
	19.32

	13
	YRLAVDSRH
	369
	1.6800
	19.09

	14
	VHAMCVGPV
	236
	1.6000
	18.18

	15
	LPLLGSCTF
	275
	1.5000
	17.05

	16
	ILVAHTGIG
	66
	1.2000
	13.64

	17
	IRGTSVLVD
	292
	1.0000
	11.36

	18
	LIRKGVPTS
	249
	0.9000
	10.23

	19
	ILRALVHRP
	313
	0.9000
	10.23

	20
	LREEWSPDS
	116
	0.6000
	6.82

	21
	LGGLRFAGA
	162
	0.6000
	6.82

	22
	IEIRGTSVL
	290
	0.6000
	6.82

	23
	VYRWKPAPL
	177
	0.5500
	6.25

	24
	VGPVTSRPL
	241
	0.4000
	4.55

	25
	IRKGVPTSA
	250
	0.2000
	2.27

	26
	VSRTRIAVQ
	139
	-0.1000
	0

	27
	LRALVHRPG
	314
	-0.1000
	0

	28
	VCSAPAIKM
	35
	-0.1200
	0

	29
	IKMIALPDD
	41
	-0.2000
	0

	30
	IVATVVKRG
	360
	-0.2000
	0

	31
	MRLGALARH
	262
	-0.2200
	0

	32
	FAGAQVVPI
	167
	-0.3000
	0

	33
	LRTDVHAMC
	232
	-0.3000
	0


	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
	YRIAVTSAR
	11
	4.4000
	51.16

	2
	VQLHGAADS
	146
	3.0000
	34.88

	3
	LRRQGAEVC
	28
	2.9000
	33.72

	4
	LREEWSPDS
	116
	2.5000
	29.07

	5
	VLRLRTALG
	348
	2.4000
	27.91

	6
	MAILRALVH
	311
	2.0800
	24.19

	7
	IRGTSVLVD
	292
	2.0000
	23.26

	8
	YRLAVDSRH
	369
	1.9800
	23.02

	9
	LLGSCTFKA
	277
	1.9000
	22.09

	10
	VLVDDSVKP
	297
	1.6800
	19.53

	11
	LAALRTDVH
	229
	1.4800
	17.21

	12
	LRVLPGDGS
	331
	1.4000
	16.28

	13
	IVATVVKRG
	360
	1.4000
	16.28

	14
	LRFAGAQVV
	165
	1.3000
	15.12

	15
	LRTDVHAMC
	232
	1.2000
	13.95

	16
	YLLESGVSR
	133
	1.0800
	12.56

	17
	VVPIRVYRW
	172
	0.9000
	10.47

	18
	FAGAQVVPI
	167
	0.8800
	10.23

	19
	LPGDGSDTH
	334
	0.8800
	10.23

	20
	LESLSSARI
	92
	0.8000
	9.30

	21
	LVDDSVKPL
	298
	0.8000
	9.30

	22
	VKPLSPSGM
	303
	0.6000
	6.98

	23
	VSRTRIAVQ
	139
	0.5000
	5.81

	24
	FDHLVTGIA
	189
	0.3000
	3.49

	25
	LPLLGSCTF
	275
	0.3000
	3.49

	26
	ILRALVHRP
	313
	0.3000
	3.49

	27
	LIADPPDIL
	59
	0.2000
	2.33

	28
	FTSAPAAAA
	206
	0.2000
	2.33

	29
	ILVAHTGIG
	66
	0.1000
	1.16

	30
	VFDHLVTGI
	188
	0.1000
	1.16

	31
	LDIEDQLLA
	222
	-0.1000
	0

	32
	VTFTSAPAA
	204
	-0.2000
	0

	33
	LVAHTGIGF
	67
	-0.2200
	0

	34
	VHAMCVGPV
	236
	-0.4000
	0

	35
	MRLGALARH
	262
	-0.4200
	0


	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
	VGPVTSRPL
	241
	5.4000
	46.55

	2
	FAGAQVVPI
	167
	5.3000
	45.69

	3
	LVAHTGIGF
	67
	5.1000
	43.97

	4
	LRFAGAQVV
	165
	5.1000
	43.97

	5
	VVPIRVYRW
	172
	5.1000
	43.97

	6
	LERSRELDI
	216
	4.4000
	37.93

	7
	LARHIAEEL
	267
	4.1000
	35.34

	8
	IRGTSVLVD
	292
	3.9000
	33.62

	9
	LLGSCTFKA
	277
	3.7200
	32.07

	10
	VCSAPAIKM
	35
	3.6000
	31.03

	11
	YRIAVTSAR
	11
	3.2200
	27.76

	12
	IEIRGTSVL
	290
	3.2200
	27.76

	13
	LAAAEGWGL
	79
	3.2000
	27.59

	14
	LSPSGMAIL
	306
	3.1000
	26.72

	15
	MAQAHSAPL
	0
	3.0000
	25.86

	16
	VFDHLVTGI
	188
	3.0000
	25.86

	17
	VKRGYRLAV
	365
	2.8000
	24.14

	18
	LESLSSARI
	92
	2.5000
	21.55

	19
	WKPAPLGGV
	180
	2.5000
	21.55

	20
	IVATVVKRG
	360
	2.5000
	21.55

	21
	VYRWKPAPL
	177
	2.4000
	20.69

	22
	VPTSAPERM
	254
	2.4000
	20.69

	23
	VIEIRGTSV
	289
	2.3000
	19.83

	24
	LVDDSVKPL
	298
	2.2000
	18.97

	25
	LRLRTALGD
	349
	2.1000
	18.10

	26
	VTGIARRQF
	193
	2.0000
	17.24

	27
	LLAALRTDV
	228
	1.8000
	15.52

	28
	MAILRALVH
	311
	1.7000
	14.66

	29
	IAVTSARRA
	13
	1.6000
	13.79

	30
	FKAAGHVIE
	283
	1.6000
	13.79

	31
	LVHRPGGVV
	317
	1.6000
	13.79

	32
	VSRGDLLRV
	325
	1.6000
	13.79

	33
	LANELLESL
	87
	1.5000
	12.93

	34
	VHAMCVGPV
	236
	1.5000
	12.93

	35
	VKPLSPSGM
	303
	1.5000
	12.93

	36
	LPLLGSCTF
	275
	1.4000
	12.07

	37
	LRRQGAEVC
	28
	1.3000
	11.21

	38
	LLESGVSRT
	134
	1.2000
	10.34


	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
	VGPVTSRPL
	241
	5.4000
	46.55

	2
	FAGAQVVPI
	167
	5.3000
	45.69

	3
	LVAHTGIGF
	67
	5.1000
	43.97

	4
	LRFAGAQVV
	165
	5.1000
	43.97

	5
	VVPIRVYRW
	172
	5.1000
	43.97

	6
	LERSRELDI
	216
	4.4000
	37.93

	7
	LARHIAEEL
	267
	4.1000
	35.34

	8
	IRGTSVLVD
	292
	3.9000
	33.62

	9
	LLGSCTFKA
	277
	3.7200
	32.07

	10
	VCSAPAIKM
	35
	3.6000
	31.03

	11
	YRIAVTSAR
	11
	3.2200
	27.76

	12
	IEIRGTSVL
	290
	3.2200
	27.76

	13
	LAAAEGWGL
	79
	3.2000
	27.59

	14
	LSPSGMAIL
	306
	3.1000
	26.72

	15
	MAQAHSAPL
	0
	3.0000
	25.86

	16
	VFDHLVTGI
	188
	3.0000
	25.86

	17
	VKRGYRLAV
	365
	2.8000
	24.14

	18
	LESLSSARI
	92
	2.5000
	21.55

	19
	WKPAPLGGV
	180
	2.5000
	21.55

	20
	IVATVVKRG
	360
	2.5000
	21.55

	21
	VYRWKPAPL
	177
	2.4000
	20.69

	22
	VPTSAPERM
	254
	2.4000
	20.69

	23
	VIEIRGTSV
	289
	2.3000
	19.83

	24
	LVDDSVKPL
	298
	2.2000
	18.97

	25
	LRLRTALGD
	349
	2.1000
	18.10

	26
	VTGIARRQF
	193
	2.0000
	17.24

	27
	LLAALRTDV
	228
	1.8000
	15.52

	28
	MAILRALVH
	311
	1.7000
	14.66

	29
	IAVTSARRA
	13
	1.6000
	13.79

	30
	FKAAGHVIE
	283
	1.6000
	13.79

	31
	LVHRPGGVV
	317
	1.6000
	13.79

	32
	VSRGDLLRV
	325
	1.6000
	13.79

	33
	LANELLESL
	87
	1.5000
	12.93

	34
	VHAMCVGPV
	236
	1.5000
	12.93

	35
	VKPLSPSGM
	303
	1.5000
	12.93

	36
	LPLLGSCTF
	275
	1.4000
	12.07

	37
	LRRQGAEVC
	28
	1.3000
	11.21

	38
	LLESGVSRT
	134
	1.2000
	10.34


	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
	LRLRTALGD
	349
	5.2000
	60.47

	2
	LIRKGVPTS
	249
	3.8000
	44.19

	3
	FRGWLAAAE
	75
	3.7000
	43.02

	4
	YRWKPAPLG
	178
	3.6000
	41.86

	5
	MRLGALARH
	262
	2.7000
	31.40

	6
	VLRLRTALG
	348
	2.5000
	29.07

	7
	IEIRGTSVL
	290
	2.4000
	27.91

	8
	IRGTSVLVD
	292
	2.3000
	26.74

	9
	YRIAVTSAR
	11
	2.2000
	25.58

	10
	MAILRALVH
	311
	2.2000
	25.58

	11
	LRAAGLREE
	111
	2.1000
	24.42

	12
	IISRGPKAT
	100
	2.0000
	23.26

	13
	LVHRPGGVV
	317
	2.0000
	23.26

	14
	LLRRQGAEV
	27
	1.9000
	22.09

	15
	LTGYRIAVT
	8
	1.8000
	20.93

	16
	IKMIALPDD
	41
	1.8000
	20.93

	17
	VVPIRVYRW
	172
	1.7000
	19.77

	18
	IRVYRWKPA
	175
	1.7000
	19.77

	19
	VTSARRAEE
	15
	1.5000
	17.44

	20
	VHAMCVGPV
	236
	1.5000
	17.44

	21
	LRALVHRPG
	314
	1.5000
	17.44

	22
	VVKRGYRLA
	364
	1.4000
	16.28

	23
	LLRVLPGDG
	330
	1.3000
	15.12

	24
	FKAAGHVIE
	283
	1.2000
	13.95

	25
	ILVAHTGIG
	66
	1.1000
	12.79

	26
	WGLANELLE
	85
	1.1000
	12.79

	27
	VYRWKPAPL
	177
	1.1000
	12.79

	28
	VKPLSPSGM
	303
	1.0000
	11.63

	29
	IGFRGWLAA
	73
	0.9000
	10.47

	30
	VQLHGAADS
	146
	0.9000
	10.47

	31
	LVTGIARRQ
	192
	0.8000
	9.30

	32
	IVATVVKRG
	360
	0.8000
	9.30

	33
	YRLAVDSRH
	369
	0.8000
	9.30

	34
	WKPAPLGGV
	180
	0.7000
	8.14

	35
	VLERSRELD
	215
	0.7000
	8.14

	36
	FLGGLRFAG
	161
	0.6000
	6.98

	37
	LCALLRRQG
	24
	0.4000
	4.65

	38
	VSRTRIAVQ
	139
	0.4000
	4.65


	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
	LIRKGVPTS
	249
	3.8000
	47.50

