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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 [FYI FDSVSF 135 2. 1800 36. 33
2 |FRAAKTLNI 82 2. 0000 33.33
3 'YLAFSAMLM 1376 1. 2500 20. 83
4 | FFVHDPFTL 92 1. 2000 20. 00
5 \YLTEGGVFT 1435 0. 8000 13.33
6 \VRFCDLPG 22 0. 7700 12. 83
7 'YKY! | KNTA 244 0. 5000 8. 33
8 'YQFNSLLHA 1229 0. 3400 5. 67
9 'YLI STG AD 1117 0. 2000 3.33
10 \VWNTGAATEA 1161 0. 1900 3. 17
11 VONGKTVTF 253 0. 1000 1. 67
12 || NYQFNSLL 227 -0. 1000 [s

13 |LHHAPSLLA 1309 - 0. 3000 [s

14 |YEFALYYDV 1469 - 0. 3000 0
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15 FI LEKGHHE 210 - 0. 4000 0
16 |LLHHAPSLL 1308 - 0. 4000 [s
17 || RGFQSI HE 57 - 0. 4200 0
18 |YFGAEAEFY 1128 - 0. 5000 [s
19 | YKRLVPGYE 1326 - 0. 5000 0
20 [FYEVDAI SG 151 -0.5500 [s
21 [FQSI HESDM 60 - 0. 6200 0
22 ' YFPVAPNDQ 185 - 0. 6500 [s
23 ILLAFTNPTV 315 - 0. 6500 0
24 | YVDLRDKM. 1194 -0. 7000 [s
25 ILVYSQRNRS 1339 - 0. 8000 0
26 [FSAMLMAGL 1379 - 0. 8000 [s
27 IMAGLDG KN 1384 - 0. 8000 0
28 'VYSQRNRSA 1340 -0.8100 0
29 | YWDVRFCDL 19 - 0. 8500 0
30 || NLVYSQRN 337 - 0. 8500 [s
31 | FKLAKDEKV 9 - 0. 9000 0
32 |LPPEEAAS| 407 -0. 9000 0
33 |MLLLPDPET 68 - 0. 9300 0
34 LVPGYEAPI 329 -1. 0000 0
135 |11 KNTAWON 247 -1.1400 0
36 VEYVDVRFC 17 -1.1600 0
37 || MQHFTI PA 30 - 1. 2000 [
38 LYELPPEEA 1404 -1.2000 [s
39 |FGAEAEFYI 129 -1. 3000 [s
40 ILTNLI NSGF 202 - 1. 3000 0
41 Y1 GGLLHHA 1304 -1. 3000 [s
42 |FRSPDSSGN 366 -1. 5000 [s
43 | FKRENEI EP 453 -1. 5000 [s
44 | VRHKGGYFP 1179 -1. 6000 [s
45 [MQHFTI PAS 31 -1. 6500 0
46 [FCDLPG MQ 24 -1. 7000 [s

ALLELE:

DRB1_0102

Threshold for 3 %wth score:
0.7

Hi ghest Score achi evabl e by any
pepti de:

6

‘Rank

‘Sequence

‘At Posi tion

‘Score

‘%of H ghest Score

1

[FYI FDSVSF

1135

2. 1800

36. 33
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2 |FRAAKTLNI 82 2.0000 33.33
3 \VRFCDLPG 22 1. 7700 29. 50
4 | FFVHDPFTL 92 1. 2000 20. 00
5 || NYQFNSLL 227 0. 9000 15. 00
6 |LHHAPSLLA 1309 0. 7000 11. 67
7 |LLHHAPSLL 1308 0. 6000 10. 00
8 | RGFQSI HE 57 0. 5800 9. 67

9 ILLAFTNPTV 315 0. 3500 5. 83

10 [YLAFSAMLM 1376 0. 2500 4. 17

11 ILVYSQRNRS 1339 0. 2000 3.33

12 IMAGLDG KN 384 0. 2000 3.33

13 [VYSQRNRSA 1340 0. 1900 3.17

114 I NLVYSQRN 337 0. 1500 2. 50

15 |LPPEEAAS| 407 0. 1000 1. 67

16 |MLLLPDPET 68 0. 0700 1. 17

117 [ 1 KNTAWQN 247 - 0. 1400 0

18 |VEYVDVRFC 17 -0.1600 0

19 | MOHFTI PA 30 -0. 2000 0

20 LYELPPEEA 1404 -0. 2000 0

21 |YLTEGGVFT 435 - 0. 2000 0

22 ILTNLI NSGF 202 -0.3000 0

23 FI LEKGHHE 210 - 0. 4000 0

24 [YKYI | KNTA 244 - 0. 5000 0

25 IFYEVDAI SG 151 - 0. 5500 [s

26 | VRHKGGYFP 1179 - 0. 6000 [s

27 [FQS| HESDM 60 - 0. 6200 0

28 [MQHFTI PAS 31 - 0. 6500 [s

29 | YQFNSLLHA 229 - 0. 6600 [s

130 LLLPDPETA 69 -0. 7000 [s

31 || EPQAPVDK 394 -0. 7000 [s

32 \VTFMPKPLF 259 -0. 7300 0

33 \VFTNDLI ET 441 -0. 7600 [s

34 YLI STG AD 1117 - 0. 8000 [s

35 [FSAMLMAGL 1379 - 0. 8000 [s

36 | RPHPYEFA 1464 - 0. 8000 [s

37 \VWNTGAATEA 1161 -0.8100 [s

38 | FKLAKDEKV 9 - 0. 9000 [s

39 VONGKTVTF 253 -0. 9000 [s

40 MLMAGLDG 382 - 0. 9000 [s

41 'LNI NFFVHD 88 - 0. 9600 [s

42 | VGSGGQAE! 219 -1.1000 0
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43 || DPFRAAKT 79 -1.1200 0
44 | FGAEAEFYI 1129 -1. 3000 [s
45 |YEFALYYDV 1469

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 ti on ‘Score ‘% of Hi ghest Score
1 ILVYSQRNRS 339 /5. 6100 59. 05
2 [LMYDETGYA 287 5. 1000 53. 68
3 \VRFCDLPG 22 4. 5000 147.37
4 |VSFDSRANG 141 4. 2000 44. 21
5 | LAKDEKVEY 111 4. 1000 43.16
6 | LWKDGAPLM 1280 4. 0000 142,11
7 'Yl FDSVSFD 1136 3.8700 40. 74
8 | LFGDNGSGM 266 3. 7700 39. 68
9 \VTFMPKPLF 1259 3. 7000 38. 95
110 ILAFDGSSI R 50 3.5700 37. 58
11 (VONGKTVTF 253 3. 1000 132. 63
12 \VRI PI TGSN 1350 3. 0000 31.58
13 [MHFTI PAS 31 2. 9000 130. 53
14 |FRAAKTLNI 82 2. 8000 29. 47
15 'YSRDPRNI A 1103 2. 6100 27. 47
16 [YKYI | KNTA 244 2. 6100 27. 47
117 LLPDPETAR 70 2. 6000 27. 37
18 'MLMAGLDGI 382 2. 6000 27.37
19 | MOHFTI PA 30 2.3000 24.21
20 IMLTNLI NSG 201 2. 2100 23.26
21 || NSGFI LEK 206 2. 2000 23.16
22 LVPGYEAPI 1329 2. 1000 22.11
23 |FVHDPFTLE 93 1. 8000 18. 95
24 |LLHHAPSLL 1308 1. 7300 18.21
25 || FDSVSFDS 1137 1. 7000 17. 89
26 | YEVDAI SGW 152 1. 6700 117.58
27 'YQFNSLLHA 229 1. 6000 16. 84
28 VNI RPHPYE 1462 1. 6000 16. 84
29 VGSGGQAE! 219 1. 5000 15. 79
130 \VFDDGLAFD 45 1. 4000 14. 74
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31 | RGFQSI HE 57 1. 4000 14. 74
32 [FYI FDSVSF 1135 1. 4000 14. 74
33 | VFKLAKDEK 8 1. 3000 13. 68
34 LLLPDPETA 69 1. 3000 13. 68
35 'YLI STG AD 1117 1. 3000 13. 68
36 | YKVRHKGGY 1177 1. 3000 13. 68
37 [FTNDLI ETW 442 1. 3000 13. 68
38 |FFVHDPFTL 92 1. 2600 13.26
39 \VEYVDVRFC 117 1. 2000 12. 63
40 Y1 I KNTAWQ 246 1. 2000 12. 63
41 [YLAFSAMLM 376 1. 2000 112. 63
42 |LHHAPSLLA 1309 1. 1000 11.58
43 'YKRLVPGYE 326 1. 1000 11.58
44 \VFTNDLI ET 441 1. 1000 11.58
45 || NYQFNSLL 227 1. 0300 10. 84
46 LI NSGFI LE 205 1. 0000 10. 53
47 I NLVYSQRN

ALLELE:
DRB1_0305

Threshold for 3 % with score:

1.7

H ghest Score achi evabl e by any
9.1

pepti de:

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 ILVYSQRNRS 1339 4. 2100 46. 26
2 LMYDETGYA 287 4. 1000 145. 05
3 Yl FDSVSFD 136 3. 7700 41. 43
4 | YSRDPRNI A 103 3.6100 39. 67
5 'YKYI | KNTA 244 3. 6100 39. 67
6 |FRAAKTLNI 82 2.9000 31. 87
7 Y1 | KNTAWQ 246 2.9000 31. 87
8 | YEVDAI SGW 152 2.6700 29. 34
9 \VRFCDLPG 22 2. 6000 28.57
10 [YQFNSLLHA 229 2. 6000 28.57
11 [FTNDLI ETW 442 2.3000 |25. 27
12 (VONGKTVTF 253 2. 2000 24.18
13 ' YFPVAPNDQ 185 2.0100 22. 09
114 | LAKDEKVEY 11 1. 8000 119. 78
15 \VSFDSRANG 141 1. 8000 119. 78
16 IMQHFTI PAS 31 1. 5000 16. 48
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117 |LMKDGAPLM 280 1. 5000 16. 48
18 |FVHDPFTLE 93 1. 4000 15. 38
119 || MQHFTI PA 130 1. 3000 14. 29
20 | FFVHDPFTL 92 1. 3000 14. 29
21 | LFGDNGSGM 266 1. 2700 13. 96
22 'YLI STG AD 1117 1. 2000 113. 19
23 \WKNTGAATEA 161 1. 2000 113.19
24 Y1 GGLLHHA 1304 1. 2000 113. 19
25 \VRI PI TGSN 1350 1. 2000 113. 19
26 I NSGFI LEK 206 1. 1000 112. 09
27 LAFDGSSI R 50 1. 0700 111. 76
28 | YKVRHKGGY 1177 1. 0000 10. 99
29 \VTFMPKPLF 259 0. 8000 8.79

130 'YKRLVPGYE 1326 0. 7000 7. 69

31 [YLAFSAMLM 1376 0. 7000 7. 69

32 MLMAGLDG 382 0. 7000 7. 69

33 [FYI FDSVSF 135 0. 5000 5. 49

34 LLLPDPETA 69 0. 3000 3. 30

35 || FDSVSFDS 137 0. 3000 3.30

36 | VFKLAKDEK 8 0. 2000 2.20

37 VEYVDVRFC 17 0. 2000 2.20

38 LVPGYEAPI 329 0. 2000 2. 20

39 |FQSI HESDM 60 0.1700 1. 87

40 LLPDPETAR 70 0. 1000 1.10

41 |LHHAPSLLA 309 0. 1000 11.10

42 |FRSPDSSGN 366 -0.0300 [

43 | RPHPYEFA 464 -0.1000 [s

44 IMLTNLI NSG 201 -0.1900 [s

45

| YFGAEAEFY

ALLELE:
DRB1_0306

Threshold for 3 %wi th score:
2.08

H ghest Score achi evabl e by any
pepti de:

8.8

IRank 'Sequence /At Position IScore % of Highest Score
1 ILVYSQRNRS 1339 5. 9000 67.05
2 LMYDETGYA 287 3. 7000 142. 05
3 'YSRDPRNI A 1103 3. 3000 137.50
4 [YKYI | KNTA 244 3.3000 137.50
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5 |VSFDSRANG 1141 2.8000 31.82
6 | LAKDEKVEY 111 2. 6800 130. 45
7 || NSGFI LEK 1206 2. 6000 29. 55
8 'Yl FDSVSFD 1136 2. 5000 28. 41
9 |FRAAKTLNI 82 2. 4000 27.27
10 \VRFCDLPG 22 2. 2000 25. 00
11 [YQFNSLLHA 229 2. 1000 23.86
12 |LFGDNGSGM 266 2.0000 22.73
13 MLMAGLDG 382 2.0000 22.73
14 | MOHFTI PA 30 1. 9800 22.50
15 Y1 I KNTAWQ 246 1. 9000 21.59
116 ILAFDGSSI R 50 1. 8000 20. 45
117 LLLPDPETA 69 1. 7000 19. 32
18 'YFPVAPNDQ 185 1. 7000 19. 32
119 [FTNDLI ETW 442 1. 7000 19. 32
20 |LHHAPSLLA 1309 1. 6000 18. 18
21 | VFKLAKDEK 8 1. 5000 17. 05
22 IMLTNLI NSG 201 1. 5000 117.05
23 | YEVDAI SGW 152 1. 4000 15. 91
24 |LAFSAM_MA 377 1. 3000 14. 77
25 || RPHPYEFA 464 1. 3000 14. 77
26 LVPGYEAPI 1329 1. 2000 13. 64
27 IMQHFTI PAS 31 1. 1000 112.50
28 LLPDPETAR 70 1. 1000 12. 50
29 | VHCHQSLWK 274 1. 1000 12. 50
30 | LWKDGAPLM 280 1. 1000 12. 50
31 (VONGKTVTF 253 1. 0800 112.27
32 Y1 GELLHHA 1304 1. 0000 11. 36
33 |VEYVDVRFC 17 0. 9000 10. 23
34 \VRI PI TGSN 1350 0. 8000 9.09
35 || TGSNPKAK 1354 0. 8000 9. 09
36 |LEFRSPDSS 1364 0. 8000 9.09
37 || EPQAPVDK 394 0. 6800 7.73
38 VGSGGQAE! 219 0. 6000 6. 82
39 LLHHAPSLL 1308 0. 5000 5. 68
40 |FVHDPFTLE 93 0. 4000 4. 55
41 \VTFMPKPLF 1259 0. 4000 4.55
42 [VNSYKRLVP 323 0. 4000 4.55
43 LYELPPEEA 404 0. 4000 4. 55
44 \VFDDGLAFD 45 0. 3000 3. 41
45 I NLVYSQRN 1337 0. 3000 3.41
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46 \WNTGAATEA 1161 0. 2000 2. 27
47 || PI TGSNPK 1352 0. 2000 2. 27
ALLELE: Threshold for 3 %with score: |[H ghest Score achi evabl e by any
DRB1_0307 2.08 peptide: 8.8

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 ILVYSQRNRS 1339 /5. 9000 67. 05
2 LMYDETGYA 287 3. 7000 42. 05
3 | YSRDPRNI A 1103 3.3000 37.50
4 [YKY! | KNTA 244 3.3000 137.50
5 |VSFDSRANG 141 2. 8000 31. 82
6 | LAKDEKVEY 111 2. 6800 130. 45
7 || NSGFI LEK 206 2. 6000 29. 55
8 'Yl FDSVSFD 1136 2. 5000 28.41
9 |FRAAKTLNI 82 2. 4000 27. 27
110 \VRFCDLPG 22 2. 2000 25. 00
11 | YQFNSLLHA 229 2.1000 23. 86
12 | LFGDNGSGM 266 2.0000 22.73
13 MLMAGLDG 382 2. 0000 22.73
14 || MOHFTI PA 30 1. 9800 22. 50
15 Y1 | KNTAWQ 246 1. 9000 21. 59
16 ILAFDGSSI R 50 1. 8000 20. 45
117 LLLPDPETA 69 1. 7000 19. 32
18 | YFPVAPNDQ 185 1. 7000 19. 32
119 [FTNDLI ETW 442 1. 7000 19. 32
20 |LHHAPSLLA 1309 1. 6000 18.18
21 | VFKLAKDEK 8 1. 5000 117.05
22 IMLTNLI NSG 201 1. 5000 117.05
23 | YEVDAI SGW 152 1. 4000 15. 91
24 [LAFSAMLMA 377 1. 3000 14.77
25 | RPHPYEFA 464 1. 3000 14.77
26 |LVPGYEAPI 1329 1. 2000 13. 64
27 IMQHFTI PAS 31 1. 1000 112.50
28 LLPDPETAR 70 1. 1000 112.50
29 | VHCHQSLVK 274 1. 1000 112.50
130 | LVKDGAPLM 1280 1. 1000 112.50
31 (VONGKTVTF 1253 1. 0800 12.27
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32 Y1 GGLLHHA 1304 1. 0000 111.36
33 \VEYVDVRFC 117 0. 9000 10. 23
34 \VRI PI TGSN 1350 0. 8000 9.09
35 || TGSNPKAK 1354 0. 8000 9. 09
36 |LEFRSPDSS 1364 0. 8000 9. 09
37 || EPQAPVDK 394 0. 6800 7.73
38 | VGSGGQAE! 219 0. 6000 6. 82
39 |LLHHAPSLL 308 0. 5000 5. 68
40 |FVHDPFTLE 93 0. 4000 4. 55
41 \VTFMPKPLF 1259 0. 4000 4. 55
42 |VNSYKRLVP 323 0. 4000 4. 55
43 LYELPPEEA 404 0. 4000 4.55
44 \VFDDGLAFD 45 0. 3000 3. 41
45 I NLVYSQRN 1337 0. 3000 3. 41
46 \WKNTGAATEA 1161 0. 2000 2. 27
47 || PI TGSNPK

ALLELE:
DRB1_0308

Threshold for 3 %wi th score:

2.08

H ghest Score achi evabl e by any

pepti de:

8

. 8

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 ILVYSQRNRS 1339 5. 9000 67.05
2 LMYDETGYA 287 3. 7000 142. 05
3 ' YSRDPRNI A 1103 3.3000 137.50
4 [YKYI | KNTA 244 3. 3000 37.50
5 |VSFDSRANG 141 2. 8000 31. 82
6 | LAKDEKVEY 111 2. 6800 130. 45
7 I NSGFI LEK 206 2. 6000 29.55
8 'Yl FDSVSFD 1136 2. 5000 28.41
9 |FRAAKTLNI 82 2. 4000 27. 27
10 \VRFCDLPG 22 2. 2000 25. 00
11 'YQFNSLLHA 229 2. 1000 23.86
12 | LFGDNGSGM 266 2.0000 22.73
13 MLMAGLDG 1382 2.0000 22.73
14 | MOHFTI PA 30 1. 9800 22.50
15 Y1 I KNTAWQ 246 1. 9000 21.59
16 ILAFDGSSI R 50 1. 8000 20. 45
117 LLLPDPETA 69 1. 7000 19. 32
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18 | YFPVAPNDQ 185 1. 7000 19. 32
19 [FTNDLI ETW 442 1. 7000 19. 32
20 |LHHAPSLLA 1309 1. 6000 18.18
21 | VFKLAKDEK 8 1. 5000 117.05
22 IMLTNLI NSG 201 1. 5000 117.05
23 |YEVDAI SGW 152 1. 4000 15. 91
24 |LAFSAM_MA 377 1. 3000 114.77
25 | RPHPYEFA 464 1. 3000 14. 77
26 |LVPGYEAPI 1329 1. 2000 13. 64
27 [MOHFTI PAS 31 1. 1000 112.50
28 LLPDPETAR 70 1. 1000 112.50
29 | MHCHQSLWK 274 1. 1000 12. 50
130 |LVKDGAPLM 1280 1. 1000 112.50
31 (VONGKTVTF 253 1. 0800 112.27
32 Y1 GGLLHHA 1304 1. 0000 111.36
33 |VEYVDVRFC 117 0. 9000 10. 23
34 \VRI PI TGSN 1350 0. 8000 9.09
35 || TGSNPKAK 1354 0. 8000 9. 09
36 |LEFRSPDSS 1364 0. 8000 9. 09
37 || EPQAPVDK 394 0. 6800 7.73
38 VGSGGQAE! 219 0. 6000 6.82
39 LLHHAPSLL 1308 0. 5000 5.68
40 |FVHDPFTLE 93 0. 4000 4.55
41 \VTFVPKPLF 259 0. 4000 4.55
42 [UNSYKRLVP 323 0. 4000 4.55
43 LYELPPEEA 404 0. 4000 4.55
44 \VFDDGLAFD 45 0. 3000 3.41
45 I NLVYSQRN 337 0. 3000 3.41
46 \VNTGAATEA 161 0. 2000 2. 27
47 || PI TGSNPK

ALLELE:
DRB1_0309

Threshold for 3 % with score:
2.4

H ghest
pepti de:

Score achi evabl e by any
9.5

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 'Yl FDSVSFD 1136 4.8700 51.26
2 ILVYSQRNRS 1339 4. 6100 48. 53
3 (VONGKTVTF 1253 4. 1000 143.16
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4 LMYDETGYA 287 4. 1000 143.16
5 |FRAAKTLNI 82 3..8000 140. 00
6 | YSRDPRNI A 1103 3. 6100 38. 00
7 'YKYI | KNTA 244 3. 6100 38. 00
8 \VRFCDLPG 22 3. 5000 36. 84
9 \VSFDSRANG 1141 3. 2000 33. 68
10 | LAKDEKVEY 11 3. 1000 132. 63
11 | LVKDGAPLM 1280 3.0000 31.58
112 |FVHDPFTLE 93 2.8000 29. 47
13 | LFGDNGSGM 266 2. 7700 29.16
14 \VTFMPKPLF 1259 2. 7000 28. 42
15 |YEVDAI SGW 152 2.6700 28. 11
16 'YQFNSLLHA 229 2. 6000 27.37
117 ILAFDGSSI R 50 2. 5700 27.05
18 [FYI FDSVSF 1135 2. 4000 25. 26
119 YLI STG AD 117 2. 3000 24.21
20 | YKVRHKGGY 1177 2.3000 24. 21
21 [FTNDLI ETW 442 2. 3000 24.21
22 | FFVHDPFTL 92 2. 2600 23.79
23 Y1 | KNTAWQ 246 2. 2000 23.16
24 [YLAFSAM_M 376 2. 2000 23.16
25 | YKRLVPGYE 326 2. 1000 22.11
26 \VRI PI TGSN 1350 2. 0000 21. 05
27 [MHFTI PAS 31 1. 9000 20. 00
28 [FQS| HESDM 60 1. 6700 17.58
29 LLPDPETAR 70 1. 6000 16. 84
130 MLMAGLDG 382 1. 6000 16. 84
31 | YFPVAPNDQ 185 1. 3100 113.79
32 || MQHFTI PA 30 1. 3000 13.68
33 V\KDGAPL MY 281 1. 3000 13. 68
34 IMLTNLI NSG 201 1. 2100 112. 74
35 [VNTGAATEA 161 1. 2000 12. 63
36 || NSGFI LEK 206 1. 2000 12.63
37 Y1 GGLLHHA 304 1. 2000 12. 63
38 |YFGAEAEFY 128 1. 1000 11.58
39 |LVPGYEAPI 1329 1. 1000 11.58
40 [FTNPTVNSY 318 0. 9100 9.58
41 \W SFKRENE 1450 0. 8000 8. 42
42 |FRSPDSSGN 1366 0. 7700 8. 11
43 |LLHHAPSLL 1308 0. 7300 7. 68
44 || FDSVSFDS 1137 0. 7000 7.37
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45 VNI RPHPYE 1462 0. 6000 6. 32
46 [FYEVDAI SG 1151 0. 5000 5. 26
47 |VGSGGQAE! 219 0. 5000 5.26

ALLELE:
DRB1_0311

Threshold for 3 %w th score:

2.08

Hi ghest Score achi evabl e by any
pepti de:

8.

8

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 ILVYSQRNRS 339 /5. 9000 67. 05
2 [LMYDETGYA 287 3. 7000 142. 05
3 ' YSRDPRNI A 1103 3.3000 137.50
4 [YKYI | KNTA 244 3.3000 37.50
5 |VSFDSRANG 1141 2. 8000 31. 82
6 | LAKDEKVEY 11 2. 6800 130. 45
7 I NSGFI LEK 206 2. 6000 29.55
8 Yl FDSVSFD 1136 2. 5000 28. 41
9 |FRAAKTLNI 82 2. 4000 27. 27
110 |VRFCDLPG 22 2. 2000 25. 00
11 'YQFNSLLHA 229 2. 1000 23.86
12 | LFGDNGSGM 266 2. 0000 22.73
13 MLMAGLDG 382 2. 0000 22.73
14 || MQHFTI PA 30 1. 9800 22. 50
15 Y1 I KNTAWQ 246 1. 9000 21.59
16 LAFDGSSI R 50 1. 8000 20. 45
117 LLLPDPETA 69 1. 7000 19. 32
18 | YFPVAPNDQ 185 1. 7000 19. 32
19 [FTNDLI ETW 442 1. 7000 19. 32
20 \LHHAPSLLA 1309 1. 6000 18.18
21 | VFKLAKDEK 8 1. 5000 117.05
22 IMLTNLI NSG 201 1. 5000 117. 05
23 'YEVDAI SGW 152 1. 4000 15. 91
24 LAFSAM_MA 377 1. 3000 14.77
25 | RPHPYEFA 464 1. 3000 14. 77
26 |LVPGYEAPI 1329 1. 2000 13. 64
27 IMOHFTI PAS 31 1. 1000 112.50
28 LLPDPETAR 70 1. 1000 112.50
29 | VHCHQSLVK 274 1. 1000 112.50
130 |LVKDGAPLM 1280 1. 1000 112.50
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31 (VONGKTVTF 1253 1. 0800 12.27
32 'Yl GGLLHHA 1304 1. 0000 11. 36
33 |VEYVDVRFC 117 0. 9000 10. 23
34 \VRI PI TGSN 1350 0. 8000 9. 09
35 || TGSNPKAK 1354 0. 8000 9. 09
36 |LEFRSPDSS 1364 0. 8000 9. 09
37 || EPQAPVDK 394 0. 6800 7.73
38 VGSGGQAE! 219 0. 6000 6. 82
39 |LLHHAPSLL 1308 0. 5000 5. 68
40 |FVHDPFTLE 93 0. 4000 4. 55
41 \VTFMPKPLF 1259 0. 4000 4.55
42 [VNSYKRLVP 323 0. 4000 4.55
43 LYELPPEEA 1404 0. 4000 4. 55
44 \VFDDGLAFD 45 0. 3000 3. 41
45 I NLVYSQRN 1337 0. 3000 3. 41
46 \NTGAATEA 161 0. 2000 2. 27
47 || PI TGSNPK

ALLELE:
DRB1_0401

Threshold for 3 %w th score:

1.48

Hi ghest Score achi evabl e by any
8.6

pepti de:

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 |FRAAKTLNI 82 4. 5000 52.33
2 Y1 | KNTAVWQ 246 3.3000 38. 37
3 || MOHFTI PA 30 3. 1800 36. 98
4 |LMYDETGYA 287 2. 9000 33. 72
5 'YQFNSLLHA 229 2. 5000 29. 07
6 'Yl FDSVSFD 1136 2.3000 26. 74
7 | VHCHQSLVK 274 2.3000 26. 74
8 || PI TGSNPK 352 2. 0000 23. 26
9 | PQTPTQLS 415 1. 8000 20. 93
10 |LHHAPSLLA 1309 1. 7000 119. 77
11 ILVYSQRNRS 1339 1. 6000 18. 60
12 [FYI FDSVSF 1135 1. 5800 18. 37
13 I NYQFNSLL 227 1. 5000 17. 44
114 ' YFPVAPNDQ 185 1. 3000 15. 12
15 | RPHPYEFA 464 1. 3000 15. 12
16 (VONGKTVTF 253 1. 0800 112.56
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117 LAFDGSSI R 50 1. 0000 11. 63
18 'VYSQRNRSA 1340 1. 0000 11. 63
119 [FTNDLI ETW 442 1. 0000 11. 63
20 'YKYI | KNTA 244 0. 9000 10. 47
21 |FVHDPFTLE 93 0. 8000 9. 30

22 |YEVDAI SGW 152 0. 7000 8. 14

23 | FKLAKDEKV 9 0. 5000 5.81

24 'YLAFSAMLM 1376 0. 5000 5. 81

25 | FFVHDPFTL 92 0. 4000 4. 65

26 IMLTNLI NSG 201 0. 4000 4. 65

27 ILTNLI NSGF 202 0. 4000 4. 65

28 |FI LEKGHHE 210 0. 4000 4. 65

29 \VRI PI TGSN 1350 0. 3000 3. 49

130 | YFGAEAEFY 1128 0. 2000 2. 33

31 |FRSPDSSGN 1366 0. 2000 2.33

32 |LAFSAM_MA 377 0. 2000 2.33

33 YLI STG AD 1117 0. 1800 2.09

34 |LLHHAPSLL 1308 0. 1000 1. 16

35 || EPQAPVDK 1394 - 0. 0200 0

36 \VRFCDLPG 22 -0. 1000 0

37 || RGFQSI HE 57 -0.1200 [s

38 | FGDNGSGVH 267 -0.1200 0

39 [YLTEGGVFT 1435 -0.1200 0

40 LI STG ADT 118 - 0. 3000 [s

41 'MLMAGLDG 1382 - 0. 3000 [s

42 LYELPPEEA 1404 - 0. 3000 0

ALLELE:
DRB1_0402

Threshold for 3 % with score:

1.8

H ghest Score achi evabl e by any

pepti de:

9.6

‘Rank ‘Sequence ‘At Posi tion ‘Scor e ‘% of Hi ghest Score
1 | MOHFTI PA 30 14,7000 48. 96
2 Y1 | KNTAWQ 246 4. 1000 142. 71
3 |FRAAKTLNI 82 3.8000 139. 58
4 | VHCHQSLVK 274 3. 7000 38. 54
5 'VYSQRNRSA 1340 3. 7000 38. 54
6 |LHHAPSLLA 1309 3.0000 31. 25
7 || SGWRTGA 157 2.9000 30. 21

1/31/2010 1:11 PM



Prediction Results

15 of 67

http://www.imtech.res.in/tmp/file46251.html

8 \VEYVDVRFC 17 2.8000 29.17
9 | PQTPTQLS 1415 2. 7000 28.13
110 || RGFQSI HE 57 2. 5000 26. 04
11 | ETW SFKR 447 2. 2000 22. 92
12 [FYI FDSVSF 1135 1. 9000 119. 79
13 I NLVYSQRN 1337 1. 8000 118. 75
14 || PI TGSNPK 352 1. 8000 118. 75
15 | EPVNI RPH 1459 1. 3800 14. 37
16 [MQHFTI PAS 31 1. 3000 13. 54
117 || NYQFNSLL 227 1. 1000 11. 46
18 (VONGKTVTF 253 1. 1000 111. 46
119 | FFVHDPFTL 92 1. 0000 10. 42
20 |LLHHAPSLL 1308 1. 0000 10. 42
21 | RPHPYEFA 464 1. 0000 110. 42
22 || NSGFI LEK 206 0. 9000 9.38

23 ILLAFTNPTV 315 0. 9000 9. 38

24 ILVYSQRNRS 1339 0. 8000 8.33

25 \VRI PI TGSN 1350 0. 8000 8. 33

26 || FDSVSFDS 137 0. 7000 7. 29

27 |11 KNTAWON 247 0. 7000 7. 29

28 [YLAFSAM_M 1376 0. 7000 7. 29

29 \VRFCDLPG 22 0. 6000 6. 25

30 | VRHKGGYFP 1179 0. 6000 6. 25

31 | YFPVAPNDQ 185 0. 5000 5.21

32 [ YQFNSLLHA 229 0. 5000 5.21

33 IMLYKY! | K 241 0. 5000 5.21

34 |LEFRSPDSS 364 0. 5000 5. 21

35 || KNTAWNG 248 0. 2000 2. 08

36 IMLTNLI NSG 201 0. 1000 1.04

37 || EPQAPVDK 394 -0. 1000 [s

38 \VHDPFTLEP 94 -0. 2000 0

39 ILTNLI NSGF 202 -0. 2000 [s

40 |LAFSAMLMA 377 - 0. 3000 [s

41 LLLPDPETA 69 - 0. 5000 [s

42 LI STG ADT 118 -0. 5000 [s

43 | LHAADDMOQL 235 - 0. 5000 [s

44 |LMYDETGYA 287 - 0. 6000 [s

45 ILNI NFFVHD 88 -0. 7000 [s

46 |FRSPDSSGN 1366 -0. 7000 [s
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ALLELE: Threshold for 3 %with score: |H ghest Score achievabl e by any
DRB1_0404 1.8 peptide: 8.8

[Rank  [Sequence /At Position 'Score % of Hi ghest Score
1 |FRAAKTLNI 82 3. 1000 35. 23
2 || RGFQSI HE 57 2. 7800 31. 59
3 Y1 | KNTAWQ 246 2. 5000 28. 41
4 || NYQFNSLL 227 2. 4000 27. 27
5 [FYI FDSVSF 1135 2.3000 26. 14
6 ILTNLI NSGF 202 2.3000 26. 14
7 |LHHAPSLLA 309 2. 3000 26. 14
8 || MQHFTI PA 130 2. 0800 23. 64
9 [MHFTI PAS 31 2. 0000 22.73
10 | YFPVAPNDQ 185 1. 8000 120. 45
11 I NLVYSQRN 337 1. 7000 19. 32
112 \VRI PI TGSN 350 1. 7000 19. 32
13 ILLAFTNPTV 315 1. 6000 18.18
14 || SGWRTGA 157 1. 5500 117. 61
15 LMYDETGYA 287 1. 5000 17. 05
116 [VYSQRNRSA 340 1. 5000 17. 05
117 | PI TGSNPK 352 1. 5000 117. 05
18 \VEYVDVRFC 17 1. 4000 15. 91
119 [YLAFSAMLM 376 1. 3000 14. 77
20 ILVYSQRNRS 339 1. 2000 13. 64
21 | PQTPTQLS 415 1. 0000 11. 36
22 | VHCHQSLVK 274 0. 8000 9. 09
23 \VRFCDLPG 22 0. 6000 6. 82
24 || FDSVSFDS 137 0. 4500 5.11
25 'YKYI | KNTA 244 0. 3000 3. 41
26 \LAFDGSSI R 50 0. 2000 2. 27
27 |FRSPDSSGN 1366 0. 2000 2. 27
28 IMQLYKYI | K 241 0. 0800 0.91
29 | EPVNI RPH 1459 - 0. 0200 [s

30 IMLTNLI NSG 201 -0.1000 0

31 MLMAGLDG 382 - 0. 2000 0

32 |MLLLPDPET 68 - 0. 3000 0

33 |LLHHAPSLL 1308 - 0. 3000 [s

34 'Yl FDSVSFD 136 - 0. 5000 [s

35 'YQFNSLLHA 229 - 0. 5000 0

36 | LLHAADDMQ 234 - 0. 6000 0
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37 | LHAADDMQL 235 - 0. 6000 0
38 |LAFSAMLMA 1377 -0. 7000 [s
39 || RPHPYEFA 464 -0. 7000 0
40 |FQSI HESDM 60 - 0. 8000 [s
41 \VHDPFTLEP -0
42 LI STG ADT -0

ALLELE:

DRB1_0405

Threshold for 3 %wi th score:
2.0

9.4

Hi ghest Score achi evabl e by any
pepti de:

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 || RGFQSI HE 57 4. 7800 50. 85
2 |FRAAKTLN 82 4. 3000 45. 74
3 Y1 | KNTAWQ 246 4.3000 45,74
4 [FYI FDSVSF 1135 4. 2000 44. 68
5 | YFPVAPNDQ 185 3. 6000 38. 30
6 [YLAFSAM_M 376 3. 4000 136. 17
7 Yl FDSVSFD 136 3. 2000 34. 04
8 |FRSPDSSGN 1366 3. 2000 34. 04
9 | YKRLVPGYE 326 2. 9000 130. 85
110 I NLVYSQRN 337 2. 7000 28.72
11 \VRI PI TGSN 1350 2. 7000 28.72
12 || NYQFNSLL 227 2. 4000 25.53
13 |FTI PASAFD 34 2. 2000 23. 40
14 ILTNLI NSGF 202 2. 2000 23. 40
15 |FVHDPFTLE 93 1. 8000 19. 15
16 [FNSLLHAAD 231 1. 6000 117. 02
117 'YLI STG AD 1117 1. 3800 14. 68
18 |FQSI HESDM 60 1. 3000 13. 83
119 [YKYI | KNTA 244 1. 3000 13. 83
20 |LHHAPSLLA 1309 1. 3000 13.83
21 | MOHFTI PA 30 1. 0800 11. 49
22 [MOHFTI PAS 31 1. 0000 110. 64
23 (VONGKTVTF 1253 1. 0000 10. 64
24 ILLAFTNPTV 315 0. 9000 9. 57
25 [FTNPTVNSY 318 0. 9000 9. 57
26 \VWANTGAATE 1160 0. 8000 8. 51
27 [FYEVDAI SG 151 0. 5800 6. 17
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28 || SGWARTGA 1157 0. 5500 5. 85
29 'YQFNSLLHA 229 0. 5000 5. 32
30 |LMYDETGYA 287 0. 5000 5.32
31 'YEAPI NLVY 333 0. 5000 5. 32
32 'VYSQRNRSA 1340 0. 5000 5. 32
33 \W SFKRENE 1450 0. 5000 5. 32
34 \VEYVDVRFC 117 0. 4000 4. 26
35 'LNI NFFVHD 88 0. 4000 4. 26
36 |YFGAEAEFY 128 0. 4000 4. 26
37 FI LEKGHHE 210 0. 4000 4. 26
38 |FSAMLMAGL 379 0. 4000 4. 26
39 ILDG KNKI E 387 0. 3000 3.19
40 | FFVHDPFTL 92 0. 2500 2. 66
41 | YVDVRFCDL 19 0. 2000 2.13
42 | FPVAPNDQY 186 0. 2000 2.13
43 IMLTNLI NSG 201 0. 2000 2.13
44 ILVYSQRNRS 1339 0. 2000 2.13
45 | EPVNI RPH 1459 0. 2000 2.13

