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NetMHCII 2.0 Server - prediction results

o Technical University of Denmark

# Input is in FSA format
Net MHCI | version 2.0.

Strong binder threshold 50.00. Wak binder threshold 500. 00.

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random Identity
DRB1_ 0101 306 GGLLHHAPSLLAFTN LHHAPSLLA 0.8742 3.9 SB 0. 80 Sequence
DRB1_0101 305 | GGLLHHAPSLLAFT LHHAPSLLA 0. 8676 4.2 SB 1.00 Sequence
DRB1_0101 307 GLLHHAPSLLAFTNP LHHAPSLLA 0.8634 4.4 SB 2.00 Sequence
DRB1_0101 79 | DPFRAAKTLNI NFF  FRAAKTLNI 0. 8596 4.6 SB 2.00 Sequence
DRB1_0101 304 Yl GGE.LHHAPSLLAF LHHAPSLLA 0. 8525 4.9 SB 2.00 Sequence
DRB1_0101 308 LLHHAPSLLAFTNPT LHHAPSLLA 0. 8490 5.1 SB 4.00 Sequence
DRB1_0101 224 QAElI NYQFNSLLHAA | NYQFNSLL 0. 8465 5.3 SB 4.00 Sequence
DRB1_0101 78 RI DPFRAAKTLNI NF  FRAAKTLNI 0. 8431 5.5 SB 4.00 Sequence
DRB1_0101 80 DPFRAAKTLNI NFFV FRAAKTLNI 0. 8364 5.9 SB 4.00 Sequence
DRB1_0101 77 ARl DPFRAAKTLNI N FRAAKTLNI 0. 8259 6.6 SB 4.00 Sequence
DRB1_0101 309 LHHAPSLLAFTNPTV LHHAPSLLA 0. 8228 6.8 SB 4.00 Sequence
DRB1_0101 81 PFRAAKTLNI NFFVH FRAAKTLNI 0. 8219 6.9 SB 8.00 Sequence
DRB1_0101 148 NGSFYEVDAI SGMW FYEVDAI SG 0.8213 6.9 SB 8.00 Sequence
DRB1_0101 76 TARI DPFRAAKTLNI  FRAAKTLN 0.8199 7.0 SB 8. 00 Sequence
DRB1_0101 303 HYlI GALLHHAPSLLA LHHAPSLLA 0. 8184 7.1 SB 8. 00 Sequence
DRB1_0101 337 | NLVYSQRNRSACVR VYSQRNRSA 0.8181 7.2 SB 8. 00 Sequence
DRB1_0101 225 AEI NYQFNSLLHAAD | NYQFNSLL 0.8176 7.2 SB 8. 00 Sequence
DRB1_0101 223 GQAEI NYQFNSLLHA | NYQFNSLL 0.8117 7.7 SB 8. 00 Sequence
DRB1_0101 191 NDQYVDLRDKMLTNL YVDLRDKM. 0. 8093 7.9 SB 8.00 Sequence
DRB1_0101 432 DHEYLTEGGVFTNDL YLTEGGVFT 0. 7992 8.8 SB 8. 00 Sequence
DRB1_0101 82 FRAAKTLNI NFFVHD FRAAKTLN 0. 7956 9.1 SB 8.00 Sequence
DRB1_0101 147 ANGSFYEVDAI SGWV FYEVDAI SG 0. 7879 9.9 SB 8.00 Sequence
DRB1_0101 149 GSFYEVDAI SGWWNT FYEVDAI SG 0.7872 10.0 SB 8.00 Sequence
DRB1_0101 373 GNPYLAFSAMLMAGL YLAFSAMLM 0. 7870 10.0 SB 8. 00 Sequence
DRB1_ 0101 433 HEYLTEGGVFTNDLI  YLTEGGVFT 0. 7816 10. 6 SB 8. 00 Sequence
DRB1_0101 376 YLAFSAMLMAGLDG FSAMLMAGL 0. 7800 10.8 SB 8. 00 Sequence
DRB1_0101 226 EI NYQFNSLLHAADD | NYQFNSLL 0. 7798 10. 8 SB 16. 00 Sequence
DRB1_ 0101 192 DQYVDLRDKMLTNLI  YVDLRDKM- 0. 7758 11. 3 SB 16. 00 Sequence
DRB1_0101 377 LAFSAMLMAGLDG K FSAMLMVAGL 0. 7737 11. 6 SB 16. 00 Sequence
DRB1_0101 338 NLVYSQRNRSACVRI  VYSQRNRSA 0.7736 11. 6 SB 16. 00 Sequence
DRB1_0101 336 PINLVYSQRNRSACV VYSQRNRSA 0.7729 11.7 SB 16. 00 Sequence
DRB1_0101 378 AFSAMLMAGLDA KN AM_MAGLDG 0.7711 11.9 SB 16. 00 Sequence
DRB1_0101 374 NPYLAFSAMLMAGLD FSAM.MAGL 0. 7654 12. 7 SB 16. 00 Sequence
DRB1_0101 375 PYLAFSAMLMAGLDG FSAM_MAGL 0. 7601 13. 4 SB 16. 00 Sequence
DRB1_0101 232 NSLLHAADDMQLYKY LHAADDMQL 0. 7586 13.6 SB 16. 00 Sequence
DRB1_0101 207 NSGFILEKGHHEVGS FI LEKGHHE 0. 7569 13.9 SB 16. 00 Sequence
DRB1_0101 401 DKDLYELPPEEAASI LYELPPEEA 0. 7556 14.1 SB 16. 00 Sequence
DRB1_0101 227 | NYQFNSLLHAADDM | NYQFNSLL 0. 7551 14.1 SB 16. 00 Sequence
DRB1_0101 193 QYVDLRDKMLTNLIN YVDLRDKM 0.7541 14.3 SB 16. 00 Sequence
DRB1_0101 222 GGQAEI NYQFNSLLH | NYQFNSLL 0.7541 14.3 SB 16. 00 Sequence
DRB1_0101 190 PNDQYVDLRDKMLTN YVDLRDKM. 0. 7536 14. 4 SB 16. 00 Sequence
DRB1_0101 6 DDVFKLAKDEKVEYV FKLAKDEKV 0. 7508 14. 8 SB 16. 00 Sequence
DRB1_0101 241 MQALYKYI I KNTAWON YKYI | KNTA 0. 7507 14. 8 SB 16. 00 Sequence
DRB1_0101 150 SFYEVDAI SGWWTG FYEVDAI SG 0. 7507 14. 8 SB 16. 00 Sequence
DRB1_0101 21 DVRFCDLPA MHFT FCDLPGE MQ 0. 7488 15.1 SB 16. 00 Sequence
DRB1_0101 372 SGNPYLAFSAMLMAG YLAFSAMLM 0. 7487 15. 2 SB 16. 00 Sequence
DRB1_ 0101 114 AENYLI STAE ADTAY YLI STG AD 0.7472 15. 4 SB 16. 00 Sequence
DRB1_0101 132 EAEFYI FDSVSFDSR FY!I FDSVSF 0. 7454 15.7 SB 16. 00 Sequence
DRB1_0101 379 FSAMLMAGLDA KNK AM.MVAGLDG 0. 7430 16.1 SB 16. 00 Sequence
DRB1_0101 402 KDLYELPPEEAASI P LYELPPEEA 0.7410 16.5 SB 16. 00 Sequence
DRB1_0101 7 DVFKLAKDEKVEYVD FKLAKDEKV 0. 7395 16. 8 SB 16. 00 Sequence
DRB1_0101 339 LVYSQRNRSACVRI P VYSQRNRSA 0. 7393 16. 8 SB 16. 00 Sequence
DRB1_0101 22 VRFCDLPG MHFTI FCDLPA MQ 0.7391 16. 8 SB 16. 00 Sequence
DRB1_0101 371 SSGNPYLAFSAMLMA YLAFSAMLM 0. 7353 17.5 SB 16. 00 Sequence
DRB1_ 0101 430 EADHEYLTEGGVFTN YLTEGGVFT 0. 7351 17.6 SB 16. 00 Sequence
DRB1_0101 431 ADHEYLTEGGVFTND YLTEGGVFT 0. 7330 18.0 SB 16. 00 Sequence
DRB1_0101 434 EYLTEGGVFTNDLIE YLTEGGVFT 0. 7290 18.8 SB 16. 00 Sequence
DRB1_0101 116 NYLISTG ADTAYFG | STG ADTA 0.7289 18.8 SB 16. 00 Sequence
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DRB1_0101 146 RANGSFYEVDAI SGNV FYEVDAI SG 0. 7280 19.0 SB 16.00 Sequence
DRB1_0101 65 ESDMLLLPDPETARI  M.LLPDPET 0.7275 19.1 SB 16.00 Sequence
DRB1_0101 8 VFKLAKDEKVEYVDV FKLAKDEKV 0. 7260 19. 4 SB 16.00 Sequence
DRB1_0101 115 ENYLI STG ADTAYF YLI STG AD 0.7210 20.5 SB  16.00 Sequence
DRB1_0101 302 RHYI GGLLHHAPSLL LLHHAPSLL 0.7199 20. 7 SB 16.00 Sequence
DRB1_0101 370 DSSGNPYLAFSAMLM YLAFSAM.M 0.7187 21.0 SB 16.00 Sequence
DRB1_0101 208 SGFI LEKGHHEVGSG FI LEKGHHE 0.7177 21.2 SB 16.00 Sequence
DRB1_ 0101 75 ETARI DPFRAAKTLN | DPFRAAKT 0.7174 21.3 SB 16.00 Sequence
DRB1_0101 335 API NLVYSQRNRSAC VYSQRNRSA 0. 7159 21.6 SB 16.00 Sequence
DRB1_0101 113 KAENYLI STG ADTA YLI STG AD 0. 7150 21.8 SB 16.00 Sequence
DRB1_0101 20 VDVRFCDLPG MOHF FCDLPG MQ 0.7125 22.4 SB 16.00 Sequence
DRB1_0101 89 NI NFFVHDPFTLEPY FFVHDPFTL 0.7113 22.7 SB  16.00 Sequence
DRB1_0101 206 | NSGFI LEKGHHEVG FI LEKGHHE 0. 7104 22.9 SB 16.00 Sequence
DRB1_0101 381 AM.MAGLDG KNKIE MAGLDG KN 0. 7100 23.1 SB 32.00 Sequence
DRB1_0101 334 EAPI NLVYSQRNRSA | NLVYSQRN 0. 7096 23.2 SB 32.00 Sequence
DRB1_0101 233 SLLHAADDMOQLYKYl LHAADDMQL 0.7092 23.2 SB 32.00 Sequence
DRB1_0101 312 APSLLAFTNPTVNSY LLAFTNPTV 0. 7085 23.4 SB 32.00 Sequence
DRB1_0101 240 DMQLYKY! | KNTAWQ YKYI | KNTA 0. 7080 23.5 SB 32.00 Sequence
DRB1_0101 380 SAMLMAGLDG KNKI MAGLDG KN 0.7076 23.7 SB 32.00 Sequence
DRB1_0101 189 APNDQYVDLRDKMLT YVDLRDKM. 0. 7053 24. 2 SB 32.00 Sequence
DRB1_0101 133 AEFY| FDSVSFDSRA FYI FDSVSF 0.7034 24.8 SB 32.00 Sequence
DRB1_0101 112 RKAENYLI STG ADT ENYLI STG 0.7028 24.9 SB 32.00 Sequence
DRB1_0101 323 VNSYKRLVPGYEAPI  YKRLVPGYE 0.7019 25. 2 SB 32.00 Sequence
DRB1_0101 23 RFCDLPG MQHFTIP FCDLPG MQ 0.7015 25.3 SB 32.00 Sequence
DRB1_0101 194 YVDLRDKMLTNLINS YVDLRDKM. 0. 6999 25.7 SB 32.00 Sequence
DRB1_0101 57 |RGFQSI HESDMLLL FQSI HESDM 0.6991 25.9 SB 32.00 Sequence
DRB1_0101 66 SDM.LLPDPETARID M.LLPDPET 0. 6990 26.0 SB 32.00 Sequence
DRB1_0101 242 QLYKY! | KNTAWONG  YKYI | KNTA 0.6975 26.4 SB 32.00 Sequence
DRB1_0101 151 FYEVDAI SGWNTGA FYEVDAI SG 0.6971 26.5 SB 32.00 Sequence
DRB1_0101 131 AEAEFYI FDSVSFDS FYI FDSVSF 0. 6962 26. 8 SB 32.00 Sequence
DRB1_0101 200 KM.TNLI NSGFI LEK TNLI NSGFI 0. 6955 27.0 SB 32.00 Sequence
DRB1_0101 198 RDKM.TNLINSGFIL M.TNLI NSG 0. 6942 27.4 SB 32.00 Sequence
DRB1_0101 311 HAPSLLAFTNPTVNS LLAFTNPTV 0. 6901 28.6 SB 32.00 Sequence
DRB1_0101 231 FNSLLHAADDMQLYK LHAADDMQL 0. 6882 29. 2 SB 32.00 Sequence
DRB1_0101 74 PETARI DPFRAAKTL | DPFRAAKT 0. 6814 31.4 SB 32.00 Sequence
DRB1_0101 199 DKM.TNLI NSGFILE LTNLI NSGF 0. 6812 31.5 SB 32.00 Sequence
DRB1_0101 291 ETGYAGLSDTARHYl YAGLSDTAR 0. 6808 31.6 SB 32.00 Sequence
DRB1_0101 324 NSYKRLVPGYEAPIN KRLVPGYEA 0.6793 32.1 SB 32.00 Sequence
DRB1_0101 429 LEADHEYLTEGGVFT YLTEGGVFT 0. 6790 32.2 SB 32.00 Sequence
DRB1_0101 228 NYQFNSLLHAADDMQ FNSLLHAAD 0.6768 33.0 SB 32.00 Sequence
DRB1_0101 313 PSLLAFTNPTVNSYK LLAFTNPTV 0.6751 33.6 SB 32.00 Sequence
DRB1_0101 435 YLTEGGVFTNDLIET YLTEGGVFT 0. 6749 33.7 SB 32.00 Sequence
DRB1_0101 221 SGGQAEI NYQFNSLL | NYQFNSLL 0. 6745 33.8 SB 32.00 Sequence
DRB1_0101 87 TLNI NFFVHDPFTLE FFVHDPFTL 0. 6705 35.3 SB 32.00 Sequence
DRB1_0101 88 LNI NFFVHDPFTLEP FFVHDPFTL 0. 6703 35.4 SB 32.00 Sequence
DRB1_0101 117 YLISTG ADTAYFGA | STG ADTA 0.6678 36.4 SB 32.00 Sequence
DRB1_0101 205 LI NSGFI LEKGHHEV FI LEKGHHE 0. 6653 37.4 SB 32.00 Sequence
DRB1_0101 90 | NFFVHDPFTLEPYS FFVHDPFTL 0. 6649 37.6 SB 32.00 Sequence
DRB1_0101 301 ARHYI GGLLHHAPSL YI GGLLHHA 0. 6641 37.9 SB 32.00 Sequence
DRB1_0101 340 VYSQRNRSACVRI Pl VYSQRNRSA 0. 6626 38.5 SB 32.00 Sequence
DRB1_0101 209 GFI LEKGHHEVGSGG FI LEKGHHE 0. 6607 39.3 SB 32.00 Sequence
DRB1_0101 9 FKLAKDEKVEYVDVR FKLAKDEKV 0. 6595 39.8 SB 32.00 Sequence
DRB1_0101 201 M.TNLI NSGFI LEKG NLI NSGFI L 0. 6586 40. 2 SB 32.00 Sequence
DRB1_0101 27 LPG MQHFTI PASAF | MQHFTI PA 0. 6570 40.9 SB 32.00 Sequence
DRB1_0101 239 DDMQLYKYI | KNTAW YKYI | KNTA 0. 6556 41.5 SB 32.00 Sequence
DRB1_0101 19 YVDVRFCDLPG MQH FCDLPG MQ 0. 6540 42.3 SB 32.00 Sequence
DRB1_0101 403 DLYELPPEEAASI PQ LYELPPEEA 0. 6525 43.0 SB 32.00 Sequence
DRB1_ 0101 5 PDDVFKLAKDEKVEY FKLAKDEKV 0. 6522 43.1 SB 32.00 Sequence
DRB1_0101 86 KTLNI NFFVHDPFTL FFVHDPFTL 0. 6512 43.6 SB 32.00 Sequence
DRB1_0101 310 HHAPSLLAFTNPTVN LLAFTNPTV 0. 6492 44.5 SB 32.00 Sequence
DRB1_0101 243 LYKYI | KNTAWNGK YKYI | KNTA 0. 6481 45.0 SB 32.00 Sequence
DRB1_0101 400 VDKDLYELPPEEAAS LYELPPEEA 0.6473 45. 4 SB 32.00 Sequence
DRB1_0101 230 QFNSLLHAADDMQLY LHAADDMQL 0. 6463 45.9 SB 32.00 Sequence
DRB1_0101 134 EFYI FDSVSFDSRAN FYI FDSVSF 0. 6458 46. 2 SB 32.00 Sequence
DRB1_0101 145 SRANGSFYEVDAI SG FYEVDAI SG 0. 6452 46.5 SB 32.00 Sequence
DRB1_0101 24 FCDLPG MQHFTI PA FCDLPG MQ 0. 6440 47.1 SB 32.00 Sequence
DRB1_0101 292 TGYAGLSDTARHYIG YAGLSDTAR 0. 6436 47.3 SB 32.00 Sequence
DRB1_0101 58 RGFQSI HESDM.LLP FQSI HESDM 0. 6428 47.7 SB 32.00 Sequence
DRB1_0101 130 GAEAEFYI FDSVSFD FYI FDSVSF 0. 6399 49.2 SB 32.00 Sequence
DRB1_0101 129 FGAEAEFYI FDSVSF FYI FDSVSF 0. 6398 49. 3 SB 32.00 Sequence
DRB1_0101 229 YQFNSLLHAADDMQL FNSLLHAAD 0. 6395 49. 4 SB 32.00 Sequence
DRB1_0101 314 SLLAFTNPTVNSYKR LLAFTNPTV 0. 6394 49.5 SB 32.00 Sequence
DRB1_0101 382 M.MAGLDG KNKIEP MAGLDG KN 0.6377 50. 4 W 32.00 Sequence
DRB1_0101 197 LRDKM.TNLINSGFI DKM.TNLIN 0. 6370 50. 8 W  32.00 Sequence
DRB1_0101 326 YKRLVPGYEAPINLV LVPGYEAPI 0. 6369 50. 8 W  32.00 Sequence
DRB1_0101 300 TARHYI GGLLHHAPS YI GGLLHHA 0. 6364 51.1 W 32.00 Sequence
DRB1_0101 126 TAYFGAEAEFYI FDS FGAEAEFYI 0. 6362 51. 3 W  32.00 Sequence
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DRB1_0101 124 ADTAYFGAEAEFYIF YFGAEAEFY 0. 6337 52.6 \B 32.00 Sequence
DRB1_0101 234 LLHAADDMQLYKYII| LHAADDMQL 0.6324 53. 4 \B 32.00 Sequence
DRB1_0101 125 DTAYFGAEAEFYI FD YFGAEAEFY 0.6321 53.6 \B 32.00 Sequence
DRB1_0101 64 HESDMLLLPDPETAR M.LLPDPET 0.6282 55.9 VB 32.00 Sequence
DRB1_0101 111 ARKAENYLISTA AD ENYLI STG 0. 6268 56.7 \B 32.00 Sequence
DRB1_0101 188 VAPNDQYVDLRDKM. YVDLRDKM. 0. 6259 57.3 \B 32.00 Sequence
DRB1_0101 196 DLRDKMLTNLI NSGF DKM.TNLI N 0. 6250 57.8 B 32.00 Sequence
DRB1_0101 325 SYKRLVPGYEAPINL KRLVPGYEA 0. 6242 58.3 \B 32.00 Sequence
DRB1_0101 284 GAPLMYDETGYAGLS MYDETGYAG 0.6238 58. 6 \B 32.00 Sequence
DRB1_0101 181 HKGGYFPVAPNDQYV YFPVAPNDQ 0. 6222 59.6 \B 32.00 Sequence
DRB1_0101 244 YKYI | KNTAWONGKT | | KNTAWON 0.6214 60.1 \B 32.00 Sequence
DRB1_0101 404 LYELPPEEAASI PQT LYELPPEEA 0.6210 60. 4 VB 32.00 Sequence
DRB1_0101 285 APLMYDETGYAGLSD MYDETGYAG 0. 6208 60.5 \B 32.00 Sequence
DRB1_0101 73 DPETARI DPFRAAKT TARI DPFRA 0. 6206 60. 6 \B 32.00 Sequence
DRB1_0101 67 DM.LLPDPETARI DP M.LLPDPET 0.6197 61.2 VB 32.00 Sequence
DRB1_0101 254 ONGKTVTFMPKPLFG TVTFMPKPL 0.6170 63.1 VB 32.00 Sequence
DRB1_0101 182 KGGYFPVAPNDQYVD YFPVAPNDQ 0.6158 63.9 \B 32.00 Sequence
DRB1_0101 108 RN ARKAENYLI STG ARKAENYLI 0. 6150 64. 4 \B 32.00 Sequence
DRB1_0101 255 NGKTVTFMPKPLFGD TVTFMPKPL 0.6118 66. 7 \B 32.00 Sequence
DRB1_0101 298 SDTARHYI GGLLHHA YI GGLLHHA 0.6083 69. 3 VB 32.00 Sequence
DRB1_0101 299 DTARHYI GGLLHHAP YI GGLLHHA 0. 6080 69.5 \B 32.00 Sequence
DRB1_0101 210 FILEKGHHEVGSGEQ FI LEKGHHE 0. 6050 71.8 \B 32.00 Sequence
DRB1_0101 91 NFFVHDPFTLEPYSR FFVHDPFTL 0.6039 72.7 VB 32.00 Sequence
DRB1_0101 29 G MHFTI PASAFDK  QHFTI PASA 0. 6026 73.6 \B 32.00 Sequence
DRB1_0101 278 QSLWKDGAPLMYDET WKDGAPLMY 0. 6008 75.2 \B 50. 00 Sequence
DRB1_0101 202 LTNLINSGFI LEKGH NLI NSGFI L 0. 6006 75.3 \B 50. 00 Sequence
DRB1_0101 158 SGANWTGAATEADGS WNTGAATEA 0.5978 77.6 \B 50. 00 Sequence
DRB1_0101 135 FYI FDSVSFDSRANG FYI FDSVSF 0. 5965 78.7 \B 50. 00 Sequence
DRB1_0101 43 KSVFDDGLAFDGSSI  FDDGLAFDG 0.5942 80.7 \B 50. 00 Sequence
DRB1_0101 110 | ARKAENYLISTG A ENYLI STG 0.5929 81.8 \B 50. 00 Sequence
DRB1_0101 333 YEAPI NLVYSQRNRS | NLVYSQRN 0.5917 82.9 VB 50. 00 Sequence
DRB1_0101 367 RSPDSSGNPYLAFSA DSSGNPYLA 0.5917 82.9 \B 50. 00 Sequence
DRB1_0101 330 VPGYEAPI NLVYSQR YEAPI NLVY 0.5915 83.1 \B 50. 00 Sequence
DRB1_0101 315 LLAFTNPTVNSYKRL LLAFTNPTV 0.5915 83.1 \B 50. 00 Sequence
DRB1_0101 290 DETGYAGLSDTARHY YAGLSDTAR 0.5912 83.4 \B 50. 00 Sequence
DRB1_0101 195 VDLRDKMLTNLI NSG RDKM.TNLI 0.5909 83.6 \B 50. 00 Sequence
DRB1_0101 322 TVNSYKRLVPGYEAP YKRLVPGYE 0.5904 84.1 \B 50. 00 Sequence
DRB1_0101 68 M.LLPDPETARI DPF M.LLPDPET 0. 5890 85.3 \B 50. 00 Sequence
DRB1_0101 204 NLINSGFI LEKGHHE FI LEKGHHE 0.5868 87.4 VB 50. 00 Sequence
DRB1_0101 18 EYVDVRFCDLPG MQ FCDLPG MQ 0.5867 87.6 \B 50. 00 Sequence
DRB1_0101 321 PTVNSYKRLVPGYEA YKRLVPGYE 0.5864 87.8 \B 50. 00 Sequence
DRB1_0101 28 PG MHFTI PASAFD | MOHFTI PA 0.5863 87.9 VB 50. 00 Sequence
DRB1_0101 238 ADDMQLYKYI I KNTA YKYI | KNTA 0. 5859 88.3 \B 50. 00 Sequence
DRB1_0101 30 | MHFTI PASAFDKS  HFTI PASAF 0. 5847 89.4 \B 50. 00 Sequence
DRB1_0101 59 GFQSI HESDMLLLPD FQSI HESDM 0. 5840 90.1 \B 50. 00 Sequence
DRB1_0101 253 WONGKTVTFMPKPLF TVTFMPKPL 0.5788 95.4 \B 50. 00 Sequence
DRB1_0101 31 MMHFTI PASAFDKSV  HFTI PASAF 0.5785 95.6 B 50. 00 Sequence
DRB1_0101 107 PRNI ARKAENYLI ST ARKAENYLI 0.5764 97.9 \B 50. 00 Sequence
DRB1_0101 256 GKTVTFMPKPLFGDN TVTFMPKPL 0.5753 99.0 \B 50. 00 Sequence
DRB1_0101 329 LVPGYEAPI NLVYSQ GYEAPI NLV 0.5738 100. 6 VB 50. 00 Sequence
DRB1_0101 56 SI RGFQSI HESDMLL FQSI HESDM 0.5715 103. 2 \B 50. 00 Sequence
DRB1_0101 127 AYFGAEAEFYI FDSV YFGAEAEFY 0.5693 105.6 \B 50. 00 Sequence
DRB1_0101 327 KRLVPGYEAPI NLVY LVPGYEAPI 0. 5680 107. 2 \B 50. 00 Sequence
DRB1_0101 277 HQSLWKDGAPLMYDE WKDGAPLMY 0. 5669 108.4 \B 50. 00 Sequence
DRB1_0101 293 GYAGLSDTARHYI GG YAGLSDTAR 0. 5661 109.4 B 50. 00 Sequence
DRB1_0101 369 PDSSGNPYLAFSAML PYLAFSAML 0. 5659 109.6 \B 50. 00 Sequence
DRB1_0101 399 PVDKDLYELPPEEAA LYELPPEEA 0. 5607 116.0 \B 50. 00 Sequence
DRB1_0101 328 RLVPGYEAPI NLVYS GYEAPI NLV 0.5573 120.3 VB 50. 00 Sequence
DRB1_0101 26 DLPG MQHFTI PASA | MHFTI PA 0.5573 120. 4 \B 50. 00 Sequence
DRB1_0101 109 N ARKAENYLISTG  ARKAENYLI 0. 5525 126.6 \B 50. 00 Sequence
DRB1_0101 350 VRI PI TGSNPKAKRL Pl TGSNPKA 0.5514 128.3 \B 50. 00 Sequence
DRB1_0101 123 | ADTAYFGAEAEFYlI  YFGAEAEFY 0. 5508 129.1 \B 50. 00 Sequence
DRB1_0101 286 PLMYDETGYAGLSDT MYDETGYAG 0. 5492 131. 4 \B 50. 00 Sequence
DRB1_0101 4  TPDDVFKLAKDEKVE FKLAKDEKV 0. 5487 132.0 \B 50. 00 Sequence
DRB1_0101 92 FFVHDPFTLEPYSRD FFVHDPFTL 0.5478 133.3 \B 50. 00 Sequence
DRB1_0101 283 DGAPLMYDETGYAGL MYDETGYAG 0. 5465 135.1 VB 50. 00 Sequence
DRB1_0101 332 GYEAPI NLVYSQRNR | NLVYSQRN 0.5461 135.8 \B 50. 00 Sequence
DRB1_0101 331 PGYEAPI NLVYSQRN YEAPI NLVY 0.5451 137.3 \B 50. 00 Sequence
DRB1_0101 257 KTVTFMPKPLFGDNG TVTFMPKPL 0. 5444 138.3 VB 50. 00 Sequence
DRB1_0101 276 CHQSLWKDGAPLMYD WKDGAPLMY 0. 5428 140. 7 \B 50. 00 Sequence
DRB1_0101 275 HCHQSLWKDGAPLMY WKDGAPLMY 0. 5422 141. 7 \B 50. 00 Sequence
DRB1_0101 463 N RPHPYEFALYYDV YEFALYYDV 0.5411 143.3 \B 50. 00 Sequence
DRB1_0101 203 TNLI NSGFI LEKGHH NLI NSGFI L 0.5378 148. 5 \B 50. 00 Sequence
DRB1_0101 49 CGLAFDGSSI RGFQSI  FDGSSI RGF 0.5363 151.0 VB 50. 00 Sequence
DRB1_0101 159 GWAWTGAATEADGSP WNTGAATEA 0. 5359 151.7 \B 50. 00 Sequence
DRB1_0101 235 LHAADDMQLYKYI|K LHAADDMQL 0. 5357 151.9 \B 50. 00 Sequence
DRB1_0101 46 FDDGLAFDGSSI RGF  GLAFDGSSI 0.5354 152.5 VB 50. 00 Sequence
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DRB1_0101 118 LI STG ADTAYFGAE | STG ADTA 0.5336 155. 4 W 50.00 Sequence
DRB1_0101 383 LMAGLDG KNKI EPQ MAGLDG KN 0.5326 157. 1 W  50.00 Sequence
DRB1_0101 279 SLWKDGAPLMYDETG WKDGAPLMY 0.5322 157. 8 WB  50.00 Sequence
DRB1_0101 183 GGYFPVAPNDQYVDL YFPVAPNDQ 0. 5309 160. 1 W 50.00 Sequence
DRB1_0101 60 FQS|I HESDMLLLPDP S| HESDMLL 0.5307 160. 5 W  50.00 Sequence
DRB1_0101 346 RSACVRI PITGSNPK CVRI Pl TGS 0.5286 164. 1 W  50.00 Sequence
DRB1_0101 32 QHFTI PASAFDKSVF HFTI PASAF 0.5284 164. 4 WB  50.00 Sequence
DRB1_0101 63 | HESDM.LLPDPETA M.LLPDPET 0.5264 168. 1 W 50.00 Sequence
DRB1_0101 157 | SGWANTGAATEADG WKTGAATEA 0.5258 169. 1 W 50.00 Sequence
DRB1_0101 25 CDLPG MOHFTI PAS PG MQHFTI 0.5215 177.3 W  50.00 Sequence
DRB1_0101 44 SVFDDGLAFDGSSIR FDDGLAFDG 0.5212 177.7 W 50.00 Sequence
DRB1_0101 180 RHKGGYFPVAPNDQY YFPVAPNDQ 0.5164 187.3 W  50.00 Sequence
DRB1_0101 245 KYI | KNTAWONGKTV | | KNTAWON 0.5164 187.3 W 50.00 Sequence
DRB1_0101 3 KTPDDVFKLAKDEKV FKLAKDEKV 0.5125 195. 4 W  50.00 Sequence
DRB1_0101 366 FRSPDSSGNPYLAFS DSSGNPYLA 0.5116 197.3 W 50.00 Sequence
DRB1_0101 16 KVEYVDVRFCDLPG  YVDVRFCDL 0.5091 202.7 W 50.00 Sequence
DRB1_0101 48 DGLAFDGSSI RGFQS FDGSSI RGF 0.5071 207.0 W 50.00 Sequence
DRB1_0101 294 YAGLSDTARHYI GGL YAGLSDTAR 0. 5054 211.0 WB  50.00 Sequence
DRB1_0101 368 SPDSSGNPYLAFSAM DSSGNPYLA 0.5041 213.9 W 50.00 Sequence
DRB1_0101 106 DPRNI ARKAENYLI S ARKAENYLI 0.5025 217.6 W 50.00 Sequence
DRB1_0101 287 LMYDETGYAGLSDTA MYDETGYAG 0. 4989 226. 4 W  50.00 Sequence
DRB1_0101 128 YFGAEAEFYI FDSVS YFGAEAEFY 0. 4986 227.1 W  50.00 Sequence
DRB1_0101 47 DDGLAFDGSS|I RGFQ GLAFDGSSI 0. 4967 231.8 W 50.00 Sequence
DRB1_0101 50 LAFDGSSI RGFQSIH FDGSSI RGF 0. 4951 235.7 W 50.00 Sequence
DRB1_0101 248 | KNTAWONGKTVTFM TAWONGKTV 0.4923 243.2 W 50.00 Sequence
DRB1_0101 252 AWONGKTVTFMPKPL TVTFMPKPL 0. 4920 243.9 WB  50.00 Sequence
DRB1_0101 45 VFDDGLAFDGSSI RG FDDGLAFDG 0. 4906 247.4 W 50.00 Sequence
DRB1_0101 42 DKSVFDDGLAFDGSS FDDGLAFDG 0. 4901 248. 8 W  50.00 Sequence
DRB1_0101 258 TVTFMPKPLFGDNGS TVTFMPKPL 0. 4900 249. 1 WB  50.00 Sequence
DRB1_0101 83 RAAKTLNI NFFVHDP KTLNI NFFV 0. 4892 251. 2 W 50.00 Sequence
DRB1_0101 155 DAl SGAWANTGAATEA WKNTGAATEA 0. 4877 255. 4 W  50.00 Sequence
DRB1_0101 289 YDETGYAGLSDTARH YAGLSDTAR 0. 4856 261.4 W 50.00 Sequence
DRB1_0101 236 HAADDMQLYKY! | KN DDMQLYKYI 0. 4846 264. 1 W 50.00 Sequence
DRB1_0101 156 Al SGWANTGAATEAD WKTGAATEA 0. 4846 264. 2 WB  50.00 Sequence
DRB1_0101 160 WAKNTGAATEADGSPN WKTGAATEA 0. 4842 265. 4 W 50.00 Sequence
DRB1_0101 344 RNRSACVRIPITGSN CVRI PI TGS 0. 4832 268. 3 W 50.00 Sequence
DRB1_0101 237 AADDMQLYKY!I | KNT DMQLYKYI | 0. 4831 268. 6 WB  50.00 Sequence
DRB1_0101 33 HFTI PASAFDKSVFD HFTI PASAF 0. 4803 276.8 W  50.00 Sequence
DRB1_0101 72 PDPETARI DPFRAAK TARI DPFRA 0.4772 286. 1 W  50.00 Sequence
DRB1_0101 320 NPTVNSYKRLVPGYE YKRLVPGYE 0. 4737 297.3 W  50.00 Sequence
DRB1_0101 51 AFDGSSI RGFQSI HE FDGSSI RGF 0.4728 300. 3 W 50.00 Sequence
DRB1_0101 345 NRSACVRI PITGSNP CVRI Pl TGS 0.4708 306. 5 W 50.00 Sequence
DRB1_0101 184 GYFPVAPNDQYVDLR YFPVAPNDQ 0. 4693 311.7 W 50.00 Sequence
DRB1_0101 55 SSI RGFQSI HESDM. FQS| HESDM 0. 4690 312.8 W 50.00 Sequence
DRB1_0101 351 RI Pl TGSNPKAKRLE Pl TGSNPKA 0. 4669 319. 8 W  50.00 Sequence
DRB1_0101 412 AASI PQTPTQLSDVI S| PQTPTQL 0. 4667 320.5 W 50.00 Sequence
DRB1_0101 411 EAASI PQTPTQLSDV S| PQTPTQL 0. 4645 328.4 W  50.00 Sequence
DRB1_0101 263 PKPLFGDNGSGVHCH LFGDNGSGM 0. 4622 336. 7 WB  50.00 Sequence
DRB1_0101 17 VEYVDVRFCDLPGI M YVDVRFCDL 0. 4583 351. 2 WB  50.00 Sequence
DRB1_0101 398 APVDKDLYELPPEEA LYELPPEEA 0.4571 355. 8 W 50.00 Sequence
DRB1_0101 295 AGLSDTARHYI GGLL SDTARHYI G 0. 4545 366. 0 W 50.00 Sequence
DRB1_0101 343 QRNRSACVRIPITGS CVRIPI TGS 0. 4526 373.6 W  50.00 Sequence
DRB1_0101 363 RLEFRSPDSSGNPYL FRSPDSSGN 0. 4524 374.2 WB  50.00 Sequence
DRB1_0101 119 |STG ADTAYFGAEA | STG ADTA 0.4511 379.5 W 50.00 Sequence
DRB1_0101 280 LWKDGAPLMYDETGY WKDGAPLMY 0. 4510 380. 1 WB  50.00 Sequence
DRB1_0101 297 LSDTARHYI GGLLHH ARHYI GGLL 0. 4496 385. 6 W 50.00 Sequence
DRB1_0101 62 S| HESDM.LLPDPET M.LLPDPET 0. 4484 390. 8 W  50.00 Sequence
DRB1_0101 342 SQRNRSACVRIPI TG NRSACVRI P 0. 4437 411.1 W 50.00 Sequence
DRB1_0101 177 YKVRHKGGYFPVAPN RHKGGYFPV 0. 4435 412.1 W  50.00 Sequence
DRB1_0101 54 GSS| RGFQSI HESDM | RGFQSI HE 0. 4431 414.0 WB  50.00 Sequence
DRB1_0101 84 AAKTLNI NFFVHDPF KTLNI NFFV 0. 4410 423.2 WB  50.00 Sequence
DRB1_0101 250 NTAWQNGKTVTFMPK WONGKTVTF 0. 4407 424.6 W 50.00 Sequence
DRB1_0101 341 YSQRNRSACVRIPIT SQRNRSACV 0. 4402 427.1 W 50.00 Sequence
DRB1_0101 296 GLSDTARHYI GGLLH SDTARHYI G 0. 4400 427.8 WB  50.00 Sequence
DRB1_0101 15 EKVEYVDVRFCDLPG YVDVRFCDL 0. 4389 433.0 W 50.00 Sequence
DRB1_0101 365 EFRSPDSSGNPYLAF DSSGNPYLA 0. 4386 434.3 WB  50.00 Sequence
DRB1_0101 179 VRHKGGYFPVAPNDQ YFPVAPNDQ 0. 4372 440.9 W  50.00 Sequence
DRB1_0101 52 FDGSSI RGFQSI HES GSSI RGFQS 0. 4366 443.9 WB  50.00 Sequence
DRB1_0101 161 WNTGAATEADGSPNR WKNTGAATEA 0. 4340 456. 7 W  50.00 Sequence
DRB1_0101 384 MAGLDG KNKI EPQA MAGLDG KN 0. 4338 457.9 W 50.00 Sequence
DRB1_0101 288 MYDETGYAGLSDTAR YAGLSDTAR 0. 4327 463. 1 W 50.00 Sequence
DRB1_0101 347 SACVRI PI TGSNPKA CVRI PI TGS 0. 4316 468. 6 W  50.00 Sequence
DRB1_0101 105 RDPRNI ARKAENYLI ~ARKAENYLI 0. 4297 478.6 WB  50.00 Sequence
DRB1_0101 176 GYKVRHKGGYFPVAP RHKGGYFPV 0. 4295 479.7 W 50.00 Sequence
DRB1_0101 441 VFTNDLI ETW SFKR NDLI ETW S 0. 4291 481.7 W  50.00 Sequence
DRB1_0101 349 CVRI Pl TGSNPKAKR Pl TGSNPKA 0. 4288 483. 2 W 50.00 Sequence
DRB1_0101 122 G ADTAYFGAEAEFY YFGAEAEFY 0.4278 488. 6 W 50.00 Sequence
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DRB1_0101 249 KNTAWONGKTVTEMP TAWQNGKTV 0.4273 491.0 W 50.00 Sequence
DRB1_0101 175 RGYKVRHKGGYFPVA RHKGGYFPV 0. 4269 493.0 W  50.00 Sequence
DRB1_0101 247 || KNTAWDNGKTVTF TAWONGKTV 0. 4259 498. 6 W  50.00 Sequence
DRB1_0101 41 FDKSVFDDGLAFDGS FDDGLAFDG 0.4193 535. 2 50. 00 Sequence
DRB1_0101 264 KPLFGDNGSGVHCHQ LFGDNGSGM 0.4186 539. 7 50. 00 Sequence
DRB1_0101 246 YI | KNTAWONGKTVT |1 KNTAWON 0.4171 548. 4 50. 00 Sequence
DRB1_0101 61 QS| HESDMLLLPDPE S| HESDMLL 0.4133 571.2 50. 00 Sequence
DRB1_0101 282 KDGAPLMYDETGYAG MYDETGYAG 0. 4089 599. 0 50. 00 Sequence
DRB1_0101 178 KVRHKGGYFPVAPND RHKGGYFPV 0. 4084 602. 4 50. 00 Sequence
DRB1_0101 95 HDPFTLEPYSRDPRN FTLEPYSRD 0. 4083 603. 2 50. 00 Sequence
DRB1_0101 458 EI EPVNI RPHPYEFA PVNI RPHPY 0. 4081 604. 1 50. 00 Sequence
DRB1_0101 85 AKTLNI NFFVHDPFT KTLNI NFFV 0. 4063 616. 6 50. 00 Sequence
DRB1_0101 185 YFPVAPNDQYVDLRD YFPVAPNDQ 0. 4057 620. 1 50. 00 Sequence
DRB1_0101 259 VTFMPKPLFGDNGSG TFMPKPLFG 0. 4053 622. 7 50. 00 Sequence
DRB1_0101 14 DEKVEYVDVRFCDLP YVDVRFCDL 0. 4035 634.9 50. 00 Sequence
DRB1_0101 461 PVNI RPHPYEFALYY | RPHPYEFA 0. 4032 637. 1 50. 00 Sequence
DRB1_0101 413 ASI PQTPTQLSDVID S| PQTPTQL 0. 4031 638. 1 50. 00 Sequence
DRB1_0101 137 | FDSVSFDSRANGSF SVSFDSRAN 0. 4006 655. 8 50. 00 Sequence
DRB1_0101 13 KDEKVEYVDVRFCDL YVDVRFCDL 0.3987 668. 8 50. 00 Sequence
DRB1_0101 364 LEFRSPDSSGNPYLA FRSPDSSGN 0. 3965 685. 1 50. 00 Sequence
DRB1_0101 348 ACVRI PI TGSNPKAK CVRI PI TGS 0. 3956 691. 8 50. 00 Sequence
DRB1_0101 71 LPDPETARI DPFRAA TARI DPFRA 0.3938 705. 7 50. 00 Sequence
DRB1_0101 251 TAWQNGKTVTFMPKP WONGKTVTF 0.3873 756. 7 50. 00 Sequence
DRB1_0101 352 | Pl TGSNPKAKRLEF Pl TGSNPKA 0. 3868 761. 2 50. 00 Sequence
DRB1_0101 316 LAFTNPTVNSYKRLV FTNPTVNSY 0.3864 764. 4 50. 00 Sequence
DRB1_0101 152 YEVDAI SGW\NTGAA VDAl SGAN 0. 3859 768. 4 50. 00 Sequence
DRB1_0101 442 FTNDLI ETW SFKRE NDLI ETW S 0. 3830 792.7 50. 00 Sequence
DRB1_0101 440 GVFTNDLI ETW SFK NDLI ETW S 0.3823 799. 2 50. 00 Sequence
DRB1_0101 439 GGVFTNDLI ETW SF NDLI ETW S 0.3792 826. 1 50. 00 Sequence
DRB1_0101 459 |EPVNI RPHPYEFAL PVNI RPHPY 0.3792 826. 6 50. 00 Sequence
DRB1_0101 168 EADGSPNRGYKVRHK GSPNRGYKV 0. 3790 827.9 50. 00 Sequence
DRB1_0101 262 MPKPLFGDNGSGVHC LFGDNGSGM 0.3764 851. 7 50. 00 Sequence
DRB1_0101 409 PEEAASI PQTPTQLS S| PQTPTQL 0.3749 866. 1 50. 00 Sequence
DRB1_0101 410 EEAASI PQTPTQLSD S| PQTPTQL 0.3742 872.2 50. 00 Sequence
DRB1_0101 281 WKDGAPLMYDETGYA WKDGAPLMY 0.3734 879.7 50. 00 Sequence
DRB1_0101 136 Yl FDSVSFDSRANGS SVSFDSRAN 0.3667 945. 6 50. 00 Sequence
DRB1_0101 362 KRLEFRSPDSSGNPY FRSPDSSGN 0. 3647 966. 7 50. 00 Sequence
DRB1_0101 53 DGSSI RGFQSI HESD | RGFQSI HE 0. 3637 977.2 50. 00 Sequence
DRB1_0101 94 VHDPFTLEPYSRDPR FTLEPYSRD 0.3635 978. 8 50. 00 Sequence
DRB1_0101 436 LTEGGVFTNDLI ETW GGVFTNDLI 0.3623 992. 0 50. 00 Sequence
DRB1_0101 462 VN RPHPYEFALYYD | RPHPYEFA 0.3618 997.9 50. 00 Sequence
DRB1_0101 353 Pl TGSNPKAKRLEFR GSNPKAKRL 0. 3605 1011.9 50. 00 Sequence
DRB1_0101 69 LLLPDPETARI DPFR LLLPDPETA 0. 3597 1020. 9 50. 00 Sequence
DRB1_0101 274 NHCHQSLWKDGAPLM SLWKDGAPL 0. 3558 1064. 7 50. 00 Sequence
DRB1_0101 460 EPVNI RPHPYEFALY PVNI RPHPY 0. 3553 1070.5 50. 00 Sequence
DRB1_0101 174 NRGYKVRHKGGYFPV RHKGGYFPV 0. 3543 1081. 8 50. 00 Sequence
DRB1_0101 153 EVDAI SOMMNTGAAT | SGAANTGA 0. 3536 1089. 6 50. 00 Sequence
DRB1_0101 40 AFDKSVFDDGLAFDG FDDGLAFDG 0. 3526 1102. 1 50. 00 Sequence
DRB1_0101 140 SVSFDSRANGSFYEV FDSRANGSF 0. 3502 1130. 8 50. 00 Sequence
DRB1_0101 169 ADGSPNRGYKVRHKG GSPNRGYKV 0. 3489 1146. 9 50. 00 Sequence
DRB1_0101 260 TFMPKPLFGDNGSGM TFMPKPLFG 0.3457 1187.3 50. 00 Sequence
DRB1_0101 154 VDAl SGAWANTGAATE | SGAANTGA 0. 3453 1192. 2 50. 00 Sequence
DRB1_0101 138 FDSVSFDSRANGSFY SVSFDSRAN 0. 3450 1196. 3 50. 00 Sequence
DRB1_0101 438 EGGVFTNDLIETWS NDLIETW S 0. 3445 1202.8 50. 00 Sequence
DRB1_0101 443 TNDLI ETW SFKREN NDLI ETW S 0.3434 1217.5 50. 00 Sequence
DRB1_0101 96 DPFTLEPYSRDPRNI FTLEPYSRD 0.3422 1232.5 50. 00 Sequence
DRB1_0101 220 GSGGQAEI NYQFNSL GQAEI NYQF 0.3413 1244.6 50. 00 Sequence
DRB1_0101 360 KAKRLEFRSPDSSGN FRSPDSSGN 0. 3402 1259. 6 50. 00 Sequence
DRB1_0101 34 FTI PASAFDKSVFDD FTI PASAFD 0.3393 1273.0 50. 00 Sequence
DRB1_0101 100 LEPYSRDPRNI ARKA YSRDPRNI A 0.3391 1274. 7 50. 00 Sequence
DRB1_0101 414 SIPQTPTQLSDVIDR S| PQTPTQL 0.3387 1280. 7 50. 00 Sequence
DRB1_0101 361 AKRLEFRSPDSSGNP FRSPDSSGN 0. 3380 1290. 9 50. 00 Sequence
DRB1_0101 261 FMPKPLFGDNGSGVH LFGDNGSGM 0. 3370 1304. 4 50. 00 Sequence
DRB1_0101 265 PLFGDNGSGVHCHQS LFGDNGSGM 0.3347 1336. 6 50. 00 Sequence
DRB1_0101 120 STG ADTAYFGAEAE G ADTAYFG 0.3336 1353. 4 50. 00 Sequence
DRB1_0101 317 AFTNPTVNSYKRLVP FTNPTVNSY 0. 3300 1406. 5 50. 00 Sequence
DRB1_0101 97 PFTLEPYSRDPRNIA FTLEPYSRD 0.3287 1427. 4 50. 00 Sequence
DRB1_0101 99 TLEPYSRDPRNI ARK PYSRDPRNI 0.3283 1433. 7 50. 00 Sequence
DRB1_0101 457 NEI EPVNI RPHPYEF PVNI RPHPY 0. 3266 1459. 6 50. 00 Sequence
DRB1_0101 444 NDLIETW SFKRENE | ETW SFKR 0.3253 1479. 7 50. 00 Sequence
DRB1_0101 318 FTNPTVNSYKRLVPG PTVNSYKRL 0.3245 1492.9 50. 00 Sequence
DRB1_0101 167 TEADGSPNRGYKVRH GSPNRGYKV 0.3225 1526. 1 50. 00 Sequence
DRB1_0101 143 FDSRANGSFYEVDAI RANGSFYEV 0.3224 1528. 4 50. 00 Sequence
DRB1_0101 450 W SFKRENEI EPVNI FKRENEI EP 0.3207 1555. 6 50. 00 Sequence
DRB1_0101 70 LLPDPETARI DPFRA TARI DPFRA 0.3195 1576. 0 50. 00 Sequence
DRB1_0101 319 TNPTVNSYKRLVPGY TVNSYKRLV 0.3173 1614.0 50. 00 Sequence
DRB1_0101 139 DSVSFDSRANGSFYE SFDSRANGS 0.3173 1614. 1 50. 00 Sequence
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DRB1_0101 437 TEGGVFTNDLI ETW  GGVFTNDLI 0.3136 1680. 2 50. 00 Sequence
DRB1_0101 408 PPEEAASI PQTPTQL S| PQTPTQL 0.3133 1685.5 50. 00 Sequence
DRB1_0101 171 GSPNRGYKVRHKGGY GSPNRGYKV 0.3122 1706. 4 50. 00 Sequence
DRB1_0101 98 FTLEPYSRDPRNI AR FTLEPYSRD 0.3114 1719.9 50. 00 Sequence
DRB1_0101 423 SDVI DRLEADHEYLT | DRLEADHE 0.3092 1761. 2 50. 00 Sequence
DRB1_0101 268 GDNGSGVHCHQSLWK GSGVHCHQS 0. 3088 1769.0 50. 00 Sequence
DRB1_0101 271 GSGVHCHQSLWKDGA NHCHQSLWK 0. 3067 1810. 7 50. 00 Sequence
DRB1_0101 170 DGSPNRGYKVRHKGG GSPNRGYKV 0.3061 1821.3 50. 00 Sequence
DRB1_0101 266 LFGDNGSGVHCHQSL LFGDNGSGM 0.3023 1899. 6 50. 00 Sequence
DRB1_0101 354 | TGSNPKAKRLEFRS GSNPKAKRL 0.3015 1916.0 50. 00 Sequence
DRB1_0101 451 | SFKRENEI EPVNIR FKRENEI EP 0.2964 2023. 6 50. 00 Sequence
DRB1_0101 270 NGSGVHCHQSLWKDG GSGVHCHQS 0.2935 2088. 9 50. 00 Sequence
DRB1_0101 391 KNKI EPQAPVDKDLY | EPQAPVDK 0. 2930 2099. 6 50. 00 Sequence
DRB1_0101 93 FVHDPFTLEPYSRDP FTLEPYSRD 0. 2906 2156. 0 50. 00 Sequence
DRB1_0101 141 VSFDSRANGSFYEVD FDSRANGSF 0.2903 2161. 7 50. 00 Sequence
DRB1_0101 173 PNRGYKVRHKGGYFP GYKVRHKGG 0.2902 2165. 4 50. 00 Sequence
DRB1_0101 269 DNGSGVHCHQSLWKD GSGVHCHQS 0. 2897 2174.9 50. 00 Sequence
DRB1_0101 359 PKAKRLEFRSPDSSG LEFRSPDSS 0.2897 2175.6 50. 00 Sequence
DRB1_0101 172 SPNRGYKVRHKGGYF GYKVRHKGG 0. 2895 2181. 6 50. 00 Sequence
DRB1_0101 388 DG KNKI EPQAPVDK | EPQAPVDK 0. 2890 2192. 2 50. 00 Sequence
DRB1_0101 453 FKRENEI EPVNI RPH ENEI EPVNI 0. 2883 2210. 1 50. 00 Sequence
DRB1_0101 166 ATEADGSPNRGYKVR GSPNRGYKV 0.2881 2213. 7 50. 00 Sequence
DRB1_0101 121 TG ADTAYFGAEAEF G ADTAYFG 0. 2879 2219. 4 50. 00 Sequence
DRB1_0101 142 SFDSRANGSFYEVDA RANGSFYEV 0.2835 2327.6 50. 00 Sequence
DRB1_0101 389 G KNKI EPQAPVDKD | EPQAPVDK 0. 2807 2398. 8 50. 00 Sequence
DRB1_0101 425 VI DRLEADHEYLTEG | DRLEADHE 0. 2800 2417. 8 50. 00 Sequence
DRB1_0101 103 YSRDPRNI ARKAENY DPRNI ARKA 0.2795 2431.0 50. 00 Sequence
DRB1_0101 445 DLI ETW SFKRENEI | ETW SFKR 0.2781 2465. 8 50. 00 Sequence
DRB1_0101 424 DVI DRLEADHEYLTE | DRLEADHE 0.2746 2561. 3 50. 00 Sequence
DRB1_0101 101 EPYSRDPRNI ARKAE YSRDPRNI A 0.2741 2575. 7 50. 00 Sequence
DRB1_0101 446 LIETW SFKRENEI E | ETW SFKR 0.2740 2578.5 50. 00 Sequence
DRB1_0101 447 | ETW SFKRENEI EP FKRENEI EP 0.2731 2602. 9 50. 00 Sequence
DRB1_0101 449 TW SFKRENEI EPVN FKRENEI EP 0.2712 2658. 6 50. 00 Sequence
DRB1_0101 144 DSRANGSFYEVDAIS RANGSFYEV 0.2704 2680. 9 50. 00 Sequence
DRB1_0101 390 | KNKI EPQAPVDKDL | EPQAPVDK 0.2687 2731.0 50. 00 Sequence
DRB1_0101 452 SFKRENEI EPVNIRP FKRENEI EP 0.2657 2820. 0 50. 00 Sequence
DRB1_0101 448 ETW SFKRENEI EPV FKRENEI EP 0. 2652 2835. 3 50. 00 Sequence
DRB1_0101 358 NPKAKRLEFRSPDSS LEFRSPDSS 0. 2646 2854. 7 50. 00 Sequence
DRB1_0101 422 LSDVI DRLEADHEYL | DRLEADHE 0.2645 2859. 3 50. 00 Sequence
DRB1_0101 102 PYSRDPRNI ARKAEN YSRDPRNI A 0.2631 2901. 4 50. 00 Sequence
DRB1_0101 165 AATEADGSPNRGYKV GSPNRGYKV 0.2627 2913. 2 50. 00 Sequence
DRB1_0101 104 SRDPRNI ARKAENYL DPRNI ARKA 0.2614 2955. 1 50. 00 Sequence
DRB1_0101 267 FGDNGSGVHCHQSLW GS 0.2611 2965. 7 50. 00 Sequence
DRB1_0101 385 AGLDG KNKI EPQAP LDG KNKI E 0. 2610 2968. 2 50. 00 Sequence
DRB1_0101 214 KGHHEVGSGGQAEI N HEVGSGGQA 0. 2605 2986. 2 50. 00 Sequence
DRB1_0101 219 VGSGGQAEI NYQFNS GQAEI NYQF 0. 2594 3019.8 50. 00 Sequence
DRB1_0101 212 LEKGHHEVGSGGQAE GHHEVGSGG 0. 2582 3059. 5 50. 00 Sequence
DRB1_0101 355 TGSNPKAKRLEFRSP GSNPKAKRL 0. 2563 3124. 4 50. 00 Sequence
DRB1_0101 273 GVHCHQSLWKDGAPL SLWKDGAPL 0. 2554 3154. 6 50. 00 Sequence
DRB1_0101 386 GLDG KNKI EPQAPY  LDG KNKI E 0. 2552 3161.0 50. 00 Sequence
DRB1_0101 420 TQLSDVI DRLEADHE | DRLEADHE 0.2543 3190. 9 50. 00 Sequence
DRB1_0101 426 | DRLEADHEYLTEGG LEADHEYLT 0. 2539 3204. 7 50. 00 Sequence
DRB1_0101 11 LAKDEKVEYVDVRFC DEKVEYVDV 0. 2537 3213.1 50. 00 Sequence
DRB1_0101 211 |LEKGHHEVGSGGQA GHHEVGSGG 0. 2509 3311. 8 50. 00 Sequence
DRB1_0101 405 YELPPEEAASI PQTP YELPPEEAA 0. 2507 3319. 1 50. 00 Sequence
DRB1_0101 456 ENEI EPVNI RPHPYE PVNI RPHPY 0.2477 3427.8 50. 00 Sequence
DRB1_0101 415 |PQTPTQLSDVIDRL TPTQLSDVI 0.2468 3460. 8 50. 00 Sequence
DRB1_0101 213 EKGHHEVGSGGQAEI GHHEVGSGG 0. 2456 3507. 3 50. 00 Sequence
DRB1_0101 421 Q.SDVI DRLEADHEY | DRLEADHE 0. 2454 3515. 3 50. 00 Sequence
DRB1_0101 163 TGAATEADGSPNRGY ATEADGSPN 0. 2454 3515. 7 50. 00 Sequence
DRB1_0101 272 SGVHCHQSLWKDGAP NHCHQSLWK 0.2447 3540. 9 50. 00 Sequence
DRB1_0101 38 ASAFDKSVFDDGLAF FDKSVFDDG 0.2436 3584. 6 50. 00 Sequence
DRB1_0101 392 NKI EPQAPVDKDLYE | EPQAPVDK 0.2431 3601. 9 50. 00 Sequence
DRB1_0101 164 GAATEADGSPNRGYK ATEADGSPN 0. 2429 3609. 3 50. 00 Sequence
DRB1_0101 455 RENEI EPVNI RPHPY PVNI RPHPY 0.2424 3629. 8 50. 00 Sequence
DRB1_0101 215 GHHEVGSGGQAEI NY EVGSGGQAE 0. 2405 3707. 2 50. 00 Sequence
DRB1_0101 162 NTGAATEADGSPNRG ATEADGSPN 0.2373 3834. 2 50. 00 Sequence
DRB1_0101 217 HEVGSGGQAEI NYQF GSGGQAEI N 0. 2368 3856. 7 50. 00 Sequence
DRB1_0101 387 LDG KNKI EPQAPVD  KNKI EPQAP 0.2368 3857.5 50. 00 Sequence
DRB1_0101 417 QTPTQLSDVI DRLEA TPTQLSDVI 0. 2340 3974. 6 50. 00 Sequence
DRB1_0101 419 PTQLSDVI DRLEADH LSDVI DRLE 0. 2302 4143.0 50. 00 Sequence
DRB1_0101 218 EVGSGGQAEI NYQFN GQAEI NYQF 0.2294 4178.0 50. 00 Sequence
DRB1_0101 454 KRENEI EPVNI RPHP ENEI EPVNI 0.2276 4261. 1 50. 00 Sequence
DRB1_0101 418 TPTQLSDVI DRLEAD QLSDVI DRL 0.2264 4318. 6 50. 00 Sequence
DRB1_0101 39 SAFDKSVFDDGLAFD SVFDDGLAF 0.2237 4445, 4 50. 00 Sequence
DRB1_0101 10 KLAKDEKVEYVDVRF AKDEKVEYV 0.2235 4454. 9 50. 00 Sequence
DRB1_0101 356 GSNPKAKRLEFRSPD GSNPKAKRL 0.2201 4619. 3 50. 00 Sequence
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DRB1_0101 416 PQIrPTQLSDVIDRLE TPTQ.SDVI 0. 2180 4727. 4 50. 00 Sequence
DRB1_0101 0 VTEKTPDDVFKLAKD KTPDDVFKL 0.2155 4854. 8 50. 00 Sequence
DRB1_0101 393 KIEPQAPVDKDLYEL | EPQAPVDK 0.2143 4920. 7 50. 00 Sequence
DRB1_0101 12 AKDEKVEYVDVRFCD DEKVEYVDV 0.2122 5030. 5 50. 00 Sequence
DRB1_0101 216 HHEVGSGGQAEI NYQ VGSGGQAEI 0.2101 5148. 8 50. 00 Sequence
DRB1_0101 35 Tl PASAFDKSVFDDG Tl PASAFDK 0.2080 5264.9 50. 00 Sequence
DRB1_0101 37 PASAFDKSVFDDGLA FDKSVFDDG 0.2004 5717. 6 50. 00 Sequence
DRB1_0101 428 RLEADHEYLTEGGVF LEADHEYLT 0.1951 6057.0 50. 00 Sequence
DRB1_0101 427 DRLEADHEYLTEGGY LEADHEYLT 0.1921 6256. 0 50. 00 Sequence
DRB1_0101 394 | EPQAPVDKDLYELP | EPQAPVDK 0.1838 6842. 2 50. 00 Sequence
DRB1_0101 36 | PASAFDKSVFDDGL FDKSVFDDG 0.1837 6850. 6 50. 00 Sequence
DRB1_0101 407 LPPEEAASI PQTPTQ EEAASI PQT 0.1824 6946. 5 50. 00 Sequence
DRB1_0101 406 ELPPEEAASI PQTPT LPPEEAASI 0.1795 7172. 2 50. 00 Sequence
DRB1_0101 1 TEKTPDDVFKLAKDE KTPDDVFKL 0.1722 7758. 3 50. 00 Sequence
DRB1_0101 2 EKTPDDVFKLAKDEK KTPDDVFKL 0.1581 9034. 6 50. 00 Sequence
DRB1_0101 186 FPVAPNDQYVDLRDK FPVAPNDQY 0. 1547 9371. 8 50. 00 Sequence
DRB1_0101 357 SNPKAKRLEFRSPDS RLEFRSPDS 0. 1536 9484. 6 50. 00 Sequence
DRB1_0101 187 PVAPNDQYVDLRDKM PVAPNDQYV 0.1319 11998. 4 50. 00 Sequence
DRB1_0101 397 QAPVDKDLYELPPEE VDKDLYELP 0.1298 12279.5 50. 00 Sequence
DRB1_0101 396 PQAPVDKDLYELPPE PVDKDLYEL 0. 1257 12827. 2 50. 00 Sequence
DRB1_0101 395 EPQAPVDKDLYELPP PVDKDLYEL 0.1199 13659. 4 50. 00 Sequence