	2
	LRLRTALGD
	349
	2.5000
	31.25

	3
	YRWKPAPLG
	178
	2.3000
	28.75

	4
	YRIAVTSAR
	11
	2.2000
	27.50

	5
	IRVYRWKPA
	175
	1.7000
	21.25

	6
	LVHRPGGVV
	317
	1.7000
	21.25

	7
	LLRRQGAEV
	27
	1.6000
	20.00

	8
	MRLGALARH
	262
	1.4800
	18.50

	9
	IEIRGTSVL
	290
	1.4000
	17.50

	10
	VVKRGYRLA
	364
	1.4000
	17.50

	11
	VHAMCVGPV
	236
	1.2000
	15.00

	12
	VLRLRTALG
	348
	1.2000
	15.00

	13
	IISRGPKAT
	100
	1.1000
	13.75

	14
	MAILRALVH
	311
	0.9800
	12.25

	15
	LTGYRIAVT
	8
	0.9000
	11.25

	16
	IGFRGWLAA
	73
	0.9000
	11.25

	17
	VQLHGAADS
	146
	0.9000
	11.25

	18
	VVPIRVYRW
	172
	0.8000
	10.00

	19
	FRGWLAAAE
	75
	0.7000
	8.75

	20
	VTSRPLIRK
	244
	0.6000
	7.50

	21
	WKPAPLGGV
	180
	0.4000
	5.00

	22
	LGALARHIA
	264
	0.3000
	3.75

	23
	FTSAPAAAA
	206
	0.2000
	2.50

	24
	LRALVHRPG
	314
	0.2000
	2.50

	25
	LRFAGAQVV
	165
	0.1000
	1.25

	26
	VYRWKPAPL
	177
	0.1000
	1.25

	27
	LRTDVHAMC
	232
	0.1000
	1.25

	28
	FDHLVTGIA
	189
	-0.1000
	0

	29
	VKPLSPSGM
	303
	-0.1000
	0

	30
	VVSRGDLLR
	324
	-0.1000
	0

	31
	ILVAHTGIG
	66
	-0.2000
	0

	32
	VKRGYRLAV
	365
	-0.2000
	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
	LIRKGVPTS
	249
	4.8000
	60.00

	2
	LRLRTALGD
	349
	3.5000
	43.75

	3
	IRVYRWKPA
	175
	2.7000
	33.75

	4
	LVHRPGGVV
	317
	2.7000
	33.75

	5
	LLRRQGAEV
	27
	2.6000
	32.50

	6
	MRLGALARH
	262
	2.4800
	31.00

	7
	IEIRGTSVL
	290
	2.4000
	30.00

	8
	VVKRGYRLA
	364
	2.4000
	30.00

	9
	VHAMCVGPV
	236
	2.2000
	27.50

	10
	VLRLRTALG
	348
	2.2000
	27.50

	11
	IISRGPKAT
	100
	2.1000
	26.25

	12
	MAILRALVH
	311
	1.9800
	24.75

	13
	LTGYRIAVT
	8
	1.9000
	23.75

	14
	IGFRGWLAA
	73
	1.9000
	23.75

	15
	VQLHGAADS
	146
	1.9000
	23.75

	16
	VVPIRVYRW
	172
	1.8000
	22.50

	17
	VTSRPLIRK
	244
	1.6000
	20.00

	18
	YRWKPAPLG
	178
	1.3000
	16.25

	19
	LGALARHIA
	264
	1.3000
	16.25

	20
	YRIAVTSAR
	11
	1.2000
	15.00

	21
	LRALVHRPG
	314
	1.2000
	15.00

	22
	LRFAGAQVV
	165
	1.1000
	13.75

	23
	VYRWKPAPL
	177
	1.1000
	13.75

	24
	LRTDVHAMC
	232
	1.1000
	13.75

	25
	VPIRVYRWK
	173
	1.0000
	12.50

	26
	LVTGIARRQ
	192
	1.0000
	12.50

	27
	LLRVLPGDG
	330
	1.0000
	12.50

	28
	LRVLPGDGS
	331
	1.0000
	12.50

	29
	VKPLSPSGM
	303
	0.9000
	11.25

	30
	VVSRGDLLR
	324
	0.9000
	11.25

	31
	ILVAHTGIG
	66
	0.8000
	10.00

	32
	VKRGYRLAV
	365
	0.8000
	10.00

	33
	ILRALVHRP
	313
	0.7000
	8.75

	34
	LESLSSARI
	92
	0.6000
	7.50

	35
	VSRTRIAVQ
	139
	0.6000
	7.50

	36
	IRGTSVLVD
	292
	0.6000
	7.50

	37
	IVATVVKRG
	360
	0.5000
	6.25

	38
	LCALLRRQG
	24
	0.1000
	1.25


	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
	LRLRTALGD
	349
	6.2000
	72.09

	2
	LIRKGVPTS
	249
	4.8000
	55.81

	3
	MRLGALARH
	262
	3.7000
	43.02

	4
	VLRLRTALG
	348
	3.5000
	40.70

	5
	IEIRGTSVL
	290
	3.4000
	39.53

	6
	IRGTSVLVD
	292
	3.3000
	38.37

	7
	MAILRALVH
	311
	3.2000
	37.21

	8
	LRAAGLREE
	111
	3.1000
	36.05

	9
	IISRGPKAT
	100
	3.0000
	34.88

	10
	LVHRPGGVV
	317
	3.0000
	34.88

	11
	LLRRQGAEV
	27
	2.9000
	33.72

	12
	LTGYRIAVT
	8
	2.8000
	32.56

	13
	IKMIALPDD
	41
	2.8000
	32.56

	14
	FRGWLAAAE
	75
	2.7000
	31.40

	15
	VVPIRVYRW
	172
	2.7000
	31.40

	16
	IRVYRWKPA
	175
	2.7000
	31.40

	17
	YRWKPAPLG
	178
	2.6000
	30.23

	18
	VTSARRAEE
	15
	2.5000
	29.07

	19
	VHAMCVGPV
	236
	2.5000
	29.07

	20
	LRALVHRPG
	314
	2.5000
	29.07

	21
	VVKRGYRLA
	364
	2.4000
	27.91

	22
	LLRVLPGDG
	330
	2.3000
	26.74

	23
	ILVAHTGIG
	66
	2.1000
	24.42

	24
	VYRWKPAPL
	177
	2.1000
	24.42

	25
	VKPLSPSGM
	303
	2.0000
	23.26

	26
	IGFRGWLAA
	73
	1.9000
	22.09

	27
	VQLHGAADS
	146
	1.9000
	22.09

	28
	LVTGIARRQ
	192
	1.8000
	20.93

	29
	IVATVVKRG
	360
	1.8000
	20.93

	30
	VLERSRELD
	215
	1.7000
	19.77

	31
	LCALLRRQG
	24
	1.4000
	16.28

	32
	VSRTRIAVQ
	139
	1.4000
	16.28

	33
	LRFAGAQVV
	165
	1.4000
	16.28

	34
	LGALARHIA
	264
	1.3000
	15.12

	35
	YRIAVTSAR
	11
	1.2000
	13.95

	36
	LRTDVHAMC
	232
	1.1000
	12.79

	37
	ILRALVHRP
	313
	1.1000
	12.79

	38
	VATVVKRGY
	361
	1.1000
	12.79


	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
	YRIAVTSAR
	11
	4.0000
	45.98

	2
	LIRKGVPTS
	249
	4.0000
	45.98

	3
	IEIRGTSVL
	290
	3.2000
	36.78

	4
	LRLRTALGD
	349
	3.1000
	35.63

	5
	YRWKPAPLG
	178
	2.5000
	28.74

	6
	VVPIRVYRW
	172
	1.7000
	19.54

	7
	VKPLSPSGM
	303
	1.7000
	19.54

	8
	LLRRQGAEV
	27
	1.6000
	18.39

	9
	MAILRALVH
	311
	1.5800
	18.16

	10
	IGFRGWLAA
	73
	1.5000
	17.24

	11
	VTSRPLIRK
	244
	1.4800
	17.01

	12
	MRLGALARH
	262
	1.4800
	17.01

	13
	YRLAVDSRH
	369
	1.3800
	15.86

	14
	IRVYRWKPA
	175
	1.2000
	13.79

	15
	LRVLPGDGS
	331
	1.2000
	13.79

	16
	VLRLRTALG
	348
	1.2000
	13.79

	17
	LRFAGAQVV
	165
	1.1000
	12.64

	18
	IRKGVPTSA
	250
	1.1000
	12.64

	19
	VVKRGYRLA
	364
	1.1000
	12.64

	20
	FAGAQVVPI
	167
	1.0000
	11.49

	21
	LVHRPGGVV
	317
	1.0000
	11.49

	22
	LTGYRIAVT
	8
	0.9000
	10.34

	23
	VQLHGAADS
	146
	0.9000
	10.34

	24
	LGALARHIA
	264
	0.8000
	9.20

	25
	FRGWLAAAE
	75
	0.7000
	8.05

	26
	LLAALRTDV
	228
	0.7000
	8.05

	27
	IISRGPKAT
	100
	0.6000
	6.90

	28
	VHAMCVGPV
	236
	0.5000
	5.75

	29
	VVSRGDLLR
	324
	0.5000
	5.75

	30
	VKRGYRLAV
	365
	0.4000
	4.60

	31
	LRRQGAEVC
	28
	0.2000
	2.30

	32
	FTSAPAAAA
	206
	0.2000
	2.30

	33
	IRGTSVLVD
	292
	0.2000
	2.30

	34
	ILRALVHRP
	313
	0.2000
	2.30

	35
	FLGGLRFAG
	161
	0.1500
	1.72

	36
	VYRWKPAPL
	177
	0.1000
	1.15

	37
	LRTDVHAMC
	232
	0.1000
	1.15


	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
	LRLRTALGD
	349
	7.0000
	69.31