\46 ‘LINSGFILE

ALLELE: Threshold for 3 % with score: |H ghest Score achi evabl e by any
DRB1_0408 1.2 peptide: 8.8

[Rank  [Sequence /At Position 'Score 1% of Hi ghest Score
1 |FRAAKTLNI 82 4. 1000 46. 59
2 Y1 1 KNTAVQ 246 3. 5000 39. 77
3 [FYI FDSVSF 1135 3.3000 137.50
4 | YFPVAPNDQ 185 2.8000 31. 82
5 [YLAFSAMLM 1376 2.3000 26. 14
6 || RGFQSI HE 57 1. 7800 20. 23
7 I NYQFNSLL 227 1. 4000 15. 91
8 [LTNLI NSGF 202 1. 3000 114. 77
[ [YKY! | KNTA 244 1. 3000 114. 77
10 |LHHAPSLLA 1309 1. 3000 114. 77
11 |FRSPDSSGN 1366 1. 2000 13. 64
112 | MOHFTI PA 30 1. 0800 112. 27
13 IMOHFTI PAS 31 1. 0000 111. 36
14 I NLVYSQRN 1337 0. 7000 7. 95
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15 \VRI PI TGSN 1350 0. 7000 7. 95
16 ILLAFTNPTV 315 0. 6000 6. 82
17 || SGWANTGA 157 0. 5500 6. 25
18 'Yl FDSVSFD 1136 0. 5000 5. 68
19 [YQFNSLLHA 229 0. 5000 5. 68
20 LMYDETGYA 287 0. 5000 5. 68
21 | VYSQRNRSA 340 0. 5000 5. 68
22 | PI TGSNPK 352 0. 5000 5. 68
23 \VEYVDVRFC 17 0. 4000 4. 55
24 |FQSI HESDM 60 0. 2000 2. 27
25 ILVYSQRNRS 1339 0. 2000 2. 27
26 IVONGKTVTF 253 0. 1000 11.14
27 'YKRLVPGYE 1326 -0.1000 0
28 | VHCHQSLVK 274 -0. 2000 0
29 [FTNPTVNSY 318 - 0. 2000 0
30 | FKLAKDEKV 9 |- 0. 4000 0
31 \VRFCDLPG 22 - 0. 4000 0
32 [FTI PASAFD 34 - 0. 5000 0
33 |YAGLSDTAR 294 - 0. 5000 0
34 || FDSVSFDS 137 - 0. 5500 0
135 [YEAPI NLVY 333 - 0. 6000 0
36 [FSAMLMAGL 1379 - 0. 6000 0
37 |YFGAEAEFY 1128 -0. 7000 0
38 IFYEVDAI SG 151 -0.7200 [s
39 | FFVHDPFTL 92 -0. 7500 [s
40 | YVDVRFCDL 19 - 0. 8000 0
41 LAFDGSSI R 50 - 0. 8000 [s
42 | FPVAPNDQY 186 - 0. 9000 0
43 IMQLYKY! | K 241 - 0. 9200 [s
44 LLLPDPETA 69 -1. 0000 [s
45 || EPQAPVDK 1394 -1.0000 0

ALLELE:
DRB1_0410

Threshold for 3 % with score:
2.6

9.4

H ghest Score achi evabl e by any
pepti de:

Rank  |Sequence /At Position Score % of Hi ghest Score
1 | RGFQSI HE 57 5. 7800 61. 49
2 I NLVYSQRN 1337 3. 7000 139. 36
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3 \VRI PI TGSN 1350 3. 7000 139. 36
4 || NYQFNSLL 227 3. 4000 36. 17
5 |FRAAKTLNI 82 3.3000 35. 11
6 Y1 | KNTAWQ 246 3. 3000 35.11
7 [FYI FDSVSF 1135 3. 2000 134. 04
8 ILTNLI NSGF 202 3. 2000 34. 04
9 | YFPVAPNDQ 185 2. 6000 27. 66
10 'YLAFSAMLM 376 2. 4000 25.53
11 |LHHAPSLLA 1309 2.3000 24. 47
12 'Yl FDSVSFD 1136 2. 2000 23. 40
13 |FRSPDSSGN 1366 2. 2000 23.40
14 || MQHFTI PA 30 2. 0800 22.13
15 [MOHFTI PAS 31 2.0000 21.28
16 ILLAFTNPTV 315 1. 9000 20. 21
117 | YKRLVPGYE 326 1. 9000 20. 21
18 || SGANTGA 1157 1. 5500 16. 49
119 LMYDETGYA 287 1. 5000 15. 96
20 'VYSQRNRSA 1340 1. 5000 15. 96
21 \VEYVDVRFC 117 1. 4000 14. 89
22 ILNI NFFVHD 88 1. 4000 14. 89
23 ILDG KNKI E 387 1. 3000 13. 83
24 [FTI PASAFD 34 1. 2000 112. 77
25 IMLTNLI NSG 201 1. 2000 112.77
26 LVYSQRNRS 339 1. 2000 112.77
27 || EPVNI RPH 1459 1. 2000 112. 77
28 LI NSGFI LE 205 1. 1800 12.55
29 | PQTPTQLS 415 1. 0000 10. 64
30 [LAFTNPTVN 316 0. 9000 9.57
31 \VRFCDLPG 22 0. 8000 8.51
32 |FVHDPFTLE 93 0. 8000 8.51
33 || PI TGSNPK 1352 0. 8000 8. 51
34 LLHHAPSLL 308 0. 7000 7.45
35 IMLLLPDPET 68 0. 6000 6.38
36 |FNSLLHAAD 231 0. 6000 6.38
37 || DRLEADHE 426 0. 5000 5. 32
38 || FDSVSFDS 1137 0. 4500 4.79
39 | LHAADDMQL 235 0. 4000 4. 26
40 YLI STG AD 1117 0. 3800 4.04
41 IMAGLDG KN 384 0. 3800 4. 04
42 |FQSI HESDM 60 0. 3000 3. 19
43 [YKYI | KNTA 244 0. 3000 3. 19
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44 11 KNTAWON 247 0. 3000 3.19
45 ILAFDGSSI R 50 0. 2000 2.13
46 LLHAADDMQ
47 | VHCHQSLVK

ALLELE
DRB1_0421

Threshold for 3 %wi th score:
2.3

Hi ghest Score achi evabl e by any
peptide: 9

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 |FRAAKTLNI 82 5. 4000 60. 00
2 [FYI FDSVSF 1135 3. 4800 138. 67
3 Yl FDSVSFD 1136 3. 4000 37.78
4 || MOHFTI PA 30 3. 1800 35. 33
5 (VONGKTVTF 1253 2. 9800 33.11
6 LMYDETGYA 287 2. 9000 32. 22
7 Y1 | KNTAWQ 246 2. 6000 28. 89
8 |LAFDGSSI R 50 2. 5000 27.78
9 [ YQFNSLLHA 229 2. 5000 27.78
10 || NYQFNSLL 227 2. 4600 27.33
11 | VHCHQSLWK 274 2. 4000 26. 67
12 ILTNLI NSGF 202 2. 3000 25. 56
13 |FVHDPFTLE 93 2. 2000 24.44
14 | PQTPTQLS 415 2. 2000 24. 44
15 || PI TGSNPK 1352 2. 1000 23.33
116 ILVYSQRN\RS 1339 2. 0000 22. 22
117 [YLAFSAM_M 376 2. 0000 22. 22
18 IMLTNLI NSG 201 1. 8000 20. 00
19 FI LEKGHHE 210 1. 8000 20. 00
20 |LHHAPSLLA 1309 1. 7000 18. 89
21 | FKLAKDEKV 9 1. 5000 16. 67
22 |YFGAEAEFY 128 1. 5000 16. 67
23 | FFVHDPFTL 92 1. 3600 115.11
24 | FPVAPNDQY 1186 1. 3000 14. 44
25 || RPHPYEFA 464 1. 3000 14. 44
26 | RGFQSI HE 57 1. 2800 14. 22
27 'YLI STG AD 1117 1. 2800 14. 22
28 \VRI PI TGSN 1350 1. 1000 12. 22
29 |LLHHAPSLL 1308 1. 0600 111.78
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130 | YKRLVPGYE 1326 1. 0000 111.11
31 'VYSQRNRSA 1340 1. 0000 111.11
32 |FRSPDSSGN 1366 1. 0000 111.11
33 [FTNDLI ETW 442 1. 0000 111.11
34 [YKY! | KNTA 244 0. 9000 10. 00
35 |LPPEEAAS| 407 0. 9000 10. 00
36 \VRFCDLPG 22 0. 8000 8. 89
37 \VWANTGAATE 1160 0. 8000 8. 89
38 | LFGDNGSGM 266 0. 8000 8. 89
39 'YEAPI NLVY 333 0. 8000 8. 89
40 |FQSI HESDM 60 0. 7000 7.78
41 |YEVDAI SGW 152 0. 7000 7.78
42 | KNTAWNG 248 0. 7000 7.78
43 | LMKDGAPLM 1280 0. 7000 7.78
44 [FTNPTUNSY 318 0. 7000 7.78
45 |FKRENEI EP 1453 0. 6800 7.56
46 | YFPVAPNDQ 185 0. 6000 6.67
47 MLMAGLDG

ALLELE
DRB1_0423

Threshold for 3 %wth score:

1.68

Hi ghest Score achi evabl e by any
8.8

pepti de:

‘Rank ‘Sequence ‘At Position ‘Score ‘% of Hi ghest Score
1 |FRAAKTLNI 82 3.1000 35. 23
2 || RGFQSI HE 57 2. 7800 31. 59
3 Y1 | KNTAWQ 246 2. 5000 28. 41
4 || NYQFNSLL 227 2. 4000 27. 27
5 [FYI FDSVSF 1135 2.3000 26. 14
6 ILTNLI NSGF 202 2.3000 26. 14
7 |LHHAPSLLA 1309 2.3000 26.14
E | MOHFTI PA 30 2.0800 23. 64
9 IMQHFTI PAS 31 2.0000 22.73
10 ' YFPVAPNDQ 185 1. 8000 20. 45
11 I NLVYSQRN 1337 1. 7000 119. 32
12 \VRI PI TGSN 1350 1. 7000 19. 32
13 ILLAFTNPTV 1315 1. 6000 18.18
14 || SGWANTGA 157 1. 5500 117. 61
15 LMYDETGYA 287 1. 5000 117. 05
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16 'VYSQRNRSA 1340 1. 5000 117. 05
117 || PI TGSNPK 352 1. 5000 117. 05
18 |VEYVDVRFC 17 1. 4000 15. 91
19 'YLAFSAMLM 1376 1. 3000 14. 77
20 ILVYSQRNRS 1339 1. 2000 13. 64
21 | PQTPTQLS 1415 1. 0000 11. 36
22 | VHCHQSLWK 274 0. 8000 9.09
23 \VRFCDLPG 22 0. 6000 6. 82
24 || FDSVSFDS 137 0. 4500 5. 11
25 'YKY! | KNTA 244 0. 3000 3. 41
26 LAFDGSSI R 50 0. 2000 2. 27
27 |FRSPDSSGN 366 0. 2000 2. 27
28 IMQLYKY! | K 241 0. 0800 0. 91
29 | EPVNI RPH 1459 - 0. 0200 0

30 IMLTNLI NSG 201 -0.1000 0

31 MLMAGLDG 382 - 0. 2000 [s

32 IMLLLPDPET 68 - 0. 3000 0

33 |LLHHAPSLL 1308 - 0. 3000 0

34 'Yl FDSVSFD 1136 - 0. 5000 0

35 [YQFNSLLHA 229 - 0. 5000 0

36 | LLHAADDMQ 234 - 0. 6000 0

37 | LHAADDMQL 235 - 0. 6000 0

38 LAFSAM_MA 1377 -0. 7000 0

39 || RPHPYEFA 464 -0. 7000 [s

40 [FQSI HESDM 60 - 0. 8000 [s

41 \VHDPFTLEP 94 - 0. 9000 [

42 LI STG ADT 118 -0. 9000 [s

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 Position 'Score % of Hi ghest Score
1 |FRAAKTLNI 82 4. 5000 52.33
2 Y1 I KNTAVWQ 246 3.3000 38. 37
3 | MOHFTI PA 30 3. 1800 36. 98
4 LMYDETGYA 287 2.9000 33. 72
5 'YQFNSLLHA 229 2. 5000 29. 07
6 'Yl FDSVSFD 1136 2.3000 26. 74
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7 | VHCHQSLVK 274 2.3000 26. 74
8 || PI TGSNPK 352 2.0000 23. 26
9 | PQTPTQLS 415 1. 8000 20. 93
10 |LHHAPSLLA 1309 1. 7000 119. 77
11 ILVYSQRNRS 1339 1. 6000 18. 60
12 [FYI FDSVSF 1135 1. 5800 18. 37
13 || NYQFNSLL 227 1. 5000 117. 44
14 ' YFPVAPNDQ 185 1. 3000 15. 12
15 | RPHPYEFA 1464 1. 3000 15. 12
16 (VONGKTVTF 253 1. 0800 112.56
117 |LAFDGSSI R 50 1. 0000 111. 63
18 [VYSQRNRSA 1340 1. 0000 11. 63
19 [FTNDLI ETW 442 1. 0000 11. 63
20 'YKYI | KNTA 244 0. 9000 10. 47
21 |FVHDPFTLE 93 0. 8000 9. 30

22 | YEVDAI SGV 152 0. 7000 8.14

23 | FKLAKDEKV 9 0. 5000 5.81

24 'YLAFSAMLM 1376 0. 5000 5. 81

25 | FFVHDPFTL 92 0. 4000 4. 65

26 IMLTNLI NSG 201 0. 4000 4. 65

27 ILTNLI NSGF 202 0. 4000 4. 65

28 FI LEKGHHE 210 0. 4000 4. 65

29 \VRI PI TGSN 350 0. 3000 3. 49

30 | YFGAEAEFY 1128 0. 2000 2.33

31 |FRSPDSSGN 366 0. 2000 2.33

32 |LAFSAM_MA 377 0. 2000 2.33

33 'YLI STG AD 1117 0. 1800 2. 09

34 LLHHAPSLL 308 0. 1000 1.16

35 || EPQAPVDK 1394 - 0. 0200 [s

36 \VRFCDLPG 22 -0. 1000 [s

37 | RGFQSI HE 57 -0.1200 0

38 | FGDNGSGVH 267 -0.1200 [s

39 |YLTEGGVFT 435 -0.1200 [s

40 LI STG ADT 1118 - 0. 3000 [s

41 MLMAGLDG 382 -0. 3000 [s

42 \LYELPPEEA 1404 - 0. 3000 [s

ALLELE: Threshold for 3 %with score: |[H ghest Score achi evabl e by any
DRB1_0701 4.1 peptide: 11.6
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Rank 'Sequence /At Position IScore % of Hi ghest Score
1 |FRAAKTLNI 82 7. 7200 66. 55
2 [FYI FDSVSF 1135 6. 9000 59. 48
3 | FFVHDPFTL 92 6. 4000 55.17
4 [YLAFSAMLM 376 5. 0000 143.10
5 || HESDMLLL 63 4.9000 142. 24
6 YLI STG AD 117 4. 6000 39. 66
7 ' YVDVRFCDL 19 4.3000 137.07
8 \VRFCDLPG 22 4.3000 37.07
9 | RGFQSI HE 57 4.3000 137. 07
110 [VONGKTVTF 253 4. 2200 36. 38
111 LLHHAPSLL 1308 3. 6000 31. 03
12 |YEFALYYDV 1469 3. 6000 31. 03
13 LI NSGFI LE 205 3. 4000 29. 31
14 ILVYSQRNRS 339 3. 4000 29.31
15 [YKYI | KNTA 244 3. 3000 28. 45
116 | YFGAEAEFY 128 3. 0000 25. 86
117 I NLVYSQRN 337 2. 9000 25. 00
18 |LHHAPSLLA 1309 2. 8000 24.14
119 |FDGSSI RGF 52 2. 7000 23. 28
20 [LAFSAMLMA 377 2. 7000 23.28
21 MLMAGLDG 1382 2. 6000 22.41
22 || MQHFTI PA 30 2. 5200 21.72
23 | FKLAKDEKV 9 2. 5000 21. 55
24 | LHAADDMQL 235 2. 5000 21.55
25 |FQSI HESDM 60 2. 4000 120. 69
26 || FDSVSFDS 1137 2. 4000 120. 69
27 [FYEVDAI SG 151 2. 4000 120. 69
28 || NYQFNSLL 227 2.3000 19. 83
29 || PI TGSNPK 1352 2.3000 19. 83
130 [YQFNSLLHA 1229 2. 2000 18. 97
31 | FGAEAEFYI 1129 2.1000 18. 10
32 | YFPVAPNDQ 185 2. 0000 117. 24
33 |LRDKMLTNL 1197 2.0000 117. 24
34 |LSDTARHYI 297 2.0000 117. 24
35 [FTNPTVNSY 318 1. 9000 16. 38
36 [FSAMLMAGL 1379 1. 9000 16. 38
37 |FRSPDSSGN 1366 1. 7000 14. 66
38 \VEYVDVRFC 117 1. 6000 113. 79
139 LI STG ADT 1118 1. 6000 113.79
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40 | KNTAWNG 248 1. 6000 113. 79
41 | VHCHQSLVK 274 1. 6000 113. 79
42 |YEAPI NLVY 333 1. 6000 13.79
43 \VWANTGAATE 1160 1. 5000 112. 93
44 \V\KDGAPL MY 281 1. 5000 12. 93
45 | RPHPYEFA 464 1. 5000 112. 93
46 | YVDLRDKM.