Al l el e: DRB1_0101. Nunber of high binders 130. Number of weak binders 162. Nunmber of peptides 464

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random I dentity
DRB1_0301 67 DM.LLPDPETARI DP DM.LLPDPE 0. 7300 18. 6 SB 0. 40 Sequence
DRB1_0301 66 SDM.LLPDPETARI D DM.LLPDPE 0. 7152 21.8 SB 0. 80 Sequence
DRB1_ 0301 138 FDSVSFDSRANGSFY FDSVSFDSR 0. 6950 27.1 SB 0. 80 Sequence
DRB1_0301 137 | FDSVSFDSRANGSF FDSVSFDSR 0.6878 29.3 SB 0. 80 Sequence
DRB1_0301 65 ESDMLLLPDPETARI  DM.LLPDPE 0. 6865 29.7 SB 0. 80 Sequence
DRB1_0301 136 Yl FDSVSFDSRANGS FDSVSFDSR 0.6676 36.5 SB 1.00 Sequence
DRB1_0301 336 PINLVYSQRNRSACV LVYSQRNRS 0. 6475 45. 3 SB 2.00 Sequence
DRB1_0301 135 FYI FDSVSFDSRANG FDSVSFDSR 0. 6379 50.3 VB 2.00 Sequence
DRB1_0301 64 HESDMLLLPDPETAR DM.LLPDPE 0. 6263 57.0 B 2.00 Sequence
DRB1_0301 337 | NLVYSQRNRSACVR | NLVYSQRN 0. 6245 58.1 B 2.00 Sequence
DRB1_0301 335 API NLVYSQRNRSAC LVYSQRNRS 0.6102 67.8 \B 4.00 Sequence
DRB1_0301 8 VFKLAKDEKVEYVDV VFKLAKDEK 0. 5905 84.0 \B 4.00 Sequence
DRB1_0301 134 EFY|I FDSVSFDSRAN FDSVSFDSR 0. 5691 105.9 B 4.00 Sequence
DRB1_0301 7 DVFKLAKDEKVEYVD VFKLAKDEK 0. 5690 106. 0 \B 4.00 Sequence
DRB1_0301 334 EAPI NLVYSQRNRSA LVYSQRNRS 0. 5542 124. 4 \B 4.00 Sequence
DRB1_0301 41 FDKSVFDDGLAFDGS SVFDDGLAF 0. 5517 127.9 B 4.00 Sequence
DRB1_0301 47 DDGLAFDGSSI RGFQ LAFDGSSI R 0. 5489 131.7 VB 8. 00 Sequence
DRB1_0301 6 DDVFKLAKDEKVEYV VFKLAKDEK 0. 5445 138.2 B 8. 00 Sequence
DRB1_0301 40 AFDKSVFDDGLAFDG SVFDDGLAF 0. 5289 163. 6 VB 8. 00 Sequence
DRB1_0301 39 SAFDKSVFDDGLAFD SVFDDGLAF 0.5222 175. 8 \B 8.00 Sequence
DRB1_0301 232 NSLLHAADDMQLYKY LLHAADDMQ 0.5183 183. 4 B 8.00 Sequence
DRB1_0301 305 | GGLLHHAPSLLAFT | GGLLHHAP 0.5101 200. 4 \B 8.00 Sequence
DRB1_0301 5 PDDVFKLAKDEKVEY VFKLAKDEK 0. 5084 204. 2 \B 8. 00 Sequence
DRB1_0301 231 FNSLLHAADDMQLYK LLHAADDMQ 0. 5080 205.0 VB 8. 00 Sequence
DRB1_0301 68 M.LLPDPETARI DPF LLLPDPETA 0. 5078 205.6 B 8. 00 Sequence
DRB1_0301 44 SVFDDGLAFDGSSI R DDGLAFDGS 0. 5029 216.6 B 8. 00 Sequence
DRB1_0301 46 FDDGLAFDGSSI RGF LAFDGSSI R 0. 5026 217.3 B 8. 00 Sequence
DRB1_0301 133 AEFYI FDSVSFDSRA FDSVSFDSR 0. 5023 218. 2 VB 8. 00 Sequence
DRB1_0301 233 SLLHAADDMQLYKYlI LLHAADDMQ 0. 4966 232.0 B 8.00 Sequence
DRB1_0301 42 DKSVFDDGLAFDGSS SVFDDGLAF 0. 4940 238.6 \B 8.00 Sequence
DRB1_0301 304 YIGGELLHHAPSLLAF | GGLLHHAP 0.4842 265. 3 \B 8.00 Sequence
DRB1_0301 338 NLVYSQRNRSACVRI  LVYSCQRNRS 0. 4824 270.6 B 8. 00 Sequence
DRB1_0301 38 ASAFDKSVFDDGLAF SVFDDGLAF 0.4813 273.9 \B 8. 00 Sequence
DRB1_0301 333 YEAPI NLVYSQRNRS LVYSQRNRS 0.4747 294.1 \B 16. 00 Sequence
DRB1_0301 62 SIHESDMLLLPDPET DM.LLPDPE 0. 4694 311. 4 B 16. 00 Sequence
DRB1_0301 63 | HESDMLLLPDPETA DM.LLPDPE 0. 4686 314.1 VB 16. 00 Sequence
DRB1_0301 352 | PI TGSNPKAKRLEF | PI TGSNPK 0. 4685 314.5 B 16. 00 Sequence
DRB1_0301 48 DGLAFDGSSI RGFQS LAFDGSSI R 0. 4610 341.1 \B 16. 00 Sequence
DRB1_0301 230 QFNSLLHAADDMQLY LLHAADDMQ 0. 4595 346.7 \B 16. 00 Sequence
DRB1_0301 198 RDKM.TNLINSGFIL M.TNLI NSG 0. 4556 361.7 B 16. 00 Sequence
DRB1_0301 36 | PASAFDKSVFDDG. | PASAFDKS 0. 4548 364. 8 \B 16. 00 Sequence
DRB1_0301 49 GLAFDGSSI RGFQSI  LAFDGSSI R 0. 4540 367.8 \B 16. 00 Sequence
DRB1_0301 45 VFDDGLAFDGSSI RG LAFDGSSI R 0. 4538 368.7 B 16. 00 Sequence
DRB1_0301 351 RIPITGSNPKAKRLE | Pl TGSNPK 0. 4507 381.0 VB 16. 00 Sequence
DRB1_0301 43 KSVFDDGLAFDGSSI  SVFDDGLAF 0. 4507 381.1 B 16. 00 Sequence
DRB1_ 0301 420 TQLSDVI DRLEADHE QLSDVI DRL 0. 4484 390.7 VB 16. 00 Sequence
DRB1_0301 382 M_MAGLDG KNKIEP M_.MAGLDAE 0. 4454 403. 6 \B 16. 00 Sequence
DRB1_0301 192 DQYVDLRDKMLTNLI  QYVDLRDKM 0. 4429 414.6 B 16. 00 Sequence
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DRB1_ 0301 35 TI PASAFDKSVFDDG | PASAFDKS 0.4417 420. 3 WB  16.00 Sequence
DRB1_0301 292 TGYAGLSDTARHYIG GYAGLSDTA 0.4385 434.9 W 16.00 Sequence
DRB1_0301 50 LAFDGSSI RGFQSIH LAFDGSSI R 0. 4366 444. 2 W 16.00 Sequence
DRB1_0301 193 QYVDLRDKMLTNLIN QYVDLRDKM 0. 4346 453.9 WB  16.00 Sequence
DRB1_0301 381 AM.MAGLDG KNKIE M.MAGLDG 0.4338 457.7 WB  16.00 Sequence
DRB1_0301 293 GYAGLSDTARHYI GG GYAGLSDTA 0.4332 460. 5 WB  16.00 Sequence
DRB1_0301 439 GGVFTNDLI ETW SF  GGVFTNDLI 0.4331 461. 2 W 16.00 Sequence
DRB1_0301 191 NDQYVDLRDKM.TNL QYVDLRDKM 0.4286 484. 1 WB  16.00 Sequence
DRB1_0301 139 DSVSFDSRANGSFYE SVSFDSRAN 0.4271 492.0 WB  16.00 Sequence
DRB1_0301 234 LLHAADDMQLYKY!| LLHAADDMQ 0. 4261 497.5 W 16.00 Sequence
DRB1_0301 61 QS| HESDMLLLPDPE S| HESDMLL 0. 4250 503. 3 16. 00 Sequence
DRB1_0301 350 VRI Pl TGSNPKAKRL | Pl TGSNPK 0. 4240 509. 0 16. 00 Sequence
DRB1_0301 69 LLLPDPETARI DPFR LLLPDPETA 0.4231 513. 8 16. 00 Sequence
DRB1_0301 419 PTQLSDVI DRLEADH QLSDVI DRL 0.4210 525. 4 16. 00 Sequence
DRB1_0301 339 LVYSQRNRSACVRIP LVYSQRNRS 0.4208 526. 6 16. 00 Sequence
DRB1_0301 303 HYI GGLLHHAPSLLA | GGLLHHAP 0.4172 548. 0 16. 00 Sequence
DRB1_0301 132 EAEFYI FDSVSFDSR FDSVSFDSR 0.4151 560. 2 16. 00 Sequence
DRB1_0301 438 EGGVFTNDLIETW S GGVFTNDLI 0.4144 564. 8 16. 00 Sequence
DRB1_0301 34 FTI PASAFDKSVFDD | PASAFDKS 0.4139 567. 7 16. 00 Sequence
DRB1_0301 190 PNDQYVDLRDKMLTN QYVDLRDKM 0.4127 575. 3 16. 00 Sequence
DRB1_0301 291 ETGYAGLSDTARHYl GYAGLSDTA 0.4127 575. 3 16. 00 Sequence
DRB1_0301 418 TPTQLSDVI DRLEAD TQLSDVI DR 0.4113 583. 7 16. 00 Sequence
DRB1_0301 380 SAMLMAGLDGI KNKI LMAGLDG K 0. 4087 600. 3 16. 00 Sequence
DRB1_0301 199 DKM.TNLI NSGFILE M.TNLI NSG 0. 4079 605. 8 16. 00 Sequence
DRB1_0301 421 QLSDVI DRLEADHEY QLSDVI DRL 0. 4021 645. 0 16. 00 Sequence
DRB1_0301 200 KM.TNLI NSGFILEK M.TNLI NSG 0.3995 663. 6 16. 00 Sequence
DRB1_0301 4 TPDDVFKLAKDEKVE VFKLAKDEK 0.3978 675.5 16. 00 Sequence
DRB1_0301 306 GGLLHHAPSLLAFTN GLLHHAPSL 0.3928 713.2 32.00 Sequence
DRB1_0301 197 LRDKMLTNLINSGFI ~RDKM.TNLI 0.3925 715. 4 32.00 Sequence
DRB1_0301 60 FQS|I HESDMLLLPDP QS| HESDML 0.3881 750. 7 32.00 Sequence
DRB1_0301 9 FKLAKDEKVEYVDVR FKLAKDEKV 0.3879 752. 3 32.00 Sequence
DRB1_0301 20 VDVRFCDLPG MOHF VDVRFCDLP 0.3851 774.9 32.00 Sequence
DRB1_0301 194 YVDLRDKMLTNLINS VDLRDKM.T 0.3811 809. 6 32.00 Sequence
DRB1_0301 276 CHQSLVWKDGAPLMYD HQSLWKDGA 0. 3806 813.9 32.00 Sequence
DRB1_0301 437 TEGGVFTNDLI ETW  GGVFTNDLI 0. 3802 817. 1 32.00 Sequence
DRB1_0301 59 GFQSI HESDM.LLPD S| HESDM.L 0.3796 822.7 32.00 Sequence
DRB1_0301 58 RGFQSI HESDMLLLP S| HESDMLL 0.3777 840. 1 32.00 Sequence
DRB1_0301 229 YQFNSLLHAADDMQL LLHAADDMQ 0.3774 842. 6 32.00 Sequence
DRB1_0301 349 CVRI PI TGSNPKAKR | Pl TGSNPK 0.3753 861.8 32.00 Sequence
DRB1_0301 423 SDVI DRLEADHEYLT | DRLEADHE 0. 3750 865. 1 32.00 Sequence
DRB1_0301 417 QTPTQLSDVIDRLEA TQLSDVI DR 0.3746 868.5 32.00 Sequence
DRB1_0301 284 GAPLMYDETGYAGLS GAPLMYDET 0.3744 870. 4 32.00 Sequence
DRB1_0301 302 RHYI GGLLHHAPSLL | GGLLHHAP 0. 3740 874. 4 32.00 Sequence
DRB1_0301 424 DVI DRLEADHEYLTE | DRLEADHE 0.3739 875.5 32.00 Sequence
DRB1_0301 277 HQSLWKDGAPLMYDE HQSLVKDGA 0.3729 884. 4 32.00 Sequence
DRB1_0301 33 HFTI PASAFDKSVFD | PASAFDKS 0.3706 907. 2 32.00 Sequence
DRB1_0301 195 VDLRDKM.TNLINSG VDLRDKM.T 0. 3691 921.9 32.00 Sequence
DRB1_0301 196 DLRDKM.TNLINSGF RDKM.TNLI 0.3676 936. 8 32.00 Sequence
DRB1_0301 201 M.TNLI NSGFI LEKG M.TNLI NSG 0.3674 938.5 32.00 Sequence
DRB1_0301 117 YLISTG ADTAYFGA LI STG ADT 0. 3657 956. 4 32.00 Sequence
DRB1_0301 425 VI DRLEADHEYLTEG | DRLEADHE 0. 3654 959. 1 32.00 Sequence
DRB1_0301 19 YVDVRFCDLPG MQH VDVRFCDLP 0. 3641 972.8 32.00 Sequence
DRB1_0301 57 |RGFQSI HESDM.LL | RGFQSI HE 0.3615 1000. 6 32.00 Sequence
DRB1_0301 116 NYLISTG ADTAYFG LI STG ADT 0.3611 1004. 7 32.00 Sequence
DRB1_0301 307 GLLHHAPSLLAFTNP LLHHAPSLL 0. 3596 1021.7 32.00 Sequence
DRB1_0301 275 HCHQSLWKDGAPLMY HQSLVKDGA 0. 3564 1057.9 32.00 Sequence
DRB1_0301 320 NPTVNSYKRLVPGYE NPTVNSYKR 0. 3561 1061. 1 32.00 Sequence
DRB1_0301 140 SVSFDSRANGSFYEV VSFDSRANG 0. 3541 1083. 8 32.00 Sequence
DRB1_0301 379 FSAMLMAGLDG KNK M.MAGLDG 0. 3530 1097. 2 32.00 Sequence
DRB1_0301 290 DETGYAGLSDTARHY GYAGLSDTA 0. 3509 1122.5 32.00 Sequence
DRB1_0301 189 APNDQYVDLRDKM.T QYVDLRDKM 0. 3506 1126.0 32.00 Sequence
DRB1_0301 294 YAGLSDTARHYI GGL YAGLSDTAR 0. 3450 1196. 8 32.00 Sequence
DRB1_0301 283 DGAPLMYDETGYAGL GAPLMYDET 0.3438 1211.7 32.00 Sequence
DRB1_0301 264 KPLFGDNGSGVHCHQ LFGDNGSGM 0.3428 1225.3 32.00 Sequence
DRB1_0301 18 EYVDVRFCDLPG MQ VDVRFCDLP 0.3426 1227. 2 32.00 Sequence
DRB1_0301 115 ENYLI STG ADTAYF YLI STG AD 0.3421 1234. 2 32.00 Sequence
DRB1_0301 319 TNPTVNSYKRLVPGY NPTVNSYKR 0. 3404 1257.7 32.00 Sequence
DRB1_0301 88 LNI NFFVHDPFTLEP | NFFVHDPF 0. 3400 1262.9 32.00 Sequence
DRB1_0301 422 LSDVI DRLEADHEYL SDVI DRLEA 0.3380 1289. 8 32.00 Sequence
DRB1_0301 426 | DRLEADHEYLTEGG | DRLEADHE 0.3377 1294.0 32.00 Sequence
DRB1_0301 118 LI STG ADTAYFGAE LI STG ADT 0.3377 1294.9 32.00 Sequence
DRB1_0301 89 N NFFVHDPFTLEPY | NFFVHDPF 0.3371 1302.6 32.00 Sequence
DRB1_0301 263 PKPLFGDNGSGVHCH LFGDNGSGM 0.3329 1363. 7 32.00 Sequence
DRB1_0301 17 VEYVDVRFCDLPG M VDVRFCDLP 0.3298 1409. 9 32.00 Sequence
DRB1_0301 3 KTPDDVFKLAKDEKV VFKLAKDEK 0.3297 1412.3 32.00 Sequence
DRB1_0301 90 | NFFVHDPFTLEPYS | NFFVHDPF 0.3292 1418.6 32.00 Sequence
DRB1_0301 440 GVFTNDLI ETW SFK VFTNDLI ET 0.3274 1447.1 32.00 Sequence
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DRB1_0301 383 LMAGLDG KNKI EPQ LMAGLDG K 0.3267 1457.6 32.00 Sequence
DRB1_0301 278 QSLWKDGAPLMYDET SLWKDGAPL 0. 3255 1476. 6 32.00 Sequence
DRB1_0301 279 SLWKDGAPLMYDETG SLWKDGAPL 0.3244 1495. 2 32.00 Sequence
DRB1_0301 241 MOLYKY! | KNTAWON MQLYKYI | K 0.3232 1514. 3 32.00 Sequence
DRB1_0301 318 FTNPTVNSYKRLVPG NPTVNSYKR 0.3228 1521. 3 32.00 Sequence
DRB1_0301 436 LTEGGVFTNDLI ETW GGVFTNDLI 0.3208 1554. 8 32.00 Sequence
DRB1_0301 87 TLNI NFFVHDPFTLE | NFFVHDPF 0.3207 1556. 2 32.00 Sequence
DRB1_0301 228 NYQFNSLLHAADDMQ LLHAADDMQ 0.3193 1580. 3 32.00 Sequence
DRB1_0301 235 LHAADDMQLYKY!|K LHAADDMQL 0.3185 1593. 6 32.00 Sequence
DRB1_0301 203 TNLINSGFI LEKGHH TNLI NSGFI 0. 3180 1601. 4 32.00 Sequence
DRB1_0301 37 PASAFDKSVFDDGLA PASAFDKSV 0.3177 1607. 3 32.00 Sequence
DRB1_0301 416 PQIPTQLSDVI DRLE TQLSDVI DR 0.3149 1656. 6 32.00 Sequence
DRB1_0301 32 QHFTI PASAFDKSVF | PASAFDKS 0.3144 1666. 0 32.00 Sequence
DRB1_0301 274 MHCHQSLWKDGAPLM HQSLWKDGA 0.3141 1670. 6 32.00 Sequence
DRB1_0301 374 NPYLAFSAMLMAGLD NPYLAFSAM 0.3134 1683. 4 32.00 Sequence
DRB1_0301 262 MPKPLFGDNGSGVHC LFGDNGSGM 0.3133 1685. 2 32.00 Sequence
DRB1_0301 202 LTNLINSGFI LEKGH TNLI NSGFI 0.3110 1728.3 32.00 Sequence
DRB1_0301 205 LI NSGFI LEKGHHEV LI NSGFI LE 0. 3091 1765.0 32.00 Sequence
DRB1_0301 240 DMQLYKY! | KNTAWQ MQLYKYI | K 0.3047 1850. 9 32.00 Sequence
DRB1_0301 243 LYKYI | KNTAWONGK YKYI | KNTA 0. 3037 1870. 4 32.00 Sequence
DRB1_0301 415 |PQTPTQLSDVIDRL TQ.SDVI DR 0.3031 1882.0 32.00 Sequence
DRB1_0301 70 LLPDPETARI DPFRA LLPDPETAR 0.3026 1891. 8 32.00 Sequence
DRB1_0301 317 AFTNPTVNSYKRLVP NPTVNSYKR 0. 3003 1940. 4 32.00 Sequence
DRB1_0301 114 AENYLI STG ADTAY NYLISTG A 0.2990 1968. 5 50. 00 Sequence
DRB1_0301 204 NLI NSGFI LEKGHHE LI NSGFI LE 0.2974 2001. 1 50. 00 Sequence
DRB1_0301 373 GNPYLAFSAMLMAGL NPYLAFSAM 0.2962 2028. 1 50. 00 Sequence
DRB1_0301 119 |STG ADTAYFGAEA | STG ADTA 0.2956 2042.0 50. 00 Sequence
DRB1_0301 56 S| RGFQSI HESDMLL S| HESDML.L 0. 2955 2043. 4 50. 00 Sequence
DRB1_0301 282 KDGAPLMYDETGYAG GAPLMYDET 0. 2950 2054. 0 50. 00 Sequence
DRB1_0301 224 QAEI NYQFNSLLHAA QAEI NYQFN 0.2949 2058. 0 50. 00 Sequence
DRB1_0301 332 GYEAPI NLVYSQRNR | NLVYSQRN 0.2947 2061. 9 50. 00 Sequence
DRB1_0301 79 | DPFRAAKTLNI NFF | DPFRAAKT 0.2928 2104. 1 50. 00 Sequence
DRB1_0301 22 VRFCDLPG MQHFTI RFCDLPG M 0.2893 2185.0 50. 00 Sequence
DRB1_0301 242 QLYKY! | KNTAWONG YKYI | KNTA 0. 2879 2219. 1 50. 00 Sequence
DRB1_0301 314 SLLAFTNPTVNSYKR SLLAFTNPT 0.2878 2222. 4 50. 00 Sequence
DRB1_0301 227 | NYQFNSLLHAADDM NYQFNSLLH 0. 2865 2252. 7 50. 00 Sequence
DRB1_0301 207 NSGFI LEKGHHEVGS FI LEKGHHE 0. 2839 2316. 8 50. 00 Sequence
DRB1_0301 208 SGFI LEKGHHEVGSG FI LEKGHHE 0.2836 2323.9 50. 00 Sequence
DRB1_0301 301 ARHYI GGLLHHAPSL | GGLLHHAP 0. 2830 2339. 4 50. 00 Sequence
DRB1_0301 206 | NSGFI LEKGHHEVG FI LEKGHHE 0.2811 2388. 2 50. 00 Sequence
DRB1_0301 15 EKVEYVDVRFCDLPG KVEYVDVRF 0. 2805 2404.0 50. 00 Sequence
DRB1_0301 226 EI NYQFNSLLHAADD NYQFNSLLH 0. 2801 2413.1 50. 00 Sequence
DRB1_0301 261 FMPKPLFGDNGSGVH KPLFGDNGS 0. 2801 2415. 2 50. 00 Sequence
DRB1_0301 446 LI ETW SFKRENEIE LI ETW SFK 0.2798 2422.0 50. 00 Sequence
DRB1_0301 188 VAPNDQYVDLRDKM. QYVDLRDKM 0.2789 2445.5 50. 00 Sequence
DRB1_0301 78 RI DPFRAAKTLNI NF | DPFRAAKT 0.2786 2452. 8 50. 00 Sequence
DRB1_0301 441 VFTNDLI ETW SFKR VFTNDLI ET 0.2775 2481.9 50. 00 Sequence
DRB1_0301 23 RFCDLPG MQHFTIP RFCDLPG M 0.2771 2494. 7 50. 00 Sequence
DRB1_0301 10 KLAKDEKVEYVDVRF LAKDEKVEY 0.2761 2520. 8 50. 00 Sequence
DRB1_0301 313 PSLLAFTNPTVNSYK SLLAFTNPT 0.2760 2523. 7 50. 00 Sequence
DRB1_0301 316 LAFTNPTVNSYKRLV LAFTNPTVN 0.2753 2542. 1 50. 00 Sequence
DRB1_0301 225 AElI NYQFNSLLHAAD NYQFNSLLH 0.2749 2554. 7 50. 00 Sequence
DRB1_0301 244 YKYI | KNTAWONGKT  YKYI | KNTA 0.2748 2556. 1 50. 00 Sequence
DRB1_0301 372 SGNPYLAFSAMLMAG NPYLAFSAM 0.2745 2564. 7 50. 00 Sequence
DRB1_0301 11 LAKDEKVEYVDVRFC LAKDEKVEY 0.2744 2568. 8 50. 00 Sequence
DRB1_0301 31 MQHFTI PASAFDKSV MQHFTI PAS 0.2739 2581. 3 50. 00 Sequence
DRB1_0301 308 LLHHAPSLLAFTNPT LLHHAPSLL 0.2736 2591. 0 50. 00 Sequence
DRB1_0301 14 DEKVEYVDVRFCDLP EKVEYVDVR 0.2728 2612.5 50. 00 Sequence
DRB1_0301 76 TARI DPFRAAKTLNI TARI DPFRA 0.2714 2653. 4 50. 00 Sequence
DRB1_0301 285 APLMYDETGYAGLSD LMYDETGYA 0.2710 2665. 4 50. 00 Sequence
DRB1_0301 238 ADDMQLYKYI|KNTA MQLYKYI | K 0. 2705 2679. 1 50. 00 Sequence
DRB1_0301 239 DDMQLYKY! | KNTAW MQLYKYI | K 0.2703 2684.0 50. 00 Sequence
DRB1_0301 16 KVEYVDVRFCDLPG  KVEYVDVRF 0.2701 2688. 9 50. 00 Sequence
DRB1_0301 86 KTLNI NFFVHDPFTL LN NFFVHD 0. 2698 2698. 3 50. 00 Sequence
DRB1_0301 27 LPG MQHFTI PASAF LPG MQHFT 0.2691 2719.5 50. 00 Sequence
DRB1_0301 100 LEPYSRDPRNI ARKA LEPYSRDPR 0. 2659 2816. 6 50. 00 Sequence
DRB1_0301 348 ACVRI P TGSNPKAK | Pl TGSNPK 0. 2658 2818. 3 50. 00 Sequence
DRB1_0301 281 \KDGAPLMYDETGYA GAPLMYDET 0. 2644 2860. 8 50. 00 Sequence
DRB1_0301 289 YDETGYAGLSDTARH YAGLSDTAR 0.2641 2869. 9 50. 00 Sequence
DRB1_0301 378 AFSAMLMAGLDG KN LMAGLDG K 0. 2637 2882. 4 50. 00 Sequence
DRB1_0301 315 LLAFTNPTVNSYKRL LAFTNPTVN 0.2619 2939. 7 50. 00 Sequence
DRB1_0301 21 DVRFCDLPG MQHFT RFCDLPG M 0.2611 2964. 1 50. 00 Sequence
DRB1_0301 141 VSFDSRANGSFYEVD VSFDSRANG 0. 2608 2975. 4 50. 00 Sequence
DRB1_0301 223 GQAEI NYQFNSLLHA QAEI NYGFN 0. 2595 3018. 1 50. 00 Sequence
DRB1_0301 399 PVDKDLYELPPEEAA VDKDLYELP 0.2571 3097. 6 50. 00 Sequence
DRB1_0301 113 KAENYLI STG ADTA NYLI STG A 0. 2569 3103. 8 50. 00 Sequence
DRB1_0301 326 YKRLVPGYEAPINLV LVPGYEAPI 0. 2550 3166. 9 50. 00 Sequence
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DRB1 0301 0 VTEKTPDDVFKLAKD VTEKTPDDV 0. 2544 3189. 8 50. 00 Sequence
DRB1_0301 371 SSGNPYLAFSAMLMA NPYLAFSAM 0. 2541 3197. 4 50. 00 Sequence
DRB1_0301 280 LWKDGAPLMYDETGY LWKDGAPLM 0. 2527 3247.1 50. 00 Sequence
DRB1_0301 445 DLI ETW SFKRENEl LI ETW SFK 0. 2509 3310. 8 50. 00 Sequence
DRB1_ 0301 77 ARI DPFRAAKTLNIN | DPFRAAKT 0. 2505 3326.5 50. 00 Sequence
DRB1_0301 400 VDKDLYELPPEEAAS VDKDLYELP 0. 2504 3330.5 50. 00 Sequence
DRB1_0301 435 YLTEGGVFTNDLI ET GGVFTNDLI 0.2496 3359.5 50. 00 Sequence
DRB1_0301 327 KRLVPGYEAPI NLVY RLVPGYEAP 0. 2494 3365. 7 50. 00 Sequence
DRB1_0301 13 KDEKVEYVDVRFCDL EKVEYVDVR 0.2491 3377.6 50. 00 Sequence
DRB1_0301 286 PLMYDETGYAGLSDT LMYDETGYA 0. 2489 3384.9 50. 00 Sequence
DRB1_0301 342 SQRNRSACVRI PITG RNRSACVRI 0. 2484 3400. 9 50. 00 Sequence
DRB1_0301 99 TLEPYSRDPRNI ARK LEPYSRDPR 0.2473 3441. 2 50. 00 Sequence
DRB1_ 0301 30 | MOHFTI PASAFDKS MOQHFTI PAS 0. 2467 3466. 1 50. 00 Sequence
DRB1_0301 312 APSLLAFTNPTVNSY SLLAFTNPT 0.2418 3653. 1 50. 00 Sequence
DRB1_0301 265 PLFGDNGSGVHCHQS LFGDNGSGM 0. 2408 3692. 3 50. 00 Sequence
DRB1_0301 398 APVDKDLYELPPEEA VDKDLYELP 0. 2408 3694. 4 50. 00 Sequence
DRB1_0301 328 RLVPGYEAPI NLVYS RLVPGYEAP 0. 2406 3700. 3 50. 00 Sequence
DRB1_0301 448 ETW SFKRENEI EPV W SFKRENE 0.2390 3766. 6 50. 00 Sequence
DRB1_0301 340 VYSQRNRSACVRI Pl VYSQRNRSA 0.2371 3844.5 50. 00 Sequence
DRB1_0301 447 | ETW SFKRENEI EP | SFKRENE 0.2361 3886. 3 50. 00 Sequence
DRB1_0301 341 YSQRNRSACVRI PIT RNRSACVRI 0.2353 3919. 3 50. 00 Sequence
DRB1_0301 321 PTVNSYKRLVPGYEA PTVNSYKRL 0. 2350 3931. 6 50. 00 Sequence
DRB1_0301 171 GSPNRGYKVRHKGGY SPNRGYKVR 0.2345 3954. 0 50. 00 Sequence
DRB1_0301 287 LMYDETGYAGLSDTA LMYDETGYA 0.2343 3962. 2 50. 00 Sequence
DRB1_0301 450 W SFKRENEI EPVNI | SFKRENE 0.2311 4104. 4 50. 00 Sequence
DRB1_0301 172 SPNRGYKVRHKGGYF SPNRGYKVR 0.2308 4116. 8 50. 00 Sequence
DRB1_ 0301 26 DLPG MHFTI PASA LPG MQHFT 0. 2290 4194. 9 50. 00 Sequence
DRB1_0301 397 QAPVDKDLYELPPEE VDKDLYELP 0.2278 4249.5 50. 00 Sequence
DRB1_0301 131 AEAEFY| FDSVSFDS EFYI FDSVS 0.2267 4303. 9 50. 00 Sequence
DRB1_0301 449 TW SFKRENEI EPVN | SFKRENE 0.2251 4377.1 50. 00 Sequence
DRB1_0301 343 QRNRSACVRI PI TGS RNRSACVRI 0.2248 4390. 2 50. 00 Sequence
DRB1_ 0301 98 FTLEPYSRDPRNI AR LEPYSRDPR 0.2247 4398. 1 50. 00 Sequence
DRB1_0301 112 RKAENYLI STG ADT YLI STG AD 0.2243 4415. 6 50. 00 Sequence
DRB1_0301 353 Pl TGSNPKAKRLEFR | TGSNPKAK 0.2234 4457. 3 50. 00 Sequence
DRB1_0301 236 HAADDMQLYKYI | KN HAADDMQLY 0.2234 4457. 4 50. 00 Sequence
DRB1_0301 222 GGQAEINYQFNSLLH QAEI NYQFN 0.2232 4466. 4 50. 00 Sequence
DRB1_0301 24 FCDLPG MQHFTI PA LPG MQHFT 0.2211 4573. 1 50. 00 Sequence
DRB1_0301 377 LAFSAMLMAGLDG K LMAGLDG K 0.2203 4611.5 50. 00 Sequence
DRB1_0301 260 TFMPKPLFGDNGSGM KPLFGDNGS 0.2201 4621.0 50. 00 Sequence
DRB1_ 0301 96 DPFTLEPYSRDPRNI LEPYSRDPR 0.2195 4653. 4 50. 00 Sequence
DRB1_0301 325 SYKRLVPGYEAPINL YKRLVPGYE 0.2189 4683. 1 50. 00 Sequence
DRB1_ 0301 28 PG MOHFTI PASAFD MQHFTI PAS 0.2179 4731. 3 50. 00 Sequence
DRB1_0301 344 RNRSACVRI PITGSN RNRSACVRI 0.2175 4753. 4 50. 00 Sequence
DRB1_0301 97 PFTLEPYSRDPRNIA LEPYSRDPR 0.2173 4760. 8 50. 00 Sequence
DRB1_0301 375 PYLAFSAMLMAGLDG PYLAFSAM. 0.2169 4785.0 50. 00 Sequence
DRB1_0301 266 LFGDNGSGVHCHQSL LFGDNGSGM 0.2164 4809. 0 50. 00 Sequence
DRB1_0301 170 DGSPNRGYKVRHKGG SPNRGYKVR 0.2150 4883.0 50. 00 Sequence
DRB1_ 0301 91 NFFVHDPFTLEPYSR NFFVHDPFT 0.2131 4985. 4 50. 00 Sequence
DRB1_0301 85 AKTLNI NFFVHDPFT LN NFFVHD 0.2121 5040. 5 50. 00 Sequence
DRB1_0301 295 AGLSDTARHYI GGLL AGLSDTARH 0.2118 5054. 6 50. 00 Sequence
DRB1_0301 363 RLEFRSPDSSGNPYL LEFRSPDSS 0.2115 5071. 9 50. 00 Sequence
DRB1_0301 12 AKDEKVEYVDVRFCD EKVEYVDVR 0.2113 5083. 8 50. 00 Sequence
DRB1_0301 149 GSFYEVDAI SGWANT SFYEVDAI S 0.2108 5111.5 50. 00 Sequence
DRB1_0301 237 AADDMOLYKY! | KNT MOLYKYI | K 0.2106 5120. 1 50. 00 Sequence
DRB1_0301 2 EKTPDDVFKLAKDEK VFKLAKDEK 0.2092 5200. 5 50. 00 Sequence
DRB1_0301 271 GSGVHCHQSLWKDGA GS 0.2079 5275. 2 50. 00 Sequence
DRB1_0301 311 HAPSLLAFTNPTVNS SLLAFTNPT 0.2078 5281. 2 50. 00 Sequence
DRB1_0301 403 DLYELPPEEAASI PQ LYELPPEEA 0.2077 5285. 6 50. 00 Sequence
DRB1_0301 187 PVAPNDQYVDLRDKM QYVDLRDKM 0. 2069 5331.5 50. 00 Sequence
DRB1_0301 362 KRLEFRSPDSSGNPY LEFRSPDSS 0. 2057 5400. 3 50. 00 Sequence
DRB1_0301 209 GFl LEKGHHEVGSGG FI LEKGHHE 0. 2049 5446. 9 50. 00 Sequence
DRB1_0301 25 CDLPG MQHFTI PAS LPG MQHFT 0. 2040 5499. 3 50. 00 Sequence
DRB1_0301 150 SFYEVDAI SGMAWTG SFYEVDAI S 0.2028 5574. 3 50. 00 Sequence
DRB1 0301 404 LYELPPEEAASI PQT LYELPPEEA 0.2027 5579. 2 50. 00 Sequence
DRB1_ 0301 444 NDLIETW SFKRENE LI ETW SFK 0.2019 5623. 7 50. 00 Sequence
DRB1_0301 331 PGYEAPI NLVYSQRN Pl NLVYSQR 0.2019 5629. 2 50. 00 Sequence
DRB1_ 0301 370 DSSGNPYLAFSAMLM NPYLAFSAM 0.2014 5658. 6 50. 00 Sequence
DRB1_ 0301 55 SSI RGFQSI HESDM. | RGFQSI HE 0.2012 5669. 8 50. 00 Sequence
DRB1_0301 92 FFVHDPFTLEPYSRD DPFTLEPYS 0. 2007 5698. 7 50. 00 Sequence
DRB1_0301 75 ETARI DPFRAAKTLN TARI DPFRA 0. 2004 5718. 2 50. 00 Sequence
DRB1_0301 29 G MQHFTI PASAFDK MQHFTI PAS 0. 2004 5720. 7 50. 00 Sequence
DRB1_0301 148 NGSFYEVDAI SGMW SFYEVDAI S 0.1995 5773.3 50. 00 Sequence
DRB1_0301 396 PQAPVDKDLYELPPE VDKDLYELP 0.1968 5947. 4 50. 00 Sequence
DRB1_0301 329 LVPGYEAPI NLVYSQ LVPGYEAPI 0.1962 5984. 5 50. 00 Sequence
DRB1_ 0301 402 KDLYELPPEEAASI P LYELPPEEA 0. 1960 5996. 4 50. 00 Sequence
DRB1_ 0301 93 FVHDPFTLEPYSRDP FVHDPFTLE 0.1935 6162. 3 50. 00 Sequence
DRB1_0301 414 SIPQTPTQLSDVIDR TQLSDVI DR 0.1930 6197.0 50. 00 Sequence

10 of 105 1/31/2010 1:54 PM



NetMHCII 2.0 Server - prediction results

11 of 105

DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301

458

SACVRI Pl TGSNPKA
SGGQAE! NYQENSLL
ADGSPNRGYKVRHKG
NGSGVHCHQSL\WKDG
GVHCHQSL WKDGAPL
HDPFTLEPYSRDPRN
MAGLDG KNKI EPQA
AKRLEFRSPDSSGNP
DKDL YEL PPEEAAS

FI LEKGHHEVGSGGQ
LEFRSPDSSG\PYLA
FRAAKTLNI NFFVHD
MYDETGYAGLSDTAR
TARHY! GGLLHHAPS
EPQAPVDKDL YEL PP
PETARI DPFRAAKTL
GSS| RGFQSI HESDM
EYLTEGGVFTNDLI E
VHDPFTLEPYSRDPR
DPFRAAKTLNI NFFV
ARKAENYLI STG AD
YLAFSAM.MAGLDG

GAEAEFY| FDSVSFD
TVNSYKRL VPGYEAP
GAATEADGSPNRGYK
AAKTLNI NFFVHDPF
DNGSGVHCHQSL VKD
DRLEADHEYL TEGGV
GYFPVAPNDQYVDLR
NSYKRLVPGYEAPI N
VNSYKRLVPGYEAP

ANGSFYEVDAI SGAV
LHHAPSLLAFTNPTV
PNRGYKVRHKGGYFP
VPGYEAPI NLVYSQR
PFRAAKTLNI NFFVH
KAKRLEFRSPDSSGN
HHAPSLLAFTNPTVN
YFPVAPNDQYVDLRD
| EPQAPVDKDL YELP
EADGSPNRGYKVRHK
TNDLI ETW SFKREN
EPYSRDPRNI ARKAE
FPVAPNDQYVDL RDK
| TGSNPKAKRLEFRS
GGYFPVAPNDQYVDL
TAYFGAEAEFY! FDS
TEADGSPNRGYKVRH
TGAATEADGSPNRGY
GDNGSGVHCHQSL WK
| SFKRENEI EPVNI R
DTAYFGAEAEFYI FD
DPETARI DPFRAAKT
PYSRDPRNI ARKAEN
AFDGSS| RGFQSI HE
RANGSFYEVDAI SGWV
FDGSS| RGFQSI HES
RAAKTLNI NFFVHDP
DTARHY! GGLLHHAP
HEYL TEGGVFTNDLI

ADTAYFGAEAEFY! F
| EPVNI RPHPYEFAL
TEKTPDDVFKLAKDE
PDSSGNPYLAFSAM.
EPVNI RPHPYEFALY
RLEADHEYLTEGGVF
FYEVDAI SGAKTGA
SRDPRNI ARKAENYL
DGSS| RGFQS| HESD
FTNDLI ETW SFKRE
SGVHCHQSL VKDGAP
YSRDPRNI ARKAENY
GLSDTARHYI GGLLH
NTGAATEADGSPNRG
STG ADTAYFGAEAE
NRGYKVRHKGGYFPV
El EPVNI RPHPYEFA

| Pl TGSNPK
QAEI NYQFN
SPNRGYKVR
GSGVHCHGS
HQSL KDGA
PFTLEPYSR
MAGLDG KN
LEFRSPDSS
LYELPPEEA
FI LEKGHHE
LEFRSPDSS
FRAAKTLN

YAGLSDTAR
RHYI GGLLH
VDKDL YELP
TARI DPFRA
| RGFQSI HE
GGVFTNDL

PFTLEPYSR
FRAAKTLN

YLI STG AD
LAFSAM.MA
EFYI FDSVS
TVNSYKRLV
GAATEADGS
LNI NFFVHD
GSGVHCHQS
LEADHEYLT
FPVAPNDQY
LVPGYEAPI

LVPGYEAP

SFYEVDAI S
LHHAPSLLA
NRGYKVRHK
PGYEAPI NL
FRAAKTLN

LEFRSPDSS
SLLAFTNPT
FPVAPNDQY
QAPVDKDLY
SPNRGYKVR
LI ETW SFK
YSRDPRNI A
FPVAPNDQY
| TGSNPKAK
FPVAPNDQY
TAYFGAEAE
TEADGSPNR
GAATEADGS
GSGVHCHGS
| SFKRENE

TAYFGAEAE
TARI DPFRA
SRDPRNI AR
FDGSS| RGF
SFYEVDAI S
GSSI RGFQS
RAAKTLNI N
RHYI GGLLH
HEYLTEGGV
TAYFGAEAE
PVNI RPHPY
KTPDDVFKL
NPYLAFSAM
PVNI RPHPY
LEADHEYLT
FYEVDAI SG
SRDPRNI AR
GSSI RGFQS
FTNDLI ETW
HQSL \KDGA
SRDPRNI AR
GLSDTARHY
GAATEADGS
TG ADTAYF
NRGYKVRHK
PVNI RPHPY

http://www.cbs.dtu.dk/cgi-bi nf'webface? obi d=netmhcl1,4B653D0D 01922889

OO 0000000000000 00000000000000000000000000000000000000000000000000000000000000

1916
1916
1909
1901
1881
1866
1854

6287.
6291.
6341.
6396.
6536.
6641.
6726.