	2
	LIRKGVPTS
	249
	4.9500
	49.01

	3
	YRWKPAPLG
	178
	4.7500
	47.03

	4
	IRGTSVLVD
	292
	4.1000
	40.59

	5
	MAILRALVH
	311
	4.0000
	39.60

	6
	FRGWLAAAE
	75
	3.7000
	36.63

	7
	IKMIALPDD
	41
	2.9500
	29.21

	8
	WGLANELLE
	85
	2.9000
	28.71

	9
	IGFRGWLAA
	73
	2.7000
	26.73

	10
	MRLGALARH
	262
	2.7000
	26.73

	11
	IISRGPKAT
	100
	2.6000
	25.74

	12
	VLRLRTALG
	348
	2.5000
	24.75

	13
	VVPIRVYRW
	172
	2.4000
	23.76

	14
	IEIRGTSVL
	290
	2.4000
	23.76

	15
	LRAAGLREE
	111
	2.3000
	22.77

	16
	IRVYRWKPA
	175
	2.3000
	22.77

	17
	YRIAVTSAR
	11
	2.2000
	21.78

	18
	LVHRPGGVV
	317
	2.1000
	20.79

	19
	LLRRQGAEV
	27
	1.9000
	18.81

	20
	VKRGYRLAV
	365
	1.9000
	18.81

	21
	LTGYRIAVT
	8
	1.8000
	17.82

	22
	VLERSRELD
	215
	1.8000
	17.82

	23
	FKAAGHVIE
	283
	1.7000
	16.83

	24
	LRALVHRPG
	314
	1.7000
	16.83

	25
	VVSRGDLLR
	324
	1.7000
	16.83

	26
	VHAMCVGPV
	236
	1.6000
	15.84

	27
	VVKRGYRLA
	364
	1.6000
	15.84

	28
	VTSARRAEE
	15
	1.5000
	14.85

	29
	VTSRPLIRK
	244
	1.5000
	14.85

	30
	LLRVLPGDG
	330
	1.4000
	13.86

	31
	IVATVVKRG
	360
	1.4000
	13.86

	32
	ILVAHTGIG
	66
	1.2000
	11.88

	33
	FLGGLRFAG
	161
	1.1000
	10.89

	34
	VYRWKPAPL
	177
	1.1000
	10.89

	35
	LVTGIARRQ
	192
	1.0000
	9.90

	36
	LGALARHIA
	264
	1.0000
	9.90

	37
	VKPLSPSGM
	303
	1.0000
	9.90

	38
	VQLHGAADS
	146
	0.9000
	8.91


	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
	MAILRALVH
	311
	3.1800
	38.31

	2
	YRIAVTSAR
	11
	2.2000
	26.51

	3
	LIRKGVPTS
	249
	2.1500
	25.90

	4
	VVPIRVYRW
	172
	2.1000
	25.30

	5
	IRGTSVLVD
	292
	1.8000
	21.69

	6
	VLRLRTALG
	348
	1.6000
	19.28

	7
	LGALARHIA
	264
	1.4000
	16.87

	8
	VQLHGAADS
	146
	1.3000
	15.66

	9
	LRLRTALGD
	349
	1.3000
	15.66

	10
	VHAMCVGPV
	236
	0.9000
	10.84

	11
	VKRGYRLAV
	365
	0.9000
	10.84

	12
	IKMIALPDD
	41
	0.8500
	10.24

	13
	LRALVHRPG
	314
	0.8000
	9.64

	14
	MRLGALARH
	262
	0.7800
	9.40

	15
	YRWKPAPLG
	178
	0.6500
	7.83

	16
	FRGWLAAAE
	75
	0.6000
	7.23

	17
	FAGAQVVPI
	167
	0.5000
	6.02

	18
	WKPAPLGGV
	180
	0.5000
	6.02

	19
	IVATVVKRG
	360
	0.5000
	6.02

	20
	FDHLVTGIA
	189
	0.4000
	4.82

	21
	ILRALVHRP
	313
	0.4000
	4.82

	22
	VKPLSPSGM
	303
	0.3000
	3.61

	23
	LRRQGAEVC
	28
	0.2000
	2.41

	24
	LRFAGAQVV
	165
	0.2000
	2.41

	25
	FTSAPAAAA
	206
	0.2000
	2.41

	26
	LLRVLPGDG
	330
	0.2000
	2.41

	27
	LRVLPGDGS
	331
	0.1000
	1.20

	28
	ILVAHTGIG
	66
	-0.1000
	0

	29
	WGLANELLE
	85
	-0.1000
	0

	30
	LLGSCTFKA
	277
	-0.1000
	0

	31
	LCALLRRQG
	24
	-0.3000
	0

	32
	IGFRGWLAA
	73
	-0.3000
	0

	33
	VTGIARRQF
	193
	-0.3000
	0

	34
	VCSAPAIKM
	35
	-0.4000
	0


	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
	VQLHGAADS
	146
	4.4000
	52.38

	2
	LIRKGVPTS
	249
	4.0000
	47.62

	3
	LRALVHRPG
	314
	2.7000
	32.14

	4
	LRRQGAEVC
	28
	2.5000
	29.76

	5
	MAILRALVH
	311
	2.3800
	28.33

	6
	LVTGIARRQ
	192
	2.3000
	27.38

	7
	LGALARHIA
	264
	2.2000
	26.19

	8
	LRLRTALGD
	349
	2.1000
	25.00

	9
	VVKRGYRLA
	364
	2.1000
	25.00

	10
	LLGSCTFKA
	277
	2.0000
	23.81

	11
	MRLGALARH
	262
	1.9800
	23.57

	12
	LRAAGLREE
	111
	1.9000
	22.62

	13
	LRFAGAQVV
	165
	1.9000
	22.62

	14
	ILRALVHRP
	313
	1.9000
	22.62

	15
	VLRLRTALG
	348
	1.9000
	22.62

	16
	VVPIRVYRW
	172
	1.8000
	21.43

	17
	VYRWKPAPL
	177
	1.8000
	21.43

	18
	IRVYRWKPA
	175
	1.7000
	20.24

	19
	YRIAVTSAR
	11
	1.6000
	19.05

	20
	LCALLRRQG
	24
	1.6000
	19.05

	21
	LRVLPGDGS
	331
	1.6000
	19.05

	22
	LVAHTGIGF
	67
	1.4000
	16.67

	23
	IRGTSVLVD
	292
	1.2000
	14.29

	24
	IVATVVKRG
	360
	1.2000
	14.29

	25
	VFDHLVTGI
	188
	1.0000
	11.90

	26
	VKPLSPSGM
	303
	1.0000
	11.90

	27
	VKRGYRLAV
	365
	1.0000
	11.90

	28
	IISRGPKAT
	100
	0.8000
	9.52

	29
	VTGIARRQF
	193
	0.8000
	9.52

	30
	VPIRVYRWK
	173
	0.7000
	8.33

	31
	LRTDVHAMC
	232
	0.7000
	8.33

	32
	IEIRGTSVL
	290
	0.7000
	8.33

	33
	IAVTSARRA
	13
	0.6000
	7.14

	34
	VHAMCVGPV
	236
	0.6000
	7.14

	35
	VATVVKRGY
	361
	0.6000
	7.14

	36
	LLRRQGAEV
	27
	0.5000
	5.95

	37
	IGFRGWLAA
	73
	0.5000
	5.95

	38
	VSRTRIAVQ
	139
	0.5000
	5.95


	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
	MAILRALVH
	311
	4.1800
	50.36

	2
	LIRKGVPTS
	249
	3.1500
	37.95

	3
	VVPIRVYRW
	172
	3.1000
	37.35

	4
	IRGTSVLVD
	292
	2.8000
	33.73

	5
	VLRLRTALG
	348
	2.6000
	31.33

	6
	LGALARHIA
	264
	2.4000
	28.92

	7
	VQLHGAADS
	146
	2.3000
	27.71

	8
	LRLRTALGD
	349
	2.3000
	27.71

	9
	VHAMCVGPV
	236
	1.9000
	22.89

	10
	VKRGYRLAV
	365
	1.9000
	22.89

	11
	IKMIALPDD
	41
	1.8500
	22.29

	12
	LRALVHRPG
	314
	1.8000
	21.69

	13
	MRLGALARH
	262
	1.7800
	21.45

	14
	IVATVVKRG
	360
	1.5000
	18.07

	15
	ILRALVHRP
	313
	1.4000
	16.87

	16
	VKPLSPSGM
	303
	1.3000
	15.66

	17
	YRIAVTSAR
	11
	1.2000
	14.46

	18
	LRRQGAEVC
	28
	1.2000
	14.46

	19
	LRFAGAQVV
	165
	1.2000
	14.46

	20
	LLRVLPGDG
	330
	1.2000
	14.46

	21
	LRVLPGDGS
	331
	1.1000
	13.25

	22
	LESLSSARI
	92
	1.0000
	12.05

	23
	VSRTRIAVQ
	139
	1.0000
	12.05

	24
	VYRWKPAPL
	177
	1.0000
	12.05

	25
	ILVAHTGIG
	66
	0.9000
	10.84

	26
	LLGSCTFKA
	277
	0.9000
	10.84

	27
	LCALLRRQG
	24
	0.7000
	8.43

	28
	IGFRGWLAA
	73
	0.7000
	8.43

	29
	VTGIARRQF
	193
	0.7000
	8.43

	30
	VCSAPAIKM
	35
	0.6000
	7.23

	31
	LVAHTGIGF
	67
	0.6000
	7.23

	32
	LVTGIARRQ
	192
	0.5000
	6.02

	33
	LPLLGSCTF
	275
	0.5000
	6.02

	34
	LSSARIISR
	95
	0.4000
	4.82

	35
	LGGLRFAGA
	162
	0.4000
	4.82

	36
	IRVYRWKPA
	175
	0.4000
	4.82

	37
	LRTDVHAMC
	232
	0.4000
	4.82

	38
	LRAAGLREE
	111
	0.3000
	3.61


	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
	MAILRALVH
	311
	4.1800
	50.36

