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nHLAPred

A neural network based MHC Class-I Binding Peptide

Prediction Server
References Help Matrices Team Contact

|Antigen Name

[untitled

|Scanned on

|Wed Dec 23 09:35:28 2009

|Length of input sequence

|300 amino acids

|Number of nonamers from input sequence |292
|Thresh01d setting |.5
|Number of alleles in query |67
|Number of top scorers to be displayed |4
|Number of top scorers to be displayed |4

|Pr0teosome Filter

|on at 5 threshold

|Immun0Proteosome Filter

|on at 5 threshold

ALLELE: HLA-Al

|Threshold for .5 % with score: .5

|Prediction method ISequence |Residue No. |Peptide Score
[ ANNs+QM |6TYDTAHST E3 |0.560
[ ANNs+QM | YSGDDALNL [192 |0.470
[Anns+qm | GATGFISVI |206 |0.430

| ANNs-+QM

IIAHLAAGQL |214 |e.420

| ALLELE: HLA-A2

IThreshold for .5 % with score: .5

IPrediction method ISequence |Residue No. |Peptide Score
[ ANNs+QM [LLRAVLEAV |69 |0.990

[ ANNs+QM | TLSKAGLRL |258 |0.990

[ ANNs+QM [pLHSGAQIM [176 |0.930

[ ANNs +QM |GFISVIAHL 209 |0.910

ALLELE: HLA-A*0201 I
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IThreshold for .5 % with score: .5

IPrediction method |Rank ISequence IResidue No. |Peptide Score
[ ANNs+QM 1 [ TLSKAGLRL 258 |0.990
[ ANNs+QM 2 | GLQAHFTAV [124 |0.980
[ ANNs+QM I3 [LLRAVLEAV |69 |0.960
| ANNs +QM |ATPEQIDAL 281 |0.920

ALLELE: HLA-A*0202

IThreshold for .5 % with score: .

IPrediction method |Rank ISequence IResidue No. |Peptide Score
[ ANNs+QM 1 | GLQAHFTAV [124 |1.000
[ ANNs+QM 2 |GFISVIAHL 200 |0.990
[ ANNs+QM I3 [AsHPNIVGY 162 |0.980
| ANNs +QM | TLSKAGLRL |258 |0.980

ALLELE: HLA-A*0203

IThreshold for .5 % with score: .5

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs+QM [1 |6TYDTAHST E3 |0.920
[ ANNs+QM 2 | GATGFISVI |206 0.910
[ ANNs+QM 3 [ TLSKAGLRL 258 |0.840
IANNs+QM | LLRAVLEAV |69 |0 .440

ALLELE: HLA-A*0206

IThreshold for .5 % with score: .5

IPrediction method |Rank ISequence IResidue No. |Peptide Score
[ ANNs QM [1 | 6LQAHFTAV [124 |0.990
[ ANNs+QM 2 | GATGFISVI |206 |0.950
[ ANNs+QM 3 |AsHPNIVGY 162 0.930
| ANNs +QM |ATPEQIDAL 281 |0.920

ALLELE: HLA-A*0205

[Threshold for 4 % with score: 5.950

IPrediction method

|Rank

ISequence

Residue No.

Peptide Score
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[am 1 [ATPEQIDAL 281 |13.500
|oM |2 ITLSKAGLRL |258 |9.450
[am 3 | GukpAKADL 160 |8.860