WAOPRPORPOUR,RODAWOWNNOODOOUIODUIONOORA,DMONORPOOOWNRARRPROCONNOWPRARONRPRWANDBDNNRWONPNOWORUIORPRNWOROOWR,NO

Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence

1/31/2010 1:54 PM



NetMHCII 2.0 Server - prediction results

12 of 105

DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301
DRB1_0301

DHEYL TEGGVFTNDL
PVNI RPHPYEFAL YY
RDPRNI ARKAENYL
LPDPETARI DPFRAA
SFDSRANGSFYEVDA
KI EPQAPVDKDL YEL
RSACVRI PI TGSNPK
LEADHEYLTEGGVFT
DPRNI ARKAENYLI S
PKAKRLEFRSPDSSG
| ADTAYFGAEAEFY
VTEMPKPL FGDNGSG
FGAEAEFY!I FDSVSF
ATEADGSPNRGYKVR
KGGYFPVAPNDQYVD
RGYKVRHKGGYFPVA
NEI EPVNI RPHPYEF
WNTGAATEADGSPNR
RNI ARKAENYLI STG
NI ARKAENYLI STA
PRNI ARKAENYLI ST
GSGGQAEI NYQFNSL
FGDNGSGVHCHQSLW
| ARKAENYLI STG A
SRANGSFYEVDAI SG
PDPETARI DPFRAAK
| LEKGHHEVGSGGQA
HKGGYFPVAPNDQYV
AS| PQTPTQLSDVI D
AYFGAEAEFY| FDSV
NPKAKRL EFRSPDSS
SDTARHY! GGLLHHA
ADHEYLTEGGVFTND
GKTVTFMPKPLFGDN
NGKTVTFMPKPLFGD
TG ADTAYFGAEAEF
GLDG KNKI EPQAPYV
AGLDG KNKI EPQAP
YFGAEAEFYI FDSVS
TGSNPKAKRLEFRSP
GYKVRHKGGYFPVAP
ENEI EPVNI RPHPYE
FRSPDSSGNPYLAFS
Gl ADTAYFGAEAEFY
TVTFMPKPLFGDNGS
SPDSSGNPYLAFSAM
KYI | KNTAWONGKTV
AAS| PQTPTQLSDVI
KTVTFMPKPLFGDNG
AATEADGSPNRGYKV
EFRSPDSSGNPYLAF
EADHEYLTEGGVFTN
QNGKTVTFMPKPLFG
NKI EPQAPVDKDL YE
DSRANGSFYEVDAI S
RENEI EPVNI RPHPY
FKRENEI EPVNI RPH
LSDTARHY! GGLLHH
VTFMPKPLF
SNPKAKRL EFRSPDS
RSPDSSGNPYLAFSA
RHKGGYFPVAPNDQY
KNKI EPQAPVDKDLY
HHEVGSGGQAEI NYQ
EAASI PQTPTQLSDV
VGSGGQAEI NYQFNS
VWANTGAATEADGSPN
NRSACVRI Pl TGSNP
I KNKI EPQAPVDKDL
SFKRENEI EPVNI RP
LDG KNKI EPQAPVD
GSNPKAKRLEFRSPD
NTAWONGKTVTFMPK
SGWANTGAATEADGS
G KNKI EPQAPVDKD
KRENEI EPVNI RPHP
| SGWANTGAATEADG

HEYLTEGGV
PVNI RPHPY
RDPRNI ARK
LPDPETAR

SFDSRANGS
QAPVDKDLY
I Pl TGSNPK
LEADHEYLT
DPRNI ARKA
RLEFRSPDS
| ADTAYFGA
KPLFGDNGS
EFYI FDSVS
TEADGSPNR
FPVAPNDQY
YKVRHKGGY
PVNI RPHPY
GAATEADGS
NI ARKAENY
NI ARKAENY
NI ARKAENY
QAEI NYGFN
GSGVHCHS
RKAENYLI S
SFYEVDAI S
TARI DPFRA
| LEKGHHEV
FPVAPNDQY
| PQTPTQLS
AYFGAEAEF
KRLEFRSPD
RHYI GGLLH
HEYLTEGGV
GKTVTFMPK
GKTVTEMPK
TG ADTAYF
GLDG KNK

AGLDG KNK
FGAEAEFY

TGSNPKAKR
GYKVRHKGG
NEl EPVNI R
FRSPDSSGN
| ADTAYFGA
VTFMPKPLF
SPDSSGNPY
KYI | KNTAW
| PQTPTQLS
VTFMPKPLF
TEADGSPNR
FRSPDSSGN
HEYLTEGGV
GKTVTFMPK
QAPVDKDLY
SFYEVDAI S
NEI EPVNI R
FKRENEI EP
LSDTARHYI

GKTVTEMPK
NPKAKRL EF
SPDSSGNPY
FPVAPNDQY
KNKI EPQAP
HHEVGSGRQ
EAASI PQTP
VGSGGQAE!

VWNTGAATE
RSACVRI P

KNKI EPQAP
FKRENEI EP
LDG KNKI E
GSNPKAKRL
TAWONGKTV
VIWANT GAATE
KNKI EPQAP
KRENEI EPV
SGWNTGAA

http://www.cbs.dtu.dk/cgi-bi nf'webface? obi d=netmhcl1,4B653D0D 01922889

OO0 0000000000000 0000000000000000000000000000000000000000000000000000000000000

1334
1327
1318
1310
1307
1305
1299

11806.
11893.
12008.
12118.
12151.
12180.
12267.
12303.
12416.
124109.
12743.
12781.
12804.
129109.
12969.
13111.
13160.
13167.
13305.
13453.
13527.
13564.
13657.
14023.
14131.
14177.
14379.
14542.
14553.
14607.
14660.
14882.
15089.
15194.
15380.
15418.
15538.
15572.
15790.
16066.
16237.
16358.
16382.
16501.
16785.
16796.
16880.
16902.
17097.
17121.
17144.
17510.
17571.
17699.
17807.
18008

18212.
18212.
18271.
18673.
18901.
18918.
19241.
19378.
19478.
19701.
19764.
19772.
19939.
20032.
20152.
20296.
20353.
20442.
20448.
20551.
20557.

RPORFRPWORDMNNUUOOOONOONPRPWOOUIOANOOONOWONCUUUOORMRUURPRARPRWWRNN~NONNOOOODURPOOONUIONRFONORANOOIRPOONONO

Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence

1/31/2010 1:54 PM



NetMHCII 2.0 Server - prediction results

http://www.cbs.dtu.dk/cgi-bi nf'webface? obi d=netmhcl1,4B653D0D 01922889

DRB1_0301 217 HEVGSGGQAEI NYQF VGSGGQAE! 0. 0813 20752.5 50. 00 Sequence
DRB1_0301 218 EVGSGGQAEI NYQFN VGSGGQAEI 0. 0801 21016. 7 50. 00 Sequence
DRB1_0301 388 Dd KNKI EPQAPVDK d KNKI EPQ 0. 0796 21140.7 50. 00 Sequence
DRB1_0301 249 KNTAWNGKTVTFMP TAWNGKTV 0.0792 21224. 6 50. 00 Sequence
DRB1_0301 463 N RPHPYEFALYYDV N RPHPYEF 0.0787 21331. 4 50. 00 Sequence
DRB1_0301 215 GHHEVGSGGQAEI NY HHEVGSGEQ 0.0780 21502. 4 50. 00 Sequence
DRB1_0301 177 YKVRHKGGYFPVAPN VRHKGGYFP 0.0779 21514.3 50. 00 Sequence
DRB1_0301 251 TAWNGKTVTFMPKP TAWNGKTV 0.0766 21836.5 50. 00 Sequence
DRB1_0301 246 YI | KNTAWNGKTVT VYI | KNTAWQ 0.0763 21897.8 50. 00 Sequence
DRB1_0301 156 Al SGAWWTGAATEAD SGWNTGAA 0. 0752 22169. 8 50. 00 Sequence
DRB1_0301 143 FDSRANGSFYEVDAI  FDSRANGSF 0.0746 22297.8 50. 00 Sequence
DRB1_0301 248 | KNTAWONGKTVTFM TAWNGKTV 0.0746 22314.5 50. 00 Sequence
DRB1_0301 247 |1 KNTAWONGKTVTF |1 KNTAWQN 0.0743 22381.9 50. 00 Sequence
DRB1_0301 159 GWNWTGAATEADGSP GWANTGAAT 0.0729 22708.1 50. 00 Sequence
DRB1_0301 462 VN RPHPYEFALYYD N RPHPYEF 0. 0681 23935.7 50. 00 Sequence
DRB1_0301 252 AWNGKTVTFMPKPL GKTVTFMPK 0. 0671 24182.7 50. 00 Sequence
DRB1_0301 155 DAI SGAM\WNTGAATEA GWNANTGAAT 0. 0651 24724.5 50. 00 Sequence
DRB1_0301 410 EEAASI PQTPTQLSD EAASI PQTP 0. 0635 25160. 6 50. 00 Sequence
DRB1_0301 178 KVRHKGGYFPVAPND VRHKGGYFP 0. 0594 26304. 2 50. 00 Sequence
DRB1_0301 179 VRHKGGYFPVAPNDQ VRHKGGYFP 0. 0591 26378.9 50. 00 Sequence
DRB1_0301 409 PEEAASI PQTPTQLS PEEAASI PQ 0. 0587 26495.0 50. 00 Sequence
DRB1_0301 214 KGHHEVGSGGQAEIN HHEVGSGEQ 0. 0582 26632.1 50. 00 Sequence
DRB1_0301 406 ELPPEEAASI PQTPT LPPEEAASI 0. 0523 28388. 6 50. 00 Sequence
DRB1_0301 405 YELPPEEAASI PQTP LPPEEAASI 0. 0523 28390.1 50. 00 Sequence
DRB1_0301 213 EKGHHEVGSGGQAEI HHEVGSGGQ 0. 0517 28580. 3 50. 00 Sequence
DRB1_0301 408 PPEEAASI PQTPTQL EAASI PQTP 0. 0511 28754. 3 50. 00 Sequence
DRB1_0301 407 LPPEEAASI PQTPTQ LPPEEAASI 0. 0493 29342.0 50. 00 Sequence
DRB1_0301 154 VDAl SGWANTGAATE GWANTGAAT 0. 0492 29346. 7 50. 00 Sequence
DRB1_0301 212 LEKGHHEVGSGGQAE LEKGHHEVG 0. 0429 31435.3 50. 00 Sequence
DRB1_0301 153 EVDAI SGWANTGAAT GWANTGAAT 0. 0349 34262. 3 50. 00 Sequence
DRB1_0301 152 YEVDAI SGWANTGAA YEVDAI SGW 0.0279 36966. 5 50. 00 Sequence
Allele: DRB1_0301. Number of high binders 7. Nunmber of weak binders 51. Nunber of peptides 464

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random I dentity
DRB1_0401 198 RDKM.TNLINSGFIL KM.TNLI NS 0. 7685 12.2 SB 0.40 Sequence
DRB1_0401 197 LRDKM.TNLINSGFI  KM_TNLI NS 0.7570 13.9 SB 0. 80 Sequence
DRB1_0401 309 LHHAPSLLAFTNPTV LHHAPSLLA 0. 7531 14.5 SB 0. 80 Sequence
DRB1_0401 199 DKM.TNLI NSGFI LE KM.TNLI NS 0.7411 16.5 SB 0. 80 Sequence
DRB1_0401 196 DLRDKM_TNLINSGF KM.TNLI NS 0.7342 17.7 SB 1.00 Sequence
DRB1_0401 308 LLHHAPSLLAFTNPT LHHAPSLLA 0. 7117 22.6 SB 2.00 Sequence
DRB1_0401 313 PSLLAFTNPTVNSYK LLAFTNPTV 0. 7036 24.7 SB 2.00 Sequence
DRB1_0401 195 VDLRDKMLTNLINSG KM.TNLI NS 0. 6822 31.1 SB 4.00 Sequence
DRB1_0401 307 GLLHHAPSLLAFTNP LHHAPSLLA 0.6754 33.5 SB 4.00 Sequence
DRB1_0401 312 APSLLAFTNPTVNSY LLAFTNPTV 0.6742 34.0 SB 4.00 Sequence
DRB1_0401 336 PINLVYSQRNRSACV | NLVYSQRN 0. 6668 36.8 SB 4.00 Sequence
DRB1_0401 314 SLLAFTNPTVNSYKR LLAFTNPTV 0. 6666 36.9 SB 4.00 Sequence
DRB1_0401 337 | NLVYSQRNRSACVR LVYSQRNRS 0. 6632 38.2 SB 4.00 Sequence
DRB1_0401 242 QVYKYI | KNTAWONG YKYI | KNTA 0. 6595 39.8 SB 4.00 Sequence
DRB1_0401 241 MQALYKYI I KNTAWON QLYKYI | KN 0. 6565 41.1 SB 4.00 Sequence
DRB1_0401 200 KM.TNLI NSGFILEK KM.TNLI NS 0. 6485 44. 8 SB 4.00 Sequence
DRB1_0401 335 API NLVYSQRNRSAC | NLVYSQRN 0. 6404 49.0 SB 4.00 Sequence
DRB1_0401 306 GGLLHHAPSLLAFTN LHHAPSLLA 0. 6359 51.4 VB 4.00 Sequence
DRB1_0401 311 HAPSLLAFTNPTVNS LLAFTNPTV 0.6345 52.2 B 4.00 Sequence
DRB1_0401 80 DPFRAAKTLNI NFFV FRAAKTLNI 0.6274 56. 3 \B 8.00 Sequence
DRB1_0401 240 DMQLYKYI | KNTAWQ QLYKYI | KN 0. 6266 56. 8 \B 8.00 Sequence
DRB1_0401 194 YVDLRDKMLTNLINS KM.TNLI NS 0. 6246 58.1 B 8. 00 Sequence
DRB1_0401 226 EI NYQFNSLLHAADD YQFNSLLHA 0. 6229 59. 2 B 8. 00 Sequence
DRB1_0401 225 AElI NYQFNSLLHAAD NYQFNSLLH 0.6170 63.0 \B 8. 00 Sequence
DRB1_0401 79 | DPFRAAKTLNI NFF  FRAAKTLNI 0. 6157 64.0 B 8. 00 Sequence
DRB1_0401 81 PFRAAKTLNI NFFVH FRAAKTLNI 0. 6140 65. 2 VB 8. 00 Sequence
DRB1_0401 334 EAPINLVYSQRNRSA | NLVYSQRN 0.6126 66. 1 B 8.00 Sequence
DRB1_0401 363 RLEFRSPDSSGNPYL LEFRSPDSS 0. 6085 69.1 \B 8.00 Sequence
DRB1_0401 243 LYKYI I KNTAWQNGK YKYI | KNTA 0. 6048 71.9 \B 8.00 Sequence
DRB1_0401 362 KRLEFRSPDSSGNPY LEFRSPDSS 0. 5995 76.2 B 8.00 Sequence
DRB1_0401 338 NLVYSQRNRSACVRI  LVYSQRNRS 0. 5898 84.6 B 8.00 Sequence
DRB1_0401 315 LLAFTNPTVNSYKRL LAFTNPTVN 0. 5893 85.1 \B 8. 00 Sequence
DRB1_0401 244 YKYI | KNTAWONGKT  YKYI | KNTA 0. 5889 85.5 VB 8. 00 Sequence
DRB1_0401 224 QAEI NYQFNSLLHAA YGQFNSLLHA 0.5872 87.1 VB 8.00 Sequence
DRB1_0401 133 AEFYI FDSVSFDSRA FYI FDSVSF 0. 5848 89.3 B 8. 00 Sequence
DRB1_0401 310 HHAPSLLAFTNPTVN LLAFTNPTV 0. 5831 91.0 VB 8. 00 Sequence
DRB1_ 0401 361 AKRLEFRSPDSSGNP LEFRSPDSS 0.5812 92. 8 \B 8.00 Sequence
DRB1_0401 305 | GGLLHHAPSLLAFT LHHAPSLLA 0. 5812 92.8 B 8.00 Sequence
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DRB1_0401 374 NPYLAFSAMLMAGLD YLAFSAMM 0.5797 94. 4 VB 8.00 Sequence
DRB1_0401 375 PYLAFSAMLMAGLDG YLAFSAMM 0.5766 97.6 VB 8.00 Sequence
DRB1_0401 78 RI DPFRAAKTLNINF FRAAKTLNI 0.5763 97.9 VB 8.00 Sequence
DRB1_0401 134 EFYI FDSVSFDSRAN FYI FDSVSF 0.5748 99.5 VB 8.00 Sequence
DRB1_0401 227 | NYQFNSLLHAADDM YQFNSLLHA 0.5696 105. 3 VB 8.00 Sequence
DRB1_0401 135 FYI FDSVSFDSRANG FYI FDSVSF 0.5683 106. 8 W 16.00 Sequence
DRB1_0401 376 YLAFSAMLMAGLDG  YLAFSAMM 0.5676 107.6 W 16.00 Sequence
DRB1_0401 333 YEAPI NLVYSQRNRS | NLVYSQRN 0. 5653 110. 3 WB  16.00 Sequence
DRB1_0401 132 EAEFYI FDSVSFDSR FYI FDSVSF 0.5647 111.1 W 16.00 Sequence
DRB1_0401 239 DDMQLYKY! | KNTAW QLYKYI | KN 0.5633 112.8 W 16.00 Sequence
DRB1_0401 149 GSFYEVDAI SGWANT SFYEVDAI S 0. 5555 122.7 W 16.00 Sequence
DRB1_0401 304 Y| GGLLHHAPSLLAF LHHAPSLLA 0. 5536 125.3 W 16.00 Sequence
DRB1_0401 373 GNPYLAFSAMLMAGL YLAFSAMLM 0. 5528 126. 2 W 16.00 Sequence
DRB1_0401 55 SSIRGFQSI HESDM. | RGFQSI HE 0.5524 126.9 W  16.00 Sequence
DRB1_0401 148 NGSFYEVDAI SGMWWN SFYEVDAI S 0.5516 127.9 W 16.00 Sequence
DRB1_0401 115 ENYLI STGI ADTAYF YLI STG AD 0.5493 131.2 WB  16.00 Sequence
DRB1_0401 228 NYQFNSLLHAADDMQ NYQFNSLLH 0.5471 134.3 W 16.00 Sequence
DRB1_0401 360 KAKRLEFRSPDSSGN LEFRSPDSS 0.5467 135.0 W 16.00 Sequence
DRB1_0401 28 PG MQHFTI PASAFD MQHFTI PAS 0.5463 135.5 W 16.00 Sequence
DRB1_0401 66 SDMLLLPDPETARID M.LLPDPET 0. 5460 135.9 W 16.00 Sequence
DRB1_0401 30 | MQHFTI PASAFDKS MQHFTI PAS 0.5444 138.2 W 16.00 Sequence
DRB1_0401 29 G MQHFTI PASAFDK MQHFTI PAS 0.5443 138.5 WB  16.00 Sequence
DRB1_0401 303 HYl GGLLHHAPSLLA LHHAPSLLA 0. 5408 143. 7 W 16.00 Sequence
DRB1_0401 114 AENYLI STG ADTAY YLI STG AD 0. 5360 151. 4 W 16.00 Sequence
DRB1_0401 67 DM.LLPDPETARIDP M.LLPDPET 0.5336 155.5 WB  16.00 Sequence
DRB1_0401 116 NYLI STG ADTAYFG YLI STG AD 0.5306 160. 6 W 16.00 Sequence
DRB1_0401 82 FRAAKTLNI NFFVHD FRAAKTLNI 0.5301 161.4 W  16.00 Sequence
DRB1_0401 65 ESDMLLLPDPETAR  M.LLPDPET 0.5293 162. 8 W  16.00 Sequence
DRB1_0401 54 GSS| RGFQSI HESDM | RGFQSI HE 0.5272 166.5 W 16.00 Sequence
DRB1_0401 223 GQAEI NYQFNSLLHA EI NYQFNSL 0.5264 168.0 W 16.00 Sequence
DRB1_0401 56 S| RGFQSI HESDM.L | RGFQSI HE 0.5248 170.9 W 16.00 Sequence
DRB1_0401 57 |RGFQSI HESDM.LL | RGFQSI HE 0. 5206 178.9 W 16.00 Sequence
DRB1_0401 77 AR DPFRAAKTLNIN FRAAKTLNI 0.5186 182.9 W 16.00 Sequence
DRB1_0401 364 LEFRSPDSSGNPYLA LEFRSPDSS 0.5171 185.8 W 16.00 Sequence
DRB1_0401 147 ANGSFYEVDAI SGWV SFYEVDAI S 0.5151 189. 8 W 16.00 Sequence
DRB1_0401 31 MQHFTI PASAFDKSV MQHFTI PAS 0.5134 193.3 W 16.00 Sequence
DRB1_0401 253 WONGKTVTFMPKPLF WONGKTVTF 0.5078 205. 4 W 16.00 Sequence
DRB1_0401 332 GYEAPI NLVYSQRNR | NLVYSQRN 0.5075 206. 2 W 16.00 Sequence
DRB1_0401 64 HESDM.LLPDPETAR M.LLPDPET 0. 5059 209. 9 W  16.00 Sequence
DRB1_0401 27 LPG MQHFTI PASAF MQHFTI PAS 0.5036 215. 2 W 16.00 Sequence
DRB1_0401 359 PKAKRLEFRSPDSSG LEFRSPDSS 0. 4950 236. 1 W 16.00 Sequence
DRB1_0401 372 SGNPYLAFSAMLMAG YLAFSAMM 0. 4938 239.0 W  16.00 Sequence
DRB1_0401 68 M.LLPDPETARI DPF M.LLPDPET 0. 4930 241. 2 W 16.00 Sequence
DRB1_0401 131 AEAEFYI FDSVSFDS FYI FDSVSF 0. 4903 248. 3 W 16.00 Sequence
DRB1_0401 150 SFYEVDAI SGMWWTG SFYEVDAI S 0.4883 253. 8 W 32.00 Sequence
DRB1_0401 113 KAENYLI STG ADTA YLI STG AD 0. 4879 254. 8 W 32.00 Sequence
DRB1_0401 339 LVYSQRNRSACVRI P LVYSQRNRS 0. 4870 257.4 W 32.00 Sequence
DRB1_0401 302 RHYI GGLLHHAPSLL RHYI GGLLH 0. 4846 264. 2 W 32.00 Sequence
DRB1_0401 21 DVRFCDLPG MQHFT RFCDLPG M 0. 4823 270.7 W  32.00 Sequence
DRB1_0401 63 | HESDM.LLPDPETA M.LLPDPET 0. 4801 277.4 W 32.00 Sequence
DRB1_0401 316 LAFTNPTVNSYKRLV LAFTNPTVN 0.4768 287.4 W 32.00 Sequence
DRB1_0401 20 VDVRFCDLPG MQHF VRFCDLPG 0.4737 297.1 W 32.00 Sequence
DRB1_0401 193 QYVDLRDKMLTNLIN DLRDKM.TN 0.4717 303. 8 W 32.00 Sequence
DRB1_0401 76 TARI DPFRAAKTLNI  FRAAKTLNI 0. 4707 307.1 W 32.00 Sequence
DRB1_0401 301 ARHYl GGLLHHAPSL RHYI GGLLH 0. 4698 310.0 W 32.00 Sequence
DRB1_0401 381 AM.MAGLDG KNKIE MAGLDG KN 0. 4684 314.9 W 32.00 Sequence
DRB1_0401 238 ADDMQLYKYI|KNTA QLYKYI | KN 0. 4682 315.4 W 32.00 Sequence
DRB1_0401 90 | NFFVHDPFTLEPYS FFVHDPFTL 0.4678 316.6 W 32.00 Sequence
DRB1_0401 53 DGSSI RGFQSI HESD | RGFQSI HE 0. 4657 324.1 W 32.00 Sequence
DRB1_0401 91 NFFVHDPFTLEPYSR FFVHDPFTL 0. 4624 335.9 W  32.00 Sequence
DRB1_0401 331 PGYEAPI NLVYSQRN YEAPI NLVY 0. 4606 342.3 W 32.00 Sequence
DRB1_0401 89 N NFFVHDPFTLEPY FFVHDPFTL 0.4571 355. 7 W 32.00 Sequence
DRB1_0401 112 RKAENYLI STG ADT RKAENYLI S 0. 4542 366. 9 W 32.00 Sequence
DRB1_0401 146 RANGSFYEVDAI SGW SFYEVDAI S 0. 4526 373.3 W 32.00 Sequence
DRB1_0401 252 AWONGKTVTFMPKPL WONGKTVTF 0. 4521 375.5 W 32.00 Sequence
DRB1_0401 229 YQFNSLLHAADDMQL YQFNSLLHA 0. 4499 384.5 W  32.00 Sequence
DRB1_0401 62 S| HESDM.LLPDPET M.LLPDPET 0. 4476 394. 1 W  32.00 Sequence
DRB1_0401 19 YVDVRFCDLPG MH VRFCDLPG 0. 4433 412.9 W 32.00 Sequence
DRB1_0401 92 FFVHDPFTLEPYSRD FFVHDPFTL 0. 4395 430. 4 W  32.00 Sequence
DRB1_0401 251 TAWQNGKTVTFMPKP WONGKTVTF 0. 4392 431.5 W  32.00 Sequence
DRB1_0401 291 ETGYAGLSDTARHYl YAGLSDTAR 0. 4387 434.0 W 32.00 Sequence
DRB1_0401 22 VRFCDLPG MQHFTI RFCDLPG M 0. 4383 436. 2 W 32.00 Sequence
DRB1_0401 300 TARHYI GGLLHHAPS RHYI GGLLH 0.4371 441. 8 W 32.00 Sequence
DRB1_0401 26 DLPG MQHFTI PASA MQHFTI PAS 0. 4355 449.5 W 32.00 Sequence
DRB1_0401 274 NHCHQSLWKDGAPLM NMHCHQSLWK 0. 4345 454. 4 W  32.00 Sequence
DRB1_0401 377 LAFSAMLMAGLDGI K LAFSAM.NA 0. 4340 456. 5 W 32.00 Sequence
DRB1_0401 49 GLAFDGSSI RGFQSI LAFDGSSI R 0. 4336 458. 8 W 32.00 Sequence
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DRB1_0401 237 AADDMQLYKY! | KNT MQLYKYI | K 0.3517 1113.0 50. 00 Sequence
DRB1_0401 180 RHKGGYFPVAPNDQY KGGYFPVAP 0.3486 1151.0 50. 00 Sequence
DRB1_0401 346 RSACVRI Pl TGSNPK SACVRI PI T 0.3483 1154. 3 50. 00 Sequence
DRB1_0401 451 | SFKRENEI EPVNIR FKRENEI EP 0. 3461 1182.1 50. 00 Sequence
DRB1_0401 325 SYKRLVPGYEAPINL KRLVPGYEA 0. 3450 1196.5 50. 00 Sequence
DRB1_0401 190 PNDQYVDLRDKMLTN QYVDLRDKM 0. 3444 1203. 7 50. 00 Sequence
DRB1_0401 248 | KNTAWNGKTVTFM WONGKTVTF 0. 3406 1254.5 50. 00 Sequence
DRB1_ 0401 129 FGAEAEFYI FDSVSF FYI FDSVSF 0.3381 1288.6 50. 00 Sequence
DRB1_0401 283 DGAPLMYDETGYAGL LMYDETGYA 0.3379 1292.0 50. 00 Sequence
DRB1_0401 278 QSLWKDGAPLMYDET WKDGAPLMY 0.3374 1299. 1 50. 00 Sequence
DRB1_ 0401 452 SFKRENEI EPVNI RP FKRENEI EP 0.3372 1301.0 50. 00 Sequence
DRB1_0401 298 SDTARHYI GGLLHHA RHYI GGLLH 0.3335 1354.9 50. 00 Sequence
DRB1_ 0401 25 CDLPG MQHFTI PAS | MQHFTI PA 0.3321 1376. 1 50. 00 Sequence
DRB1_0401 270 NGSGVHCHQSLWKDG NMHCHQSLVK 0. 3307 1397.1 50. 00 Sequence
DRB1_0401 43 KSVFDDGLAFDGSS| SVFDDGLAF 0.3297 1412.2 50. 00 Sequence
DRB1_0401 179 VRHKGGYFPVAPNDQ RHKGGYFPV 0.3292 1419. 2 50. 00 Sequence
DRB1_0401 342 SQRNRSACVRI PI TG SACVRIPIT 0.3283 1433.1 50. 00 Sequence
DRB1_ 0401 277 HQSLWKDGAPLMYDE QSLWKDGAP 0.3278 1441.0 50. 00 Sequence
DRB1_0401 24 FCDLPG MQHFTI PA  FCDLPG MQ 0.3278 1441. 2 50. 00 Sequence
DRB1_0401 152 YEVDAI SGWANTGAA | SGANNTGA 0.3273 1448.9 50. 00 Sequence
DRB1_0401 17 VEYVDVRFCDLPG M VRFCDLPG 0. 3255 1477. 4 50. 00 Sequence
DRB1_0401 324 NSYKRLVPGYEAPIN KRLVPGYEA 0.3243 1495. 8 50. 00 Sequence
DRB1_0401 110 |ARKAENYLI STGIA RKAENYLI S 0.3230 1518. 3 50. 00 Sequence
DRB1_ 0401 58 RGFQSI HESDM.LLP RGFQSI HES 0.3224 1528. 1 50. 00 Sequence
DRB1_0401 83 RAAKTLNI NFFVHDP KTLNI NFFV 0.3219 1535. 2 50. 00 Sequence
DRB1_0401 317 AFTNPTVNSYKRLVP AFTNPTVNS 0. 3210 1550. 3 50. 00 Sequence
DRB1_0401 453 FKRENEI EPVNI RPH FKRENEI EP 0. 3204 1561. 8 50. 00 Sequence
DRB1_0401 449 TW SFKRENEI EPVN FKRENEI EP 0.3196 1574. 2 50. 00 Sequence
DRB1_0401 178 KVRHKGGYFPVAPND RHKGGYFPV 0.3193 1579. 6 50. 00 Sequence
DRB1_0401 247 || KNTAWONGKTVTF | | KNTAWN 0.3191 1583. 6 50. 00 Sequence
DRB1_0401 69 LLLPDPETARI DPFR LLLPDPETA 0.3176 1608. 4 50. 00 Sequence
DRB1_0401 433 HEYLTEGGVFTNDLI  YLTEGGVFT 0.3148 1658. 6 50. 00 Sequence
DRB1_0401 435 YLTEGGVFTNDLIET YLTEGGVFT 0.3139 1674.0 50. 00 Sequence
DRB1_0401 370 DSSGNPYLAFSAMLM YLAFSAM.M 0.3139 1674.9 50. 00 Sequence
DRB1_0401 33 HFTI PASAFDKSVFD HFTI PASAF 0.3124 1702.9 50. 00 Sequence
DRB1_0401 347 SACVRI Pl TGSNPKA SACVRI PI T 0.3122 1705. 4 50. 00 Sequence
DRB1_0401 182 KGGYFPVAPNDQYVD KGGYFPVAP 0.3119 1710.9 50. 00 Sequence
DRB1_0401 60 FQSI HESDMLLLPDP | HESDMLLL 0.3117 1715.8 50. 00 Sequence
DRB1_0401 384 MAGLDG KNKI EPQA MAGLDG KN 0.3091 1763. 6 50. 00 Sequence
DRB1_ 0401 4 TPDDVFKLAKDEKVE FKLAKDEKV 0.3088 1770.5 50. 00 Sequence
DRB1_0401 233 SLLHAADDMQLYKYl LHAADDMQL 0.3083 1779.1 50. 00 Sequence
DRB1_0401 177 YKVRHKGGYFPVAPN RHKGGYFPV 0. 3065 1814.8 50. 00 Sequence
DRB1_0401 246 YI | KNTAWONGKTVT VI | KNTAWQ 0. 3058 1827.6 50. 00 Sequence
DRB1_0401 181 HKGGYFPVAPNDQYV GGYFPVAPN 0. 3055 1833.6 50. 00 Sequence
DRB1_0401 45 VFDDGLAFDGSSI RG LAFDGSSI R 0. 3053 1838.9 50. 00 Sequence
DRB1_0401 16 KVEYVDVRFCDLPG  KVEYVDVRF 0. 3030 1883. 7 50. 00 Sequence
DRB1_0401 201 M.TNLI NSGFI LEKG M.TNLI NSG 0.3025 1895. 5 50. 00 Sequence
DRB1_ 0401 281 WKDGAPLMYDETGYA WKDGAPLMY 0. 3020 1904. 5 50. 00 Sequence
DRB1_0401 232 NSLLHAADDMQLYKY LHAADDMQL 0. 3007 1931. 3 50. 00 Sequence
DRB1_0401 85 AKTLNI NFFVHDPFT KTLNI NFFV 0. 3007 1932.3 50. 00 Sequence
DRB1_0401 439 GGVFTNDLIETW SF VFTNDLI ET 0. 3006 1934.5 50. 00 Sequence
DRB1_0401 401 DKDLYELPPEEAASI LYELPPEEA 0. 3005 1936. 0 50. 00 Sequence
DRB1_0401 432 DHEYLTEGGVFTNDL YLTEGGVFT 0. 2999 1948. 1 50. 00 Sequence
DRB1_0401 231 FNSLLHAADDMQLYK LLHAADDMQ 0.2983 1983. 2 50. 00 Sequence
DRB1_0401 402 KDLYELPPEEAASI P LYELPPEEA 0.2983 1983.6 50. 00 Sequence
DRB1_0401 341 YSQRNRSACVRIPIT SACVRIPIT 0. 2964 2023.3 50. 00 Sequence
DRB1_0401 42 DKSVFDDGLAFDGSS SVFDDGLAF 0.2947 2062. 4 50. 00 Sequence
DRB1_0401 264 KPLFGDNGSGVHCHQ LFGDNGSGM 0.2941 2073.9 50. 00 Sequence
DRB1_ 0401 434 EYLTEGGVFTNDLIE YLTEGGVFT 0.2933 2092. 8 50. 00 Sequence
DRB1_0401 282 KDGAPLMYDETGYAG LMYDETGYA 0.2925 2110. 3 50. 00 Sequence
DRB1_0401 276 CHQSLWKDGAPLMYD QSLWKDGAP 0.2925 2111.8 50. 00 Sequence
DRB1_0401 174 NRGYKVRHKGGYFPV NRGYKVRHK 0.2924 2114. 2 50. 00 Sequence
DRB1_0401 230 QFNSLLHAADDMOLY GQFNSLLHAA 0.2908 2151.3 50. 00 Sequence
DRB1_0401 84 AAKTLNI NFFVHDPF KTLNI NFFV 0.2903 2162.0 50. 00 Sequence
DRB1_0401 448 ETW SFKRENEI EPV FKRENEI EP 0. 2896 2179.3 50. 00 Sequence
DRB1_0401 323 VNSYKRLVPGYEAPI  KRLVPGYEA 0. 2886 2201.6 50. 00 Sequence
DRB1_0401 97 PFTLEPYSRDPRNIA PFTLEPYSR 0.2876 2225.7 50. 00 Sequence
DRB1_0401 263 PKPLFGDNGSGVHCH LFGDNGSGM 0.2875 2228.0 50. 00 Sequence
DRB1_0401 275 HCHQSLWKDGAPLMY —QSLWKDGAP 0. 2875 2228. 4 50. 00 Sequence
DRB1_0401 269 DNGSGVHCHQSLWKD NMHCHQSLVK 0. 2854 2278.5 50. 00 Sequence
DRB1_0401 258 TVTFMPKPLFGDNGS VTFMPKPLF 0.2851 2288. 3 50. 00 Sequence
DRB1_0401 440 GVFTNDLI ETW SFK VFTNDLI ET 0.2847 2295. 9 50. 00 Sequence
DRB1_0401 109 NI ARKAENYLI STG  RKAENYLI S 0.2836 2324.5 50. 00 Sequence
DRB1_0401 265 PLFGDNGSGVHCHQS LFGDNGSGM 0.2831 2337.6 50. 00 Sequence
DRB1_0401 438 EGGVFTNDLIETW S VFTNDLIET 0.2818 2370. 4 50. 00 Sequence
DRB1_0401 294 YAGLSDTARHYI GGL YAGLSDTAR 0. 2809 2393.0 50. 00 Sequence
DRB1_0401 189 APNDQYVDLRDKMLT QYVDLRDKM 0.2784 2460. 3 50. 00 Sequence
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DRB1_0401 297 LSDTARHYI GGLLHH RHYI GGLLH 0.2779 2472.9 50. 00 Sequence
DRB1_0401 221 SGGQAEI NYQFNSLL El NYQFNSL 0.2777 2477.0 50. 00 Sequence
DRB1_0401 138 FDSVSFDSRANGSFY SVSFDSRAN 0.2773 2487.6 50. 00 Sequence
DRB1_0401 234 LLHAADDMQLYKY!| LHAADDMQL 0. 2760 2523.0 50. 00 Sequence
DRB1_0401 75 ETARI DPFRAAKTLN TARI DPFRA 0. 2759 2526. 9 50. 00 Sequence
DRB1_0401 357 SNPKAKRLEFRSPDS RLEFRSPDS 0.2754 2541. 3 50. 00 Sequence
DRB1_0401 96 DPFTLEPYSRDPRNI PFTLEPYSR 0.2743 2571.5 50. 00 Sequence
DRB1_0401 280 LWKDGAPLMYDETGY WKDGAPLMY 0.2742 2573. 7 50. 00 Sequence
DRB1_0401 3 KTPDDVFKLAKDEKV FKLAKDEKV 0.2730 2608. 4 50. 00 Sequence
DRB1_0401 41 FDKSVFDDGLAFDGS SVFDDGLAF 0.2718 2639.8 50. 00 Sequence
DRB1_0401 140 SVSFDSRANGSFYEV SVSFDSRAN 0.2717 2644.3 50. 00 Sequence
DRB1_0401 102 PYSRDPRNI ARKAEN YSRDPRNI A 0.2716 2646. 1 50. 00 Sequence
DRB1_0401 173 PNRGYKVRHKGGYFP NRGYKVRHK 0.2713 2656. 3 50. 00 Sequence
DRB1_0401 236 HAADDMQLYKY!I KN MQLYKYI K 0.2691 2719.5 50. 00 Sequence
DRB1_0401 139 DSVSFDSRANGSFYE SVSFDSRAN 0.2678 2757.9 50. 00 Sequence
DRB1_0401 9 FKLAKDEKVEYVDVR FKLAKDEKV 0. 2670 2781. 3 50. 00 Sequence
DRB1_0401 158 SGWANTGAATEADGS SGWANTGAA 0. 2668 2788. 3 50. 00 Sequence
DRB1_0401 235 LHAADDMQLYKY!|K LHAADDMQL 0. 2645 2857.0 50. 00 Sequence
DRB1_0401 128 YFGAEAEFYI FDSVS YFGAEAEFY 0.2641 2869. 2 50. 00 Sequence
DRB1_0401 101 EPYSRDPRNI ARKAE PYSRDPRNI 0.2632 2899. 9 50. 00 Sequence
DRB1_0401 93 FVHDPFTLEPYSRDP PFTLEPYSR 0. 2609 2970. 7 50. 00 Sequence
DRB1_0401 176 GYKVRHKGGYFPVAP RHKGGYFPV 0. 2602 2995. 0 50. 00 Sequence
DRB1_0401 100 LEPYSRDPRNI ARKA YSRDPRNI A 0. 2589 3036. 6 50. 00 Sequence
DRB1_0401 59 GFQSI HESDMLLLPD S| HESDMLL 0. 2586 3047.5 50. 00 Sequence
DRB1_0401 172 SPNRGYKVRHKGGYF NRGYKVRHK 0. 2585 3050. 0 50. 00 Sequence
DRB1_0401 400 VDKDLYELPPEEAAS LYELPPEEA 0. 2580 3066. 9 50. 00 Sequence
DRB1_0401 365 EFRSPDSSGNPYLAF EFRSPDSSG 0. 2575 3082. 9 50. 00 Sequence
DRB1_0401 126 TAYFGAEAEFYI FDS YFGAEAEFY 0.2573 3091. 1 50. 00 Sequence
DRB1_0401 125 DTAYFGAEAEFYI FD YFGAEAEFY 0. 2565 3118.2 50. 00 Sequence
DRB1_0401 431 ADHEYLTEGGVFTND YLTEGGVFT 0. 2555 3149.5 50. 00 Sequence
DRB1_0401 95 HDPFTLEPYSRDPRN PFTLEPYSR 0. 2554 3154. 4 50. 00 Sequence
DRB1_0401 279 SLWKDGAPLMYDETG WKDGAPLMY 0. 2549 3170. 8 50. 00 Sequence
DRB1_0401 94 VHDPFTLEPYSRDPR PFTLEPYSR 0.2519 3275.5 50. 00 Sequence
DRB1_0401 144 DSRANGSFYEVDAI'S SFYEVDAI S 0.2514 3294.1 50. 00 Sequence
DRB1_0401 171 GSPNRGYKVRHKGGY NRGYKVRHK 0. 2506 3322.4 50. 00 Sequence
DRB1_0401 437 TEGGVFTNDLIETW  VFTNDLI ET 0. 2504 3328. 3 50. 00 Sequence
DRB1_0401 127 AYFGAEAEFYI FDSV YFGAEAEFY 0. 2480 3416. 8 50. 00 Sequence
DRB1_0401 208 SGFI LEKGHHEVGSG FI LEKGHHE 0. 2470 3452.6 50. 00 Sequence
DRB1_0401 262 MPKPLFGDNGSGVHC LFGDNGSGM 0. 2450 3528. 4 50. 00 Sequence
DRB1_0401 322 TVNSYKRLVPGYEAP KRLVPGYEA 0. 2410 3684. 3 50. 00 Sequence
DRB1_0401 207 NSGFI LEKGHHEVGS FI LEKGHHE 0. 2405 3706. 2 50. 00 Sequence
DRB1_0401 436 LTEGGVFTNDLI ETW VFTNDLIET 0.2343 3960. 7 50. 00 Sequence
DRB1_0401 183 GGYFPVAPNDQYVDL GGYFPVAPN 0. 2339 3978. 8 50. 00 Sequence
DRB1_0401 188 VAPNDQYVDLRDKM. QYVDLRDKM 0.2331 4016. 4 50. 00 Sequence
DRB1_0401 220 GSGGQAEI NYQFNSL El NYQFNSL 0.2327 4031.9 50. 00 Sequence
DRB1_0401 403 DLYELPPEEAASI PQ LYELPPEEA 0.2324 4044. 7 50. 00 Sequence
DRB1_0401 266 LFGDNGSGVHCHQSL LFGDNGSGM 0.2318 4071.0 50. 00 Sequence
DRB1_0401 268 GDNGSGVHCHQSLWK NMHCHQSLWK 0.2312 4096. 6 50. 00 Sequence
DRB1_0401 124 ADTAYFGAEAEFYIF YFGAEAEFY 0.2288 4207.8 50. 00 Sequence
DRB1_0401 108 RNI ARKAENYLI STG RKAENYLI S 0.2275 4263. 4 50. 00 Sequence
DRB1_0401 209 GFl LEKGHHEVGSGG FI LEKGHHE 0.2268 4299. 1 50. 00 Sequence
DRB1_0401 204 NLINSGFI LEKGHHE NLI NSGFI L 0.2267 4301. 9 50. 00 Sequence
DRB1_0401 350 VRI Pl TGSNPKAKRL VRI Pl TGSN 0. 2258 4344. 6 50. 00 Sequence
DRB1_0401 99 TLEPYSRDPRNI ARK YSRDPRNI A 0.2254 4364. 2 50. 00 Sequence
DRB1_0401 119 |STG ADTAYFGAEA | STG ADTA 0. 2230 4476. 8 50. 00 Sequence
DRB1_0401 296 GLSDTARHYI GGLLH RHYI GGLLH 0.2228 4489.0 50. 00 Sequence
DRB1_0401 206 | NSGFI LEKGHHEVG GFl LEKGHH 0.2211 4571.8 50. 00 Sequence
DRB1_0401 399 PVDKDLYELPPEEAA LYELPPEEA 0.2208 4588. 2 50. 00 Sequence
DRB1_0401 39 SAFDKSVFDDGLAFD SVFDDGLAF 0.2207 4592. 6 50. 00 Sequence
DRB1_0401 348 ACVRI PI TGSNPKAK VRI Pl TGSN 0. 2200 4623.7 50. 00 Sequence
DRB1_0401 118 LI STG ADTAYFGAE | STG ADTA 0.2199 4628. 7 50. 00 Sequence
DRB1_0401 40 AFDKSVFDDGLAFDG SVFDDGLAF 0.2195 4653. 2 50. 00 Sequence
DRB1_0401 74 PETARI DPFRAAKTL TARI DPFRA 0.2192 4668. 5 50. 00 Sequence
DRB1_0401 103 YSRDPRNI ARKAENY YSRDPRNI A 0.2186 4696. 6 50. 00 Sequence
DRB1_0401 205 LI NSGFI LEKGHHEV FI LEKGHHE 0.2177 4744.0 50. 00 Sequence
DRB1_0401 430 EADHEYLTEGGVFTN YLTEGGVFT 0.2154 4860. 2 50. 00 Sequence
DRB1_0401 404 LYELPPEEAASI PQT LYELPPEEA 0.2153 4864. 8 50. 00 Sequence
DRB1_0401 70 LLPDPETARI DPFRA LLPDPETAR 0.2139 4940. 2 50. 00 Sequence
DRB1_0401 175 RGYKVRHKGGYFPVA VRHKGGYFP 0.2133 4975. 6 50. 00 Sequence
DRB1_0401 455 RENEI EPVNI RPHPY NEI EPVNI R 0.2129 4997.5 50. 00 Sequence
DRB1_0401 349 CVRI Pl TGSNPKAKR VRI Pl TGSN 0.2127 5006. 6 50. 00 Sequence
DRB1_0401 38 ASAFDKSVFDDGLAF SAFDKSVFD 0.2104 5129.6 50. 00 Sequence
DRB1_0401 120 STG ADTAYFGAEAE TG ADTAYF 0.2103 5140. 4 50. 00 Sequence
DRB1_0401 123 | ADTAYFGAEAEFYl TAYFGAEAE 0.2098 5167. 1 50. 00 Sequence
DRB1_0401 98 FTLEPYSRDPRNI AR YSRDPRNI A 0. 2096 5177.9 50. 00 Sequence
DRB1_0401 261 FMPKPLFGDNGSGVH LFGDNGSGM 0. 2089 5217. 4 50. 00 Sequence
DRB1_0401 420 TQLSDVI DRLEADHE TQLSDVI DR 0.2077 5284. 0 50. 00 Sequence
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DRB1_0401 170 DGSPNRGYKVRHKGG NRGYKVRHK 0.2071 5321. 1 50. 00 Sequence
DRB1_0401 454 KRENEI EPVNI RPHP NEI EPVNI R 0. 2060 5384. 9 50. 00 Sequence
DRB1_0401 15 EKVEYVDVRFCDLPG KVEYVDVRF 0. 2056 5407. 5 50. 00 Sequence
DRB1_0401 259 VTFMPKPLFGDNGSG VTFMPKPLF 0.2044 5476. 0 50. 00 Sequence
DRB1_0401 107 PRNI ARKAENYLI ST RKAENYLIS 0.2036 5523. 1 50. 00 Sequence
DRB1_0401 457 NEI EPVNI RPHPYEF NEI EPVNI R 0.2034 5537. 4 50. 00 Sequence
DRB1_0401 260 TFMPKPLFGDNGSGM LFGDNGSGM 0.2017 5638. 4 50. 00 Sequence
DRB1_0401 456 ENEI EPVNI RPHPYE NEI EPVNI R 0.1986 5833. 1 50. 00 Sequence
DRB1_0401 419 PTQLSDVI DRLEADH TQLSDVI DR 0.1981 5864. 0 50. 00 Sequence
DRB1_0401 73 DPETARI DPFRAAKT TARI DPFRA 0.1967 5951. 8 50. 00 Sequence
DRB1_0401 203 TNLINSGFI LEKGHH NLI NSGFI L 0.1967 5951. 8 50. 00 Sequence
DRB1_0401 210 FILEKGHHEVGSGGQ FI LEKGHHE 0.1948 6077. 4 50. 00 Sequence
DRB1_0401 202 LTNLINSGFILEKGH NLI NSGFIL 0.1945 6097. 6 50. 00 Sequence
DRB1_0401 121 TG ADTAYFGAEAEF TG ADTAYF 0.1922 6250. 7 50. 00 Sequence
DRB1_0401 418 TPTQ.SDVI DRLEAD TQLSDVI DR 0.1894 6442. 3 50. 00 Sequence
DRB1_0401 321 PTVNSYKRLVPGYEA KRLVPGYEA 0.1881 6531. 9 50. 00 Sequence
DRB1_0401 429 LEADHEYLTEGGVFT YLTEGGVFT 0.1849 6761. 8 50. 00 Sequence
DRB1_0401 122 G ADTAYFGAEAEFY TAYFGAEAE 0.1845 6793. 3 50. 00 Sequence
DRB1_0401 14 DEKVEYVDVRFCDLP KVEYVDVRF 0.1826 6932. 7 50. 00 Sequence
DRB1_0401 34 FTI PASAFDKSVFDD FTI PASAFD 0.1812 7042.9 50. 00 Sequence
DRB1_0401 106 DPRNI ARKAENYLIS RKAENYLIS 0. 1809 7059. 6 50. 00 Sequence
DRB1_0401 37 PASAFDKSVFDDGLA SAFDKSVFD 0. 1804 7101. 4 50. 00 Sequence
DRB1_0401 351 RI Pl TGSNPKAKRLE Pl TGSNPKA 0.1802 7115. 1 50. 00 Sequence
DRB1_0401 159 GWANTGAATEADGSP WKTGAATEA 0.1774 7332.2 50. 00 Sequence
DRB1_0401 415 |PQTPTQLSDVIDRL |PQTPTQLS 0.1769 7373.1 50. 00 Sequence
DRB1_0401 13 KDEKVEYVDVRFCDL KVEYVDVRF 0.1767 7387.5 50. 00 Sequence
DRB1_0401 219 VGSGGQAEI NYQFNS SGGQAEI NY 0.1757 7468. 4 50. 00 Sequence
DRB1_0401 417 QTPTQSDVIDRLEA TQLSDVI DR 0.1753 7501. 0 50. 00 Sequence
DRB1_0401 169 ADGSPNRGYKVRHKG NRGYKVRHK 0.1733 7666. 5 50. 00 Sequence
DRB1_0401 366 FRSPDSSGNPYLAFS FRSPDSSGN 0.1728 7706. 6 50. 00 Sequence
DRB1_0401 141 VSFDSRANGSFYEVD VSFDSRANG 0.1674 8173. 3 50. 00 Sequence
DRB1_0401 414 SIPQTPTQLSDVIDR |PQTPTQLS 0.1662 8279. 4 50. 00 Sequence
DRB1_0401 184 GYFPVAPNDQYVDLR YFPVAPNDQ 0.1654 8355. 8 50. 00 Sequence
DRB1_0401 214 KGHHEVGSGGQAEI N KGHHEVGSG 0. 1649 8397.6 50. 00 Sequence
DRB1_0401 398 APVDKDLYELPPEEA LYELPPEEA 0.1636 8516. 0 50. 00 Sequence
DRB1_0401 218 EVGSGGQAEI NYQFN SGGQAEI NY 0.1632 8553. 1 50. 00 Sequence
DRB1_0401 352 | Pl TGSNPKAKRLEF Pl TGSNPKA 0. 1603 8827.0 50. 00 Sequence
DRB1_0401 11 LAKDEKVEYVDVRFC KVEYVDVRF 0. 1600 8849. 7 50. 00 Sequence
DRB1_0401 35 TI PASAFDKSVFDDG SAFDKSVFD 0.1572 9127.9 50. 00 Sequence
DRB1_0401 463 N RPHPYEFALYYDV YEFALYYDV 0. 1566 9183. 7 50. 00 Sequence
DRB1_0401 72 PDPETARI DPFRAAK TARI DPFRA 0. 1554 9309. 8 50. 00 Sequence
DRB1_0401 423 SDVI DRLEADHEYLT DVI DRLEAD 0.1544 9401. 9 50. 00 Sequence
DRB1_0401 412 AASIPQTPTQLSDVI | PQTPTQLS 0.1534 9508. 1 50. 00 Sequence
DRB1_0401 213 EKGHHEVGSGGQAEI GHHEVGSGG 0.1527 9583. 0 50. 00 Sequence
DRB1_0401 421 Q.SDVI DRLEADHEY QLSDVI DRL 0. 1507 9791. 7 50. 00 Sequence
DRB1_0401 212 LEKGHHEVGSGGQAE KGHHEVGSG 0. 1504 9827.0 50. 00 Sequence
DRB1_0401 105 RDPRNI ARKAENYLI RN ARKAEN 0.1493 9942. 9 50. 00 Sequence
DRB1_0401 36 | PASAFDKSVFDDGL SAFDKSVFD 0.1478 10103. 1 50. 00 Sequence
DRB1_0401 161 WNTGAATEADGSPNR WKTGAATEA 0.1478 10103. 7 50. 00 Sequence
DRB1_0401 217 HEVGSGGQAEI NYQF GSGGQAEI N 0.1476 10121. 2 50. 00 Sequence
DRB1_0401 424 DVI DRLEADHEYLTE DVI DRLEAD 0. 1470 10188. 4 50. 00 Sequence
DRB1_0401 416 PQTPTQLSDVIDRLE TQLSDVI DR 0.1467 10220. 2 50. 00 Sequence
DRB1_0401 185 YFPVAPNDQYVDLRD YFPVAPNDQ 0. 1465 10246. 7 50. 00 Sequence
DRB1_0401 12 AKDEKVEYVDVRFCD KVEYVDVRF 0.1463 10267. 6 50. 00 Sequence
DRB1_0401 458 ElI EPVNI RPHPYEFA El EPVNI RP 0. 1460 10298. 7 50. 00 Sequence
DRB1_0401 413 ASIPQTPTQLSDVID | PQTPTQLS 0. 1440 10528. 5 50. 00 Sequence
DRB1_0401 104 SRDPRNI ARKAENYL RNl ARKAEN 0.1431 10627. 1 50. 00 Sequence
DRB1_0401 422 LSDVI DRLEADHEYL DVI DRLEAD 0.1418 10782. 6 50. 00 Sequence
DRB1_0401 10 KLAKDEKVEYVDVRF LAKDEKVEY 0. 1406 10918. 6 50. 00 Sequence
DRB1_0401 160 WAKNTGAATEADGSPN WKTGAATEA 0. 1402 10964. 3 50. 00 Sequence
DRB1_0401 405 YELPPEEAASI PQTP YELPPEEAA 0. 1352 11577. 3 50. 00 Sequence
DRB1_0401 411 EAASI PQTPTQLSDV EAASI PQTP 0.1348 11634. 0 50. 00 Sequence
DRB1_0401 211 |LEKGHHEVGSGGQA KGHHEVGSG 0.1347 11644. 2 50. 00 Sequence
DRB1_0401 143 FDSRANGSFYEVDAI GSFYEVDAI 0. 1339 11737. 4 50. 00 Sequence
DRB1_0401 409 PEEAASI PQTPTQLS EEAASI PQT 0.1336 11777.5 50. 00 Sequence
DRB1_0401 369 PDSSGNPYLAFSAM. PYLAFSAM. 0.1323 11943.0 50. 00 Sequence
DRB1_0401 410 EEAASI PQTPTQLSD EEAASI PQT 0.1312 12093. 6 50. 00 Sequence
DRB1_0401 216 HHEVGSGGQAEI NYQ GSGGQAEI N 0.1311 12108. 6 50. 00 Sequence
DRB1_0401 267 FGDNGSGVHCHQSLW FGDNGSGVH 0. 1300 12255. 5 50. 00 Sequence
DRB1_0401 428 RLEADHEYLTEGGVF HEYLTEGGV 0.1288 12409. 8 50. 00 Sequence
DRB1_0401 353 Pl TGSNPKAKRLEFR Pl TGSNPKA 0.1269 12669. 4 50. 00 Sequence
DRB1_0401 427 DRLEADHEYLTEGGV LEADHEYLT 0. 1260 12787. 3 50. 00 Sequence
DRB1_0401 2 EKTPDDVFKLAKDEK VFKLAKDEK 0. 1259 12810. 1 50. 00 Sequence
DRB1_0401 71 LPDPETARI DPFRAA TARI DPFRA 0. 1255 12853. 8 50. 00 Sequence
DRB1_0401 168 EADGSPNRGYKVRHK NRGYKVRHK 0.1248 12952. 1 50. 00 Sequence
DRB1_0401 215 GHHEVGSGGQAEI NY GHHEVGSGG 0.1248 12964. 5 50. 00 Sequence
DRB1_0401 187 PVAPNDQYVDLRDKM QYVDLRDKM 0.1239 13084. 4 50. 00 Sequence
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DRB1_0401 142 SFDSRANGSFYEVDA SFDSRANGS 0.1196 13703. 8 50. 00 Sequence
DRB1_0401 386 GLDAG KNKI EPQAPV LDG KNKI E 0.1196 13707.1 50. 00 Sequence
DRB1_0401 164 GAATEADGSPNRGYK TEADGSPNR 0.1159 14266. 8 50. 00 Sequence
DRB1_0401 387 LDG KNKI EPQAPVD LDA KNKI E 0. 1140 14565. 6 50. 00 Sequence
DRB1_0401 462 VN RPHPYEFALYYD PHPYEFALY 0.1136 14629. 0 50. 00 Sequence
DRB1_0401 318 FTNPTVNSYKRLVPG FTNPTVNSY 0.1127 14768. 3 50. 00 Sequence
DRB1_0401 165 AATEADGSPNRGYKV TEADGSPNR 0.1122 14854.5 50. 00 Sequence
DRB1_0401 408 PPEEAASI PQTPTQL EAASI PQTP 0.1109 15066. 7 50. 00 Sequence
DRB1_0401 385 AGLDG KNKI EPQAP LDA KNKI E 0.1104 15149. 3 50. 00 Sequence
DRB1_0401 407 LPPEEAASI POTPTQ EEAASI PQT 0.1101 15200. 2 50. 00 Sequence
DRB1_0401 320 NPTVNSYKRLVPGYE VNSYKRLVP 0.1098 15240. 3 50. 00 Sequence
DRB1_0401 186 FPVAPNDQYVDLRDK FPVAPNDQY 0.1094 15313. 4 50. 00 Sequence
DRB1_0401 356 GSNPKAKRLEFRSPD KAKRLEFRS 0.1078 15572. 9 50. 00 Sequence
DRB1_0401 368 SPDSSGNPYLAFSAM SSGN\PYLAF 0.1042 16187.1 50. 00 Sequence
DRB1_0401 163 TGAATEADGSPNRGY GAATEADGS 0.1041 16202. 3 50. 00 Sequence
DRB1_0401 319 TNPTVNSYKRLVPGY NSYKRLVPG 0.1041 16202. 5 50. 00 Sequence
DRB1_0401 388 DG KNKI EPQAPVDK | KNKI EPQA 0.1031 16392.0 50. 00 Sequence
DRB1_0401 406 ELPPEEAASI PQTPT PEEAASI PQ 0.1016 16655. 6 50. 00 Sequence
DRB1_0401 397 QAPVDKDLYELPPEE DKDLYELPP 0. 1001 16929. 2 50. 00 Sequence
DRB1_0401 426 |DRLEADHEYLTEGG LEADHEYLT 0. 1000 16940.9 50. 00 Sequence
DRB1_0401 425 VIDRLEADHEYLTEG LEADHEYLT 0. 0996 17026. 5 50. 00 Sequence
DRB1_0401 166 ATEADGSPNRGYKVR TEADGSPNR 0. 0972 17467.9 50. 00 Sequence
DRB1_0401 162 NTGAATEADGSPNRG GAATEADGS 0. 0967 17556. 5 50. 00 Sequence
DRB1_0401 295 AG.SDTARHYI GGLL AG.SDTARH 0. 0963 17638. 6 50. 00 Sequence
DRB1_0401 367 RSPDSSGNPYLAFSA RSPDSSGNP 0. 0933 18214.8 50. 00 Sequence
DRB1_0401 167 TEADGSPNRGYKVRH TEADGSPNR 0. 0929 18292. 6 50. 00 Sequence
DRB1_0401 461 PVNI RPHPYEFALYY PVNI RPHPY 0.0928 18324.9 50. 00 Sequence
DRB1_0401 1 TEKTPDDVFKLAKDE TEKTPDDVF 0.0911 18652. 4 50. 00 Sequence
DRB1_0401 355 TGSNPKAKRLEFRSP KAKRLEFRS 0. 0893 19018. 8 50. 00 Sequence
DRB1_0401 354 | TGSNPKAKRLEFRS | TGSNPKAK 0. 0883 19225. 3 50. 00 Sequence
DRB1_0401 391 KNKI EPQAPVDKDLY NKI EPQAPV 0.0868 19557. 2 50. 00 Sequence
DRB1_0401 460 EPVN RPHPYEFALY PVN RPHPY 0. 0866 19588. 7 50. 00 Sequence
DRB1_0401 459 | EPVNI RPHPYEFAL | EPVNI RPH 0. 0858 19765. 7 50. 00 Sequence
DRB1_0401 389 @G KNKI EPQAPVDKD NKI EPQAPV 0. 0853 19874. 6 50. 00 Sequence
DRB1_0401 0 VTEKTPDDVFKLAKD TEKTPDDVF 0. 0839 20162. 9 50. 00 Sequence
DRB1_0401 390 | KNKI EPQAPVDKDL NKI EPQAPV 0. 0836 20240.7 50. 00 Sequence
DRB1_0401 396 PQAPVDKDLYELPPE DKDLYELPP 0.0796 21122.0 50. 00 Sequence
DRB1_0401 392 NKI EPQAPVDKDLYE NKI EPQAPV 0.0743 22383. 6 50. 00 Sequence
DRB1_0401 393 KIEPQAPVDKDLYEL | EPQAPVDK 0.0631 25267. 3 50. 00 Sequence
DRB1_0401 394 | EPQAPVDKDLYELP | EPQAPVDK 0. 0624 25446. 7 50. 00 Sequence
DRB1_0401 395 EPQAPVDKDLYELPP QAPVDKDLY 0. 0423 31642. 4 50. 00 Sequence