	2
	LIRKGVPTS
	249
	3.1500
	37.95

	3
	VVPIRVYRW
	172
	3.1000
	37.35

	4
	IRGTSVLVD
	292
	2.8000
	33.73

	5
	VLRLRTALG
	348
	2.6000
	31.33

	6
	LGALARHIA
	264
	2.4000
	28.92

	7
	VQLHGAADS
	146
	2.3000
	27.71

	8
	LRLRTALGD
	349
	2.3000
	27.71

	9
	VHAMCVGPV
	236
	1.9000
	22.89

	10
	VKRGYRLAV
	365
	1.9000
	22.89

	11
	IKMIALPDD
	41
	1.8500
	22.29

	12
	LRALVHRPG
	314
	1.8000
	21.69

	13
	MRLGALARH
	262
	1.7800
	21.45

	14
	IVATVVKRG
	360
	1.5000
	18.07

	15
	ILRALVHRP
	313
	1.4000
	16.87

	16
	VKPLSPSGM
	303
	1.3000
	15.66

	17
	YRIAVTSAR
	11
	1.2000
	14.46

	18
	LRRQGAEVC
	28
	1.2000
	14.46

	19
	LRFAGAQVV
	165
	1.2000
	14.46

	20
	LLRVLPGDG
	330
	1.2000
	14.46

	21
	LRVLPGDGS
	331
	1.1000
	13.25

	22
	LESLSSARI
	92
	1.0000
	12.05

	23
	VSRTRIAVQ
	139
	1.0000
	12.05

	24
	VYRWKPAPL
	177
	1.0000
	12.05

	25
	ILVAHTGIG
	66
	0.9000
	10.84

	26
	LLGSCTFKA
	277
	0.9000
	10.84

	27
	LCALLRRQG
	24
	0.7000
	8.43

	28
	IGFRGWLAA
	73
	0.7000
	8.43

	29
	VTGIARRQF
	193
	0.7000
	8.43

	30
	VCSAPAIKM
	35
	0.6000
	7.23

	31
	LVAHTGIGF
	67
	0.6000
	7.23

	32
	LVTGIARRQ
	192
	0.5000
	6.02

	33
	LPLLGSCTF
	275
	0.5000
	6.02

	34
	LSSARIISR
	95
	0.4000
	4.82

	35
	LGGLRFAGA
	162
	0.4000
	4.82

	36
	IRVYRWKPA
	175
	0.4000
	4.82

	37
	LRTDVHAMC
	232
	0.4000
	4.82

	38
	LRAAGLREE
	111
	0.3000
	3.61


	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
	LRTDVHAMC
	232
	4.4000
	48.35

	2
	MRLGALARH
	262
	3.9800
	43.74

	3
	LIRKGVPTS
	249
	3.4000
	37.36

	4
	LLGSCTFKA
	277
	3.2000
	35.16

	5
	IRKGVPTSA
	250
	3.1000
	34.07

	6
	VVPIRVYRW
	172
	3.0500
	33.52

	7
	VQLHGAADS
	146
	2.9000
	31.87

	8
	VKRGYRLAV
	365
	2.8000
	30.77

	9
	LRRQGAEVC
	28
	2.7000
	29.67

	10
	VLVDDSVKP
	297
	2.6000
	28.57

	11
	YRIAVTSAR
	11
	2.5700
	28.24

	12
	LVDDSVKPL
	298
	2.4000
	26.37

	13
	LIADPPDIL
	59
	2.3000
	25.27

	14
	IKMIALPDD
	41
	2.2000
	24.18

	15
	LRFAGAQVV
	165
	2.2000
	24.18

	16
	LVTGIARRQ
	192
	2.2000
	24.18

	17
	LRVLPGDGS
	331
	2.1000
	23.08

	18
	MAILRALVH
	311
	1.7800
	19.56

	19
	VKPLSPSGM
	303
	1.5700
	17.25

	20
	VLRLRTALG
	348
	1.5000
	16.48

	21
	ILVAHTGIG
	66
	1.4000
	15.38

	22
	VHAMCVGPV
	236
	1.4000
	15.38

	23
	LPGDGSDTH
	334
	1.3800
	15.16

	24
	LREEWSPDS
	116
	1.3000
	14.29

	25
	LLRVLPGDG
	330
	1.3000
	14.29

	26
	LAVDSRHDD
	371
	1.3000
	14.29

	27
	ISRGPKATG
	101
	1.2000
	13.19

	28
	FLGGLRFAG
	161
	1.2000
	13.19

	29
	LLAALRTDV
	228
	1.2000
	13.19

	30
	MCVGPVTSR
	239
	1.1000
	12.09

	31
	IRGTSVLVD
	292
	1.1000
	12.09

	32
	LVAHTGIGF
	67
	0.8000
	8.79

	33
	VDDSVKPLS
	299
	0.8000
	8.79

	34
	ILRALVHRP
	313
	0.8000
	8.79

	35
	LGALARHIA
	264
	0.7000
	7.69

	36
	VHRPGGVVS
	318
	0.7000
	7.69

	37
	LRLRTALGD
	349
	0.7000
	7.69

	38
	VSRTRIAVQ
	139
	0.6000
	6.59


	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
	VQLHGAADS
	146
	3.4000
	40.48

	2
	LIRKGVPTS
	249
	3.0000
	35.71

	3
	YRIAVTSAR
	11
	2.6000
	30.95

	4
	LRALVHRPG
	314
	1.7000
	20.24

	5
	LRRQGAEVC
	28
	1.5000
	17.86

	6
	YRWKPAPLG
	178
	1.5000
	17.86

	7
	FRGWLAAAE
	75
	1.4000
	16.67

	8
	MAILRALVH
	311
	1.3800
	16.43

	9
	LVTGIARRQ
	192
	1.3000
	15.48

	10
	LGALARHIA
	264
	1.2000
	14.29

	11
	LRLRTALGD
	349
	1.1000
	13.10

	12
	VVKRGYRLA
	364
	1.1000
	13.10

	13
	FAGAQVVPI
	167
	1.0000
	11.90

	14
	LLGSCTFKA
	277
	1.0000
	11.90

	15
	MRLGALARH
	262
	0.9800
	11.67

	16
	LRAAGLREE
	111
	0.9000
	10.71

	17
	LRFAGAQVV
	165
	0.9000
	10.71

	18
	ILRALVHRP
	313
	0.9000
	10.71

	19
	VLRLRTALG
	348
	0.9000
	10.71

	20
	VVPIRVYRW
	172
	0.8000
	9.52

	21
	VYRWKPAPL
	177
	0.8000
	9.52

	22
	IRVYRWKPA
	175
	0.7000
	8.33

	23
	LCALLRRQG
	24
	0.6000
	7.14

	24
	LRVLPGDGS
	331
	0.6000
	7.14

	25
	LVAHTGIGF
	67
	0.4000
	4.76

	26
	FLGGLRFAG
	161
	0.3000
	3.57

	27
	FTSAPAAAA
	206
	0.2000
	2.38

	28
	IRGTSVLVD
	292
	0.2000
	2.38

	29
	IVATVVKRG
	360
	0.2000
	2.38

	30
	YRLAVDSRH
	369
	-0.0200
	0

	31
	IISRGPKAT
	100
	-0.2000
	0

	32
	VTGIARRQF
	193
	-0.2000
	0

	33
	VPIRVYRWK
	173
	-0.3000
	0

	34
	LRTDVHAMC
	232
	-0.3000
	0


	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
	YRIAVTSAR
	11
	4.1000
	46.59

	2
	VQLHGAADS
	146
	3.8000
	43.18

	3
	LIRKGVPTS
	249
	3.4000
	38.64

	4
	LRALVHRPG
	314
	3.1000
	35.23

	5
	YRWKPAPLG
	178
	2.9000
	32.95

	6
	FRGWLAAAE
	75
	2.8000
	31.82

	7
	LVAHTGIGF
	67
	2.3000
	26.14

	8
	LRAAGLREE
	111
	2.3000
	26.14

	9
	VLRLRTALG
	348
	2.3000
	26.14

	10
	LRLRTALGD
	349
	2.2000
	25.00

	11
	LCALLRRQG
	24
	2.0000
	22.73

	12
	LRFAGAQVV
	165
	1.9000
	21.59

	13
	FAGAQVVPI
	167
	1.9000
	21.59

	14
	ILRALVHRP
	313
	1.9000
	21.59

	15
	VYRWKPAPL
	177
	1.7600
	20.00

	16
	FLGGLRFAG
	161
	1.7000
	19.32

	17
	VTGIARRQF
	193
	1.7000
	19.32

	18
	IVATVVKRG
	360
	1.6000
	18.18

	19
	LRRQGAEVC
	28
	1.5000
	17.05

	20
	VKPLSPSGM
	303
	1.5000
	17.05

	21
	IRGTSVLVD
	292
	1.3000
	14.77

	22
	LGALARHIA
	264
	1.2000
	13.64

	23
	VVKRGYRLA
	364
	1.1000
	12.50

	24
	LLGSCTFKA
	277
	1.0000
	11.36

	25
	LRVLPGDGS
	331
	1.0000
	11.36

	26
	VKRGYRLAV
	365
	1.0000
	11.36

	27
	VFDHLVTGI
	188
	0.9000
	10.23

	28
	VATVVKRGY
	361
	0.9000
	10.23

	29
	VVPIRVYRW
	172
	0.8000
	9.09

	30
	MAILRALVH
	311
	0.8000
	9.09

	31
	IRVYRWKPA
	175
	0.7000
	7.95

	32
	LPLLGSCTF
	275
	0.7000
	7.95

	33
	IEIRGTSVL
	290
	0.6600
	7.50

	34
	YLLESGVSR
	133
	0.6000
	6.82

	35
	LVTGIARRQ
	192
	0.6000
	6.82

	36
	VHAMCVGPV
	236
	0.6000
	6.82

	37
	FKAAGHVIE
	283
	0.6000
	6.82

	38
	LLRRQGAEV
	27
	0.5000
	5.68


	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
	VQLHGAADS
	146
	4.4000
	52.38

	2
	LIRKGVPTS
	249
	4.0000
	47.62

	3
	LRALVHRPG
	314
	2.7000
	32.14

	4
	LRRQGAEVC
	28
	2.5000
	29.76

	5
	MAILRALVH
	311
	2.3800
	28.33

	6
	LVTGIARRQ
	192
	2.3000
	27.38

	7
	LGALARHIA
	264
	2.2000
	26.19

	8
	LRLRTALGD
	349
	2.1000
	25.00

	9
	VVKRGYRLA
	364
	2.1000
	25.00

	10
	LLGSCTFKA
	277
	2.0000
	23.81

	11
	MRLGALARH
	262
	1.9800
	23.57

	12
	LRAAGLREE
	111
	1.9000
	22.62

	13
	LRFAGAQVV
	165
	1.9000
	22.62

	14
	ILRALVHRP
	313
	1.9000
	22.62

	15
	VLRLRTALG
	348
	1.9000
	22.62

	16
	VVPIRVYRW
	172
	1.8000
	21.43

	17
	VYRWKPAPL
	177
	1.8000
	21.43

	18
	IRVYRWKPA
	175
	1.7000
	20.24

	19
	YRIAVTSAR
	11
	1.6000
	19.05

	20
	LCALLRRQG
	24
	1.6000
	19.05

	21
	LRVLPGDGS
	331
	1.6000
	19.05

	22
	LVAHTGIGF
	67
	1.4000
	16.67

	23
	IRGTSVLVD
	292
	1.2000
	14.29

	24
	IVATVVKRG
	360
	1.2000
	14.29

	25
	VFDHLVTGI
	188
	1.0000
	11.90

	26
	VKPLSPSGM
	303
	1.0000
	11.90

	27
	VKRGYRLAV
	365
	1.0000
	11.90

	28
	IISRGPKAT
	100
	0.8000
	9.52

	29
	VTGIARRQF
	193
	0.8000
	9.52

	30
	VPIRVYRWK
	173
	0.7000
	8.33

	31
	LRTDVHAMC
	232
	0.7000
	8.33

	32
	IEIRGTSVL
	290
	0.7000
	8.33

	33
	IAVTSARRA
	13
	0.6000
	7.14

	34
	VHAMCVGPV
	236
	0.6000
	7.14

	35
	VATVVKRGY
	361
	0.6000
	7.14

	36
	LLRRQGAEV
	27
	0.5000
	5.95

	37
	IGFRGWLAA
	73
	0.5000
	5.95

	38
	VSRTRIAVQ
	139
	0.5000
	5.95


	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
	YRIAVTSAR
	11
	3.7000
	42.53

