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ALLELE
DRB1_0101

Threshold for 3 %wi th score:
0.14

6

Hi ghest Score achi evabl e by any
pepti de:

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 VRLAVG EG 412 1. 7000 28.33
2 ILVI HPASTT 385 1. 5000 25. 00
3 \FELAGG EA 1354 1. 4000 23.33
4 |FLVAQGLET 290 1. 3000 21. 67
5 | YLGGHGAAI 220 0. 9000 15. 00
6 [FVNALKLHS 1366 0. 6000 10. 00
7 [FGLEI PGN 57 0. 5000 8. 33
8 IVRSLVI HPA 382 0. 5000 8. 33
9 [FAI LNLAGA 102 0. 4000 6. 67
10 || VWHSATKY 212 0. 0900 1. 50
11 | LGFAAARRF 1430 -0.0100 0

12 'YTRI GNPTT 66 -0. 0300 [s

13 [FHYSLAKLG 1128 -0.1000 [s

14 'YLI QPLAQG 201 - 0. 2000 0
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15 [WHSATKYL 213 -0. 3000 0
16 [YNLFHYSLA 1125 - 0. 3200 [s
17 VQLLRDYGS 274 - 0. 4000 0
18 LRI ERHVAN 301 - 0. 4000 [s
19 | YHGVVFAEL 255 - 0. 6500 0
20 \V\QAAVRPNT 151 -0. 7300 [s
21 || LNLAGAGD 104 - 0. 8000 0
22 \VFAELGPPA 259 - 0.8300 [s
23 | FAELGPPAF 260 - 0.8300 0
24 | VRPNTKAFF 155 - 0. 8600 [s
25 LVAQGLETL 291 - 0. 9000 0
26 |LGGHGAAI A 221 - 1. 0000 [s
27 | HPASTTHA 387 -1.0100 0
28 [FNAFLVAQG 287 -1. 0200 0
29 | YGSAASPFN 280 -1.0300 0
30 |YAGLPSSPW 328 -1.1000 [s
31 || DLLDTPAV 172 -1.2300 0
32 \LSFELAGG 352 -1. 3000 0
33 [VLSVNYAGL 1323 -1.3500 0
34 \WEQRI AAL 76 - 1. 4000 0
135 | LNLAGAGDH 105 - 1. 4000 0
36 ILHSHVANI G 372 - 1. 4000 0
37 ILVRLAVG E 411 -1.4000 0
38 || GDVRSLVI 1379 - 1. 4500 [s
39 || AALEGGVA 81 -1. 5000 [s
40 | FAAARRFSA 432 - 1. 5000 0
41 | YATTSYTF -1

42 LG EVSFVD -1

ALLELE:

DRB1_0102

Threshold for 3 %with score: |H ghest
pepti de:

0.7

Score achi evabl e by any
6

‘Rank ‘Sequence ‘At Position ‘Score ‘% of Hi ghest Score
1 \VRLAVG EG 1412 2. 7000 145. 00
2 ILVI HPASTT 385 2. 5000 41. 67
3 [VRSLVI HPA 382 1. 5000 25. 00
4 [FELAGG EA 1354 1. 4000 23.33
5 |FLVAQGLET 1290 1. 3000 21. 67
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6 || VWHSATKY 212 1. 0900 118.17
7 |LFLSSGQAA 91 1. 0000 16. 67
8 |LGFAAARRF 1430 0. 9900 16. 50
9 \WHSATKYL 213 0. 7000 111. 67
10 VQLLRDYGS 274 0. 6000 10. 00
11 LRI ERHVAN 301 0. 6000 10. 00
12 |FVNALKLHS 1366 0. 6000 10. 00
13 [FGLEI PGN 57 0. 5000 8. 33

14 [FAI LNLAGA 102 0. 4000 6. 67

15 | LNLAGAGD 1104 0. 2000 3.33

16 \VFAELGPPA 259 0.1700 2. 83

117 | VRPNTKAFF 155 0. 1400 2.33

18 |LVAQGLETL 291 0. 1000 1. 67

19 | HPASTTHA 387 -0.0100 0

20 [FHYSLAKLG 128 -0.1000 0

21 | YLGGHGAAI 220 -0.1000 0

22 || DLLDTPAV 172 - 0. 2300 0

23 \LSFELAGG 352 - 0. 3000 0

24 [VLSVNYAGL 1323 - 0. 3500 0

25 \WEQRI AAL 76 - 0. 4000 0

26 | LNLAGAGDH 105 - 0. 4000 0

27 ILHSHVANI G 372 - 0. 4000 0

28 ILVRLAVG E 411 - 0. 4000 0

29 || GDVRSLVI 1379 - 0. 4500 [s

130 || AALEGGVA 81 - 0. 5000 [s

31 | YATTSYTF 39 - 0. 6000 [

32 LG EVSFVD 135 -0. 6000 [s

33 LI QPLAQGA 202 - 0. 6000 [s

34 [LELGFAAAR 428 - 0. 6000 [s

35 |UNYAGLPSS 326 - 0. 6300 [s

36 | VSSPRLYG 1114 -0. 7000 0

37 LATGVSPGL 403 -0. 7300 [s

38 |LEGGVAALF 84 - 0. 8000 [s

39 | FAELGPPAF 260 - 0. 8300 [s

40 \VPLI VDNTI 1189 -0. 9000 [s

41 ILEI PGNI YT 59 -1. 0000 [s

42 |LSSGQAAET 93 - 1. 0000 [s
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ALLELE:
DRB1_0301

Threshold for 3 %w th score:

2.96

Hi ghest Score achi evabl e by any

pepti de:

9.

5

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 | VRPNTKAFF 155 4.9000 51.58
2 || VSSPRLYG 1114 4. 6000 48. 42
3 LI VDNTI AT 1191 4. 6000 48, 42
4 |FVNALKLHS 1366 4. 2000 44. 21
5 ILVRLAVG E 411 3. 8000 40. 00
6 [VNYAGLPSS 1326 3. 6000 137.89
7 LLRDYGSAA 276 3.3700 135. 47
8 VRLAVG EG 412 3.3000 34.74
9 ILVI HPASTT 1385 3.1700 33.37
10 | LADLELGF 424 3.0000 31.58
111 'YTFDDTAHA 45 2. 9000 30. 53
12 \WFAELGPP 258 2. 9000 130. 53
13 [WHSATKYL 213 2. 8600 130. 11
14 || VWWHSATKY 212 2.8000 29. 47
15 \VHSATKYLG 214 2. 6500 27.89
16 VI VDGGNFD 231 2.5100 126. 42
117 [VRSLVI HPA 382 2. 3000 24.21
18 LRI ERHVAN 301 2. 2000 23.16
119 YLI QPLAQG 201 2. 1000 22.11
20 LELGFAAAR 428 2. 1000 22.11
21 LVAQGLETL 201 2. 0600 21. 68
22 |LFGLEI PGN 56 1. 8000 18. 95
23 | HPASTTHA 1387 1. 8000 18. 95
24 |LEGGVAALF 84 1. 7000 17. 89
25 LFLSSGQAA 91 1. 7000 117. 89
26 V@ EG DD 416 1. 7000 117. 89
27 || HAGQHPDP 22 1. 6000 16. 84
28 ILAKLG EVS 1132 1. 6000 16. 84
29 || EVSFVDDP 1137 1. 6000 16. 84
30 | LKLHSHVAN 370 1. 6000 16. 84
31 \WEQRI AAL 76 1. 5600 16. 42
32 | DLLDTPAV 1172 1. 5000 15. 79
33 | LNLAGAGDH 105 1. 4000 14.74
34 V\QAAVRPNT 151 1. 4000 14.74
35 || VDNTI ATP 1192 1. 4000 14. 74
36 | VANAQRVAE 1307 1. 4000 14. 74
37 ILHSHVANI G 1372 1. 3100 113.79
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38 | LGFAAARRF 1430 1. 3000 13. 68
39 | AGVI VDGG 228 1. 2000 12. 63
40 LATGVSPGL 403 1. 0600 111.16
41 ILYGGTYNLF 1120 1. 0100 10. 63
42 LPI YATTSY 37 1. 0000 10. 53
43 |LRDYGSAAS 277 0. 9000 9. 47
44 MBADSNSTD

ALLELE:
DRB1_0305

Threshold for 3 %wi th score:

1.7

Hi ghest Score achi evabl e by any
pepti de:

9.

1

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 [FVNALKLHS 366 4. 8000 52.75
2 | YTFDDTAHA 45 3. 9000 42. 86
3 LI VDNTI AT 1191 2.9000 31. 87
4 |LLRDYGSAA 276 2.3700 26. 04
5 || VSSPRLYG 114 2. 2000 24. 18
6 |VNYAGLPSS 1326 2. 2000 24.18
7 | VRPNTKAFF 155 2.0000 21. 98
8 | FSADPQSVA 438 1. 7700 19. 45
9 [FAI LNLAGA 102 1. 7000 18. 68
110 \V\QAAVRPNT 151 1. 7000 18. 68
11 'YLI QPLAQG 201 1. 7000 18. 68
12 | FAAARRFSA 432 1. 5000 16. 48
13 ILVI HPASTT 385 1. 4700 16. 15
14 ILVRLAVG E 411 1. 4000 |15. 38
15 IVRSLVI HPA 382 1. 3000 14. 29
16 |LNLAGAGDH 1105 0. 9800 10. 77
117 \WHSATKYL 213 0. 9000 9. 89
18 \WFAELGPP 258 0. 9000 9. 89
19 \VRLAVG EG 412 0. 9000 9. 89
20 [FGLEI PGN 57 0. 8000 8.79
21 [FELAGG EA 1354 0. 8000 8.79
22 | HPASTTHA 387 0. 8000 8.79
23 \WSFETKQ H 15 0. 7800 8. 57
24 LFLSSGQAA 91 0. 7000 7. 69
25 | YLGGHGAAI 220 0. 7000 7. 69
26 || VWHSATKY 212 0. 5000 5. 49
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27 'Vl VDGGNFD 231 0. 4100 4. 51
28 [FHYSLAKLG 1128 0. 4000 4. 40
29 LRI ERHVAN 301 0. 4000 4. 40
130 \VHSATKYLG 214 0. 2500 2.75
31 || ERHVANAQ 1303 0. 2100 2.31
32 ILAKLG EVS 132 0. 2000 2. 20
33 |FALKARVQL 268 0. 2000 2. 20
34 'YTRI GNPTT 66 0. 1000 1. 10
35 |LVAQGLETL 291 0. 1000 1. 10
36 | LADLELGF 424 0. 1000 1. 10
37 | FLSSGQAAE 92 -0.1000 0
38 | YGSAASPFN 280 - 0. 1000 [s
39 |FLVAQGLET 1290 - 0. 2000 0
40 |LKLHSHVAN 1370 -0. 2000 0
41 \VSPGLVRLA -0

ALLELE:

DRB1_0306

Threshold for 3 %w th score: |H ghest

2.08

pepti de:

Score achi evabl e by any

8.

8

‘Rank ‘Sequence ]At Posi tion ‘Scor e ]% of Hi ghest Score
1 [FVNALKLHS 366 4. 3000 48. 86
2 || VSSPRLYG 114 3. 7000 142. 05
3 LI VDNTI AT 1191 3. 5800 40. 68
4 LLRDYGSAA 276 3.1000 35. 23
5 [VRSLVI HPA 382 3. 1000 35. 23
6 | VRPNTKAFF 155 3. 0000 34. 09
7 'YTFDDTAHA 45 2. 9000 132. 95
8 [VWHSATKYL 213 2. 5000 28. 41
9 ILVI HPASTT 385 2. 2000 25. 00
110 VI VDGGNFD 231 2.1000 23. 86
11 | ERHVANAQ 1303 1. 9000 21. 59
12 LFLSSGQAA 91 1. 8000 20. 45
13 [VNYAGLPSS 1326 1. 8000 20. 45
14 | HPASTTHA 387 1. 8000 20. 45
15 ILAKLG EVS 132 1. 6000 18.18
16 | LADLELGF 1424 1. 6000 18.18
117 \VRLAVG EG 412 1. 5800 117. 95
18 || VWHSATKY 212 1. 5000 117. 05
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119 \LVAQGLETL 291 1. 5000 117. 05
20 LRI ERHVAN 301 1. 2800 14.55
21 V@ EG DD 416 1. 1000 12. 50
22 |VNALKLHSH 367 1. 0800 112. 27
23 ILVRLAVG E 1411 1. 0000 111. 36
24 || EVSFVDDP 137 0. 9000 10. 23
25 [FAI LNLAGA 102 0. 7000 7.95
26 'YLI QPLAQG 201 0. 7000 7. 95
27 |LGGHGAAI A 221 0. 7000 7. 95
28 |LKLHSHVAN 1370 0. 6800 7.73
29 \WEQRI AAL 76 0. 6000 6. 82
30 ILHSHVANI G 372 0. 6000 6. 82
31 LELGFAAAR 1428 0. 6000 6. 82
32 |LNLAGAGDH 1105 0. 5800 6. 59
33 \WFAELGPP 258 0. 5000 5. 68
34 |LRDYGSAAS 277 0. 5000 5. 68
35 \VSPGLVRLA 1407 0. 5000 5.68
36 | FSADPQSVA 1438 0. 5000 5. 68
37 || VDNTI ATP 1192 0. 4000 4. 55
38 VI HPASTTH 386 0. 1800 2.05
39 LI QPLAQGA 1202 0. 1000 1. 14
40 |VHSATKYLG 214 0. 1000 1. 14
41 | AGVI VDGG 228 1000 1. 14

42

\WSFETKQ H

ALLELE:
DRB1_0307

Threshold for 3 %w th score:
2.08

Hi ghest
pepti de:

Score achi evabl e by any

8.

8

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 |FVNALKLHS 366 4.3000 48. 86
2 | VSSPRLYG 1114 3. 7000 142. 05
3 LI VDNTI AT 1191 3. 5800 40. 68
4 LLRDYGSAA 276 3. 1000 35. 23
5 IVRSLVI HPA 382 3.1000 35. 23
6 |VRPNTKAFF 155 3.0000 34. 09
7 'YTFDDTAHA 45 2.9000 132. 95
8 [WHSATKYL 213 2. 5000 28. 41
9 LVI HPASTT 385 2. 2000 25. 00
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10 'Vl VDGGNFD 231 2.1000 23.86
11 || ERHVANAQ 1303 1. 9000 21. 59
12 |LFLSSGQAA 91 1. 8000 120. 45
13 \VNYAGLPSS 1326 1. 8000 120. 45
14 | HPASTTHA 387 1. 8000 20. 45
15 ILAKLG EVS 132 1. 6000 18.18
16 || LADLELGF 1424 1. 6000 18.18
117 \VRLAVG EG 412 1. 5800 117. 95
18 || VWHSATKY 212 1. 5000 117. 05
19 \LVAQGLETL 291 1. 5000 117. 05
20 LRI ERHVAN 301 1. 2800 14.55
21 VG EG DD 416 1. 1000 12. 50
22 [VNALKLHSH 367 1. 0800 112. 27
23 ILVRLAVG E 411 1. 0000 11. 36
24 || EVSFVDDP 137 0. 9000 10. 23
25 [FAI LNLAGA 102 0. 7000 7.95
26 YLl QPLAQG 201 0. 7000 7.95
27 |LGGHGAAI A 221 0. 7000 7. 95
28 | LKLHSHVAN 1370 0. 6800 7.73
29 WEQRI AAL 76 0. 6000 6. 82
130 ILHSHVANI G 372 0. 6000 6. 82
31 ILELGFAAAR 428 0. 6000 6. 82
32 | LNLAGAGDH 105 0. 5800 6.59
33 \WFAELGPP 258 0. 5000 5. 68
34 |LRDYGSAAS 277 0. 5000 5.68
35 \VSPGLVRLA 407 0. 5000 5. 68
36 | FSADPQSVA 1438 0. 5000 5. 68
37 || VDNTI ATP 192 0. 4000 4.55
38 VI HPASTTH 386 0. 1800 2.05
39 LI QPLAQGA 202 0. 1000 1. 14
40 [VHSATKYLG 214 0. 1000 1. 14
41 || AGVI VDGG 228 0. 1000 1. 14

42

\WBFETKQ H

ALLELE:

DRB1_0308

Threshold for 3 %wi th score:
2.08

Hi ghest Score achi evabl e by any
pepti de:

8.8

Rank

Sequence

At Position

'Score

% of Hi ghest Score
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1 |FVNALKLHS 1366 4.3000 48. 86
2 | VSSPRLYG 1114 3. 7000 142. 05
3 LI VDNTI AT 191 3. 5800 40. 68
4 LLRDYGSAA 276 3. 1000 35. 23
5 IVRSLVI HPA 382 3.1000 35. 23
6 | VRPNTKAFF 155 3.0000 34. 09
7 |YTFDDTAHA 45 2. 9000 132. 95
8 [WHSATKYL 213 2. 5000 28. 41
9 LVI HPASTT 385 2. 2000 25. 00
10 'Vl VDGGNFD 231 2.1000 23. 86
11 || ERHVANAQ 1303 1. 9000 21. 59
12 LFLSSGQAA 91 1. 8000 20. 45
13 [VNYAGLPSS 1326 1. 8000 20. 45
14 | HPASTTHA 387 1. 8000 120. 45
15 ILAKLG EVS 132 1. 6000 18.18
16 | LADLELGF 424 1. 6000 18.18
117 VRLAVG EG 412 1. 5800 117. 95
18 || VWHSATKY 212 1. 5000 117. 05
19 LVAQGLETL 291 1. 5000 117. 05
20 LRI ERHVAN 301 1. 2800 14. 55
21 V@ EG DD 416 1. 1000 12. 50
22 |VNALKLHSH 367 1. 0800 112. 27
23 ILVRLAVG E 411 1. 0000 111. 36
24 || EVSFVDDP 137 0. 9000 10. 23
25 [FAI LNLAGA 102 0. 7000 7.95
26 YLI QPLAQG 201 0. 7000 7.95
27 |LGGHGAAI A 221 0. 7000 7.95
28 | LKLHSHVAN 370 0. 6800 7.73
29 WEQRI AAL 76 0. 6000 6. 82
30 ILHSHVANI G 372 0. 6000 6. 82
31 LELGFAAAR 1428 0. 6000 6. 82
32 | LNLAGAGDH 105 0. 5800 6. 59
33 \WFAELGPP 258 0. 5000 5. 68
34 |LRDYGSAAS 277 0. 5000 5. 68
35 \VSPGLVRLA 1407 0. 5000 5. 68
36 | FSADPQSVA 1438 0. 5000 5. 68
37 || VDNTI ATP 1192 0. 4000 4.55
38 VI HPASTTH 386 0. 1800 2.05
39 LI QPLAQGA 202 0. 1000 1. 14
40 \VHSATKYLG 214 0. 1000 1. 14
41 | AGVI VDGG 228 0. 1000 1. 14
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42 \WSFETKQ H 15 -0.1200 0
ALLELE: Threshold for 3 % with score: |H ghest Score achi evabl e by any
DRB1_0309 2.4 peptide: 9.5

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 |FVNALKLHS 1366 5. 2000 54.74
2 |YTFDDTAHA 45 3. 9000 41. 05
3 | VRPNTKAFF 155 3. 9000 41. 05
4 || VSSPRLYG 1114 3. 6000 37. 89
5 LI VDNTI AT 1101 3. 6000 137.89
6 YLI QPLAQG 201 3. 1000 32. 63
7 ILVRLAVG E 411 2. 8000 29. 47
8 |VNYAGLPSS 326 2. 6000 27.37
9 \V\QAAVRPNT 1151 2. 4000 25. 26
110 LLRDYGSAA 276 2.3700 24. 95
11 VRLAVG EG 412 2. 3000 24.21
12 ILVI HPASTT 1385 2.1700 22.84
13 | LADLELGF 424 2.0000 21. 05
114 \WFAELGPP 258 1. 9000 20. 00
15 [ VWHSATKYL 213 1. 8600 19. 58
16 [FHYSLAKLG 128 1. 8000 18. 95
117 || VWHSATKY 212 1. 8000 18. 95
18 | FSADPQSVA 438 1. 7700 18. 63
119 [FGLEI PGNI 57 1. 7000 17. 89
20 [FAI LNLAGA 1102 1. 7000 17. 89
21 \VHSATKYLG 214 1. 6500 117.37
22 | YLGGHGAA| 1220 1. 6000 16. 84
23 'Vl VDGGNFD 231 1. 5100 15. 89
24 | FAAARRFSA 432 1. 5000 15. 79
25 [FNAFLVAQG 287 1. 4000 14. 74
26 | FLSSGQAAE 92 1. 3000 13. 68
27 IVRSLVI HPA 1382 1. 3000 13. 68
28 LRI ERHVAN 1301 1. 2000 12. 63
29 |FALKARVQL 268 1. 1600 112.21
30 LELGFAAAR 428 1. 1000 11.58
31 \LVAQGLETL 201 1. 0600 11.16
32 | FAELGPPAF 1260 0. 9000 9. 47
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33 \LFGLEI PGN 56 0. 8000 8. 42
34 [YTRI GNPTT 66 0. 8000 8. 42
35 [FELAGG EA 1354 0. 8000 8. 42
36 | HPASTTHA 1387 0. 8000 8. 42
37 |LEGGVAALF 84 0. 7000 7.37
38 LFLSSGQAA 91 0. 7000 7.37
39 \YSLAKLG E 1130 0. 7000 7.37
40 \WIQGRFPGF 1240 0. 7000 7. 37
41 | YGSAASPFN 1280 0. 7000 7.37
42 VG EG DD 416 0. 7000 7. 37
43 || HAGQHPDP 22 0. 6000 6. 32
44 ILAKLG EVS

ALLELE:
DRB1_0311

Threshold for 3 %w th score:

2.08

H ghest Score achi evabl e by any
8.8

pepti de:

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 [FVNALKLHS 366 4. 3000 48. 86
2 | VSSPRLYG 1114 3. 7000 142. 05
3 LI VDNTI AT 191 3. 5800 40. 68
4 |LLRDYGSAA 276 3. 1000 35. 23
5 [VRSLVI HPA 382 3. 1000 35. 23
6 | VRPNTKAFF 155 3.0000 34. 09
7 |YTFDDTAHA 45 2.9000 132. 95
8 [WHSATKYL 213 2. 5000 28. 41
9 ILVI HPASTT 385 2. 2000 25. 00
10 'Vl VDGGNFD 231 2.1000 23. 86
11 || ERHVANAQ 1303 1. 9000 21. 59
12 |LFLSSGQAA 91 1. 8000 120. 45
13 |UNYAGLPSS 326 1. 8000 120. 45
14 | HPASTTHA 387 1. 8000 20. 45
15 ILAKLG EVS 132 1. 6000 18.18
16 | LADLELGF 424 1. 6000 18.18
117 \VRLAVG EG 1412 1. 5800 117. 95
18 || VWHSATKY 212 1. 5000 117. 05
119 LVAQGLETL 291 1. 5000 117. 05
20 LRI ERHVAN 301 1. 2800 14.55
21 VG EG DD 1416 1. 1000 112. 50
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22 |VNALKLHSH 367 1. 0800 112. 27
23 ILVRLAVG E 411 1. 0000 111. 36
24 || EVSFVDDP 137 0. 9000 10. 23
25 [FAI LNLAGA 102 0. 7000 7. 95
26 'YLI QPLAQG 201 0. 7000 7. 95
27 |LGGHGAAI A 221 0. 7000 7. 95
28 | LKLHSHVAN 1370 0. 6800 7.73
29 WEQRI AAL 76 0. 6000 6. 82
30 ILHSHVANI G 1372 0. 6000 6. 82
31 |LELGFAAAR 428 0. 6000 6. 82
32 |LNLAGAGDH 105 0. 5800 6. 59
33 \WFAELGPP 258 0. 5000 5. 68
34 |LRDYGSAAS 277 0. 5000 5. 68
35 \VSPGLVRLA 407 0. 5000 5. 68
36 | FSADPQSVA 1438 0. 5000 5. 68
37 || VDNTI ATP 192 0. 4000 4.55
38 VI HPASTTH 386 0. 1800 2.05
39 LI QPLAQGA 202 0. 1000 1. 14
40 [VHSATKYLG 214 0. 1000 1. 14
41 || AGVI VDGG 228 1000 11.14

42

\WBFETKQ H

ALLELE:
DRB1_0401

Threshold for 3 %w th score:
1.48

Hi ghest
pepti de:

Score achi evabl e by any

8.

6

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 'YTFDDTAHA 45 4. 1000 147. 67
2 [YGGTYNLFH 1121 3. 4800 140. 47
3 LI VDNTI AT 1191 2. 7800 132.33
4 [WHSATKYL 213 2. 7000 31. 40
5 ILVI HPASTT 385 2.3000 26. 74
6 [VRSLVI HPA 382 2.1000 24. 42
7 || ERHVANAQ 1303 2.0000 23. 26
8 | HPASTTHA 387 1. 9000 22. 09
9 VG EG DD 416 1. 8000 20. 93
10 [FAETI SNPQ 1163 1. 6000 18. 60
11 || VWHSATKY 212 1. 6000 18. 60
112 |FVNALKLHS 1366 1. 6000 18. 60
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13 LRI ERHVAN 301 1. 4800 117. 21
114 [FGLEI PGN 57 1. 4000 16. 28
15 [FAI LNLAGA 102 1. 2000 13. 95
16 'YLI QPLAQG 201 1. 2000 113. 95
117 [FHYSLAKLG 1128 1. 1000 112. 79
18 'YTRI GNPTT 66 0. 9000 10. 47
119 LG EVSFVD 135 0. 8000 9. 30

20 |LGGHGAAI A 221 0. 8000 9. 30

21 | YAGLPSSPW 1328 0. 8000 9. 30

22 [FFAETI SNP 162 0. 7000 8. 14

23 ILHSHVANI G 1372 0. 7000 8. 14

24 ILAKLG EVS 132 0. 6000 6.98

25 ILVRLAVG E 411 0. 5000 5. 81

26 VQLLRDYGS 274 0. 4000 4. 65

27 |LLRDYGSAA 276 0. 4000 4. 65

28 LFLSSGQAA 91 0. 1000 1.16

29 VANl GDVRS 1376 - 0. 0200 0

30 [FNAFLVAQG 287 -0. 2000 0

31 VRLAVG EG 412 - 0. 2200 0

32 || EVSFVDDP 137 - 0. 3000 0

33 \WBFETKQ H 15 - 0. 3200 0

34 [FELAGG EA 354 - 0. 3200 0

35 VI HPASTTH 1386 - 0. 3200 0

36 WEQRI AAL 76 - 0. 4000 [s

37 | YGSAASPFN 280 - 0. 4000 [s

38 | LNLAGAGDH 105 - 0. 4200 0

39 [VNALKLHSH 367 - 0. 4200 [s

40 IMBADSNSTD 0 - 0. 5000 [s

ALLELE:

DRB1_0402

Threshold for 3 %w th score:

1.8

Hi ghest Score achi evabl e by any
pepti de:

9.6

‘Rank ‘Sequence ‘At Position ‘Score ‘% of Hi ghest Score
1 LVI HPASTT 385 3. 2000 133.33
2 | ERHVANAQ 1303 3.1000 132. 29
3 | HPASTTHA 387 3.1000 132. 29
4 || VWHSATKY 212 2.9000 130. 21
5 [WHSATKYL 213 2. 2000 22. 92
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6 |LRDYGSAAS 277 2. 2000 22. 92
7 IVRSLVI HPA 382 2. 2000 22. 92
8 VQLLRDYGS 274 2.1000 21. 88
9 | LGFAAARRF 1430 2.0000 20. 83
10 |LGGHGAAI A 221 1. 9000 119. 79
11 \VSPGLVRLA 1407 1. 9000 119. 79
12 ILHSHVANI G 372 1. 8000 18. 75
13 LPI YATTSY 37 1. 6000 16. 67
14 'YGGTYNLFH 121 1. 5800 16. 46
15 | YATTSYTF 39 1. 3000 13. 54
16 \VRLAVG EG 1412 1. 2000 112. 50
117 VI HPASTTH 386 1. 1800 112. 29
18 LEI PGNI YT 59 0. 9000 9. 38

19 LI QPLAQGA 202 0. 9000 9. 38

20 || VDGGNFDW 232 0. 9000 9.38

21 [FVNALKLHS 366 0. 9000 9.38

22 |LAARDDVLS 317 0. 8000 8.33

23 |LKLHSHVAN 1370 0. 7000 7. 29

24 ILKARVQLLR 1270 0. 6000 6. 25

25 LI VDNTI AT 1191 0. 5000 5.21

26 LFLSSGQAA 91 0. 4000 4. 17

27 VANl GDVRS 1376 0. 3800 3.96

28 LSLRI ERHV 299 0.3000 3. 12

29 |VNYAGLPSS 326 0. 2000 2. 08

130 || GDVRSLVI 1379 0. 2000 2.08

31 | YTRI GNPT 65 - 0. 2000 0

32 |LNLAGAGDH 105 -0.2200 [s

33 \VPLI VDNTI 189 -0. 2200 [s

34 || EG DDI LA 1418 - 0. 2200 [s

35 |VNALKLHSH 367 - 0. 3200 [s

36 LG EVSFVD 1135 -0. 5000 0

37 |LAPKGTGAV 343 - 0. 5000 [s

38 |YTFDDTAHA 45 - 0. 6000 [s

39 WEQRI AAL 76 - 0. 6000 [s

40 VEQRI AALE 77 - 0. 6000 [s

41 |FAETI SNPQ 163 - 0. 6000 [s

42 \VLSFELAGG 351 - 0. 6000 [s
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ALLELE:
DRB1_0404

Threshold for 3 % with score:
1.8

pepti de:

8.

8

H ghest Score achi evabl e by any

‘Rank ‘Sequence ‘At Posi tion ‘Scor e ‘% of Hi ghest Score
1 | HPASTTHA 387 3. 4000 38. 64
2 IVRSLVI HPA 382 2.9000 132. 95
3 VQLLRDYGS 274 2. 6000 29. 55
4 |LRDYGSAAS 277 2. 2000 25. 00
5 LPI YATTSY 37 1. 9000 21. 59
6 LVI HPASTT 385 1. 9000 21.59
7 ILVRLAVG E 411 1. 8000 120. 45
8 VI HPASTTH 386 1. 4800 |16. 82
9 LI VDNTI AT 1191 1. 2800 14.55
10 \WHSATKYL 213 1. 2000 13. 64
11 |VANI GDVRS 1376 1. 1000 12. 50
12 || VWHSATKY 212 1. 0000 11. 36
13 || ERHVANAQ 303 1. 0000 11. 36
14 ILAKLG EVS 132 0. 9000 10. 23
15 || DLLDTPAV 1172 0. 9000 10. 23
16 |VPLI VDNTI 189 0. 9000 10. 23
117 [YNLFHYSLA 1125 0. 8000 9. 09
18 VRLAVG EG 412 0. 7800 8. 86
119 [FNAFLVAQG 287 0. 7000 7.95
20 | YAGLPSSPW 328 0. 7000 7.95
21 || GDVRSLVI 379 0. 7000 7.95
22 | LNLAGAGDH 105 0. 6800 7.73
23 'YTFDDTAHA 45 0. 6000 6. 82
24 LEI PGNI YT 59 0. 4800 |5.45
25 |YGGTYNLFH 1121 0. 4800 5. 45
26 [FAI LNLAGA 102 0. 4000 4.55
27 |VNALKLHSH 367 0. 3800 4. 32
28 || EG DD LA 418 0. 3800 4.32
29 |UNYAGLPSS 326 0. 2000 2. 27
130 |FVNALKLHS 366 0. 2000 2. 27
31 LG EVSFVD 1135 0. 1500 1. 70
32 \VLSFELAGG 351 0. 1000 1. 14
33 YTRI GNPTT 66 -0. 1000 [s

34 | YATTSYTF 39 - 0. 2000 [s

35 WEQRI AAL 76 -0. 2000 0

36 | GNPTTDWV 69 - 0. 3000 0

37 |LGGHGAAI A 221 - 0. 3000 [s
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38 LRI ERHVAN 301 -0. 3000 0
39 ILHSHVANI G 1372 - 0. 3000 [s
40 LI QPLAQGA 1202 - 0. 4000 0
41 LLRDYGSAA 276 - 0. 4000 [s
42 \LFGLEI PGN -0
43 \VAALFLSSG -0

ALLELE: Threshold for 3 % with score: |H ghest Score achi evabl e by any
DRB1_0405 2.0 peptide: 9.4

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 ILVRLAVG E 411 3. 8000 40. 43
2 |FNAFLVAQG 287 3. 0000 31. 01
3 |YGGTYNLFH 1121 2. 7000 28. 72
4 | YAGLPSSPW 1328 2. 6000 27. 66
5 || HPASTTHA 387 2. 4000 25.53
6 LPI YATTSY 37 2. 0000 21. 28
7 [VRSLVI HPA 1382 1. 9000 120. 21
8 LG EVSFVD 1135 1. 8500 19. 68
9 [YTRI GNPTT 66 1. 8000 119.15
110 [YNLFHYSLA 1125 1. 8000 119. 15
11 LVI HPASTT 385 1. 8000 19. 15
12 'YLI QPLAQG 201 1. 7000 18. 09
13 VI HPASTTH 1386 1. 7000 18. 09
14 [YTFDDTAHA 45 1. 6000 17. 02
15 VQLLRDYGS 274 1. 6000 17. 02
16 [FAI LNLAGA 1102 1. 4000 14. 89
117 | YGSAASPFN 280 1. 3000 13. 83
18 \WHSATKYL 213 1. 2000 112. 77
119 |LRDYGSAAS 277 1. 2000 112. 77
20 |FVNALKLHS 1366 1. 2000 112. 77
21 LI VDNTI AT 1191 1. 1800 112.55
22 || VWHSATKY 212 1. 1000 111. 70
23 \VRLAVG EG 1412 1. 0800 11. 49
24 | LNLAGAGD 1104 1. 0000 10. 64
25 |LNLAGAGDH 1105 0. 9000 9. 57
26 |FAETI SNPQ 1163 0. 9000 9. 57
27 || ERHVANAQ 1303 0. 8000 8. 51
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28 |FPGFTTPDP 245 0. 7000 7. 45
29 LRI ERHVAN 301 0. 7000 7. 45
30 |VNALKLHSH 367 0. 6000 6.38
31 \LFGLEI PGN 56 0. 5000 5. 32
32 [FTTPDPSYH 248 0. 5000 5. 32
33 MSADSNSTD 0 0. 4000 4. 26
34 | YHGVWFAEL 255 0. 4000 4. 26
35 \VLSFELAGG 351 0. 4000 4. 26
36 LEI PGNI YT 59 0. 3800 4. 04
37 |FLSSGQAAE 92 0. 3000 3. 19
38 || DLLDTPAV 1172 0. 2000 2.13
39 |VPLI VDNTI 189 0. 1000 1. 06
40 \VANI GDVRS 1376 1000 1. 06

41

[FHYSLAKLG

ALLELE
DRB1_0408

Threshold for 3 %wi th score:
1.2

Hi ghest Score achi evabl e by any

pepti de:

8.