Al lele: DRB1_0401. Number of high binders 17. Nunber of weak binders 107. Nunber of peptides 464

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random I dentity
DRB1_0404 312 APSLLAFTNPTVNSY SLLAFTNPT 0. 8493 5.1 SB 0. 05 Sequence
DRB1_0404 313 PSLLAFTNPTVNSYK SLLAFTNPT 0. 8488 5.1 SB 0. 05 Sequence
DRB1_0404 311 HAPSLLAFTNPTVNS SLLAFTNPT 0. 8409 5.6 SB 0. 10 Sequence
DRB1_0404 314 SLLAFTNPTVNSYKR SLLAFTNPT 0. 8059 8.2 SB 0. 30 Sequence
DRB1_0404 310 HHAPSLLAFTNPTVN SLLAFTNPT 0. 8050 8.2 SB 0. 30 Sequence
DRB1_0404 309 LHHAPSLLAFTNPTV SLLAFTNPT 0. 7525 14. 6 SB 1.00 Sequence
DRB1_0404 197 LRDKM.TNLINSGFI  M.TNLI NSG 0.7448 15.8 SB 2.00 Sequence
DRB1_0404 198 RDKM.TNLINSGFIL MTNLI NSG 0. 7446 15.9 SB 2.00 Sequence
DRB1_0404 196 DLRDKMLTNLINSGF DKM.TNLI N 0.7193 20.8 SB 2.00 Sequence
DRB1_0404 199 DKM.TNLI NSGFI LE M.TNLI NSG 0.7168 21. 4 SB 2.00 Sequence
DRB1_0404 226 EI NYQFNSLLHAADD EI NYQFNSL 0.7160 21.6 SB 2.00 Sequence
DRB1_0404 225 AEI NYQFNSLLHAAD EI NYQFNSL 0. 7050 24.3 SB 4.00 Sequence
DRB1_0404 195 VDLRDKMLTNLI NSG DKM.TNLI N 0. 6834 30.7 SB 4.00 Sequence
DRB1_0404 224 QAElI NYQFNSLLHAA EI NYQFNSL 0. 6804 31.8 SB 4.00 Sequence
DRB1_0404 308 LLHHAPSLLAFTNPT SLLAFTNPT 0.6734 34.2 SB 4.00 Sequence
DRB1_0404 200 KM.TNLINSGFI LEK M.TNLI NSG 0.6709 35.2 SB 4.00 Sequence
DRB1_0404 223 GQAEI NYQFNSLLHA EI NYQFNSL 0.6441 47.0 SB 8.00 Sequence
DRB1_0404 54 GSSI RGFQSI HESDM  SI RGFQSI H 0. 6423 48. 0 SB 8.00 Sequence
DRB1_0404 53 DGSSI RGFQSI HESD  SI RGFQSI H 0.6318 53.7 \B 8.00 Sequence
DRB1_0404 55 SSI RGFQSI HESDML Sl RGFQSIH 0. 6315 53.9 B 8.00 Sequence
DRB1_0404 154 VDAI SGMINTGAATE Al SGNWNTG 0. 6052 71.6 \B 16. 00 Sequence
DRB1_0404 194 YVDLRDKMLTNLINS LRDKM_TNL 0. 6051 71.7 \B 16. 00 Sequence
DRB1_0404 155 DAI SGWAWNTGAATEA Al SGNWNTG 0. 5995 76. 2 VB 16. 00 Sequence
DRB1_0404 153 EVDAI SGAWWTGAAT Al SGNWNTG 0. 5972 78.1 VB 16. 00 Sequence
DRB1_0404 66 SDMLLLPDPETARI D DM.LLPDPE 0.5941 80. 8 B 16. 00 Sequence
DRB1_0404 28 PG MOHFTI PASAFD | MQHFTI PA 0. 5877 86. 6 VB 16. 00 Sequence
DRB1_0404 380 SAMLMAGLDA KNKI  MLMAGLDAE 0. 5837 90. 4 \B 16. 00 Sequence
DRB1_0404 67 DM.LLPDPETARI DP M.LLPDPET 0. 5832 90.9 B 16. 00 Sequence
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DRB1_0404 65 ESDM.LLPDPETARI DM.LLPDPE 0.5826 91.5 WB  16.00 Sequence
DRB1_0404 227 | NYQFNSLLHAADDM QFNSLLHAA 0.5812 92.9 W 16.00 Sequence
DRB1_0404 27 LPG MQHFTI PASAF | MQHFTI PA 0.5798 94. 3 W 16.00 Sequence
DRB1_0404 52 FDGSS| RGFQSI HES S| RGFGSI H 0.5796 94.5 WB  16.00 Sequence
DRB1_0404 443 TNDLI ETW SFKREN DLI ETW SF 0.5780 96. 1 WB  16.00 Sequence
DRB1_0404 378 AFSAMLMAGLDG KN M.MAGLDG 0.5780 96. 2 WB  16.00 Sequence
DRB1_0404 444 NDLI ETW SFKRENE DLI ETW SF 0.5768 97.4 W 16.00 Sequence
DRB1_0404 379 FSAMLMAGLDG KNK M.MAGLDG 0.5749 99. 4 WB  16.00 Sequence
DRB1_0404 375 PYLAFSAMLMAGLDG PYLAFSAM. 0.5688 106. 2 WB  16.00 Sequence
DRB1_0404 381 AM.MAGLDG KNKIE M.MAGLDG 0. 5665 108.8 W 16.00 Sequence
DRB1_0404 29 G MHFTI PASAFDK G MHFTI P 0.5649 110.8 W 16.00 Sequence
DRB1_0404 374 NPYLAFSAMLMAGLD PYLAFSAM 0.5620 114.3 W 16.00 Sequence
DRB1_0404 241 MQLYKY! | KNTAWON YKYI | KNTA 0. 5587 118. 4 WB  16.00 Sequence
DRB1_0404 442 FTNDLI ETW SFKRE DLI ETW SF 0. 5539 124.8 W  16.00 Sequence
DRB1_0404 26 DLPG MHFTI PASA G MHFTI P 0.5512 128.5 W 16.00 Sequence
DRB1_0404 152 YEVDAI SGWANTGAA Al SGMNTG 0. 5502 129.9 WB  16.00 Sequence
DRB1_0404 64 HESDMLLLPDPETAR DM.LLPDPE 0.5482 132.7 WB  16.00 Sequence
DRB1_0404 240 DMQLYKY! | KNTAWQ QLYKY! | KN 0. 5460 135.9 W 16.00 Sequence
DRB1_0404 228 NYQFNSLLHAADDMQ QFNSLLHAA 0.5441 138.8 WB  16.00 Sequence
DRB1_0404 201 M.TNLI NSGFI LEKG M.TNLI NSG 0.5422 141.6 WB  16.00 Sequence
DRB1_0404 377 LAFSAMLMAGLDG K M.MAGLDG 0.5397 145.5 W 16.00 Sequence
DRB1_0404 445 DLI ETW SFKRENEI DLl ETW SF 0.5367 150. 3 WB  16.00 Sequence
DRB1_0404 133 AEFY| FDSVSFDSRA FYI FDSVSF 0.5358 151. 7 W  16.00 Sequence
DRB1_0404 222 GGQAEI NYQFNSLLH EI NYQFNSL 0.5355 152.3 WB  16.00 Sequence
DRB1_0404 373 GNPYLAFSAMLMAGL PYLAFSAM 0.5331 156. 3 WB  16.00 Sequence
DRB1_0404 132 EAEFYI FDSVSFDSR FYI FDSVSF 0.5328 156. 8 W 16.00 Sequence
DRB1_0404 307 GLLHHAPSLLAFTNP GLLHHAPSL 0. 5300 161.6 WB  16.00 Sequence
DRB1_0404 382 M.MAGLDG KNKI EP  M.MAGLDG 0. 5260 168. 7 WB  16.00 Sequence
DRB1_0404 242 QLYKY! | KNTAWONG  YKYI | KNTA 0.5226 175.1 W 32.00 Sequence
DRB1_0404 51 AFDGSSI RGFQSI HE Sl RGFQSI H 0.5210 178. 2 W 32.00 Sequence
DRB1_0404 239 DDMQLYKY!I | KNTAW QLYKY! | KN 0.5198 180.5 W  32.00 Sequence
DRB1_0404 441 VFTNDLI ETW SFKR DLl ETW SF 0.5177 184.7 W  32.00 Sequence
DRB1_0404 306 GGLLHHAPSLLAFTN GLLHHAPSL 0.5174 185. 2 WB  32.00 Sequence
DRB1_0404 376 YLAFSAMLMAGLDG FSAM.MAGL 0.5152 189. 7 W  32.00 Sequence
DRB1_0404 131 AEAEFYI FDSVSFDS FYI FDSVSF 0.5100 200. 6 WB  32.00 Sequence
DRB1_0404 305 | GGLLHHAPSLLAFT GLLHHAPSL 0. 5094 202.0 WB  32.00 Sequence
DRB1_0404 113 KAENYLI STG ADTA YLI STG AD 0.5081 204. 9 W 32.00 Sequence
DRB1_0404 114 AENYLI STG ADTAY YLI STG AD 0.5076 206. 1 W 32.00 Sequence
DRB1_0404 115 ENYLI STG ADTAYF YLI STG AD 0.5068 207.8 W 32.00 Sequence
DRB1_0404 56 S| RGFQSI HESDMLL S| RGFGSI H 0.5067 207.9 WB  32.00 Sequence
DRB1_0404 372 SGNPYLAFSAMLMAG PYLAFSAM 0. 5003 223.0 W  32.00 Sequence
DRB1_0404 193 QYVDLRDKMLTNLIN LRDKM.TNL 0.4996 224.7 W 32.00 Sequence
DRB1_0404 25 CDLPG MQHFTI PAS | MQHFTI PA 0.4971 230. 8 W  32.00 Sequence
DRB1_0404 229 YQFNSLLHAADDMQL QFNSLLHAA 0. 4960 233.6 W  32.00 Sequence
DRB1_0404 134 EFYl FDSVSFDSRAN FYI FDSVSF 0. 4934 240.0 W 32.00 Sequence
DRB1_0404 151 FYEVDAI SGWNTGA Al SGANTG 0. 4916 244.9 W 32.00 Sequence
DRB1_0404 112 RKAENYLI STG ADT YLI STG AD 0. 4909 246. 7 WB  32.00 Sequence
DRB1_0404 304 Y| GGLLHHAPSLLAF GLLHHAPSL 0. 4880 254.5 W 32.00 Sequence
DRB1_0404 238 ADDMOLYKY! | KNTA MQLYKY! | K 0. 4840 265. 7 WB  32.00 Sequence
DRB1_0404 30 | MOHFTI PASAFDKS | MQHFTI PA 0.4825 270. 2 W 32.00 Sequence
DRB1_0404 63 | HESDM.LLPDPETA DM.LLPDPE 0. 4806 275. 8 W 32.00 Sequence
DRB1_0404 116 NYLI STG ADTAYFG YLI STG AD 0.4793 279.8 W  32.00 Sequence
DRB1_0404 156 Al SGWANTGAATEAD Al SGAMNTG 0.4770 286. 8 W 32.00 Sequence
DRB1_0404 315 LLAFTNPTVNSYKRL LLAFTNPTV 0. 4744 294. 9 W  32.00 Sequence
DRB1_0404 303 HYI GGLLHHAPSLLA LLHHAPSLL 0.4736 297.5 W 32.00 Sequence
DRB1_0404 80 DPFRAAKTLNI NFFV FRAAKTLNI 0.4734 298.0 W 32.00 Sequence
DRB1_0404 81 PFRAAKTLNINFFVH FRAAKTLNI 0.4728 300. 2 W 32.00 Sequence
DRB1_0404 68 M.LLPDPETARI DPF M.LLPDPET 0.4718 303.3 WB  32.00 Sequence
DRB1_0404 19 YVDVRFCDLPG MQH RFCDLPG M 0. 4699 309. 8 W 32.00 Sequence
DRB1_0404 130 GAEAEFYI FDSVSFD FYI FDSVSF 0. 4670 319. 6 W 32.00 Sequence
DRB1_0404 50 LAFDGSSI RGFQSIH S| RGFQSI H 0. 4645 328.1 W 32.00 Sequence
DRB1_0404 79 | DPFRAAKTLNI NFF FRAAKTLNI 0. 4639 330. 6 WB  32.00 Sequence
DRB1_0404 347 SACVRI Pl TGSNPKA Rl PI TGSNP 0. 4625 335. 7 WB  32.00 Sequence
DRB1_0404 78 RI DPFRAAKTLNI NF FRAAKTLNI 0. 4597 345. 8 W 32.00 Sequence
DRB1_0404 77 ARI DPFRAAKTLNIN DPFRAAKTL 0. 4595 346. 4 W 32.00 Sequence
DRB1_0404 440 GVFTNDLI ETW SFK DLI ETW SF 0. 4587 349. 4 W  32.00 Sequence
DRB1_0404 243 LYKYI | KNTAWONGK  YKYI | KNTA 0. 4583 350. 9 W 32.00 Sequence
DRB1_0404 371 SSGNPYLAFSAMLMA PYLAFSAM 0. 4536 369.5 W 32.00 Sequence
DRB1_0404 21 DVRFCDLPG MHFT RFCDLPG M 0. 4524 374. 1 W 32.00 Sequence
DRB1_0404 20 VDVRFCDLPG MQHF RFCDLPG M 0. 4523 374.7 W  32.00 Sequence
DRB1_0404 24 FCDLPG MQHFTI PA G MHFTI P 0.4517 376.9 WB  32.00 Sequence
DRB1_0404 346 RSACVRI Pl TGSNPK ACVRI PI TG 0.4511 379.5 W 32.00 Sequence
DRB1_0404 82 FRAAKTLNI NFFVHD FRAAKTLNI 0. 4509 380.5 W 32.00 Sequence
DRB1_0404 348 ACVRI PI TGSNPKAK Rl PI TGSNP 0. 4483 391. 4 W  32.00 Sequence
DRB1_0404 111 ARKAENYLISTG AD YLI STG AD 0. 4464 399. 3 W  32.00 Sequence
DRB1_0404 257 KTVTFMPKPLFGDNG TVTFMPKPL 0. 4453 404. 3 W 32.00 Sequence
DRB1_0404 135 FYI FDSVSFDSRANG FYI FDSVSF 0.4432 413.5 W  32.00 Sequence
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DRB1_0404 256 GKTVTFMPKPLFGDN TVTFMPKPL 0. 4418 419.9 WB  32.00 Sequence
DRB1_0404 221 SGGQAEI NYQFNSLL ElI NYQFNSL 0. 4415 421.1 W  32.00 Sequence
DRB1_0404 345 NRSACVRI PITGSNP ACVRI Pl TG 0. 4357 448. 1 WB  32.00 Sequence
DRB1_0404 258 TVTFMPKPLFGDNGS TVTFMPKPL 0. 4350 451. 6 WB  32.00 Sequence
DRB1_0404 18 EYVDVRFCDLPG MQ RFCDLPG M 0. 4331 461.0 WB  32.00 Sequence
DRB1_0404 22 VRFCDLPG MQHFTI RFCDLPG M 0. 4330 461. 7 WB  32.00 Sequence
DRB1_0404 117 YLI STG ADTAYFGA YLI STG AD 0. 4326 463.7 W 32.00 Sequence
DRB1_0404 302 RHYI GGLLHHAPSLL HY! GGLLHH 0. 4325 464. 4 WB  32.00 Sequence
DRB1_0404 349 CVRI Pl TGSNPKAKR Rl Pl TGSNP 0.4313 470. 2 WB  32.00 Sequence
DRB1_0404 23 RFCDLPG MQHFTIP RFCDLPG M 0. 4287 483.9 W  32.00 Sequence
DRB1_0404 76 TARI DPFRAAKTLNI  DPFRAAKTL 0. 4272 491. 4 W 32.00 Sequence
DRB1_0404 150 SFYEVDAI SGAWINTG Al SGANNTG 0. 4240 509. 1 32.00 Sequence
DRB1_0404 255 NGKTVTFMPKPLFGD TVTFMPKPL 0. 4232 513. 4 32.00 Sequence
DRB1_0404 230 GQFNSLLHAADDMOLY QFNSLLHAA 0.4168 549. 9 32.00 Sequence
DRB1_0404 244 YKYI | KNTAWONGKT ~ YKYI | KNTA 0. 4147 562. 7 32.00 Sequence
DRB1_0404 87 TLNI NFFVHDPFTLE LN NFFVHD 0. 4137 569. 1 32.00 Sequence
DRB1_0404 62 S| HESDM.LLPDPET DM.LLPDPE 0. 4134 570. 4 32.00 Sequence
DRB1_0404 334 EAPI NLVYSQRNRSA Pl NLVYSQR 0. 4130 573.0 32.00 Sequence
DRB1_0404 328 RLVPGYEAPI NLVYS LVPGYEAPI 0. 4130 573. 2 32.00 Sequence
DRB1_0404 300 TARHYI GGLLHHAPS TARHYI GGL 0. 4097 594. 1 32.00 Sequence
DRB1_0404 129 FGAEAEFYI FDSVSF FYI FDSVSF 0. 4056 621. 2 50. 00 Sequence
DRB1_0404 88 LN NFFVHDPFTLEP LN NFFVHD 0. 3997 662.0 50. 00 Sequence
DRB1_0404 333 YEAPI NLVYSQRNRS Pl NLVYSQR 0. 3985 670. 7 50. 00 Sequence
DRB1_0404 350 VRI Pl TGSNPKAKRL Rl Pl TGSNP 0. 3981 673. 6 50. 00 Sequence
DRB1_0404 31 MQHFTI PASAFDKSV HFTI PASAF 0. 3954 693. 7 50. 00 Sequence
DRB1_0404 299 DTARHYI GGLLHHAP TARHYI GGL 0. 3953 694. 5 50. 00 Sequence
DRB1_0404 327 KRLVPGYEAPI NLVY LVPGYEAPI 0. 3944 700. 9 50. 00 Sequence
DRB1_0404 237 AADDMOLYKYI I KNT MQLYKY! | K 0. 3943 701. 4 50. 00 Sequence
DRB1_0404 411 EAASI PQTPTQLSDV Sl PQTPTQL 0. 3939 704. 8 50. 00 Sequence
DRB1_0404 326 YKRLVPGYEAPI NLV LVPGYEAPI 0.3934 708.9 50. 00 Sequence
DRB1_0404 86 KTLNI NFFVHDPFTL LN NFFVHD 0. 3908 728.5 50. 00 Sequence
DRB1_0404 344 RNRSACVRIPITGSN ACVRI Pl TG 0. 3900 735. 3 50. 00 Sequence
DRB1_0404 412 AAS| PQTPTQLSDVI  SI PQTPTQL 0. 3886 746. 6 50. 00 Sequence
DRB1_0404 301 ARHYI GGLLHHAPSL HY! GGLLHH 0. 3875 755. 6 50. 00 Sequence
DRB1_0404 335 APl NLVYSQRNRSAC Pl NLVYSQR 0. 3874 756. 3 50. 00 Sequence
DRB1_0404 414 S| PQTPTQLSDVIDR Sl PQTPTQL 0. 3855 772.0 50. 00 Sequence
DRB1_0404 17 VEYVDVRFCDLPG M RFCDLPG M 0. 3808 811.9 50. 00 Sequence
DRB1_0404 370 DSSGNPYLAFSAMLM PYLAFSAM. 0.3773 843. 4 50. 00 Sequence
DRB1_0404 110 |ARKAENYLI STGIA KAENYLI ST 0.3730 884.0 50. 00 Sequence
DRB1_0404 413 AS| PQTPTQLSDVID Sl PQTPTQL 0.3713 899. 5 50. 00 Sequence
DRB1_0404 32 QHFTI PASAFDKSVF HFTI PASAF 0. 3694 918. 8 50. 00 Sequence
DRB1_0404 351 RI Pl TGSNPKAKRLE RI Pl TGSNP 0. 3690 922.5 50. 00 Sequence
DRB1_0404 298 SDTARHYI GGLLHHA TARHYI GGL 0. 3679 933.7 50. 00 Sequence
DRB1_0404 89 N NFFVHDPFTLEPY NFFVHDPFT 0.3678 934. 6 50. 00 Sequence
DRB1_0404 16 KVEYVDVRFCDLPG  YVDVRFCDL 0. 3669 943. 6 50. 00 Sequence
DRB1_0404 325 SYKRLVPGYEAPINL LVPGYEAPI 0. 3659 954. 3 50. 00 Sequence
DRB1_0404 336 Pl NLVYSQRNRSACY Pl NLVYSQR 0. 3626 988. 7 50. 00 Sequence
DRB1_0404 49 GLAFDGSSI RGFQSI  SSI RGFQSI 0.3611 1005. 5 50. 00 Sequence
DRB1_0404 85 AKTLNI NFFVHDPFT LN NFFVHD 0. 3604 1012. 3 50. 00 Sequence
DRB1_0404 332 GYEAPI NLVYSQRNR Pl NLVYSQR 0. 3596 1021.7 50. 00 Sequence
DRB1_0404 192 DQYVDLRDKMLTNLI ~ RDKMLTNLI 0. 3588 1029. 8 50. 00 Sequence
DRB1_0404 291 ETGYAGLSDTARHYl TGYAGLSDT 0. 3587 1031. 2 50. 00 Sequence
DRB1_0404 362 KRLEFRSPDSSGNPY EFRSPDSSG 0.3581 1037. 6 50. 00 Sequence
DRB1_0404 254 QNGKTVTFMPKPLFG TVTFMPKPL 0. 3568 1052. 8 50. 00 Sequence
DRB1_0404 292 TGYAGLSDTARHYI G TGYAGLSDT 0. 3548 1075. 6 50. 00 Sequence
DRB1_0404 84 AAKTLN NFFVHDPF TLN NFFVH 0. 3538 1087.5 50. 00 Sequence
DRB1_0404 90 | NFFVHDPFTLEPYS NFFVHDPFT 0.3531 1095. 5 50. 00 Sequence
DRB1_0404 361 AKRLEFRSPDSSGNP EFRSPDSSG 0. 3526 1101.5 50. 00 Sequence
DRB1_0404 410 EEAASI PQTPTQLSD Sl PQTPTQL 0. 3506 1125. 6 50. 00 Sequence
DRB1_0404 231 FNSLLHAADDMQLYK LLHAADDMQ 0. 3498 1135.6 50. 00 Sequence
DRB1_0404 232 NSLLHAADDMQLYKY LLHAADDMQ 0.3482 1155. 9 50. 00 Sequence
DRB1_0404 329 LVPGYEAPI NLVYSQ LVPGYEAPI 0.3473 1166. 7 50. 00 Sequence
DRB1_0404 290 DETGYAGLSDTARHY TGYAGLSDT 0. 3471 1169. 4 50. 00 Sequence
DRB1_0404 149 GSFYEVDAI SGWANT FYEVDAI SG 0. 3469 1171.3 50. 00 Sequence
DRB1_0404 439 GGVFTNDLI ETW SF DLI ETW SF 0. 3442 1206. 4 50. 00 Sequence
DRB1_0404 83 RAAKTLNI NFFVHDP AAKTLNI NF 0. 3437 1212. 9 50. 00 Sequence
DRB1_0404 343 QRNRSACVRI PITGS ACVRI Pl TG 0. 3392 1273. 4 50. 00 Sequence
DRB1_0404 324 NSYKRLVPGYEAPIN LVPGYEAPI 0. 3386 1281. 6 50. 00 Sequence
DRB1_0404 316 LAFTNPTVNSYKRLV LAFTNPTVN 0.3374 1298. 4 50. 00 Sequence
DRB1_0404 33 HFTI PASAFDKSVFD HFTI PASAF 0. 3349 1334. 4 50. 00 Sequence
DRB1_0404 360 KAKRLEFRSPDSSGN KRLEFRSPD 0. 3346 1339. 2 50. 00 Sequence
DRB1_0404 233 SLLHAADDMQLYKY!  LHAADDMQL 0.3318 1380. 1 50. 00 Sequence
DRB1_0404 363 RLEFRSPDSSGNPYL EFRSPDSSG 0.3314 1385. 7 50. 00 Sequence
DRB1_0404 297 LSDTARHYI GGLLHH TARHYI GGL 0.3279 1439.0 50. 00 Sequence
DRB1_0404 48 DGLAFDGSSI RGFQS GLAFDGSSI 0.3267 1457.9 50. 00 Sequence
DRB1_0404 236 HAADDMOLYKYI I KN MQLYKY! | K 0. 3239 1502. 6 50. 00 Sequence
DRB1_0404 183 GGYFPVAPNDQYVDL FPVAPNDQY 0. 3230 1517. 2 50. 00 Sequence
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DRBL_0404 44 SVFDDGLAFDGSSI R GLAFDGSSI 0.2319 4065. 5 50. 00 Sequence
DRB1_0404 420 TQLSDVI DRLEADHE TQLSDVI DR 0.2310 4105. 4 50. 00 Sequence
DRB1_0404 365 EFRSPDSSGNPYLAF EFRSPDSSG 0. 2309 4110. 6 50. 00 Sequence
DRB1_0404 320 NPTVNSYKRLVPGYE TVNSYKRLV 0. 2296 4171.3 50. 00 Sequence
DRBL 0404 3 KTPDDVFKLAKDEKV FKLAKDEKV 0. 2250 4380. 2 50. 00 Sequence
DRBL_0404 352 | Pl TGSNPKAKRLEF | PI TGSNPK 0.2224 4505. 1 50. 00 Sequence
DRB1_0404 449 TW SFKRENEI EPVN TW SFKREN 0.2214 4554. 3 50. 00 Sequence
DRBL 0404 275 HCHQSLWKDGAPLMY SLWKDGAPL 0. 2202 4613.5 50. 00 Sequence
DRB1_0404 416 PQTPTQLSDVIDRLE TPTQLSDVI 0.2183 4711.1 50. 00 Sequence
DRB1_0404 261 FMPKPLFGDNGSGVH PKPLFGDNG 0.2182 4718.7 50. 00 Sequence
DRB1_0404 205 LI NSGFI LEKGHHEV LI NSGFI LE 0.2179 4733.7 50. 00 Sequence
DRB1_0404 419 PTQLSDVI DRLEADH TQLSDVI DR 0.2171 4775.1 50. 00 Sequence
DRB1_0404 423 SDVI DRLEADHEYLT DVI DRLEAD 0. 2169 4784.5 50. 00 Sequence
DRB1_0404 317 AFTNPTVNSYKRLVP FTNPTVNSY 0.2166 4797. 4 50. 00 Sequence
DRB1_0404 415 |PQTPTQLSDVI DRL TPTQLSDVI 0.2165 4804. 8 50. 00 Sequence
DRB1_0404 260 TFMPKPLFGDNGSGM FMPKPLFGD 0.2164 4810. 5 50. 00 Sequence
DRB1_0404 358 NPKAKRLEFRSPDSS KRLEFRSPD 0.2163 4812. 6 50. 00 Sequence
DRB1_0404 252 AWONGKTVTFMPKPL TVTFMPKPL 0.2163 4812. 6 50. 00 Sequence
DRB1_0404 186 FPVAPNDQYVDLRDK FPVAPNDQY 0. 2160 4833. 0 50. 00 Sequence
DRB1_0404 319 TNPTVNSYKRLVPGY TVNSYKRLV 0.2157 4844.2 50. 00 Sequence
DRBL_0404 12 AKDEKVEYVDVRFCD EKVEYVDVR 0.2154 4863. 3 50. 00 Sequence
DRB1_0404 190 PNDQYVDLRDKMLTN YVDLRDKM. 0.2148 4891. 7 50. 00 Sequence
DRB1_0404 247 || KNTAWONGKTVTF || KNTAWON 0.2125 5014. 9 50. 00 Sequence
DRB1_0404 448 ETW SFKRENEI EPV TW SFKREN 0.2118 5053. 3 50. 00 Sequence
DRB1_0404 339 LVYSQRNRSACVRI P LVYSQRNRS 0.2116 5064. 2 50. 00 Sequence
DRB1_0404 73 DPETARI DPFRAAKT Rl DPFRAAK 0.2113 5084. 6 50. 00 Sequence
DRB1_0404 294 YAGLSDTARHYI GGL YAGLSDTAR 0.2102 5141. 7 50. 00 Sequence
DRB1_0404 281 WKDGAPLMYDETGYA APLMYDETG 0.2102 5145. 9 50. 00 Sequence
DRB1_0404 384 MAGLDG KNKI EPQA GLDG KNKI 0.2077 5282. 7 50. 00 Sequence
DRBL_0404 34 FTI PASAFDKSVFDD FTI PASAFD 0.2076 5292. 0 50. 00 Sequence
DRB1_0404 447 | ETW SFKRENEI EP TW SFKREN 0.2074 5299. 5 50. 00 Sequence
DRB1_0404 422 LSDVI DRLEADHEYL DVI DRLEAD 0.2073 5307. 5 50. 00 Sequence
DRB1_0404 136 Yl FDSVSFDSRANGS YI FDSVSFD 0. 2068 5337. 4 50. 00 Sequence
DRBL 0404 9 FKLAKDEKVEYVDVR FKLAKDEKY 0. 2049 5446. 2 50. 00 Sequence
DRB1_0404 318 FTNPTVNSYKRLVPG FTNPTVNSY 0. 2042 5486. 8 50. 00 Sequence
DRB1_0404 463 N RPHPYEFALYYDV YEFALYYDV 0.2041 5491. 4 50. 00 Sequence
DRB1_0404 286 PLMYDETGYAGLSDT PLMYDETGY 0. 2035 5527.5 50. 00 Sequence
DRB1_0404 35 TI PASAFDKSVFDDG PASAFDKSV 0. 2035 5530. 7 50. 00 Sequence
DRB1_0404 424 DVI DRLEADHEYLTE DVI DRLEAD 0. 2026 5587. 0 50. 00 Sequence
DRB1_0404 438 EGGVFTNDLIETWS VFTNDLIET 0.1975 5900. 2 50. 00 Sequence
DRBL_0404 36 | PASAFDKSVFDDGL PASAFDKSV 0.1971 5928. 3 50. 00 Sequence
DRB1_0404 268 GDNGSGVHCHQSLWK SGVHCHQSL 0. 1969 5942. 5 50. 00 Sequence
DRB1_0404 179 VRHKGGYFPVAPNDQ HKGGYFPVA 0.1968 5945. 8 50. 00 Sequence
DRBL 0404 41 FDKSVFDDGLAFDGS SVFDDGLAF 0.1967 5952. 4 50. 00 Sequence
DRB1_0404 276 CHQSLWKDGAPLMYD SLVKDGAPL 0. 1956 6022. 8 50. 00 Sequence
DRB1_0404 341 YSQRNRSACVRIPIT SACVRIPIT 0. 1956 6023. 7 50. 00 Sequence
DRB1_0404 421 QLSDVI DRLEADHEY DVI DRLEAD 0.1936 6152. 2 50. 00 Sequence
DRB1_0404 457 NEI EPVNI RPHPYEF | EPVNI RPH 0.1925 6230. 1 50. 00 Sequence
DRB1_0404 42 DKSVFDDGLAFDGSS SVFDDGLAF 0.1923 6242.5 50. 00 Sequence
DRB1_0404 262 MPKPLFGDNGSGMHC PLFGDNGSG 0.1918 6278. 0 50. 00 Sequence
DRBL 0404 263 PKPLFGDNGSGVHCH PLFGDNGSG 0.1915 6296. 8 50. 00 Sequence
DRB1_0404 43 KSVFDDGLAFDGSSI SVFDDGLAF 0.1915 6297. 4 50. 00 Sequence
DRB1_0404 40 AFDKSVFDDGLAFDG SVFDDGLAF 0. 1908 6343.5 50. 00 Sequence
DRB1_0404 287 LMYDETGYAGLSDTA TGYAGLSDT 0. 1905 6366. 8 50. 00 Sequence
DRB1_0404 37 PASAFDKSVFDDGLA PASAFDKSV 0. 1903 6378. 4 50. 00 Sequence
DRB1_0404 456 ENEI EPVNI RPHPYE | EPVNI RPH 0. 1850 6753. 2 50. 00 Sequence
DRB1_0404 106 DPRNI ARKAENYLIS | ARKAENYL 0.1833 6883. 9 50. 00 Sequence
DRB1_0404 459 | EPVNI RPHPYEFAL | EPVNI RPH 0.1831 6892. 9 50. 00 Sequence
DRB1_0404 189 APNDQYVDLRDKM.T YVDLRDKM. 0.1821 6974. 6 50. 00 Sequence
DRBL 0404 97 PFTLEPYSRDPRNIA FTLEPYSRD 0.1818 6993. 4 50. 00 Sequence
DRB1_0404 458 El EPVNI RPHPYEFA | EPVNI RPH 0.1815 7014.0 50. 00 Sequence
DRBL 0404 38 ASAFDKSVFDDGLAF FDKSVFDDG 0.1811 7048. 0 50. 00 Sequence
DRB1_0404 279 SLWKDGAPLMYDETG SLWKDGAPL 0. 1810 7053. 3 50. 00 Sequence
DRB1_0404 39 SAFDKSVFDDGLAFD FDKSVFDDG 0. 1806 7088. 4 50. 00 Sequence
DRBL_0404 11 LAKDEKVEYVDVRFC EKVEYVDVR 0.1775 7326. 6 50. 00 Sequence
DRB1_0404 277 HQSLWKDGAPLMYDE SLWKDGAPL 0. 1760 7448. 8 50. 00 Sequence
DRBL_0404 96 DPFTLEPYSRDPRNI LEPYSRDPR 0.1749 7534. 8 50. 00 Sequence
DRBL_0404 248 | KNTAWNGKTVTEM | KNTAWNG 0.1749 7538. 0 50. 00 Sequence
DRB1_0404 433 HEYLTEGGVFTNDLI EYLTEGGVF 0.1745 7569. 4 50. 00 Sequence
DRB1_0404 437 TEGGVFTNDLI ETW VFTNDLI ET 0.1744 7578. 2 50. 00 Sequence
DRB1 0404 434 EYLTEGGVFTNDLIE EYLTEGGVF 0.1726 7722.0 50. 00 Sequence
DRBL_0404 98 FTLEPYSRDPRNI AR FTLEPYSRD 0.1721 7769. 8 50. 00 Sequence
DRB1_0404 432 DHEYLTEGGVFTNDL YLTEGGVFT 0.1718 7791.5 50. 00 Sequence
DRB1_0404 178 KVRHKGGYFPVAPND HKGGYFPVA 0.1716 7808. 0 50. 00 Sequence
DRB1_0404 295 AGLSDTARHYI GGLL TARHYI GGL 0. 1690 8030. 0 50. 00 Sequence
DRBL_0404 340 VYSQRNRSACVRI Pl VYSQRNRSA 0. 1689 8042. 2 50. 00 Sequence
DRB1_0404 357 SNPKAKRLEFRSPDS KRLEFRSPD 0. 1686 8063. 1 50. 00 Sequence