	2
	VLRLRTALG
	348
	3.0000
	34.48

	3
	IRGTSVLVD
	292
	2.9000
	33.33

	4
	MAILRALVH
	311
	2.6000
	29.89

	5
	LIRKGVPTS
	249
	2.5500
	29.31

	6
	LRLRTALGD
	349
	2.4000
	27.59

	7
	LRALVHRPG
	314
	2.2000
	25.29

	8
	VVPIRVYRW
	172
	2.1000
	24.14

	9
	YRWKPAPLG
	178
	2.0500
	23.56

	10
	FRGWLAAAE
	75
	2.0000
	22.99

	11
	IKMIALPDD
	41
	1.9500
	22.41

	12
	VHAMCVGPV
	236
	1.9000
	21.84

	13
	IVATVVKRG
	360
	1.9000
	21.84

	14
	VKRGYRLAV
	365
	1.9000
	21.84

	15
	VKPLSPSGM
	303
	1.8000
	20.69

	16
	VQLHGAADS
	146
	1.7000
	19.54

	17
	VTGIARRQF
	193
	1.6000
	18.39

	18
	LLRVLPGDG
	330
	1.6000
	18.39

	19
	LVAHTGIGF
	67
	1.5000
	17.24

	20
	WKPAPLGGV
	180
	1.5000
	17.24

	21
	FAGAQVVPI
	167
	1.4000
	16.09

	22
	LGALARHIA
	264
	1.4000
	16.09

	23
	LPLLGSCTF
	275
	1.4000
	16.09

	24
	ILRALVHRP
	313
	1.4000
	16.09

	25
	ILVAHTGIG
	66
	1.3000
	14.94

	26
	WGLANELLE
	85
	1.3000
	14.94

	27
	LRFAGAQVV
	165
	1.2000
	13.79

	28
	LCALLRRQG
	24
	1.1000
	12.64

	29
	VCSAPAIKM
	35
	1.1000
	12.64

	30
	VYRWKPAPL
	177
	0.9600
	11.03

	31
	LESLSSARI
	92
	0.9000
	10.34

	32
	LSSARIISR
	95
	0.9000
	10.34

	33
	LRAAGLREE
	111
	0.7000
	8.05

	34
	VATVVKRGY
	361
	0.6000
	6.90

	35
	FLGGLRFAG
	161
	0.5000
	5.75

	36
	LRVLPGDGS
	331
	0.5000
	5.75

	37
	FDHLVTGIA
	189
	0.4000
	4.60

	38
	LRRQGAEVC
	28
	0.2000
	2.30


	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
	VQLHGAADS
	146
	4.8000
	54.55

	2
	LIRKGVPTS
	249
	4.4000
	50.00

	3
	LRALVHRPG
	314
	4.1000
	46.59

	4
	LVAHTGIGF
	67
	3.3000
	37.50

	5
	LRAAGLREE
	111
	3.3000
	37.50

	6
	VLRLRTALG
	348
	3.3000
	37.50

	7
	LRLRTALGD
	349
	3.2000
	36.36

	8
	YRIAVTSAR
	11
	3.1000
	35.23

	9
	LCALLRRQG
	24
	3.0000
	34.09

	10
	LRFAGAQVV
	165
	2.9000
	32.95

	11
	ILRALVHRP
	313
	2.9000
	32.95

	12
	VYRWKPAPL
	177
	2.7600
	31.36

	13
	VTGIARRQF
	193
	2.7000
	30.68

	14
	IVATVVKRG
	360
	2.6000
	29.55

	15
	LRRQGAEVC
	28
	2.5000
	28.41

	16
	VKPLSPSGM
	303
	2.5000
	28.41

	17
	IRGTSVLVD
	292
	2.3000
	26.14

	18
	LGALARHIA
	264
	2.2000
	25.00

	19
	VVKRGYRLA
	364
	2.1000
	23.86

	20
	LLGSCTFKA
	277
	2.0000
	22.73

	21
	LRVLPGDGS
	331
	2.0000
	22.73

	22
	VKRGYRLAV
	365
	2.0000
	22.73

	23
	YRWKPAPLG
	178
	1.9000
	21.59

	24
	VFDHLVTGI
	188
	1.9000
	21.59

	25
	VATVVKRGY
	361
	1.9000
	21.59

	26
	FRGWLAAAE
	75
	1.8000
	20.45

	27
	VVPIRVYRW
	172
	1.8000
	20.45

	28
	MAILRALVH
	311
	1.8000
	20.45

	29
	IRVYRWKPA
	175
	1.7000
	19.32

	30
	LPLLGSCTF
	275
	1.7000
	19.32

	31
	IEIRGTSVL
	290
	1.6600
	18.86

	32
	LVTGIARRQ
	192
	1.6000
	18.18

	33
	VHAMCVGPV
	236
	1.6000
	18.18

	34
	LLRRQGAEV
	27
	1.5000
	17.05

	35
	IISRGPKAT
	100
	1.5000
	17.05

	36
	LLAALRTDV
	228
	1.4000
	15.91

	37
	MRLGALARH
	262
	1.4000
	15.91

	38
	ILVAHTGIG
	66
	1.2000
	13.64


	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
	YRIAVTSAR
	11
	4.1000
	46.59

	2
	VQLHGAADS
	146
	3.8000
	43.18

	3
	LIRKGVPTS
	249
	3.4000
	38.64

	4
	LRALVHRPG
	314
	3.1000
	35.23

	5
	YRWKPAPLG
	178
	2.9000
	32.95

	6
	FRGWLAAAE
	75
	2.8000
	31.82

	7
	LVAHTGIGF
	67
	2.3000
	26.14

	8
	LRAAGLREE
	111
	2.3000
	26.14

	9
	VLRLRTALG
	348
	2.3000
	26.14

	10
	LRLRTALGD
	349
	2.2000
	25.00

	11
	LCALLRRQG
	24
	2.0000
	22.73

	12
	LRFAGAQVV
	165
	1.9000
	21.59

	13
	FAGAQVVPI
	167
	1.9000
	21.59

	14
	ILRALVHRP
	313
	1.9000
	21.59

	15
	VYRWKPAPL
	177
	1.7600
	20.00

	16
	FLGGLRFAG
	161
	1.7000
	19.32

	17
	VTGIARRQF
	193
	1.7000
	19.32

	18
	IVATVVKRG
	360
	1.6000
	18.18

	19
	LRRQGAEVC
	28
	1.5000
	17.05

	20
	VKPLSPSGM
	303
	1.5000
	17.05

	21
	IRGTSVLVD
	292
	1.3000
	14.77

	22
	LGALARHIA
	264
	1.2000
	13.64

	23
	VVKRGYRLA
	364
	1.1000
	12.50

	24
	LLGSCTFKA
	277
	1.0000
	11.36

	25
	LRVLPGDGS
	331
	1.0000
	11.36

	26
	VKRGYRLAV
	365
	1.0000
	11.36

	27
	VFDHLVTGI
	188
	0.9000
	10.23

	28
	VATVVKRGY
	361
	0.9000
	10.23

	29
	VVPIRVYRW
	172
	0.8000
	9.09

	30
	MAILRALVH
	311
	0.8000
	9.09

	31
	IRVYRWKPA
	175
	0.7000
	7.95

	32
	LPLLGSCTF
	275
	0.7000
	7.95

	33
	IEIRGTSVL
	290
	0.6600
	7.50

	34
	YLLESGVSR
	133
	0.6000
	6.82

	35
	LVTGIARRQ
	192
	0.6000
	6.82

	36
	VHAMCVGPV
	236
	0.6000
	6.82

	37
	FKAAGHVIE
	283
	0.6000
	6.82

	38
	LLRRQGAEV
	27
	0.5000
	5.68


	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
	LRAAGLREE
	111
	4.9000
	54.44

	2
	LRLRTALGD
	349
	4.8000
	53.33

	3
	VQLHGAADS
	146
	4.4000
	48.89

	4
	LIRKGVPTS
	249
	4.0000
	44.44

	5
	LRALVHRPG
	314
	4.0000
	44.44

	6
	IRGTSVLVD
	292
	3.9000
	43.33

	7
	MAILRALVH
	311
	3.6000
	40.00

	8
	FRGWLAAAE
	75
	3.4000
	37.78

	9
	MRLGALARH
	262
	3.2000
	35.56

	10
	VLRLRTALG
	348
	3.2000
	35.56

	11
	LVTGIARRQ
	192
	3.1000
	34.44

	12
	LCALLRRQG
	24
	2.9000
	32.22

	13
	VYRWKPAPL
	177
	2.8000
	31.11

	14
	VVPIRVYRW
	172
	2.7000
	30.00

	15
	IKMIALPDD
	41
	2.6000
	28.89

	16
	VTSARRAEE
	15
	2.5000
	27.78

	17
	LRRQGAEVC
	28
	2.5000
	27.78

	18
	IVATVVKRG
	360
	2.5000
	27.78

	19
	LVAHTGIGF
	67
	2.3000
	25.56

	20
	ILRALVHRP
	313
	2.3000
	25.56

	21
	LRFAGAQVV
	165
	2.2000
	24.44

	22
	LGALARHIA
	264
	2.2000
	24.44

	23
	VKPLSPSGM
	303
	2.1000
	23.33

	24
	VVKRGYRLA
	364
	2.1000
	23.33

	25
	LLGSCTFKA
	277
	2.0000
	22.22

	26
	YRWKPAPLG
	178
	1.8000
	20.00

	27
	IISRGPKAT
	100
	1.7000
	18.89

	28
	IRVYRWKPA
	175
	1.7000
	18.89

	29
	VTGIARRQF
	193
	1.7000
	18.89

	30
	IEIRGTSVL
	290
	1.7000
	18.89

	31
	VATVVKRGY
	361
	1.7000
	18.89

	32
	YRIAVTSAR
	11
	1.6000
	17.78

	33
	LRVLPGDGS
	331
	1.6000
	17.78

	34
	LAVDSRHDD
	371
	1.4000
	15.56

	35
	VSRTRIAVQ
	139
	1.3000
	14.44

	36
	VKRGYRLAV
	365
	1.3000
	14.44

	37
	VFDHLVTGI
	188
	1.2000
	13.33

	38
	LARHIAEEL
	267
	1.2000
	13.33


	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
	YRIAVTSAR
	11
	3.7000
	42.53