8

‘Rank ‘Sequence ‘At Position ‘Score ‘% of Hi ghest Score
1 || HPASTTHA 387 2. 4000 27. 27
2 [VRSLVI HPA 382 1. 9000 21. 59
3 [YNLFHYSLA 125 1. 8000 120. 45
4 [FNAFLVAQG 287 1. 7000 119. 32
5 | YAGLPSSPW 1328 1. 7000 119. 32
6 [YTFDDTAHA 45 1. 6000 18.18
7 VQLLRDYGS 274 1. 6000 18.18
E 'YGGTYNLFH 1121 1. 4800 16. 82
9 [FAI LNLAGA 102 1. 4000 15. 91
10 |LRDYGSAAS 277 1. 2000 13. 64
11 |FVNALKLHS 366 1. 2000 13. 64
12 LPI YATTSY 37 0. 9000 10. 23
13 [YTRI GNPTT 66 0. 9000 10. 23
114 ILVI HPASTT 385 0. 9000 10. 23
15 ILVRLAVG E 1411 0. 8000 9. 09
16 'Vl HPASTTH 1386 0. 4800 5. 45
117 'YLI QPLAQG 201 0. 4000 4. 55
18 \FPGFTTPDP 245 0. 3000 3. 41
119 LI VDNTI AT 1191 0. 2800 3.18
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20 [WHSATKYL 213 0. 2000 2. 27
21 [FAETI SNPQ 163 0. 1000 1. 14
22 VANl GDVRS 1376 0. 1000 1. 14
23 ILAKLG EVS 132 -0. 1000 [s
24 | DLLDTPAV 1172 -0.1000 0
25 \VPLI VDNTI 1189 -0. 1000 [s
26 \VRLAVG EG 1412 - 0. 2200 0
27 | GDVRSLVI 1379 - 0. 3000 [s
28 |LNLAGAGDH 1105 - 0. 3200 0
29 [FELAGG EA 1354 - 0. 3200 [s
30 LEI PGNI YT 59 - 0. 5200 0
31 | YHGVWFAEL 255 - 0. 6000 [s
32 [VNALKLHSH 367 - 0. 6200 0
33 | EG DDI LA 418 - 0. 6200 0
34 | YGSAASPFN 280 -0. 7000 0
135 [FTTPDPSYH 248 -0. 7200 [s
36 |VNYAGLPSS 326 - 0. 8000 0
37 LG EVSFVD 1135 - 0.8500 0
38 |FLVAQGLET 1290 -0.9000 0
39 \VLSFELAGG 351 - 0. 9000 0
40 [FGLEI PGNI 57 -1.1000 0
41 | YATTSYTF 39 -1. 2000 0

ALLELE:
DRB1_0410

Threshold for 3 %w th score:

2.6

Hi ghest Score achi evabl e by any
9.4

pepti de:

‘Rank ‘Sequence ‘At Position ‘Score ‘% of Hi ghest Score
1 ILVRLAVG E 411 4. 8000 51. 06
2 | HPASTTHA 1387 3. 4000 36. 17
3 LPI YATTSY 37 3. 0000 31. 91
4 \VRSLVI HPA 1382 2. 9000 130. 85
5 LG EVSFVD 1135 2. 8500 130. 32
6 ILVI HPASTT 1385 2. 8000 29. 79
7 VI HPASTTH 386 2. 7000 28.72
E VQLLRDYGS 274 2. 6000 27. 66
9 [WHSATKYL 213 2. 2000 23.40
10 |LRDYGSAAS 277 2. 2000 23. 40
11 LI VDNTI AT 1191 2. 1800 23.19
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12 || VWHSATKY 212 2. 1000 22.34
13 \VRLAVG EG 412 2. 0800 22.13
14 || LNLAGAGD 1104 2. 0000 21.28
15 [FNAFLVAQG 287 2. 0000 21.28
16 |LNLAGAGDH 1105 1. 9000 20. 21
117 || ERHVANAQ 1303 1. 8000 119.15
18 [YGGTYNLFH 1121 1. 7000 18. 09
19 LRI ERHVAN 301 1. 7000 18. 09
20 | YAGLPSSPW 328 1. 6000 17. 02
21 |VNALKLHSH 1367 1. 6000 117. 02
22 ILFGLEI PGN 56 1. 5000 15. 96
23 |MBADSNSTD 0 1. 4000 14. 89
24 \VLSFELAGG 351 1. 4000 14. 89
25 LEI PGNI YT 59 1. 3800 14. 68
26 | DLLDTPAV 1172 1. 2000 112.77
27 \VPLI VDNTI 1189 1. 1000 111. 70
28 VANl GDVRS 376 1. 1000 111. 70
29 ILHSHVANI G 372 1. 0000 110. 64
30 ILAKLG EVS 1132 0. 9000 9. 57

31 || GDVRSLVI 1379 0. 9000 9.57

32 [YTRI GNPTT 66 0. 8000 8.51

33 WEQRI AAL 76 0. 8000 8.51

34 [YNLFHYSLA 1125 0. 8000 8. 51

35 || QPLAQGAD 203 0. 8000 8.51

36 |VAEFLAARD 313 0. 8000 8.51

37 | YATTSYTF 39 0. 7000 7.45

38 \VAALFLSSG 88 0. 7000 7. 45

39 YLI QPLAQG 201 0. 7000 7.45

40 || AGVI VDGG 228 0. 7000 7.45

41 VI VDGGNFD 231 0. 7000 7. 45

42 |YTFDDTAHA 45 0. 6000 6. 38

43 [FAI LNLAGA 1102 0. 4000 4. 26

44 ILETLSLRIE

ALLELE:

DRB1_0421

Threshold for 3 %wi th score:
2.3

Hi ghest Score achi evabl e by any
pepti de:

9

Rank

Sequence

At Position

Score

% of Hi ghest Score
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1 'YTFDDTAHA 45 4. 1000 45.56
2 |WHSATKYL 213 3. 6600 40. 67
3 LI VDNTI AT 191 3. 4800 38. 67
4 ILVI HPASTT 1385 3. 0000 33.33
5 'YGGTYNLFH 1121 2. 9000 132. 22
6 || VWHSATKY 212 2. 9000 32. 22
7 V@ EG DD 416 2. 7000 30. 00
8 'YLI QPLAQG 201 2. 6000 28. 89
9 [FHYSLAKLG 128 2. 5000 27.78
10 [FGLEI PGN 57 2.3000 25.56
11 LRI ERHVAN 301 2. 2800 25.33
12 ILHSHVANI G 372 2.1000 23. 33
13 [VRSLVI HPA 382 2. 1000 23.33
14 |FVNALKLHS 1366 2.0000 22. 22
15 LG EVSFVD 1135 1. 9000 21.11
16 || HPASTTHA 387 1. 9000 21.11
117 ILVRLAVG E 411 1. 9000 21.11
18 [FFAETI SNP 1162 1. 7000 18. 89
19 [YTRI GNPTT 66 1. 6000 117.78
20 | YATTSYTF 39 1. 3000 14. 44
21 || ERHVANAQ 1303 1. 3000 14. 44
22 [FAI LNLAGA 1102 1. 2000 13.33
23 [FNAFLVAQG 287 1. 2000 13.33
24 VRLAVG EG 412 1. 1800 113.11
25 ILAKLG EVS 132 1. 0000 111.11
26 || DLLDTPAV 172 1. 0000 111.11
27 LVAQGLETL 291 0. 9600 10. 67
28 | VRPNTKAFF 155 0. 9000 10. 00
29 [FAETI SNPQ 163 0. 9000 10. 00
30 || VSSPRLYG 1114 0. 8000 '8.89
31 |LGGHGAAI A 221 0. 8000 8. 89
32 VQLLRDYGS 274 0. 8000 8. 89
33 | YAGLPSSPW 328 0. 8000 8.89
34 || EVSFVDDP 137 0. 7000 7.78
35 MSADSNSTD 0 0. 6000 6. 67
36 | LADLELGF 424 0. 6000 6. 67
37 IWEQRI AAL 76 0. 5600 6. 22
38 LPI YATTSY 37 0. 5000 5.56
39 'Vl VDGGNFD 231 0. 5000 5. 56
40 \VPLI VDNTI 1189 0. 4000 4. 44
41 LLRDYGSAA 276 0. 4000 4. 44
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42 |LRDYGSAAS 277 0. 4000 4. 44
43 | YGSAASPFN 1280 0. 4000 4. 44
44 [VANI GDVRS 376 0. 3800 4. 22

ALLELE:
DRB1_0423

Threshold for 3 %w th score:
1.68

Hi ghest Score achi evabl e by any
pepti de:

8.

8

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 || HPASTTHA 387 3. 4000 38. 64
2 [VRSLVI HPA 382 2. 9000 132. 95
3 VQLLRDYGS 274 2. 6000 29. 55
4 |LRDYGSAAS 277 2. 2000 25. 00
5 LPI YATTSY 37 1. 9000 21. 59
6 ILVI HPASTT 385 1. 9000 21. 59
7 ILVRLAVG E 1411 1. 8000 120. 45
8 VI HPASTTH 386 1. 4800 |16. 82
9 LI VDNTI AT 1191 1. 2800 |14. 55
110 |WHSATKYL 213 1. 2000 13. 64
11 \VANI GDVRS 1376 1. 1000 112. 50
12 || VWHSATKY 212 1. 0000 11. 36
13 || ERHVANAQ 303 1. 0000 11. 36
14 ILAKLG EVS 132 0. 9000 10. 23
15 | DLLDTPAV 1172 0. 9000 10. 23
16 \VPLI VDNTI 1189 0. 9000 10. 23
117 [YNLFHYSLA 1125 0. 8000 9. 09
18 VRLAVG EG 412 0. 7800 8. 86
19 [FNAFLVAQG 287 0. 7000 7. 95
20 | YAGLPSSPW 1328 0. 7000 7. 95
21 || GDVRSLVI 1379 0. 7000 7. 95
22 | LNLAGAGDH 105 0. 6800 7.73
23 'YTFDDTAHA 45 0. 6000 6. 82
24 LEI PGNI YT 59 0. 4800 5. 45
25 'YGGTYNLFH 1121 0. 4800 5. 45
26 [FAI LNLAGA 102 0. 4000 4. 55
27 |VNALKLHSH 367 0. 3800 4. 32
28 | EG DDI LA 418 0. 3800 4. 32
29 [VNYAGLPSS 1326 0. 2000 2. 27
130 |FVNALKLHS 1366 0. 2000 2. 27
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31 LG EVSFVD 1135 0. 1500 1. 70
32 \VLSFELAGG 351 0. 1000 1. 14
33 [YTRI GNPTT 66 -0.1000 0
34 | YATTSYTF 39 - 0. 2000 [s
35 \WEGRI AAL 76 - 0. 2000 0
36 | GNPTTDW 69 - 0. 3000 [s
37 |LGGHGAAI A 221 - 0. 3000 0
38 LRI ERHVAN 301 - 0. 3000 [s
39 ILHSHVANI G 1372 - 0. 3000 0
40 LI QPLAQGA 202 - 0. 4000 [s
41 LLRDYGSAA 1276 - 0. 4000 0
42 ILFGLEI PGN 56 - 0. 5000 [s
43 \VAALFLSSG - 0.

ALLELE
DRB1_0426

Threshold for 3 %w th score:

1.6

Hi ghest Score achi evabl e by any

pepti de:

8.6

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 'YTFDDTAHA 45 4. 1000 147. 67
2 |YGGTYNLFH 1121 3. 4800 40. 47
3 LI VDNTI AT 1191 2. 7800 32. 33
4 |WHSATKYL 213 2. 7000 31. 40
5 ILVI HPASTT 385 2.3000 26. 74
6 [VRSLVI HPA 382 2.1000 24. 42
7 || ERHVANAQ 303 2. 0000 23. 26
8 || HPASTTHA 387 1. 9000 22. 09
[ VG EG DD 416 1. 8000 20. 93
10 |FAETI SNPQ 1163 1. 6000 18. 60
11 || VWHSATKY 212 1. 6000 18. 60
12 |FVNALKLHS 366 1. 6000 18. 60
13 LRI ERHVAN 1301 1. 4800 117.21
14 [FGLEI PGN 57 1. 4000 16. 28
15 [FAI LNLAGA 1102 1. 2000 113. 95
16 'YLI QPLAQG 201 1. 2000 113. 95
17 [FHYSLAKLG 128 1. 1000 112. 79
18 [YTRI GNPTT 66 0. 9000 10. 47
19 LG EVSFVD 1135 0. 8000 9. 30
20 |LGGHGAAI A 221 0. 8000 9. 30
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21 | YAGLPSSPW 1328 0. 8000 9. 30
22 |FFAETI SNP 162 0. 7000 8. 14
23 ILHSHVANI G 372 0. 7000 8. 14
24 ILAKLG EVS 132 0. 6000 6. 98
25 ILVRLAVG E 1411 0. 5000 5. 81
26 VQLLRDYGS 274 0. 4000 4. 65
27 |LLRDYGSAA 276 0. 4000 4. 65
28 LFLSSGQAA 91 0. 1000 1. 16
29 'VANI GDVRS 1376 - 0. 0200 0
130 [FNAFLVAQG 287 - 0. 2000 [s
31 VRLAVG EG 412 - 0. 2200 0
32 || EVSFVDDP 137 - 0. 3000 [s
33 \WSFETKQ H 15 - 0. 3200 0
134 \FELAGG EA 1354 - 0. 3200 0
35 VI HPASTTH 1386 - 0. 3200 0
36 WEQRI AAL 76 - 0. 4000 [s
37 | YGSAASPFN 280 - 0. 4000 0
38 |LNLAGAGDH 105 - 0. 4200 0
39 |VNALKLHSH - 0.

40 |MBADSNSTD -0.

ALLELE:
DRB1_0701

Threshold for 3 %w th score:

4.1

Hi ghest Score achi evabl e by any
11.6

pepti de:

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 [WHSATKYL 213 6. 6200 57. 07
2 | YATTSYTF 39 5. 7000 49. 14
3 || GDVRSLVI 1379 5. 3000 45. 69
4 | YHGVVFAEL 1255 4. 5000 38.79
5 || VWHSATKY 212 3. 7000 31. 90
6 |FALKARVQL 268 3. 6000 31. 03
7 'YGGTYNLFH 1121 3. 5000 30. 17
8 |FLVAQGLET 290 3. 5000 130. 17
9 [VLSVNYAGL 323 3. 5000 30. 17
10 ILVI HPASTT 385 3. 5000 30. 17
11 |FVNALKLHS 1366 3. 4000 29.31
12 \VRLAVG EG 412 3. 4000 29.31
13 || VSSPRLYG 1114 3.3000 28.45
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114 | LGFAAARRF 1430 3. 1000 26. 72
15 [FGLEI PGN 57 3. 0000 25. 86
116 [FHYSLAKLG 128 3. 0000 25. 86
117 \LVAQGLETL 201 3. 0000 25. 86
18 \VPLI VDNTI 1189 2. 9000 25. 00
19 | YLGGHGAAI 1220 2. 9000 25. 00
20 [FELAGG EA 1354 2. 9000 25. 00
21 LFLSSGQAA 91 2..8000 24. 14
22 | VAHRNGVPL 183 2. 5000 21.55
23 LI VDNTI AT 1101 1. 7200 14. 83
24 ILATGVSPGL 1403 1. 7000 14. 66
25 LEI PGNI YT 59 1. 6000 113.79
26 |LFHYSLAKL 1127 1. 6000 113.79
27 \VDNTI ATPY 1193 1. 6000 113.79
28 LRI ERHVAN 1301 1. 6000 113.79
29 ILYGGTYNLF 1120 1. 5000 12. 93
30 LSFELAGG 1352 1. 5000 112.93
31 |LKLHSHVAN 370 1. 5000 112. 93
32 [YTRI GNPTT 66 1. 4000 112. 07
33 [YNLFHYSLA 1125 1. 4000 112. 07
34 |VRPNTKAFF 155 1. 4000 12. 07
35 LLDTPAVSE 1174 1. 4000 112. 07
36 \WEGQRI AAL 76 1. 3000 111.21
37 |FLSSGQAAE 92 1. 3000 111. 21
38 [FAETI SNPQ 163 1. 3000 111. 21
39 | YAGLPSSPW 328 1. 2000 10. 34
40 VG EG DD 416 1. 2000 10. 34
41 LG EVSFVD 135 1. 1000 9.48
42 LPI YATTSY 37 1. 0200 8.79
43 || VDGGNFDW 232 1. 0000 8. 62
44 [VRSLVI HPA

ALLELE:
DRB1_0703

Threshold for 3 %with score:
4.0

pepti de:

H ghest Score

11. 6

achi evabl e by any

Rank  |Sequence /At Position Score % of Hi ghest Score
1 \WHSATKYL 213 6. 6200 57.07
2 | YATTSYTF 39 5. 7000 149. 14
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3 || GDVRSLVI 1379 5. 3000 45. 69
4 | YHGVVFAEL 255 4. 5000 38.79
5 || VWHSATKY 212 3. 7000 31. 90
6 |FALKARVQL 268 3. 6000 31. 03
7 'YGGTYNLFH 1121 3. 5000 30. 17
8 |FLVAQGLET 290 3. 5000 30. 17
9 [VLSVNYAGL 323 3. 5000 30. 17
10 ILVI HPASTT 1385 3. 5000 30. 17
11 |FVNALKLHS 1366 3. 4000 29.31
12 \VRLAVG EG 412 3. 4000 29.31
13 || VSSPRLYG 1114 3.3000 28. 45
14 |LGFAAARRF 1430 3.1000 26.72
15 [FGLEI PGN 57 3.0000 25.86
16 [FHYSLAKLG 128 3. 0000 25. 86
17 ILVAQGLETL 201 3. 0000 25. 86
18 |VPLI VDNTI 189 2. 9000 25. 00
119 | YLGGHGAAI 1220 2. 9000 25. 00
20 \FELAGG EA 1354 2. 9000 25. 00
21 LFLSSGQAA 91 2.8000 24.14
22 | VAHRNGVPL 183 2. 5000 21. 55
23 LI VDNTI AT 191 1. 7200 14. 83
24 ILATGVSPGL 403 1. 7000 14. 66
25 ILEI PGNI YT 59 1. 6000 13.79
26 |LFHYSLAKL 1127 1. 6000 113. 79
27 |VDNTI ATPY 1193 1. 6000 13.79
28 LRI ERHVAN 301 1. 6000 113.79
29 LYGGTYNLF 1120 1. 5000 112. 93
30 LSFELAGG 1352 1. 5000 112. 93
31 | LKLHSHVAN 370 1. 5000 12. 93
32 [YTRI GNPTT 66 1. 4000 112. 07
33 [YNLFHYSLA 125 1. 4000 112. 07
34 | VRPNTKAFF 155 1. 4000 12. 07
35 |LLDTPAVSE 1174 1. 4000 112. 07
36 WEQRI AAL 76 1. 3000 111. 21
37 | FLSSGQAAE 92 1. 3000 111.21
38 |FAETI SNPQ 1163 1. 3000 111.21
39 | YAGLPSSPW 328 1. 2000 10. 34
40 VG EG DD 416 1. 2000 110. 34
41 LG EVSFVD 135 1. 1000 9. 48
42 LPI YATTSY 37 1. 0200 8.79
43 || VDGGNFDW 232 1. 0000 8. 62
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44 IVRSLVI HPA 1382 1. 0000 8. 62
ALLELE: Threshold for 3 % with score: |H ghest Score achi evabl e by any
DRB1_0801 1.8 peptide: 8.6

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 ILVRLAVG E 411 4. 5000 52.33
2 [FVNALKLHS 1366 4. 3000 50. 00
3 [FALKARVQL 268 3. 2000 37. 21
4 [FNAFLVAQG 287 2. 8000 32. 56
5 \VEQRI AALE 77 2. 7000 31. 40
6 |VRPNTKAFF 155 2. 7000 31. 40
7 |LRDYGSAAS 277 2. 7000 31. 40
8 \VHERAKRLA 336 2. 6000 130. 23
9 [FETKQ HAG 117 2. 5000 29. 07
110 [FAI LNLAGA 1102 2. 4000 27.91
11 LFHYSLAKL 1127 2. 4000 27.01
12 YLI QPLAQG 201 2. 0000 23. 26
13 IVRSLVI HPA 1382 1. 9000 22. 09
114 [YSLAKLG E 1130 1. 7000 19. 77
15 | LNLAGAGDH 1105 1. 6000 18. 60
116 || LNLAGAGD 1104 1. 5000 17. 44
117 |LAPKGTGAV 1343 1. 5000 17. 44
18 | QPLAQGAD 203 1. 4000 16. 28
119 || VSSPRLYG 1114 1. 3000 15. 12
20 |FLSSGQAAE 192 1. 2000 13. 95
21 \VLSFELAGG 351 1. 2000 113.95
22 LRI ERHVAN 1301 1. 1000 112. 79
23 |VNALKLHSH 1367 1. 1000 112.79
24 VRLAVG EG 412 1. 0000 11. 63
25 \WSFETKQ H 15 0. 9000 10. 47
26 \LFGLEI PGN 56 0. 8000 9. 30
27 ILKARVQLLR 270 0. 8000 9. 30
28 LPI YATTSY 37 0. 7000 8. 14
29 \V\QAAVRPNT 151 0. 7000 8. 14
30 \WFAELGPP 258 0. 7000 8. 14
31 ILETLSLRI E 296 0. 7000 8. 14
32 | VANAQRVAE 1307 0. 7000 8. 14
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33 'YTFDDTAHA 45 0. 6000 6. 98
34 \VHSATKYLG 214 0. 5000 5. 81
35 [FGLEI PGNI 57 0. 4000 4.65
36 \WHSATKYL 213 0. 3000 3. 49
37 [VNYAGLPSS 326 0. 3000 3. 49
38 |FLVAQGLET 290 0. 2000 2.33
39 [YGGTYNLFH 1121 0. 1000 1. 16
40 [FHYSLAKLG 128 0. 1000 1.16
41 | FAAARRFSA

ALLELE
DRB1_0802

Threshold for 3 %w th score:
1.0

peptide: 8

Hi ghest Score achi evabl e by any

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 |FVNALKLHS 1366 4. 3000 53.75
2 |LRDYGSAAS 277 2. 7000 33.75
3 \VHERAKRLA 336 2. 6000 32. 50
4 [FAI LNLAGA 102 2. 4000 30. 00
5 |FALKARVQL 268 2. 2000 27.50
6 [VRSLVI HPA 382 1. 9000 23.75
7 | VRPNTKAFF 155 1. 8000 22. 50
8 |FNAFLVAQG 287 1. 5000 18. 75
9 ILVRLAVG E 411 1. 5000 118. 75
10 |LFHYSLAKL 1127 1. 4000 117. 50
11 [FETKQ HAG 117 1. 2000 15. 00
12 |LAPKGTGAV 343 1. 2000 15. 00
13 ILKARVQLLR 270 0. 8000 10. 00
14 'YLI QPLAQG 201 0. 7000 8.75
15 'YTFDDTAHA 45 0. 6000 7. 50
16 | LNLAGAGDH 105 0. 3800 14.75
117 \WFAELGPP 258 0. 3000 3.75
18 [VNYAGLPSS 1326 0. 3000 3.75
19 [FGLEI PGN 57 0. 2000 2. 50
20 | FAAARRFSA 432 0. 1000 1. 25
21 \VLSFELAGG 351 -0. 1000 [s

22 [VNALKLHSH 367 -0.1200 0

23 \V\QAAVRPNT 151 - 0. 2000 [s

24 \VEQRI AALE 77 -0. 3000 [s
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25 \VRLAVG EG 1412 -0. 3000 0
26 \WSFETKQ H 15 - 0. 3200 [s
27 LPI YATTSY 37 - 0. 4000 0
28 'YNLFHYSLA 1125 - 0. 4000 [s
29 [FELAGG EA 354 - 0. 4000 0
130 \WHSATKYL 213 -0. 7000 [s
31 |FLVAQGLET 1290 -0. 7000 0
32 ILSLRI ERHV 299 -0. 7000 [s
33 || VDNTI ATP 192 - 0. 8000 0
134 \VHSATKYLG 214 - 0. 8000 [s
35 | YLGGHGAAI 220 - 0. 8000 0
36 VQLLRDYGS 274 - 0. 9000 [s
37 LRI ERHVAN 301 - 0. 9000 0
38 ILVI HPASTT 385 - 0. 9000 0
39 | YTRI GNPT 65 -1.0000 0
40 | YHGWFAEL 255 -1.1000 0
41 |YGGTYNLFH 121 -1.1200 0
42 \LFGLEI PGN 56 -1. 2000 0

ALLELE
DRB1_0804

Threshold for 3 %wth score:

1.6

Hi ghest
pepti de:

Score achi evabl e by any

8

‘Rank ‘Sequence ‘At Position ‘Score ‘% of Hi ghest Score
1 |LRDYGSAAS 277 3. 7000 46. 25
2 |FVNALKLHS 366 3.3000 41. 25
3 |VRSLVI HPA 382 2. 9000 36. 25
4 | VRPNTKAFF 1155 2.8000 35. 00
5 ILVRLAVG E 1411 2. 5000 131.25
6 |LFHYSLAKL 1127 2. 4000 130. 00
7 |LAPKGTGAV 343 2. 2000 27. 50
E ILKARVQLLR 270 1. 8000 22. 50
9 \WHERAKRLA 1336 1. 6000 20. 00
10 [FAI LNLAGA 1102 1. 4000 117. 50
11 |LNLAGAGDH 105 1. 3800 117. 25
12 \WFAELGPP 258 1. 3000 16. 25
13 [VNYAGLPSS 1326 1. 3000 16. 25
14 |FALKARVQL 268 1. 2000 15. 00
15 || VSSPRLYG 1114 1. 0000 112. 50
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16 \VLSFELAGG 351 0. 9000 111.25
117 |VNALKLHSH 367 0. 8800 111. 00
18 VEQRI AALE 77 0. 7000 8.75
19 \VRLAVG EG 412 0. 7000 8.75
20 LPI YATTSY 37 0. 6000 7. 50
21 [FNAFLVAQG 287 0. 5000 6. 25
22 | WHSATKYL 213 0. 3000 3.75
23 ILSLRI ERHV 299 0. 3000 3.75
24 [FETKQ HAG 17 0. 2000 2. 50
25 || VDNTI ATP 1192 0. 2000 2. 50
26 \VHSATKYLG 214 0. 2000 2. 50
27 \VQLLRDYGS 274 0. 1000 11.25
28 LRI ERHVAN 301 0. 1000 1. 25
29 ILVI HPASTT 385 0. 1000 1. 25
30 \LFGLEI PGN 56 - 0. 2000 0
31 || LNLAGAGD 104 |- 0. 2000 0
32 ILAKLG EVS 132 - 0. 3000 0
33 | VAHRNGVPL 183 - 0. 3000 0
34 'YLI QPLAQG 201 - 0. 3000 0
35 || QPLAQGAD 203 - 0. 3000 0
36 |LGGHGAAI A 221 - 0. 3000 0
37 |LGFAAARRF 1430 - 0. 3000 0
38 'YTFDDTAHA 45 - 0. 4000 0
39 WEQRI AAL 76 - 0. 4000 [s
40 |VSPGLVRLA 1407 - 0. 4000 [s
41 || AALEGGVA 81 - 0. 5000 0
42 |LAARDDVLS 317 -0. 5000 [s

ALLELE:
DRB1_0806

Threshold for 3 %w th score:

2.4

Hi ghest Score achi evabl e by any
8.6

pepti de:

Rank 'Sequence /At Position Score % of Highest Score
1 ILVRLAVG E 411 5. 5000 63. 95
2 \VEQRI AALE 77 3. 7000 43. 02
3 | VRPNTKAFF 155 3. 7000 43. 02
4 |LRDYGSAAS 277 3. 7000 43. 02
5 |LFHYSLAKL 1127 3. 4000 39. 53
6 |FVNALKLHS 1366 3.3000 38. 37
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7 IVRSLVI HPA 1382 2. 9000 33.72
8 |LNLAGAGDH 1105 2. 6000 130. 23
9 || LNLAGAGD 1104 2. 5000 129. 07
10 |LAPKGTGAV 1343 2. 5000 29. 07
11 | QPLAQGAD 203 2. 4000 27.91
12 | VSSPRLYG 1114 2.3000 26. 74
13 |FALKARVQL 268 2. 2000 25.58
14 \VLSFELAGG 351 2. 2000 25.58
15 LRI ERHVAN 301 2.1000 24.42
16 |VNALKLHSH 1367 2. 1000 24. 42
117 \VRLAVG EG 412 2.0000 23.26
18 LFGLEI PGN 56 1. 8000 20. 93
19 LKARVQLLR 270 1. 8000 20. 93
20 [FNAFLVAQG 287 1. 8000 20. 93
21 LPI YATTSY 37 1. 7000 119. 77
22 \WFAELGPP 258 1. 7000 119. 77
23 ILETLSLRIE 296 1. 7000 19. 77
24 | VANAGRVAE 1307 1. 7000 119. 77
25 \VHERAKRLA 336 1. 6000 18. 60
26 [FETKQ HAG 17 1. 5000 17. 44
27 |VHSATKYLG 214 1. 5000 17. 44
28 [FAI LNLAGA 1102 1. 4000 16. 28
29 \WHSATKYL 213 1. 3000 15.12
30 |UNYAGLPSS 326 1. 3000 15. 12
31 LG EVSFVD 135 1. 0000 11. 63
32 YLI QPLAQG 201 1. 0000 11. 63
33 LVI HPASTT 385 1. 0000 11. 63
34 | YTRI GNPT 65 0. 9000 110. 47
35 [YSLAKLG E 1130 0. 7000 8. 14
36 | VAHRNGVPL 183 0. 7000 8. 14
37 \WEGQRI AAL 76 0. 6000 6. 98
38 || VDNTI ATP 1192 0. 6000 6.98
39 ILSLRI ERHV 299 0. 6000 6.98
40 |LGFAAARRF 1430 0. 6000 6.98
41 |LKLHSHVAN 1370 0. 5000 5. 81
42 LI VDNTI AT 1101 0. 3000 3. 49
43 |VAEFLAARD 313 0. 3000 3. 49
|FLSSGQRAE
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ALLELE:
DRB1_0813

Threshold for 3 % with score:

1.9

H ghest Score achi evabl e by any

pepti de:

8.

7

‘Rank ‘Sequence ‘At Posi tion ‘Scor e ‘% of Hi ghest Score
1 |FVNALKLHS 1366 4.9000 56. 32
2 |FALKARVQL 268 3. 2000 136. 78
3 |LRDYGSAAS 277 2. 7000 31. 03
4 LPI YATTSY 37 2. 4000 27. 59
5 [FAI LNLAGA 102 2. 4000 27. 59
6 IVRSLVI HPA 382 2. 4000 27. 59
7 \VHERAKRLA 336 2.3000 126. 44
8 |VRPNTKAFF 155 1. 8000 120. 69
9 [FETKQ HAG 17 1. 7000 19. 54
10 [FNAFLVAQG 287 1. 5000 117. 24
11 [YNLFHYSLA 1125 1. 4000 16. 09
12 LFHYSLAKL 127 1. 4000 16. 09
13 ILKARVQLLR 270 1. 4000 16. 09
14 | HPASTTHA 387 1. 3000 14. 94
15 | YTRI GNPT 65 1. 0000 11. 49
16 | FAAARRFSA 432 0. 9500 110. 92
117 ILVI HPASTT 385 0. 9000 10. 34
18 ILVRLAVG E 411 0. 8000 9.20
119 YLI QPLAQG 201 0. 7000 8.05
20 \WBFETKQ H 15 0. 6800 7.82
21 |YTFDDTAHA 45 0. 6000 6. 90
22 || VSSPRLYG 114 0. 6000 6. 90
23 \VRLAVG EG 412 0. 5800 6. 67
24 [VNYAGLPSS 326 0. 5000 5.75
25 |LAPKGTGAV 343 0. 5000 5.75
26 [FELAGG EA 354 0. 4800 |5.52
27 ILAKLG EVS 1132 0. 4000 4. 60
28 |VNALKLHSH 1367 0. 3800 4. 37
29 | YAGLPSSPW 328 0. 3000 3. 45
130 |VHSATKYLG 214 0. 1000 11.15
31 LRI ERHVAN 301 0. 1000 1. 15
32 [FTTPDPSYH 248 0. 0800 0. 92
33 [FLVAQGLET 290 -0. 1000 [s

34 \VLSFELAGG 351 -0.1000 [s

35 VEQRI AALE 77 - 0. 3000 0

36 |FFAETI SNP 162 - 0. 3000 0

37 | VAHRNGVPL 183 - 0. 3000 [s
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38 |LNLAGAGDH 1105 - 0. 3200 0

39 'Vl HPASTTH 1386 - 0. 3200 [s

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

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 [FVNALKLHS 1366 6. 1000 60. 40
2 ILVRLAVG E 411 4. 6000 45. 54
3 [FALKARVQL 268 3. 7000 36. 63
4 [FETKQ HAG 117 3. 2000 31. 68
5 || VSSPRLYG 1114 3. 1000 130. 69
6 |FNAFLVAQG 287 2. 8000 27.72
7 \VHERAKRLA 336 2. 8000 27.72
8 VEQRI AALE 77 2. 7000 26.73
9 |VRPNTKAFF 155 2. 7000 26.73
110 |LRDYGSAAS 277 2. 7000 26.73
11 LKARVQLLR 1270 2. 6000 25.74
12 IVRSLVI HPA 1382 2. 6000 25. 74
13 VRLAVG EG 412 2. 6000 25.74
14 [FAI LNLAGA 1102 2. 4000 23.76
15 LFHYSLAKL 1127 2. 4000 23.76
16 'YLI QPLAQG 201 2.0000 19. 80
117 |FLVAQGLET 1290 2.0000 19. 80
18 ILFGLEI PGN 56 1. 9500 19. 31
119 |YGGTYNLFH 121 1. 9000 18. 81
20 \V\QAAVRPNT 151 1. 8500 18. 32
21 LPI YATTSY 37 1. 8000 17. 82
22 'YSLAKLG E 1130 1. 8000 17. 82
23 |VNALKLHSH 367 1. 8000 17. 82
24 |LNLAGAGDH 1105 1. 7000 16. 83
25 LRI ERHVAN 1301 1. 6000 15. 84
26 |LAPKGTGAV 1343 1. 6000 15. 84
27 || LNLAGAGD 1104 1. 5000 14.85
28 | QPLAQGAD 203 1. 5000 14.85
29 [VNYAGLPSS 326 1. 4500 14. 36
130 |FLSSGQAAE 92 1. 2000 11. 88
31 \VHSATKYLG 214 1. 2000 11.88
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32 | VANAQRVAE 1307 1. 2000 11.88
33 \VLSFELAGG 1351 1. 2000 11. 88
34 [FELAGG EA 1354 1. 2000 11. 88
35 'YGSAASPFN 1280 1. 1500 11. 39
36 \WSFETKQ H 15 1. 0000 9. 90