23 of 105 1/31/2010 1:54 PM



NetMHCII 2.0 Server - prediction results http://www.cbs.dtu.dk/cgi-bi nf'webface? obi d=netmhcl1,4B653D0D 01922889

DRB1_0404 157 | SGW\WNTGAATEADG | SGWANTGA 0.1680 8124.0 50. 00 Sequence
DRB1_0404 264 KPLFGDNGSGWHCHQ PLFGDNGSG 0.1675 8159. 6 50. 00 Sequence
DRB1_0404 455 RENEI EPVNI RPHPY EI EPVNI RP 0.1663 8269. 9 50. 00 Sequence
DRB1_0404 93 FVHDPFTLEPYSRDP FVHDPFTLE 0. 1645 8429.4 50. 00 Sequence
DRB1_0404 460 EPVN RPHPYEFALY EPVN RPHP 0.1639 8491. 5 50. 00 Sequence
DRB1_0404 95 HDPFTLEPYSRDPRN PFTLEPYSR 0.1635 8525. 5 50. 00 Sequence
DRB1_0404 278 QSLVWKDGAPLMYDET SLWKDGAPL 0.1633 8538. 8 50. 00 Sequence
DRB1_0404 280 LWKDGAPLMYDETGY APLMYDETG 0.1612 8741. 2 50. 00 Sequence
DRB1_0404 392 NKI EPQAPVDKDLYE NKI EPQAPV 0.1612 8743. 3 50. 00 Sequence
DRB1_0404 144 DSRANGSFYEVDAIS SFYEVDAI S 0.1604 8814.1 50. 00 Sequence
DRB1_0404 207 NSGFI LEKGHHEVGS FI LEKGHHE 0. 1596 8891.9 50. 00 Sequence
DRB1_0404 94 VHDPFTLEPYSRDPR PFTLEPYSR 0.1592 8935.7 50. 00 Sequence
DRB1_0404 188 VAPNDQYVDLRDKM. YVDLRDKM. 0.1581 9040. 8 50. 00 Sequence
DRB1_0404 431 ADHEYLTEGGVFTND EYLTEGGVF 0.1579 9061. 7 50. 00 Sequence
DRB1_0404 462 VN RPHPYEFALYYD RPHPYEFAL 0. 1575 9093.1 50. 00 Sequence
DRB1_0404 127 AYFGAEAEFYI FDSV AEFYI FDSV 0. 1570 9146. 5 50. 00 Sequence
DRB1_0404 436 LTEGGVFTNDLI ETW GGVFTNDLI 0. 1569 9154.5 50. 00 Sequence
DRB1_0404 425 VI DRLEADHEYLTEG VI DRLEADH 0. 1569 9159.0 50. 00 Sequence
DRB1_0404 450 W SFKRENEI EPVNI | SFKRENEI 0. 1567 9180. 2 50. 00 Sequence
DRB1_0404 119 | STGA ADTAYFGAEA TG ADTAYF 0. 1566 9183. 2 50. 00 Sequence
DRB1_0404 391 KNKI EPQAPVDKDLY NKI EPQAPV 0.1548 9366. 9 50. 00 Sequence
DRB1_0404 208 SGFI LEKGHHEVGSG FI LEKGHHE 0. 1546 9388. 7 50. 00 Sequence
DRB1_0404 435 YLTEGGVFTNDLI ET YLTEGGVFT 0. 1542 9427. 2 50. 00 Sequence
DRB1_0404 177 YKVRHKGGYFPVAPN HKGGYFPVA 0.1532 9526. 2 50. 00 Sequence
DRB1_0404 206 | NSGFI LEKGHHEVG GFI LEKGHH 0. 1532 9532. 6 50. 00 Sequence
DRB1_0404 401 DKDLYELPPEEAASI DLYELPPEE 0.1524 9613. 5 50. 00 Sequence
DRB1_0404 72 PDPETARI DPFRAAK Rl DPFRAAK 0. 1516 9699. 0 50. 00 Sequence
DRB1_0404 137 | FDSVSFDSRANGSF SVSFDSRAN 0.1513 9725. 6 50. 00 Sequence
DRB1_0404 249 KNTAWNGKTVTFMP WONGKTVTF 0. 1510 9763. 0 50. 00 Sequence
DRB1_0404 461 PVNI RPHPYEFALYY | RPHPYEFA 0. 1506 9806. 1 50. 00 Sequence
DRB1_0404 407 LPPEEAASI PQTPTQ EAASI PQTP 0. 1498 9891. 4 50. 00 Sequence
DRB1_0404 402 KDLYELPPEEAASI P DLYELPPEE 0.1498 9892. 1 50. 00 Sequence
DRB1_0404 267 FGDNGSGVHCHQSLW  SGVHCHQSL 0.1492 9951. 8 50. 00 Sequence
DRB1_0404 454 KRENEI EPVNI RPHP NEI EPVNI R 0. 1480 10080. 7 50. 00 Sequence
DRB1_0404 120 STG ADTAYFGAEAE TG ADTAYF 0. 1475 10139.1 50. 00 Sequence
DRB1_0404 138 FDSVSFDSRANGSFY SVSFDSRAN 0. 1458 10327. 2 50. 00 Sequence
DRB1_0404 251 TAWNGKTVTFMPKP WONGKTVTF 0. 1455 10354.0 50. 00 Sequence
DRB1_0404 393 KIEPQAPVDKDLYEL KI EPQAPVD 0.1454 10371.5 50. 00 Sequence
DRB1_0404 451 | SFKRENEI EPVNIR | SFKRENEI 0. 1452 10386. 9 50. 00 Sequence
DRB1_0404 2 EKTPDDVFKLAKDEK DVFKLAKDE 0.1434 10601.1 50. 00 Sequence
DRB1_0404 265 PLFGDNGSGWHCHQS PLFGDNGSG 0.1433 10603. 0 50. 00 Sequence
DRB1_0404 99 TLEPYSRDPRNI ARK LEPYSRDPR 0.1428 10667. 6 50. 00 Sequence
DRB1_0404 105 RDPRNI ARKAENYLI | ARKAENYL 0. 1424 10710.9 50. 00 Sequence
DRB1_0404 250 NTAWNGKTVTFMPK WONGKTVTF 0. 1407 10904. 8 50. 00 Sequence
DRB1_0404 400 VDKDLYELPPEEAAS DLYELPPEE 0. 1406 10919. 8 50. 00 Sequence
DRB1_0404 266 LFGDNGSGVHCHQSL LFGDNGSGM 0.1399 11003. 5 50. 00 Sequence
DRB1_0404 368 SPDSSGNPYLAFSAM NPYLAFSAM 0.1397 11031.3 50. 00 Sequence
DRB1_0404 10 KLAKDEKVEYVDVRF EKVEYVDVR 0.1387 11144.8 50. 00 Sequence
DRB1_0404 390 | KNKI EPQAPVDKDL NKI EPQAPV 0.1381 11215.6 50. 00 Sequence
DRB1_0404 121 TG ADTAYFGAEAEF TG ADTAYF 0.1373 11323.4 50. 00 Sequence
DRB1_0404 399 PVDKDLYELPPEEAA DLYELPPEE 0. 1357 11511.9 50. 00 Sequence
DRB1_0404 403 DLYELPPEEAASI PQ DLYELPPEE 0. 1349 11622. 6 50. 00 Sequence
DRB1_0404 430 EADHEYLTEGGVFTN EYLTEGGVF 0.1320 11990. 2 50. 00 Sequence
DRB1_0404 453 FKRENEI EPVNI RPH FKRENEI EP 0.1313 12071.9 50. 00 Sequence
DRB1_0404 139 DSVSFDSRANGSFYE SVSFDSRAN 0.1312 12095.0 50. 00 Sequence
DRB1_0404 140 SVSFDSRANGSFYEV SVSFDSRAN 0.1304 12198. 2 50. 00 Sequence
DRB1_0404 389 @G KNKI EPQAPVDKD NKI EPQAPV 0.1294 12323.1 50. 00 Sequence
DRB1_0404 385 AGLDGA KNKI EPQAP G.DG KNKI 0.1291 12363. 2 50. 00 Sequence
DRB1_0404 209 GFI LEKGHHEVGSGG FI LEKGHHE 0.1291 12365. 3 50. 00 Sequence
DRB1_0404 406 ELPPEEAASI PQTPT EAASI PQTP 0.1276 12571.6 50. 00 Sequence
DRB1_0404 176 GYKVRHKGGYFPVAP RHKGGYFPV 0.1253 12886. 3 50. 00 Sequence
DRB1_0404 397 QAPVDKDLYELPPEE QAPVDKDLY 0.1248 12954. 4 50. 00 Sequence
DRB1_0404 104 SRDPRNI ARKAENYL | ARKAENYL 0.1242 13048.1 50. 00 Sequence
DRB1_0404 398 APVDKDLYELPPEEA DLYELPPEE 0.1208 13523. 8 50. 00 Sequence
DRB1_0404 366 FRSPDSSGNPYLAFS FRSPDSSGN 0.1208 13526.5 50. 00 Sequence
DRB1_0404 405 YELPPEEAASI PQTP EAASI PQTP 0.1204 13590. 3 50. 00 Sequence
DRB1_0404 386 GLDA KNKI EPQAPV  GLDG KNKI 0.1202 13615. 9 50. 00 Sequence
DRB1_0404 394 | EPQAPVDKDLYELP | EPQAPVDK 0.1198 13673. 0 50. 00 Sequence
DRB1_0404 388 DG KNKI EPQAPVDK | KNKI EPQA 0.1194 13743.8 50. 00 Sequence
DRB1_0404 395 EPQAPVDKDLYELPP QAPVDKDLY 0.1184 13888. 8 50. 00 Sequence
DRB1_0404 426 |DRLEADHEYLTEGG RLEADHEYL 0.1181 13934.2 50. 00 Sequence
DRB1_0404 100 LEPYSRDPRNI ARKA LEPYSRDPR 0.1179 13966. 7 50. 00 Sequence
DRB1_0404 396 PQAPVDKDLYELPPE PVDKDLYEL 0.1165 14172. 8 50. 00 Sequence
DRB1_0404 452 SFKRENEI EPVNI RP SFKRENEI E 0.1164 14191. 1 50. 00 Sequence
DRB1_0404 428 RLEADHEYLTEGGVF RLEADHEYL 0.1158 14285. 2 50. 00 Sequence
DRB1_0404 175 RGYKVRHKGGYFPVA HKGGYFPVA 0.1152 14378. 4 50. 00 Sequence
DRB1_0404 427 DRLEADHEYLTEGGY RLEADHEYL 0.1124 14813.1 50. 00 Sequence

24 of 105 1/31/2010 1:54 PM



NetMHCII 2.0 Server - prediction results http://www.cbs.dtu.dk/cgi-bi nf'webface? obi d=netmhcl1,4B653D0D 01922889

DRB1_ 0404 71 LPDPETARI DPFRAA PETARI DPF 0.1103 15154. 3 50. 00 Sequence
DRB1_0404 387 LDG KNKI EPQAPVD NKI EPQAPV 0. 1100 15210. 9 50. 00 Sequence
DRB1_0404 429 LEADHEYLTEGGVFT EYLTEGGVF 0.1088 15404. 0 50. 00 Sequence
DRB1_0404 356 GSNPKAKRLEFRSPD AKRLEFRSP 0.1083 15486. 4 50. 00 Sequence
DRB1_0404 126 TAYFGAEAEFYI FDS AYFGAEAEF 0.1076 15616. 9 50. 00 Sequence
DRB1_0404 404 LYELPPEEAASI PQT YELPPEEAA 0.1062 15847.9 50. 00 Sequence
DRB1_0404 143 FDSRANGSFYEVDAI RANGSFYEV 0. 1058 15912. 0 50. 00 Sequence
DRB1_0404 70 LLPDPETARI DPFRA LLPDPETAR 0.1056 15951. 0 50. 00 Sequence
DRB1_0404 187 PVAPNDQYVDLRDKM QYVDLRDKM 0.1041 16206. 9 50. 00 Sequence
DRB1_0404 141 VSFDSRANGSFYEVD SFDSRANGS 0.1021 16572. 5 50. 00 Sequence
DRB1_0404 158 SGWANTGAATEADGS WWANTGAATE 0.1004 16871. 8 50. 00 Sequence
DRB1_0404 125 DTAYFGAEAEFYI FD AYFGAEAEF 0.0998 16978. 2 50. 00 Sequence
DRB1_0404 210 FI LEKGHHEVGSGGQ FI LEKGHHE 0. 0989 17149.5 50. 00 Sequence
DRB1_0404 103 YSRDPRNI ARKAENY RNl ARKAEN 0. 0984 17243.1 50. 00 Sequence
DRB1_0404 159 GWANTGAATEADGSP WWANTGAATE 0.0975 17418. 4 50. 00 Sequence
DRB1_0404 102 PYSRDPRNI ARKAEN PYSRDPRNI 0. 0945 17985. 3 50. 00 Sequence
DRB1_0404 173 PNRGYKVRHKGGYFP PNRGYKVRH 0. 0935 18174.6 50. 00 Sequence
DRB1_0404 160 WAKNTGAATEADGSPN WWANTGAATE 0. 0908 18721. 7 50. 00 Sequence
DRB1_0404 172 SPNRGYKVRHKGGYF PNRGYKVRH 0. 0906 18754. 2 50. 00 Sequence
DRB1_0404 124 ADTAYFGAEAEFYIF AYFGAEAEF 0. 0903 18829. 6 50. 00 Sequence
DRB1_0404 142 SFDSRANGSFYEVDA SFDSRANGS 0. 0895 18989. 4 50. 00 Sequence
DRB1_0404 174 NRGYKVRHKGGYFPV KVRHKGGYF 0. 0882 19252.5 50. 00 Sequence
DRB1_0404 1 TEKTPDDVFKLAKDE DVFKLAKDE 0.0873 19440. 7 50. 00 Sequence
DRB1_ 0404 355 TGSNPKAKRLEFRSP AKRLEFRSP 0. 0803 20963. 5 50. 00 Sequence
DRB1_0404 101 EPYSRDPRNI ARKAE PYSRDPRNI 0.0798 21092. 3 50. 00 Sequence
DRB1_0404 353 PI TGSNPKAKRLEFR Pl TGSNPKA 0.0796 21142. 3 50. 00 Sequence
DRB1_0404 219 VGSGGQAEI NYQFNS QAEI NYQFN 0.0792 21214.0 50. 00 Sequence
DRB1_0404 217 HEVGSGGQAEI NYQF HEVGSGGQA 0.0790 21275.9 50. 00 Sequence
DRB1_0404 123 | ADTAYFGAEAEFYl AYFGAEAEF 0.0787 21334. 2 50. 00 Sequence
DRB1_0404 367 RSPDSSGNPYLAFSA SPDSSGNPY 0.0784 21408. 0 50. 00 Sequence
DRB1_0404 171 GSPNRGYKVRHKGGY PNRGYKVRH 0.0783 21426.5 50. 00 Sequence
DRB1_0404 218 EVGSGGQAEI NYQFN EVGSGGQAE 0.0773 21657. 3 50. 00 Sequence
DRB1_0404 214 KGHHEVGSGGQAEIN HEVGSGGQA 0.0756 22072.2 50. 00 Sequence
DRB1_0404 165 AATEADGSPNRGYKV TEADGSPNR 0.0731 22679. 8 50. 00 Sequence
DRB1_0404 161 WNTGAATEADGSPNR WKTGAATEA 0.0730 22707.8 50. 00 Sequence
DRB1_0404 170 DGSPNRGYKVRHKGG PNRGYKVRH 0.0728 22744.7 50. 00 Sequence
DRB1_0404 216 HHEVGSGGQAEI NYQ EVGSGGQAE 0.0722 22887. 4 50. 00 Sequence
DRB1_0404 213 EKGHHEVGSGGQAEI KGHHEVGSG 0.0714 23097. 4 50. 00 Sequence
DRB1_0404 168 EADGSPNRGYKVRHK PNRGYKVRH 0.0706 23288. 3 50. 00 Sequence
DRB1_0404 164 GAATEADGSPNRGYK TEADGSPNR 0.0706 23297.9 50. 00 Sequence
DRB1_0404 163 TGAATEADGSPNRGY TEADGSPNR 0.0701 23413.1 50. 00 Sequence
DRB1_0404 122 G ADTAYFGAEAEFY YFGAEAEFY 0. 0691 23684. 7 50. 00 Sequence
DRB1_0404 162 NTGAATEADGSPNRG AATEADGSP 0. 0686 23800. 8 50. 00 Sequence
DRB1_0404 215 GHHEVGSGGQAEI NY HEVGSGGQA 0. 0680 23957. 4 50. 00 Sequence
DRB1_0404 354 | TGSNPKAKRLEFRS | TGSNPKAK 0.0671 24186. 1 50. 00 Sequence
DRB1_0404 169 ADGSPNRGYKVRHKG PNRGYKVRH 0. 0662 24427.0 50. 00 Sequence
DRB1_0404 211 | LEKGHHEVGSGGQA KGHHEVGSG 0. 0660 24482.0 50. 00 Sequence
DRB1_0404 167 TEADGSPNRGYKVRH TEADGSPNR 0. 0652 24683. 1 50. 00 Sequence
DRB1_0404 212 LEKGHHEVGSGGQAE KGHHEVGSG 0. 0651 24709. 6 50. 00 Sequence
DRB1_0404 166 ATEADGSPNRGYKVR TEADGSPNR 0. 0641 25001. 3 50. 00 Sequence
DRB1_ 0404 0 VTEKTPDDVFKLAKD TEKTPDDVF 0. 0621 25525. 6 50. 00 Sequence

Al lele: DRB1_0404. Nunmber of high binders 18. Nunber of weak binders 98. Nunmber of peptides 464