47

ILLAFTNPTV

ALLELE
DRB1_0703

Threshold for 3 %wi th score:

4.0

Hi ghest Score achi evabl e by any
11.6

pepti de:

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 |FRAAKTLNI 82 7.7200 66. 55
2 [FYI FDSVSF 1135 6. 9000 59. 48
3 | FFVHDPFTL 92 6. 4000 55. 17
4 [YLAFSAMLM 376 /5. 0000 43. 10
5 || HESDMLLL 63 4. 9000 142. 24
6 'YLI STG AD 1117 4. 6000 39. 66
7 | YVDVRFCDL 119 4.3000 37. 07
8 \VRFCDLPG 22 4. 3000 37. 07
9 || RGFQSI HE 57 4.3000 37. 07
10 (VONGKTVTF 1253 4. 2200 36. 38
11 |LLHHAPSLL 1308 3. 6000 31. 03
12 [YEFALYYDV 1469 3. 6000 31. 03
13 LI NSGFI LE 205 3. 4000 29. 31
14 ILVYSQRNRS 1339 3. 4000 29.31
15 [YKYI | KNTA 244 3.3000 28.45
16 |YFGAEAEFY 128 3. 0000 25. 86
117 I NLVYSQRN 337 2. 9000 25. 00
18 |LHHAPSLLA 1309 2. 8000 24. 14
119 |FDGSSI RGF 52 2. 7000 23.28
20 |LAFSAMLMA 1377 2. 7000 23.28
21 MLMAGLDG 1382 2. 6000 22.41
22 | MOHFTI PA 30 2. 5200 21. 72
23 | FKLAKDEKY 9 2. 5000 21.55
24 | LHAADDMQL 235 2. 5000 21.55
25 |FQSI HESDM 60 2. 4000 120. 69
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26 || FDSVSFDS 1137 2. 4000 120. 69
27 [FYEVDAI SG 1151 2. 4000 120. 69
28 || NYQFNSLL 227 2.3000 19. 83
29 || PI TGSNPK 1352 2. 3000 19. 83
130 'YQFNSLLHA 229 2. 2000 18. 97
31 | FGAEAEFYI 1129 2. 1000 18.10
32 | YFPVAPNDQ 185 2.0000 117. 24
33 |LRDKMLTNL 1197 2.0000 117. 24
34 |LSDTARHYI 297 2.0000 117. 24
35 [FTNPTVNSY 318 1. 9000 16. 38
36 |FSAMLMAGL 379 1. 9000 16. 38
37 |FRSPDSSGN 1366 1. 7000 14. 66
38 \VEYVDVRFC 117 1. 6000 113.79
39 LI STG ADT 1118 1. 6000 113.79
40 || KNTAWNG 248 1. 6000 113.79
41 | VHCHQSL VK 274 1. 6000 113. 79
42 |YEAPI NLVY 333 1. 6000 13.79
43 \VWANTGAATE 1160 1. 5000 112. 93
44 \V\KDGAPL MY 281 1. 5000 112.93
45 || RPHPYEFA 464 1. 5000 112. 93
46 | YVDLRDKM. 1194 1. 4000 12. 07
47 ILLAFTNPTV

ALLELE:
DRB1_0801

Threshold for 3 %w th score:

1.8

Hi ghest Score achi evabl e by any
8.6

pepti de:

‘Rank ‘Sequence ‘At Position ‘Scor e ‘% of Hi ghest Score
1 Y1 I KNTAVWQ 246 7.0000 81. 40
2 | YKVRHKGGY 1177 4. 8000 55. 81
3 |FMPKPLFGD 261 4.0000 46. 51
4 'YKRLVPGYE 1326 3.8000 44. 19
5 VNI RPHPYE 462 3. 6000 141. 86
6 |FRAAKTLNI 82 2. 6000 130. 23
7 |FNSLLHAAD 231 2. 6000 30. 23
E \VRI PI TGSN 1350 2. 6000 30. 23
9 | RGFQSI HE 57 2.3000 26. 74
10 'YKY! | KNTA 244 2. 2000 25.58
11 |VNSYKRLVP 1323 2.0000 23. 26
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12 | YFPVAPNDQ 185 1. 9000 22. 09
13 [YQFNSLLHA 229 1. 9000 22. 09
14 [YLAFSAM_M 1376 1. 9000 22. 09
15 'Yl FDSVSFD 1136 1. 8000 20. 93
16 |VDLRDKMLT 1195 1. 7000 119. 77
117 ILYKYI | KNT 243 1. 7000 119. 77
18 | YSQRNRSAC 341 1. 7000 119. 77
19 \W SFKRENE 1450 1. 7000 119. 77
20 [FYI FDSVSF 1135 1. 6000 18. 60
21 [FTI PASAFD 34 1. 4000 16. 28
22 ILVYSQRNRS 1339 1. 3000 15. 12
23 \VTFMPKPLF 259 1. 2000 13. 95
24 [MOHFTI PAS 31 1. 1000 112. 79
25 | EPVNI RPH 1459 1. 1000 112. 79
26 'YLI STG AD 1117 1. 0000 11. 63
27 | VRHKGGYFP 1179 1. 0000 11. 63
28 |LEFRSPDSS 364 1. 0000 11. 63
29 'Vl DRLEADH 425 1. 0000 11. 63
30 \VRFCDLPG 22 0. 9000 10. 47
31 |VEYVDVRFC 17 0. 8000 9.30

32 FI LEKGHHE 210 0. 8000 9.30

33 \VWANTGAATE 160 0. 7000 8. 14

34 |FRSPDSSGN 1366 0. 6000 6. 98

35 I NLVYSQRN 337 0. 4000 4. 65

36 (VONGKTVTF 253 0. 3000 3. 49

37 \VPGYEAPI N 330 0. 3000 3. 49

38 || KNKI EPQA 1390 0. 3000 3. 49

39 IMLYKY! | K 241 0. 2000 2.33

40 LMYDETGYA 287 0. 2000 2.33

41 |FSAMLMAGL 379 0. 2000 2.33

42 | FFVHDPFTL 92 -0.1000 0

43 | FGDNGSGVH 267 -0. 1000 [s

44

‘LNINFFVHD

ALLELE:

DRB1_0802

Threshold for 3 %wi th score:
1.0

Hi ghest Score achi evabl e by any
pepti de:

8

Rank

Sequence

‘At Posi tion

'Score

% of Hi ghest Score
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1 Y1 I KNTAVWQ 246 6. 2000 77.50
2 | YKVRHKGGY 1177 3. 7000 46. 25
3 |FRAAKTLNI 82 2. 4000 30. 00
4 'YKYI | KNTA 244 2. 2000 27.50
5 [YQFNSLLHA 229 1. 9000 23.75
6 ' YSQRNRSAC 341 1. 7000 21. 25
7 |VNSYKRLVP 1323 1. 6000 120. 00
8 |FMPKPLFGD 261 1. 3000 16. 25
9 ILVYSQRNRS 1339 1. 3000 16. 25
10 [MOHFTI PAS 31 1. 1000 113. 75
11 | YFPVAPNDQ 185 1. 1000 113.75
12 |LEFRSPDSS 364 1. 0000 12. 50
13 IMQLYKY! | K 241 0. 9000 111.25
14 \VEYVDVRFC 117 0. 8000 0. 00
15 |VDLRDKMLT 1195 0. 8000 10. 00
16 ILYKYI | KNT 243 0. 8000 10. 00
117 | YKRLVPGYE 326 0. 8000 10. 00
18 'YLAFSAMLM 1376 0. 8000 10. 00
119 \VRFCDLPG 22 0. 7000 8.75
20 [FYI FDSVSF 135 0. 7000 8.75
21 | VRHKGGYFP 1179 0. 6000 7.50
22 \VRI PI TGSN 350 0. 6000 7.50
23 VNI RPHPYE 462 0. 6000 7. 50
24 \VTFVPKPLF 259 0. 3000 3.75
25 || KNKI EPQA 1390 0. 3000 3.75
26 LMYDETGYA 287 0. 2000 2.50
27 |FNSLLHAAD 231 -0.1000 [s
28 || EPVNI RPH 459 -0. 1200 [s
29 VI DRLEADH 425 - 0. 2200 [s
30 Yl GELLHHA 304 - 0. 4000 [s
31 |LHHAPSLLA 1309 - 0. 4000 0
32 || LEKGHHEV 211 -0. 6000 [s
33 VONGKTVTF 253 - 0. 6000 [s
34 || RGFQSI HE 57 -0. 7000 [s
35 LEPYSRDPR 1100 - 0. 8000 [s
36 |FSAMLMAGL 1379 - 0. 8000 [s
37 | VFKLAKDEK 8 - 0. 9000 [s
38 | MOHFTI PA 30 -0. 9000 [s
39 'YSRDPRNI A 103 - 0. 9000 [s
40 'Yl FDSVSFD 1136 - 0. 9000 [s
41 | FDSRANGSF 143 - 0. 9000 0
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42 I NSGFI LEK 206 -0. 9000 0
43 |LRDKMLTNL 1197 -1. 0000 [s
44 | FFVHDPFTL 92 -1.1000 0
45 MLMAGLDG 382 -1.1000 [s
46 LI STG ADT -1

ALLELE
DRB1_0804

Threshold for 3 %w th score:
1.6

Hi ghest
pepti de:

Score achi evabl e by any

8

‘Rank ‘Sequence ‘At Posi tion ‘Scor e ‘% of Hi ghest Score
1 Y1 | KNTAWQ 246 5. 2000 65. 00
2 | YKVRHKGGY 1177 2. 7000 33.75
3 [UNSYKRLVP 323 2. 6000 32. 50
4 ILVYSQRNRS 1339 2.3000 28.75
5 IMOHFTI PAS 31 2.1000 26. 25
6 |LEFRSPDSS 364 2. 0000 25. 00
7 IMLYKY! | K 241 1. 9000 23.75
8 |VEYVDVRFC 17 1. 8000 22. 50
9 \VDLRDKMLT 1195 1. 8000 22. 50
110 ILYKYI | KNT 243 1. 8000 22. 50
111 \VRFCDLPG 22 1. 7000 21. 25
12 | VRHKGGYFP 1179 1. 6000 20. 00
13 \VRI PI TGSN 1350 1. 6000 20. 00
14 VNI RPHPYE 1462 1. 6000 20. 00
15 |FRAAKTLNI 82 1. 4000 117. 50
16 \VTFNPKPLF 259 1. 3000 |16. 25
117 || KNKI EPQA 1390 1. 3000 16. 25
18 [YKYI | KNTA 244 1. 2000 15. 00
19 LMYDETGYA 287 1. 2000 15. 00
20 [ YQFNSLLHA 229 0. 9000 111. 25
21 | EPVNI RPH 1459 0. 8800 111. 00
22 'Vl DRLEADH 1425 0. 7800 9.75
23 ' YSQRNRSAC 341 0. 7000 8.75
24 |LHHAPSLLA 1309 0. 6000 7. 50
25 | LEKGHHEV 211 0. 4000 5. 00
26 | RGFQSI HE 57 0. 3000 3.75
27 |FMPKPLFGD 261 0. 3000 3.75
28 LEPYSRDPR 1100 0. 2000 2. 50
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29 | VFKLAKDEK 8 0. 1000 1. 25
130 | MOHFTI PA 30 0. 1000 1. 25
31 | YFPVAPNDQ 185 0. 1000 11.25
32 I NSGFI LEK 206 0. 1000 1. 25
33 MLMAGLDG 382 -0.1000 0
134 LI STG ADT 118 - 0. 2000 [s
35 | YKRLVPGYE 1326 - 0. 2000 0
36 'YLAFSAMLM 1376 - 0. 2000 [s
37 || SFKRENEI 451 - 0. 2000 0
38 [FYI FDSVSF 1135 - 0. 3000 [s
39 |LVPGYEAPI 1329 - 0. 3000 0
40 |VSFDSRANG 141 - 0. 5000 [s
41 IMLTNLI NSG 201 - 0. 6000 0
42 I NLVYSQRN 337 - 0. 6000 0
43 || ARKAENYL 1110 -0. 7000 0
44 \VPGYEAPI N 1330 -0.7000 0
45 LLLPDPETA - 0.

ALLELE:
DRB1_0806

Threshold for 3 % with score:

2.4

H ghest Score achi evabl e by any
8.6

pepti de:

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 Y1 I KNTAWQ 246 6. 0000 69. 77
2 VNI RPHPYE 1462 4. 6000 53. 49
3 [ YKVRHKGGY 1177 3. 8000 44. 19
4 \VRI PI TGSN 1350 3. 6000 41. 86
5 | RGFQSI HE 57 3.3000 38.37
6 |FMPKPLFGD 261 3.0000 134.88
7 |VNSYKRLVP 1323 3. 0000 34.88
8 | YKRLVPGYE 326 2. 8000 32.56
9 \VDLRDKMLT 1195 2. 7000 31. 40
10 ILYKYI | KNT 243 2. 7000 31. 40
11 ILVYSQRNRS 1339 2.3000 26. 74
12 \VTFMPKPLF 1259 2. 2000 25.58
13 IMOHFTI PAS 31 2. 1000 24. 42
114 | EPVNI RPH 1459 2. 1000 24.42
15 \VRHKGGYFP 1179 2.0000 23.26
16 |LEFRSPDSS 1364 2.0000 23.26
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117 'Vl DRLEADH 425 2.0000 23.26
18 \VRFCDLPG 22 1. 9000 22. 09
119 |VEYVDVRFC 117 1. 8000 20. 93
20 |FRAAKTLNI 82 1. 6000 18. 60
21 |FNSLLHAAD 231 1. 6000 18. 60
22 I NLVYSQRN 1337 1. 4000 16. 28
23 \VPGYEAPI N 1330 1. 3000 15.12
24 | KNKI EPQA 390 1. 3000 15.12
25 IMQLYKY! | K 241 1. 2000 113.95
26 'YKY! | KNTA 244 1. 2000 113.95
27 LMYDETGYA 287 1. 2000 113.95
28 |LRDKMLTNL 1197 1. 0000 11. 63
29 ' YFPVAPNDQ 185 0. 9000 10. 47
130 'YQFNSLLHA 229 0. 9000 10. 47
31 [YLAFSAMLM 376 0. 9000 10. 47
32 ILNI NFFVHD 88 0. 8000 9.30
33 Yl FDSVSFD 1136 0. 8000 9.30
34 \VSFDSRANG 1141 0. 8000 9. 30
35 LI STG ADT 1118 0. 7000 8. 14
36 IMLTNLI NSG 201 0. 7000 8. 14
37 || LEKGHHEV 211 0. 7000 8. 14
38 | YSQRNRSAC 341 0. 7000 8. 14
39 \W SFKRENE 1450 0. 7000 8. 14
40 [FYI FDSVSF 1135 0. 6000 6.98
41 |LHHAPSLLA 1309 0. 6000 6.98
42 [ 1 KNTAWQN 247 0. 5000 5.81
43 [FTI PASAFD 34 0. 4000 4. 65
44 || ARKAENYL 1110 0. 3000 13.49
45 |LEPYSRDPR 1100 0. 2000 2.33
46 || MQHFTI PA 30 0. 1000 1.16
47 MLMAGLDG

ALLELE:
DRB1_0813

Threshold for 3 % with score:
1.9

pepti de:

H ghest Score achi evabl e by any

8.7

[Rank  [Sequence /At Position 'Score % of Hi ghest Score
1 Y1 I KNTAWQ 246 6. 2000 71. 26
2 [YKYI | KNTA 244 4. 2000 48. 28
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3 [ YSQRNRSAC 341 3. 5000 140. 23
4 ILVYSQRNRS 1339 3.3000 137. 93
5 | YFPVAPNDQ 185 3. 1000 35. 63
6 |FRAAKTLN 82 3.0000 34. 48
7 | YKVRHKGGY 1177 3.0000 134. 48
8 'YQFNSLLHA 229 2. 5000 28. 74
9 |VNSYKRLVP 1323 2. 2000 25. 29
10 |LEFRSPDSS 1364 2.2000 25. 29
11 |FMPKPLFGD 261 2. 1500 24.71
12 \VDLRDKMLT 1195 1. 8000 120. 69
13 |LRDKMLTNL 1197 1. 8000 120. 69
14 [YLAFSAMLM 376 1. 8000 120. 69
15 IMQLYKY! | K 241 1. 7800 120. 46
16 [FYI FDSVSF 1135 1. 7000 19. 54
117 | VRHKGGYFP 1179 1. 5000 117. 24
18 [MHFTI PAS 31 1. 3000 14. 94
119 | YSRDPRNI A 103 1. 1000 112. 64
20 \VRFCDLPG 22 0. 9000 10. 34
21 Yl FDSVSFD 136 0. 9000 10. 34
22 || SFKRENEI 451 0. 8000 9. 20

23 VNI RPHPYE 462 0. 8000 9.20

24 VEYVDVRFC 17 0. 5000 5.75

25 \VTFMPKPLF 259 0. 5000 5.75

26 || KNKI EPQA 390 0. 5000 5.75

27 |FQSI HESDM 60 0. 4000 4. 60

28 |LEPYSRDPR 100 0. 4000 4. 60

29 IMLTNLI NSG 201 0. 4000 4. 60

30 VONGKTVTF 253 0. 4000 4. 60

31 [FTNPTUNSY 318 0. 4000 4. 60

32 |FRSPDSSGN 366 0. 4000 4. 60

33 \W SFKRENE 1450 0. 4000 4. 60

34 | VFKLAKDEK '8 0. 3000 3. 45

35 || ARKAENYL 110 0. 3000 3.45

36 ILYKYI | KNT 243 0. 3000 3.45

37 \WKNTGAATEA 161 0. 2000 2.30

38 |LHHAPSLLA 1309 0. 2000 2. 30

39 || RGFQSI HE 57 0. 1800 2. 07

40 Y1 GELLHHA 304 0. 1000 11.15

41 | YKRLVPGYE 1326 0. 1000 1. 15

42 MLMAGLDG 382 0. 1000 1. 15

43 | MOHFTI PA 30 - 0. 0200 0
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44 || LEKGHHEV 211 -0.1000 0
45 |FNSLLHAAD 231 -0. 1000 [s
46 \VRI PI TGSN 350

ALLELE:
DRB1_0817

Threshold for 3 %w th score:

2.8

Hi ghest Score achi evabl e by any
pepti de:

10. 1

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 Y1 1 KNTAWQ 246 7. 0000 69. 31
2 | YKVRHKGGY 177 4. 9000 48. 51
3 VNI RPHPYE 462 4. 7500 147.03
4 |FMPKPLFGD 261 4. 5000 44. 55
5 |FRAAKTLN 82 4. 4000 43. 56
6 || RGFQSI HE 57 3. 9000 38. 61
7 'YKRLVPGYE 326 3. 9000 38. 61
8 [UNSYKRLVP 323 3. 8000 37. 62
9 [YQFNSLLHA 229 3. 7000 36. 63
110 [YLAFSAMLM 376 3. 5000 34. 65
11 \VDLRDKMLT 1195 3.3000 32. 67
12 \W SFKRENE 1450 2. 8000 27.72
13 \VRI PI TGSN 1350 2. 7000 26. 73
14 YLI STG AD 117 2. 6000 25.74
15 [FNSLLHAAD 231 2. 6000 25. 74
16 [YKYI | KNTA 244 2. 5000 24.75
117 \VTFMPKPLF 1259 2. 3500 23. 27
18 ILYKYI | KNT 243 2.3000 22,77
19 [MOHFTI PAS 31 2. 2500 22.28
20 | YFPVAPNDQ 185 2. 2000 21.78
21 [FYI FDSVSF 1135 2. 1000 20. 79
22 \VRFCDLPG 22 2. 0500 20. 30
23 'Yl FDSVSFD 1136 1. 8000 17. 82
24 IMQLYKY! | K 241 1. 8000 17. 82
25 | VRHKGGYFP 1179 1. 7000 16. 83
26 [ YSQRNRSAC 341 1. 7000 16. 83
27 ILVYSQRNRS 1339 1. 6000 15. 84
28 FI LEKGHHE 210 1. 5000 14.85
29 \VPGYEAPI N 1330 1. 4500 14. 36
130 || KNKI EPQA 1390 1. 4500 14.36
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31 [FTI PASAFD 34 1. 4000 13.86
32 |LHHAPSLLA 1309 1. 4000 13. 86
33 || EPVNI RPH 1459 1. 3000 12. 87
34 [FYEVDAI SG 151 1. 1000 10. 89
35 |LRDKMLTNL 1197 1. 1000 10. 89
36 \VEYVDVRFC 117 1. 0000 9. 90
37 VI DRLEADH 425 1. 0000 9.90
38 \VKDGAPL MY 281 0. 9000 8. 91
39 [FCDLPG MQ 24 0. 8000 7.92
40 (VONGKTVTF 253 0. 8000 7. 92
41 || MQHFTI PA 30 0. 7000 6.93
42 \VW\NTGAATE 1160 0. 7000 6.93
43 |LEFRSPDSS 1364 0. 7000 6. 93
44 |FRSPDSSGN 1366 0. 6000 5. 94
45 IMAGLDG KN 384 0. 6000 5.94
46 I NLVYSQRN 337 0. 5000 4.95

47 \VFTNDLI ET

ALLELE: Threshold for 3 %with score: |H ghest Score achievabl e by any
DRB1_1101 1.1 peptide: 8.3

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 |FRAAKTLNI 82 4. 2000 50. 60
2 [YQFNSLLHA 229 3. 7000 144.58
3 Y1 | KNTAWQ 246 3. 4000 40. 96
4 [YKYI | KNTA 244 3. 1000 37.35
5 'YLAFSAMLM 1376 2.3000 27.71
6 IMQHFTI PAS 31 2. 1500 25. 90
7 ILVYSQRNRS 1339 1. 9000 22. 89
8 \VRFCDLPG 22 1. 8500 22. 29
9 ' YFPVAPNDQ 185 1. 5000 18. 07
10 |LHHAPSLLA 1309 1. 4000 16. 87
11 'YKRLVPGYE 1326 1. 3000 15. 66
12 \VEYVDVRFC 17 1. 1000 113. 25
13 | MOHFTI PA 30 1. 1000 113.25
114 [FYI FDSVSF 1135 1. 1000 113. 25
15 \VTFMPKPLF 259 1. 0500 112. 65
16 | RGFQSI HE 57 0. 8000 9. 64
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117 | YKVRHKGGY 1177 0. 8000 9. 64
18 |VNSYKRLVP 1323 0. 5000 6. 02
119 [FCDLPG MQ 24 0. 4000 4. 82
20 |FNSLLHAAD 231 0. 3000 3. 61
21 | VHCHQSLVK 274 0. 3000 3. 61
22 'YLI STG AD 1117 0. 2000 2. 41
23 I NSGFI LEK 206 0. 2000 2. 41
24 | EPVNI RPH 1459 0. 1800 2. 17
25 [FYEVDAI SG 151 -0.1000 0
26 | FFVHDPFTL 92 - 0. 2000 [s
27 |LAFSAMLVA 1377 - 0. 3000 0
28 \W SFKRENE 450 - 0.3000 [s
29 IMQLYKY! | K 241 - 0. 4000 0
130 LMYDETGYA 287 - 0. 4000 0
31 Y1 GGLLHHA 1304 - 0. 4000 0
32 \VFTNDLI ET 441 - 0. 4000 [s
33 |VDLRDKM_T 195 - 0. 6000 0
34 | VFKLAKDEK '8 - 0. 8000 0
35 |FQSI HESDM 60 -0.8000 0
36 LI STG ADT 1118 - 0. 8000 0
37 (VONGKTVTF 253 - 0. 8000 0
38 || GGLLHHAP 305 - 0. 8000 0
39 \V\KDGAPL MY 281 -0.9000 0
40 ILLAFTNPTV 315 - 0. 9500 [s
41 |FMPKPLFGD 261 - 1. 0000 [s
42 IMAGLDG KN 384 - 1. 0000 [
43 LYELPPEEA 1404 -1.0000 [s
44 | YVDVRFCDL 19 - 1. 2000 [s
45 [FSAMLMAGL 1379 -1. 2000 [s

ALLELE:
DRB1_1102

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
1 ILVYSQRNRS 1339 4. 1000 48. 81
2 Y1 I KNTAVWQ 246 3. 7000 144. 05
3 IMOHFTI PAS 31 3.1000 36. 90
4 | MOHFTI PA 30 2.9000 34. 52
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5 \VEYVDVRFC 17 2. 4000 28.57
6 \VRFCDLPG 22 2. 4000 28.57
7 | VHCHQSLWK 274 2.3000 27.38
8 'VYSQRNRSA 1340 2.3000 27. 38
9 |FRAAKTLNI 82 2.1000 25. 00
10 | FFVHDPFTL 92 1. 9000 22. 62
11 [YQFNSLLHA 229 1. 7000 20. 24
12 'YKYI | KNTA 244 1. 7000 120. 24
13 | RPHPYEFA 1464 1. 6000 119. 05
14 [VNSYKRLVP 1323 1. 5000 117. 86
15 | EPVNI RPH 1459 1. 4800 17. 62
116 \VTFMPKPLF 259 1. 4000 16. 67
117 |LLHHAPSLL 1308 1. 3000 15. 48
18 \LHHAPSLLA 1309 1. 3000 15. 48
119 || EPQAPVDK 1394 1. 1000 113.10
20 [FYI FDSVSF 135 1. 0000 11. 90
21 | VRHKGGYFP 179 1. 0000 111. 90
22 | RGFQSI HE 57 0. 9000 10. 71
23 IMLTNLI NSG 201 0. 9000 10. 71
24 ILYKYI | KNT 243 0. 8000 9.52

25 |LEFRSPDSS 364 0. 8000 9.52

26 'MLMAGLDG 382 0. 8000 9.52

27 | VFKLAKDEK 8 0. 7000 8.33

28 || KNKI EPQA 390 0. 5000 5.95

29 IMQLYKY! | K 241 0. 4000 14.76

30 [YLAFSAM_M 1376 0. 4000 14.76

31 | YFPVAPNDQ 185 0. 3000 3. 57

32 || NSGFI LEK 206 0. 3000 3.57

33 |FMPKPLFGD 261 0. 3000 3.57

34 || ETW SFKR 447 0. 3000 3.57

35 11 KNTAWQN 247 0. 2000 2. 38

36 VNI RPHPYE 462 0. 2000 2.38

37 || FDSVSFDS 137 0. 1000 11.19

38 || LEKGHHEV 211 0. 1000 1. 19

39 \VRI PI TGSN 1350 0. 1000 1. 19

40 || NFFVHDPF 190 - 0. 2000 [s

|LMYDETGYA
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ALLELE:
DRB1_1104

Threshold for 3 % with score:

2.0

H ghest Score achi evabl e by any

pepti de:

8.

3

‘Rank ‘Sequence ‘At Posi tion ‘Scor e ‘% of Hi ghest Score
1 |FRAAKTLNI 82 3. 2000 38.55
2 IMQHFTI PAS 31 3. 1500 137.95
3 ILVYSQRNRS 1339 2.9000 134. 94
4 \VRFCDLPG 22 2. 8500 34. 34
5 'YQFNSLLHA 229 2. 7000 132.53
6 Y1 I KNTAVWQ 246 2. 4000 28. 92
7 |LHHAPSLLA 1309 2. 4000 128. 92
8 |VEYVDVRFC 17 2.1000 25. 30
9 | MOHFTI PA 30 2.1000 25. 30
10 [YKYI | KNTA 244 2.1000 25. 30
11 \VTFMPKPLF 259 2. 0500 24. 70
12 || RGFQSI HE 57 1. 8000 21. 69
13 [UNSYKRLVP 323 1. 5000 18. 07
14 | VHCHQSLVK 274 1. 3000 15. 66
15 [YLAFSAM_M 1376 1. 3000 |15. 66
16 || NSGFI LEK 206 1. 2000 14. 46
117 || EPVNI RPH 459 1. 1800 14. 22
18 \VRI PI TGSN 350 1. 0000 12. 05
119 |LAFSAMLMA 1377 0. 7000 8. 43
20 IMQLYKY! | K 241 0. 6000 7.23
21 LMYDETGYA 287 0. 6000 7.23
22 \VFTNDLI ET 441 0. 6000 7.23
23 ' YFPVAPNDQ 185 0. 5000 6. 02
24 |VDLRDKM_T 195 0. 4000 4. 82
25 | YKRLVPGYE 326 0. 3000 3.61
26 | VFKLAKDEK 8 0. 2000 2.41
27 LI STG ADT 1118 0. 2000 2. 41
28 || GGLLHHAP 305 0. 2000 2.41
29 [FYI FDSVSF 135 0. 1000 1. 20
130 [LLAFTNPTV 315 0. 0500 0.60
31 | YKVRHKGGY 1177 - 0. 2000 0

32 VNI RPHPYE 462 -0. 2500 0

33 IMLTNLI NSG 201 -0. 3000 [s

34 [VYSQRNRSA 340 - 0. 3000 [s

35 || KNKI EPQA 1390 - 0. 3500 0

36 I NLVYSQRN 1337 - 0. 4000 0

37 MLMAGLDG 382 - 0. 4000 [s
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38 || EPQAPVDK 1394 - 0. 4000 0
39 LLLPDPETA 69 - 0. 5000 [s
40 | VRHKGGYFP 1179 - 0. 5000 0
41 ILYKYI | KNT 243 - 0. 5000 [s
42 || TGSNPKAK 354 - 0. 5000 0
43 |MLLLPDPET 68 -0.5500 [s
44 [FCDLPG MQ -0

ALLELE
DRB1_1106

Threshold for 3 %wi th score:

2.0

Hi ghest Score achi evabl e by any
pepti de:

8.

3

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 |FRAAKTLN 82 3. 2000 38. 55
2 IMQHFTI PAS 31 3. 1500 37.95
3 ILVYSQRNRS 1339 2.9000 134. 94
4 \VRFCDLPG 22 2. 8500 34. 34
5 | YQFNSLLHA 229 2. 7000 32. 53
6 Y1 | KNTAWQ 246 2. 4000 28. 92
7 |LHHAPSLLA 1309 2. 4000 28. 92
8 VEYVDVRFC 17 2.1000 25. 30
9 || MOHFTI PA 30 2. 1000 25. 30
110 [YKYI | KNTA 244 2.1000 25. 30
11 \VTFMPKPLF 259 2. 0500 24.70
12 | RGFQSI HE 57 1. 8000 21. 69
13 [UNSYKRLVP 323 1. 5000 18. 07
14 | MHCHQSLVK 274 1. 3000 |15. 66
15 'YLAFSAMLM 1376 1. 3000 15. 66
16 I NSGFI LEK 206 1. 2000 14. 46
117 | EPVNI RPH 1459 1. 1800 14. 22
18 \VRI PI TGSN 350 1. 0000 12. 05
19 [LAFSAMLMA 1377 0. 7000 8. 43
20 IMQLYKY! | K 241 0. 6000 7. 23
21 LMYDETGYA 287 0. 6000 7. 23
22 \VFTNDLI ET 441 0. 6000 7. 23
23 ' YFPVAPNDQ 185 0. 5000 6. 02
24 |VDLRDKMLT 1195 0. 4000 4. 82
25 'YKRLVPGYE 1326 0. 3000 3. 61
26 | VFKLAKDEK 8 0. 2000 2. 41
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27 LI STG ADT 118 0. 2000 2. 41
28 | GGLLHHAP 1305 0. 2000 2. 41
29 [FYI FDSVSF 135 0. 1000 11.20
130 ILLAFTNPTV 315 0. 0500 0. 60
31 | YKVRHKGGY 1177 - 0. 2000 0
32 VNI RPHPYE 462 -0. 2500 [s
33 IMLTNLI NSG 201 -0. 3000 0
34 'VYSQRNRSA 1340 - 0. 3000 [s
35 || KNKI EPQA 1390 -0.3500 0
36 I NLVYSQRN 337 - 0. 4000 [s
37 MLMAGLDG 382 - 0. 4000 0
38 || EPQAPVDK 1394 - 0. 4000 [s
39 LLLPDPETA 69 - 0. 5000 0
40 \VRHKGGYFP 1179 - 0. 5000 0
41 ILYKYI | KNT 243 - 0. 5000 0
42 || TGSNPKAK 354 - 0. 5000 0
43 IMLLLPDPET - 0.

44 [FCDLPG MQ -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 Position ‘Score ‘% of Hi ghest Score
1 ILVYSQRNRS 1339 5. 2100 57.25
2 |LMYDETGYA 287 /5. 1000 56. 04
3 \VRFCDLPG 22 3. 6000 39. 56
4 | LAKDEKVEY 111 2.8000 30. 77
5 |VSFDSRANG 1141 2.8000 30. 77
6 'Yl FDSVSFD 1136 2. 7700 130. 44
7 | YSRDPRNI A 1103 2. 6100 28. 68
E 'YKYI | KNTA 244 2. 6100 28. 68
9 IMQHFTI PAS 31 2. 5000 27. 47
10 | LMKDGAPLM 1280 2. 5000 27. 47
11 | MOHFTI PA 130 2.3000 25. 27
12 |LFGDNGSGM 266 2. 2700 24. 95
13 \VRI PI TGSN 1350 2. 2000 24.18
14 I NSGFI LEK 206 2. 1000 23.08
15 LAFDGSSI R 50 2.0700 22.75
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16 |FRAAKTLNI 82 1. 9000 20. 88
117 Y1 | KNTAVWQ 246 1. 9000 20. 88
18 \VTFMPKPLF 1259 1. 8000 119.78
19 MLMAGLDG 382 1. 7000 18. 68
20 | YEVDAI SGW 152 1. 6700 18.35
21 'YQFNSLLHA 229 1. 6000 117.58
22 LLLPDPETA 69 1. 3000 14. 29
23 || FDSVSFDS 1137 1. 3000 14. 29
24 [FTNDLI ETW 442 1. 3000 14. 29
25 | VFKLAKDEK 8 1. 2000 113.19
26 \VEYVDVRFC 117 1. 2000 113.19
27 IVONGKTVTF 253 1. 2000 13.19
28 |LVPGYEAPI 1329 1. 2000 113.19
29 LLPDPETAR 70 1. 1000 112. 09
30 |LHHAPSLLA 1309 1. 1000 112. 09
31 | YFPVAPNDQ 185 1. 0100 11. 10
32 || RPHPYEFA 464 0. 9000 9.89
33 IMLTNLI NSG 201 0. 8100 8. 90
34 |LAFSAM_MA 377 0. 8000 8.79
35 || EPQAPVDK 394 0. 8000 8.79
36 LLHHAPSLL 1308 0. 7700 8. 46
37 VGSGGQAE! 219 0. 6000 6.59
38 | VHCHQSLVK 274 0. 6000 6. 59
39 |LEFRSPDSS 1364 0. 5000 5. 49
40 |FVHDPFTLE 93 0. 4000 4. 40
41 \VFTNDLI ET 441 0. 4000 4. 40
42 \VFDDGLAFD 45 0. 3000 3.30
43 | FFVHDPFTL 92 0. 3000 3.30
44 || EPVNI RPH 1459 0. 2800 3.08
45 YLI STG AD 1117 0. 2000 2.20
46 \VWNTGAATEA 161 0. 2000 2. 20
47 Y1 GELLHHA

ALLELE:

DRB1_1114

Threshold for 3 %w th score:
1.3

Hi ghest Score achi evabl e by any
pepti de:

8.4

‘Rank

‘Sequence

‘At Posi tion

‘Score

‘%of H ghest Score

1

Y1 I KNTAWQ

246

14,7000

55. 95
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2 |FRAAKTLNI 82 3.1000 136. 90
3 ILVYSQRNRS 1339 3.1000 36. 90
4 | FFVHDPFTL 92 2. 9000 34. 52
5 'YQFNSLLHA 229 2. 7000 32. 14
6 [YKYI | KNTA 244 2. 7000 132. 14
7 IMOHFTI PAS 31 2.1000 25. 00
8 [FYI FDSVSF 1135 2.0000 23.81
9 | MOHFTI PA 30 1. 9000 22. 62
10 \VEYVDVRFC 17 1. 4000 16. 67
11 \VRFCDLPG 22 1. 4000 16. 67
12 | YLAFSAMLM 1376 1. 4000 16. 67
13 | YFPVAPNDQ 185 1. 3000 |15. 48
114 |FMPKPLFGD 261 1. 3000 15. 48
15 | VHCHQSLVK 274 1. 3000 15. 48
116 [VYSQRNRSA 1340 1. 3000 |15. 48
117 | YKVRHKGGY 1177 0. 6000 7.14

18 || RPHPYEFA 464 0. 6000 7. 14

19 [UNSYKRLVP 1323 0. 5000 5. 95

20 | EPVNI RPH 1459 0. 4800 5.71

21 \VTFVPKPLF 259 0. 4000 4.76

22 \W SFKRENE 1450 0. 4000 14.76

23 Y1 GELLHHA 304 0. 3000 3.57

24 LLHHAPSLL 1308 0. 3000 3.57

25 |LHHAPSLLA 1309 0. 3000 3.57

26 | YSRDPRNI A 103 0. 1000 1. 19

27 || EPQAPVDK 1394 0. 1000 11.19

28 | RGFQSI HE 57 -0.1000 [s

29 IMLTNLI NSG 201 -0.1000 [s

130 (VONGKTVTF 253 -0.1000 [s

31 ILYKYI | KNT 243 - 0.2000 [s

32 |LEFRSPDSS 1364 -0. 2000 0

33 MLMAGLDG 382 -0. 2000 [s

34 | VFKLAKDEK 8 - 0. 3000 [s

35 |FNSLLHAAD 231 - 0. 4000 [s

36 | YKRLVPGYE 1326 -0. 5000 [s

37 || KNKI EPQA 1390 - 0. 5000 [s

38 IMQLYKY! | K 241 - 0. 6000 [s

39 || NSGFI LEK 206 -0. 7000 [s

40 [FTNPTVNSY 318 -0. 7000 [s

41 | ETW SFKR 447 -0. 7000 [s

42 |FDGSSI RGF 52 - 0. 8000 0
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43 11 KNTAWQN 247 - 0. 8000 0