37 LI VDNTI AT 1101 0. 9000 8. 91

38 \WHSATKYL 213 0. 9000 8. 91

39 ILETLSLRI E 296 0. 9000 8. 91

40 \WFAELGPP 258 0. 8000 7.92

41 [FHYSLAKLG 128 0. 7000 6. 93

42 |YTFDDTAHA 45 0. 6000 5.94

43 | FAAARRFSA 432 0. 6000 5.94

44 [FGLEI PGN

ALLELE
DRB1_1101

Threshold for 3 %w th score:

1.1

Hi ghest Score achi evabl e by any

pepti de:

8.3

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 |FVNALKLHS 1366 6. 1000 173. 49
2 [VRSLVI HPA 382 3. 0000 36. 14
3 [FAI LNLAGA 102 2. 8000 33.73
4 || VSSPRLYG 114 2.1000 25. 30
5 ILVRLAVG E 411 2.0000 24. 10
6 | VRPNTKAFF 155 1. 8000 21. 69
7 [UNYAGLPSS 326 1. 4500 17. 47
8 [FNAFLVAQG 287 1. 4000 |16. 87
[ 'YLI QPLAQG 201 1. 3000 15. 66
10 \VRLAVG EG 1412 1. 3000 15. 66
11 [FELAGG EA 1354 1. 2000 14. 46
12 [FLVAQGLET 290 1. 1000 13. 25
13 'YGGTYNLFH 1121 1. 0800 113. 01
14 |VNALKLHSH 367 0. 9800 111.81
15 \V\QAAVRPNT 151 0. 9500 111. 45
16 | FAAARRFSA 432 0. 6000 7. 23
17 |LNLAGAGDH 105 0. 4800 5.78
18 \WFAELGPP 258 0. 4000 4. 82
19 \LFGLEI PGN 56 0. 3500 4. 22
20 ILAKLG EVS 132 0. 2000 2. 41
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21 [WHSATKYL 213 0. 2000 2. 41
22 VQLLRDYGS 274 0. 2000 2. 41
23 |YTFDDTAHA 45 -0.1000 0
24 \VHSATKYLG 214 -0. 1000 [s
25 |FALKARVQL 268 -0.1000 0
26 | DLLDTPAV 1172 -0. 1500 [s
27 |LRDYGSAAS 277 - 0. 2000 0
28 \VWHERAKRLA 1336 - 0. 2000 [s
29 \VLSFELAGG 351 - 0. 2000 0
130 'YTRI GNPTT 66 - 0. 2500 [s
31 [FHYSLAKLG 1128 - 0. 3000 0
32 | GDVRSLVI 1379 - 0. 3000 [s
33 [FGLEI PGN 57 - 0. 4000 0
134 ILKARVQLLR 270 - 0. 4000 0
35 | HPASTTHA 387 - 0. 4000 0
36 |FPGFTTPDP 245 - 0. 4500 [s
37 [YNLFHYSLA 125 - 0. 5000 0
38 ILVI HPASTT 385 - 0. 5000 0
39 | FAELGPPAF 260 - 0. 6500 0
40 LI VDNTI AT 191 -0. 7000 0
41 [WEQRI AAL 76 -0.8000 0
42 || LNLAGAGD 104 - 0. 8000 0
43 || VDNTI ATP - 0.

ALLELE
DRB1_1102

Threshold for 3 %w th score:

1.8

Hi ghest Score achi evabl e by any

pepti de:

8.4

[Rank  [Sequence /At Position 'Score % of Hi ghest Score
1 |FVNALKLHS 1366 14,0000 147. 62
2 [VRSLVI HPA 382 3. 8000 45. 24
3 ILVI HPASTT 385 3.0000 35. 71
4 | VRPNTKAFF 155 2.9000 34. 52
5 || ERHVANAQ 1303 2.9000 34. 52
6 || VWHSATKY 212 2. 2000 26. 19
7 |LGGHGAAI A 221 2.2000 26. 19
8 || VSSPRLYG 1114 2.1000 25. 00
[ [VNYAGLPSS 1326 2.0000 23.81
10 |LKLHSHVAN 1370 2.0000 23.81
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11 |LRDYGSAAS 277 1. 9000 22. 62
12 |VNALKLHSH 367 1. 7800 21. 19
13 ILHSHVANI G 372 1. 6000 19. 05
14 \WHSATKYL 213 1. 5000 117. 86
15 | LGFAAARRF 1430 1. 5000 117. 86
16 'YLI QPLAQG 201 1. 3000 15. 48
117 \VHERAKRLA 1336 1. 3000 |15. 48
18 WEQRI AAL 76 1. 2000 14. 29
119 \VLSFELAGG 351 1. 2000 14. 29
20 ILVRLAVG E 411 1. 2000 14. 29
21 [FAI LNLAGA 102 1. 1000 113.10
22 |VHSATKYLG 214 1. 1000 13. 10
23 LRI ERHVAN 301 1. 0000 111. 90
24 | HPASTTHA 387 1. 0000 111. 90
25 \VRLAVG EG 1412 1. 0000 111. 90
26 LVAQGLETL 291 0. 9000 110. 71
27 \VSPGLVRLA 1407 0. 9000 10. 71
28 ILAKLG EVS 132 0. 8000 9. 52
29 [FNAFLVAQG 287 0. 8000 9. 52
30 [FALKARVQL 268 0. 7000 8.33
31 VQLLRDYGS 274 0. 7000 8.33
32 |LFHYSLAKL 1127 0. 6000 7. 14
33 | FAAARRFSA 432 0. 6000 7. 14
34 ILKARVQLLR 270 0. 4000 4.76
35 | LNLAGAGDH 105 0. 3800 4. 52
36 LPI YATTSY 37 0. 3000 3.57
37 || VDNTI ATP 192 0. 3000 3. 57
38 \WFAELGPP 258 0. 3000 3.57
39 |LFGLEI PGN 56 0. 2000 2.38
40 LETLSLRI E 296 0. 2000 2.38
41 LFLSSGQRA 91 0. 1000 1. 19

42

[FETKQ HAG

ALLELE:

DRB1_1104

Threshold for 3 %w th score:
2.0

Hi ghest Score achi evabl e by any
pepti de:

8.3

‘Rank

‘Sequence

‘At Posi tion

‘Score

‘%of H ghest Score

1

|FVNALKLHS

1366

5. 1000

61. 45
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2 IVRSLVI HPA 382 14,0000 148. 19
3 | VSSPRLYG 1114 3.1000 137.35
4 ILVRLAVG E 411 3. 0000 36. 14
5 | VRPNTKAFF 155 2..8000 133.73
6 [VNYAGLPSS 1326 2. 4500 29. 52
7 \VRLAVG EG 412 2.3000 27.71
8 |VNALKLHSH 1367 1. 9800 23. 86
9 [FAI LNLAGA 102 1. 8000 21. 69
10 |LNLAGAGDH 1105 1. 4800 17.83
11 \WFAELGPP 258 1. 4000 16. 87
12 \LFGLEI PGN 56 1. 3500 |16. 27
13 ILAKLG EVS 132 1. 2000 14. 46
114 [WHSATKYL 213 1. 2000 14. 46
15 VQLLRDYGS 274 1. 2000 14. 46
16 \VHSATKYLG 214 0. 9000 10. 84
117 || DLLDTPAV 1172 0. 8500 10. 24
18 |LRDYGSAAS 277 0. 8000 9. 64

19 \VLSFELAGG 351 0. 8000 9. 64

20 || GDVRSLVI 1379 0. 7000 8.43

21 ILKARVQLLR 270 0. 6000 7.23

22 || HPASTTHA 387 0. 6000 7.23

23 ILVI HPASTT 385 0. 5000 6. 02

24 [FNAFLVAQG 287 0. 4000 4. 82

25 LI VDNTI AT 191 0. 3000 3.61

26 YLI QPLAQG 201 0. 3000 3.61

27 \WEQRI AAL 76 0. 2000 2.41

28 | LNLAGAGD 104 0. 2000 2. 41

29 || VDNTI ATP 192 0. 2000 2.41

130 || QPLAQGAD 203 0. 2000 2.41

31 [FELAGG EA 354 0. 2000 2.41

32 |LGGHGAAI A 221 0. 1000 1. 20

33 [FLVAQGLET 290 0. 1000 11.20

34 |YGGTYNLFH 1121 0. 0800 0.96

35 \V\QAAVRPNT 151 - 0. 0500 [s

36 LRI ERHVAN 301 -0.1000 [s

37 |LGFAAARRF 1430 -0. 1000 [s

38 || VWHSATKY 212 - 0. 3000 [s

39 || ERHVANAQ 303 - 0. 3000 [s

40 |LVAQGLETL 291 - 0. 4000 [s

| EG DDI LA -0
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ALLELE:

DRB1_1106

Threshold for 3 %w th score:
2.0

8.

3

Hi ghest Score achi evabl e by any
pepti de:

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 [FVNALKLHS 366 5. 1000 61. 45
2 IVRSLVI HPA 382 4. 0000 48. 19
3 || VSSPRLYG 1114 3.1000 137.35
4 ILVRLAVG E 411 3. 0000 36.14
5 | VRPNTKAFF 155 2. 8000 33.73
6 |VNYAGLPSS 1326 2. 4500 29. 52
7 \VRLAVG EG 412 2.3000 127.71
8 |VNALKLHSH 367 1. 9800 23. 86
9 [FAI LNLAGA 102 1. 8000 21. 69
110 | LNLAGAGDH 105 1. 4800 17. 83
11 \WFAELGPP 258 1. 4000 16. 87
12 |LFGLEI PGN 56 1. 3500 |16. 27
13 ILAKLG EVS 132 1. 2000 14. 46
14 |WHSATKYL 213 1. 2000 14. 46
15 VQLLRDYGS 274 1. 2000 14. 46
16 \VHSATKYLG 214 0. 9000 10. 84
117 || DLLDTPAV 1172 0. 8500 10. 24
18 |LRDYGSAAS 277 0. 8000 9. 64
19 \VLSFELAGG 351 0. 8000 9. 64
20 || GDVRSLVI 1379 0. 7000 8. 43
21 ILKARVQLLR 270 0. 6000 7. 23
22 || HPASTTHA 387 0. 6000 7.23
23 ILVI HPASTT 385 0. 5000 6. 02
24 [FNAFLVAQG 287 0. 4000 4. 82
25 LI VDNTI AT 1191 0. 3000 3. 61
26 YLI QPLAQG 201 0. 3000 3.61
27 WEQRI AAL 76 0. 2000 2. 41
28 | LNLAGAGD 1104 0. 2000 2. 41
29 || VDNTI ATP 1192 0. 2000 2. 41
130 | QPLAQGAD 203 0. 2000 2. 41
31 [FELAGG EA 354 0. 2000 2.41
32 |LGGHGAAI A 221 0. 1000 1. 20
33 |FLVAQGLET 1290 0. 1000 1. 20
34 [YGGTYNLFH 1121 0. 0800 0. 96
35 \V\QAAVRPNT 151 - 0. 0500 0
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36 LRI ERHVAN 301 -0.1000 0
37 |LGFAAARRF 1430 -0. 1000 [s
38 || VWHSATKY 212 - 0. 3000 0
39 | ERHVANAQ 1303 - 0. 3000 [s
40 LVAQGLETL -0
41 | EG DDI LA -0

ALLELE: Threshold for 3 % with score: |H ghest Score achi evabl e by any
DRB1_ 1107 2.1 peptide: 9.1

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 LI VDNTI AT 1191 3. 9000 42. 86
2 |FVNALKLHS 1366 3. 8000 41.76
3 |LLRDYGSAA 276 3. 3700 37. 03
4 | VSSPRLYG 1114 3. 2000 35.16
5 |VNYAGLPSS 326 3. 2000 35.16
6 | VRPNTKAFF 155 3. 0000 32. 97
7 |YTFDDTAHA 45 2. 9000 31. 87
8 ILVI HPASTT 1385 2. 4700 27. 14
9 ILVRLAVG E 411 2. 4000 26. 37
110 \VRSLVI HPA 382 2. 3000 25. 27
11 | LNLAGAGDH 1105 1. 9800 21.76
12 \WHSATKYL 213 1. 9000 20. 88
13 \WFAELGPP 1258 1. 9000 20. 88
14 VRLAVG EG 412 1. 9000 20. 88
15 || HPASTTHA 387 1. 8000 19. 78
16 |LFLSSGQAA 91 1. 7000 18. 68
117 || VWHSATKY 212 1. 5000 16. 48
18 'Vl VDGGNFD 231 1. 4100 15. 49
119 LRI ERHVAN 301 1. 4000 15. 38
20 \VHSATKYLG 214 1. 2500 13. 74
21 || ERHVANAQ 1303 1. 2100 113.30
22 ILAKLG EVS 1132 1. 2000 113.19
23 |LVAQGLETL 291 1. 1000 112. 09
24 | LADLELGF 424 1. 1000 112. 09
25 \LFGLEI PGN 56 1. 0000 10. 99
26 |LKLHSHVAN 1370 0. 8000 8.79
27 \VSPGLVRLA 1407 0. 8000 8.79
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28 VG EG DD 416 0. 8000 8.79
29 | FSADPQSVA 438 0. 7700 8. 46
30 [FAI LNLAGA 1102 0. 7000 7.69
31 \V\QAAVRPNT 151 0. 7000 7. 69
32 'YLI QPLAQG 201 0. 7000 7. 69
33 |LGGHGAAI A 221 0. 7000 7. 69
34 || HAGQHPDP 22 0. 6000 6. 59
35 WEQRI AAL 76 0. 6000 6. 59
36 || EVSFVDDP 1137 0. 6000 6. 59
37 |LELGFAAAR 428 0. 6000 6. 59
38 || DLLDTPAV 1172 0. 5000 5. 49
39 |LRDYGSAAS 277 0. 5000 5.49
40 | FAAARRFSA 432 0. 5000 5. 49
41 VQLLRDYGS 274 0. 4500 4. 95
42 || VDNTI ATP 1192 0. 4000 4. 40
43 |VNALKLHSH 367 0. 2800 3.08
44 || VDGGNFDW

ALLELE:
DRB1_1114

Threshold for 3 % with score:

1.3

H ghest Score achi evabl e by any

pepti de:

8.4

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 |FVNALKLHS 1366 5.0000 59. 52
2 [VRSLVI HPA 382 2.8000 133.33
3 YLI QPLAQG 201 2.3000 27. 38
4 \VHERAKRLA 336 2.3000 27.38
5 [FAI LNLAGA 1102 2.1000 25. 00
6 ILVI HPASTT 1385 2.0000 23.81
7 | VRPNTKAFF 155 1. 9000 22. 62
8 || ERHVANAQ 303 1. 9000 22. 62
9 [FNAFLVAQG 287 1. 8000 21. 43
10 [FALKARVQL 268 1. 7000 20. 24
11 | FAAARRFSA 432 1. 6000 19. 05
12 || VWHSATKY 212 1. 2000 14. 29
13 |LGGHGAAI A 221 1. 2000 14. 29
114 || VSSPRLYG 1114 1. 1000 113.10
15 [VNYAGLPSS 1326 1. 0000 111. 90
16 |LKLHSHVAN 1370 1. 0000 111. 90
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117 [FETKQ HAG 17 0. 9000 10. 71
18 |LRDYGSAAS 277 0. 9000 10. 71
119 |VNALKLHSH 367 0. 7800 9. 29
20 ILHSHVANI G 1372 0. 6000 7. 14
21 \V\QAAVRPNT 151 0. 5000 5. 95
22 \WHSATKYL 213 0. 5000 5. 95
23 |LGFAAARRF 1430 0. 5000 5.95
24 \WSFETKQ H 15 0. 3800 4. 52
25 [YNLFHYSLA 1125 0. 3000 3. 57
26 'YTFDDTAHA 45 0. 2000 2. 38
27 \WEQRI AAL 76 0. 2000 2. 38
28 \VLSFELAGG 351 0. 2000 2.38
29 ILVRLAVG E 411 0. 2000 2. 38
130 \VHSATKYLG 214 0. 1000 1. 19
31 |LVAQGLETL 291 -0.1000 0
32 [FELAGG EA 354 - 0. 1000 [s
33 \VSPGLVRLA 1407 -0.1000 0
34 ILAKLG EVS 132 -0. 2000 0
35 VQLLRDYGS 274 - 0. 3000 0
36 LFHYSLAKL 1127 - 0. 4000 0
37 |FPGFTTPDP 245 - 0. 5000 0
38 |YGGTYNLFH 1121 - 0. 5200 0

ALLELE: Threshold for 3 % with score: |H ghest Score achi evabl e by any
DRB1_1120 2.1 peptide: 8.8