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random I dentity
DRB1_0405 133 AEFYI FDSVSFDSRA Yl FDSVSFD 0.7278 19.0 SB 2.00 Sequence
DRB1_0405 226 EI NYQFNSLLHAADD YQFNSLLHA 0. 7247 19. 7 SB 2.00 Sequence
DRB1_0405 132 EAEFYI FDSVSFDSR Y| FDSVSFD 0. 7220 20.3 SB 2.00 Sequence
DRB1_0405 28 PG MHFTI PASAFD  MXHFTI PAS 0. 7191 20.9 SB 2.00 Sequence
DRB1_0405 225 AEI NYQFNSLLHAAD YQFNSLLHA 0. 7160 21.6 SB 2.00 Sequence
DRB1_0405 54 GSSI RGFQSI HESDM  SSI RGFQSI 0.7120 22.5 SB 2.00 Sequence
DRB1_0405 197 LRDKMLTNLINSGFI  DKMLTNLI N 0. 7108 22.8 SB 4.00 Sequence
DRB1_0405 131 AEAEFYI FDSVSFDS Yl FDSVSFD 0. 7099 23.1 SB 4. 00 Sequence
DRB1_0405 53 DGSSI RGFQSI HESD  SSI RGFQSI 0.7077 23.6 SB 4.00 Sequence
DRB1_0405 29 G MQHFTI PASAFDK MXHFTI PAS 0. 7055 24.2 SB 4.00 Sequence
DRB1_0405 198 RDKM.TNLINSG-IL KM.TNLI NS 0. 7032 24.8 SB 4.00 Sequence
DRB1_0405 196 DLRDKM_TNLI NSG-F DKM.TNLI N 0. 7030 24.9 SB 4.00 Sequence
DRB1_0405 27 LPG MHFTI PASAF  MQHFTI PAS 0. 6977 26.3 SB 4.00 Sequence
DRB1_0405 52 FDGSSI RGFQSI HES SI RGFQSIH 0. 6968 26.6 SB 4.00 Sequence
DRB1_0405 306 GGLLHHAPSLLAFTN LHHAPSLLA 0. 6959 26.8 SB 4.00 Sequence
DRB1_0405 55 SSI RGFQSI HESDML  SSI RGFQSI 0. 6951 27.1 SB 4.00 Sequence
DRB1_0405 334 EAPI NLVYSQRNRSA | NLVYSCQRN 0. 6938 27.5 SB 4.00 Sequence
DRB1_0405 305 | GGLLHHAPSLLAFT LHHAPSLLA 0. 6907 28.4 SB 4.00 Sequence
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DRB1_0405 130 GAEAEFYI FDSVSFD AEFYI FDSV 0.6873 29.5 SB 4.00 Sequence
DRB1_0405 335 APl NLVYSQRNRSAC | NLVYSQRN 0. 6849 30. 2 SB 4.00 Sequence
DRB1_0405 307 GLLHHAPSLLAFTNP LHHAPSLLA 0.6797 32.0 SB 4.00 Sequence
DRB1_0405 224 QAEI NYQFNSLLHAA YQFNSLLHA 0.6796 32.0 SB 4.00 Sequence
DRB1_0405 195 VDLRDKM.TNLINSG DKM.TNLI N 0. 6789 32.3 SB 4.00 Sequence
DRB1_0405 304 Y| GGLLHHAPSLLAF GLLHHAPSL 0.6761 33.3 SB 4.00 Sequence
DRB1_0405 333 YEAPI NLVYSQRNRS | NLVYSQRN 0.6758 33.4 SB 4.00 Sequence
DRB1_0405 134 EFYl FDSVSFDSRAN Yl FDSVSFD 0. 6707 35.3 SB 8. 00 Sequence
DRB1_0405 26 DLPG MOHFTI PASA | MQHFTI PA 0. 6699 35.6 SB 8. 00 Sequence
DRB1_0405 240 DMQLYKY! | KNTAWQ QLYKY! | KN 0. 6688 36.0 SB 8. 00 Sequence
DRB1_0405 239 DDMQLYKY! | KNTAW QLYKY! | KN 0. 6681 36. 3 SB 8. 00 Sequence
DRB1_0405 332 GYEAPI NLVYSQRNR | NLVYSQRN 0. 6659 37.1 SB 8. 00 Sequence
DRB1_0405 51 AFDGSSI RGFQSI HE SSI RGFQSI 0. 6655 37.3 SB 8. 00 Sequence
DRB1_0405 199 DKM.TNLI NSGFILE M.TNLI NSG 0. 6639 38.0 SB 8. 00 Sequence
DRB1_0405 78 RI DPFRAAKTLNI NF FRAAKTLNI 0. 6634 38.1 SB 8. 00 Sequence
DRB1_0405 223 GQAEI NYQFNSLLHA EI NYQFNSL 0. 6633 38. 2 SB 8. 00 Sequence
DRB1_0405 79 | DPFRAAKTLNI NFF FRAAKTLNI 0. 6582 40. 4 SB 8. 00 Sequence
DRB1_0405 228 NYQFNSLLHAADDMYQ YQFNSLLHA 0. 6577 40. 6 SB 8. 00 Sequence
DRB1_0405 62 S| HESDMLLLPDPET S| HESDM.L 0. 6575 40.7 SB 8. 00 Sequence
DRB1_0405 194 YVDLRDKMLTNLINS DKM.TNLI N 0. 6569 41.0 SB 8. 00 Sequence
DRB1_0405 227 | NYQFNSLLHAADDM YQFNSLLHA 0. 6562 41.2 SB 8. 00 Sequence
DRB1_0405 238 ADDMOLYKY! | KNTA DMQLYKYI | 0. 6538 42.3 SB 8. 00 Sequence
DRB1_0405 303 HYI GGLLHHAPSLLA LLHHAPSLL 0. 6502 44.0 SB 8. 00 Sequence
DRB1_0405 241 MOLYKY! | KNTAWON QLYKY! | KN 0. 6448 46.7 SB 8. 00 Sequence
DRB1_0405 77 ARI DPFRAAKTLNIN FRAAKTLNI 0. 6434 47.4 SB 8. 00 Sequence
DRB1_0405 373 GNPYLAFSAMLMAGL YLAFSAMLM 0. 6406 48. 8 SB 8. 00 Sequence
DRB1_0405 336 PI NLVYSQRNRSACV | NLVYSQRN 0. 6405 48.9 SB 8. 00 Sequence
DRB1_0405 237 AADDMQLYKY! | KNT DMQLYKYI | 0. 6404 49.0 SB 8. 00 Sequence
DRB1_0405 374 NPYLAFSAMLMAGLD YLAFSAM.M 0. 6404 49.0 SB 8. 00 Sequence
DRB1_0405 30 | MOHFTI PASAFDKS MQHFTI PAS 0. 6401 49.1 SB 8.00 Sequence
DRB1_0405 80 DPFRAAKTLNI NFFV FRAAKTLNI 0. 6343 52. 3 VB 8. 00 Sequence
DRB1_0405 376 YLAFSAMLMAGLDG  YLAFSAM.M 0. 6337 52. 6 VB 8. 00 Sequence
DRB1_0405 25 CDLPG MQHFTI PAS | MQHFTI PA 0. 6280 56. 0 VB 8. 00 Sequence
DRB1_0405 242 QLYKY! | KNTAWONG QLYKY! | KN 0.6195 61. 3 W  16.00 Sequence
DRB1_0405 331 PGYEAPI NLVYSQRN | NLVYSQRN 0.6168 63. 2 WB  16.00 Sequence
DRB1_0405 193 QYVDLRDKMLTNLIN DKM.TNLI N 0.6139 65. 2 WB  16.00 Sequence
DRB1_0405 135 FYl FDSVSFDSRANG Yl FDSVSFD 0. 6099 68. 1 W 16.00 Sequence
DRB1_0405 236 HAADDMQLYKY! | KN DMQLYKYI | 0. 6094 68.5 W 16.00 Sequence
DRB1_0405 375 PYLAFSAMLMAGLDG LAFSAM.MA 0. 6090 68. 8 W 16.00 Sequence
DRB1_0405 76 TARI DPFRAAKTLNI FRAAKTLNI 0.6072 70.1 W  16.00 Sequence
DRB1_0405 372 SGNPYLAFSAMLMAG YLAFSAM.M 0. 6070 70.3 W  16.00 Sequence
DRB1_0405 382 M.MAGLDG KNKIEP  M.MAGLDG 0. 6037 72.8 W 16.00 Sequence
DRB1_0405 371 SSGNPYLAFSAMLMA YLAFSAM.M 0. 6028 73.5 WB  16.00 Sequence
DRB1_0405 200 KM.TNLI NSGFI LEK KM.TNLI NS 0.6011 74.9 WB  16.00 Sequence
DRB1_0405 381 AM.MAGLDG KNKIE M.MAGLDG 0.5963 78.9 W 16.00 Sequence
DRB1_0405 113 KAENYLI STG ADTA YLI STG AD 0. 5954 79.6 WB  16.00 Sequence
DRB1_0405 114 AENYLI STG ADTAY YLI STG AD 0.5942 80. 7 WB  16.00 Sequence
DRB1_0405 56 S| RGFQSI HESDMLL | RGFQSI HE 0.5898 84. 6 WB  16.00 Sequence
DRB1_0405 377 LAFSAMLMAGLDG K LAFSAM.MA 0.5892 85. 2 W  16.00 Sequence
DRB1_0405 337 | NLVYSQRNRSACVR LVYSQRNRS 0. 5856 88.5 W 16.00 Sequence
DRB1_0405 63 | HESDMLLLPDPETA SDM.LLPDP 0.5849 89. 3 WB  16.00 Sequence
DRB1_0405 49 GLAFDGSS|I RGFQS| GLAFDGSSI 0.5837 90. 4 WB  16.00 Sequence
DRB1_0405 380 SAMLMAGLDG KNKI M.MAGLDG 0.5826 91.4 W  16.00 Sequence
DRB1_0405 50 LAFDGSSI RGFQSIH SSI RGFQSI 0.5819 92. 2 W  16.00 Sequence
DRB1_0405 229 YQFNSLLHAADDMQL YQFNSLLHA 0.5818 92. 3 W  16.00 Sequence
DRB1_0405 115 ENYLI STG ADTAYF YLI STG AD 0. 5804 93.7 WB  16.00 Sequence
DRB1_0405 378 AFSAMLMAGLDG KN M.MAGLDG 0.5799 94. 2 W 16.00 Sequence
DRB1_0405 148 NGSFYEVDAI SGMWW GSFYEVDAI 0.5792 94.9 WB  16.00 Sequence
DRB1_0405 129 FGAEAEFYI FDSVSF AEFYI FDSV 0.5786 95.5 W 16.00 Sequence
DRB1_0405 112 RKAENYLI STG ADT YLI STG AD 0.5748 99. 5 WB  16.00 Sequence
DRB1_0405 90 | NFFVHDPFTLEPYS FVHDPFTLE 0.5724 102. 2 W 16.00 Sequence
DRB1_0405 379 FSAMLMAGLDG KNK M.MAGLDG 0.5702 104.6 WB  16.00 Sequence
DRB1_0405 21 DVRFCDLPG MHFT VRFCDLPG 0. 5664 109.0 WB  16.00 Sequence
DRB1_0405 65 ESDMLLLPDPETARI  M.LLPDPET 0. 5663 109.1 W  16.00 Sequence
DRB1_0405 64 HESDMLLLPDPETAR SDM.LLPDP 0. 5657 109.9 W 16.00 Sequence
DRB1_0405 92 FFVHDPFTLEPYSRD FVHDPFTLE 0. 5656 110.0 W 16.00 Sequence
DRB1_0405 147 ANGSFYEVDAI SGWV SFYEVDAI S 0.5641 111.8 WB  16.00 Sequence
DRB1_0405 370 DSSGNPYLAFSAMLM YLAFSAM.M 0. 5640 111.8 W 16.00 Sequence
DRB1_0405 61 QS| HESDMLLLPDPE S| HESDM.L 0.5637 112.2 W 32.00 Sequence
DRB1_0405 222 GGQAEI NYQFNSLLH EI NYQFNSL 0.5632 112.8 W  32.00 Sequence
DRB1_0405 149 GSFYEVDAI SGMWNT GSFYEVDAI 0.5618 114.6 WB  32.00 Sequence
DRB1_0405 243 LYKYI | KNTAWNGK  YKYI | KNTA 0. 5609 115. 7 W 32.00 Sequence
DRB1_0405 308 LLHHAPSLLAFTNPT LLHHAPSLL 0. 5592 117.9 W 32.00 Sequence
DRB1_0405 91 NFFVHDPFTLEPYSR FVHDPFTLE 0. 5586 118.7 W  32.00 Sequence
DRB1_0405 362 KRLEFRSPDSSGNPY LEFRSPDSS 0.5575 120.1 W  32.00 Sequence
DRB1_0405 57 |RGFQSI HESDMLLL | RGFQSI HE 0.5573 120. 3 W 32.00 Sequence
DRB1_0405 438 EGGVFTNDLIETWS GVFTNDLIE 0.5561 121.9 W  32.00 Sequence
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DRB1_0405 12 AKDEKVEYVDVRFCD KVEYVDVRF 0.3913 725.0 50. 00 Sequence
DRB1_0405 231 FNSLLHAADDMQLYK LLHAADDMQ 0. 3907 729.3 50. 00 Sequence
DRB1_0405 98 FTLEPYSRDPRNI AR FTLEPYSRD 0. 3895 739.0 50. 00 Sequence
DRB1_0405 156 Al SGMWWTGAATEAD SGMNTGAA 0. 3890 743.1 50. 00 Sequence
DRB1_0405 208 SGFI LEKGHHEVGSG FI LEKGHHE 0. 3889 744. 2 50. 00 Sequence
DRB1_0405 37 PASAFDKSVFDDGLA SAFDKSVFD 0. 3866 762. 4 50. 00 Sequence
DRB1_0405 432 DHEYLTEGGVFTNDL YLTEGGVFT 0. 3865 763. 3 50. 00 Sequence
DRB1_0405 322 TVNSYKRLVPGYEAP YKRLVPGYE 0. 3853 773.8 50. 00 Sequence
DRB1_0405 247 |1 KNTAWONGKTVTF |1 KNTAWON 0. 3852 774. 4 50. 00 Sequence
DRB1_0405 230 QFNSLLHAADDMQLY FNSLLHAAD 0.3843 781.9 50. 00 Sequence
DRB1_0405 323 VNSYKRLVPGYEAPI  YKRLVPGYE 0. 3841 783.5 50. 00 Sequence
DRB1_0405 157 | SGWWNTGAATEADG SGMNTGAA 0. 3839 785.5 50. 00 Sequence
DRB1_0405 8 VFKLAKDEKVEYVDV FKLAKDEKV 0.3832 791. 4 50. 00 Sequence
DRB1_0405 45 VFDDGLAFDGSSI RG GLAFDGSSI 0.3831 792.3 50. 00 Sequence
DRB1_0405 250 NTAWNGKTVTFMPK TAWNGKTV 0.3814 806. 8 50. 00 Sequence
DRB1_0405 254 ONCGKTVTFMPKPLFG KTVTFMPKP 0. 3813 807.5 50. 00 Sequence
DRB1_0405 178 KVRHKGGYFPVAPND GGYFPVAPN 0. 3808 811.8 50. 00 Sequence
DRB1_0405 259 VTFMPKPLFGDNGSG FMPKPLFGD 0. 3802 817.3 50. 00 Sequence
DRB1_0405 343 CORNRSACVRIPITGS CVRIPITGS 0.3796 822.7 50. 00 Sequence
DRB1_0405 155 DAl SGWWWTGAATEA SGMINTGAA 0.3796 823.0 50. 00 Sequence
DRB1_0405 249 KNTAWNGKTVTFMP TAWNGKTV 0.3782 835.6 50. 00 Sequence
DRB1_0405 206 | NSGFI LEKGHHEVG FI LEKGHHE 0.3779 838. 3 50. 00 Sequence
DRB1_0405 97 PFTLEPYSRDPRNI A FTLEPYSRD 0.3776 840. 3 50. 00 Sequence
DRB1_0405 408 PPEEAASI PQTPTQL EEAASI PQT 0. 3750 864. 5 50. 00 Sequence
DRB1_0405 431 ADHEYLTEGGVFTND HEYLTEGGVY 0. 3750 864. 6 50. 00 Sequence
DRB1_0405 154 VDAI SGWANTGAATE SGWNTGAA 0.3748 867.0 50. 00 Sequence
DRB1_0405 38 ASAFDKSVFDDGLAF SAFDKSVFD 0.3733 881.0 50. 00 Sequence
DRB1_0405 251 TAWNGKTVTFMPKP TAWNGKTV 0.3723 890.0 50. 00 Sequence
DRB1_0405 448 ETW SFKRENEI EPV W SFKRENE 0.3722 891.1 50. 00 Sequence
DRB1_0405 449 TW SFKRENEI EPVN W SFKRENE 0.3713 899. 8 50. 00 Sequence
DRB1_0405 369 PDSSGNPYLAFSAM. NPYLAFSAM 0.3704 909.1 50. 00 Sequence
DRB1_0405 357 SNPKAKRLEFRSPDS AKRLEFRSP 0. 3681 931.8 50. 00 Sequence
DRB1_0405 86 KTLNI NFFVHDPFTL LN NFFVHD 0. 3664 949. 2 50. 00 Sequence
DRB1_0405 450 W SFKRENEI EPVNI FKRENEI EP 0. 3658 955. 3 50. 00 Sequence
DRB1_0405 253 WONCGKTVTFMPKPLF VTFMPKPLF 0. 3646 967.7 50. 00 Sequence
DRB1_0405 158 SGMNWTGAATEADGS SGMNTGAA 0. 3644 969. 8 50. 00 Sequence
DRB1_0405 36 | PASAFDKSVFDDGL  SAFDKSVFD 0. 3644 970.1 50. 00 Sequence
DRB1_0405 349 CVRI PI TGSNPKAKR CVRI PI TGS 0. 3641 972.9 50. 00 Sequence
DRB1_0405 187 PVAPNDQYVDLRDKM DQYVDLRDK 0.3631 983. 3 50. 00 Sequence
DRB1_0405 39 SAFDKSVFDDGLAFD SAFDKSVFD 0. 3616 999. 3 50. 00 Sequence
DRB1_0405 203 TNLINSGFI LEKGHH NLI NSGFI L 0. 3603 1014.1 50. 00 Sequence
DRB1_0405 430 EADHEYLTEGGVFTN HEYLTEGGV 0. 3595 1022. 2 50. 00 Sequence
DRB1_0405 11 LAKDEKVEYVDVRFC KVEYVDVRF 0. 3578 1041.8 50. 00 Sequence
DRB1_0405 143 FDSRANGSFYEVDAI  GSFYEVDAI 0. 3575 1044. 4 50. 00 Sequence
DRB1_0405 185 YFPVAPNDQYVDLRD FPVAPNDQY 0. 3555 1068. 2 50. 00 Sequence
DRB1_0405 451 | SFKRENEI EPVNI R FKRENEI EP 0. 3552 1071.7 50. 00 Sequence
DRB1_0405 248 | KNTAWDNCGKTVTFM TAWNGKTV 0. 3549 1074. 4 50. 00 Sequence
DRB1_0405 44  SVFDDGLAFDGSSI R GLAFDGSSI 0. 3549 1074.5 50. 00 Sequence
DRB1_0405 320 NPTVNSYKRLVPGYE TVNSYKRLV 0. 3543 1081.6 50. 00 Sequence
DRB1_0405 387 LDG KNKI EPQAPVD G KNKI EPQ 0. 3521 1107.9 50. 00 Sequence
DRB1_0405 232 NSLLHAADDMQLYKY LLHAADDMQ 0. 3519 1110.5 50. 00 Sequence
DRB1_0405 177 YKVRHKGGYFPVAPN GGYFPVAPN 0. 3513 1116.9 50. 00 Sequence
DRB1_0405 400 VDKDLYELPPEEAAS KDLYELPPE 0. 3504 1128.1 50. 00 Sequence
DRB1_0405 108 RN ARKAENYLI STG | ARKAENYL 0. 3499 1134.5 50. 00 Sequence
DRB1_0405 401 DKDLYELPPEEAASI DLYELPPEE 0. 3489 1147. 4 50. 00 Sequence
DRB1_0405 447 | ETW SFKRENEI EP W SFKRENE 0. 3469 1171. 4 50. 00 Sequence
DRB1_0405 74 PETARI DPFRAAKTL DPFRAAKTL 0. 3469 1172.2 50. 00 Sequence
DRB1_0405 300 TARHYI GGLLHHAPS RHYI GALLH 0. 3469 1172.2 50. 00 Sequence
DRB1_0405 267 FGDNGSGVHCHQSLW SGVHCHQSL 0. 3454 1190.5 50. 00 Sequence
DRB1_0405 299 DTARHYI GA.LHHAP RHYI GGLLH 0. 3453 1192.7 50. 00 Sequence
DRB1_0405 34 FTI PASAFDKSVFDD FTI PASAFD 0. 3440 1209.6 50. 00 Sequence
DRB1_0405 317 AFTNPTVNSYKRLVP FTNPTVNSY 0. 3425 1228. 6 50. 00 Sequence
DRB1_0405 399 PVDKDLYELPPEEAA KDLYELPPE 0. 3396 1268.5 50. 00 Sequence
DRB1_0405 151 FYEVDAI SGWWNTGA FYEVDAI SG 0. 3385 1283.0 50. 00 Sequence
DRB1_0405 153 EVDAI SGAWTGAAT SGWNTGAA 0.3374 1298. 8 50. 00 Sequence
DRB1_0405 85 AKTLNI NFFVHDPFT LN NFFVHD 0. 3361 1317.9 50. 00 Sequence
DRB1_0405 402 KDLYELPPEEAASI P LYELPPEEA 0. 3357 1323.5 50. 00 Sequence
DRB1_0405 32 (QHFTI PASAFDKSVF  FTI PASAFD 0. 3356 1324.1 50. 00 Sequence
DRB1_0405 9 FKLAKDEKVEYVDVR FKLAKDEKV 0. 3346 1338. 3 50. 00 Sequence
DRB1_0405 260 TFMPKPLFCDNGSGM FMPKPLFGD 0. 3317 1381.9 50. 00 Sequence
DRB1_0405 35 Tl PASAFDKSVFDDG SAFDKSVFD 0. 3316 1382.4 50. 00 Sequence
DRB1_0405 429 LEADHEYLTEGGVFT HEYLTEGGV 0.3313 1387.7 50. 00 Sequence
DRB1_0405 298 SDTARHYlI GGLLHHA RHYI GGLLH 0.3312 1389.1 50. 00 Sequence
DRB1_0405 452 SFKRENEI EPVNI RP FKRENEI EP 0.3292 1418.6 50. 00 Sequence
DRB1_0405 107 PRNI ARKAENYLI ST | ARKAENYL 0. 3288 1425.6 50. 00 Sequence
DRB1_0405 407 LPPEEAASI POTPTQ EEAASI PQT 0. 3288 1425.7 50. 00 Sequence
DRB1_0405 100 LEPYSRDPRNI ARKA YSRDPRNI A 0.3273 1448. 6 50. 00 Sequence
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DRBL_0405 43 KSVFDDGLAFDGSSI GLAFDGSSI 0. 3270 1452. 8 50. 00 Sequence
DRB1_0405 33 HFTI PASAFDKSVFD FTI PASAFD 0.3267 1458. 2 50. 00 Sequence
DRB1_0405 275 HCHQSLWKDGAPLMY —HCHQSLVKD 0.3241 1499. 8 50. 00 Sequence
DRB1_0405 456 ENEI EPVNI RPHPYE EI EPVNI RP 0.3234 1511. 4 50. 00 Sequence
DRB1_0405 137 | FDSVSFDSRANGSF SVSFDSRAN 0.3225 1525. 6 50. 00 Sequence
DRB1_0405 453 FKRENEI EPVNI RPH FKRENEI EP 0.3222 1530. 8 50. 00 Sequence
DRB1_0405 101 EPYSRDPRNI ARKAE YSRDPRNI A 0.3222 1531. 3 50. 00 Sequence
DRBL 0405 99 TLEPYSRDPRNI ARK EPYSRDPRN 0. 3220 1534. 2 50. 00 Sequence
DRB1_0405 252 AWONGKTVTFMPKPL KTVTFMPKP 0.3213 1545. 8 50. 00 Sequence
DRB1_0405 318 FTNPTVNSYKRLVPG FTNPTVNSY 0.3204 1560. 2 50. 00 Sequence
DRB1_0405 274 NHCHQSLWKDGAPLM L\KDGAPLM 0. 3202 1564. 6 50. 00 Sequence
DRB1_0405 319 TNPTVNSYKRLVPGY TVNSYKRLV 0.3192 1581. 8 50. 00 Sequence
DRB1_0405 209 GFl LEKGHHEVGSGG FI LEKGHHE 0.3191 1582. 9 50. 00 Sequence
DRB1_0405 420 TQLSDVI DRLEADHE TQLSDVI DR 0.3181 1599. 9 50. 00 Sequence
DRB1_0405 342 SQRNRSACVRIPI TG SACVRIPI T 0.3167 1625. 6 50. 00 Sequence
DRB1_0405 125 DTAYFGAEAEFYI FD TAYFGAEAE 0.3163 1632. 5 50. 00 Sequence
DRB1_0405 454 KRENEI EPVNI RPHP EI EPVNI RP 0. 3150 1655. 0 50. 00 Sequence
DRB1_0405 124 ADTAYFGAEAEFYIF TAYFGAEAE 0.3146 1662. 2 50. 00 Sequence
DRB1_0405 457 NEI EPVNI RPHPYEF EI EPVNI RP 0. 3139 1674. 9 50. 00 Sequence
DRB1_0405 126 TAYFGAEAEFYI FDS TAYFGAEAE 0.3136 1679. 7 50. 00 Sequence
DRB1_0405 398 APVDKDLYELPPEEA KDLYELPPE 0.3129 1693. 2 50. 00 Sequence
DRB1_0405 123 |ADTAYFGAEAEFYl TAYFGAEAE 0.3128 1694. 2 50. 00 Sequence
DRB1_0405 463 N RPHPYEFALYYDV YEFALYYDV 0.3124 1702. 8 50. 00 Sequence
DRB1_0405 455 RENEI EPVNI RPHPY EI EPVNI RP 0.3113 1723.0 50. 00 Sequence
DRB1_0405 152 YEVDAI SGWANTGAA SGANNTGAA 0. 3109 1731.0 50. 00 Sequence
DRB1_0405 341 YSQRNRSACVRIPIT RNRSACVRI 0. 3106 1734. 9 50. 00 Sequence
DRB1_0405 10 KLAKDEKVEYVDVRF KVEYVDVRF 0. 3095 1756. 1 50. 00 Sequence
DRB1_0405 138 FDSVSFDSRANGSFY SVSFDSRAN 0.3077 1791. 5 50. 00 Sequence
DRB1_0405 389 G KNKI EPQAPVDKD | KNKI EPQA 0.3073 1797. 9 50. 00 Sequence
DRB1_0405 428 RLEADHEYLTEGGVF HEYLTEGGV 0. 3055 1834. 2 50. 00 Sequence
DRB1_0405 458 El EPVNI RPHPYEFA EI EPVNI RP 0. 3048 1848. 2 50. 00 Sequence
DRBL_0405 293 GYAGLSDTARHYI GG YAGLSDTAR 0. 3045 1853. 4 50. 00 Sequence
DRBL 0405 122 G ADTAYFGAEAEFY TAYFGAEAE 0. 3006 1934. 0 50. 00 Sequence
DRB1_0405 40 AFDKSVFDDGLAFDG KSVFDDGLA 0. 3002 1943. 2 50. 00 Sequence
DRB1_0405 278 QSLWKDGAPLMYDET —SLWKDGAPL 0. 2992 1963. 7 50. 00 Sequence
DRB1_0405 427 DRLEADHEYLTEGGV HEYLTEGGV 0. 2988 1971. 7 50. 00 Sequence
DRB1_0405 365 EFRSPDSSGNPYLAF EFRSPDSSG 0.2967 2017. 3 50. 00 Sequence
DRB1_0405 406 ELPPEEAASI PQTPT EEAASI PQT 0.2965 2022.1 50. 00 Sequence
DRB1_0405 219 VGSGGQAEI NYQFNS GGQAEI NYQ 0. 2962 2028. 2 50. 00 Sequence
DRB1_0405 280 LWKDGAPLMYDETGY WKDGAPLMY 0. 2962 2028. 7 50. 00 Sequence
DRB1_0405 404 LYELPPEEAASI PQT LYELPPEEA 0. 2958 2036. 6 50. 00 Sequence
DRB1_0405 462 VN RPHPYEFALYYD VNI RPHPYE 0. 2954 2045. 5 50. 00 Sequence
DRBL 0405 41 FDKSVFDDGLAFDGS SVFDDGLAF 0. 2951 2052. 2 50. 00 Sequence
DRBL 0405 118 LI STG ADTAYFGAE LI STG ADT 0.2941 2074. 6 50. 00 Sequence
DRB1_0405 403 DLYELPPEEAASI PQ LYELPPEEA 0.2920 2121. 7 50. 00 Sequence
DRB1_0405 279 SLWKDGAPLMYDETG SLVKDGAPL 0. 2909 2147.5 50. 00 Sequence
DRB1_0405 106 DPRNI ARKAENYLIS | ARKAENYL 0. 2889 2196. 2 50. 00 Sequence
DRB1_0405 121 TG ADTAYFGAEAEF G ADTAYFG 0.2874 2230. 0 50. 00 Sequence
DRB1_0405 210 FI LEKGHHEVGSGGQ FI LEKGHHE 0. 2866 2250. 5 50. 00 Sequence
DRB1_0405 84 AAKTLNI NFFVHDPF LNI NFFVHD 0. 2838 2320. 6 50. 00 Sequence
DRB1_0405 277 HQSLWKDGAPLMYDE SLWKDGAPL 0. 2830 2339. 2 50. 00 Sequence
DRBL_0405 388 DG KNKI EPQAPVDK G KNKI EPQ 0. 2829 2342. 2 50. 00 Sequence
DRB1_0405 297 LSDTARHYI GGLLHH RHYI GGLLH 0. 2829 2343.0 50. 00 Sequence
DRB1_0405 83 RAAKTLNI NFFVHDP KTLNI NFFV 0. 2829 2343. 2 50. 00 Sequence
DRB1_0405 461 PVNI RPHPYEFALYY VNI RPHPYE 0. 2807 2397. 8 50. 00 Sequence
DRB1_0405 350 VRI Pl TGSNPKAKRL VRI Pl TGSN 0.2793 2434, 2 50. 00 Sequence
DRB1_0405 368 SPDSSGNPYLAFSAM NPYLAFSAM 0.2793 2435. 1 50. 00 Sequence
DRB1_0405 120 STG ADTAYFGAEAE TG ADTAYF 0. 2789 2445. 0 50. 00 Sequence
DRBL_0405 2 EKTPDDVFKLAKDEK DVFKLAKDE 0.2786 2454. 0 50. 00 Sequence
DRB1_0405 390 | KNKI EPQAPVDKDL NKI EPQAPV 0. 2759 2525. 9 50. 00 Sequence
DRB1_0405 159 GWANTGAATEADGSP GWAKNTGAAT 0. 2697 2701. 6 50. 00 Sequence
DRB1_0405 139 DSVSFDSRANGSFYE SVSFDSRAN 0. 2691 2718. 2 50. 00 Sequence
DRB1_0405 276 CHQSLWKDGAPLMYD SLWKDGAPL 0. 2690 2722.8 50. 00 Sequence
DRB1_0405 405 YELPPEEAASI PQTP EEAASI PQT 0. 2661 2809. 2 50. 00 Sequence
DRB1_0405 261 FMPKPLFGDNGSGVH FMPKPLFGD 0. 2654 2831. 1 50. 00 Sequence
DRB1_0405 397 QAPVDKDLYELPPEE KDLYELPPE 0. 2640 2873. 6 50. 00 Sequence
DRBL_0405 42 DKSVFDDGLAFDGSS KSVFDDGLA 0. 2637 2881. 7 50. 00 Sequence
DRB1_0405 460 EPVNI RPHPYEFALY VNI RPHPYE 0.2624 2924. 4 50. 00 Sequence
DRB1_0405 459 | EPVNI RPHPYEFAL VNI RPHPYE 0. 2615 2953. 1 50. 00 Sequence
DRB1_0405 218 EVGSGGQAEI NYQFN SGGQAE! NY 0. 2610 2967. 8 50. 00 Sequence
DRB1_0405 168 EADGSPNRGYKVRHK NRGYKVRHK 0. 2561 3131.1 50. 00 Sequence
DRB1_0405 140 SVSFDSRANGSFYEV SVSFDSRAN 0. 2546 3180. 2 50. 00 Sequence
DRBL_0405 1 TEKTPDDVFKLAKDE DVFKLAKDE 0.2531 3232.0 50. 00 Sequence
DRB1_0405 105 RDPRNI ARKAENYLI | ARKAENYL 0. 2489 3383. 8 50. 00 Sequence
DRB1_0405 340 VYSQRNRSACVRI Pl RNRSACVRI 0.2478 3424.0 50. 00 Sequence
DRB1_0405 102 PYSRDPRNI ARKAEN YSRDPRNI A 0. 2467 3466. 1 50. 00 Sequence
DRB1_0405 119 |STG ADTAYFGAEA TG ADTAYF 0.2423 3634. 5 50. 00 Sequence
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DRB1_0701 3 KTPDDVFKLAKDEKV FKLAKDEKV 0. 8607 4.5 SB 2.00 Sequence
DRB1_0701 304 Yl GGLLHHAPSLLAF LHHAPSLLA 0. 8556 4.8 SB 2.00 Sequence
DRB1_0701 305 | GGLLHHAPSLLAFT LHHAPSLLA 0. 8396 5.7 SB 2.00 Sequence
DRB1_0701 4 TPDDVFKLAKDEKVE FKLAKDEKV 0. 8362 5.9 SB 2.00 Sequence
DRB1_0701 306 GGLLHHAPSLLAFTN LHHAPSLLA 0.8174 7.2 SB 4.00 Sequence
DRB1_0701 56 S| RGFQSI HESDMLL FQS| HESDM 0. 8064 8.1 SB 4.00 Sequence
DRB1_0701 5 PDDVFKLAKDEKVEY FKLAKDEKV 0.8047 8.3 SB 4.00 Sequence
DRB1_0701 307 GLLHHAPSLLAFTNP LHHAPSLLA 0. 8030 8.4 SB 4.00 Sequence
DRB1_0701 338 NLVYSQRNRSACVRI  RNRSACVRI 0.8017 8.6 SB 4.00 Sequence
DRB1_0701 57 |RGFQSI HESDM.LLL FQSI HESDM 0. 7940 9.3 SB 4.00 Sequence
DRB1_0701 229 YQFNSLLHAADDMQL LHAADDMQL 0. 7909 9.6 SB 4.00 Sequence
DRB1_0701 308 LLHHAPSLLAFTNPT LHHAPSLLA 0. 7890 9.8 SB 4.00 Sequence
DRB1_0701 302 RHYI GGLLHHAPSLL LLHHAPSLL 0.7749 11.4 SB 8.00 Sequence
DRB1_0701 221 SGGQAEI NYQFNSLL | NYQENSLL 0.7712 11.9 SB 8.00 Sequence
DRB1_0701 230 QFNSLLHAADDMQLY LHAADDNMQL 0.7708 11.9 SB 8.00 Sequence
DRB1_0701 6 DDVFKLAKDEKVEYV FKLAKDEKV 0.7681 12.3 SB 8.00 Sequence
DRB1_0701 339 LVYSQRNRSACVRI P RNRSACVRI 0.7617 13.2 SB 8.00 Sequence
DRB1_0701 58 RGFQSI HESDMLLLP FQSI HESDM 0. 7595 13.5 SB 8. 00 Sequence
DRB1_0701 105 RDPRNI ARKAENYLI ~ARKAENYLI 0. 7554 14.1 SB 8.00 Sequence
DRB1_0701 7 DVFKLAKDEKVEYVD FKLAKDEKV 0.7442 15.9 SB 8.00 Sequence
DRB1_0701 309 LHHAPSLLAFTNPTV LHHAPSLLA 0.7386 16.9 SB 8. 00 Sequence
DRB1_0701 222 GGQAEI NYQFNSLLH | NYQENSLL 0.7383 17.0 SB 8. 00 Sequence
DRB1_0701 231 FNSLLHAADDMQLYK LHAADDMQL 0.7364 17.3 SB 8.00 Sequence
DRB1_0701 340 VYSQRNRSACVRI Pl RNRSACVRI 0.7324 18.1 SB 8.00 Sequence
DRB1_0701 106 DPRNI ARKAENYLI S ARKAENYLI 0.7229 20.0 SB 8.00 Sequence
DRB1_0701 59 GFQSI HESDMLLLPD FQSI HESDM 0.7190 20.9 SB 8. 00 Sequence
DRB1_0701 223 GQAEI NYQFNSLLHA | NYQENSLL 0.7162 21.6 SB 8.00 Sequence
DRB1_0701 8 VFKLAKDEKVEYVDV ~FKLAKDEKV 0.7151 21.8 SB 8.00 Sequence
DRB1_0701 54 GSSI RGFQSI HESDM FQSI HESDM 0.7029 24.9 SB 16.00 Sequence
DRB1_0701 55 SSIRGFQSI HESDM. FQS| HESDM 0. 7002 25.6 SB 16.00 Sequence
DRB1_0701 232 NSLLHAADDVQLYKY LHAADDMQL 0.6946 27.2 SB 16.00 Sequence
DRB1_0701 60 FQSI HESDMLLLPDP FQSI HESDM 0. 6901 28.6 SB 16.00 Sequence
DRB1_0701 205 LI NSGFI LEKGHHEV | LEKGHHEV 0. 6870 29.6 SB 16.00 Sequence
DRB1_0701 341 YSQRNRSACVRIPIT RNRSACVRI 0. 6864 29. 7 SB 16.00 Sequence
DRB1_0701 9 FKLAKDEKVEYVDVR FKLAKDEKV 0. 6805 31.7 SB  16.00 Sequence
DRB1_0701 107 PRNI ARKAENYLI ST ARKAENYLI 0.6796 32.0 SB  16.00 Sequence
DRB1_0701 197 LRDKMLTNLINSGFI  TNLI NSGFI 0.6767 33.1 SB 16.00 Sequence
DRB1_0701 233 SLLHAADDMQLYKY! LHAADDMQL 0. 6654 37.3 SB 16.00 Sequence
DRB1_0701 188 VAPNDQYVDLRDKM. YVDLRDKM. 0. 6604 39.4 SB 16.00 Sequence
DRB1_0701 224 QAEI NYQFNSLLHAA | NYQFENSLL 0. 6588 40.1 SB 16.00 Sequence
DRB1_0701 198 RDKM.TNLINSGFIL TNLI NSGFI 0.6571 40.9 SB 16.00 Sequence
DRB1_0701 189 APNDQYVDLRDKM.T YVDLRDKM. 0.6518 43.3 SB 16.00 Sequence
DRB1_0701 342 SQRNRSACVRIPI TG RNRSACVRI 0.6441 47.0 SB 16.00 Sequence
DRB1_0701 234 LLHAADDMQLYKY!| LHAADDMQL 0. 6400 49.2 SB  16.00 Sequence
DRB1_0701 445 DLI ETW SFKRENEI | SFKRENEI 0.6317 53. 8 W 16.00 Sequence
DRB1_0701 331 PGYEAPI NLVYSQRN | NLVYSQRN 0.6312 54.0 WB  16.00 Sequence
DRB1_0701 206 | NSGFI LEKGHHEVG | LEKGHHEV 0.6291 55. 3 W 16.00 Sequence
DRB1_0701 108 RN ARKAENYLI STG ARKAENYLI 0. 6279 56. 1 WB  16.00 Sequence
DRB1_0701 225 AElI NYQFNSLLHAAD | NYQENSLL 0. 6235 58.8 W 16.00 Sequence
DRB1_0701 109 NI ARKAENYLI STG  ARKAENYLI 0.6213 60. 2 W 16.00 Sequence
DRB1_0701 291 ETGYAGLSDTARHYl LSDTARHYI 0.6120 66.5 W 16.00 Sequence
DRB1_0701 343 QRNRSACVRI PI TGS RNRSACVRI 0. 6061 70.9 W 16.00 Sequence
DRB1_0701 190 PNDQYVDLRDKM.TN YVDLRDKM. 0. 6045 72.2 W  16.00 Sequence
DRB1_0701 199 DKM.TNLI NSGFILE TNLI NSGFI 0.6042 72.4 W 16.00 Sequence
DRB1_0701 123 | ADTAYFGAEAEFYl FGAEAEFYI 0.6041 72.5 W 16.00 Sequence
DRB1_0701 370 DSSGNPYLAFSAMLM YLAFSAMLM 0.5977 77.7 W 32.00 Sequence
DRB1_0701 235 LHAADDMQLYKY!|K LHAADDMQL 0.5901 84.4 W 32.00 Sequence
DRB1_0701 110 |ARKAENYLI STGIA ARKAENYLI 0.5879 86. 4 W 32.00 Sequence
DRB1_0701 332 GYEAPI NLVYSQRNR | NLVYSQRN 0.5857 88.5 W  32.00 Sequence
DRB1_0701 124 ADTAYFGAEAEFYI F FGAEAEFYI 0. 5830 91.1 W  32.00 Sequence
DRB1_0701 316 LAFTNPTVNSYKRLV TVNSYKRLV 0.5792 94.9 W 32.00 Sequence
DRB1_0701 226 EI NYQFNSLLHAADD | NYQENSLL 0.5767 97.5 W 32.00 Sequence
DRB1_0701 446 LIETW SFKRENEI E | SFKRENEI 0.5737 100. 7 W 32.00 Sequence
DRB1_0701 207 NSGFI LEKGHHEVGS | LEKGHHEV 0.5723 102.3 W 32.00 Sequence
DRB1_0701 191 NDQYVDLRDKMLTNL YVDLRDKM. 0.5693 105. 6 W 32.00 Sequence
DRB1_0701 292 TGYAGLSDTARHYI G LSDTARHYI 0.5688 106. 2 W  32.00 Sequence
DRB1_0701 327 KRLVPGYEAPI NLVY GYEAPI NLV 0. 5662 109. 3 W  32.00 Sequence
DRB1_0701 371 SSGNPYLAFSAMLMA YLAFSAMLM 0.5642 111.6 W 32.00 Sequence
DRB1_0701 344 RNRSACVRI Pl TGSN RNRSACVRI 0.5602 116.5 W  32.00 Sequence
DRB1_0701 104 SRDPRNI ARKAENYL | ARKAENYL 0.5571 120. 6 W  32.00 Sequence
DRB1_0701 326 YKRLVPGYEAPINLV GYEAPI NLV 0.5523 126.9 W 32.00 Sequence
DRB1_0701 192 DQYVDLRDKMLTNLI  YVDLRDKM. 0. 5479 133.1 W 32.00 Sequence
DRB1_0701 241 MQLYKYI | KNTAWON |1 KNTAWON 0.5443 138.5 W 32.00 Sequence
DRB1_0701 200 KM.TNLI NSGFI LEK TNLI NSGFI 0.5421 141.8 W 32.00 Sequence
DRB1_0701 310 HHAPSLLAFTNPTVN LLAFTNPTV 0.5415 142. 7 W  32.00 Sequence
DRB1_0701 125 DTAYFGAEAEFYI FD FGAEAEFYI 0. 5410 143. 4 W 32.00 Sequence
DRB1_0701 227 | NYQFNSLLHAADDM | NYQENSLL 0.5348 153.5 W 32.00 Sequence
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DRB1_0701 317 AFTNPTVNSYKRLVP TVNSYKRLV 0.5344 154.1 \B 32.00 Sequence
DRB1_0701 295 AGLSDTARHYI GGLL LSDTARHYI 0. 5337 155.3 \B 32.00 Sequence
DRB1_0701 376 YLAFSAMLMAGLDG M.MAGLDG 0.5315 159.1 \B 32.00 Sequence
DRB1_0701 13 KDEKVEYVDVRFCDL YVDVRFCDL 0.5287 163.8 VB 32.00 Sequence
DRB1_0701 373 GNPYLAFSAMLMAGL YLAFSAMLM 0.5197 180. 8 \B 32.00 Sequence
DRB1_0701 328 RLVPGYEAPI NLVYS GYEAPI NLV 0.5168 186. 4 \B 32.00 Sequence
DRB1_0701 61 QS| HESDMLLLPDPE S| HESDM.L 0.5152 189.7 B 32.00 Sequence
DRB1_0701 293 GYAGLSDTARHYI GG LSDTARHYI 0. 5147 190. 8 \B 32.00 Sequence
DRB1_0701 193 QYVDLRDKMLTNLI N YVDLRDKM. 0.5144 191. 4 \B 32.00 Sequence
DRB1_0701 208 SGFI LEKGHHEVGSG | LEKGHHEV 0.5075 206. 3 \B 32.00 Sequence
DRB1_0701 333 YEAPI NLVYSQRNRS | NLVYSQRN 0.5051 211.6 \B 32.00 Sequence
DRB1_0701 372 SGNPYLAFSAMLMAG YLAFSAMLM 0. 5047 212.5 VB 32.00 Sequence
DRB1_0701 201 M.TNLI NSGFI LEKG TNLI NSGFI 0.5038 214.5 \B 32.00 Sequence
DRB1_0701 126 TAYFGAEAEFYIFDS FGAEAEFYI 0.5033 215.8 \B 32.00 Sequence
DRB1_0701 447 | ETW SFKRENEI EP | SFKRENEI 0.5014 220.1 VB 32.00 Sequence
DRB1_0701 62 S| HESDMLLLPDPET SI HESDMLL 0. 5005 222.3 \B 32.00 Sequence
DRB1_0701 111 ARKAENYLISTG AD ARKAENYLI 0. 4967 231.6 \B 32.00 Sequence
DRB1_0701 296 GLSDTARHYI GGLLH LSDTARHYI 0. 4954 235.1 \B 32.00 Sequence
DRB1_0701 311 HAPSLLAFTNPTVNS LLAFTNPTV 0. 4917 244.6 \B 32.00 Sequence
DRB1_0701 242 QLYKYI I KNTAWONG | | KNTAWON 0. 4897 250.1 VB 32.00 Sequence
DRB1_0701 321 PTVNSYKRLVPGYEA TVNSYKRLV 0. 4895 250. 5 \B 32.00 Sequence
DRB1_0701 294 YAGLSDTARHYI GG LSDTARHYI 0.4892 251.3 \B 32.00 Sequence
DRB1_0701 112 RKAENYLISTGA ADT LI STG ADT 0. 4885 253.3 VB 32.00 Sequence
DRB1_0701 14 DEKVEYVDVRFCDLP YVDVRFCDL 0. 4857 261.1 \B 32.00 Sequence
DRB1_0701 28 PG MHFTI PASAFD  FTI PASAFD 0. 4856 261.4 \B 32.00 Sequence
DRB1_0701 127 AYFGAEAEFYI FDSV FGAEAEFYI 0. 4829 269.0 \B 32.00 Sequence
DRB1_0701 247 || KNTAWONGKTVTF WONGKTVTF 0. 4822 271.1 \B 32.00 Sequence
DRB1_0701 318 FTNPTVNSYKRLVPG TVNSYKRLV 0.4792 279.9 \B 32.00 Sequence
DRB1_0701 204 NLI NSGFI LEKGHHE FI LEKGHHE 0.4750 293.0 \B 32.00 Sequence
DRB1_0701 374 NPYLAFSAMLMAGLD YLAFSAMLM 0.4721 302. 4 \B 32.00 Sequence
DRB1_0701 202 LTNLINSGFI LEKGH TNLI NSGFI 0.4703 308. 2 VB 32.00 Sequence
DRB1_0701 275 HCHQSLWKDGAPLMY LWKDGAPLM 0. 4699 309.7 \B 32.00 Sequence
DRB1_0701 312 APSLLAFTNPTVNSY LLAFTNPTV 0. 4689 313.2 B 32.00 Sequence
DRB1_0701 86 KTLNI NFFVHDPFTL FFVHDPFTL 0. 4686 314.1 \B 32.00 Sequence
DRB1_0701 209 GFl LEKGHHEVGSGG | LEKGHHEV 0. 4676 317.5 \B 32.00 Sequence
DRB1_0701 329 LVPGYEAPI NLVYSQ GYEAPI NLV 0. 4667 320.5 \B 32.00 Sequence
DRB1_0701 87 TLNI NFFVHDPFTLE FFVHDPFTL 0. 4652 325.8 \B 32.00 Sequence
DRB1_0701 253 WONGKTVTFMPKPLF VTFMPKPLF 0. 4625 335.3 \B 32.00 Sequence
DRB1_0701 194 YVDLRDKMLTNLINS YVDLRDKM. 0. 4620 337.2 VB 32.00 Sequence
DRB1_0701 301 ARHYI GGLLHHAPSL GLLHHAPSL 0. 4619 337.8 \B 32.00 Sequence
DRB1_0701 128 YFGAEAEFYI FDSVS FGAEAEFYI 0. 4595 346. 5 \B 32.00 Sequence
DRB1_0701 322 TVNSYKRLVPGYEAP TVNSYKRLV 0. 4553 362.8 VB 32.00 Sequence
DRB1_0701 320 NPTVNSYKRLVPGYE TVNSYKRLV 0. 4527 372.9 \B 50. 00 Sequence
DRB1_0701 334 EAPI NLVYSORNRSA | NLVYSQRN 0. 4501 383.7 \B 50. 00 Sequence
DRB1_0701 248 | KNTAWNGKTVTFM WONGKTVTF 0. 4497 385.4 \B 50. 00 Sequence
DRB1_0701 46 FDDGLAFDGSSI RGF  FDGSSI RGF 0. 4495 386. 3 VB 50. 00 Sequence
DRB1_0701 448 ETW SFKRENEI EPV | SFKRENEI 0. 4486 389.9 B 50. 00 Sequence
DRB1_0701 336 PI NLVYSQRNRSACV | NLVYSQRN 0. 4455 403. 3 \B 50. 00 Sequence
DRB1_0701 113 KAENYLI STG ADTA LI STA ADT 0. 4449 405. 8 \B 50. 00 Sequence
DRB1_0701 29 G MHFTI PASAFDK  FTI PASAFD 0. 4446 407.0 VB 50. 00 Sequence
DRB1_0701 274 NMHACHQSLVWKDGAPLM LWKDGAPLM 0. 4416 420.7 \B 50. 00 Sequence
DRB1_0701 319 TNPTVNSYKRLVPGY TVNSYKRLV 0. 4363 445. 3 \B 50. 00 Sequence
DRB1_0701 243 LYKYI | KNTAWNGK | | KNTAWON 0. 4354 449. 9 \B 50. 00 Sequence
DRB1_0701 122 G ADTAYFGAEAEFY YFGAEAEFY 0. 4335 459. 0 \B 50. 00 Sequence
DRB1_0701 276 CHQSLVWKDGAPLMYD LWKDGAPLM 0.4331 460. 9 B 50. 00 Sequence
DRB1_0701 15 EKVEYVDVRFCDLPG YVDVRFCDL 0. 4327 463. 2 \B 50. 00 Sequence
DRB1_0701 210 FILEKGHHEVGSGEQ | LEKGHHEV 0. 4319 467. 4 \B 50. 00 Sequence
DRB1_0701 375 PYLAFSAMLMAGLDG YLAFSAMLM 0. 4276 489. 4 VB 50. 00 Sequence
DRB1_0701 297 LSDTARHYI GGLLHH ARHYI GGLL 0.4273 491.1 \B 50. 00 Sequence
DRB1_0701 203 TNLI NSGFI LEKGHH TNLI NSGFI 0.4264 495.7 \B 50. 00 Sequence
DRB1_0701 173 PNRGYKVRHKGGYFP KVRHKGGYF 0. 4241 508. 4 50. 00 Sequence
DRB1_0701 337 | NLVYSQRNRSACVR | NLVYSQRN 0. 4235 511.5 50. 00 Sequence
DRB1_0701 330 VPGYEAPI NLVYSQR GYEAPI NLV 0.4231 514.1 50. 00 Sequence
DRB1_0701 423 SDVI DRLEADHEYLT RLEADHEYL 0. 4215 522.6 50. 00 Sequence
DRB1_0701 313 PSLLAFTNPTVNSYK LLAFTNPTV 0. 4206 528.1 50. 00 Sequence
DRB1_0701 16 KVEYVDVRFCDLPG  YVDVRFCDL 0. 4165 551.8 50. 00 Sequence
DRB1_0701 463 N RPHPYEFALYYDV YEFALYYDV 0.4161 554. 3 50. 00 Sequence
DRB1_0701 174 NRGYKVRHKGGYFPV KVRHKGGYF 0.4146 563. 5 50. 00 Sequence
DRB1_0701 449 TW SFKRENEI EPVN | SFKRENEI 0.4123 577. 4 50. 00 Sequence
DRB1_0701 88 LN NFFVHDPFTLEP FFVHDPFTL 0. 4112 584.5 50. 00 Sequence
DRB1_0701 335 API NLVYSOQRNRSAC | NLVYSQRN 0. 4110 585.5 50. 00 Sequence
DRB1_0701 457 NEI EPVNI RPHPYEF NI RPHPYEF 0.4100 592.2 50. 00 Sequence
DRB1_0701 172 SPNRGYKVRHKGGYF KVRHKGGYF 0. 4075 608. 1 50. 00 Sequence
DRB1_0701 31 MMHFTI PASAFDKSV  FTI PASAFD 0. 4053 623.1 50. 00 Sequence
DRB1_0701 422 LSDVI DRLEADHEYL RLEADHEYL 0. 4033 636. 6 50. 00 Sequence
DRB1_0701 47 DDGLAFDGSSI RGFQ FDGSSI RGF 0.4012 651. 2 50. 00 Sequence
DRB1_0701 450 W SFKRENEI EPVNI | SFKRENEI 0. 4003 657.5 50. 00 Sequence
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DRB1_0701 65 ESDMLLLPDPETARI  M.LLPDPET 0. 2065 5352. 3 50. 00 Sequence
DRB1_0701 443 TNDLI ETW SFKREN LI ETW SFK 0.2061 5374. 7 50. 00 Sequence
DRB1_0701 186 FPVAPNDQYVDLRDK FPVAPNDQY 0.2029 5568. 3 50. 00 Sequence
DRB1_0701 353 PI TGSNPKAKRLEFR GSNPKAKRL 0.1989 5811. 9 50. 00 Sequence
DRB1_0701 281 \KDGAPLMYDETGYA LMYDETGYA 0.1981 5863. 2 50. 00 Sequence
DRB1_0701 100 LEPYSRDPRNI ARKA YSRDPRNI A 0.1970 5936. 1 50. 00 Sequence
DRB1_0701 455 RENEI EPVNI RPHPY PVNI RPHPY 0.1946 6088. 2 50. 00 Sequence
DRB1_0701 166 ATEADGSPNRGYKVR GSPNRGYKV 0.1930 6196. 1 50. 00 Sequence
DRB1_0701 134 EFYI FDSVSFDSRAN FYI FDSVSF 0. 1906 6361. 6 50. 00 Sequence
DRB1_0701 213 EKGHHEVGSGGQAEI VGSGGQAEI 0. 1890 6470. 5 50. 00 Sequence
DRB1_0701 354 | TGSNPKAKRLEFRS GSNPKAKRL 0. 1889 6479. 2 50. 00 Sequence
DRB1_0701 437 TEGGVFTNDLI ETW GVFTNDLI E 0. 1850 6753.0 50. 00 Sequence
DRB1_0701 158 SGMNTGAATEADGS WKNTGAATEA 0. 1834 6870. 2 50. 00 Sequence
DRB1_0701 66 SDM.LLPDPETARID M.LLPDPET 0.1799 7141.5 50. 00 Sequence
DRB1_0701 409 PEEAASI PQTPTQLS | PQTPTQLS 0.1790 7211.9 50. 00 Sequence
DRB1_0701 101 EPYSRDPRNI ARKAE YSRDPRNI A 0.1785 7249.3 50. 00 Sequence
DRB1_0701 43 KSVFDDGLAFDGSS| GLAFDGSSI 0.1784 7256. 9 50. 00 Sequence
DRB1_0701 285 APLMYDETGYAGLSD YDETGYAGL 0.1767 7387.9 50. 00 Sequence
DRB1_0701 259 VTFMPKPLFGDNGSG VTFMPKPLF 0.1756 7482.1 50. 00 Sequence
DRB1_0701 26 DLPG MHFTI PASA | MQHFTI PA 0.1743 7585. 5 50. 00 Sequence
DRB1_0701 102 PYSRDPRNI ARKAEN YSRDPRNI A 0.1740 7608. 9 50. 00 Sequence
DRB1_0701 355 TGSNPKAKRLEFRSP GSNPKAKRL 0.1734 7660. 3 50. 00 Sequence
DRB1_0701 195 VDLRDKM_TNLI NSG RDKM.TNLI 0.1725 7731.5 50. 00 Sequence
DRB1_ 0701 93 FVHDPFTLEPYSRDP FTLEPYSRD 0.1715 7817.5 50. 00 Sequence
DRB1_0701 135 FYI FDSVSFDSRANG FYI FDSVSF 0.1714 7825. 2 50. 00 Sequence
DRB1_0701 159 GMNTGAATEADGSP WKTGAATEA 0.1661 8292. 2 50. 00 Sequence
DRB1_0701 438 EGGVFTNDLIETWS GVFTNDLIE 0. 1650 8389. 6 50. 00 Sequence
DRB1_0701 35 TI PASAFDKSVFDDG PASAFDKSV 0. 1644 8445. 1 50. 00 Sequence
DRB1_0701 214 KGHHEVGSGGQAEI N VGSGGQAEI 0.1634 8537. 4 50. 00 Sequence
DRB1_0701 167 TEADGSPNRGYKVRH GSPNRGYKV 0.1631 8563. 4 50. 00 Sequence
DRB1_0701 36 | PASAFDKSVFDDGL DKSVFDDGL 0.1621 8654. 2 50. 00 Sequence
DRB1_0701 346 RSACVRI PI TGSNPK | Pl TGSNPK 0. 1620 8663. 9 50. 00 Sequence
DRB1_0701 367 RSPDSSGNPYLAFSA PDSSGNPYL 0.1614 8716. 4 50. 00 Sequence
DRB1_0701 356 GSNPKAKRLEFRSPD GSNPKAKRL 0.1614 8722. 8 50. 00 Sequence
DRB1_0701 152 YEVDAI SGWANTGAA VDAl SGWAN 0. 1604 8811.9 50. 00 Sequence
DRB1_0701 160 \WANTGAATEADGSPN WKTGAATEA 0. 1603 8824. 4 50. 00 Sequence
DRB1_0701 74 PETARI DPFRAAKTL | DPFRAAKT 0. 1588 8972. 3 50. 00 Sequence
DRB1_0701 67 DM.LLPDPETARIDP M.LLPDPET 0.1576 9088. 7 50. 00 Sequence
DRB1_0701 68 M.LLPDPETARI DPF M.LLPDPET 0. 1563 9211.8 50. 00 Sequence
DRB1_0701 416 PQTPTQLSDVI DRLE LSDVI DRLE 0. 1559 9252.5 50. 00 Sequence
DRB1_0701 453 FKRENEI EPVNI RPH FKRENEI EP 0. 1550 9350. 8 50. 00 Sequence
DRB1_0701 53 DGSS|I RGFQSI HESD | RGFQSI HE 0. 1534 9509. 7 50. 00 Sequence
DRB1_0701 170 DGSPNRGYKVRHKGG GSPNRGYKV 0. 1507 9792.3 50. 00 Sequence
DRB1_0701 153 EVDAI SOAMWNTGAAT VDAl SGWAN 0. 1500 9869. 5 50. 00 Sequence
DRB1_0701 452 SFKRENEI EPVNIRP FKRENEI EP 0. 1490 9969. 4 50. 00 Sequence
DRB1_0701 286 PLMYDETGYAGLSDT YDETGYAGL 0.1473 10160. 8 50. 00 Sequence
DRB1_0701 368 SPDSSGNPYLAFSAM PDSSGNPYL 0. 1460 10302. 6 50. 00 Sequence
DRB1_0701 345 NRSACVRI Pl TGSNP RSACVRI PI 0.1447 10443. 3 50. 00 Sequence
DRB1_0701 410 EEAASI PQTPTQLSD | PQTPTQLS 0. 1444 10484. 4 50. 00 Sequence
DRB1_0701 37 PASAFDKSVFDDGLA DKSVFDDGL 0.1439 10542. 9 50. 00 Sequence
DRB1_0701 262 MPKPLFGDNGSGVHC LFGDNGSGM 0.1414 10827.7 50. 00 Sequence
DRB1_0701 217 HEVGSGGQAEI NYQF GQAEI NYQF 0. 1402 10969. 2 50. 00 Sequence
DRB1_0701 411 EAASI PQTPTQLSDV | PQTPTQLS 0. 1402 10974. 3 50. 00 Sequence
DRB1_0701 408 PPEEAASI PQTPTQL S| PQTPTQL 0.1393 11071.9 50. 00 Sequence
DRB1_0701 288 MYDETGYAGLSDTAR YDETGYAGL 0.1393 11071.9 50. 00 Sequence
DRB1_0701 136 Yl FDSVSFDSRANGS | FDSVSFDS 0.1391 11097. 6 50. 00 Sequence
DRB1_0701 215 GHHEVGSGGQAEI NY VGSGGQAEI 0. 1390 11115. 2 50. 00 Sequence
DRB1_0701 348 ACVRI Pl TGSNPKAK | TGSNPKAK 0.1389 11119.6 50. 00 Sequence
DRB1_0701 417 QTPTQLSDVI DRLEA LSDVI DRLE 0.1368 11374.1 50. 00 Sequence
DRB1_0701 161 \WNTGAATEADGSPNR WKTGAATEA 0. 1360 11481.6 50. 00 Sequence
DRB1_0701 261 FMPKPLFGDNGSGVH LFGDNGSGM 0.1348 11630. 6 50. 00 Sequence
DRB1_0701 168 EADGSPNRGYKVRHK GSPNRGYKV 0.1347 11641. 3 50. 00 Sequence
DRB1_0701 287 LMYDETGYAGLSDTA YDETGYAGL 0.1345 11671. 3 50. 00 Sequence
DRB1_0701 439 GGVFTNDLI ETW SF GVFTNDLI E 0.1344 11677.5 50. 00 Sequence
DRB1_0701 73 DPETARI DPFRAAKT | DPFRAAKT 0. 1330 11853. 1 50. 00 Sequence
DRB1_0701 103 YSRDPRNI ARKAENY YSRDPRNI A 0.1316 12032.6 50. 00 Sequence
DRB1_0701 282 KDGAPLMYDETGYAG LMYDETGYA 0.1314 12066. 1 50. 00 Sequence
DRB1_0701 420 TQLSDVI DRLEADHE | DRLEADHE 0. 1307 12159. 6 50. 00 Sequence
DRB1_0701 260 TFMPKPLFGDNGSGM LFGDNGSGM 0.1296 12296. 6 50. 00 Sequence
DRB1_0701 0 VTEKTPDDVFKLAKD TEKTPDDVF 0.1280 12512.3 50. 00 Sequence
DRB1_0701 20 VDVRFCDLPG MOHF FCDLPG MQ 0.1280 12519. 2 50. 00 Sequence
DRB1_0701 83 RAAKTLNI NFFVHDP AAKTLNI NF 0.1266 12702. 3 50. 00 Sequence
DRB1_0701 412 AASI PQTPTQLSDVI | PQTPTQLS 0. 1256 12841. 2 50. 00 Sequence
DRB1_0701 263 PKPLFGDNGSGVHCH LFGDNGSGM 0.1249 12946. 1 50. 00 Sequence
DRB1_0701 386 GLDG KNKI EPQAPV  NKI EPQAPV 0.1242 13042. 0 50. 00 Sequence
DRB1_0701 413 ASI PQTPTQLSDVID | PQTPTQLS 0.1238 13101. 4 50. 00 Sequence
DRB1_0701 218 EVGSGGQAEI NYQFN VGSGGQAE 0.1231 13197.6 50. 00 Sequence
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DRB1_0701 169 ADGSPNRGYKVRHKG GSPNRGYKV 0. 1230 13211. 6 50. 00 Sequence
DRB1_0701 383 LMAGLDG KNKI EPQ LDG KNKI E 0.1229 13233.9 50. 00 Sequence
DRB1_0701 347 SACVRI Pl TGSNPKA | Pl TGSNPK 0.1224 13294. 5 50. 00 Sequence
DRB1_0701 187 PVAPNDQYVDLRDKM PVAPNDQYV 0.1216 13413.5 50. 00 Sequence
DRB1_0701 349 CVRI Pl TGSNPKAKR | TGSNPKAK 0. 1209 13513. 3 50. 00 Sequence
DRB1_0701 421 QLSDVI DRLEADHEY | DRLEADHE 0.1202 13612. 9 50. 00 Sequence
DRB1_0701 38 ASAFDKSVFDDGLAF DKSVFDDGL 0. 1200 13652. 3 50. 00 Sequence
DRB1_0701 94 VHDPFTLEPYSRDPR FTLEPYSRD 0.1193 13747.0 50. 00 Sequence
DRB1_0701 418 TPTQLSDVI DRLEAD LSDVI DRLE 0.1162 14220. 9 50. 00 Sequence
DRB1_0701 414 SIPQTPTQLSDVIDR S| PQTPTQL 0.1154 14341. 2 50. 00 Sequence
DRB1_0701 289 YDETGYAGLSDTARH YDETGYAGL 0.1147 14459. 8 50. 00 Sequence
DRB1_0701 216 HHEVGSGGQAEI NYQ VGSGGQAE 0.1127 14775. 6 50. 00 Sequence
DRB1_0701 264 KPLFGDNGSGVHCHQ LFGDNGSGM 0.1116 14943. 2 50. 00 Sequence
DRB1_0701 119 |STG ADTAYFGAEA G ADTAYFG 0.1114 14986. 1 50. 00 Sequence
DRB1_0701 454 KRENEI EPVNI RPHP | EPVNI RPH 0.1110 15042. 0 50. 00 Sequence
DRB1_0701 403 DLYELPPEEAASI PQ PEEAASI PQ 0.1101 15191. 5 50. 00 Sequence
DRB1_0701 40 AFDKSVFDDGLAFDG DKSVFDDGL 0.1097 15255. 5 50. 00 Sequence
DRB1_0701 21 DVRFCDLPG MHFT FCDLPG MQ 0. 1090 15369. 0 50. 00 Sequence
DRB1_0701 265 PLFGDNGSGVHCHQS LFGDNGSGM 0. 1089 15393. 1 50. 00 Sequence
DRB1_0701 219 VGSGGQAEI NYQFNS GQAEI NYQF 0.1085 15450. 2 50. 00 Sequence
DRB1_0701 390 | KNKI EPQAPVDKDL PQAPVDKDL 0.1054 15977. 0 50. 00 Sequence
DRB1_0701 236 HAADDMQLYKYI | KN DMQLYKYI | 0. 1053 15993. 7 50. 00 Sequence
DRB1_0701 384 NAGLDG KNKI EPQA LDG KNKI E 0. 1050 16059. 7 50. 00 Sequence
DRB1_0701 163 TGAATEADGSPNRGY ADGSPNRGY 0.1048 16086. 5 50. 00 Sequence
DRB1_0701 415 |PQTPTQLSDVIDRL QLSDVI DRL 0. 1040 16221. 1 50. 00 Sequence
DRB1_0701 22 VRFCDLPG MQHFTI FCDLPG MQ 0. 1040 16227. 2 50. 00 Sequence
DRB1_0701 419 PTQLSDVI DRLEADH LSDVI DRLE 0.1037 16281. 4 50. 00 Sequence
DRB1_0701 70 LLPDPETARI DPFRA PETARI DPF 0.1036 16301. 5 50. 00 Sequence
DRB1_0701 266 LFGDNGSGVHCHQSL LFGDNGSGM 0.1036 16302. 7 50. 00 Sequence
DRB1_0701 404 LYELPPEEAASI PQT PEEAASI PQ 0.1027 16459. 4 50. 00 Sequence
DRB1_0701 121 TG ADTAYFGAEAEF G ADTAYFG 0.1011 16740. 5 50. 00 Sequence
DRB1_0701 39 SAFDKSVFDDGLAFD DKSVFDDGL 0. 1000 16944. 9 50. 00 Sequence
DRB1_0701 387 LDG KNKI EPQAPVD NKI EPQAPV 0. 1000 16951. 7 50. 00 Sequence
DRB1_0701 41 FDKSVFDDGLAFDGS DKSVFDDGL 0. 0986 17208. 4 50. 00 Sequence
DRB1_0701 401 DKDLYELPPEEAASI LPPEEAASI 0. 0985 17220. 0 50. 00 Sequence
DRB1_0701 120 STG ADTAYFGAEAE G ADTAYFG 0. 0980 17314. 1 50. 00 Sequence
DRB1_0701 391 KNKI EPQAPVDKDLY PQAPVDKDL 0.0977 17376. 8 50. 00 Sequence
DRB1_0701 237 AADDMQLYKY!I | KNT DMQLYKYI | 0. 0966 17585. 6 50. 00 Sequence
DRB1_0701 95 HDPFTLEPYSRDPRN FTLEPYSRD 0. 0959 17724.1 50. 00 Sequence
DRB1_0701 385 AGLDG KNKI EPQAP LDG KNKI E 0.0941 18072. 1 50. 00 Sequence
DRB1_0701 406 ELPPEEAASI PQTPT AASI PQTPT 0.0932 18233. 7 50. 00 Sequence
DRB1_0701 164 GAATEADGSPNRGYK ADGSPNRGY 0. 0930 18280. 4 50. 00 Sequence
DRB1_0701 393 KI EPQAPVDKDLYEL —PQAPVDKDL 0.0925 18370. 6 50. 00 Sequence
DRB1_0701 10 KLAKDEKVEYVDVRF KVEYVDVRF 0.0924 18391. 2 50. 00 Sequence
DRB1_0701 23 RFCDLPG MHFTIP FCDLPG MQ 0. 0895 18985. 7 50. 00 Sequence
DRB1_0701 392 NKI EPQAPVDKDLYE PQAPVDKDL 0. 0892 19042. 7 50. 00 Sequence
DRB1_0701 69 LLLPDPETARI DPFR PETARI DPF 0.0871 19475. 2 50. 00 Sequence
DRB1_0701 405 YELPPEEAASI PQTP PEEAASI PQ 0. 0855 19820. 0 50. 00 Sequence
DRB1_0701 71 LPDPETARI DPFRAA PETARI DPF 0. 0849 19951. 5 50. 00 Sequence
DRB1_0701 212 LEKGHHEVGSGGQAE HHEVGSGGEQ 0.0844 20058. 2 50. 00 Sequence
DRB1_0701 42 DKSVFDDGLAFDGSS DKSVFDDGL 0. 0840 20150. 4 50. 00 Sequence
DRB1_0701 402 KDLYELPPEEAASI P LPPEEAASI 0.0833 20296. 0 50. 00 Sequence
DRB1_0701 407 LPPEEAASI PQTPTQ AASI PQTPT 0. 0805 20916. 8 50. 00 Sequence
DRB1_0701 1 TEKTPDDVFKLAKDE TEKTPDDVF 0.0762 21925. 1 50. 00 Sequence
DRB1_0701 144 DSRANGSFYEVDAI S DSRANGSFY 0.0761 21936. 9 50. 00 Sequence
DRB1_0701 394 | EPQAPVDKDLYELP PQAPVDKDL 0.0761 21945. 3 50. 00 Sequence
DRB1_0701 220 GSGGQAEI NYQFNSL GQAEI NYQF 0.0734 22590. 7 50. 00 Sequence
DRB1_0701 388 DG KNKI EPQAPVDK NKI EPQAPV 0.0719 22957. 3 50. 00 Sequence
DRB1_0701 399 PVDKDLYELPPEEAA YELPPEEAA 0. 0691 23670. 4 50. 00 Sequence
DRB1_0701 395 EPQAPVDKDLYELPP PQAPVDKDL 0. 0639 25040. 1 50. 00 Sequence
DRB1_0701 72 PDPETARI DPFRAAK PETARI DPF 0. 0639 25042. 0 50. 00 Sequence
DRB1_0701 398 APVDKDLYELPPEEA LYELPPEEA 0.0637 25107. 9 50. 00 Sequence
DRB1_0701 162 NTGAATEADGSPNRG TEADGSPNR 0.0635 25160. 6 50. 00 Sequence
DRB1_0701 358 NPKAKRLEFRSPDSS LEFRSPDSS 0.0622 25513. 7 50. 00 Sequence
DRB1_0701 359 PKAKRLEFRSPDSSG EFRSPDSSG 0.0617 25656. 0 50. 00 Sequence
DRB1_0701 389 G KNKI EPQAPVDKD NKI EPQAPV 0. 0609 25866. 5 50. 00 Sequence
DRB1_0701 357 SNPKAKRLEFRSPDS RLEFRSPDS 0. 0590 26412. 3 50. 00 Sequence
DRB1_0701 400 VDKDLYELPPEEAAS YELPPEEAA 0. 0570 26993. 6 50. 00 Sequence
DRB1_0701 396 PQAPVDKDLYELPPE PQAPVDKDL 0. 0564 27146.5 50. 00 Sequence
DRB1_0701 2 EKTPDDVFKLAKDEK VFKLAKDEK 0. 0496 29227. 3 50. 00 Sequence
DRB1_0701 397 QAPVDKDLYELPPEE PVDKDLYEL 0.0351 34194. 1 50. 00 Sequence