44 VNI RPHPYE 1462 - 0. 8000 [s

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

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 |FRAAKTLNI 82 4. 0000 45. 45
2 Y1 | KNTAWQ 246 4. 0000 45. 45
3 [FYI FDSVSF 1135 3. 9000 44. 32
4 | FFVHDPFTL 92 3. 8600 143. 86
5 ILVYSQRNRS 1339 3. 5000 139. 77
6 [YLAFSAM_M 376 2. 9000 32. 95
7 [ YQFNSLLHA 229 2. 7000 130. 68
8 [YKY! | KNTA 244 2. 7000 30. 68
9 [MHFTI PAS 31 2. 5000 28. 41
110 |FMPKPLFGD 261 2. 4000 27. 27
11 \VRFCDLPG 22 2.3000 26.14
12 \VTFMPKPLF 1259 2.3000 26. 14
13 || MQHFTI PA 30 1. 9000 21. 59
14 [ YKVRHKGGY 1177 1. 9000 21. 59
15 [VONGKTVTF 253 1. 8000 20. 45
16 \W SFKRENE 1450 1. 8000 20. 45
117 |VNSYKRLVP 323 1. 5000 117.05
18 |VEYVDVRFC 117 1. 4000 15. 91
119 | VHCHQSLWK 274 1. 4000 15. 91
20 | RGFQSI HE 57 1. 3000 14.77
21 IMLTNLI NSG 201 1. 3000 14.77
22 'VYSQRNRSA 1340 1. 3000 14.77
23 LLHHAPSLL 1308 1. 2600 14. 32
24 |FDGSSI RGF 52 1. 1000 112.50
25 \VRHKGGYFP 1179 1. 0000 111.36
26 'YKRLVPGYE 326 0. 9000 10. 23
27 | ETW SFKR 447 0. 8000 9. 09
28 || NFFVHDPF 90 0. 7000 7.95
29 |FNSLLHAAD 231 0. 7000 7.95
130 MLMAGLDG 382 0. 7000 7.95
31 | YFPVAPNDQ 185 0. 6000 6. 82
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32 [FTNPTVUNSY 318 0. 6000 6. 82
33 VNI RPHPYE 1462 0. 6000 6. 82
34 || RPHPYEFA 464 0. 6000 6.82
35 ILYKYI | KNT 243 0. 5000 5. 68
36 \YFGAEAEFY 1128 0. 3000 3.41
37 FI LEKGHHE 210 0. 3000 3. 41
38 Y1 GGLLHHA 1304 0. 3000 3. 41
39 |LHHAPSLLA 1309 0. 3000 3. 41
40 'Yl FDSVSFD 1136 0. 2000 2. 27
41 |LEFRSPDSS 1364 0. 2000 2. 27
42 || EPQAPVDK 394 0. 2000 2. 27
43 | YSRDPRNI A 1103 0. 1000 1.14
44 'YLI STG AD 1117 0. 1000 1. 14
45 | LEKGHHEV

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
1 ILVYSQRNRS 339 4. 1000 48. 81
2 Y1 | KNTAWQ 246 3. 7000 44. 05
3 [MQHFTI PAS 31 3. 1000 36. 90
4 | MOHFTI PA 30 2.9000 34. 52
5 \VEYVDVRFC 17 2. 4000 28.57
6 \VRFCDLPG 22 2. 4000 28. 57
7 | VHCHQSLWK 274 2.3000 27.38
E 'VYSQRNRSA 1340 2.3000 27.38
9 |FRAAKTLNI 82 2.1000 25. 00
10 | FFVHDPFTL 92 1. 9000 22. 62
11 [ YQFNSLLHA 229 1. 7000 20. 24
12 'YKY! | KNTA 244 1. 7000 20. 24
13 | RPHPYEFA 1464 1. 6000 119. 05
114 |VNSYKRLVP 1323 1. 5000 117. 86
15 | EPVNI RPH 1459 1. 4800 117. 62
16 \VTFMPKPLF 259 1. 4000 16. 67
117 |LLHHAPSLL 1308 1. 3000 15. 48
18 |LHHAPSLLA 1309 1. 3000 15. 48
119 || EPQAPVDK 1394 1. 1000 113.10
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20 [FYI FDSVSF 1135 1. 0000 111. 90
21 | VRHKGGYFP 1179 1. 0000 111. 90
22 || RGFQSI HE 57 0. 9000 10. 71
23 IMLTNLI NSG 201 0. 9000 10. 71
24 ILYKYI | KNT 243 0. 8000 9. 52

25 |LEFRSPDSS 1364 0. 8000 9. 52

26 MLMAGLDG 382 0. 8000 9. 52

27 | VFKLAKDEK 8 0. 7000 8. 33

28 || KNKI EPQA 1390 0. 5000 5. 95

29 IMQLYKY! | K 241 0. 4000 4.76

30 | YLAFSAMLM 1376 0. 4000 4.76

31 | YFPVAPNDQ 185 0. 3000 3.57

32 I NSGFI LEK 206 0. 3000 3. 57

33 |FMPKPLFGD 261 0. 3000 3. 57

34 | ETW SFKR 447 0. 3000 3. 57

35 [ 1 KNTAWQN 247 0. 2000 2.38

36 VNI RPHPYE 462 0. 2000 2.38

37 | FDSVSFDS 137 0. 1000 1. 19

38 | LEKGHHEV 211 0. 1000 1. 19

39 \VRI PI TGSN 350 0. 1000 11.19

40 || NFFVHDPF 190 - 0. 2000 0

41

LMYDETGYA

ALLELE:
DRB1_1128

Threshold for 3 %wth score:
2.15

Hi ghest
pepti de:

Score achi evabl e by any

8.

7

‘Rank ‘Sequence ‘At Position ‘Scor e ‘% of Hi ghest Score
1 |FRAAKTLNI 82 5. 1000 58. 62
2 [YLAFSAMLM 1376 3..8000 143. 68
3 [ YQFNSLLHA 229 3. 7000 142.53
4 'YKY! | KNTA 244 3. 1000 35. 63
5 [FYI FDSVSF 1135 3.0000 134. 48
6 \VTFMPKPLF 259 2. 9500 133.91
7 \VRFCDLPG 22 2. 7500 31. 61
E Y1 I KNTAWQ 246 2. 7000 31. 03
9 ' YKRLVPGYE 1326 2.7000 131. 03
10 IMOHFTI PAS 31 2. 5500 29. 31
11 ILVYSQRNRS 1339 2.3000 126. 44
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12 | RGFQSI HE 57 2. 2000 25. 29
13 | YKVRHKGGY 1177 2.1000 24. 14
14 [UNSYKRLVP 1323 1. 5000 17. 24
15 |FNSLLHAAD 231 1. 4000 16. 09
16 |LHHAPSLLA 1309 1. 4000 16. 09
117 'YLI STG AD 1117 1. 3000 14. 94
18 [FYEVDAI SG 151 1. 3000 14. 94
19 \VEYVDVRFC 17 1. 1000 12. 64
20 | MOHFTI PA 30 1. 1000 12. 64
21 (VONGKTVTF 253 1. 1000 12. 64
22 \W SFKRENE 1450 1. 1000 12. 64
23 | YFPVAPNDQ 185 0. 8000 9. 20

24 \VRI PI TGSN 1350 0. 8000 9. 20

25 |FFVHDPFTL 92 0. 7600 8. 74

26 [FQSI HESDM 60 0. 7000 8.05

27 | MHCHQSLVK 274 0. 4000 4. 60

28 VKDGAPL MY 281 0. 4000 14.60

29 I NSGFI LEK 206 0. 3000 3. 45

30 \VFTNDLI ET 441 0. 3000 3. 45

31 || GGLLHHAP 305 0. 2000 2.30

32 VNI RPHPYE 462 0. 1500 11.72

33 |VDLRDKMLT 1195 0. 1000 11.15

34 IMLTNLI NSG 201 0. 1000 1. 15

35 |FMPKPLFGD 261 0. 1000 11.15

36 [LLAFTNPTV 315 0. 0500 0.57

37 LI STG ADT 118 -0.1000 [

38 IMAGLDG KN 1384 -0. 2000 [s

39 | YVDVRFCDL 19 - 0. 2400 [s

40 [FSAMLMAGL 1379 - 0. 2400 [s

41 [FCDLPG MQ 24 - 0.3000 [s

42 IMQLYKY! | K 241 -0. 3000 0

43 |LAFSAMLMA 377 - 0. 3000 [s

44 ILTNLI NSGF 1202 - 0. 4000 [s

45 LMYDETGYA 287 - 0. 4000 [s

ALLELE: Threshold for 3 %with score: |H ghest Score achi evabl e by any
DRB1_1301 2.6 peptide: 8.8
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Rank 'Sequence /At Position Score % of Highest Score
1 ILVYSQRNRS 1339 4. 5000 51. 14
2 [MQHFTI PAS 31 3. 5000 139. 77
3 \VRFCDLPG 22 3. 3000 137.50
4 \VTFMPKPLF 1259 3.3000 137.50
5 |FRAAKTLNI 82 3. 0000 34. 09
6 Y1 1 KNTAWQ 246 3. 0000 34. 09
7 | MOHFTI PA 30 2. 9000 132.95
8 [FYI FDSVSF 1135 2. 9000 132.95
9 | FFVHDPFTL 92 2. 8600 132.50
10 |VNSYKRLVP 323 2. 5000 28.41
11 |VEYVDVRFC 117 2. 4000 27. 27
12 | VHCHQSLVK 274 2. 4000 27.27
13 | RGFQSI HE 57 2.3000 26. 14
14 IMLTNLI NSG 201 2.3000 26. 14
15 |VYSQRNRSA 1340 2. 3000 26. 14
16 LLHHAPSLL 1308 2. 2600 25. 68
117 \VRHKGGYFP 1179 2.0000 22.73
18 [YLAFSAM_M 376 1. 9000 21. 59
119 || ETW SFKR 447 1. 8000 20. 45
20 || NFFVHDPF 90 1. 7000 119. 32
21 [ YQFNSLLHA 229 1. 7000 19. 32
22 [YKYI | KNTA 244 1. 7000 19. 32
23 IM.MAGLDG 382 1. 7000 19. 32
24 VNI RPHPYE 462 1. 6000 18.18
25 || RPHPYEFA 464 1. 6000 18.18
26 ILYKYI | KNT 243 1. 5000 117.05
27 |FMPKPLFGD 261 1. 4000 15. 91
28 |LHHAPSLLA 1309 1. 3000 14. 77
29 |LEFRSPDSS 1364 1. 2000 13. 64
30 || EPQAPVDK 394 1. 2000 13. 64
31 || LEKGHHEV 211 1. 1000 12. 50
32 |11 KNTAWON 247 1. 0000 11. 36
33 || GGLLHHAP 1305 1. 0000 11. 36
34 LLAFTNPTV 315 1. 0000 111.36
35 |LRDKMLTNL 1197 0. 9600 10. 91
36 | YKVRHKGGY 1177 0. 9000 10. 23
37 \VRI PI TGSN 1350 0. 9000 10. 23
38 | EPVNI RPH 1459 0. 9000 10. 23
39 | VFKLAKDEK 8 0. 8000 9. 09
40 |LEPYSRDPR 1100 0. 8000 9. 09
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41 (VONGKTVTF 1253 0. 8000 9. 09
42 \W SFKRENE 1450 0. 8000 9. 09
43 |VDLRDKM_T 1195 0. 7000 7.95
44 || NYQFNSLL 227 0. 6600 7. 50
45 || SFKRENEI 451 0. 6000 6. 82
46 || FDSVSFDS 1137 0. 5000 5. 68
47 |VSFDSRANG

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 |FRAAKTLN 82 4. 0000 45. 45
2 Y1 | KNTAWQ 246 4. 0000 45. 45
3 [FYI FDSVSF 1135 3. 9000 44. 32
4 | FFVHDPFTL 92 3. 8600 43. 86
5 ILVYSQRNRS 1339 3. 5000 139. 77
6 [YLAFSAM_M 376 2. 9000 132. 95
7 'YQFNSLLHA 229 2. 7000 30. 68
8 [YKYI | KNTA 244 2. 7000 130. 68
9 IMHFTI PAS 31 2. 5000 28. 41
110 |FMPKPLFGD 261 2. 4000 27. 27
11 \VRFCDLPG 22 2.3000 26. 14
12 \VTFMPKPLF 1259 2.3000 26. 14
13 || MOHFTI PA 30 1. 9000 21. 59
14 | YKVRHKGGY 1177 1. 9000 21. 59
15 (VONGKTVTF 253 1. 8000 20. 45
16 \W SFKRENE 1450 1. 8000 20. 45
117 |VNSYKRLVP 1323 1. 5000 117.05
18 |VEYVDVRFC 117 1. 4000 15. 91
19 | VHCHQSLVK 274 1. 4000 15. 91
20 | RGFQSI HE 57 1. 3000 14.77
21 IMLTNLI NSG 201 1. 3000 14. 77
22 [VYSQRNRSA 1340 1. 3000 14.77
23 |LLHHAPSLL 308 1. 2600 14. 32
24 |FDGSSI RGF 52 1. 1000 112.50
25 \VRHKGGYFP 1179 1. 0000 11. 36
26 | YKRLVPGYE 326 0. 9000 10. 23
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27 | ETW SFKR 447 0. 8000 9. 09
28 || NFFVHDPF 90 0. 7000 7.95
29 |FNSLLHAAD 231 0. 7000 7.95
130 MLMAGLDG 382 0. 7000 7.95
31 | YFPVAPNDQ 185 0. 6000 6. 82
32 [FTNPTVNSY 318 0. 6000 6. 82
33 VNI RPHPYE 1462 0. 6000 6. 82
34 | RPHPYEFA 464 0. 6000 6. 82
35 ILYKYI | KNT 243 0. 5000 5. 68
36 |YFGAEAEFY 128 0. 3000 3. 41
37 FI LEKGHHE 210 0. 3000 3. 41
38 Y1 GELLHHA 1304 0. 3000 3.41
39 |LHHAPSLLA 309 0. 3000 3. 41
40 'Yl FDSVSFD 1136 0. 2000 2. 27
41 |LEFRSPDSS 1364 0. 2000 2. 27
42 || EPQAPVDK 394 0. 2000 2.27
43 | YSRDPRNI A 1103 0. 1000 1.14
44 'YLI STG AD 1117 0. 1000 1. 14
45 | LEKGHHEV

ALLELE
DRB1_1304

Threshold for 3 %w th score:
2.6

Hi ghest Score achi evabl e by any

pepti de:

9

IRank 'Sequence /At Position IScore % of Highest Score
1 Y1 | KNTAWQ 246 4. 5000 50. 00
2 ILVYSQRNRS 1339 4. 1000 45. 56
3 | RGFQSI HE 57 3. 9000 43.33
4 VNI RPHPYE 462 3. 2000 35.56
5 IMOHFTI PAS 31 3. 1000 34. 44
6 |FMPKPLFGD 261 3. 0000 33.33
7 | MOHFTI PA 30 2. 9000 32. 22
8 | FFVHDPFTL 92 2. 9000 132. 22
[ | EPVNI RPH 1459 2. 7000 30. 00
10 \VRFCDLPG 22 2. 6000 28. 89
11 \VEYVDVRFC 117 2. 4000 26. 67
112 \W SFKRENE 1450 2. 4000 26. 67
13 |FRAAKTLNI 82 2.3000 25.56
14 \VTFMPKPLF 1259 2.3000 25.56
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15 |LLHHAPSLL 1308 2.3000 25.56
16 'VYSQRNRSA 1340 2.3000 25.56
17 IMLTNLI NSG 201 2. 2000 24.44
18 11 KNTAWON 247 2. 2000 24. 44
19 \VRI PI TGSN 1350 2. 1000 23.33
20 'LNI NFFVHD 88 1. 9000 21.11
21 [FYI FDSVSF 1135 1. 9000 21.11
22 [UNSYKRLVP 1323 1. 9000 21.11
23 'YQFNSLLHA 229 1. 7000 18. 89
24 ILYKYI | KNT 243 1. 7000 18. 89
25 [YKYI | KNTA 1244 1. 7000 18. 89
26 | MHCHQSLWK 274 1. 6000 117.78
27 | RPHPYEFA 464 1. 6000 117.78
28 'YKRLVPGYE 326 1. 5000 16. 67
29 [YLAFSAM_M 376 1. 5000 16. 67
30 | VRHKGGYFP 1179 1. 4000 15. 56
31 |FNSLLHAAD 231 1. 3000 14. 44
32 |LHHAPSLLA 1309 1. 3000 14. 44
33 | YFPVAPNDQ 185 1. 1000 12. 22
34 |LRDKM_TNL 1197 1. 0000 111.11
135 I NLVYSQRN 337 1. 0000 111.11
36 MLMAGLDG 382 1. 0000 111.11
37 | VAPNDQYVD 188 0. 9000 10. 00
38 |VDLRDKMLT 1195 0. 9000 10. 00
39 FI LEKGHHE 210 0. 9000 10. 00
40 Yl FDSVSFD 1136 0. 8000 '8.89
41 |LEFRSPDSS 1364 0. 8000 8. 89
42 || NFFVHDPF 90 0. 7000 7.78
43 YLI STG AD 117 0. 7000 7.78
44 | YKVRHKGGY 1177 0. 7000 7.78
45 || NYQFNSLL 227 0. 7000 7.78
46 LI STG ADT 1118 0. 6000 6. 67
47 || KNKI EPQA

ALLELE:

DRB1_1305

Threshold for 3 %wi th score:
2.2

Hi ghest Score achi evabl e by any
pepti de:

8.7

Rank

Sequence

At Position

'Score

% of Hi ghest Score
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1 |FRAAKTLNI 82 5. 1000 58. 62
2 [YLAFSAMLM 1376 3..8000 143. 68
3 [ YQFNSLLHA 229 3. 7000 142. 53
4 'YKYI | KNTA 244 3. 1000 35. 63
5 [FYI FDSVSF 1135 3.0000 134. 48
6 \VTFMPKPLF 1259 2. 9500 133.91
7 \VRFCDLPG 22 2. 7500 31. 61
8 Y1 I KNTAWQ 246 2. 7000 31. 03
9 'YKRLVPGYE 1326 2.7000 131. 03
10 [MOHFTI PAS 31 2. 5500 29. 31
11 ILVYSQRNRS 1339 2.3000 26. 44
12 || RGFQSI HE 57 2. 2000 25. 29
13 | YKVRHKGGY 177 2.1000 24. 14
14 |UNSYKRLVP 1323 1. 5000 117. 24
15 |FNSLLHAAD 231 1. 4000 16. 09
16 |LHHAPSLLA 309 1. 4000 16. 09
117 YLI STG AD 1117 1. 3000 14. 94
18 [FYEVDAI SG 151 1. 3000 14. 94
19 \VEYVDVRFC 17 1. 1000 12. 64
20 || MOHFTI PA 130 1. 1000 112. 64
21 (VONGKTVTF 253 1. 1000 12. 64
22 \W SFKRENE 1450 1. 1000 112. 64
23 | YFPVAPNDQ 185 0. 8000 9. 20

24 \VRI PI TGSN 1350 0. 8000 9. 20

25 | FFVHDPFTL 92 0. 7600 8.74

26 |FQSI HESDM 60 0. 7000 8.05

27 | VHCHQSLVK 274 0. 4000 4. 60

28 VIKDGAPLMY 281 0. 4000 4. 60

29 || NSGFI LEK 206 0. 3000 3.45

30 \VFTNDLI ET 441 0. 3000 3. 45

31 | GGLLHHAP 1305 0. 2000 2.30

32 VNI RPHPYE 462 0. 1500 11.72

33 |VDLRDKM_T 195 0. 1000 11.15

34 IMLTNLI NSG 201 0. 1000 1.15

35 |FMPKPLFGD 261 0. 1000 1. 15

36 ILLAFTNPTV 315 0. 0500 0. 57

37 LI STG ADT 118 -0.1000 [s

38 IMAGLDG KN 384 -0. 2000 [s

39 | YVDVRFCDL 119 - 0. 2400 [s

40 |FSAMLMAGL 1379 - 0. 2400 [s

41 [FCDLPG MQ 24 - 0. 3000 0
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42 IMQLYKY! | K 241 -0. 3000 0
43 |LAFSAMLMA 1377 - 0. 3000 [s
44 ILTNLI NSGF 1202 - 0. 4000 0

45

LMYDETGYA

ALLELE
DRB1_1307

Threshold for 3 %w 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 Y1 1 KNTAWQ 246 3. 4000 50. 00
2 [YKYI | KNTA 244 2. 8000 141.18
3 |FRAAKTLN 82 2. 4000 135. 29
4 | YQFNSLLHA 229 1. 9000 27. 94
5 ILVYSQRNRS 1339 1. 6000 23.53
6 ' YFPVAPNDQ 185 1. 2000 117. 65
7 | YKRLVPGYE 326 1. 2000 17. 65
8 IMHFTI PAS 31 1. 0000 114. 71
9 |VEYVDVRFC 17 0. 9000 13. 24
10 \VRFCDLPG 22 0. 7000 110. 29
11 | YKVRHKGGY 1177 0. 7000 110. 29
12 [YLAFSAMLM 376 0. 7000 10. 29
13 [FYI FDSVSF 135 0. 6000 8. 82
14 |FNSLLHAAD 231 0. 3000 4. 41
15 | EPVNI RPH 1459 - 0. 0200 0

116 \VTFMPKPLF 259 -0. 1000 [s

17 |VRI PI TGSN 1350 -0.1000 [s

18 |LHHAPSLLA 1309 - 0. 4000 0

19 | VFKLAKDEK 8 - 0. 5000 0

20 | MOHFTI PA 30 - 0. 5000 0

21 |LMYDETGYA 287 - 0. 5000 [s

22 | FFVHDPFTL 92 -0. 7000 0

23 | RGFQSI HE 57 - 0. 8000 [s

24 |FQSI HESDM 60 - 0. 8000 [s

25 LI STG ADT 1118 - 0. 8000 0

26 Y1 GGLLHHA 1304 -1.1000 [s

27 MLMAGLDG 382 -1.1000 0

28 ' YVDVRFCDL 119 -1. 2000 [s

29 [FCDLPG MQ 24 -1. 2000 [s
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130 |FSAMLMAGL 1379 -1.2000 0
31 (VONGKTVTF 253 -1. 3000 [s
32 [UNSYKRLVP 1323 -1. 3000 0
33 ' YSQRNRSAC 341 -1. 3000 [s
34 | FGDNGSGVH 267 -1.3200 0
35 'YLI STG AD 1117 - 1. 4000 [s
36 \W SFKRENE 1450 - 1. 4000 0
37 |FMPKPLFGD 261 -1.5000 [s
38 | VHCHQSLVK 274 -1.5000 0
39 | GGLLHHAP 1305 -1. 5000 [s
40 I NLVYSQRN 1337 -1.5000 0
41 [VYSQRNRSA 1340 - 1. 5000 [s
42 'YSRDPRNI A 103 -1. 6000 0
43 'Yl FDSVSFD 1136 -1. 6000 0
44 IMLTNLI NSG 201 -1. 6000 0
45 || NSGFI LEK 206 -1. 6000 [s
46 [FYEVDAI SG 151 -1. 7000 0

ALLELE: Threshold for 3 %with score: |H ghest Score achievabl e by any
DRB1_1311 2.0 peptide: 8.3

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 |FRAAKTLNI 82 3. 2000 38.55
2 IMQHFTI PAS 31 3. 1500 137.95
3 ILVYSQRN\RS 339 2. 9000 34. 94
4 \VRFCDLPG 22 2. 8500 34. 34
5 'YQFNSLLHA 229 2. 7000 132.53
6 Y1 I KNTAVWQ 246 2. 4000 28. 92
7 |LHHAPSLLA 1309 2. 4000 28. 92
8 VEYVDVRFC 17 2.1000 25. 30
9 | MOHFTI PA 30 2.1000 25. 30
10 'YKYI | KNTA 244 2.1000 25. 30
11 \VTFMPKPLF 259 2. 0500 24. 70
12 | RGFQSI HE 57 1. 8000 21. 69
13 [VNSYKRLVP 1323 1. 5000 18. 07
114 | VHCHQSLVK 274 1. 3000 15. 66
15 'YLAFSAMLM 1376 1. 3000 15. 66
16 I NSGFI LEK 206 1. 2000 14. 46
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117 | EPVNI RPH 1459 1. 1800 14. 22
18 \VRI PI TGSN 1350 1. 0000 112. 05
119 |LAFSAMLMA 377 0. 7000 8. 43
20 IMQLYKY! | K 241 0. 6000 7. 23
21 LMYDETGYA 287 0. 6000 7. 23
22 \VFTNDLI ET 441 0. 6000 7. 23
23 | YFPVAPNDQ 185 0. 5000 6. 02
24 \VDLRDKMLT 1195 0. 4000 4. 82
25 'YKRLVPGYE 1326 0. 3000 3. 61
26 | VFKLAKDEK 8 0. 2000 2. 41
27 LI STG ADT 118 0. 2000 2. 41
28 || GGLLHHAP 305 0. 2000 2.41
29 [FYI FDSVSF 1135 0. 1000 1. 20
130 ILLAFTNPTV 315 0. 0500 0. 60
31 | YKVRHKGGY 177 - 0. 2000 0
32 VNI RPHPYE 462 - 0. 2500 0
33 IMLTNLI NSG 201 - 0. 3000 0
34 'VYSQRNRSA 1340 - 0. 3000 0
35 || KNKI EPQA 1390 -0.3500 0
36 I NLVYSQRN 337 - 0. 4000 0
37 'MLMAGLDG 382 - 0. 4000 0
38 || EPQAPVDK 1394 - 0. 4000 0
39 LLLPDPETA 69 - 0. 5000 0
40 | VRHKGGYFP 1179 - 0. 5000 [s
41 ILYKYI | KNT 243 - 0. 5000 [s
42 || TGSNPKAK 354 - 0. 5000 0
43 |MLLLPDPET 68 -0.5500 [s
44 [FCDLPG MQ 24 - 0. 6000 [s

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 Hi ghest Score
1 |FRAAKTLNI 82 4. 4000 149. 44
2 'YKRLVPGYE 1326 4.3000 48. 31
3 Y1 I KNTAVWQ 246 4. 2000 147.19
4 | RGFQSI HE 57 3..8000 142. 70
5 [YQFNSLLHA 229 3. 7000 141. 57
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6 [YLAFSAMLM 1376 3. 4000 38. 20
7 [YKYI | KNTA 244 3.1000 34.83
8 |FNSLLHAAD 231 3. 0000 33.71
9 'YLI STG AD 1117 2. 9000 132.58
10 \W SFKRENE 1450 2. 7000 30. 34
11 ' YFPVAPNDQ 185 2.3000 25. 84
12 IMQHFTI PAS 31 2. 1500 24. 16
13 \VRFCDLPG 22 2. 0500 23. 03
14 [FYI FDSVSF 1135 2.0000 22. 47
15 \VRI PI TGSN 1350 2.0000 22. 47
16 \VTFMPKPLF 259 1. 9500 21. 91
117 | YKVRHKGGY 1177 1. 9000 21.35
18 ILVYSQRNRS 1339 1. 9000 21.35
19 VNI RPHPYE 462 1. 7500 19. 66
20 |FMPKPLFGD 261 1. 7000 119. 10
21 |LHHAPSLLA 309 1. 4000 15. 73
22 || EPVNI RPH 459 1. 4000 15. 73
23 [FCDLPG MQ 24 1. 2000 13. 48
24 [FYEVDAI SG 151 1. 2000 13. 48
25 |VEYVDVRFC 17 1. 1000 112. 36
26 || MQHFTI PA 130 1. 1000 12. 36
27 Yl FDSVSFD 136 1. 1000 112. 36
28 \VWANTGAATE 160 1. 1000 12. 36
29 IMAGLDG KN 384 1. 0000 11. 24
130 [UNSYKRLVP 1323 0. 9000 10. 11
31 | FFVHDPFTL 92 0. 8000 8.99
32 FI LEKGHHE 210 0. 8000 8. 99
33 [FTI PASAFD 34 0. 7000 7. 87
34 LI NSGFI LE 205 0. 6000 6.74
35 I NLVYSQRN 337 0. 6000 6. 74
36 \VFTNDLI ET 441 0. 5000 5. 62
37 [FQSI HESDM 60 0. 3000 3.37
38 |LNI NFFVHD 88 0. 3000 3.37
39 |VDLRDKM_T 1195 0. 3000 3.37
40 11 KNTAWQN 247 0. 3000 3. 37
41 \VKDGAPL MY 281 0. 2000 2. 25
42 LI STG ADT 118 0. 1000 11.12
43 VONGKTVTF 253 1000 11.12

|FRSPDSSGN
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ALLELE:

DRB1_1322

Threshold for 3 % with score:
1.8

H ghest Score achi evabl e by any
pepti de:

8.4

[Rank  [Sequence /At Position 'Score % of Hi ghest Score
1 ILVYSQRNRS 1339 4. 1000 48. 81
2 Y1 I KNTAWQ 246 3. 7000 144. 05
3 IMHFTI PAS 31 3. 1000 36. 90
4 | MOHFTI PA 30 2.9000 34. 52
5 |VEYVDVRFC 17 2. 4000 28. 57
6 \VRFCDLPG 22 2. 4000 28.57
7 | HCHQSLVK 274 2. 3000 27. 38
8 [VYSQRNRSA 340 2.3000 27.38
9 |FRAAKTLNI 82 2. 1000 25. 00
10 | FFVHDPFTL 92 1. 9000 22. 62
11 | YQFNSLLHA 229 1. 7000 20. 24
112 [YKYI | KNTA 244 1. 7000 20. 24
13 | RPHPYEFA 464 1. 6000 119. 05
14 |VNSYKRLVP 1323 1. 5000 117. 86
15 || EPVNI RPH 459 1. 4800 17. 62
116 \VTFMPKPLF 259 1. 4000 |16. 67
117 |LLHHAPSLL 1308 1. 3000 15. 48
18 |LHHAPSLLA 1309 1. 3000 15. 48
119 || EPQAPVDK 1394 1. 1000 113. 10
20 [FYI FDSVSF 135 1. 0000 11. 90
21 \VRHKGGYFP 1179 1. 0000 111. 90
22 | RGFQSI HE 57 0. 9000 10. 71
23 IMLTNLI NSG 201 0. 9000 10. 71
24 ILYKYI | KNT 243 0. 8000 9.52
25 |LEFRSPDSS 364 0. 8000 9. 52
26 MLMAGLDG 382 0. 8000 9. 52
27 | VFKLAKDEK 8 0. 7000 8. 33
28 || KNKI EPQA 1390 0. 5000 |5.95
29 IMQLYKY! | K 241 0. 4000 4.76
30 [YLAFSAMLM 1376 0. 4000 14.76
31 ' YFPVAPNDQ 185 0. 3000 3. 57
32 I NSGFI LEK 206 0. 3000 3. 57
33 |FMPKPLFGD 261 0. 3000 3. 57
34 | ETW SFKR 447 0. 3000 3. 57
35 11 KNTAWON 247 0. 2000 2. 38
36 VNI RPHPYE 462 0. 2000 2. 38
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37 || FDSVSFDS 137 0. 1000 1. 19
38 | LEKGHHEV 211 0. 1000 1. 19
39 \VRI PI TGSN 350 0. 1000 11.19
40 || NFFVHDPF 190 - 0. 2000 [s

41

LMYDETGYA

ALLELE
DRB1_1323

Threshold for 3 % with score: |H ghest Score achi evabl e by any

1.3

peptide: 8.4

‘Rank ‘Sequence ‘At Posi tion ‘Scor e ‘% of Hi ghest Score
1 Y1 | KNTAWQ 246 4. 7000 55. 95
2 |FRAAKTLN 82 3. 1000 36. 90
3 ILVYSQRN\RS 339 3. 1000 36. 90
4 | FFVHDPFTL 92 2. 9000 34. 52
5 'YQFNSLLHA 229 2.7000 132. 14
6 [YKYI | KNTA 244 2. 7000 32.14
7 [MHFTI PAS 31 2. 1000 25. 00
8 [FYI FDSVSF 135 2. 0000 23. 81
9 | MOHFTI PA 30 1. 9000 22. 62
110 VEYVDVRFC 17 1. 4000 |16. 67
11 \VRFCDLPG 22 1. 4000 16. 67
12 [YLAFSAM_M 1376 1. 4000 16. 67
13 ' YFPVAPNDQ 185 1. 3000 15. 48
14 |FMPKPLFGD 261 1. 3000 15. 48
15 | VHCHQSL VK 274 1. 3000 15. 48
16 [VYSQRNRSA 1340 1. 3000 |15. 48
117 | YKVRHKGGY 1177 0. 6000 7. 14
18 | RPHPYEFA 1464 0. 6000 7. 14
19 |VNSYKRLVP 1323 0. 5000 5. 95
20 || EPVNI RPH 459 0. 4800 5.71
21 \VTFMPKPLF 259 0. 4000 4.76
22 \W SFKRENE 1450 0. 4000 4.76
23 Y1 GGLLHHA 1304 0. 3000 3. 57
24 |LLHHAPSLL 1308 0. 3000 3. 57
25 |LHHAPSLLA 1309 0. 3000 3. 57
26 ' YSRDPRNI A 1103 0. 1000 1. 19
27 || EPQAPVDK 1394 0. 1000 1. 19
28 | RGFQSI HE 57 -0.1000 [s
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29 IMLTNLI NSG 201 -0.1000 0
130 (VONGKTVTF 253 -0. 1000 [s
31 ILYKYI | KNT 243 - 0. 2000 0
32 |LEFRSPDSS 364 - 0. 2000 [s
33 MLMAGLDG 382 - 0. 2000 0
134 | VFKLAKDEK 8 - 0. 3000 [s
35 |FNSLLHAAD 231 - 0. 4000 0
36 'YKRLVPGYE 1326 - 0. 5000 [s
37 || KNKI EPQA 1390 - 0. 5000 0
38 IMQLYKY! | K 241 - 0. 6000 [s
39 I NSGFI LEK 206 -0. 7000 0
40 [FTNPTVNSY 318 - 0. 7000 [s
41 | ETW SFKR 447 -0. 7000 0
42 |FDGSSI RGF 52 - 0. 8000 0
43 11 KNTAWQN 247 - 0. 8000 0
44 VNI RPHPYE 462 - 0. 8000 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 ILVYSQRNRS 1339 4. 5000 51.14
2 [MOHFTI PAS 31 3. 5000 39. 77
3 \VRFCDLPG 22 3.3000 137.50
4 \VTFMPKPLF 1259 3. 3000 37.50
5 |FRAAKTLNI 82 3. 0000 34. 09
6 Y1 | KNTAWQ 246 3. 0000 34. 09
7 | MOHFTI PA 30 2. 9000 132.95
8 [FYI FDSVSF 1135 2. 9000 132.95
9 | FFVHDPFTL 92 2. 8600 132. 50
10 |UNSYKRLVP 1323 2. 5000 28. 41
11 \VEYVDVRFC 117 2. 4000 27.27
12 | VHCHQSLVK 274 2. 4000 27.27
13 | RGFQSI HE 57 2.3000 26. 14
14 IMLTNLI NSG 201 2.3000 26. 14
15 'VYSQRNRSA 1340 2.3000 26. 14
16 |LLHHAPSLL 1308 2. 2600 25. 68
117 | VRHKGGYFP 1179 2.0000 22.73
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18 [ YLAFSAMLM 376 1. 9000 21.59
19 | ETW SFKR 447 1. 8000 120. 45
20 || NFFVHDPF 90 1. 7000 19. 32
21 'YQFNSLLHA 229 1. 7000 19. 32
22 [YKY! | KNTA 244 1. 7000 19. 32
23 MLMAGLDG 1382 1. 7000 19. 32
24 VNI RPHPYE 1462 1. 6000 18.18
25 | RPHPYEFA 464 1. 6000 18.18
26 ILYKYI | KNT 243 1. 5000 117.05
27 |FMPKPLFGD 261 1. 4000 15. 91
28 |LHHAPSLLA 1309 1. 3000 114.77
29 |LEFRSPDSS 364 1. 2000 13. 64
130 || EPQAPVDK 394 1. 2000 13. 64
31 | LEKGHHEV 211 1. 1000 112.50
32 |11 KNTAWQN 247 1. 0000 111.36
33 || GGLLHHAP 1305 1. 0000 11. 36
34 [LLAFTNPTV 315 1. 0000 11. 36
35 |LRDKMLTNL 1197 0. 9600 10. 91
36 | YKVRHKGGY 1177 0. 9000 10. 23
37 \VRI PI TGSN 1350 0. 9000 10. 23
38 || EPVNI RPH 1459 0. 9000 10. 23
39 | VFKLAKDEK 8 0. 8000 9.09
40 |LEPYSRDPR 1100 0. 8000 9. 09
41 VONGKTVTF 253 0. 8000 9.09
42 \W SFKRENE 1450 0. 8000 9.09
43 |VDLRDKMLT 1195 0. 7000 7.95
44 I NYQFNSLL 227 0. 6600 7.50
45 || SFKRENEI 451 0. 6000 6. 82
46 || FDSVSFDS 1137 0. 5000 5.68
47 |VSFDSRANG