‘Rank ‘Sequence ‘At Position ‘Score ‘% of Hi ghest Score
1 |FVNALKLHS 1366 5. 4000 61.36
2 | VRPNTKAFF 1155 3..8000 43.18
3 YLI QPLAQG 201 3. 7000 142. 05
4 [FNAFLVAQG 287 3. 2000 36. 36
5 [VRSLVI HPA 382 2.8000 31. 82
6 ILVI HPASTT 1385 2. 7000 30. 68
7 |FALKARVQL 268 2. 6600 130. 23
E | VSSPRLYG 1114 2. 5000 28. 41
9 || VWWHSATKY 212 2. 5000 28.41
10 | LGFAAARRF 1430 2. 4000 27.27
11 [FETKQ HAG 117 2.3000 26. 14

40 of 64 2/1/2010 1:38 PM



Prediction Results

41 of 64

http://www.imtech.res.in/tmp/filelll.html

12 \WHERAKRLA 336 2.3000 26. 14
13 [FAI LNLAGA 1102 2. 1000 23.86
14 [LHSHVANI G 372 2. 0000 22.73
15 |LKLHSHVAN 1370 1. 8000 20. 45
16 \VLSFELAGG 1351 1. 6000 18.18
117 ILVRLAVG E 411 1. 6000 18.18
18 | FAAARRFSA 432 1. 6000 18.18
19 \VHSATKYLG 214 1. 5000 117.05
20 [WHSATKYL 213 1. 4600 16. 59
21 [FHYSLAKLG 128 1. 4000 15. 91
22 [VNYAGLPSS 326 1. 4000 115. 91
23 VRLAVG EG 412 1. 4000 15. 91
24 |LRDYGSAAS 277 1. 3000 14.77
25 \V\QAAVRPNT 151 1. 2000 13. 64
26 |LGGHGAAI A 221 1. 2000 13. 64
27 || ERHVANAQ 1303 1. 2000 13. 64
28 WEQRI AAL 76 1. 1600 13.18
29 ILKARVQLLR 270 0. 9000 10. 23
30 |LVAQGLETL 291 0. 8600 9. 77
31 LRI ERHVAN 301 0. 8000 9.09
32 [FLVAQGLET 1290 0. 7000 7.95
33 LPI YATTSY 37 0. 6000 6.82
34 ILETLSLRI E 296 0. 6000 6. 82
35 |LFHYSLAKL 1127 0. 5600 6. 36
36 |FPGFTTPDP 245 0. 5000 5.68
37 [YNLFHYSLA 1125 0. 3000 3.41
38 || VDNTI ATP 1192 0. 3000 3.41
39 \WFAELGPP 258 0. 3000 3.41
40 |YTFDDTAHA 45 0. 2000 2. 27
41 ILAKLG EVS 132 0. 2000 2.27
42 |VNALKLHSH 1367 0. 2000 2. 27
43 | FAELGPPAF 1260 0. 1000 1.14
44 VQLLRDYGS

ALLELE:

DRB1_1121

Threshold for 3 %wi th score:
1.8

Hi ghest Score achi evabl e by any
pepti de:

8.4

Rank

Sequence

At Position

'Score

% of Hi ghest Score
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1 |FVNALKLHS 1366 14,0000 147. 62
2 IVRSLVI HPA 382 3..8000 45. 24
3 ILVI HPASTT 385 3. 0000 35. 71
4 | VRPNTKAFF 155 2. 9000 34. 52
5 || ERHVANAQ 1303 2.9000 34. 52
6 || VWHSATKY 212 2. 2000 26. 19
7 |LGGHGAAI A 221 2. 2000 26. 19
8 | VSSPRLYG 1114 2.1000 25. 00
9 [VNYAGLPSS 1326 2.0000 23.81
10 |LKLHSHVAN 1370 2.0000 23.81
11 |LRDYGSAAS 277 1. 9000 22. 62
12 |VNALKLHSH 1367 1. 7800 21. 19
13 ILHSHVANI G 1372 1. 6000 119. 05
14 \WHSATKYL 213 1. 5000 117. 86
15 |LGFAAARRF 1430 1. 5000 117. 86
16 YLI QPLAQG 201 1. 3000 |15. 48
117 \VHERAKRLA 336 1. 3000 |15. 48
18 WEQRI AAL 76 1. 2000 14. 29
19 \VLSFELAGG 351 1. 2000 14. 29
20 ILVRLAVG E 411 1. 2000 14. 29
21 [FAI LNLAGA 1102 1. 1000 13.10
22 |VHSATKYLG 214 1. 1000 113. 10
23 LRI ERHVAN 301 1. 0000 111. 90
24 || HPASTTHA 387 1. 0000 11. 90
25 VRLAVG EG 412 1. 0000 11. 90
26 LVAQGLETL 291 0. 9000 110. 71
27 \VSPGLVRLA 1407 0. 9000 10. 71
28 ILAKLG EVS 132 0. 8000 l9.52
29 |FNAFLVAQG 287 0. 8000 9.52
30 |FALKARVQL 268 0. 7000 8.33
31 VQLLRDYGS 274 0. 7000 8. 33
32 |LFHYSLAKL 1127 0. 6000 7. 14
33 | FAAARRFSA 432 0. 6000 7. 14
34 ILKARVQLLR 270 0. 4000 14.76
35 |LNLAGAGDH 105 0. 3800 4. 52
36 LPI YATTSY 37 0. 3000 3. 57
37 || VDNTI ATP 1192 0. 3000 3.57
38 \WFAELGPP 258 0. 3000 3.57
39 \LFGLEI PGN 56 0. 2000 2. 38
40 ILETLSLRI E 296 0. 2000 2. 38
41 LFLSSGQAA 91 0. 1000 1. 19
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42 [FETKQ HAG 17 -0.1000 0
ALLELE: Threshold for 3 %with score: [H ghest Score achi evabl e by any
DRB1_ 1128 2.15 peptide: 8.7

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 |FVNALKLHS 1366 6. 5000 74.71
2 | VRPNTKAFF 155 3. 7000 42. 53
3 || VSSPRLYG 114 3. 5000 40. 23
4 ILVRLAVG E 411 3. 4000 39. 08
5 [VRSLVI HPA 1382 3. 0000 34. 48
6 [FAI LNLAGA 1102 2. 8000 32.18
7 |FNAFLVAQG 287 2. 8000 32.18
8 YLI QPLAQG 201 2. 7000 31. 03
9 \VRLAVG EG 412 2. 7000 31. 03
110 |VNYAGLPSS 326 1. 8500 21. 26
11 |FLVAQGLET 290 1. 8000 120. 69
12 V\QAAVRPNT 151 1. 6500 18. 97
13 \WFAELGPP 258 1. 4000 16. 09
114 |VHSATKYLG 214 1. 3000 14. 94
15 | FAELGPPAF 1260 1. 2500 14. 37
116 \VLSFELAGG 351 1. 2000 13.79
117 [FELAGG EA 1354 1. 2000 113. 79
18 [WHSATKYL 213 1. 1600 13.33
119 ILFGLEI PGN 56 1. 1500 13. 22
20 [FHYSLAKLG 128 1. 1000 12.64
21 ILKARVQLLR 270 1. 1000 12. 64
22 |FALKARVQL 268 0. 8600 9. 89
23 || DLLDTPAV 1172 0. 8500 9. 77
24 |LGFAAARRF 1430 0. 8000 9.20
25 ILAKLG EVS 1132 0. 6000 6. 90
26 VQLLRDYGS 274 0. 6000 6. 90
27 | GDVRSLVI 1379 0. 6000 6. 90
28 | FAAARRFSA 432 0. 6000 6. 90
29 \FPGFTTPDP 245 0. 5500 6. 32
30 [FETKQ HAG 117 0. 5000 5.75
31 [FGLEI PGN 57 0. 5000 5.75
32 [YGGTYNLFH 1121 0. 5000 5.75
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33 [YTRI GNPTT 66 0. 4500 5. 17
34 |VNALKLHSH 1367 0. 4000 4. 60
35 || LNLAGAGD 1104 0. 3000 3.45
36 | QPLAQGAD 203 0. 3000 3. 45
37 'YSLAKLG E 1130 0. 2000 2.30
38 || VDNTI ATP 1192 0. 2000 2.30
39 |LRDYGSAAS 277 0. 2000 2.30
40 ILVI HPASTT 1385 0. 2000 2.30
41 \WEGRI AAL

ALLELE
DRB1_1301

Threshold for 3 %wi th score:

2.6

Hi ghest
pepti de:

Score achi evabl e by any

8.

8

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 | VRPNTKAFF 1155 4. 8000 54.55
2 [FVNALKLHS 366 4. 4000 50. 00
3 \VRSLVI HPA 382 3. 8000 43. 18
4 ILVI HPASTT 1385 3. 7000 142. 05
5 | VSSPRLYG 1114 3. 5000 139. 77
6 || VWHSATKY 212 3. 5000 139. 77
7 |LGFAAARRF 1430 3. 4000 38. 64
8 ILHSHVANI G 372 3. 0000 34. 09
9 |LKLHSHVAN 1370 2..8000 31. 82
10 'YLI QPLAQG 201 2. 7000 30. 68
11 \VLSFELAGG 351 2. 6000 29. 55
12 ILVRLAVG E 411 2. 6000 29. 55
13 \VHSATKYLG 214 2. 5000 28. 41
14 [WHSATKYL 213 2. 4600 27.95
15 \VNYAGLPSS 326 2. 4000 27.27
16 VRLAVG EG 412 2. 4000 27. 27
117 |LRDYGSAAS 277 2.3000 26. 14
18 |LGGHGAAI A 221 2. 2000 25. 00
19 [FNAFLVAQG 287 2. 2000 25. 00
20 || ERHVANAQ 1303 2. 2000 25. 00
21 WEQRI AAL 76 2. 1600 24.55
22 LKARVQLLR 270 1. 9000 21.59
23 \LVAQGLETL 201 1. 8600 21. 14
24 LRI ERHVAN 1301 1. 8000 20. 45
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25 |FALKARVQL 268 1. 6600 18. 86
26 LPI YATTSY 37 1. 6000 18.18
27 LETLSLRIE 1296 1. 6000 18.18
28 |LFHYSLAKL 1127 1. 5600 117.73
29 [FETKQ HAG 117 1. 3000 14.77
130 || VDNTI ATP 1192 1. 3000 14. 77
31 \WFAELGPP 258 1. 3000 114.77
32 \VWHERAKRLA 336 1. 3000 14. 77
33 ILAKLG EVS 1132 1. 2000 13. 64
134 |VNALKLHSH 1367 1. 2000 13. 64
35 [FAI LNLAGA 1102 1. 1000 112.50
36 VQLLRDYGS 274 1. 1000 12. 50
37 VANAQRVAE 1307 1. 1000 112.50
38 \LFGLEI PGN 56 1. 0000 11. 36
39 ILSLRI ERHV 1299 1. 0000 111.36
40 || HPASTTHA 387 1. 0000 11. 36
41 \VSPGLVRLA 407 0. 9000 10. 23
42 LG EVSFVD 1135 0. 8000 9. 09
43 | DLLDTPAV 1172 0. 7000 7.95
44 |LAPKGTGAV

ALLELE:
DRB1_1302

Threshold for 3 %wi th score:

2.1

Hi ghest
pepti de:

Score achi evabl e by any
8.8

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 [FVNALKLHS 366 /5. 4000 61. 36
2 | VRPNTKAFF 155 3..8000 43.18
3 'YLI QPLAQG 201 3. 7000 142. 05
4 [FNAFLVAQG 287 3. 2000 36. 36
5 [VRSLVI HPA 382 2. 8000 31. 82
6 ILVI HPASTT 1385 2. 7000 130. 68
7 |FALKARVQL 268 2. 6600 130. 23
8 | VSSPRLYG 1114 2. 5000 28. 41
9 || VWHSATKY 212 2. 5000 28.41
10 |LGFAAARRF 1430 2. 4000 27.27
11 [FETKQ HAG 117 2.3000 26. 14
12 \VWHERAKRLA 336 2.3000 26. 14
13 [FAI LNLAGA 1102 2. 1000 23.86
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114 ILHSHVANI G 372 2.0000 22.73
15 |LKLHSHVAN 1370 1. 8000 120. 45
116 |VLSFELAGG 351 1. 6000 18.18
117 ILVRLAVG E 411 1. 6000 18.18
18 | FAAARRFSA 432 1. 6000 18.18
19 \VHSATKYLG 214 1. 5000 117.05
20 \WHSATKYL 213 1. 4600 16. 59
21 [FHYSLAKLG 128 1. 4000 115. 91
22 [VNYAGLPSS 326 1. 4000 15. 91
23 \VRLAVG EG 412 1. 4000 15. 91
24 |LRDYGSAAS 277 1. 3000 114.77
25 V\QAAVRPNT 1151 1. 2000 13. 64
26 |LGGHGAAI A 221 1. 2000 13. 64
27 | ERHVANAQ 1303 1. 2000 13. 64
28 \WEQRI AAL 76 1. 1600 113.18
29 ILKARVQLLR 270 0. 9000 10. 23
30 LVAQGLETL 201 0. 8600 9.77
31 LRI ERHVAN 301 0. 8000 9. 09
32 |FLVAQGLET 1290 0. 7000 7.95
33 LPI YATTSY 37 0. 6000 6. 82
34 ILETLSLRIE 296 0. 6000 6.82
35 |LFHYSLAKL 1127 0. 5600 6.36
36 |FPGFTTPDP 245 0. 5000 5. 68
37 [YNLFHYSLA 125 0. 3000 3.41
38 || VDNTI ATP 1192 0. 3000 3.41
39 \WFAELGPP 258 0. 3000 3.41
40 'YTFDDTAHA 45 0. 2000 2. 27
41 ILAKLG EVS 132 0. 2000 2.27
42 |VNALKLHSH 367 0. 2000 2. 27
43 | FAELGPPAF 1260 0. 1000 1.14
44 VQLLRDYGS

ALLELE:
DRB1_1304

Threshold for 3 %w th score:
2.6

H ghest Score achi evabl e by any

peptide: 9

Rank  |Sequence /At Position Score % of Hi ghest Score
1 ILVRLAVG E 411 4. 2000 46. 67
2 |FVNALKLHS 1366 4.0000 144. 44
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3 |LKLHSHVAN 1370 14.0000 144. 44
4 ILVI HPASTT 1385 3. 9000 43.33
5 | VRPNTKAFF 155 3. 8000 42, 22
6 \VRSLVI HPA 382 3. 8000 42. 22
7 || ERHVANAQ 1303 3. 7000 141.11
8 | VSSPRLYG 1114 3. 4000 137.78
9 || VWHSATKY 212 3.3000 36. 67
10 ILETLSLRI E 296 3. 2000 35.56
11 LRI ERHVAN 301 3.0000 33.33
12 |VNALKLHSH 1367 3. 0000 33.33
13 ILHSHVANI G 372 2. 9000 132. 22
14 | VANAQRVAE 307 2. 7000 30. 00
15 'YLI QPLAQG 201 2. 6000 28. 89
16 \WHSATKYL 213 2. 5000 27.78
117 \VLSFELAGG 1351 2. 5000 27.78
18 LG EVSFVD 135 2. 4000 26. 67
119 |VHSATKYLG 214 2. 4000 26. 67
20 |LGFAAARRF 1430 2. 4000 26. 67
21 \VRLAVG EG 412 2.3000 25.56
22 LFGLEI PGN 56 2. 2000 24. 44
23 IWEQRI AAL 76 2. 2000 24. 44
24 || LNLAGAGD 1104 2. 2000 24. 44
25 |LGGHGAAI A 221 2. 2000 24. 44
26 |FNAFLVAQG 287 2.1000 23. 33
27 |VNYAGLPSS 1326 2. 0000 22. 22
28 |LRDYGSAAS 277 1. 9000 21.11
29 LVAQGLETL 291 1. 9000 21.11
30 |FALKARVQL 268 1. 7000 18. 89
31 VEQRI AALE 77 1. 6000 117.78
32 |LNLAGAGDH 1105 1. 6000 117.78
33 | LFHYSLAKL 1127 1. 6000 117.78
34 LPI YATTSY 37 1. 4000 15. 56
35 \VHERAKRLA 336 1. 3000 14. 44
36 [FETKQ HAG 117 1. 2000 13.33
37 [FAI LNLAGA 1102 1. 1000 12.22
38 || QPLAQGAD 203 1. 1000 112. 22
39 || HPASTTHA 387 1. 0000 111.11
40 VSPGLVRLA 407 0. 9000 10. 00
41 ILAKLG EVS 1132 0. 8000 8. 89
42 || VDNTI ATP 1192 0. 7000 7.78
43 \WFAELGPP 1258 0. 7000 7.78
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44 VQLLRDYGS 274 0. 7000 7.78
ALLELE: Threshold for 3 % with score: |H ghest Score achi evabl e by any
DRB1_ 1305 2.2 peptide: 8.7

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 |FVNALKLHS 1366 6. 5000 74.71
2 | VRPNTKAFF 155 3. 7000 42. 53
3 || VSSPRLYG 114 3. 5000 40. 23
4 ILVRLAVG E 411 3. 4000 39. 08
5 [VRSLVI HPA 1382 3. 0000 34. 48
6 [FAI LNLAGA 1102 2. 8000 32.18
7 |FNAFLVAQG 287 2. 8000 32.18
8 YLI QPLAQG 201 2. 7000 31. 03
9 \VRLAVG EG 412 2. 7000 31. 03
110 |VNYAGLPSS 326 1. 8500 21. 26
11 |FLVAQGLET 290 1. 8000 120. 69
12 V\QAAVRPNT 151 1. 6500 18. 97
13 \WFAELGPP 258 1. 4000 16. 09
114 |VHSATKYLG 214 1. 3000 14. 94
15 | FAELGPPAF 1260 1. 2500 14. 37
116 \VLSFELAGG 351 1. 2000 13.79
117 [FELAGG EA 1354 1. 2000 113. 79
18 [WHSATKYL 213 1. 1600 13.33
119 ILFGLEI PGN 56 1. 1500 13. 22
20 [FHYSLAKLG 128 1. 1000 12.64
21 ILKARVQLLR 270 1. 1000 12. 64
22 |FALKARVQL 268 0. 8600 9. 89
23 || DLLDTPAV 1172 0. 8500 9. 77
24 |LGFAAARRF 1430 0. 8000 9.20
25 ILAKLG EVS 1132 0. 6000 6. 90
26 VQLLRDYGS 274 0. 6000 6. 90
27 | GDVRSLVI 1379 0. 6000 6. 90
28 | FAAARRFSA 432 0. 6000 6. 90
29 \FPGFTTPDP 245 0. 5500 6. 32
30 [FETKQ HAG 117 0. 5000 5.75
31 [FGLEI PGN 57 0. 5000 5.75
32 [YGGTYNLFH 1121 0. 5000 5.75
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33 [YTRI GNPTT 66 0. 4500 5. 17
34 |VNALKLHSH 1367 0. 4000 4. 60
35 || LNLAGAGD 1104 0. 3000 3.45
36 | QPLAQGAD 203 0. 3000 3. 45
37 'YSLAKLG E 1130 0. 2000 2.30
38 || VDNTI ATP 1192 0. 2000 2.30
39 |LRDYGSAAS 277 0. 2000 2.30
40 ILVI HPASTT 1385 0. 2000 2.30
41 \WEGRI AAL

ALLELE
DRB1_1307

Threshold for 3 %wi th score:

0.6

Hi ghest Score achi evabl e by any

pepti de:

6.