[am |aveDRARVI

| ALLELE: HLA-A*1101

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs+QM 1 |AHLAAGOLR 215 |o.870
[ ANNs QM 2 [AvLEAVGDR [72 |0.860
[ ANNs+QM 3 |AveDRARVI 76 |0.690
[ ANNs+QM [PTTTDGEKT [s9 |0.670

| ALLELE: HLA-A1l

|Threshold for 4 % with score: 4

|Prediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs+QM 1 |AHLAAGOLR 215 |1.000
[ ANNs QM 2 [AvLEAVGDR [72 |0.990
[ ANNs+QM 3 |VPIEPDTIR [151 |0.900
[AnNs+qm |6TYDTAHST E3 |0.880

| ALLELE: HLA-A24

IThreshold for 4 % with score: 7.670

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 [ DDALNLPYL 195 |9.110
[om 2 |6TYDTAHST |88 |8.810
[am 3 [ YSGDDALNL [192 |7.850
[am |AvGDRARVI 76 |7.220

| ALLELE: HLA-A*2402

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs+QM 1 [PTTTDGEKT [s9 0.720
[ ANNs QM 2 |QLRELLSAF [221 |0.490
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[ ANNs+QM I3 |6ATGFISVI |206 |0.350

IANNs+QM IASHPNIVGV |162

| ALLELE: HLA-A3

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs+QM 1 |QLRELLSAF [221 |1.000
[ ANNs+QM |2 [HSTRLAKAC 94 |0.990
[ ANNs+QM I3 |6TYDTAHST E3 |0.970

IANNS+QM | QAHFTAVAD | 126 |0 .910

| ALLELE: HLA-A*3101

IThreshold for 4 % with score: -1.609

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am [1 |AVLEAVGDR [72 [2.079
[am |VPIEPDTIR [151 |-0.916
[am [NTVGVKDAK 166 |-0.916

| ALLELE: HLA-A31

|Threshold for 4 % with score: 4

|Prediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs +QM 1 [DGEKTELLR |63 |0.990
[ ANNs+QM 2 |VPIEPDTIR [151 |0.970
[ ANNs+QM [AHLAAGOLR 215 |0.890
[ ANNs+QM | TLSKAGLRL 258 0.790

I ALLELE: HLA-A*0301

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs +QM 1 | GLQAHFTAV 124 |1.000
[ ANNs+QM 2 |AvGDRARVI |76 |0.970
[ ANNs+QM |6TYDTAHST E3 |0.930
[ ANNs+QM | GDIATARKI 232 0.930
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| ALLELE: HLA-A*3302

|Threshold for 4 % with score: -0.105

|Prediction method |Rank |Sequence |Residue No. |Peptide Score
[am 1 |AVLEAVGDR [72 |2.708
[am |2 |6SGDIATAR 230 |2.708
[am I3 |DGEKTELLR |63 [2.197
[am |VPIEPDTIR [151 |1.099

| ALLELE: HLA-A68.1

|Threshold for 4 % with score: 1.609

|Prediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 |AVLEAVGDR |72 |5.991
[am |2 |6SGDIATAR 230 |3.401
[am I3 |VPIEPDTIR 151 |2.708
|am | AVGDRARVT |76 2.079

| ALLELE: HLA-A20 Cattle

|Threshold for 4 % with score: 3.401

|Prediction method |Rank |Sequence |Residue No. |Peptide Score
[am 1 | AKACAAEGA 99 |4.605
[am |2 |AVLEAVGDR [72 |3.689
[am I3 |VPIEPDTIR 151 |3.689
[am |6SGDIATAR 230 |3.689

| ALLELE: HLA-A2.1

IThreshold for 4 % with score: 4

IPrediction method IRank ISequence IResidue No. IPeptide Score
[ AnNs+qm [1 [LLRAVLEAV |69 |1.000
[ AnNs-+qm 2 | TLSKAGLRL 258 |1.000
|ANNs+QM |3 IYDTAHSIRL |9e |0 .970
| ANNs +QM |QIDALAADM |285 |0.970

ALLELE: HLA-B14 I
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IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence IResidue No. |Peptide Score
[ ANNs+QM 1 [ YDTAHSTRL 90 |1.000
[ ANNs+QM 2 [ DDALNLPYL 105 |0.980
[ ANNs+QM I3 [AaGOLRELL 218 |0.940
| ANNs +QM |QRGLQAHFT [122 |0.930