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 ILVYSQRNRS 1339 4. 5000 51. 14
2 [MHFTI PAS 31 3. 5000 139. 77
3 \VRFCDLPG 22 3.3000 137.50
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4 \VTFMPKPLF 1259 3.3000 137.50
5 |FRAAKTLNI 82 3. 0000 34. 09
6 Y1 1 KNTAWQ 246 3. 0000 34. 09
7 | MOHFTI PA 30 2. 9000 132.95
8 [FYI FDSVSF 1135 2. 9000 132.95
9 | FFVHDPFTL 92 2. 8600 132.50
10 |VNSYKRLVP 323 2. 5000 28.41
11 \VEYVDVRFC 117 2. 4000 27.27
112 | VHCHQSLVK 274 2. 4000 27.27
13 | RGFQSI HE 57 2.3000 26. 14
14 IMLTNLI NSG 201 2.3000 26. 14
15 [VYSQRNRSA 1340 2. 3000 26. 14
16 |LLHHAPSLL 1308 2. 2600 25. 68
117 \VRHKGGYFP 1179 2.0000 22.73
118 [YLAFSAM_M 376 1. 9000 21. 59
119 || ETW SFKR 447 1. 8000 120. 45
20 || NFFVHDPF 90 1. 7000 119. 32
21 'YQFNSLLHA 229 1. 7000 19. 32
22 [YKYI | KNTA 244 1. 7000 19. 32
23 IM.MAGLDG 382 1. 7000 19. 32
24 VNI RPHPYE 462 1. 6000 18.18
25 || RPHPYEFA 464 1. 6000 18.18
26 ILYKYI | KNT 243 1. 5000 117.05
27 |FMPKPLFGD 261 1. 4000 15. 901
28 |LHHAPSLLA 1309 1. 3000 14. 77
29 |LEFRSPDSS 1364 1. 2000 13. 64
130 || EPQAPVDK 394 1. 2000 13. 64
31 || LEKGHHEV 211 1. 1000 12. 50
32 |11 KNTAWON 247 1. 0000 11. 36
33 || GGLLHHAP 1305 1. 0000 11. 36
34 [LLAFTNPTV 315 1. 0000 111.36
35 |LRDKMLTNL 1197 0. 9600 10. 91
36 | YKVRHKGGY 177 0. 9000 10. 23
37 \VRI PI TGSN 1350 0. 9000 10. 23
38 | EPVNI RPH 1459 0. 9000 10. 23
39 | VFKLAKDEK 8 0. 8000 9. 09
40 |LEPYSRDPR 1100 0. 8000 9.09
41 (VONGKTVTF 253 0. 8000 9.09
42 \W SFKRENE 1450 0. 8000 9. 09
43 \VDLRDKMLT 1195 0. 7000 7.95
44 || NYQFNSLL 227 0. 6600 7.50
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45 || SFKRENE 451 0. 6000 6. 82
46 || FDSVSFDS 1137 0. 5000 5. 68
47 |VSFDSRANG 141 0. 5000 5.68

ALLELE:
DRB1_1501

Threshold for 3 %w th score:

3.25

Hi ghest Score achi evabl e by any
pepti de:

9.

8

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 [VNSYKRLVP 323 /5. 3000 54. 08
2 || RGFQSI HE 57 5. 0000 51. 02
3 IMQLYKY! | K 241 4. 9000 50. 00
4 [LLAFTNPTV 315 4. 7000 147. 96
5 [FYI FDSVSF 1135 4. 3000 43. 88
6 \VRFCDLPG 22 4. 2000 42. 86
7 'YLAFSAMLM 376 4. 1800 142. 65
8 ILVYSQRNRS 1339 4. 0000 140. 82
9 IMHFTI PAS 31 3. 8500 139. 29
110 |FRAAKTLN 82 3. 7600 38. 37
11 | MOHFTI PA 130 3. 6600 137.35
12 |LHHAPSLLA 1309 3. 5000 35. 71
13 || RPHPYEFA 464 3. 3000 33. 67
14 | FFVHDPFTL 92 3. 1000 31.63
15 ILYKYI | KNT 243 2. 9500 30. 10
16 [YQFNSLLHA 229 2. 9000 29. 59
117 LLHHAPSLL 1308 2. 9000 29. 59
18 | VHCHQSLWK 274 2. 7000 27.55
19 | LHAADDMOQL 235 2. 6000 26.53
20 MLMAGLDG 1382 2. 6000 26.53
21 |LAFSAMLMA 377 2. 5000 25.51
22 || NFFVHDPF 90 2. 4000 24. 49
23 || NYQFNSLL 227 2.3000 23. 47
24 |MLLLPDPET 68 2. 2000 22.45
25 |LEPYSRDPR 1100 2. 2000 22.45
26 \VRI PI TGSN 1350 2. 1600 22. 04
27 |LVPGYEAPI 1329 2. 1000 21. 43
28 \VFTNDLI ET 441 2. 1000 21.43
29 'YKY! | KNTA 244 1. 9000 19. 39
130 | HESDMLLL 63 1. 8000 18. 37
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31 \VRHKGGYFP 1179 1. 8000 18. 37
32 ILTNLI NSGF 202 1. 6000 16. 33
33 IMAGLDG KN 384 1. 5000 15. 31
34 | ETW SFKR 447 1. 5000 15. 31
35 | LFGDNGSGM 266 1. 4800 115. 10
36 LMYDETGYA 287 1. 4600 114. 90
37 \VTFMPKPLF 1259 1. 4000 14. 29
38 'YLI STG AD 1117 1. 3000 13.27
39 \VPGYEAPI N 1330 1. 3000 13.27
40 'YEFALYYDV 1469 1. 3000 113.27
41 I NSGFI LEK 206 1. 2500 112.76
42 || DPFRAAKT 79 1. 2000 12. 24
43 || SGWARTGA 1157 1. 2000 12. 24
44 \VDLRDKMLT 1195 1. 1000 11. 22
45 |LRDKMLTNL 1197 1. 1000 111. 22
46 Y1 GELLHHA 1304 1. 1000 11. 22
47 I NLVYSQRN

ALLELE:
DRB1_1502

Threshold for 3 %w th score:

3.25

Hi ghest Score achi evabl e by any

pepti de:

9.

8

‘Rank ‘Sequence ‘At Posi tion ‘Score ‘% of Hi ghest Score
1 [FYI FDSVSF 1135 5. 3000 54.08
2 [ YLAFSAMLM 376 5. 1800 52.86
3 |FRAAKTLNI 82 4. 7600 48. 57
4 [UNSYKRLVP 1323 4.3000 43. 88
5 |FFVHDPFTL 92 4. 1000 41. 84
6 | RGFQSI HE 57 14.0000 40. 82
7 'YQFNSLLHA 229 3. 9000 39. 80
8 IMQLYKY! | K 241 3. 9000 39. 80
9 ILLAFTNPTV 315 3. 7000 137.76
10 \VRFCDLPG 22 3. 2000 132. 65
11 ILVYSQRNRS 1339 3. 0000 130. 61
12 [YKYI | KNTA 244 2. 9000 29. 59
13 IMOHFTI PAS 31 2. 8500 29. 08
114 | MOHFTI PA 30 2. 6600 27.14
15 |LHHAPSLLA 1309 2. 5000 25.51
16 'YLI STG AD 1117 2.3000 23. 47
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117 | RPHPYEFA 464 2.3000 23. 47
18 |YEFALYYDV 1469 2.3000 23. 47
119 Y1 GELLHHA 1304 2. 1000 21.43
20 \W SFKRENE 1450 2. 1000 21.43
21 ILYKYI | KNT 243 1. 9500 119. 90
22 |LLHHAPSLL 1308 1. 9000 19. 39
23 |FRSPDSSGN 1366 1. 8000 18.37
24 'YSRDPRNI A 1103 1. 7000 117.35
25 | VHCHQSLVK 274 1. 7000 117.35
26 | LHAADDMQL 235 1. 6000 16. 33
27 MLMAGLDG 382 1. 6000 16. 33
28 VONGKTVTF 253 1. 5600 15. 92
29 'YEAPI NLVY 333 1. 5000 15. 31
130 |LAFSAMLMA 377 1. 5000 15.31
31 || NFFVHDPF 190 1. 4000 14. 29
32 [FQS| HESDM 60 1. 3800 14. 08
33 | FKLAKDEKV 9 1. 3000 13. 27
34 || NYQFNSLL 227 1. 3000 113.27
35 |FSAMLMAGL 379 1. 3000 13.27
36 | YVDVRFCDL 119 1. 2000 112.24
37 IMLLLPDPET 68 1. 2000 12. 24
38 |LEPYSRDPR 1100 1. 2000 112.24
39 [ YSQRNRSAC 341 1. 2000 12. 24
40 \VRI PI TGSN 1350 1. 1600 11. 84
41 | YVDLRDKM. 1194 1. 1000 11. 22
42 |LVPGYEAPI 329 1. 1000 11. 22
43 \VFTNDLI ET 441 1. 1000 111. 22
44 | FGAEAEFYI 1129 1. 0000 110. 20
45 \VNTGAATEA 161 1. 0000 110. 20
46 |YLTEGGVFT 435 1. 0000 110. 20
47 | HESDMLLL

ALLELE:
DRB1_1506

Threshold for 3 % with score:
3.1

H ghest
pepti de:

Score achi evabl e by any
9.8

Rank  |Sequence /At Position Score % of Hi ghest Score
1 [VNSYKRLVP 1323 5. 3000 54.08
2 | RGFQSI HE 57 5. 0000 51. 02
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3 IMQLYKY! | K 241 14.9000 50. 00
4 ILLAFTNPTV 315 4. 7000 147. 96
5 [FYI FDSVSF 135 4.3000 43. 88
6 \VRFCDLPG 22 4. 2000 42. 86
7 [YLAFSAMLM 376 4. 1800 142. 65
8 ILVYSQRNRS 1339 4.0000 40. 82
9 IMQHFTI PAS 31 3. 8500 139. 29
10 |FRAAKTLNI 82 3. 7600 38. 37
11 | MOHFTI PA 30 3. 6600 137.35
12 |LHHAPSLLA 1309 3. 5000 35. 71
13 || RPHPYEFA 464 3.3000 33.67
14 | FFVHDPFTL 192 3.1000 31. 63
15 ILYKYI | KNT 243 2. 9500 30. 10
16 'YQFNSLLHA 229 2. 9000 29. 59
117 LLHHAPSLL 308 2. 9000 29. 59
18 | MHCHQSLVK 274 2. 7000 27.55
119 | LHAADDMQL 235 2. 6000 26.53
20 MLMAGLDG 382 2. 6000 26.53
21 [LAFSAMLVA 377 2. 5000 25. 51
22 || NFFVHDPF 90 2. 4000 24. 49
23 || NYQFNSLL 227 2.3000 23. 47
24 IMLLLPDPET 68 2. 2000 22.45
25 |LEPYSRDPR 1100 2. 2000 22.45
26 \VRI PI TGSN 1350 2. 1600 22. 04
27 LVPGYEAPI 1329 2. 1000 21.43
28 \VFTNDLI ET 441 2.1000 21. 43
29 [YKYI | KNTA 244 1. 9000 19. 39
30 || HESDMLLL 63 1. 8000 18. 37
31 | VRHKGGYFP 1179 1. 8000 18. 37
32 ILTNLI NSGF 202 1. 6000 16. 33
33 IMAGLDG KN 384 1. 5000 15. 31
34 || ETW SFKR 447 1. 5000 15. 31
35 | LFGDNGSGM 266 1. 4800 15. 10
36 LMYDETGYA 287 1. 4600 14. 90
37 \VTFVPKPLF 1259 1. 4000 14. 29
38 'YLI STG AD 1117 1. 3000 13.27
39 \VPGYEAPI N 1330 1. 3000 13. 27
40 [YEFALYYDV 1469 1. 3000 13. 27
41 I NSGFI LEK 206 1. 2500 112.76
42 || DPFRAAKT 79 1. 2000 112. 24
43 || SGWRTGA 1157 1. 2000 12. 24
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44 |VDLRDKMLT 1195 1. 1000 11. 22
45 |LRDKMLTNL 1197 1. 1000 111. 22
46 Y1 GELLHHA 1304 1. 1000 11. 22

47

I NLVYSQRN

ALLELE
DRB5_0101

Threshold for 3 %w th score:

2.3

Hi ghest
pepti de:

Score achi evabl e by any
9.8

‘Rank ‘Sequence ‘At Posi ti on ‘Score ‘% of Hi ghest Score
1 | YFPVAPNDQ 185 3. 6000 36.73
2 IMQLYKY! | K 241 3. 5000 35. 71
3 |FRAAKTLNI 82 3. 2000 32. 65
4 || Pl TGSNPK 1352 3. 0000 130. 61
5 | FFVHDPFTL 92 2. 9000 129. 59
6 'YKRLVPGYE 326 2. 6000 26.53
7 || TGSNPKAK 1354 2. 5000 25. 51
[ [FYEVDAI SG 151 2. 4000 24. 49
9 [FYI FDSVSF 135 2. 2000 22.45
10 [YKY! | KNTA 244 2. 2000 22.45
11 I NLVYSQRN 337 2. 1000 21.43
12 \VRFCDLPG 22 1. 6000 16. 33
13 | YVDLRDKM. 1194 1. 6000 16. 33
14 'YAGLSDTAR 294 1. 6000 16. 33
15 | YVDVRFCDL 119 1. 5000 15. 31
116 YLI STG AD 1117 1. 4000 14. 29
117 | YFGAEAEFY 128 1. 4000 14. 29
18 | EPVNI RPH 1459 1. 4000 14. 29
19 ILVYSQRNRS 1339 1. 3000 13.27
20 'YLAFSAMLM 376 1. 3000 13.27
21 || EPQAPVDK 394 1. 3000 13. 27
22 | VHCHQSLVK 274 1. 2000 112. 24
23 |FSAMLMAGL 1379 1. 2000 12. 24
24 | ETW SFKR 447 1. 2000 112. 24
25 FI LEKGHHE 210 1. 1000 111. 22
26 \VEYVDVRFC 117 1. 0000 10. 20
27 |FQSI HESDM 60 1. 0000 10. 20
28 \VRI PI TGSN 1350 1. 0000 10. 20
29 [FCDLPG MQ 24 0. 9000 9.18
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130 | RGFQSI HE 57 0. 9000 9.18
31 |YEFALYYDV 1469 0. 9000 9.18
32 Y1 1 KNTAWQ 246 0. 8000 8.16
33 IMAGLDG KN 384 0. 7000 7. 14
34 \VTFMPKPLF 1259 0. 6000 6. 12
35 ILAFTNPTUN 316 0. 6000 6. 12
36 | YKVRHKGGY 1177 0. 3000 3.06
37 I NSGFI LEK 206 0. 3000 3. 06
38 || KNTAWNG 248 0. 3000 3.06
39 \VKDGAPL MY 281 0. 3000 3. 06
40 LI ETW SFK 446 0. 3000 3.06
41 IVONGKTVTF 253 0. 2000 2.04
42 |FRSPDSSGN 1366 0. 2000 2.04
43 | VFKLAKDEK 8 0. 1000 1. 02
44 \VIANTGAATE 1160 0. 1000 1. 02
45 LLHHAPSLL 1308 0. 1000 11.02
46 |LHHAPSLLA 1309 0. 1000 11.02
47 MLMAGLDG

ALLELE
DRB5_0105

Threshold for 3 %w th score:

2.3

Hi ghest
pepti de:

Score achi evabl e by any

9.

8

‘Rank ‘Sequence ‘At Position ‘Score ‘% of Hi ghest Score
1 | YFPVAPNDQ 185 3. 6000 36. 73
2 IMQLYKY! | K 241 3. 5000 35. 71
3 |FRAAKTLNI 82 3. 2000 32. 65
4 || PI TGSNPK 1352 3. 0000 130. 61
5 | FFVHDPFTL 92 2. 9000 29. 59
6 'YKRLVPGYE 326 2. 6000 26. 53
7 || TGSNPKAK 1354 2. 5000 25. 51
E [FYEVDAI SG 151 2. 4000 24. 49
9 [FYI FDSVSF 1135 2. 2000 22.45
10 [YKY! | KNTA 244 2. 2000 22.45
11 I NLVYSQRN 1337 2. 1000 21.43
12 \VRFCDLPG 22 1. 6000 16. 33
13 | YVDLRDKM. 1194 1. 6000 16. 33
14 'YAGLSDTAR 294 1. 6000 16. 33
15 | YVDVRFCDL 119 1. 5000 15. 31
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16 'YLI STG AD 1117 1. 4000 14. 29
117 | YFGAEAEFY 128 1. 4000 14. 29
18 || EPVNI RPH 1459 1. 4000 14. 29
19 ILVYSQRNRS 1339 1. 3000 13.27
20 [YLAFSAMLM 376 1. 3000 13.27
21 || EPQAPVDK 394 1. 3000 13.27
22 | VHCHQSLWK 274 1. 2000 12. 24
23 |FSAMLMAGL 1379 1. 2000 12. 24
24 | ETW SFKR 447 1. 2000 112. 24
25 FI LEKGHHE 210 1. 1000 111. 22
26 \VEYVDVRFC 117 1. 0000 10. 20
27 |FQSI HESDM 60 1. 0000 110. 20
28 \VRI PI TGSN 1350 1. 0000 10. 20
29 [FCDLPG MQ 24 0. 9000 9.18
30 | RGFQSI HE 57 0. 9000 9.18
31 |YEFALYYDV 469 0. 9000 9.18
32 Y1 1 KNTAWQ 246 0. 8000 8.16
33 IMAGLDG KN 384 0. 7000 7. 14
34 \VTFMPKPLF 1259 0. 6000 6. 12
35 [LAFTNPTVN 316 0. 6000 6.12
36 | YKVRHKGGY 1177 0. 3000 3.06
37 || NSGFI LEK 206 0. 3000 3.06
38 | KNTAWNG 248 0. 3000 3.06
39 VKDGAPL MY 281 0. 3000 3.06
40 LI ETW SFK 446 0. 3000 3.06
41 (VONGKTVTF 253 0. 2000 2.04
42 |FRSPDSSGN 1366 0. 2000 2.04
43 | VFKLAKDEK 8 0. 1000 11.02
44 \VWANTGAATE 1160 0. 1000 11.02
45 LLHHAPSLL 1308 0. 1000 1.02
46 |LHHAPSLLA 1309 0. 1000 1. 02
47 MLMAGLDG
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