8

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 |FVNALKLHS 1366 4. 3000 163. 24
2 [FAI LNLAGA 102 2. 8000 141.18
3 \VRSLVI HPA 382 2.3000 33. 82
4 ILVRLAVG E 411 1. 9000 27. 94
5 | VRPNTKAFF 155 1. 8000 126. 47
6 |FNAFLVAQG 287 1. 4000 120. 59
7 YLI QPLAQG 201 1. 3000 19. 12
8 | LNLAGAGDH 105 0. 3800 5.59
9 | VSSPRLYG 1114 0. 3000 4. 41
10 \WFAELGPP 258 0. 3000 4. 41
11 [UNYAGLPSS 326 0. 3000 4.41
12 |VNALKLHSH 367 0. 2800 4. 12
13 | FAAARRFSA 432 0. 1000 1. 47
14 'YTFDDTAHA 45 -0.1000 0

15 \V\QAAVRPNT 151 - 0. 2000 0

16 |LRDYGSAAS 277 - 0. 2000 [s

117 \VLSFELAGG 351 -0. 2000 0

18 \VRLAVG EG 412 -0. 3000 [s

19 [WHSATKYL 213 - 0. 4000 [s

20 \WHERAKRLA 1336 - 0. 4000 0

21 [FELAGG EA 1354 - 0. 4000 [s

22 [FGLEI PGN 57 - 0. 5000 0

23 'YNLFHYSLA 1125 - 0. 5000 [s

24 VQLLRDYGS 274 - 0. 5000 [s
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25 ILVI HPASTT 385 - 0. 5000 0
26 |FALKARVQL 268 - 0. 6000 [s
27 [FLVAQGLET 290 -0. 7000 0
28 'YGGTYNLFH 1121 -0. 7200 [s
29 \LFGLEI PGN 56 - 0. 8000 0
130 \WEQRI AAL 76 - 0. 8000 [s
31 || LNLAGAGD 1104 - 0. 8000 0
32 || VDNTI ATP 1192 - 0. 8000 [s
33 \VHSATKYLG 214 - 0. 8000 0
134 [FHYSLAKLG 1128 - 0. 9000 [s
35 ILAKLG EVS 132 - 0. 9000 0
36 || QPLAQGAD 203 - 0. 9000 [s
37 |LGGHGAAI A 221 - 0. 9000 0
38 | YHGVVFAEL 255 -1. 0000 0
39 \WSFETKQ H 15 -1. 0200 0
40 || AALEGGVA 81 -1.1000 0
41 | YAGLPSSPW 1328 -1.1000 0
42 'YSLAKLG E 1130 -1. 3000 0
43 | DLLDTPAV 1172 -1. 3000 0

ALLELE: Threshold for 3 % with score: |H ghest Score achi evabl e by any
DRB1 1311 2.0 peptide: 8.3

[Rank  [Sequence /At Position 'Score 1% of Hi ghest Score
1 |FVNALKLHS 366 5. 1000 61. 45
2 [VRSLVI HPA 382 4.0000 48. 19
3 | VSSPRLYG 1114 3. 1000 137.35
4 ILVRLAVG E 1411 3.0000 36. 14
5 | VRPNTKAFF 155 2.8000 133.73
6 |UNYAGLPSS 326 2. 4500 29. 52
7 \VRLAVG EG 412 2.3000 27.71
8 |VNALKLHSH 367 1. 9800 23. 86
[ [FAI LNLAGA 1102 1. 8000 21. 69
10 |LNLAGAGDH 105 1. 4800 117.83
11 \WFAELGPP 258 1. 4000 16. 87
112 \LFGLEI PGN 56 1. 3500 16. 27
13 ILAKLG EVS 132 1. 2000 14. 46
14 [WHSATKYL 213 1. 2000 14. 46
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15 VQLLRDYGS 274 1. 2000 14. 46
16 \VHSATKYLG 214 0. 9000 10. 84
17 || DLLDTPAV 1172 0. 8500 10. 24
18 |LRDYGSAAS 277 0. 8000 9. 64

19 \VLSFELAGG 351 0. 8000 9. 64

20 | GDVRSLVI 1379 0. 7000 8. 43

21 ILKARVQLLR 270 0. 6000 7. 23

22 | HPASTTHA 387 0. 6000 7. 23

23 LVI HPASTT 385 0. 5000 6. 02

24 [FNAFLVAQG 287 0. 4000 4. 82

25 LI VDNTI AT 191 0. 3000 3.61

26 YLI QPLAQG 201 0. 3000 3.61

27 \WEGRI AAL 76 0. 2000 2. 41

28 | LNLAGAGD 1104 0. 2000 2. 41

29 || VDNTI ATP 1192 0. 2000 2. 41

30 || QPLAQGAD 203 0. 2000 2.41

31 [FELAGG EA 354 0. 2000 2.41

32 |LGGHGAAI A 221 0. 1000 1. 20

33 |FLVAQGLET 1290 0. 1000 1. 20

34 [YGGTYNLFH 1121 0. 0800 0.96

135 V\QAAVRPNT 151 - 0. 0500 0

36 LRI ERHVAN 301 - 0. 1000 0

37 | LGFAAARRF 1430 -0.1000 0

38 || VWHSATKY 212 - 0.3000 [s

39 || ERHVANAQ 303 - 0. 3000 [s

40 LVAQGLETL 291 - 0. 4000 [

41 | EG DDI LA - 0.

ALLELE:
DRB1_1321

Threshold for 3 %w th score:

2.2

Hi ghest Score achi evabl e by any

pepti de:

8.

9

Rank 'Sequence /At Position Score % of Highest Score
1 |FVNALKLHS 1366 6. 1000 68. 54
2 ILVRLAVG E 411 5. 0000 56. 18
3 | VSSPRLYG 1114 3. 4000 38.20
4 [VRSLVI HPA 382 3.0000 33.71
5 [FAI LNLAGA 1102 2. 8000 31. 46
6 | VRPNTKAFF 155 2. 7000 30. 34
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7 [FNAFLVAQG 287 2. 7000 30. 34
8 'YLI QPLAQG 201 2. 6000 29.21
9 VRLAVG EG 412 2. 6000 29. 21
10 \LFGLEI PGN 56 2. 3500 26. 40
11 'YGGTYNLFH 1121 2.3000 25. 84
12 |VNALKLHSH 1367 2. 2000 24.72
13 |FLVAQGLET 1290 2.0000 22. 47
14 | LNLAGAGD 1104 1. 9000 21.35
15 | QPLAQGAD 203 1. 9000 21.35
16 \V\QAAVRPNT 151 1. 8500 20. 79
117 'YSLAKLG E 1130 1. 8000 120. 22
18 | LNLAGAGDH 1105 1. 7000 19. 10
19 | FLSSGQAAE 92 1. 5000 16. 85
20 [VNYAGLPSS 326 1. 4500 16. 29
21 ILETLSLRI E 1296 1. 3000 14. 61
22 |WHSATKYL 213 1. 2000 13. 48
23 |VHSATKYLG 214 1. 2000 13. 48
24 | VANAGRVAE 1307 1. 2000 13. 48
25 [FELAGG EA 1354 1. 2000 13.48
26 | YGSAASPFN 280 1. 1500 112. 92
27 \VLSFELAGG 351 1. 1000 12. 36
28 [FHYSLAKLG 128 1. 0000 111. 24
29 [FALKARVQL 268 0. 9000 10. 11
30 LRI ERHVAN 301 0. 9000 10. 11
31 \WFAELGPP 258 0. 8000 8.99
32 [YTRI GNPTT 66 0. 6500 7.30
33 | FAAARRFSA 432 0. 6000 6.74
34 [FETKQ HAG 17 0. 4000 4. 49
35 | LKLHSHVAN 1370 0. 4000 4. 49
36 LVl HPASTT 385 0. 4000 4. 49
37 \WSFETKQ H 15 0. 3000 3.37
38 | FAELGPPAF 1260 0. 2500 2.81
39 IWEQRI AAL 76 0. 2000 2.25
40 ILAKLG EVS 132 0. 2000 2.25
41 LI VDNTI AT 1191 0. 2000 2.25
42 VQLLRDYGS 274 0. 2000 2.25
|| DLLDTPAV
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ALLELE:
DRB1_1322

Threshold for 3 % with score:
1.8

H ghest Score achi evabl e by any
8.4

pepti de:

‘Rank ‘Sequence ‘At Posi tion ‘Scor e ‘% of Hi ghest Score
1 |FVNALKLHS 1366 14,0000 47. 62
2 IVRSLVI HPA 382 3.8000 45. 24
3 ILVI HPASTT 385 3.0000 35. 71
4 \VRPNTKAFF 155 2.9000 34. 52
5 || ERHVANAQ 1303 2.9000 34. 52
6 || VWWHSATKY 212 2. 2000 26. 19
7 |LGGHGAAI A 221 2. 2000 26. 19
8 || VSSPRLYG 114 2.1000 25. 00
9 [VNYAGLPSS 1326 2.0000 23.81
10 |LKLHSHVAN 1370 2.0000 23.81
11 |LRDYGSAAS 277 1. 9000 22. 62
12 |VNALKLHSH 367 1. 7800 21. 19
13 ILHSHVANI G 372 1. 6000 19. 05
14 [WHSATKYL 213 1. 5000 117. 86
15 |LGFAAARRF 1430 1. 5000 117. 86
16 YLI QPLAQG 201 1. 3000 |15. 48
117 \VHERAKRLA 336 1. 3000 |15. 48
18 WEQRI AAL 76 1. 2000 14. 29
19 \VLSFELAGG 351 1. 2000 14. 29
20 ILVRLAVG E 411 1. 2000 14. 29
21 [FAI LNLAGA 102 1. 1000 13.10
22 |VHSATKYLG 214 1. 1000 13.10
23 LRI ERHVAN 301 1. 0000 111. 90
24 || HPASTTHA 387 1. 0000 11. 90
25 VRLAVG EG 412 1. 0000 11. 90
26 LVAQGLETL 291 0. 9000 10. 71
27 \VSPGLVRLA 1407 0. 9000 10. 71
28 ILAKLG EVS 132 0. 8000 9.52
29 |FNAFLVAQG 287 0. 8000 9.52
130 [FALKARVQL 268 0. 7000 8.33
31 VQLLRDYGS 274 0. 7000 8. 33
32 |LFHYSLAKL 1127 0. 6000 7. 14
33 | FAAARRFSA 432 0. 6000 7. 14
34 LKARVQLLR 270 0. 4000 14.76
35 |LNLAGAGDH 105 0. 3800 4. 52
36 LPI YATTSY 37 0. 3000 3. 57
37 || VDNTI ATP 1192 0. 3000 3. 57
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38 \WFAELGPP 258 0. 3000 3. 57
39 \LFGLEI PGN 56 0. 2000 2. 38
40 ILETLSLRIE 296 0. 2000 2.38
41 LFLSSGQAA 91 0. 1000 1. 19

42

[FETKQ HAG

ALLELE
DRB1_1323

Threshold for 3 %wi th score:
1.3

8.4

Hi ghest Score achi evabl e by any
pepti de:

‘Rank ‘Sequence ‘At Posi tion ‘Scor e ‘% of Hi ghest Score
1 |FVNALKLHS 1366 5. 0000 59. 52
2 [VRSLVI HPA 382 2. 8000 33. 33
3 YLI QPLAQG 201 2. 3000 27. 38
4 VHERAKRLA 336 2. 3000 27. 38
5 [FAI LNLAGA 1102 2.1000 25. 00
6 ILVI HPASTT 385 2. 0000 23. 81
7 | VRPNTKAFF 155 1. 9000 22. 62
8 || ERHVANAQ 303 1. 9000 22. 62
9 [FNAFLVAQG 287 1. 8000 21. 43
110 [FALKARVQL 268 1. 7000 20. 24
11 | FAAARRFSA 432 1. 6000 19. 05
12 || VWHSATKY 212 1. 2000 14. 29
13 |LGGHGAAI A 221 1. 2000 14. 29
14 || VSSPRLYG 1114 1. 1000 113.10
15 [UNYAGLPSS 326 1. 0000 11. 90
16 | LKLHSHVAN 370 1. 0000 11. 90
117 [FETKQ HAG 17 0. 9000 10. 71
18 |LRDYGSAAS 277 0. 9000 10. 71
19 |VNALKLHSH 1367 0. 7800 9. 29
20 ILHSHVANI G 372 0. 6000 7. 14
21 \V\QAAVRPNT 151 0. 5000 5. 95
22 [WHSATKYL 213 0. 5000 5. 95
23 | LGFAAARRF 1430 0. 5000 5. 95
24 \WSFETKQ H 15 0. 3800 4. 52
25 'YNLFHYSLA 1125 0. 3000 3. 57
26 'YTFDDTAHA 45 0. 2000 2. 38
27 WEQRI AAL 76 0. 2000 2. 38
28 \VLSFELAGG 351 0. 2000 2. 38
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29 ILVRLAVG E 1411 0. 2000 2. 38
130 \VHSATKYLG 214 0. 1000 1. 19
31 LVAQGLETL 291 -0.1000 0
32 [FELAGG EA 354 -0. 1000 [s
33 \VSPGLVRLA 1407 -0.1000 0
134 ILAKLG EVS 132 - 0. 2000 [s
35 VQLLRDYGS 274 - 0. 3000 0
36 |LFHYSLAKL 1127 - 0. 4000 [s
37 \FPGFTTPDP -0

38 'YGGTYNLFH - 0.