	2
	VLRLRTALG
	348
	3.0000
	34.48

	3
	IRGTSVLVD
	292
	2.9000
	33.33

	4
	MAILRALVH
	311
	2.6000
	29.89

	5
	LIRKGVPTS
	249
	2.5500
	29.31

	6
	LRLRTALGD
	349
	2.4000
	27.59

	7
	LRALVHRPG
	314
	2.2000
	25.29

	8
	VVPIRVYRW
	172
	2.1000
	24.14

	9
	YRWKPAPLG
	178
	2.0500
	23.56

	10
	FRGWLAAAE
	75
	2.0000
	22.99

	11
	IKMIALPDD
	41
	1.9500
	22.41

	12
	VHAMCVGPV
	236
	1.9000
	21.84

	13
	IVATVVKRG
	360
	1.9000
	21.84

	14
	VKRGYRLAV
	365
	1.9000
	21.84

	15
	VKPLSPSGM
	303
	1.8000
	20.69

	16
	VQLHGAADS
	146
	1.7000
	19.54

	17
	VTGIARRQF
	193
	1.6000
	18.39

	18
	LLRVLPGDG
	330
	1.6000
	18.39

	19
	LVAHTGIGF
	67
	1.5000
	17.24

	20
	WKPAPLGGV
	180
	1.5000
	17.24

	21
	FAGAQVVPI
	167
	1.4000
	16.09

	22
	LGALARHIA
	264
	1.4000
	16.09

	23
	LPLLGSCTF
	275
	1.4000
	16.09

	24
	ILRALVHRP
	313
	1.4000
	16.09

	25
	ILVAHTGIG
	66
	1.3000
	14.94

	26
	WGLANELLE
	85
	1.3000
	14.94

	27
	LRFAGAQVV
	165
	1.2000
	13.79

	28
	LCALLRRQG
	24
	1.1000
	12.64

	29
	VCSAPAIKM
	35
	1.1000
	12.64

	30
	VYRWKPAPL
	177
	0.9600
	11.03

	31
	LESLSSARI
	92
	0.9000
	10.34

	32
	LSSARIISR
	95
	0.9000
	10.34

	33
	LRAAGLREE
	111
	0.7000
	8.05

	34
	VATVVKRGY
	361
	0.6000
	6.90

	35
	FLGGLRFAG
	161
	0.5000
	5.75

	36
	LRVLPGDGS
	331
	0.5000
	5.75

	37
	FDHLVTGIA
	189
	0.4000
	4.60

	38
	LRRQGAEVC
	28
	0.2000
	2.30


	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
	YRIAVTSAR
	11
	2.2000
	32.35

	2
	VLRLRTALG
	348
	1.6000
	23.53

	3
	VVPIRVYRW
	172
	1.4000
	20.59

	4
	MAILRALVH
	311
	1.3800
	20.29

	5
	VQLHGAADS
	146
	1.3000
	19.12

	6
	LIRKGVPTS
	249
	1.0000
	14.71

	7
	VHAMCVGPV
	236
	0.8000
	11.76

	8
	MRLGALARH
	262
	0.7800
	11.47

	9
	LGALARHIA
	264
	0.7000
	10.29

	10
	FRGWLAAAE
	75
	0.6000
	8.82

	11
	LRALVHRPG
	314
	0.6000
	8.82

	12
	WKPAPLGGV
	180
	0.4000
	5.88

	13
	LRVLPGDGS
	331
	0.4000
	5.88

	14
	FDHLVTGIA
	189
	0.3000
	4.41

	15
	VKPLSPSGM
	303
	0.3000
	4.41

	16
	FTSAPAAAA
	206
	0.2000
	2.94

	17
	LRFAGAQVV
	165
	0.1000
	1.47

	18
	LLRVLPGDG
	330
	0.1000
	1.47

	19
	IVATVVKRG
	360
	-0.1000
	0

	20
	ILVAHTGIG
	66
	-0.2000
	0

	21
	IKMIALPDD
	41
	-0.3000
	0

	22
	ILRALVHRP
	313
	-0.3000
	0

	23
	YRLAVDSRH
	369
	-0.4200
	0

	24
	LCALLRRQG
	24
	-0.5000
	0

	25
	YRWKPAPLG
	178
	-0.5000
	0

	26
	VTGIARRQF
	193
	-0.5000
	0

	27
	LPLLGSCTF
	275
	-0.5000
	0

	28
	LRLRTALGD
	349
	-0.5000
	0

	29
	LGGLRFAGA
	162
	-0.6000
	0

	30
	LRTDVHAMC
	232
	-0.6000
	0

	31
	LLGSCTFKA
	277
	-0.6000
	0

	32
	LVTGIARRQ
	192
	-0.7000
	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
	MAILRALVH
	311
	4.1800
	50.36

	2
	LIRKGVPTS
	249
	3.1500
	37.95

	3
	VVPIRVYRW
	172
	3.1000
	37.35

	4
	IRGTSVLVD
	292
	2.8000
	33.73

	5
	VLRLRTALG
	348
	2.6000
	31.33

	6
	LGALARHIA
	264
	2.4000
	28.92

	7
	VQLHGAADS
	146
	2.3000
	27.71

	8
	LRLRTALGD
	349
	2.3000
	27.71

	9
	VHAMCVGPV
	236
	1.9000
	22.89

	10
	VKRGYRLAV
	365
	1.9000
	22.89

	11
	IKMIALPDD
	41
	1.8500
	22.29

	12
	LRALVHRPG
	314
	1.8000
	21.69

	13
	MRLGALARH
	262
	1.7800
	21.45

	14
	IVATVVKRG
	360
	1.5000
	18.07

	15
	ILRALVHRP
	313
	1.4000
	16.87

	16
	VKPLSPSGM
	303
	1.3000
	15.66

	17
	YRIAVTSAR
	11
	1.2000
	14.46

	18
	LRRQGAEVC
	28
	1.2000
	14.46

	19
	LRFAGAQVV
	165
	1.2000
	14.46

	20
	LLRVLPGDG
	330
	1.2000
	14.46

	21
	LRVLPGDGS
	331
	1.1000
	13.25

	22
	LESLSSARI
	92
	1.0000
	12.05

	23
	VSRTRIAVQ
	139
	1.0000
	12.05

	24
	VYRWKPAPL
	177
	1.0000
	12.05

	25
	ILVAHTGIG
	66
	0.9000
	10.84

	26
	LLGSCTFKA
	277
	0.9000
	10.84

	27
	LCALLRRQG
	24
	0.7000
	8.43

	28
	IGFRGWLAA
	73
	0.7000
	8.43

	29
	VTGIARRQF
	193
	0.7000
	8.43

	30
	VCSAPAIKM
	35
	0.6000
	7.23

	31
	LVAHTGIGF
	67
	0.6000
	7.23

	32
	LVTGIARRQ
	192
	0.5000
	6.02

	33
	LPLLGSCTF
	275
	0.5000
	6.02

	34
	LSSARIISR
	95
	0.4000
	4.82

	35
	LGGLRFAGA
	162
	0.4000
	4.82

	36
	IRVYRWKPA
	175
	0.4000
	4.82

	37
	LRTDVHAMC
	232
	0.4000
	4.82

	38
	LRAAGLREE
	111
	0.3000
	3.61


	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
	IRGTSVLVD
	292
	4.5000
	50.56

	2
	MAILRALVH
	311
	4.4000
	49.44

	3
	LRLRTALGD
	349
	4.0000
	44.94

	4
	FRGWLAAAE
	75
	3.6000
	40.45

	5
	IKMIALPDD
	41
	3.5500
	39.89

	6
	VVPIRVYRW
	172
	3.0000
	33.71

	7
	WGLANELLE
	85
	2.9000
	32.58

	8
	VLRLRTALG
	348
	2.9000
	32.58

	9
	LRAAGLREE
	111
	2.3000
	25.84

	10
	YRIAVTSAR
	11
	2.2000
	24.72

	11
	LIRKGVPTS
	249
	2.1500
	24.16

	12
	LRALVHRPG
	314
	2.1000
	23.60

	13
	MRLGALARH
	262
	2.0000
	22.47

	14
	YRWKPAPLG
	178
	1.9500
	21.91

	15
	IVATVVKRG
	360
	1.8000
	20.22

	16
	FKAAGHVIE
	283
	1.7000
	19.10

	17
	VTSARRAEE
	15
	1.5000
	16.85

	18
	LLRVLPGDG
	330
	1.5000
	16.85

	19
	LGALARHIA
	264
	1.4000
	15.73

	20
	VKPLSPSGM
	303
	1.4000
	15.73

	21
	VQLHGAADS
	146
	1.3000
	14.61

	22
	ILVAHTGIG
	66
	1.2000
	13.48

	23
	VHAMCVGPV
	236
	1.2000
	13.48

	24
	VKRGYRLAV
	365
	1.2000
	13.48

	25
	LCALLRRQG
	24
	1.0000
	11.24

	26
	VYRWKPAPL
	177
	1.0000
	11.24

	27
	VSRTRIAVQ
	139
	0.8000
	8.99

	28
	WKPAPLGGV
	180
	0.8000
	8.99

	29
	ILRALVHRP
	313
	0.8000
	8.99

	30
	YRLAVDSRH
	369
	0.8000
	8.99

	31
	VCSAPAIKM
	35
	0.7000
	7.87

	32
	FAGAQVVPI
	167
	0.7000
	7.87

	33
	VTGIARRQF
	193
	0.6000
	6.74

	34
	LVAHTGIGF
	67
	0.5000
	5.62

	35
	LRFAGAQVV
	165
	0.5000
	5.62

	36
	FLGGLRFAG
	161
	0.4000
	4.49

	37
	FDHLVTGIA
	189
	0.4000
	4.49

	38
	LPLLGSCTF
	275
	0.4000
	4.49


	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
	VQLHGAADS
	146
	4.4000
	52.38