ALLELE: HLA-B*2702

IThreshold for 4 % with score: 0.000

IPrediction method |Rank ISequence IResidue No. |Peptide Score
[am 1 |QRGLQAHFT [122 |2.996
[am 2 |QLRELLSAF 221 [1.099
[am I3 | TPFSGDGSL [21 |0.405
[am |6TYDTAHST |88 |0.405

| ALLELE: HLA-B27

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs+QM [1 |GATGFISVI 206 |0.420

[ ANNs+QM 2 |QRGLQAHFT [122 |0.180

[ ANNs+QM 3 [AVLEAVGDR [72 |0.070
IANNs+QM IGTYDTAHSI |88 |0 .070

ALLELE: HLA-B*2705

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence IResidue No. |Peptide Score
[ ANNs QM [1 |QRGLQAHFT [122 |0.840
[ ANNs+QM 2 [ TLSKAGLRL |258 0.330
[ ANNs+QM 3 [ TAARLANHL 33 |0.250
| ANNs +QM | QAHFTAVAD 126 |0.250

ALLELE: HLA-B*3501

|Threshold for 4 % with score: 4

IPrediction method

|Rank

ISequence

Residue No.

Peptide Score
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[ ANNs+QM 1 | TPFSGDGSL [21 |1.000
|ANNs+oM |2 IVPIEPDTIR |151 |0.820
[ ANNs+QM 3 [TAVADATEL [130 0.740

[ ANNs+QM |GATGFISVI

| ALLELE: HLA-B*3701

IThreshold for 4 % with score: 0.405

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 | TDGEKTELL |62 |5.298
[am 2 [LDTATAARL [29 |3.689
[am 3 | YDTAHSTRL 90 |3.689
[am [ DDALNLPYL [105 |3.689

| ALLELE: HLA-B*3801

|Threshold for 4 % with score: 0.445

|Prediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 |[KIELLRAVL |66 |1.361
[am 2 [VGFDVAARL |4 |0.956
[am 3 | GFTSVIAHL 200 |0.956
[am [TPFSGDGSL [21 |0.693

I ALLELE: HLA-B*3901

IThreshold for 4 % with score: 1.792

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 |VGFDVAARL |4 |2.485
[om 2 |GFTSVIAHL 209 |2.197
[am 3 [ATPEQIDAL 281 [2.197
[am [ TAVADATEL [130 1.792

| ALLELE: HLA-B*3902

IThreshold for 4 % with score: 0.693

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 |VGFDVAARL |4 |0.875
[am 2 [TAARLANHL 33 |0.875

12/23/2009 09:24 AM



a neural network based MHC Class I Binding Pep... http://www.imtech.res.in/tmp/nhlapred 0 1.html

[am I3 [KIELLRAVL |66 |0.875
|oM |209

IGFISVIAHL

| ALLELE: HLA-B40

IThreshold for 4 % with score: 0.000

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 | GEKTELLRA |64 |2.996
[am |2 |TEPDTIRAL 153 |2.996
[am I3 [DDALNLPHL 195 |1.609

IQM IGDIATARKI |232 |1 .386

| ALLELE: HLA-B*4403

IThreshold for 4 % with score: 0.405

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 | GEKTELLRA |64 2.197
[am 2 | GDIATARKI 232 [1.727
[am E [ DDALNLPYL 105 |1.504
[am |TEPDTIRAL 153 1.386

I ALLELE: HLA-B*5101

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs+QM [1 |VPIEPDTIR [151 |0.960
[ ANNs+QM 2 [DGEKTELLR |63 |0.930
[ ANNs+QM I3 | GATGFISVI |206 |0.870

IANNs+QM IMSRLGGVTL |251 |0 .820

| ALLELE: HLA-B*5102

|Threshold for 4 % with score: 9.050

|Prediction method |Rank ISequence |Residue No. |Peptide Score
[am [1 | GLQAHFTAV [124 |9.950
[om 2 |AsHPNTVGV [162 |8.650
[am 3 |VPIEPDTIR [151 |8.610
[am [6TYDTARST [88 [8.480
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| ALLELE: HLA-B*5103