ALLELE: Threshold for 3 % with score: |H ghest Score achi evabl e by any
DRB1 1327 2.6 peptide: 8.8

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 |VRPNTKAFF 155 4.8000 54.55
2 [FVNALKLHS 1366 4. 4000 50. 00
3 \VRSLVI HPA 382 3. 8000 43.18
4 ILVI HPASTT 1385 3. 7000 142. 05
5 || VSSPRLYG 1114 3. 5000 139. 77
6 || VWHSATKY 212 3. 5000 139. 77
7 |LGFAAARRF 1430 3. 4000 38. 64
8 ILHSHVANI G 372 3. 0000 34. 09
9 |LKLHSHVAN 1370 2.8000 31. 82
110 YLI QPLAQG 201 2. 7000 130. 68
11 \VLSFELAGG 351 2. 6000 29. 55
12 ILVRLAVG E 411 2. 6000 29.55
13 \VHSATKYLG 214 2. 5000 28.41
14 \WHSATKYL 213 2. 4600 27.95
15 |VNYAGLPSS 326 2. 4000 27. 27
16 \VRLAVG EG 412 2. 4000 27.27
117 |LRDYGSAAS 277 2.3000 26. 14
18 |LGGHGAAI A 221 2. 2000 25. 00
119 [FNAFLVAQG 287 2. 2000 25. 00
20 | ERHVANAQ 303 2. 2000 25. 00
21 \WEGRI AAL 76 2. 1600 24.55
22 ILKARVQLLR 270 1. 9000 21.59
23 \LVAQGLETL 291 1. 8600 21.14
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24 LRI ERHVAN 1301 1. 8000 20. 45
25 |FALKARVQL 268 1. 6600 18. 86
26 LPI YATTSY 37 1. 6000 18.18
27 ILETLSLRI E 296 1. 6000 18.18
28 |LFHYSLAKL 1127 1. 5600 117.73
29 [FETKQ HAG 117 1. 3000 14. 77
30 || VDNTI ATP 1192 1. 3000 114.77
31 \WFAELGPP 258 1. 3000 14. 77
32 \WHERAKRLA 336 1. 3000 14.77
33 ILAKLG EVS 1132 1. 2000 13. 64
34 |VNALKLHSH 1367 1. 2000 13. 64
35 [FAI LNLAGA 1102 1. 1000 12. 50
36 VQLLRDYGS 274 1. 1000 112.50
37 | VANAGRVAE 1307 1. 1000 112.50
38 \LFGLEI PGN 56 1. 0000 111.36
39 ILSLRI ERHV 299 1. 0000 11. 36
40 || HPASTTHA 387 1. 0000 11. 36
41 \VSPGLVRLA 407 0. 9000 10. 23
42 LG EVSFVD 1135 0. 8000 9.09
43 || DLLDTPAV 172 0. 7000 7.95
44 |LAPKGTGAV

ALLELE:
DRB1_1328

Threshold for 3 %with score:

2.6

H ghest
pepti de:

Score achi evabl e by any
8.8

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 | VRPNTKAFF 155 4. 8000 54.55
2 |FVNALKLHS 1366 4. 4000 50. 00
3 IVRSLVI HPA 1382 3..8000 43.18
4 ILVI HPASTT 1385 3. 7000 142. 05
5 | VSSPRLYG 1114 3. 5000 39. 77
6 || VWHSATKY 212 3. 5000 139. 77
7 | LGFAAARRF 1430 3. 4000 38. 64
8 ILHSHVANI G 1372 3. 0000 134. 09
9 |LKLHSHVAN 1370 2..8000 31. 82
10 'YLI QPLAQG 201 2. 7000 30. 68
11 \VLSFELAGG 1351 2. 6000 29.55
112 ILVRLAVG E 411 2. 6000 29.55
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13 \VHSATKYLG 214 2. 5000 28.41
114 |WHSATKYL 213 2. 4600 27.95
15 |VNYAGLPSS 326 2. 4000 27. 27
16 \VRLAVG EG 412 2. 4000 27.27
117 |LRDYGSAAS 277 2.3000 26. 14
18 |LGGHGAAI A 221 2. 2000 25. 00
119 [FNAFLVAQG 287 2. 2000 25. 00
20 | ERHVANAQ 303 2. 2000 25. 00
21 \WEGRI AAL 76 2. 1600 24.55
22 ILKARVQLLR 270 1. 9000 21.59
23 |LVAQGLETL 291 1. 8600 21.14
24 LRI ERHVAN 301 1. 8000 20. 45
25 [FALKARVQL 268 1. 6600 18. 86
26 LPI YATTSY 37 1. 6000 18.18
27 ILETLSLRI E 1296 1. 6000 18.18
28 |LFHYSLAKL 1127 1. 5600 117.73
29 [FETKQ HAG 117 1. 3000 14. 77
30 || VDNTI ATP 1192 1. 3000 114.77
31 \WFAELGPP 258 1. 3000 14.77
32 \VHERAKRLA 336 1. 3000 14. 77
33 ILAKLG EVS 1132 1. 2000 13. 64
34 |VNALKLHSH 367 1. 2000 13. 64
35 [FAI LNLAGA 1102 1. 1000 112.50
36 VQLLRDYGS 274 1. 1000 12. 50
37 | VANAQRVAE 307 1. 1000 12. 50
38 ILFGLEI PGN 56 1. 0000 11. 36
39 LSLRI ERHV 299 1. 0000 111.36
40 || HPASTTHA 387 1. 0000 11. 36
41 VSPGLVRLA 407 0. 9000 10. 23
42 LG EVSFVD 135 0. 8000 9.09
43 | DLLDTPAV 1172 0. 7000 7.95
44 |LAPKGTGAV

ALLELE:

DRB1_1501

Threshold for 3 %with score:
3.25

9.

8

Hi ghest Score achi evabl e by any
pepti de:

‘Sequence

‘At Posi tion

‘Score

‘%of H ghest Score

LVI HPASTT

1385

4.8000

48.

98
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2 \VRLAVG EG 412 4. 4000 144. 90
3 |LFHYSLAKL 1127 4. 2000 142. 86
4 || VSSPRLYG 114 4. 1000 41. 84
5 'YNLFHYSLA 1125 3. 9000 39. 80
6 |LRDYGSAAS 277 3. 7000 137.76
7 IVRSLVI HPA 1382 3. 5500 136. 22
8 LEI PGNI YT 59 3.3000 33.67
9 || VWHSATKY 212 3.0000 130. 61
10 \VLSFELAGG 351 3.0000 130. 61
11 |FVNALKLHS 1366 2. 9000 29. 59
12 LPI YATTSY 37 2. 7600 28.16
13 \VQLLRDYGS 274 2. 7000 27.55
114 |FLVAQGLET 290 2. 7000 27.55
15 | GDVRSLVI 1379 2. 6000 26. 53
16 LI VDNTI AT 1191 2. 4600 25.10
117 |VLSVNYAGL 323 2. 3000 23. 47
18 [WHSATKYL 213 2. 1600 22.04
19 | YTRI GNPT 65 2. 1000 21.43
20 \VPLI VDNTI 1189 2. 1000 21.43
21 |LLRDYGSAA 276 2. 1000 21.43
22 [FELAGG EA 1354 2. 1000 21.43
23 \WFAELGPP 258 2. 0000 20. 41
24 ILHSHVANI G 372 2.0000 20. 41
25 | EG DDI LA 418 2. 0000 20. 41
26 ILYGGTYNLF 1120 1. 8000 18. 37
27 |LGGHGAAI A 221 /1. 8000 18. 37
28 [VNYAGLPSS 326 1. 8000 18. 37
29 | LKLHSHVAN 370 1. 8000 18. 37
130 LFLSSGQAA 91 1. 7000 117.35
31 | VAHRNGVPL 183 1. 7000 17.35
32 LRI ERHVAN 301 1. 7000 117.35
33 | VRPNTKAFF 155 1. 6000 16. 33
34 | YATTSYTF 39 1. 5000 15. 31
35 LG EVSFVD 1135 1. 5000 15. 31
36 || VDGGNFDW 232 1. 5000 15. 31
37 VG EG DD 416 1. 4500 14. 80
38 |LAQGADI W 206 1. 4000 14. 29
39 | YLGGHGAAI 220 1. 4000 14. 29
40 LKARVQLLR 270 1. 4000 14. 29
41 |LATGVSPGL 403 1. 4000 14. 29
42 | FAAARRFSA 432 1. 4000 14. 29

2/1/2010 1:38 PM



Prediction Results

59 of 64

http://www.imtech.res.in/tmp/filelll.html

43 \V\QAAVRPNT 151 1. 3000 13. 27
44 \LVAQGLETL 201 1. 3000 13.27
ALLELE: Threshold for 3 %with score: |[H ghest Score achi evabl e by any
DRB1_1502 3.25 peptide: 9.8

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 [YNLFHYSLA 1125 4. 9000 50. 00
2 [FVNALKLHS 1366 3. 9000 139. 80
3 ILVI HPASTT 1385 3. 8000 38.78
4 [FLVAQGLET 290 3. 7000 137.76
5 VRLAVG EG 412 3. 4000 34. 69
6 LFHYSLAKL 1127 3. 2000 32. 65
7 || VSSPRLYG 114 3. 1000 31.63
8 [FELAGG EA 1354 3. 1000 31. 63
9 |LRDYGSAAS 277 2. 7000 27.55
110 \VRSLVI HPA 382 2. 5500 26. 02
11 | YLGGHGAAI 1220 2. 4000 24. 49
12 | FAAARRFSA 432 2. 4000 24. 49
13 ILEI PGNI YT 59 2.3000 23. 47
14 V\QAAVRPNT 151 2. 3000 23. 47
15 [FAI LNLAGA 1102 2. 2000 22.45
16 'YTRI GNPTT 66 2. 1000 21.43
117 |FALKARVQL 268 2. 1000 21.43
18 |FNAFLVAQG 287 2. 1000 21.43
119 || VWHSATKY 212 2. 0000 120. 41
20 \VLSFELAGG 351 2.0000 20. 41
21 [YGGTYNLFH 1121 1. 9000 19. 39
22 LPI YATTSY 37 1. 7600 117. 96
23 VQLLRDYGS 274 1. 7000 117.35
24 | GDVRSLVI 1379 1. 6000 16. 33
25 LI VDNTI AT 1191 1. 4600 14. 90
26 [FGLEI PGN 57 1. 4000 14. 29
27 | YHGVWFAEL 1255 1. 4000 14. 29
28 [VLSVNYAGL 323 1. 3000 113.27
29 \FPGFTTPDP 245 1. 2600 112.86
130 \WHSATKYL 213 1. 1600 11. 84
31 | YTRI GNPT 65 1. 1000 11. 22
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32 \VPLI VDNTI 1189 1. 1000 11. 22
33 'YLI QPLAQG 201 1. 1000 111. 22
34 |LLRDYGSAA 276 1. 1000 11. 22
35 \WFAELGPP 258 1. 0000 10. 20
36 ILHSHVANI G 372 1. 0000 10. 20
37 | EG DDI LA 418 1. 0000 10. 20
38 ILYGGTYNLF 1120 0. 8000 8. 16
39 |LGGHGAAI A 221 0. 8000 8. 16
40 [VNYAGLPSS 326 0. 8000 8. 16
41 |LKLHSHVAN 1370 0. 8000 8. 16
42 LFLSSGQAA 91 0. 7000 7. 14
43 | VAHRNGVPL 183 0. 7000 7. 14
44 LRI ERHVAN

ALLELE
DRB1_1506

Threshold for 3 %w th score:

3.1

Hi ghest
pepti de:

Score achi evabl e by any

9.

8

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 ILVI HPASTT 1385 4. 8000 148. 98
2 VRLAVG EG 412 4. 4000 144. 90
3 LFHYSLAKL 127 4. 2000 42. 86
4 || VSSPRLYG 1114 4. 1000 41. 84
5 [YNLFHYSLA 1125 3. 9000 39. 80
6 |LRDYGSAAS 277 3. 7000 137.76
7 [VRSLVI HPA 382 3. 5500 136. 22
8 LEI PGNI YT 59 3.3000 33. 67
[ || VWHSATKY 212 3. 0000 130. 61
10 \VLSFELAGG 1351 3.0000 130. 61
11 |FVNALKLHS 1366 2. 9000 29. 59
12 LPI YATTSY 37 2. 7600 28.16
13 VQLLRDYGS 274 2. 7000 27.55
14 |FLVAQGLET 290 2. 7000 27.55
15 | GDVRSLVI 1379 2. 6000 26. 53
16 LI VDNTI AT 1191 2. 4600 25.10
17 [VLSVNYAGL 323 2.3000 23. 47
18 [WHSATKYL 213 2. 1600 22. 04
19 | YTRI GNPT 65 2. 1000 21.43
20 \VPLI VDNTI 1189 2. 1000 21.43
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21 LLRDYGSAA 276 2. 1000 21.43
22 [FELAGG EA 1354 2. 1000 21.43
23 \WFAELGPP 258 2. 0000 120. 41
24 ILHSHVANI G 372 2. 0000 20. 41
25 | EG DDI LA 418 2.0000 20. 41
26 ILYGGTYNLF 1120 1. 8000 18. 37
27 |LGGHGAAI A 221 1. 8000 18.37
28 [VNYAGLPSS 326 1. 8000 18. 37
29 |LKLHSHVAN 1370 1. 8000 18. 37
130 LFLSSGQAA 91 1. 7000 117.35
31 | VAHRNGVPL 183 1. 7000 117.35
32 LRI ERHVAN 301 1. 7000 117.35
33 | VRPNTKAFF 155 1. 6000 16. 33
134 | YATTSYTF 39 1. 5000 15.31
35 LG EVSFVD 1135 1. 5000 15. 31
36 || VDGGNFDW 232 1. 5000 15. 31
37 V@ EG DD 416 1. 4500 14. 80
38 |LAQGADI W 206 1. 4000 14. 29
39 | YLGGHGAAI 220 1. 4000 14. 29
40 LKARVQLLR 270 1. 4000 14. 29
41 |LATGVSPGL 403 1. 4000 14. 29
42 | FAAARRFSA 432 1. 4000 14. 29
43 \V\QAAVRPNT 151 1. 3000 13.27
44 ILVAQGLETL

ALLELE:
DRB5_0101

Threshold for 3 %wi th score:

2.3

Hi ghest Score achi evabl e by any
9.8

pepti de:

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 VRLAVG EG 412 3. 5000 35. 71
2 |LGFAAARRF 1430 2.8000 28.57
3 |LNLAGAGDH 105 2. 4000 24. 49
4 [FHYSLAKLG 1128 2. 4000 24. 49
5 |FVNALKLHS 1366 2. 4000 24. 49
6 [FGLEI PGN 57 2.2000 22. 45
7 [WHSATKYL 213 2. 2000 22. 45
8 | YATTSYTF 39 2.1000 21. 43
9 [FELAGG EA 1354 2.0000 120. 41
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10 || VWHSATKY 212 1. 8000 18. 37
11 IVRSLVI HPA 382 1. 8000 18. 37
12 | YHGVVFAEL 255 1. 7000 17.35
13 VQLLRDYGS 274 1. 7000 117.35
14 |FLVAQGLET 1290 1. 6000 16. 33
15 [VLSVNYAGL 1323 1. 6000 16. 33
16 |VNALKLHSH 367 1. 6000 16. 33
117 'YGGTYNLFH 1121 1. 3000 113. 27
18 'YLI QPLAQG 201 1. 2000 112. 24
19 [FAI LNLAGA 1102 1. 1000 111. 22
20 ILVRLAVG E 411 1. 1000 111. 22
21 |LELGFAAAR 428 1. 0000 10. 20
22 LVI HPASTT 385 0. 8000 8. 16

23 LFLSSGQAA 91 0. 7000 7. 14

24 \WFAELGPP 258 0. 7000 7. 14

25 || GDVRSLVI 379 0. 6000 6.12

26 || VSSPRLYG 114 0. 5000 5.10

27 \VPLI VDNTI 1189 0. 5000 5. 10

28 | YLGGHGAAI 220 0. 5000 5. 10

29 LPI YATTSY 37 0. 2000 2. 04

130 | FAELGPPAF 260 0. 2000 2.04

31 |LPSSPWHER 331 0. 2000 2. 04

32 | FAAARRFSA 432 0. 2000 2. 04

33 |VDNTI ATPY 1193 0. 1000 11.02

34 |VHSATKYLG 214 0. 1000 1. 02

35 ILKARVQLLR 270 0. 1000 1.02

36 [YTRI GNPTT 66 -0.1000 [s

37 || AALEGGVA 81 -0. 1000 [s

38 LRI ERHVAN 301 -0.1000 [s

39 [FAETI SNPQ 163 - 0. 2000 [s

40 \LVAQGLETL - 0.

41 || EG DDI LA -0.

ALLELE:

DRB5_0105

Threshold for 3 %w th score:
2.3

Hi ghest Score achi evabl e by any
pepti de:

9.8

‘Rank

‘Sequence

‘At Posi tion

‘Score

‘%of H ghest Score

1

\VRLAVG EG

1412

3. 5000

35. 71
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2 | LGFAAARRF 1430 2.8000 28.57
3 |LNLAGAGDH 105 2. 4000 24. 49
4 [FHYSLAKLG 128 2. 4000 24. 49
5 |FVNALKLHS 1366 2. 4000 24. 49
6 [FGLEI PGN 57 2. 2000 22. 45
7 \WHSATKYL 213 2. 2000 22. 45
8 | YATTSYTF 39 2.1000 21.43
9 \FELAGG EA 1354 2.0000 20. 41
10 || VWHSATKY 212 1. 8000 18. 37
11 \VRSLVI HPA 382 1. 8000 18. 37
12 | YHGVWFAEL 255 1. 7000 117.35
13 \VQLLRDYGS 274 1. 7000 117.35
114 |FLVAQGLET 1290 1. 6000 16. 33
15 [VLSVNYAGL 1323 1. 6000 16. 33
116 |VNALKLHSH 367 1. 6000 16. 33
117 |YGGTYNLFH 1121 1. 3000 13. 27
18 YLl QPLAQG 201 1. 2000 112. 24
19 [FAI LNLAGA 102 1. 1000 111. 22
20 ILVRLAVG E 411 1. 1000 111. 22
21 |LELGFAAAR 428 1. 0000 10. 20
22 LVI HPASTT 385 0. 8000 8.16

23 |LFLSSGQAA 91 0. 7000 7. 14

24 \WFAELGPP 258 0. 7000 7. 14

25 || GDVRSLVI 1379 0. 6000 6. 12

26 || VSSPRLYG 114 0. 5000 5.10

27 \VPLI VDNTI 189 0. 5000 5.10

28 | YLGGHGAAI 220 0. 5000 5. 10

29 LPI YATTSY 37 0. 2000 2. 04

130 | FAELGPPAF 260 0. 2000 2.04

31 |LPSSPWHER 331 0. 2000 2. 04

32 | FAAARRFSA 432 0. 2000 2. 04

33 |VDNTI ATPY 1193 0. 1000 1.02

34 |VHSATKYLG 214 0. 1000 11.02

35 ILKARVQLLR 270 0. 1000 11.02

36 [YTRI GNPTT 66 -0.1000 [s

37 | AALEGGVA 81 -0. 1000 [s

38 LRI ERHVAN 301 -0.1000 [s

39 [FAETI SNPQ 163 -0. 2000 [s

40 |LVAQGLETL 291 -0. 2000 [s

| EG DDI LA

2/1/2010 1:38 PM



Prediction Results http://www.imtech.res.in/tmp/filelll.html

64 of 64 2/1/2010 1:38 PM