	2
	LIRKGVPTS
	249
	4.0000
	47.62

	3
	LRALVHRPG
	314
	2.7000
	32.14

	4
	LRRQGAEVC
	28
	2.5000
	29.76

	5
	MAILRALVH
	311
	2.3800
	28.33

	6
	LVTGIARRQ
	192
	2.3000
	27.38

	7
	LGALARHIA
	264
	2.2000
	26.19

	8
	LRLRTALGD
	349
	2.1000
	25.00

	9
	VVKRGYRLA
	364
	2.1000
	25.00

	10
	LLGSCTFKA
	277
	2.0000
	23.81

	11
	MRLGALARH
	262
	1.9800
	23.57

	12
	LRAAGLREE
	111
	1.9000
	22.62

	13
	LRFAGAQVV
	165
	1.9000
	22.62

	14
	ILRALVHRP
	313
	1.9000
	22.62

	15
	VLRLRTALG
	348
	1.9000
	22.62

	16
	VVPIRVYRW
	172
	1.8000
	21.43

	17
	VYRWKPAPL
	177
	1.8000
	21.43

	18
	IRVYRWKPA
	175
	1.7000
	20.24

	19
	YRIAVTSAR
	11
	1.6000
	19.05

	20
	LCALLRRQG
	24
	1.6000
	19.05

	21
	LRVLPGDGS
	331
	1.6000
	19.05

	22
	LVAHTGIGF
	67
	1.4000
	16.67

	23
	IRGTSVLVD
	292
	1.2000
	14.29

	24
	IVATVVKRG
	360
	1.2000
	14.29

	25
	VFDHLVTGI
	188
	1.0000
	11.90

	26
	VKPLSPSGM
	303
	1.0000
	11.90

	27
	VKRGYRLAV
	365
	1.0000
	11.90

	28
	IISRGPKAT
	100
	0.8000
	9.52

	29
	VTGIARRQF
	193
	0.8000
	9.52

	30
	VPIRVYRWK
	173
	0.7000
	8.33

	31
	LRTDVHAMC
	232
	0.7000
	8.33

	32
	IEIRGTSVL
	290
	0.7000
	8.33

	33
	IAVTSARRA
	13
	0.6000
	7.14

	34
	VHAMCVGPV
	236
	0.6000
	7.14

	35
	VATVVKRGY
	361
	0.6000
	7.14

	36
	LLRRQGAEV
	27
	0.5000
	5.95

	37
	IGFRGWLAA
	73
	0.5000
	5.95

	38
	VSRTRIAVQ
	139
	0.5000
	5.95


	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
	VQLHGAADS
	146
	3.4000
	40.48

	2
	LIRKGVPTS
	249
	3.0000
	35.71

	3
	YRIAVTSAR
	11
	2.6000
	30.95

	4
	LRALVHRPG
	314
	1.7000
	20.24

	5
	LRRQGAEVC
	28
	1.5000
	17.86

	6
	YRWKPAPLG
	178
	1.5000
	17.86

	7
	FRGWLAAAE
	75
	1.4000
	16.67

	8
	MAILRALVH
	311
	1.3800
	16.43

	9
	LVTGIARRQ
	192
	1.3000
	15.48

	10
	LGALARHIA
	264
	1.2000
	14.29

	11
	LRLRTALGD
	349
	1.1000
	13.10

	12
	VVKRGYRLA
	364
	1.1000
	13.10

	13
	FAGAQVVPI
	167
	1.0000
	11.90

	14
	LLGSCTFKA
	277
	1.0000
	11.90

	15
	MRLGALARH
	262
	0.9800
	11.67

	16
	LRAAGLREE
	111
	0.9000
	10.71

	17
	LRFAGAQVV
	165
	0.9000
	10.71

	18
	ILRALVHRP
	313
	0.9000
	10.71

	19
	VLRLRTALG
	348
	0.9000
	10.71

	20
	VVPIRVYRW
	172
	0.8000
	9.52

	21
	VYRWKPAPL
	177
	0.8000
	9.52

	22
	IRVYRWKPA
	175
	0.7000
	8.33

	23
	LCALLRRQG
	24
	0.6000
	7.14

	24
	LRVLPGDGS
	331
	0.6000
	7.14

	25
	LVAHTGIGF
	67
	0.4000
	4.76

	26
	FLGGLRFAG
	161
	0.3000
	3.57

	27
	FTSAPAAAA
	206
	0.2000
	2.38

	28
	IRGTSVLVD
	292
	0.2000
	2.38

	29
	IVATVVKRG
	360
	0.2000
	2.38

	30
	YRLAVDSRH
	369
	-0.0200
	0

	31
	IISRGPKAT
	100
	-0.2000
	0

	32
	VTGIARRQF
	193
	-0.2000
	0

	33
	VPIRVYRWK
	173
	-0.3000
	0

	34
	LRTDVHAMC
	232
	-0.3000
	0


	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
	VQLHGAADS
	146
	4.8000
	54.55

	2
	LIRKGVPTS
	249
	4.4000
	50.00

	3
	LRALVHRPG
	314
	4.1000
	46.59

	4
	LVAHTGIGF
	67
	3.3000
	37.50

	5
	LRAAGLREE
	111
	3.3000
	37.50

	6
	VLRLRTALG
	348
	3.3000
	37.50

	7
	LRLRTALGD
	349
	3.2000
	36.36

	8
	YRIAVTSAR
	11
	3.1000
	35.23

	9
	LCALLRRQG
	24
	3.0000
	34.09

	10
	LRFAGAQVV
	165
	2.9000
	32.95

	11
	ILRALVHRP
	313
	2.9000
	32.95

	12
	VYRWKPAPL
	177
	2.7600
	31.36

	13
	VTGIARRQF
	193
	2.7000
	30.68

	14
	IVATVVKRG
	360
	2.6000
	29.55

	15
	LRRQGAEVC
	28
	2.5000
	28.41

	16
	VKPLSPSGM
	303
	2.5000
	28.41

	17
	IRGTSVLVD
	292
	2.3000
	26.14

	18
	LGALARHIA
	264
	2.2000
	25.00

	19
	VVKRGYRLA
	364
	2.1000
	23.86

	20
	LLGSCTFKA
	277
	2.0000
	22.73

	21
	LRVLPGDGS
	331
	2.0000
	22.73

	22
	VKRGYRLAV
	365
	2.0000
	22.73

	23
	YRWKPAPLG
	178
	1.9000
	21.59

	24
	VFDHLVTGI
	188
	1.9000
	21.59

	25
	VATVVKRGY
	361
	1.9000
	21.59

	26
	FRGWLAAAE
	75
	1.8000
	20.45

	27
	VVPIRVYRW
	172
	1.8000
	20.45

	28
	MAILRALVH
	311
	1.8000
	20.45

	29
	IRVYRWKPA
	175
	1.7000
	19.32

	30
	LPLLGSCTF
	275
	1.7000
	19.32

	31
	IEIRGTSVL
	290
	1.6600
	18.86

	32
	LVTGIARRQ
	192
	1.6000
	18.18

	33
	VHAMCVGPV
	236
	1.6000
	18.18

	34
	LLRRQGAEV
	27
	1.5000
	17.05

	35
	IISRGPKAT
	100
	1.5000
	17.05

	36
	LLAALRTDV
	228
	1.4000
	15.91

	37
	MRLGALARH
	262
	1.4000
	15.91

	38
	ILVAHTGIG
	66
	1.2000
	13.64


	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
	VQLHGAADS
	146
	4.8000
	54.55

	2
	LIRKGVPTS
	249
	4.4000
	50.00

	3
	LRALVHRPG
	314
	4.1000
	46.59

	4
	LVAHTGIGF
	67
	3.3000
	37.50

	5
	LRAAGLREE
	111
	3.3000
	37.50

	6
	VLRLRTALG
	348
	3.3000
	37.50

	7
	LRLRTALGD
	349
	3.2000
	36.36

	8
	YRIAVTSAR
	11
	3.1000
	35.23

	9
	LCALLRRQG
	24
	3.0000
	34.09

	10
	LRFAGAQVV
	165
	2.9000
	32.95

	11
	ILRALVHRP
	313
	2.9000
	32.95

	12
	VYRWKPAPL
	177
	2.7600
	31.36

	13
	VTGIARRQF
	193
	2.7000
	30.68

	14
	IVATVVKRG
	360
	2.6000
	29.55

	15
	LRRQGAEVC
	28
	2.5000
	28.41

	16
	VKPLSPSGM
	303
	2.5000
	28.41

	17
	IRGTSVLVD
	292
	2.3000
	26.14

	18
	LGALARHIA
	264
	2.2000
	25.00

	19
	VVKRGYRLA
	364
	2.1000
	23.86

	20
	LLGSCTFKA
	277
	2.0000
	22.73

	21
	LRVLPGDGS
	331
	2.0000
	22.73

	22
	VKRGYRLAV
	365
	2.0000
	22.73

	23
	YRWKPAPLG
	178
	1.9000
	21.59

	24
	VFDHLVTGI
	188
	1.9000
	21.59

	25
	VATVVKRGY
	361
	1.9000
	21.59

	26
	FRGWLAAAE
	75
	1.8000
	20.45

	27
	VVPIRVYRW
	172
	1.8000
	20.45

	28
	MAILRALVH
	311
	1.8000
	20.45

	29
	IRVYRWKPA
	175
	1.7000
	19.32

	30
	LPLLGSCTF
	275
	1.7000
	19.32

	31
	IEIRGTSVL
	290
	1.6600
	18.86

	32
	LVTGIARRQ
	192
	1.6000
	18.18

	33
	VHAMCVGPV
	236
	1.6000
	18.18

	34
	LLRRQGAEV
	27
	1.5000
	17.05

	35
	IISRGPKAT
	100
	1.5000
	17.05

	36
	LLAALRTDV
	228
	1.4000
	15.91

	37
	MRLGALARH
	262
	1.4000
	15.91

	38
	ILVAHTGIG
	66
	1.2000
	13.64


	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
	VKRGYRLAV
	365
	5.0000
	51.02

	2
	LVAHTGIGF
	67
	4.8000
	48.98

	3
	IRVYRWKPA
	175
	4.5000
	45.92

	4
	LRLRTALGD
	349
	3.4000
	34.69

	5
	LVHRPGGVV
	317
	3.3000
	33.67

	6
	IGFRGWLAA
	73
	3.0000
	30.61

	7
	VQLHGAADS
	146
	3.0000
	30.61

	8
	LRFAGAQVV
	165
	3.0000
	30.61

	9
	VVSRGDLLR
	324
	3.0000
	30.61

	10
	MAILRALVH
	311
	2.8000
	28.57

	11
	VSRGDLLRV
	325
	2.8000
	28.57

	12
	LLRRQGAEV
	27
	2.7000
	27.55

	13
	LRVLPGDGS
	331
	2.7000
	27.55

	14
	LGALARHIA
	264
	2.6000
	26.53

	15
	IEIRGTSVL
	290
	2.5600
	26.12

	16
	LTGYRIAVT
	8
	2.5500
	26.02

	17
	LLAALRTDV
	228
	2.5000
	25.51

	18
	VYRWKPAPL
	177
	2.3000
	23.47

	19
	MRLGALARH
	262
	2.3000
	23.47

	20
	LLGSCTFKA
	277
	2.2600
	23.06

	21
	IRKGVPTSA
	250
	2.2000
	22.45

	22
	VVKRGYRLA
	364
	2.2000
	22.45

	23
	LESLSSARI
	92
	2.1000
	21.43

	24
	LERSRELDI
	216
	2.1000
	21.43

	25
	VKPLSPSGM
	303
	2.0800
	21.22

	26
	VVPIRVYRW
	172
	2.0000
	20.41

	27
	YRIAVTSAR
	11
	1.9600
	20.00

	28
	VLPGDGSDT
	333
	1.9000
	19.39

	29
	FLGGLRFAG
	161
	1.8000
	18.37

	30
	VHAMCVGPV
	236
	1.8000
	18.37

	31
	IRGTSVLVD
	292
	1.8000
	18.37

	32
	VCSAPAIKM
	35
	1.7800
	18.16

	33
	IKMIALPDD
	41
	1.7000
	17.35

	34
	VHRPGGVVS
	318
	1.7000
	17.35

	35
	LAAAEGWGL
	79
	1.6000
	16.33

	36
	VGPVTSRPL
	241
	1.6000
	16.33

	37
	LARHIAEEL
	267
	1.6000
	16.33

	38
	VIEIRGTSV
	289
	1.5000
	15.31


	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
	VKRGYRLAV
	365
	4.0000
	40.82