IThreshold for 4 % with score: 9.280

|Prediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 | GLQAHFTAV [124 |9.950
[am |2 | AsHPNIVGY 162 |8.650
[am 3 |VPIEPDTIR [151 |8.610

IQM IGTYDTAHSI |88 |8.480

| ALLELE: HLA-B*5201

|Threshold for 4 % with score: 1.974

|Prediction method |Rank |Sequence |Residue No. |Peptide Score
[am 1 |VGFDVAARL |4 |2.708
[am |2 | GATGFISVI |206 |2.708
[am I3 |AvGDRARVI |76 |2.303

| QM | TPFSGDGSL |2 .015

I ALLELE: HLA-B*5301

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
| ANNs-+QM 1 | TPFSGDGSL |21 |1.000
| ANNs+QM |2 |VPIEPDTIR 151 |0.980
| ANNs +QM 3 [HPNIVGVKD | 164 |0.290

IANN5+QM IYSGDDALNL | 192 |o .290

| ALLELE: HLA-B*5401

|Threshold for 4 % with score: 4

|Prediction method |Rank |Sequence |Residue No. |Peptide Score
| ANNs+QM 1 | TPFsGDGSL |21 |0.980
| ANNs+QM |2 |VPIEPDTIR 151 |0.950
| ANNs +QM I3 [HPNIVGVKD | 164 |0.820

| ANNs+QM | DTATAARLA | 30 |0 .510
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| ALLELE: HLA-B*51

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs+QM 1 [TPFSGDGSL [21 |1.000
[ ANNs+QM 2 |VPIEPDTIR [151 0.990
| ANNs +QM E |GATGFISVI |206 |0.970
[ AnNs-+qm | YsGDDALNL [192 |0.750

| ALLELE: HLA-B*5861

IThreshold for 4 % with score: -0.223

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 [AsHPNIVGY 162 |1.569
[am 2 [ATPEQIDAL 281 |1.569
[am 3 [TTVGFDVAA [2 [1.099
[am [HSTRLAKAC [94 [1.099

| ALLELE: HLA-B60

IThreshold for 4 % with score: 1.386

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 |TEPDTIRAL 153 |5.075

[am 2 | YDTAHSTRL 90 [3.784

[am I3 | DDALNLPHL 195 |3.689

[om [LDTATAARL [29 [3.0091

| ALLELE: HLA-B61

IThreshold for 4 % with score: 0.000

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 | GEKTELLRA |64 [3.001

[am 2 |TEPDTIRAL 153 [2.773

[am 3 | GDIATARKT [232 |0.788

[am [LDTATAARL [29 |0.693

| ALLELE: HLA-B62

IThreshold for 4 % with score: 0.693
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IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am [1 |QLRELLSAF [221 |5.576
[am 2 [LLRAVLEAV |69 |2.485
[am [pLHSGAQIM [176 |1.386
[am | GLOAHFTAV [124 |0.875

| ALLELE: HLA-B7

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs QM 1 |VPIEPDTIR [151 |0.970
[AnNs+qm 2 [TPFsGDGSL [21 |0.900

[ ANNs+QM | YDTAHSTRL 90 |0.880

[ ANNs+QM [MsRLGGVTL 251 |o.880

ALLELE: HLA-B*0702

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ Anns-+qm 1 | TPFSGDGSL [21 |1.000
[ AnNs QM 2 |VPIEPDTIR [151 |0.960
[ ANNs+QM [HPNIVGVKD 164 0.770
[ ANNs+QM [DTATAARLA 30 |0.690

| ALLELE: HLA-BS

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs QM 1 [DTATAARLA 30 0.730

[ ANNs+QM 2 [DGEKTELLR |63 |0.690
[AnNs+qm [VTTVGFDVA |0.680

[ ANNs+QM | TLSKAGLRL |0.650

ALLELE: HLA-Cw*0301

IThreshold for 4 % with score: 2.015

IPrediction method

|Rank

ISequence

|Residue No.