Allele: DRB1_0701. Number of high binders 52. Nunber of weak binders 93. Nunmber of peptides 464
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Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random Identity
DRB1_0802 243 LYKYI | KNTAWQNGK  YKYI | KNTA 0. 6949 27.1 SB 0. 40 Sequence
DRB1_0802 174 NRGYKVRHKGGYFPV RGYKVRHKG 0.6942 27. 4 SB 0.40 Sequence
DRB1_0802 321 PTVNSYKRLVPGYEA TVNSYKRLV 0.6919 28.0 SB 0. 80 Sequence
DRB1_0802 173 PNRGYKVRHKGGYFP RGYKVRHKG 0. 6915 28.2 SB 0. 80 Sequence
DRB1_0802 322 TVNSYKRLVPGYEAP TVNSYKRLV 0. 6901 28.6 SB 0. 80 Sequence
DRB1_0802 175 RGYKVRHKGGYFPVA RGYKVRHKG 0. 6873 29.5 SB 0. 80 Sequence
DRB1_0802 320 NPTVNSYKRLVPGYE TVNSYKRLV 0.6843 30.4 SB 0. 80 Sequence
DRB1_0802 242 (QYKYI | KNTAWONG YKYI | KNTA 0. 6804 31.7 SB 0. 80 Sequence
DRB1_0802 241 MQALYKYI | KNTAWON YKYI | KNTA 0. 6644 37.8 SB 0. 80 Sequence
DRB1_0802 172 SPNRGYKVRHKGGYF RGYKVRHKG 0. 6550 41.8 SB 1.00 Sequence
DRB1_0802 240 DMQLYKYI | KNTAWDQ YKYI | KNTA 0. 6437 47. 3 SB 2.00 Sequence
DRB1_0802 244 YKYI | KNTAWONGKT  YKYI | KNTA 0. 6413 48.5 SB 2.00 Sequence
DRB1_0802 319 TNPTVNSYKRLVPGY TVNSYKRLV 0.6381 50. 2 B 2.00 Sequence
DRB1_0802 171 GSPNRGYKVRHKGGY RGYKVRHKG 0.6147 64. 6 \B 2.00 Sequence
DRB1_0802 227 | NYQFNSLLHAADDM QFNSLLHAA 0.6113 67.1 B 2.00 Sequence
DRB1_0802 318 FTNPTVNSYKRLVPG TVNSYKRLV 0.6110 67.3 B 2.00 Sequence
DRB1_0802 228 NYQFNSLLHAADDMY QFNSLLHAA 0.5914 83.2 B 4.00 Sequence
DRB1_0802 226 EI NYQFNSLLHAADD QFNSLLHAA 0. 5907 83.8 B 4.00 Sequence
DRB1_0802 225 AEI NYQFNSLLHAAD QFNSLLHAA 0. 5725 102.0 VB 4.00 Sequence
DRB1_0802 176 GYKVRHKGGYFPVAP GYKVRHKGG 0.5677 107.5 \B 4.00 Sequence
DRB1_0802 239 DDMQLYKYI | KNTAW YKYI | KNTA 0. 5593 117.7 B 4.00 Sequence
DRB1_0802 317 AFTNPTVNSYKRLVP TVNSYKRLV 0. 5585 118. 7 \B 4.00 Sequence
DRB1_0802 323 VNSYKRLVPGYEAPI  VNSYKRLVP 0. 5452 137.1 \B 8. 00 Sequence
DRB1_0802 170 DGSPNRGYKVRHKGG RGYKVRHKG 0. 5413 143.0 B 8. 00 Sequence
DRB1_0802 302 RHYI GGLLHHAPSLL YI GGLLHHA 0. 5374 149.1 \B 8. 00 Sequence
DRB1_0802 245 KYI | KNTAWNGKTV YI | KNTAWQ 0. 5277 165.7 B 8. 00 Sequence
DRB1_0802 303 HYlI GALHHAPSLLA YI GGLLHHA 0. 5244 171.7 VB 8. 00 Sequence
DRB1_0802 301 ARHYI GGLLHHAPSL Yl GGLLHHA 0. 5062 209.1 VB 8. 00 Sequence
DRB1_0802 229 YQFNSLLHAADDMQL QFNSLLHAA 0. 5030 216.5 B 8. 00 Sequence
DRB1_0802 246 YI | KNTAWQNGKTVT Yl | KNTAWQ 0. 5026 217.3 \B 8.00 Sequence
DRB1_0802 304 Yl GGELLHHAPSLLAF Yl GGLHHA 0. 5025 217.6 \B 8.00 Sequence
DRB1_0802 238 ADDMQLYKYI | KNTA YKYI | KNTA 0. 5013 220.6 VB 8. 00 Sequence
DRB1_0802 224 QAEI NYQFNSLLHAA QFNSLLHAA 0. 4918 244. 3 B 8. 00 Sequence
DRB1_0802 255 NGKTVTFMPKPLFGD GKTVTFMPK 0.4812 274.1 B 16. 00 Sequence
DRB1_0802 337 | NLVYSQRNRSACVR VYSQRNRSA 0.4791 280. 3 B 16. 00 Sequence
DRB1_0802 300 TARHYlI GGLLHHAPS YI GGLLHHA 0. 4787 281.5 B 16. 00 Sequence
DRB1_0802 256 GKTVTFMPKPLFGDN GKTVTFMPK 0.4754 291.8 B 16. 00 Sequence
DRB1_0802 338 NLVYSQRNRSACVRI  VYSQRNRSA 0.4701 309. 2 \B 16. 00 Sequence
DRB1_0802 254 QNGKTVTFMPKPLFG CKTVTFMPK 0. 4665 321.4 \B 16. 00 Sequence
DRB1_0802 230 QFNSLLHAADDMQLY QFNSLLHAA 0. 4624 336.0 B 16. 00 Sequence
DRB1_0802 336 PINLVYSQRNRSACV VYSQRNRSA 0. 4609 341. 4 B 16. 00 Sequence
DRB1_0802 253 WOUNCGKTVTFMPKPLF GKTVTFMPK 0. 4557 361.0 \B 16. 00 Sequence
DRB1_0802 169 ADGSPNRGYKVRHKG RGYKVRHKG 0. 4467 398.0 B 16. 00 Sequence
DRB1_0802 335 API NLVYSQRNRSAC LVYSCQRNRS 0. 4464 399.5 VB 16. 00 Sequence
DRB1_0802 447 | ETW SFKRENEI EP W SFKRENE 0. 4461 400. 5 B 16. 00 Sequence
DRB1_0802 334 EAPI NLVYSQRNRSA LVYSQRNRS 0. 4434 412.6 VB 16. 00 Sequence
DRB1_0802 177 YKVRHKGGYFPVAPN YKVRHKGGY 0. 4416 420. 8 \B 16. 00 Sequence
DRB1_0802 77 ARI DPFRAAKTLNIN PFRAAKTLN 0. 4349 452. 4 B 16. 00 Sequence
DRB1_0802 339 LVYSQRNRSACVRIP VYSQRNRSA 0.4330 461.9 \B 16. 00 Sequence
DRB1_0802 446 LIETW SFKRENEI E | ETW SFKR 0. 4283 485. 7 \B 16. 00 Sequence
DRB1_0802 299 DTARHYlI GGLLHHAP YI GGLLHHA 0. 4265 495.0 VB 16. 00 Sequence
DRB1_0802 78 RI DPFRAAKTLNI NF  PFRAAKTLN 0.4261 497.5 B 16. 00 Sequence
DRB1_0802 76 TARI DPFRAAKTLNI  PFRAAKTLN 0. 4249 503. 8 16. 00 Sequence
DRB1_0802 316 LAFTNPTVNSYKRLV TVNSYKRLV 0.4238 510. 2 16. 00 Sequence
DRB1_0802 252 AWNGKTVTFMPKPL CKTVTFMPK 0. 4199 532.1 16. 00 Sequence
DRB1_0802 445 DLI ETW SFKRENEI | ETW SFKR 0. 4167 550. 8 16. 00 Sequence
DRB1_0802 448 ETW SFKRENEI EPV W SFKRENE 0.4081 604. 4 32.00 Sequence
DRB1_0802 444 NDLI ETW SFKRENE | ETW SFKR 0. 4069 612.5 32.00 Sequence
DRB1_0802 251 TAWNGKTVTFMPKP GKTVTFMPK 0. 4049 625. 6 32.00 Sequence
DRB1_0802 333 YEAPI NLVYSQRNRS LVYSQRNRS 0. 4013 650. 7 32.00 Sequence
DRB1_0802 324 NSYKRLVPGYEAPI N NSYKRLVPG 0. 3942 702.8 32.00 Sequence
DRB1_0802 54 GSSI RGFQSI HESDM GSSI RGFQS 0. 3907 729.2 32.00 Sequence
DRB1_0802 257 KTVTFMPKPLFGDNG KTVTFMPKP 0. 3899 736.0 32.00 Sequence
DRB1_0802 53 DGSSI RGFQSI HESD GSSI RGFQS 0. 3893 740.5 32.00 Sequence
DRB1_0802 449 TW SFKRENEI EPVN W SFKRENE 0. 3864 764. 4 32.00 Sequence
DRB1_0802 75 ETARI DPFRAAKTLN PFRAAKTLN 0. 3862 766. 2 32.00 Sequence
DRB1_0802 340 VYSQRNRSACVRI Pl VYSQRNRSA 0. 3841 783.7 32.00 Sequence
DRB1_0802 79 | DPFRAAKTLNI NFF  PFRAAKTLN 0. 3822 799. 8 32.00 Sequence
DRB1_0802 298 SDTARHYlI GGLLHHA YI GGLLHHA 0.3791 827.4 32.00 Sequence
DRB1_0802 389 G KNKI EPQAPVDKD | KNKI EPQA 0.3711 901.8 32.00 Sequence
DRB1_0802 388 DA KNKI EPQAPVDK | KNKI EPCQA 0.3710 903.0 32.00 Sequence
DRB1_0802 153 EVDAI SGANAWTGAAT VDAl SGAWWN 0. 3694 918.6 32.00 Sequence
DRB1_0802 52 FDGSSI RGFQSIHES GSSI RGFQS 0. 3681 931.6 32.00 Sequence
DRB1_0802 80 DPFRAAKTLNI NFFV PFRAAKTLN 0. 3664 949. 0 32.00 Sequence
DRB1_0802 51 AFDGSSI RGFQSI HE GSSI RGFQS 0.3624 990. 6 32.00 Sequence
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DRB1_0802 274 MHCHQSLWKDGAPLM L\KDGAPLM 0. 3604 1012.8 32.00 Sequence
DRB1_0802 275 HCHQSLWKDGAPLMY CHQSLWKDG 0. 3601 1016. 4 32.00 Sequence
DRB1_0802 386 GLDG KNKI EPQAPV | KNKI EPQA 0. 3550 1073. 1 32.00 Sequence
DRB1_0802 387 LDG KNKI EPQAPVD | KNKI EPQA 0. 3547 1076. 8 32.00 Sequence
DRB1_0802 385 AGLDG KNKI EPQAP | KNKI EPQA 0. 3539 1086. 4 32.00 Sequence
DRB1_0802 193 QYVDLRDKMLTNLIN YVDLRDKM. 0. 3539 1086. 7 32.00 Sequence
DRB1_0802 305 | GGLLHHAPSLLAFT | GGLLHHAP 0. 3486 1150. 3 32.00 Sequence
DRB1_0802 276 CHQSLWKDGAPLMYD CHQSLWKDG 0.3471 1169. 1 32.00 Sequence
DRB1_0802 194 YVDLRDKMLTNLINS YVDLRDKM. 0. 3465 1176.6 32.00 Sequence
DRB1_0802 178 KVRHKGGYFPVAPND VRHKGGYFP 0. 3446 1201. 0 32.00 Sequence
DRB1_0802 50 LAFDGSSI RGFQSIH GSSI RGFQS 0. 3425 1229. 4 32.00 Sequence
DRB1_0802 81 PFRAAKTLNINFFVH PFRAAKTLN 0.3386 1282.1 32.00 Sequence
DRB1_0802 384 MAGLDG KNKI EPQA | KNKI EPQA 0.3380 1290. 2 32.00 Sequence
DRB1_0802 443 TNDLI ETW SFKREN | ETW SFKR 0.3335 1354. 4 32.00 Sequence
DRB1_0802 154 VDAl SGMANTGAATE VDAl SGWAN 0.3316 1382.5 32.00 Sequence
DRB1_0802 442 FTNDLI ETW SFKRE | ETW SFKR 0.3314 1386. 2 32.00 Sequence
DRB1_0802 273 GVHCHQSLWKDGAPL ~NMHCHQSLVK 0.3285 1429.5 32.00 Sequence
DRB1_0802 344 RNRSACVRI PI TGSN RNRSACVRI 0.3263 1463. 8 32.00 Sequence
DRB1_0802 152 YEVDAI SGWANTGAA VDAl SGWAN 0. 3260 1468. 9 32.00 Sequence
DRB1_0802 151 FYEVDAI SGWANTGA VDAl SGWAN 0.3256 1475.5 32.00 Sequence
DRB1_0802 192 DQYVDLRDKMLTNLI  YVDLRDKM. 0. 3254 1479.5 32.00 Sequence
DRB1_0802 332 GYEAPI NLVYSQRNR YEAPI NLVY 0.3253 1480. 4 32.00 Sequence
DRB1_0802 209 GFI LEKGHHEVGSGG GFl LEKGHH 0.3247 1490. 8 32.00 Sequence
DRB1_0802 223 GQAEI NYQFNSLLHA | NYQFNSLL 0. 3155 1646. 0 50. 00 Sequence
DRB1_0802 390 | KNKI EPQAPVDKDL | KNKI EPQA 0.3128 1695. 6 50. 00 Sequence
DRB1_0802 150 SFYEVDAI SGAMMTG VDAl SGWAN 0.3119 1711. 2 50. 00 Sequence
DRB1_0802 195 VDLRDKM.TNLINSG VDLRDKM.T 0.3113 1722.8 50. 00 Sequence
DRB1_0802 450 W SFKRENEI EPVNI W SFKRENE 0. 3096 1754. 2 50. 00 Sequence
DRB1_0802 296 GLSDTARHYI GGLLH GLSDTARHY 0. 3095 1757. 1 50. 00 Sequence
DRB1_0802 27 LPG MQHFTI PASAF G MHFTI P 0. 3069 1806. 0 50. 00 Sequence
DRB1_0802 250 NTAWQNGKTVTFMPK GKTVTFMPK 0. 3061 1822.0 50. 00 Sequence
DRB1_0802 373 GNPYLAFSAMLMAGL YLAFSAM.M 0.3048 1848. 8 50. 00 Sequence
DRB1_0802 237 AADDMQLYKY! | KNT QLYKY! | KN 0.3043 1857.5 50. 00 Sequence
DRB1_0802 375 PYLAFSAMLMAGLDG YLAFSAM.M 0. 3029 1887.5 50. 00 Sequence
DRB1_0802 208 SGFI LEKGHHEVGSG | LEKGHHEV 0.3018 1908. 8 50. 00 Sequence
DRB1_0802 325 SYKRLVPGYEAPINL YKRLVPGYE 0.3014 1916. 8 50. 00 Sequence
DRB1_0802 441 VFTNDLI ETW SFKR | ETW SFKR 0. 3007 1931. 1 50. 00 Sequence
DRB1_0802 74 PETARI DPFRAAKTL Rl DPFRAAK 0.2998 1950. 0 50. 00 Sequence
DRB1_0802 272 SGVHCHQSLWKDGAP NHCHQSLVK 0.2996 1954. 9 50. 00 Sequence
DRB1_ 0802 29 G MHFTI PASAFDK G MHFTI P 0.2989 1970. 1 50. 00 Sequence
DRB1_0802 102 PYSRDPRNI ARKAEN YSRDPRNI A 0.2979 1991. 1 50. 00 Sequence
DRB1_0802 374 NPYLAFSAMLMAGLD YLAFSAM.M 0.2978 1994. 3 50. 00 Sequence
DRB1_0802 28 PG MQHFTI PASAFD | MQHFTI PA 0.2962 2029.0 50. 00 Sequence
DRB1_0802 191 NDQYVDLRDKM.TNL YVDLRDKM. 0. 2960 2032.7 50. 00 Sequence
DRB1_0802 345 NRSACVRI PI TGSNP RSACVRI Pl 0.2951 2053. 1 50. 00 Sequence
DRB1_0802 351 RIPlI TGSNPKAKRLE Pl TGSNPKA 0. 2950 2055. 8 50. 00 Sequence
DRB1_0802 350 VRI PI TGSNPKAKRL Rl PI TGSNP 0.2943 2071.5 50. 00 Sequence
DRB1_0802 271 GSGVHCHQSLWKDGA HQSLWKDGA 0. 2939 2079.8 50. 00 Sequence
DRB1_0802 360 KAKRLEFRSPDSSGN KAKRLEFRS 0.2924 2112. 4 50. 00 Sequence
DRB1_0802 343 QRNRSACVRI PI TGS RNRSACVRI 0.2917 2129. 4 50. 00 Sequence
DRB1_0802 277 HQSLWKDGAPLMYDE SLVKDGAPL 0.2912 2140. 3 50. 00 Sequence
DRB1_0802 155 DAl SGAWNTGAATEA Al SGMNTG 0.2895 2181.7 50. 00 Sequence
DRB1_0802 206 | NSGFI LEKGHHEVG | LEKGHHEV 0. 2885 2203. 7 50. 00 Sequence
DRB1_0802 306 GGLLHHAPSLLAFTN GGLLHHAPS 0. 2884 2206. 0 50. 00 Sequence
DRB1_0802 207 NSGFI LEKGHHEVGS GFI LEKGHH 0. 2880 2216.6 50. 00 Sequence
DRB1_0802 26 DLPG MHFTI PASA G MHFTI P 0.2876 2226. 4 50. 00 Sequence
DRB1_0802 49 GLAFDGSS|I RGFQSI GSSI RGFQS 0. 2865 2253.8 50. 00 Sequence
DRB1_0802 297 LSDTARHYI GGLLHH SDTARHYI G 0. 2834 2329.7 50. 00 Sequence
DRB1_0802 205 LI NSGFI LEKGHHEV GFl LEKGHH 0.2823 2357.0 50. 00 Sequence
DRB1_0802 190 PNDQYVDLRDKMLTN YVDLRDKM. 0.2822 2360. 0 50. 00 Sequence
DRB1_0802 346 RSACVRI Pl TGSNPK RSACVRI Pl 0. 2820 2364. 5 50. 00 Sequence
DRB1_0802 372 SGNPYLAFSAMLMAG YLAFSAM.M 0.2816 2374.9 50. 00 Sequence
DRB1_0802 179 VRHKGGYFPVAPNDQ VRHKGGYFP 0. 2805 2402.8 50. 00 Sequence
DRB1_0802 103 YSRDPRNI ARKAENY YSRDPRNI A 0. 2805 2403. 9 50. 00 Sequence
DRB1_0802 359 PKAKRLEFRSPDSSG KAKRLEFRS 0.2796 2427.9 50. 00 Sequence
DRB1_0802 156 Al SGWANTGAATEAD GWANTGAAT 0.2755 2538.0 50. 00 Sequence
DRB1_0802 30 | MOHFTI PASAFDKS | MQHFTI PA 0. 2754 2540. 4 50. 00 Sequence
DRB1_0802 198 RDKM.TNLINSGFIL RDKM.TNLI 0.2747 2559. 2 50. 00 Sequence
DRB1_0802 189 APNDQYVDLRDKMLT YVDLRDKM. 0.2737 2587. 4 50. 00 Sequence
DRB1_0802 331 PGYEAPI NLVYSQRN Pl NLVYSQR 0.2731 2603. 5 50. 00 Sequence
DRB1_0802 99 TLEPYSRDPRNI ARK YSRDPRNI A 0.2718 2640. 4 50. 00 Sequence
DRB1_0802 101 EPYSRDPRNI ARKAE YSRDPRNI A 0. 2698 2699. 5 50. 00 Sequence
DRB1_0802 376 YLAFSAMLMAGLDG  YLAFSAM.M 0.2684 2739.1 50. 00 Sequence
DRB1_0802 149 GSFYEVDAI SGAWNT VDAl SGWAN 0.2671 2780. 3 50. 00 Sequence
DRB1_0802 98 FTLEPYSRDPRNI AR YSRDPRNI A 0. 2663 2802. 2 50. 00 Sequence
DRB1_0802 222 GGQAEI NYQFNSLLH | NYQFNSLL 0. 2661 2807.9 50. 00 Sequence
DRB1_0802 106 DPRNI ARKAENYLIS RN ARKAEN 0. 2657 2820. 6 50. 00 Sequence
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DRB1_0802 219 VGSGGQAEI NYQFNS GQAEI NYQF 0.1129 14732.9 50. 00 Sequence
DRB1_0802 1 TEKTPDDVFKLAKDE PDDVFKLAK 0.1108 15077. 3 50. 00 Sequence
DRB1_0802 35 TI PASAFDKSVFDDG PASAFDKSV 0.1107 15099. 9 50. 00 Sequence
DRB1_0802 216 HHEVGSGGQAEI NYQ HEVGSGGQA 0. 1100 15211. 5 50. 00 Sequence
DRB1_0802 218 EVGSGGQAEI NYQFN GQAEI NYQF 0. 1095 15283. 4 50. 00 Sequence
DRB1_0802 414 SIPQTPTQLSDVIDR | PQTPTQLS 0.1081 15523. 6 50. 00 Sequence
DRB1_0802 145 SRANGSFYEVDAI SG FYEVDAI SG 0.1077 15595. 8 50. 00 Sequence
DRB1_0802 260 TFMPKPLFGDNGSGM TFMPKPLFG 0.1077 15599. 7 50. 00 Sequence
DRB1_0802 47 DDGLAFDGSSI RGFQ GLAFDGSSI 0.1076 15602. 9 50. 00 Sequence
DRB1_0802 83 RAAKTLNI NFFVHDP KTLNI NFFV 0.1076 15613. 9 50. 00 Sequence
DRB1_0802 281 WKDGAPLMYDETGYA WKDGAPLMY 0.1063 15827. 9 50. 00 Sequence
DRB1_0802 46 FDDGLAFDGSS| RGF GLAFDGSSI 0. 1060 15885. 0 50. 00 Sequence
DRB1_0802 165 AATEADGSPNRGYKV GSPNRGYKV 0. 1055 15974. 5 50. 00 Sequence
DRB1_0802 398 APVDKDLYELPPEEA VDKDLYELP 0. 1051 16036. 5 50. 00 Sequence
DRB1_0802 407 LPPEEAASI PQTPTQ PPEEAASI P 0. 1049 16065. 6 50. 00 Sequence
DRB1_0802 121 TG ADTAYFGAEAEF G ADTAYFG 0.1042 16187. 8 50. 00 Sequence
DRB1_0802 213 EKGHHEVGSGGQAEI HEVGSGGQA 0. 1039 16245. 3 50. 00 Sequence
DRB1_0802 266 LFGDNGSGVHCHQSL GSGVHCHQS 0.1029 16421.0 50. 00 Sequence
DRB1_0802 187 PVAPNDQYVDLRDKM QYVDLRDKM 0.1028 16448. 5 50. 00 Sequence
DRB1_0802 129 FGAEAEFYI FDSVSF FGAEAEFYI 0.1027 16453. 3 50. 00 Sequence
DRB1_0802 283 DGAPLMYDETGYAGL LMYDETGYA 0.1025 16500. 9 50. 00 Sequence
DRB1_0802 60 FQS|I HESDMLLLPDP FQSI HESDM 0.1022 16551. 4 50. 00 Sequence
DRB1_0802 416 PQTPTQLSDVI DRLE TPTQLSDVI 0.1012 16732. 7 50. 00 Sequence
DRB1_0802 120 STG ADTAYFGAEAE G ADTAYFG 0.1011 16748. 3 50. 00 Sequence
DRB1_0802 131 AEAEFYI FDSVSFDS FYI FDSVSF 0. 1007 16817. 3 50. 00 Sequence
DRB1_0802 0 VTEKTPDDVFKLAKD PDDVFKLAK 0. 1003 16893. 7 50. 00 Sequence
DRB1_0802 142 SFDSRANGSFYEVDA FDSRANGSF 0. 1002 16904. 3 50. 00 Sequence
DRB1_0802 265 PLFGDNGSGVHCHQS GSGVHCHQS 0. 0990 17134.3 50. 00 Sequence
DRB1_0802 43 KSVFDDGLAFDGSS| GLAFDGSSI 0.0984 17243. 4 50. 00 Sequence
DRB1_0802 397 QAPVDKDLYELPPEE PVDKDLYEL 0.0974 17424.8 50. 00 Sequence
DRB1_0802 282 KDGAPLMYDETGYAG LMYDETGYA 0. 0967 17564. 5 50. 00 Sequence
DRB1_0802 13 KDEKVEYVDVRFCDL YVDVRFCDL 0. 0951 17862. 3 50. 00 Sequence
DRB1_0802 62 S| HESDMLLLPDPET S| HESDMLL 0.0943 18023. 1 50. 00 Sequence
DRB1_0802 392 NKI EPQAPVDKDLYE NKI EPQAPV 0. 0943 18023. 9 50. 00 Sequence
DRB1_0802 44 SVFDDGLAFDGSSIR GLAFDGSSI 0.0942 18047. 7 50. 00 Sequence
DRB1_0802 143 FDSRANGSFYEVDAI FDSRANGSF 0. 0933 18222. 1 50. 00 Sequence
DRB1_0802 63 |HESDM.LLPDPETA | HESDMLLL 0. 0905 18778.5 50. 00 Sequence
DRB1_0802 427 DRLEADHEYLTEGGY RLEADHEYL 0. 0902 18837. 8 50. 00 Sequence
DRB1_0802 233 SLLHAADDMQLYKY!  LLHAADDMQ 0. 0901 18859. 6 50. 00 Sequence
DRB1_0802 10 KLAKDEKVEYVDVRF KLAKDEKVE 0. 0896 18965. 2 50. 00 Sequence
DRB1_0802 428 RLEADHEYLTEGGVF RLEADHEYL 0. 0896 18970. 7 50. 00 Sequence
DRB1_0802 405 YELPPEEAASI PQTP YELPPEEAA 0.0894 19010. 1 50. 00 Sequence
DRB1_0802 396 PQAPVDKDLYELPPE PVDKDLYEL 0.0888 19122. 6 50. 00 Sequence
DRB1_0802 186 FPVAPNDQYVDLRDK FPVAPNDQY 0.0883 19227. 6 50. 00 Sequence
DRB1_0802 424 DVI DRLEADHEYLTE RLEADHEYL 0. 0882 19259. 0 50. 00 Sequence
DRB1_0802 425 VI DRLEADHEYLTEG RLEADHEYL 0. 0879 19313. 5 50. 00 Sequence
DRB1_0802 404 LYELPPEEAASI PQT YELPPEEAA 0.0857 19780. 2 50. 00 Sequence
DRB1_0802 64 HESDMLLLPDPETAR HESDMLLLP 0.0848 19968. 6 50. 00 Sequence
DRB1_0802 401 DKDLYELPPEEAASI YELPPEEAA 0.0837 20210. 5 50. 00 Sequence
DRB1_0802 232 NSLLHAADDMQLYKY LLHAADDMQ 0. 0835 20252. 5 50. 00 Sequence
DRB1_0802 402 KDLYELPPEEAASI P YELPPEEAA 0.0834 20277. 1 50. 00 Sequence
DRB1_0802 61 QS| HESDMLLLPDPE QS| HESDML 0.0834 20277.5 50. 00 Sequence
DRB1_0802 40 AFDKSVFDDGLAFDG KSVFDDGLA 0. 0824 20511. 2 50. 00 Sequence
DRB1_0802 406 ELPPEEAASI PQTPT PPEEAASI P 0.0823 20528. 1 50. 00 Sequence
DRB1_0802 393 KI EPQAPVDKDLYEL —KI EPQAPVD 0.0822 20535. 8 50. 00 Sequence
DRB1_0802 41 FDKSVFDDGLAFDGS KSVFDDGLA 0.0811 20801. 7 50. 00 Sequence
DRB1_0802 69 LLLPDPETARI DPFR ETARI DPFR 0. 0800 21041.9 50. 00 Sequence
DRB1_0802 184 GYFPVAPNDQYVDLR FPVAPNDQY 0. 0799 21066. 5 50. 00 Sequence
DRB1_0802 185 YFPVAPNDQYVDLRD YFPVAPNDQ 0. 0799 21071. 8 50. 00 Sequence
DRB1_0802 66 SDMLLLPDPETARID SDM.LLPDP 0. 0795 21157. 2 50. 00 Sequence
DRB1_0802 65 ESDM.LLPDPETARI SDM.LLPDP 0.0787 21349. 2 50. 00 Sequence
DRB1_0802 426 |DRLEADHEYLTEGG RLEADHEYL 0.0786 21356. 6 50. 00 Sequence
DRB1_0802 38 ASAFDKSVFDDGLAF KSVFDDGLA 0.0781 21466. 4 50. 00 Sequence
DRB1_0802 403 DLYELPPEEAASI PQ YELPPEEAA 0.0774 21647. 7 50. 00 Sequence
DRB1_0802 12 AKDEKVEYVDVRFCD KVEYVDVRF 0. 0755 22086. 5 50. 00 Sequence
DRB1_0802 11 LAKDEKVEYVDVRFC KVEYVDVRF 0. 0750 22221.5 50. 00 Sequence
DRB1_0802 395 EPQAPVDKDLYELPP VDKDLYELP 0.0738 22490. 9 50. 00 Sequence
DRB1_0802 144 DSRANGSFYEVDAI'S SFYEVDAI S 0.0731 22660. 0 50. 00 Sequence
DRB1_0802 42 DKSVFDDGLAFDGSS KSVFDDGLA 0.0708 23242.0 50. 00 Sequence
DRB1_0802 39 SAFDKSVFDDGLAFD KSVFDDGLA 0. 0700 23433.9 50. 00 Sequence
DRB1_0802 130 GAEAEFYI FDSVSFD FYI FDSVSF 0. 0696 23550. 1 50. 00 Sequence
DRB1_0802 68 M.LLPDPETARI DPF M.LLPDPET 0. 0664 24384. 0 50. 00 Sequence
DRB1_0802 164 GAATEADGSPNRGYK DGSPNRGYK 0. 0657 24565. 6 50. 00 Sequence
DRB1_0802 67 DM.LLPDPETARI DP M.LLPDPET 0. 0639 25053. 1 50. 00 Sequence
DRB1_0802 394 | EPQAPVDKDLYELP PVDKDLYEL 0. 0593 26313. 9 50. 00 Sequence
DRB1_0802 264 KPLFGDNGSGVHCHQ FGDNGSGVH 0. 0576 26823. 0 50. 00 Sequence
DRB1_0802 263 PKPLFGDNGSGVHCH FGDNGSGVH 0. 0553 27500. 3 50. 00 Sequence
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DRB1_0802 262 MPKPLFGDNGSGVHC FGDNGSGVH 0. 0547 27662. 4 50. 00 Sequence
DRB1_0802 261 FMPKPLFGDNGSGVH FGDNGSGVH 0. 0535 28023. 3 50. 00 Sequence
DRB1_0802 163 TGAATEADGSPNRGY AATEADGSP 0. 0362 33780. 4 50. 00 Sequence
DRB1_0802 162 NTGAATEADGSPNRG ATEADGSPN 0.0354 34071.9 50. 00 Sequence

Allele: DRB1_0802. Number of high binders 12. Nunber of weak binders 40. Number of peptides 464

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random I dentity
DRB1_0901 306 GGLLHHAPSLLAFTN LLHHAPSLL 0. 7453 15.7 SB 0.10 Sequence
DRB1_0901 307 GLLHHAPSLLAFTNP LLHHAPSLL 0.7318 18.2 SB 0.15 Sequence
DRB1_0901 305 | GGLLHHAPSLLAFT LLHHAPSLL 0. 7300 18.6 SB 0.20 Sequence
DRB1_0901 374 NPYLAFSAMLMAGLD YLAFSAMLM 0. 7207 20.5 SB 0. 30 Sequence
DRB1_0901 304 YIGGLLHHAPSLLAF LLHHAPSLL 0. 7180 21.1 SB 0. 30 Sequence
DRB1_0901 303 HYI GGLLHHAPSLLA LLHHAPSLL 0.7170 21. 4 SB 0. 30 Sequence
DRB1_0901 375 PYLAFSAMLMAGLDG YLAFSAMLM 0.7129 22.3 SB 0. 30 Sequence
DRB1_0901 373 GNPYLAFSAMLMAGL YLAFSAMLM 0. 7065 23.9 SB 0.40 Sequence
DRB1_ 0901 308 LLHHAPSLLAFTNPT LLHHAPSLL 0. 7043 24.5 SB 0. 40 Sequence
DRB1_ 0901 156 Al SGAMWNTGAATEAD WNTGAATEA 0. 6644 37.7 SB 1.00 Sequence
DRB1_0901 158 SGMWNTGAATEADGS WANTGAATE 0. 6586 40. 2 SB 2.00 Sequence
DRB1_0901 372 SGNPYLAFSAMLMAG YLAFSAMLM 0. 6576 40. 7 SB 2.00 Sequence
DRB1_0901 371 SSGNPYLAFSAMLMA PYLAFSAML 0. 6547 41.9 SB 2.00 Sequence
DRB1_0901 157 | SGWAWTGAATEADG WANTGAATE 0. 6531 42.7 SB 2.00 Sequence
DRB1_0901 155 DAI SGWAWNTGAATEA WANTGAATE 0. 6456 46. 3 SB 2.00 Sequence
DRB1_0901 376 YLAFSAMLMAGLDA YLAFSAMLM 0. 6426 47.8 SB 2.00 Sequence
DRB1_0901 326 YKRLVPGYEAPI NLV YKRLVPGYE 0. 6418 48. 2 SB 2.00 Sequence
DRB1_0901 159 OGWWNTGAATEADGSP WWTGAATEA 0. 6359 51.4 VB 2.00 Sequence
DRB1_0901 160 WANTGAATEADGSPN WNTGAATEA 0.6325 53.3 B 2.00 Sequence
DRB1_0901 302 RHYIGA.LHHAPSLL LLHHAPSLL 0.6136 65. 4 \B 4.00 Sequence
DRB1_0901 56 SIRGFQSI HESDMLL RGFQSI HES 0. 6074 70.0 \B 4.00 Sequence
DRB1_0901 57 |RGFQSIHESDM.LL RGFQSI HES 0. 6055 71.4 B 4.00 Sequence
DRB1_0901 370 DSSGNPYLAFSAMLM YLAFSAMLM 0. 6040 72.6 B 4.00 Sequence
DRB1_0901 55 SSI RGFQSI HESDML  SSI RGFQSI 0. 6003 75.5 B 4.00 Sequence
DRB1_0901 30 | MHFTI PASAFDKS  FTI PASAFD 0. 5992 76.5 VB 4.00 Sequence
DRB1_0901 325 SYKRLVPGYEAPI NL YKRLVPGYE 0. 5978 77.6 B 4.00 Sequence
DRB1_0901 31 MXHFTI PASAFDKSVY  FTI PASAFD 0. 5971 78.2 B 4.00 Sequence
DRB1_0901 54 GSSI RGFQSI HESDM  SSI RGFQSI 0.5938 81.0 \B 4.00 Sequence
DRB1_0901 58 RGFQSI HESDMLLLP RGFQSI HES 0.5923 82.3 \B 4. 00 Sequence
DRB1_0901 327 KRLVPGYEAPI NLVY LVPGYEAPI 0. 5920 82.7 B 8.00 Sequence
DRB1_0901 32 (QHFTI PASAFDKSVF  FTI PASAFD 0. 5906 83.9 \B 8. 00 Sequence
DRB1_0901 115 ENYLI STG ADTAYF NYLI STGE A 0. 5896 84.9 \B 8. 00 Sequence
DRB1_0901 309 LHHAPSLLAFTNPTV LHHAPSLLA 0.5782 95.9 B 8. 00 Sequence
DRB1_0901 229 YQFNSLLHAADDMQL LHAADDMQL 0.5761 98.1 VB 8. 00 Sequence
DRB1_0901 324 NSYKRLVPGYEAPI N YKRLVPGYE 0.5761 98. 2 B 8. 00 Sequence
DRB1_0901 116 NYLISTGA ADTAYFG NYLI STGE A 0. 5756 98. 6 VB 8. 00 Sequence
DRB1_0901 29 d MHFTI PASAFDK  FTI PASAFD 0. 5644 111. 4 \B 8.00 Sequence
DRB1_0901 33 HFTI PASAFDKSVFD FTI PASAFD 0. 5606 116.0 B 8.00 Sequence
DRB1_0901 28 PG MOHFTI PASAFD FTI PASAFD 0. 5602 116.5 \B 8.00 Sequence
DRB1_0901 114 AENYLI STGE ADTAY NYLI STGE A 0. 5576 119.9 \B 8. 00 Sequence
DRB1_0901 77 ARl DPFRAAKTLNI N FRAAKTLNI 0. 5519 127.6 VB 8. 00 Sequence
DRB1_0901 154 VDAI SGWANTGAATE WANTGAATE 0. 5489 131.7 B 8. 00 Sequence
DRB1_0901 323 VNSYKRLVPGYEAPI  YKRLVPGYE 0. 5362 151.1 \B 16. 00 Sequence
DRB1_0901 328 RLVPGYEAPI NLVYS LVPGYEAPI 0. 5337 155.2 B 16. 00 Sequence
DRB1_0901 59 GFQSI HESDMLLLPD GFQSI HESD 0. 5313 159.3 VB 16. 00 Sequence
DRB1_0901 113 KAENYLI STA ADTA NYLI STG A 0. 5298 161.9 B 16. 00 Sequence
DRB1_0901 78 RI DPFRAAKTLNI NF  FRAAKTLNI 0. 5255 169. 7 \B 16. 00 Sequence
DRB1_0901 241 MQLYKYI | KNTAWON YKYI | KNTA 0. 5237 173. 1 \B 16. 00 Sequence
DRB1_0901 79 | DPFRAAKTLNI NFF  FRAAKTLNI 0.5210 178. 2 B 16. 00 Sequence
DRB1_0901 240 DMQLYKYI | KNTAWQ MQLYKYI I K 0. 5207 178.7 \B 16. 00 Sequence
DRB1_0901 76 TARI DPFRAAKTLNI  FRAAKTLNI 0. 5205 179. 2 \B 16. 00 Sequence
DRB1_0901 258 TVTFMPKPLFGDNGS VTFMPKPLF 0. 5193 181.5 B 16. 00 Sequence
DRB1_0901 256 GKTVTFMPKPLFGDN VTFMPKPLF 0. 5130 194.3 VB 16. 00 Sequence
DRB1_0901 230 QFNSLLHAADDMQLY LHAADDMQL 0.5113 198.0 B 16. 00 Sequence
DRB1_0901 80 DPFRAAKTLNI NFFV FRAAKTLNI 0.5112 198. 2 \B 16. 00 Sequence
DRB1_ 0901 161 WNTGAATEADGSPNR WNTGAATEA 0.5111 198. 4 \B 16. 00 Sequence
DRB1_0901 377 LAFSAMLMAGLDG K LAFSAMLMA 0.5111 198. 4 B 16. 00 Sequence
DRB1_0901 343 QRNRSACVRI PI TGS QRNRSACVR 0. 5045 212.9 VB 16. 00 Sequence
DRB1_0901 257 KTVTFMPKPLFGDNG VTFMPKPLF 0. 5043 213. 4 \B 16. 00 Sequence
DRB1_0901 53 DGSSI RGFQSIHESD SSI RGFQSI 0.5024 218.0 B 16. 00 Sequence
DRB1 0901 231 FNSLLHAADDMQLYK LHAADDMQL 0. 5022 218.3 VB 16. 00 Sequence
DRB1_0901 390 | KNKI EPQAPVDKDL NKI EPQAPV 0. 5022 218. 4 B 16. 00 Sequence
DRB1_0901 259 VTFMPKPLFCGDNGSG VTFMPKPLF 0. 5020 218.9 VB 16. 00 Sequence
DRB1_0901 342 SQRNRSACVRI PI TG RNRSACVRI 0.5013 220. 4 \B 16. 00 Sequence
DRB1_0901 133 AEFYI FDSVSFDSRA YI FDSVSFD 0.5010 221.1 B 16. 00 Sequence
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DRB1_0901 6 DDVFKLAKDEKVEYV FKLAKDEKV 0.5008 221.7 W 16.00 Sequence
DRB1_0901 112 RKAENYLISTG ADT NYLI STG A 0. 4983 227.8 W 16.00 Sequence
DRB1_0901 7 DVFKLAKDEKVEYVD FKLAKDEKV 0. 4983 227.8 W 16.00 Sequence
DRB1_0901 322 TVNSYKRLVPGYEAP YKRLVPGYE 0. 4980 228.4 W 16.00 Sequence
DRB1_0901 403 DLYELPPEEAASI PQ LYELPPEEA 0. 4973 230. 3 W 16.00 Sequence
DRB1_0901 132 EAEFYI FDSVSFDSR YI FDSVSFD 0. 4926 242.1 W  32.00 Sequence
DRB1_0901 404 LYELPPEEAASI PQT LYELPPEEA 0.4911 246. 3 WB  32.00 Sequence
DRB1_0901 389 G KNKI EPQAPVDKD NKI EPQAPV 0. 4908 247.1 W 32.00 Sequence
DRB1_0901 126 TAYFGAEAEFYI FDS AYFGAEAEF 0. 4905 247.8 W 32.00 Sequence
DRB1_0901 228 NYQFNSLLHAADDMD YQFNSLLHA 0. 4905 247.8 W 32.00 Sequence
DRB1_0901 255 NGKTVTFMPKPLFGD VTFMPKPLF 0. 4876 255. 7 W 32.00 Sequence
DRB1_0901 402 KDLYELPPEEAASI P LYELPPEEA 0. 4869 257.7 W 32.00 Sequence
DRB1_0901 391 KNKI EPQAPVDKDLY NKI EPQAPV 0. 4859 260. 6 W  32.00 Sequence
DRB1_0901 125 DTAYFGAEAEFYI FD AYFGAEAEF 0. 4857 261.0 W 32.00 Sequence
DRB1_0901 124 ADTAYFGAEAEFYI F AYFGAEAEF 0. 4849 263. 2 W 32.00 Sequence
DRB1_0901 392 NKI EPQAPVDKDLYE NKI EPQAPV 0.4843 265. 0 W 32.00 Sequence
DRB1_0901 34 FTI PASAFDKSVFDD FTI PASAFD 0. 4838 266. 4 W 32.00 Sequence
DRB1_0901 278 QSLWKDGAPLMYDET WKDGAPLMY 0. 4823 270.8 W 32.00 Sequence
DRB1_0901 5 PDDVFKLAKDEKVEY FKLAKDEKV 0. 4822 271.2 W 32.00 Sequence
DRB1_0901 279 SLWKDGAPLMYDETG WKDGAPLMY 0. 4819 272.1 W 32.00 Sequence
DRB1_0901 232 NSLLHAADDMQLYKY LLHAADDMQ 0.4787 281.6 W 32.00 Sequence
DRB1_0901 134 EFYI FDSVSFDSRAN YI FDSVSFD 0.4763 289. 0 WB  32.00 Sequence
DRB1_0901 123 | ADTAYFGAEAEFYl AYFGAEAEF 0.4753 292.2 W 32.00 Sequence
DRB1_0901 131 AEAEFYI FDSVSFDS Yl FDSVSFD 0. 4749 293.4 W  32.00 Sequence
DRB1_0901 341 YSQRNRSACVRIPIT QRNRSACVR 0.4741 295. 8 W 32.00 Sequence
DRB1_0901 301 ARHYI GGLLHHAPSL ARHYI GGLL 0.4739 296. 6 W 32.00 Sequence
DRB1_0901 180 RHKGGYFPVAPNDQY GYFPVAPND 0.4727 300. 4 W 32.00 Sequence
DRB1_0901 117 YLI STG ADTAYFGA YLI STG AD 0.4723 301. 8 W 32.00 Sequence
DRB1_0901 275 HCHQSLWKDGAPLMY WKDGAPLMY 0.4712 305. 4 W 32.00 Sequence
DRB1_0901 111 ARKAENYLISTG AD NYLI STG A 0. 4701 309.0 W 32.00 Sequence
DRB1_0901 4 TPDDVFKLAKDEKVE FKLAKDEKV 0. 4700 309. 5 W 32.00 Sequence
DRB1_0901 277 HQSLWKDGAPLMYDE WKDGAPLMY 0. 4699 309. 6 W  32.00 Sequence
DRB1_0901 227 | NYQFNSLLHAADDM YQFNSLLHA 0. 4696 310.7 W 32.00 Sequence
DRB1_0901 388 DG KNKI EPQAPVDK Kl EPQAPVD 0. 4694 311.5 W  32.00 Sequence
DRB1_0901 337 | NLVYSQRNRSACVR | NLVYSQRN 0. 4676 317.5 W 32.00 Sequence
DRB1_0901 338 NLVYSQRNRSACVRI RNRSACVRI 0.4672 318.8 W 32.00 Sequence
DRB1_0901 272 SGVHCHQSLWKDGAP SGVHCHQSL 0. 4672 319.0 W 32.00 Sequence
DRB1_0901 178 KVRHKGGYFPVAPND KVRHKGGYF 0. 4666 321.0 W 32.00 Sequence
DRB1_0901 462 VN RPHPYEFALYYD | RPHPYEFA 0. 4665 321.4 W 32.00 Sequence
DRB1_0901 276 CHQSLWKDGAPLMYD WKDGAPLMY 0. 4643 329.1 W 32.00 Sequence
DRB1_0901 344 RNRSACVRIPITGSN RNRSACVRI 0. 4642 329. 4 W 32.00 Sequence
DRB1_0901 242 QLYKY! | KNTAWONG YKYI | KNTA 0. 4639 330. 3 W  32.00 Sequence
DRB1_0901 369 PDSSGNPYLAFSAM. PYLAFSAM. 0. 4633 332.8 W 32.00 Sequence
DRB1_0901 336 Pl NLVYSQRNRSACV NLVYSQRNR 0. 4624 335.7 W 32.00 Sequence
DRB1_0901 271 GSGVHCHQSLWKDGA SGVHCHQSL 0. 4603 343.5 W 32.00 Sequence
DRB1_0901 9 FKLAKDEKVEYVDVR FKLAKDEKV 0. 4600 344. 6 W 32.00 Sequence
DRB1_0901 181 HKGGYFPVAPNDQYV GYFPVAPND 0. 4597 345.7 W 32.00 Sequence
DRB1_0901 461 PVNI RPHPYEFALYY | RPHPYEFA 0. 4589 348.9 W 32.00 Sequence
DRB1_0901 8 VFKLAKDEKVEYVDV FKLAKDEKV 0. 4578 353. 2 W  32.00 Sequence
DRB1_0901 183 GGYFPVAPNDQYVDL GYFPVAPND 0.4571 355. 6 W 32.00 Sequence
DRB1_0901 179 VRHKGGYFPVAPNDQ RHKGGYFPV 0. 4563 358. 8 W 32.00 Sequence
DRB1_0901 300 TARHYI GGLLHHAPS ARHYI GGLL 0. 4562 359. 2 W 32.00 Sequence
DRB1_0901 60 FQS|I HESDMLLLPDP QS| HESDML 0. 4561 359. 4 W 32.00 Sequence
DRB1_0901 335 APl NLVYSQRNRSAC | NLVYSQRN 0. 4551 363.4 W 32.00 Sequence
DRB1_0901 135 FYI FDSVSFDSRANG VI FDSVSFD 0. 4551 363.5 W 32.00 Sequence
DRB1_0901 239 DDMQLYKYI | KNTAW MQLYKYI | K 0. 4550 363. 9 W 32.00 Sequence
DRB1_0901 233 SLLHAADDMQLYKY! LHAADDMQL 0. 4549 364. 3 W 32.00 Sequence
DRB1_0901 339 LVYSQRNRSACVRI P QRNRSACVR 0. 4539 368. 4 W 32.00 Sequence
DRB1_0901 321 PTVNSYKRLVPGYEA YKRLVPGYE 0. 4535 369. 9 W  32.00 Sequence
DRB1_0901 463 N RPHPYEFALYYDV | RPHPYEFA 0. 4534 370.3 W  32.00 Sequence
DRB1_0901 182 KGGYFPVAPNDQYVD GYFPVAPND 0. 4513 378.7 W 32.00 Sequence
DRB1_0901 81 PFRAAKTLNI NFFVH FRAAKTLNI 0. 4483 391. 4 W 32.00 Sequence
DRB1_0901 334 EAPI NLVYSQRNRSA | NLVYSQRN 0. 4469 397.1 W 32.00 Sequence
DRB1_0901 270 NGSGVHCHQSLWKDG SGVHCHQSL 0. 4455 403. 4 W 32.00 Sequence
DRB1_0901 130 GAEAEFYI FDSVSFD Yl FDSVSFD 0. 4446 407. 3 W 32.00 Sequence
DRB1_0901 280 LWKDGAPLMYDETGY LWKDGAPLM 0.4412 422.3 W  32.00 Sequence
DRB1_0901 88 LN NFFVHDPFTLEP FVHDPFTLE 0.4411 422.9 W  32.00 Sequence
DRB1_0901 387 LDG KNKI EPQAPVD  KI EPQAPVD 0. 4406 425.1 W 32.00 Sequence
DRB1_0901 98 FTLEPYSRDPRNI AR FTLEPYSRD 0. 4406 425.1 W  32.00 Sequence
DRB1_0901 52 FDGSSI RGFQSI HES SSI RGFQSI 0. 4392 431.6 W  32.00 Sequence
DRB1_0901 401 DKDLYELPPEEAASI LYELPPEEA 0. 4367 443.5 W 32.00 Sequence
DRB1_0901 329 LVPGYEAPI NLVYSQ LVPGYEAPI 0. 4359 447. 4 W 32.00 Sequence
DRB1_0901 27 LPG MQHFTI PASAF HFTI PASAF 0. 4356 448. 9 W 32.00 Sequence
DRB1_0901 340 VYSQRNRSACVRI Pl  QRNRSACVR 0. 4342 455. 6 W 32.00 Sequence
DRB1_0901 332 GYEAPI NLVYSQRNR GYEAPI NLV 0. 4342 455. 7 W  32.00 Sequence
DRB1_0901 460 EPVNI RPHPYEFALY | RPHPYEFA 0. 4337 457.9 W 32.00 Sequence
DRB1_0901 127 AYFGAEAEFYI FDSV YFGAEAEFY 0. 4308 472.6 W 32.00 Sequence
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DRB1_1101 173 PNRGYKVRHKGGYFP YKVRHKGGY 0.4918 244. 4 W 16.00 Sequence
DRB1_1101 323 VNSYKRLVPGYEAPI  SYKRLVPGY 0. 4878 255.0 W 16.00 Sequence
DRB1_1101 320 NPTVNSYKRLVPGYE TVNSYKRLV 0. 4866 258. 4 W 16.00 Sequence
DRB1_1101 192 DQYVDLRDKMLTNLI  VDLRDKM.T 0. 4845 264. 4 W 16.00 Sequence
DRB1_1101 335 APl NLVYSQRNRSAC | NLVYSQRN 0. 4807 275.5 W 16.00 Sequence
DRB1_1101 373 GNPYLAFSAMLMAGL LAFSAM.NMA 0. 4777 284.7 W 16.00 Sequence
DRB1_1101 447 |ETW SFKRENEI EP TW SFKREN 0.4771 286. 3 WB  16.00 Sequence
DRB1_1101 448 ETW SFKRENEI EPV TW SFKREN 0. 4689 313.0 W 32.00 Sequence
DRB1_1101 298 SDTARHYI GGLLHHA RHYI GGLLH 0. 4625 335.6 W 32.00 Sequence
DRB1_1101 176 GYKVRHKGGYFPVAP YKVRHKGGY 0. 4618 338.1 W 32.00 Sequence
DRB1_1101 259 VTFMPKPLFGDNGSG VTFMPKPLF 0. 4595 346. 7 W 32.00 Sequence
DRB1_1101 449 TW SFKRENEI EPVN | SFKRENEI 0. 4558 360. 9 W 32.00 Sequence
DRB1_1101 446 LIETW SFKRENEIE TW SFKREN 0. 4550 363. 8 W  32.00 Sequence
DRB1_1101 309 LHHAPSLLAFTNPTV LHHAPSLLA 0. 4477 393.7 W 32.00 Sequence
DRB1_1101 172 SPNRGYKVRHKGGYF YKVRHKGGY 0. 4475 394. 8 W 32.00 Sequence
DRB1_1101 334 EAPI NLVYSQRNRSA | NLVYSQRN 0. 4382 436.6 W 32.00 Sequence
DRB1_1101 230 QFNSLLHAADDMQLY FNSLLHAAD 0. 4364 445. 2 W 32.00 Sequence
DRB1_1101 319 TNPTVNSYKRLVPGY TVNSYKRLV 0. 4358 447.9 W 32.00 Sequence
DRB1_1101 201 M.TNLI NSGFILEKG M.TNLI NSG 0. 4320 466. 9 W 32.00 Sequence
DRB1_1101 324 NSYKRLVPGYEAPIN YKRLVPGYE 0.4318 467.7 W 32.00 Sequence
DRB1_1101 338 NLVYSQRNRSACVR  VYSQRNRSA 0. 4310 471.8 W 32.00 Sequence
DRB1_1101 56 SI RGFQSI HESDM.LL | RGFQSI HE 0. 4305 474. 4 WB  32.00 Sequence
DRB1_1101 237 AADDMQLYKY!I | KNT MQLYKYI | K 0. 4299 477.3 W 32.00 Sequence
DRB1_1101 378 AFSAMLMAGLDG KN AFSAM.MAG 0. 4296 479.0 W  32.00 Sequence
DRB1_1101 191 NDQYVDLRDKMLTNL VDLRDKM.T 0.4221 519. 6 32.00 Sequence
DRB1_1101 30 | MQHFTI PASAFDKS HFTI PASAF 0. 4203 529. 9 32.00 Sequence
DRB1_1101 55 SSIRGFQSI HESDM. | RGFQSI HE 0.4181 542. 2 32.00 Sequence
DRB1_1101 54 GSSI RGFQSI HESDM | RGFQSI HE 0.4162 553. 7 32.00 Sequence
DRB1_1101 339 LVYSQRNRSACVRI P LVYSQRNRS 0.4118 580. 7 32.00 Sequence
DRB1_1101 21 DVRFCDLPG MQHFT FCDLPG MQ 0.4108 586. 9 32.00 Sequence
DRB1_1101 29 G MQHFTI PASAFDK HFTI PASAF 0. 4105 588. 6 32.00 Sequence
DRB1_1101 372 SGNPYLAFSAMLMAG LAFSAM.NMA 0. 4037 633.7 32.00 Sequence
DRB1_1101 20 VDVRFCDLPG MQHF FCDLPG MQ 0. 4031 638. 1 32.00 Sequence
DRB1_1101 57 |RGFQSI HESDM.LL GFQSI HESD 0.3987 669. 3 32.00 Sequence
DRB1_1101 445 DLIETW SFKRENEI TW SFKREN 0. 3955 692. 4 32.00 Sequence
DRB1_1101 171 GSPNRGYKVRHKGGY YKVRHKGGY 0.3891 742.5 32.00 Sequence
DRB1_1101 22 VRFCDLPG MQHFTI FCDLPG MQ 0. 3885 747.0 32.00 Sequence
DRB1_1101 105 RDPRNI ARKAENYLI RN ARKAEN 0.3873 756. 9 32.00 Sequence
DRB1_1101 82 FRAAKTLNI NFFVHD FRAAKTLNI 0.3867 762. 2 32.00 Sequence
DRB1_1101 106 DPRNI ARKAENYLIS RNl ARKAEN 0. 3859 768. 6 32.00 Sequence
DRB1_1101 31 MQHFTI PASAFDKSV HFTI PASAF 0.3848 777.5 32.00 Sequence
DRB1_1101 325 SYKRLVPGYEAPI NL YKRLVPGYE 0. 3809 811.1 32.00 Sequence
DRB1_1101 318 FTNPTVNSYKRLVPG TVNSYKRLV 0.3752 862. 4 32.00 Sequence
DRB1_1101 107 PRNI ARKAENYLI ST RNl ARKAEN 0.3749 865. 7 32.00 Sequence
DRB1_1101 177 YKVRHKGGYFPVAPN YKVRHKGGY 0.3738 875. 9 32.00 Sequence
DRB1_1101 380 SAMLMAGLDG KNKI  MAGLDG KN 0.3735 879. 1 32.00 Sequence
DRB1_1101 53 DGSSI RGFQSI HESD S| RGFQSI H 0.3704 908. 8 32.00 Sequence
DRB1_1101 19 YVDVRFCDLPG MH FCDLPG MQ 0. 3692 920. 3 32.00 Sequence
DRB1_1101 381 AM.MAGLDG KNKIE MAGLDG KN 0. 3682 930. 4 32.00 Sequence
DRB1_1101 114 AENYLI STG ADTAY YLI STG AD 0.3671 941. 7 32.00 Sequence
DRB1_1101 108 RN ARKAENYLI STG RNI ARKAEN 0.3667 945. 7 32.00 Sequence
DRB1_1101 190 PNDQYVDLRDKMLTN VDLRDKM.T 0. 3662 951. 0 32.00 Sequence
DRB1_1101 148 NGSFYEVDAI SGMAN FYEVDAI SG 0. 3659 953. 8 32.00 Sequence
DRB1_1101 28 PG MQHFTI PASAFD HFTI PASAF 0.3624 991. 2 32.00 Sequence
DRB1_1101 297 LSDTARHYI GGLLHH RHYI GGLLH 0. 3610 1006. 0 32.00 Sequence
DRB1_1101 333 YEAPI NLVYSQRNRS | NLVYSQRN 0. 3604 1012.9 32.00 Sequence
DRB1_1101 115 ENYLI STG ADTAYF YLI STG AD 0.3576 1043. 3 32.00 Sequence
DRB1_1101 246 YI | KNTAWQNGKTVT | | KNTAWQN 0.3572 1048. 4 32.00 Sequence
DRB1_1101 149 GSFYEVDAI SGWANT FYEVDAI SG 0. 3569 1051.5 32.00 Sequence
DRB1_1101 6 DDVFKLAKDEKVEYV VFKLAKDEK 0. 3557 1065. 0 32.00 Sequence
DRB1_1101 137 | FDSVSFDSRANGSF VSFDSRANG 0.3483 1154. 2 50. 00 Sequence
DRB1_1101 23 RFCDLPG MHFTIP FCDLPG MQ 0. 3465 1177. 4 50. 00 Sequence
DRB1_1101 113 KAENYLI STG ADTA YLI STG AD 0.3454 1191.5 50. 00 Sequence
DRB1_1101 379 FSAMLMAGLDG KNK AM.MAGLDG 0.3444 1204. 4 50. 00 Sequence
DRB1_1101 317 AFTNPTVNSYKRLVP AFTNPTVNS 0.3438 1212. 4 50. 00 Sequence
DRB1_1101 247 |1 KNTAWONGKTVTFE || KNTAWN 0.3416 1240. 7 50. 00 Sequence
DRB1_1101 7 DVFKLAKDEKVEYVD FKLAKDEKV 0. 3386 1281. 7 50. 00 Sequence
DRB1_1101 75 ETARI DPFRAAKTLN PFRAAKTLN 0. 3369 1305. 4 50. 00 Sequence
DRB1_1101 150 SFYEVDAI SGMWWTG FYEVDAI SG 0. 3355 1325.3 50. 00 Sequence
DRB1_1101 312 APSLLAFTNPTUNSY LLAFTNPTV 0. 3350 1332. 7 50. 00 Sequence
DRB1_1101 52 FDGSSI RGFQSI HES S| RGFQSI H 0. 3340 1347.7 50. 00 Sequence
DRB1_1101 116 NYLI STG ADTAYFG YLI STG AD 0.3336 1353.5 50. 00 Sequence
DRB1_1101 5 PDDVFKLAKDEKVEY VFKLAKDEK 0.3333 1357.7 50. 00 Sequence
DRB1_1101 139 DSVSFDSRANGSFYE VSFDSRANG 0.3332 1359. 4 50. 00 Sequence
DRB1_1101 340 VYSQRNRSACVRI Pl VYSQRNRSA 0.3325 1369. 0 50. 00 Sequence
DRB1_1101 147 ANGSFYEVDAI SGWV FYEVDAI SG 0. 3306 1397.9 50. 00 Sequence
DRB1_1101 450 W SFKRENEI EPVNI | SFKRENEI 0.3304 1400. 7 50. 00 Sequence
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DRB1_1101 457 NEI EPVNI RPHPYEF PVNI RPHPY 0.1705 7899. 0 50. 00 Sequence
DRB1_1101 74 PETARI DPFRAAKTL TARI DPFRA 0.1702 7932.3 50. 00 Sequence
DRB1_1101 352 | Pl TGSNPKAKRLEF Pl TGSNPKA 0. 1700 7943.1 50. 00 Sequence
DRB1_1101 125 DTAYFGAEAEFYI FD YFGAEAEFY 0. 1695 7984. 9 50. 00 Sequence
DRB1_1101 329 LVPGYEAPI NLVYSQ YEAPI NLVY 0.1691 8023. 5 50. 00 Sequence
DRB1_1101 153 EVDAI SGANNTGAAT VDAl SGAN 0.1679 8129. 3 50. 00 Sequence
DRB1_1101 265 PLFGDNGSGVHCHQS FGDNGSGVH 0.1679 8131. 4 50. 00 Sequence
DRB1_1101 126 TAYFGAEAEFYI FDS YFGAEAEFY 0. 1666 8242. 2 50. 00 Sequence
DRB1_1101 182 KGGYFPVAPNDQYVD FPVAPNDQY 0.1664 8265. 6 50. 00 Sequence
DRB1_1101 184 GYFPVAPNDQYVDLR FPVAPNDQY 0. 1656 8330. 2 50. 00 Sequence
DRB1_1101 124 ADTAYFGAEAEFYIF YFGAEAEFY 0. 1655 8338. 3 50. 00 Sequence
DRB1_1101 92 FFVHDPFTLEPYSRD FFVHDPFTL 0.1643 8451. 6 50. 00 Sequence
DRB1_1101 66 SDMLLLPDPETARI D M.LLPDPET 0.1642 8458. 5 50. 00 Sequence
DRB1_1101 65 ESDMLLLPDPETAR  M.LLPDPET 0. 1639 8490. 7 50. 00 Sequence
DRB1_1101 351 RI Pl TGSNPKAKRLE Pl TGSNPKA 0.1634 8535. 6 50. 00 Sequence
DRB1_1101 46 FDDGLAFDGSSI RGF LAFDGSSI R 0.1629 8584. 6 50. 00 Sequence
DRB1_1101 295 AGLSDTARHYI GGLL AGLSDTARH 0. 1610 8756. 6 50. 00 Sequence
DRB1_1101 435 YLTEGGVFTNDLI ET YLTEGGVFT 0. 1609 8771.6 50. 00 Sequence
DRB1_1101 266 LFGDNGSGVHCHQSL FGDNGSGVH 0. 1600 8850. 1 50. 00 Sequence
DRB1_1101 9 FKLAKDEKVEYVDVR FKLAKDEKV 0.1579 9055. 3 50. 00 Sequence
DRB1_1101 353 Pl TGSNPKAKRLEFR Pl TGSNPKA 0. 1565 9191. 4 50. 00 Sequence
DRB1_1101 96 DPFTLEPYSRDPRNI FTLEPYSRD 0. 1560 9242. 8 50. 00 Sequence
DRB1_1101 452 SFKRENEI EPVNIRP FKRENEI EP 0. 1559 9252. 1 50. 00 Sequence
DRB1_1101 127 AYFGAEAEFYI FDSV AYFGAEAEF 0.1517 9685. 9 50. 00 Sequence
DRB1_1101 15 EKVEYVDVRFCDLPG VEYVDVRFC 0. 1507 9790. 2 50. 00 Sequence
DRB1_1101 263 PKPLFGDNGSGVHCH FGDNGSGVH 0. 1507 9795. 4 50. 00 Sequence
DRB1_1101 130 GAEAEFYI FDSVSFD FYI FDSVSF 0. 1503 9833. 3 50. 00 Sequence
DRB1_1101 389 G KNKI EPQAPVDKD | KNKI EPQA 0.1494 9928. 2 50. 00 Sequence
DRB1_1101 67 DM.LLPDPETARI DP M.LLPDPET 0. 1490 9970. 6 50. 00 Sequence
DRB1_1101 420 TQLSDVI DRLEADHE SDVI DRLEA 0.1482 10059. 6 50. 00 Sequence
DRB1_1101 328 RLVPGYEAPI NLVYS YEAPI NLVY 0.1467 10226. 7 50. 00 Sequence
DRB1_1101 95 HDPFTLEPYSRDPRN PFTLEPYSR 0. 1464 10253. 3 50. 00 Sequence
DRB1_1101 354 | TGSNPKAKRLEFRS NPKAKRLEF 0. 1460 10301. 6 50. 00 Sequence
DRB1_1101 185 YFPVAPNDQYVDLRD FPVAPNDQY 0. 1460 10305. 2 50. 00 Sequence
DRB1_1101 355 TGSNPKAKRLEFRSP NPKAKRLEF 0. 1445 10466. 8 50. 00 Sequence
DRB1_1101 441 VFTNDLI ETW SFKR VFTNDLI ET 0.1435 10580. 7 50. 00 Sequence
DRB1_1101 181 HKGGYFPVAPNDQYV YFPVAPNDQ 0.1431 10631. 4 50. 00 Sequence
DRB1_1101 462 VN RPHPYEFALYYD VNI RPHPYE 0. 1424 10709. 5 50. 00 Sequence
DRB1_1101 442 FTNDLI ETW SFKRE | ETW SFKR 0.1419 10773. 2 50. 00 Sequence
DRB1_1101 62 S| HESDM.LLPDPET M.LLPDPET 0. 1404 10944. 7 50. 00 Sequence
DRB1_1101 262 MPKPLFGDNGSGVHC FGDNGSGVH 0.1393 11081. 0 50. 00 Sequence
DRB1_1101 260 TFMPKPLFGDNGSGM TFMPKPLFG 0.1382 11206. 0 50. 00 Sequence
DRB1_1101 422 LSDVI DRLEADHEYL SDVI DRLEA 0.1381 11226. 1 50. 00 Sequence
DRB1_1101 94 VHDPFTLEPYSRDPR PFTLEPYSR 0.1377 11268. 1 50. 00 Sequence
DRB1_1101 439 GGVFTNDLI ETW SF VFTNDLI ET 0.1375 11299.5 50. 00 Sequence
DRB1_1101 123 | ADTAYFGAEAEFYl YFGAEAEFY 0. 1366 11409. 4 50. 00 Sequence
DRB1_1101 210 FI LEKGHHEVGSGGQ FI LEKGHHE 0.1358 11505. 9 50. 00 Sequence
DRB1_1101 438 EGGVFTNDLIETW S VFTNDLIET 0.1355 11536. 9 50. 00 Sequence
DRB1_1101 64 HESDM.LLPDPETAR M.LLPDPET 0. 1353 11572. 2 50. 00 Sequence
DRB1_1101 168 EADGSPNRGYKVRHK PNRGYKVRH 0.1352 11580. 3 50. 00 Sequence
DRB1_1101 221 SGGQAEI NYQFNSLL QAEI NYQFN 0.1345 11666. 2 50. 00 Sequence
DRB1_1101 2 EKTPDDVFKLAKDEK VFKLAKDEK 0.1343 11686. 7 50. 00 Sequence
DRB1_1101 440 GVFTNDLI ETW SFK VFTNDLI ET 0.1335 11787.7 50. 00 Sequence
DRB1_1101 73 DPETARI DPFRAAKT TARI DPFRA 0.1334 11808. 7 50. 00 Sequence
DRB1_1101 419 PTQLSDVI DRLEADH SDVI DRLEA 0.1329 11871. 6 50. 00 Sequence
DRB1_1101 180 RHKGGYFPVAPNDQY FPVAPNDQY 0.1329 11874. 4 50. 00 Sequence
DRB1_1101 456 ENEI EPVNI RPHPYE PVNI RPHPY 0.1328 11884.5 50. 00 Sequence
DRB1_1101 356 GSNPKAKRLEFRSPD KAKRLEFRS 0. 1320 11984. 5 50. 00 Sequence
DRB1_1101 68 M.LLPDPETARI DPF M.LLPDPET 0. 1309 12131. 2 50. 00 Sequence
DRB1_1101 429 LEADHEYLTEGGVFT YLTEGGVFT 0.1298 12281. 1 50. 00 Sequence
DRB1_1101 14 DEKVEYVDVRFCDLP VEYVDVRFC 0.1291 12364. 4 50. 00 Sequence
DRB1_1101 287 LMYDETGYAGLSDTA GYAGLSDTA 0.1291 12371.9 50. 00 Sequence
DRB1_1101 280 LWKDGAPLMYDETGY LWKDGAPLM 0.1283 12470. 8 50. 00 Sequence
DRB1_1101 61 QS| HESDMLLLPDPE | HESDMLLL 0.1275 12581.0 50. 00 Sequence
DRB1_1101 45 VFDDGLAFDGSSI RG LAFDGSSI R 0.1275 12591. 6 50. 00 Sequence
DRB1_1101 93 FVHDPFTLEPYSRDP FVHDPFTLE 0.1267 12700. 8 50. 00 Sequence
DRB1_1101 421 QLSDVI DRLEADHEY SDVI DRLEA 0.1266 12701. 6 50. 00 Sequence
DRB1_1101 118 LI STG ADTAYFGAE | STG ADTA 0.1263 12751. 1 50. 00 Sequence
DRB1_1101 129 FGAEAEFYI FDSVSF FYI FDSVSF 0.1243 13028. 0 50. 00 Sequence
DRB1_1101 179 VRHKGGYFPVAPNDQ VRHKGGYFP 0.1241 13051. 9 50. 00 Sequence
DRB1_1101 261 FMPKPLFGDNGSGMH FGDNGSGVH 0.1222 13329. 5 50. 00 Sequence
DRB1_1101 234 LLHAADDMQLYKY!I| DMQLYKY! | 0.1208 13532. 2 50. 00 Sequence
DRB1_1101 463 N RPHPYEFALYYDV HPYEFALYY 0.1191 13785. 6 50. 00 Sequence
DRB1_1101 152 YEVDAI SGWAWTGAA VDAl SGAN 0.1190 13803. 8 50. 00 Sequence
DRB1_1101 122 G ADTAYFGAEAEFY YFGAEAEFY 0.1179 13969. 2 50. 00 Sequence
DRB1_1101 63 | HESDMLLLPDPETA M.LLPDPET 0.1166 14166. 4 50. 00 Sequence
DRB1_1101 436 LTEGGVFTNDLI ETW VFTNDLIET 0.1153 14353. 8 50. 00 Sequence
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DRB1_1101 142 SFDSRANGSFYEVDA FDSRANGSF 0.1146 14466. 9 50. 00 Sequence
DRB1_1101 214 KGHHEVGSGGQAEI N HEVGSGGQA 0.1131 14700. 9 50. 00 Sequence
DRB1_1101 44 SVFDDGLAFDGSSIR FDDGLAFDG 0.1117 14929. 6 50. 00 Sequence
DRB1_1101 364 LEFRSPDSSGNPYLA EFRSPDSSG 0.1113 15001. 2 50. 00 Sequence
DRB1_1101 423 SDVI DRLEADHEYLT SDVI DRLEA 0.1105 15129. 1 50. 00 Sequence
DRB1_1101 35 TI PASAFDKSVFDDG ASAFDKSVF 0.1104 15144. 5 50. 00 Sequence
DRB1_1101 36 | PASAFDKSVFDDGL ASAFDKSVF 0.1103 15156. 6 50. 00 Sequence
DRB1_1101 418 TPTQLSDVI DRLEAD SDVI DRLEA 0.1100 15205. 4 50. 00 Sequence
DRB1_1101 213 EKGHHEVGSGGQAEI HHEVGSGGQ 0.1082 15500. 3 50. 00 Sequence
DRB1_1101 437 TEGGVFTNDLI ETW VFTNDLI ET 0.1082 15505. 8 50. 00 Sequence
DRB1_1101 369 PDSSGNPYLAFSAM. PYLAFSAM 0. 1080 15549. 2 50. 00 Sequence
DRB1_1101 13 KDEKVEYVDVRFCDL KVEYVDVRF 0.1072 15671. 6 50. 00 Sequence
DRB1_1101 401 DKDLYELPPEEAASI LYELPPEEA 0.1061 15856. 1 50. 00 Sequence
DRB1_1101 160 WANTGAATEADGSPN WWANTGAATE 0. 1053 16008. 7 50. 00 Sequence
DRB1_1101 186 FPVAPNDQYVDLRDK FPVAPNDQY 0.1044 16156. 8 50. 00 Sequence
DRB1_1101 37 PASAFDKSVFDDGLA SAFDKSVFD 0.1027 16454. 2 50. 00 Sequence
DRB1_1101 119 |STG ADTAYFGAEA | STG ADTA 0.1018 16616. 9 50. 00 Sequence
DRB1_1101 128 YFGAEAEFYI FDSVS YFGAEAEFY 0.1017 16629. 1 50. 00 Sequence
DRB1_1101 167 TEADGSPNRGYKVRH PNRGYKVRH 0.1016 16662. 2 50. 00 Sequence
DRB1_1101 215 GHHEVGSGGQAEI NY HEVGSGGQA 0.1015 16675. 0 50. 00 Sequence
DRB1_1101 212 LEKGHHEVGSGGQAE KGHHEVGSG 0.1011 16750. 6 50. 00 Sequence
DRB1_1101 399 PVDKDLYELPPEEAA LYELPPEEA 0. 1006 16845. 0 50. 00 Sequence
DRB1_1101 211 |LEKGHHEVGSGGQA | LEKGHHEV 0. 0996 17021. 9 50. 00 Sequence
DRB1_1101 34 FTI PASAFDKSVFDD ASAFDKSVF 0.0982 17282.9 50. 00 Sequence
DRB1_1101 400 VDKDLYELPPEEAAS LYELPPEEA 0. 0970 17504. 2 50. 00 Sequence
DRB1_1101 417 QTPTQLSDVI DRLEA SDVI DRLEA 0. 0970 17510. 1 50. 00 Sequence
DRB1_1101 38 ASAFDKSVFDDGLAF ASAFDKSVF 0. 0968 17549. 5 50. 00 Sequence
DRB1_1101 453 FKRENEI EPVNI RPH FKRENEI EP 0.0967 17563. 2 50. 00 Sequence
DRB1_1101 398 APVDKDLYELPPEEA LYELPPEEA 0. 0958 17726.0 50. 00 Sequence
DRB1_1101 402 KDLYELPPEEAASI P LYELPPEEA 0. 0952 17852. 5 50. 00 Sequence
DRB1_1101 232 NSLLHAADDMQLYKY NSLLHAADD 0.0951 17867. 4 50. 00 Sequence
DRB1_1101 286 PLMYDETGYAGLSDT MYDETGYAG 0. 0946 17968. 8 50. 00 Sequence
DRB1_1101 187 PVAPNDQYVDLRDKM QYVDLRDKM 0.0915 18585. 9 50. 00 Sequence
DRB1_1101 43 KSVFDDGLAFDGSS| FDDGLAFDG 0. 0910 18682. 3 50. 00 Sequence
DRB1_1101 41 FDKSVFDDGLAFDGS SVFDDGLAF 0. 0900 18891. 0 50. 00 Sequence
DRB1_1101 216 HHEVGSGGQAEI NYQ HEVGSGGQA 0.0888 19119. 9 50. 00 Sequence
DRB1_1101 425 VI DRLEADHEYLTEG VI DRLEADH 0. 0853 19864. 5 50. 00 Sequence
DRB1_1101 403 DLYELPPEEAASI PQ LYELPPEEA 0.0851 19913. 6 50. 00 Sequence
DRB1_1101 390 | KNKI EPQAPVDKDL | KNKI EPQA 0.0843 20085. 6 50. 00 Sequence
DRB1_1101 40 AFDKSVFDDGLAFDG SVFDDGLAF 0.0842 20116. 0 50. 00 Sequence
DRB1_1101 365 EFRSPDSSGNPYLAF EFRSPDSSG 0. 0839 20169. 4 50. 00 Sequence
DRB1_1101 428 RLEADHEYLTEGGVF HEYLTEGGV 0.0833 20292. 7 50. 00 Sequence
DRB1_1101 455 RENEI EPVNI RPHPY PVNI RPHPY 0. 0830 20376. 7 50. 00 Sequence
DRB1_1101 143 FDSRANGSFYEVDAI FDSRANGSF 0.0827 20425. 9 50. 00 Sequence
DRB1_1101 144 DSRANGSFYEVDAI'S SFYEVDAI S 0.0816 20679. 9 50. 00 Sequence
DRB1_1101 424 DVI DRLEADHEYLTE VI DRLEADH 0.0813 20739. 3 50. 00 Sequence
DRB1_1101 285 APLMYDETGYAGLSD MYDETGYAG 0.0798 21087. 3 50. 00 Sequence
DRB1_1101 42 DKSVFDDGLAFDGSS SVFDDGLAF 0.0797 21098. 9 50. 00 Sequence
DRB1_1101 281 WKDGAPLMYDETGYA WKDGAPLMY 0.0787 21336. 8 50. 00 Sequence
DRB1_1101 233 SLLHAADDMQLYKYl — HAADDMQLY 0.0777 21564. 2 50. 00 Sequence
DRB1_1101 39 SAFDKSVFDDGLAFD SVFDDGLAF 0.0776 21602. 0 50. 00 Sequence
DRB1_1101 404 LYELPPEEAASI PQT LYELPPEEA 0.0771 21719.0 50. 00 Sequence
DRB1_1101 121 TG ADTAYFGAEAEF | ADTAYFGA 0.0762 21922. 2 50. 00 Sequence
DRB1_1101 284 GAPLMYDETGYAGLS LMYDETGYA 0.0745 22330. 4 50. 00 Sequence
DRB1_1101 72 PDPETARI DPFRAAK TARI DPFRA 0.0732 22637. 2 50. 00 Sequence
DRB1_1101 11 LAKDEKVEYVDVRFC KVEYVDVRF 0. 0691 23680. 1 50. 00 Sequence
DRB1_1101 415 |PQTPTQLSDVIDRL | PQTPTQLS 0. 0690 23708. 3 50. 00 Sequence
DRB1_1101 166 ATEADGSPNRGYKVR ADGSPNRGY 0.0672 24154.5 50. 00 Sequence
DRB1_1101 397 QAPVDKDLYELPPEE VDKDLYELP 0. 0669 24238.5 50. 00 Sequence
DRB1_1101 12 AKDEKVEYVDVRFCD KVEYVDVRF 0. 0661 24457. 4 50. 00 Sequence
DRB1_1101 427 DRLEADHEYLTEGGV HEYLTEGGV 0. 0658 24523.9 50. 00 Sequence
DRB1_1101 220 GSGGQAEI NYQFNSL QAEI NYQFN 0. 0645 24885. 3 50. 00 Sequence
DRB1_1101 368 SPDSSGNPYLAFSAM SSGNPYLAF 0.0643 24939. 7 50. 00 Sequence
DRB1_1101 120 STG ADTAYFGAEAE G ADTAYFG 0. 0640 25005. 4 50. 00 Sequence
DRB1_1101 10 KLAKDEKVEYVDVRF LAKDEKVEY 0.0616 25680. 2 50. 00 Sequence
DRB1_1101 414 SIPQTPTQLSDVIDR |PQTPTQLS 0.0613 25750. 0 50. 00 Sequence
DRB1_1101 416 PQTPTQLSDVIDRLE TQLSDVI DR 0. 0607 25939. 3 50. 00 Sequence
DRB1_1101 412 AASI PQTPTQLSDVI | PQTPTQLS 0. 0590 26417. 4 50. 00 Sequence
DRB1_1101 411 EAASI PQTPTQLSDV AASI PQTPT 0.0572 26934. 9 50. 00 Sequence
DRB1_1101 410 EEAASI PQTPTQLSD AASI PQTPT 0. 0568 27040. 6 50. 00 Sequence
DRB1_1101 283 DGAPLMYDETGYAGL LMYDETGYA 0. 0567 27061. 4 50. 00 Sequence
DRB1_1101 396 PQAPVDKDLYELPPE DKDLYELPP 0. 0563 27196. 7 50. 00 Sequence
DRB1_1101 409 PEEAASI PQTPTQLS AASI PQTPT 0. 0561 27258.3 50. 00 Sequence
DRB1_1101 165 AATEADGSPNRGYKV ADGSPNRGY 0. 0560 27282. 2 50. 00 Sequence
DRB1_1101 217 HEVGSGGQAEI NYQF HEVGSGGQA 0. 0551 27545. 3 50. 00 Sequence
DRB1_1101 426 |DRLEADHEYLTEGG RLEADHEYL 0. 0529 28199. 1 50. 00 Sequence
DRB1_1101 454 KRENEI EPVNI RPHP | EPVNI RPH 0.0517 28574. 4 50. 00 Sequence
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DRB1_1101 71 LPDPETARI DPFRAA TARI DPFRA 0. 0507 28877. 4 50. 00 Sequence
DRB1_1101 219 VGSGGQAEI NYQFNS QAEI NYQFN 0. 0484 29621. 7 50. 00 Sequence
DRB1_ 1101 413 ASIPQIPTQ.SDVID | PQITPTQS 0. 0481 29712. 3 50. 00 Sequence
DRB1_1101 161 WWTGAATEADGSPNR WNTGAATEA 0. 0475 29919.0 50. 00 Sequence
DRB1_ 1101 395 EPQAPVDKDLYELPP DKDLYELPP 0. 0460 30403.0 50. 00 Sequence
DRB1_ 1101 282 KDGAPLMYDETGYAG LMYDETGYA 0. 0427 31498. 9 50. 00 Sequence
DRB1_1101 164 GAATEADGSPNRGYK ATEADGSPN 0. 0417 31835.1 50. 00 Sequence
DRB1_1101 391 KNKI EPQAPVDKDLY NKI EPQAPV 0. 0404 32279.7 50. 00 Sequence
DRB1_1101 1 TEKTPDDVFKLAKDE PDDVFKLAK 0. 0400 32434.5 50. 00 Sequence
DRB1_1101 408 PPEEAASI PQTPTQL AASI PQTPT 0. 0394 32656. 3 50. 00 Sequence
DRB1_1101 367 RSPDSSGNPYLAFSA SSGNPYLAF 0. 0392 32699. 4 50. 00 Sequence
DRB1_1101 366 FRSPDSSGNPYLAFS FRSPDSSGN 0.0384 33010.5 50. 00 Sequence
DRB1_1101 218 EVGSGGQAEI NYQFN VGSGGQAEI 0. 0363 33759. 6 50. 00 Sequence
DRB1_ 1101 392 NKI EPQAPVDKDLYE NKI EPQAPV 0.0362 33797.6 50. 00 Sequence
DRB1_1101 70 LLPDPETARI DPFRA TARI DPFRA 0. 0351 34183.0 50. 00 Sequence
DRB1_1101 163 TGAATEADGSPNRGY ATEADGSPN 0. 0347 34349.1 50. 00 Sequence
DRB1_1101 394 | EPQAPVDKDLYELP QAPVDKDLY 0. 0346 34403.1 50. 00 Sequence
DRB1_1101 407 LPPEEAASI PQTPTQ AASI PQTPT 0. 0303 36039. 2 50. 00 Sequence
DRB1_1101 393 KIEPQAPVDKDLYEL QAPVDKDLY 0. 0294 36370. 1 50. 00 Sequence
DRB1_1101 69 LLLPDPETARI DPFR LLLPDPETA 0. 0258 37829.5 50. 00 Sequence
DRB1_ 1101 162 NTGAATEADGSPNRG ATEADGSPN 0. 0242 38492. 2 50. 00 Sequence
DRB1 1101 0 VTEKTPDDVFKLAKD DDVFKLAKD 0.0218 39483. 4 50. 00 Sequence
DRB1_1101 405 YELPPEEAASI PQTP YELPPEEAA 0.0218 39498. 4 50. 00 Sequence
DRB1_ 1101 406 ELPPEEAASI PQTPT AASI PQTPT 0.0216 39564. 7 50. 00 Sequence
Allele: DRB1_1101. Number of high binders 16. Nunber of weak binders 63. Nunmber of peptides 464