	2
	LVAHTGIGF
	67
	3.8000
	38.78

	3
	IRVYRWKPA
	175
	3.5000
	35.71

	4
	YRIAVTSAR
	11
	2.9600
	30.20

	5
	FLGGLRFAG
	161
	2.8000
	28.57

	6
	LRLRTALGD
	349
	2.4000
	24.49

	7
	LVHRPGGVV
	317
	2.3000
	23.47

	8
	IGFRGWLAA
	73
	2.0000
	20.41

	9
	VQLHGAADS
	146
	2.0000
	20.41

	10
	LRFAGAQVV
	165
	2.0000
	20.41

	11
	VVSRGDLLR
	324
	2.0000
	20.41

	12
	YRLAVDSRH
	369
	2.0000
	20.41

	13
	WKPAPLGGV
	180
	1.9000
	19.39

	14
	MAILRALVH
	311
	1.8000
	18.37

	15
	VSRGDLLRV
	325
	1.8000
	18.37

	16
	LLRRQGAEV
	27
	1.7000
	17.35

	17
	LRVLPGDGS
	331
	1.7000
	17.35

	18
	LGALARHIA
	264
	1.6000
	16.33

	19
	IEIRGTSVL
	290
	1.5600
	15.92

	20
	LTGYRIAVT
	8
	1.5500
	15.82

	21
	LLAALRTDV
	228
	1.5000
	15.31

	22
	VYRWKPAPL
	177
	1.3000
	13.27

	23
	MRLGALARH
	262
	1.3000
	13.27

	24
	LLGSCTFKA
	277
	1.2600
	12.86

	25
	YLLESGVSR
	133
	1.2000
	12.24

	26
	IRKGVPTSA
	250
	1.2000
	12.24

	27
	VVKRGYRLA
	364
	1.2000
	12.24

	28
	LESLSSARI
	92
	1.1000
	11.22

	29
	LERSRELDI
	216
	1.1000
	11.22

	30
	VKPLSPSGM
	303
	1.0800
	11.02

	31
	WDPFPEFLG
	155
	1.0000
	10.20

	32
	VVPIRVYRW
	172
	1.0000
	10.20

	33
	YRWKPAPLG
	178
	1.0000
	10.20

	34
	FRGWLAAAE
	75
	0.9000
	9.18

	35
	FAGAQVVPI
	167
	0.9000
	9.18

	36
	VLPGDGSDT
	333
	0.9000
	9.18

	37
	VHAMCVGPV
	236
	0.8000
	8.16

	38
	IRGTSVLVD
	292
	0.8000
	8.16


	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
	VKRGYRLAV
	365
	5.0000
	51.02

	2
	LVAHTGIGF
	67
	4.8000
	48.98

	3
	IRVYRWKPA
	175
	4.5000
	45.92

	4
	LRLRTALGD
	349
	3.4000
	34.69

	5
	LVHRPGGVV
	317
	3.3000
	33.67

	6
	IGFRGWLAA
	73
	3.0000
	30.61

	7
	VQLHGAADS
	146
	3.0000
	30.61

	8
	LRFAGAQVV
	165
	3.0000
	30.61

	9
	VVSRGDLLR
	324
	3.0000
	30.61

	10
	MAILRALVH
	311
	2.8000
	28.57

	11
	VSRGDLLRV
	325
	2.8000
	28.57

	12
	LLRRQGAEV
	27
	2.7000
	27.55

	13
	LRVLPGDGS
	331
	2.7000
	27.55

	14
	LGALARHIA
	264
	2.6000
	26.53

	15
	IEIRGTSVL
	290
	2.5600
	26.12

	16
	LTGYRIAVT
	8
	2.5500
	26.02

	17
	LLAALRTDV
	228
	2.5000
	25.51

	18
	VYRWKPAPL
	177
	2.3000
	23.47

	19
	MRLGALARH
	262
	2.3000
	23.47

	20
	LLGSCTFKA
	277
	2.2600
	23.06

	21
	IRKGVPTSA
	250
	2.2000
	22.45

	22
	VVKRGYRLA
	364
	2.2000
	22.45

	23
	LESLSSARI
	92
	2.1000
	21.43

	24
	LERSRELDI
	216
	2.1000
	21.43

	25
	VKPLSPSGM
	303
	2.0800
	21.22

	26
	VVPIRVYRW
	172
	2.0000
	20.41

	27
	YRIAVTSAR
	11
	1.9600
	20.00

	28
	VLPGDGSDT
	333
	1.9000
	19.39

	29
	FLGGLRFAG
	161
	1.8000
	18.37

	30
	VHAMCVGPV
	236
	1.8000
	18.37

	31
	IRGTSVLVD
	292
	1.8000
	18.37

	32
	VCSAPAIKM
	35
	1.7800
	18.16

	33
	IKMIALPDD
	41
	1.7000
	17.35

	34
	VHRPGGVVS
	318
	1.7000
	17.35

	35
	LAAAEGWGL
	79
	1.6000
	16.33

	36
	VGPVTSRPL
	241
	1.6000
	16.33

	37
	LARHIAEEL
	267
	1.6000
	16.33

	38
	VIEIRGTSV
	289
	1.5000
	15.31


	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
	YRIAVTSAR
	11
	5.2000
	53.06

	2
	VGPVTSRPL
	241
	3.0000
	30.61

	3
	LLRVLPGDG
	330
	3.0000
	30.61

	4
	MAILRALVH
	311
	2.7000
	27.55

	5
	YLLESGVSR
	133
	2.6000
	26.53

	6
	LRFAGAQVV
	165
	2.5000
	25.51

	7
	LRALVHRPG
	314
	2.3000
	23.47

	8
	YRLAVDSRH
	369
	2.0000
	20.41

	9
	VVPIRVYRW
	172
	1.9000
	19.39

	10
	LVAHTGIGF
	67
	1.8000
	18.37

	11
	VTGIARRQF
	193
	1.7000
	17.35

	12
	LVTGIARRQ
	192
	1.5000
	15.31

	13
	VKPLSPSGM
	303
	1.5000
	15.31

	14
	IVATVVKRG
	360
	1.4000
	14.29

	15
	VPIRVYRWK
	173
	1.3000
	13.27

	16
	VAHTGIGFR
	68
	1.2000
	12.24

	17
	LSSARIISR
	95
	1.2000
	12.24

	18
	LRVLPGDGS
	331
	1.2000
	12.24

	19
	VATVVKRGY
	361
	1.2000
	12.24

	20
	IAVTSARRA
	13
	1.1000
	11.22

	21
	LESGVSRTR
	135
	1.0000
	10.20

	22
	VCSAPAIKM
	35
	0.9000
	9.18

	23
	LRAAGLREE
	111
	0.9000
	9.18

	24
	VLRLRTALG
	348
	0.9000
	9.18

	25
	WKPAPLGGV
	180
	0.8000
	8.16

	26
	LPLLGSCTF
	275
	0.8000
	8.16

	27
	ILVAHTGIG
	66
	0.7000
	7.14

	28
	VYRWKPAPL
	177
	0.7000
	7.14

	29
	VVSRGDLLR
	324
	0.7000
	7.14

	30
	LESLSSARI
	92
	0.6000
	6.12

	31
	VHAMCVGPV
	236
	0.6000
	6.12

	32
	MRLGALARH
	262
	0.6000
	6.12

	33
	VQLHGAADS
	146
	0.5000
	5.10

	34
	FPEFLGGLR
	158
	0.5000
	5.10

	35
	VDTAVLRLR
	344
	0.5000
	5.10

	36
	FRGWLAAAE
	75
	0.4000
	4.08

	37
	LAAAEGWGL
	79
	0.4000
	4.08

	38
	VTSRPLIRK
	244
	0.4000
	4.08


	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
	YRIAVTSAR
	11
	5.2000
	53.06

	2
	VGPVTSRPL
	241
	3.0000
	30.61

	3
	LLRVLPGDG
	330
	3.0000
	30.61

	4
	MAILRALVH
	311
	2.7000
	27.55

	5
	YLLESGVSR
	133
	2.6000
	26.53

	6
	LRFAGAQVV
	165
	2.5000
	25.51

	7
	LRALVHRPG
	314
	2.3000
	23.47

	8
	YRLAVDSRH
	369
	2.0000
	20.41

	9
	VVPIRVYRW
	172
	1.9000
	19.39

	10
	LVAHTGIGF
	67
	1.8000
	18.37

	11
	VTGIARRQF
	193
	1.7000
	17.35

	12
	LVTGIARRQ
	192
	1.5000
	15.31

	13
	VKPLSPSGM
	303
	1.5000
	15.31

	14
	IVATVVKRG
	360
	1.4000
	14.29

	15
	VPIRVYRWK
	173
	1.3000
	13.27

	16
	VAHTGIGFR
	68
	1.2000
	12.24

	17
	LSSARIISR
	95
	1.2000
	12.24

	18
	LRVLPGDGS
	331
	1.2000
	12.24

	19
	VATVVKRGY
	361
	1.2000
	12.24

	20
	IAVTSARRA
	13
	1.1000
	11.22

	21
	LESGVSRTR
	135
	1.0000
	10.20

	22
	VCSAPAIKM
	35
	0.9000
	9.18

	23
	LRAAGLREE
	111
	0.9000
	9.18

	24
	VLRLRTALG
	348
	0.9000
	9.18

	25
	WKPAPLGGV
	180
	0.8000
	8.16

	26
	LPLLGSCTF
	275
	0.8000
	8.16

	27
	ILVAHTGIG
	66
	0.7000
	7.14

	28
	VYRWKPAPL
	177
	0.7000
	7.14

	29
	VVSRGDLLR
	324
	0.7000
	7.14

	30
	LESLSSARI
	92
	0.6000
	6.12

	31
	VHAMCVGPV
	236
	0.6000
	6.12

	32
	MRLGALARH
	262
	0.6000
	6.12

	33
	VQLHGAADS
	146
	0.5000
	5.10

	34
	FPEFLGGLR
	158
	0.5000
	5.10

	35
	VDTAVLRLR
	344
	0.5000
	5.10

	36
	FRGWLAAAE
	75
	0.4000
	4.08

	37
	LAAAEGWGL
	79
	0.4000
	4.08

	38
	VTSRPLIRK
	244
	0.4000
	4.08