|Peptide Score

|ov

|1

| TAVADATEL

|130

|3.689

12/23/2009 09:24 AM



a neural network based MHC Class I Binding Pep... http://www.imtech.res.in/tmp/nhlapred 0 1.html

12 of 17

[am 2 |GFISVIAHL 200 |2.99
|oM |3 IVGFDVAARL |4 |1.792
IQM ITAARLANHL |33

| ALLELE: HLA-Cw*0401

IThreshold for 4 % with score: 4.370

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 | TLSKAGLRL 258 |7.640
[am 2 | GvkDAKADL 169 |7.370
[am 3 |GFISVIAHL 209 |6.640
[am |TEPDTIRAL 153 |6.280

I ALLELE: HLA-Cw*0602

IThreshold for 4 % with score: 1.482

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 | TDGEKTELL |62 |2.079
[am 2 [ TAARLANHL 33 |1.982
[om 3 |KIELLRAVL |66 |1.887
[am | GATGFTSVI |206 |1.887

| ALLELE: HLA-Cw*0762

|Threshold for 4 % with score: 1.212

|Prediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 | DDALNLPYL 105 |1.569
[am 2 |QLRELLSAF 221 |1.569
[am 3 |TEPDTIRAL 153 [1.394
[am [aTPEQIDAL 281 |1.058

| ALLELE: H2-Db

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs+QM 1 [ DDALNLPYL [195 |1.000
[ ANNs+QM 2 |AAGOLRELL 218 |1.000
IANNs+QM |3 | QAHFTAVAD | 126 |0 .890
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[ ANNs+QM |4 [MsRLGGVTL 251 |o.880

| ALLELE: H2-Dd

IThreshold for 4 % with score: 11.800

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 [VGFDVAARL |4 |20.130
[am 2 |TEPDTIRAL 153 |16.890
[am |6TYDTAHST E3 |12.860

[am |ATPEQIDAL 281 |12. 090

| ALLELE: H2-Kb

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs QM [1 |AAGOLRELL 218 |1.000
[ ANNs+QM 2 |TEPDTIRAL 153 |0.950
[ ANNs+QM [DTATAARLA 30 |0.920

[ ANNs+QM | TDGEKTELL |62 |0.850

| ALLELE: H2-Kd

|Threshold for 4 % with score: 4

|Prediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs +QM 1 |GFISVIAHL 209 |1.000
[ ANNs+QM 2 |AAGOLRELL 218 |0.980

[Anns+qm | TPFSGDGSL [21 |0.970

[232

[ ANNs+QM | GDIATARKT 0.790

| ALLELE: H2-Kk

IThreshold for 4 % with score: 1.609

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 | GDIATARKT 232 |4.605
[am 2 |TEPDTIRAL 153 2.99
[am | GEKTELLRA |64 |2.303

[am [DDALNLPYL 195 |2.079
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| ALLELE: H2-Ld

|Threshold for 4 % with score: 4

|Prediction method |Rank |Sequence |Residue No. |Peptide Score
| ANNs+QM 1 | TPFSGDGSL |21 |1.000
| ANNs+QM |2 | YSGDDALNL [102 |1.000
| ANNs +QM I3 [ MSRLGGVTL 251 |1.000
[ ANNs+QM | YDTAHSTRL 90 0.790

| ALLELE: HLA-G

|Threshold for 4 % with score: 9.260

|Prediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 | GuKDAKADL 160 |18.110

|om |2 |ATPEQIDAL |281 |15.510

[am I3 | TLSKAGLRL |258 |15.180

|am | TAVADATEL [130 |13.450

| ALLELE: H-20a

|Threshold for 4 % with score: 6.000

|Prediction method |Rank |Sequence |Residue No. |Peptide Score
[am 1 |6TYDTAHST |88 |8.670
[am |2 | DDALNLPYL 105 |7.670
[am I3 [ TAARLANHL 33 |6.470
[am | GFISVIAHL |209 |5.820

| ALLELE: HLA-B*2706

lThreshold for 4 % with score: 5.000

IPrediction method IRank ISequence IResidue No. IPeptide Score
[om [1 |QRGLOAHFT [122 |6.000
[om 2 [ATPEQIDAL 281 |4.940
IQM |3 IIEPDTIRAL |153 |4.670
|am |ASHPNIVGV 162 |3.930

ALLELE: HLA-B35 I

14 of 17 12/23/2009 09:24 AM



a neural network based MHC Class I Binding Pep...

15 of 17

http://www.imtech.res.in/tmp/nhlapred 0 1.html

IThreshold for 4 % with score: 8.350

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 [TPFSGDGSL [21 12.720
[am 2 [ TLSKAGLRL 258 |9.670
[am I3 [ TAVADATEL [130 8.750
[am [HPNIVGVKD | 164 |8.570

ALLELE: Mamu-A*01

IThreshold for 4 % with score: 3.650

IPrediction method |Rank ISequence IResidue No. |Peptide Score
[am 1 |TEPDTIRAL 153 |6.160
[am 2 | YDTAHSTRL 90 [3.010
[am I3 [ATPEQIDAL 281 [3.500
[am | TPFSGDGSL [21 |3.150

ALLELE: HLA-A*0204

IThreshold for 4 % with score: 12.070

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am [1 [ TLSKAGLRL 258 |15.540
[am 2 |QAHFTAVAD [126 [13.790
[am 3 [LDTATAARL 20 |13.280
[am [ TAHLAAGQL [214 [13.200

ALLELE: HLA-B*2703

IThreshold for 4 % with score: 5.130

IPrediction method |Rank ISequence IResidue No. |Peptide Score
[am [1 |QRGLQAHFT [122 |5.260
[am 2 | YDTAHSTRL 90 |3.600
[am 3 |GFISVIAHL 200 |2.660
|am | TDGEKIELL |62 2330

ALLELE: HLA-B*2704

|Threshold for 4 % with score: 8.790

IPrediction method

|Rank

ISequence

Residue No.

Peptide Score
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[am 1 | YDTAHSTRL 90 |14.810
[am 2 [QRGLQAHFT [122 [12.580
[om 3 [LRELLSAF [221 [11.220

[am | GvkpAKADL

| ALLELE: HLA-B*2902

IThreshold for 4 % with score: 7.750

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 |TEPDTIRAL 153 |14.030
[am 2 [PEQIDALAA |283 |9.260
[am 3 | YSGDDALNL [102 |8.880
[am [TPFSGDGSL [21 |8.300

| ALLELE: HLA-A*3301

|Threshold for 4 % with score: 3.840

|Prediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 |AVLEAVGDR 72 |2.760
[am 2 |AsHPNIVGV 162 [2.740
[am 3 [HSTRLAKAC 94 [2.620
[am [ DDALNLPYL [105 [1.350

| ALLELE: HLA-B44

IThreshold for 4 % with score: 4.900

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[am 1 |AAGOLRELL 218 6.170
[om 2 | GDIATARKT [232 |5.780
[am 3 |TEPDTIRAL 153 |4.860
[am | GEKTELLRA |64 a.740

| ALLELE: HLA-A*6801

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs+QM 1 |AvLEAVGDR [72 |0.980
[ ANNs QM 2 |AveDRARVI 76 |0.960
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[ ANNs+QM I3 |6TYDTAHST E3 |0.950
|232

|ANNs+oM IGDIATARKI

| ALLELE: HLA-A*6802

IThreshold for 4 % with score: 4

IPrediction method |Rank ISequence |Residue No. |Peptide Score
[ ANNs+QM 1 [DTATAARLA 30 |0.990
[ ANNs+QM |2 [vAATPEQID 279 |0.990
[ ANNs+QM I3 [RAVLEAVGD [71 |0.980

IANNS+QM IASHPNIVGV |162 |0.970
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