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random I dentity
DRB1_ 1302 304 YIGE.LHHAPSLLAF LLHHAPSLL 0.6775 32.8 SB 2.00 Sequence
DRB1_1302 305 | GGLLHHAPSLLAFT LLHHAPSLL 0.6741 34.0 SB 2.00 Sequence
DRB1_1302 306 GGLLHHAPSLLAFTN LLHHAPSLL 0.6633 38.2 SB 2.00 Sequence
DRB1_1302 303 HYI GALLHHAPSLLA LLHHAPSLL 0. 6515 43. 4 SB 4.00 Sequence
DRB1_ 1302 307 GLLHHAPSLLAFTNP LLHHAPSLL 0. 6415 48. 4 SB 4.00 Sequence
DRB1_ 1302 241 MQALYKYI | KNTAWON KYI | KNTAW 0. 6356 51.6 B 4.00 Sequence
DRB1_1302 242 QLYKYI| KNTAWONG KYI | KNTAW 0. 6326 53.2 B 4.00 Sequence
DRB1_ 1302 243 LYKYI I KNTAWONGK KYI | KNTAW 0.6222 59. 6 \B 4.00 Sequence
DRB1_ 1302 244 YKYI | KNTAWNGKT KYI | KNTAW 0.6117 66. 8 \B 4.00 Sequence
DRB1_1302 245 KYI | KNTAWONGKTV KYI | KNTAW 0. 5993 76.3 B 8.00 Sequence
DRB1_1302 308 LLHHAPSLLAFTNPT LLHHAPSLL 0. 5935 81.3 \B 8. 00 Sequence
DRB1_1302 240 DMQLYKYI | KNTAWQ KYI | KNTAW 0.5714 103.2 \B 8. 00 Sequence
DRB1 1302 247 |1 KNTAWONCKTVTF WOINGKTVTF 0. 5664 109.0 B 8. 00 Sequence
DRB1_ 1302 302 RHYIGEALLHHAPSLL LLHHAPSLL 0. 5629 113.2 VB 8. 00 Sequence
DRB1_1302 197 LRDKMLTNLINSGFI  LTNLI NSGF 0. 5617 114. 7 B 8. 00 Sequence
DRB1_ 1302 198 RDKM.TNLINSGFIL LTNLI NSG- 0. 5612 115.3 VB 8. 00 Sequence
DRB1_1302 323 VNSYKRLVPGYEAPI LVPGYEAPI 0. 5492 131.3 B 8.00 Sequence
DRB1_1302 326 YKRLVPGYEAPINLV LVPGYEAPI 0. 5307 160. 3 B 16. 00 Sequence
DRB1_ 1302 239 DDMQALYKYI | KNTAW KYI | KNTAW 0.5299 161.9 \B 16. 00 Sequence
DRB1_ 1302 248 | KNTAWONGKTVTFM WONGKTVTF 0. 5256 169. 6 VB 16. 00 Sequence
DRB1_1302 324 NSYKRLVPGYEAPI N LVPGYEAPI 0.5212 177.8 VB 16. 00 Sequence
DRB1_1302 199 DKM.TNLI NSGFI LE LTNLI NSGF 0. 5196 180. 8 B 16. 00 Sequence
DRB1_1302 327 KRLVPGYEAPI NLVY LVPGYEAPI 0. 5160 188.1 \B 16. 00 Sequence
DRB1_ 1302 200 KM.TNLI NSGFI LEK LTNLI NSG- 0. 5081 204.9 B 16. 00 Sequence
DRB1_1302 196 DLRDKMLTNLI NSG-F RDKM_TNLI 0. 5055 210.6 VB 16. 00 Sequence
DRB1_1302 79 | DPFRAAKTLNI NFF AKTLNI NFF 0. 4990 225.9 B 16. 00 Sequence
DRB1_1302 325 SYKRLVPGYEAPI NL LVPGYEAPI 0. 4975 229.6 \B 16. 00 Sequence
DRB1_ 1302 249 KNTAWNGKTVTFMP WINGKTVTF 0. 4957 234.2 \B 16. 00 Sequence
DRB1_ 1302 80 DPFRAAKTLNI NFFV  AKTLNI NFF 0. 4909 246.7 B 16. 00 Sequence
DRB1_1302 250 NTAWNGKTVTFMPK WONGKTVTF 0. 4820 271.8 B 16. 00 Sequence
DRB1_1302 338 NLVYSQRNRSACVRI  RNRSACVRI 0.4776 284.9 \B 16. 00 Sequence
DRB1_ 1302 201 M.TNLINSGFI LEKG LTNLI NSG- 0.4771 286.5 B 16. 00 Sequence
DRB1_1302 328 RLVPGYEAPI NLVYS LVPGYEAPI 0.4748 293.7 VB 16. 00 Sequence
DRB1_1302 81 PFRAAKTLNI NFFVH AKTLNI NFF 0. 4695 311.1 B 16. 00 Sequence
DRB1 1302 251 TAWNCGKTVTFMPKP WOINGKTVTF 0. 4651 326. 3 \B 16. 00 Sequence
DRB1_1302 195 VDLRDKM_TNLI NSG RDKM_TNLI 0.4571 355.8 \B 16. 00 Sequence
DRB1_1302 339 LVYSQRNRSACVRI P RNRSACVRI 0. 4535 369.8 B 16. 00 Sequence
DRB1_1302 309 LHHAPSLLAFTNPTV LHHAPSLLA 0. 4525 373.7 \B 16. 00 Sequence
DRB1_1302 202 LTNLINSGFI LEKGH LTNLI NSGF 0. 4520 375.9 \B 16. 00 Sequence
DRB1_1302 329 LVPGYEAPI NLVYSQ LVPGYEAPI 0. 4508 380.7 VB 16. 00 Sequence
DRB1_ 1302 82 FRAAKTLNI NFFVHD FRAAKTLNI 0. 4505 381.9 VB 16. 00 Sequence
DRB1_1302 252 AWNGKTVTFMPKPL WONGKTVTF 0. 4430 414.5 B 32.00 Sequence
DRB1_1302 340 VYSQRNRSACVRI PI  RNRSACVRI 0. 4307 473. 2 VB 32.00 Sequence
DRB1 1302 222 GGQAEI NYQFNSLLH | NYQFNSLL 0.4241 508. 3 32.00 Sequence
DRB1_1302 253 WONGKTVTFMPKPLF WONGKTVTF 0.4219 520. 6 32.00 Sequence
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DRB1_1302 107 PRNI ARKAENYLI ST ARKAENYLI 0.4133 571.1 32.00 Sequence
DRB1_1302 223 GQAEI NYQFNSLLHA | NYQFNSLL 0.4131 572.5 32.00 Sequence
DRB1_1302 193 QYVDLRDKMLTNLIN RDKM.TNLI 0.4123 577.4 32.00 Sequence
DRB1_1302 194 YVDLRDKMLTNLINS RDKM.TNLI 0.4113 584. 0 32.00 Sequence
DRB1_1302 110 |ARKAENYLI STGIA ARKAENYLI 0. 4090 598. 3 32.00 Sequence
DRB1_1302 106 DPRNI ARKAENYLI S ARKAENYLI 0. 4067 613. 8 32.00 Sequence
DRB1_1302 221 SGGQAEI NYQFNSLL | NYQFNSLL 0. 4050 625. 2 32.00 Sequence
DRB1_1302 109 N ARKAENYLI STG  ARKAENYLI 0. 4031 637.7 32.00 Sequence
DRB1_1302 174 NRGYKVRHKGGYFPV KVRHKGGYF 0. 4020 645.5 32.00 Sequence
DRB1_1302 108 RN ARKAENYLI STG ARKAENYLI 0. 4018 647. 3 32.00 Sequence
DRB1_1302 192 DQYVDLRDKMLTNLI ~ RDKM.TNLI 0.3984 671.5 32.00 Sequence
DRB1_1302 105 RDPRNI ARKAENYLI ~ARKAENYLI 0. 3965 684. 9 32.00 Sequence
DRB1_1302 341 YSQRNRSACVRIPIT RNRSACVRI 0.3933 709. 6 32.00 Sequence
DRB1_1302 224 QAEI NYQFNSLLHAA | NYQFENSLL 0. 3896 738.1 32.00 Sequence
DRB1_1302 78 RI DPFRAAKTLNINF FRAAKTLNI 0.3881 750. 7 32.00 Sequence
DRB1_1302 175 RGYKVRHKGGYFPVA KVRHKGGYF 0.3872 758.0 32.00 Sequence
DRB1_1302 111 ARKAENYLISTG AD ARKAENYLI 0. 3869 759. 9 32.00 Sequence
DRB1_1302 173 PNRGYKVRHKGGYFP KVRHKGGYF 0.3789 829. 4 32.00 Sequence
DRB1_1302 225 AElI NYQENSLLHAAD | NYQENSLL 0.3745 869. 7 32.00 Sequence
DRB1_1302 83 RAAKTLNI NFFVHDP AKTLNI NFF 0.3731 882. 6 32.00 Sequence
DRB1_1302 76 TARI DPFRAAKTLNI FRAAKTLNI 0.3719 894. 1 32.00 Sequence
DRB1_1302 176 GYKVRHKGGYFPVAP KVRHKGGYF 0.3713 899. 7 32.00 Sequence
DRB1_1302 77 ARI DPFRAAKTLNIN FRAAKTLNI 0. 3699 913.3 32.00 Sequence
DRB1_1302 57 |RGFQSI HESDMLLL | HESDMLLL 0. 3699 914. 1 32.00 Sequence
DRB1_1302 246 YI | KNTAWONGKTVT | | KNTAWQN 0.3697 916. 1 32.00 Sequence
DRB1_1302 350 VRI Pl TGSNPKAKRL GSNPKAKRL 0.3671 941. 4 32.00 Sequence
DRB1_1302 115 ENYLI STGI ADTAYF TG ADTAYF 0.3638 976. 4 32.00 Sequence
DRB1_1302 177 YKVRHKGGYFPVAPN KVRHKGGYF 0. 3620 995. 2 32.00 Sequence
DRB1_1302 172 SPNRGYKVRHKGGYF KVRHKGGYF 0. 3600 1016.5 32.00 Sequence
DRB1_1302 337 | NLVYSQRNRSACVR SQRNRSACV 0. 3599 1018.5 32.00 Sequence
DRB1_1302 336 Pl NLVYSQRNRSACV SQRNRSACV 0. 3598 1018. 7 32.00 Sequence
DRB1_1302 342 SQRNRSACVRI PI TG RNRSACVRI 0. 3597 1019. 8 32.00 Sequence
DRB1_1302 226 EI NYQFNSLLHAADD | NYQENSLL 0.3581 1037.9 32.00 Sequence
DRB1_1302 203 TNLI NSGFI LEKGHH TNLI NSGFI 0. 3567 1054. 0 32.00 Sequence
DRB1_1302 58 RGFQSI HESDMLLLP | HESDMLLL 0.3511 1119.5 32.00 Sequence
DRB1_1302 351 RI Pl TGSNPKAKRLE GSNPKAKRL 0. 3507 1124. 2 32.00 Sequence
DRB1_1302 84 AAKTLNI NFFVHDPF AKTLNI NFF 0.3462 1180. 2 32.00 Sequence
DRB1_1302 227 | NYQFNSLLHAADDM | NYQFNSLL 0.3435 1215. 3 32.00 Sequence
DRB1_1302 343 QRNRSACVRI PI TGS RNRSACVRI 0.3364 1312. 4 32.00 Sequence
DRB1_1302 332 GYEAPI NLVYSQRNR | NLVYSQRN 0. 3350 1332.8 32.00 Sequence
DRB1_1302 373 GNPYLAFSAMLMAGL FSAM.MAGL 0.3348 1335.3 32.00 Sequence
DRB1_1302 59 GFQSI HESDMLLLPD | HESDMLLL 0.3334 1355. 9 32.00 Sequence
DRB1_1302 334 EAPI NLVYSQRNRSA LVYSQRNRS 0.3327 1367.3 32.00 Sequence
DRB1_1302 116 NYLI STG ADTAYFG TG ADTAYF 0. 3308 1394.5 32.00 Sequence
DRB1_1302 335 APl NLVYSQRNRSAC LVYSQRNRS 0.3269 1454.7 50. 00 Sequence
DRB1_1302 344 RNRSACVRIPI TGSN RNRSACVRI 0.3269 1455. 3 50. 00 Sequence
DRB1_1302 317 AFTNPTVNSYKRLVP TVNSYKRLV 0. 3265 1460. 6 50. 00 Sequence
DRB1_1302 27 LPG MQHFTI PASAF  HFTI PASAF 0.3261 1467.0 50. 00 Sequence
DRB1_1302 113 KAENYLI STG ADTA ENYLI STG 0.3224 1527.5 50. 00 Sequence
DRB1_1302 333 YEAPI NLVYSQRNRS | NLVYSQRN 0.3217 1539. 2 50. 00 Sequence
DRB1_1302 316 LAFTNPTVNSYKRLV TVNSYKRLV 0.3210 1550. 6 50. 00 Sequence
DRB1_1302 238 ADDMQLYKY!I | KNTA DMQLYKYI | 0.3197 1572.9 50. 00 Sequence
DRB1_1302 28 PG MQHFTI PASAFD | MQHFTI PA 0.3190 1584. 9 50. 00 Sequence
DRB1_1302 275 HCHQSLWKDGAPLMY LWKDGAPLM 0.3171 1618.5 50. 00 Sequence
DRB1_1302 318 FTNPTVNSYKRLVPG TVNSYKRLV 0.3154 1648. 1 50. 00 Sequence
DRB1_1302 376 YLAFSAMLMAGLDG M.MAGLDG 0.3146 1662. 6 50. 00 Sequence
DRB1_1302 29 G MQHFTI PASAFDK | MQHFTI PA 0.3146 1662. 7 50. 00 Sequence
DRB1_1302 262 MPKPLFGDNGSGVHC LFGDNGSGM 0.3143 1668. 1 50. 00 Sequence
DRB1_1302 331 PGYEAPI NLVYSQRN | NLVYSQRN 0.3129 1693. 9 50. 00 Sequence
DRB1_1302 60 FQS| HESDMLLLPDP | HESDMLLL 0.3121 1708.0 50. 00 Sequence
DRB1_1302 374 NPYLAFSAMLMAGLD FSAM.MAGL 0. 3104 1738.8 50. 00 Sequence
DRB1_1302 263 PKPLFGDNGSGVHCH LFGDNGSGM 0. 3093 1761. 1 50. 00 Sequence
DRB1_1302 114 AENYLI STG ADTAY ENYLI STG 0. 3089 1768.5 50. 00 Sequence
DRB1_1302 112 RKAENYLI STG ADT ENYLI STG 0.3088 1770. 3 50. 00 Sequence
DRB1_1302 178 KVRHKGGYFPVAPND KVRHKGGYF 0. 3085 1775.3 50. 00 Sequence
DRB1_1302 261 FMPKPLFGDNGSGMVH LFGDNGSGM 0.3076 1792. 4 50. 00 Sequence
DRB1_1302 276 CHQSLVWKDGAPLMYD LWKDGAPLM 0.3072 1801.5 50. 00 Sequence
DRB1_1302 237 AADDMQLYKY!I | KNT DMQLYKYI | 0. 3067 1810. 9 50. 00 Sequence
DRB1_1302 371 SSGNPYLAFSAMLMA PYLAFSAM. 0. 3065 1813. 6 50. 00 Sequence
DRB1_1302 348 ACVRI Pl TGSNPKAK RI Pl TGSNP 0. 3053 1838. 4 50. 00 Sequence
DRB1_1302 321 PTVNSYKRLVPGYEA TVNSYKRLV 0.3032 1880. 9 50. 00 Sequence
DRB1_1302 117 YLI STG ADTAYFGA TG ADTAYF 0.2989 1969. 3 50. 00 Sequence
DRB1_1302 296 GLSDTARHYI GGLLH ARHYI GGLL 0.2988 1973.0 50. 00 Sequence
DRB1_1302 347 SACVRI PI TGSNPKA RI Pl TGSNP 0.2983 1982.3 50. 00 Sequence
DRB1_1302 319 TNPTVNSYKRLVPGY TVNSYKRLV 0.2982 1984.5 50. 00 Sequence
DRB1_1302 30 | MQHFTI PASAFDKS HFTI PASAF 0.2981 1987.9 50. 00 Sequence
DRB1_1302 264 KPLFGDNGSGVHCHQ LFGDNGSGM 0.2981 1987.9 50. 00 Sequence
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DRB1_1302 395 EPQAPVDKDLYELPP QAPVDKDLY 0.0738 22499. 2 50. 00 Sequence
DRB1_1302 92 FFVHDPFTLEPYSRD FFVHDPFTL 0. 0706 23295.1 50. 00 Sequence
DRB1_1302 0 VTEKTPDDVFKLAKD KTPDDVFKL 0. 0698 23482. 9 50. 00 Sequence
DRB1_1302 396 PQAPVDKDLYELPPE QAPVDKDLY 0. 0694 23592.7 50. 00 Sequence
DRB1_1302 397 QAPVDKDLYELPPEE QAPVDKDLY 0. 0675 24088. 4 50. 00 Sequence
DRB1_1302 2 EKTPDDVFKLAKDEK KTPDDVFKL 0. 0653 24675.1 50. 00 Sequence
DRB1_1302 1 TEKTPDDVFKLAKDE KTPDDVFKL 0. 0626 25385. 4 50. 00 Sequence
DRB1_1302 288 MYDETGYAGLSDTAR DETGYAGLS 0.0618 25619. 4 50. 00 Sequence
DRB1_1302 212 LEKGHHEVGSGGQAE HEVGSGGQA 0. 0602 26059. 4 50. 00 Sequence
DRB1_1302 123 | ADTAYFGAEAEFYlI AYFGAEAEF 0. 0595 26266. 7 50. 00 Sequence
DRB1_1302 137 | FDSVSFDSRANGSF FDSRANGSF 0. 0592 26364. 6 50. 00 Sequence
DRB1_1302 96 DPFTLEPYSRDPRNI  PYSRDPRN 0. 0587 26485. 8 50. 00 Sequence
DRB1_1302 124 ADTAYFGAEAEFYIF GAEAEFYIF 0. 0561 27254. 8 50. 00 Sequence
DRB1_1302 363 RLEFRSPDSSGNPYL RSPDSSGNP 0. 0559 27318. 2 50. 00 Sequence
DRB1_1302 362 KRLEFRSPDSSGNPY RSPDSSGNP 0. 0552 27519. 4 50. 00 Sequence
DRB1_1302 398 APVDKDLYELPPEEA LYELPPEEA 0. 0533 28098. 3 50. 00 Sequence
DRB1_1302 94 VHDPFTLEPYSRDPR LEPYSRDPR 0. 0523 28389.5 50. 00 Sequence
DRB1_1302 95 HDPFTLEPYSRDPRN TLEPYSRDP 0. 0505 28954. 7 50. 00 Sequence
DRB1_1302 164 GAATEADGSPNRGYK EADGSPNRG 0. 0490 29417. 3 50. 00 Sequence
DRB1_1302 399 PVDKDLYELPPEEAA LYELPPEEA 0. 0490 29435.8 50. 00 Sequence
DRB1_1302 125 DTAYFGAEAEFYI FD GAEAEFYI F 0. 0489 29456. 8 50. 00 Sequence
DRB1_1302 128 YFGAEAEFYI FDSVS EFYI FDSVS 0. 0476 29883. 4 50. 00 Sequence
DRB1_1302 163 TGAATEADGSPNRGY ADGSPNRGY 0.0470 30071.9 50. 00 Sequence
DRB1_1302 136 Yl FDSVSFDSRANGS DSVSFDSRA 0. 0463 30300. 5 50. 00 Sequence
DRB1_1302 358 NPKAKRLEFRSPDSS NPKAKRLEF 0. 0457 30478. 4 50. 00 Sequence
DRB1_1302 127 AYFGAEAEFYI FDSV GAEAEFYI F 0. 0457 30508. 4 50. 00 Sequence
DRB1_1302 357 SNPKAKRLEFRSPDS NPKAKRLEF 0. 0456 30512. 4 50. 00 Sequence
DRB1_1302 361 AKRLEFRSPDSSGNP RSPDSSGNP 0. 0448 30799. 6 50. 00 Sequence
DRB1_1302 162 NTGAATEADGSPNRG ATEADGSPN 0. 0430 31402. 6 50. 00 Sequence
DRB1_1302 126 TAYFGAEAEFYIFDS GAEAEFYIF 0. 0425 31564. 8 50. 00 Sequence
DRB1_1302 93 FVHDPFTLEPYSRDP FVHDPFTLE 0. 0407 32173. 4 50. 00 Sequence
DRB1_1302 360 KAKRLEFRSPDSSGN FRSPDSSGN 0. 0358 33947.9 50. 00 Sequence
DRB1_1302 359 PKAKRLEFRSPDSSG RLEFRSPDS 0. 0299 36193. 5 50. 00 Sequence
DRB1_1302 400 VDKDLYELPPEEAAS LYELPPEEA 0. 0276 37089. 4 50. 00 Sequence

Al lele: DRB1_1302. Number of high binders 5. Nunmber of weak binders 38. Nunber of peptides 464

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random ldentity
DRB1_1501 27 LPG MHFTI PASAF | MQHFTI PA 0.7790 10.9 SB 0. 30 Sequence
DRB1_1501 28 PG MHFTI PASAFD | MQHFTI PA 0.7752 11.4 SB 0. 30 Sequence
DRB1_1501 26 DLPA MHFTI PASA | MQHFTI PA 0.7633 12.9 SB 0. 40 Sequence
DRB1_1501 29 G MHFTI PASAFDK | MQHFTI PA 0.7438 16.0 SB 0. 80 Sequence
DRB1_1501 25 CDLPA MHFTI PAS | MOHFTI PA 0.7274 19.1 SB 1.00 Sequence
DRB1_1501 311 HAPSLLAFTNPTVNS SLLAFTNPT 0.7017 25.2 SB 2.00 Sequence
DRB1_1501 310 HHAPSLLAFTNPTVN SLLAFTNPT 0. 6960 26.8 SB 2.00 Sequence
DRB1_1501 312 APSLLAFTNPTVNSY SLLAFTNPT 0. 6910 28.3 SB 2.00 Sequence
DRB1_1501 313 PSLLAFTNPTVNSYK SLLAFTNPT 0.6777 32.7 SB 4.00 Sequence
DRB1_1501 309 LHHAPSLLAFTNPTV SLLAFTNPT 0. 6631 38.3 SB 4.00 Sequence
DRB1_1501 24 FCDLPG MQHFTI PA | MHFTI PA 0. 6545 42.0 SB 4.00 Sequence
DRB1_1501 53 DGSSI RGFQSI HESD Sl RGFQSI H 0. 6417 48. 3 SB 4.00 Sequence
DRB1_1501 52 FDGSSI RGFQSI HES Sl RGFQSI H 0. 6415 48. 4 SB 4.00 Sequence
DRB1_1501 54 GSSI RG-QSI HESDM Sl RGFQSI H 0. 6386 49.9 SB 4.00 Sequence
DRB1_1501 153 EVDAI SGWWTGAAT Al SGNNTG 0.6337 52.6 B 4.00 Sequence
DRB1_1501 154 VDAI SGW\NTGAATE Al SGWWNTG 0.6231 59.0 B 8. 00 Sequence
DRB1_1501 314 SLLAFTNPTVNSYKR SLLAFTNPT 0. 6222 59. 6 B 8. 00 Sequence
DRB1_1501 55 SSI RGFQSI HESDML Sl RGFQSI H 0.6218 59.9 VB 8. 00 Sequence
DRB1_1501 335 API NLVYSQRNRSAC PI NLVYSQR 0.6171 63.0 B 8. 00 Sequence
DRB1_1501 51 AFDGSSI RGFQSI HE Sl RGFQSI H 0.6169 63.1 B 8. 00 Sequence
DRB1_1501 334 EAPI NLVYSQRNRSA PI NLVYSQR 0.6131 65.7 B 8. 00 Sequence
DRB1_1501 152 YEVDAI SGWANTGAA Al SGNNTG 0. 6070 70.3 B 8. 00 Sequence
DRB1_1501 336 PI NLVYSQRNRSACV Pl NLVYSQR 0.6043 72.4 B 8. 00 Sequence
DRB1_1501 333 YEAPI NLVYSQRNRS PI NLVYSQR 0. 5877 86. 6 B 8. 00 Sequence
DRB1_1501 56 SI RGFQSI HESDMLL Sl RGFQSI H 0. 5803 93.8 B 8. 00 Sequence
DRB1_1501 155 DAl SGNW\WNTGAATEA Al SGWNTG 0.5789 95.2 B 8. 00 Sequence
DRB1_1501 30 | MQHFTI PASAFDKS | MQHFTI PA 0.5766 97.7 B 8. 00 Sequence
DRB1_1501 151 FYEVDAI SGNWWTGA Al SGAWNTG 0.5724 102. 2 B 8. 00 Sequence
DRB1_1501 337 | NLVYSQRNRSACVR LVYSQRNRS 0.5612 115.3 VB 16. 00 Sequence
DRB1_1501 443 TNDLI ETW SFKREN DLI ETW SF 0. 5597 117. 2 B 16. 00 Sequence
DRB1_1501 238 ADDMQLYKYI | KNTA QLYKYI | KN 0. 5582 119. 2 B 16. 00 Sequence
DRB1_1501 338 NLVYSQRNRSACVRI  LVYSQRNRS 0. 5564 121.5 B 16. 00 Sequence
DRB1_1501 237 AADDMQLYKYI I KNT QLYKYI | KN 0. 5552 123.1 B 16. 00 Sequence
DRB1_1501 239 DDMQLYKYI | KNTAW QLYKYI | KN 0. 5523 127.0 B 16. 00 Sequence
DRB1_1501 442 FTNDLI ETW SFKRE DLl ETW SF 0. 5517 127.8 B 16. 00 Sequence
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DRB1_1501 91 NFFVHDPFTLEPYSR NFFVHDPFT 0.1641 8470. 3 50. 00 Sequence
DRB1_1501 140 SVSFDSRANGSFYEV SVSFDSRAN 0.1636 8518. 5 50. 00 Sequence
DRB1_1501 230 QFNSLLHAADDMQLY QFNSLLHAA 0.1625 8614.5 50. 00 Sequence
DRB1_1501 388 DG KNKI EPQAPVDK Kl EPQAPVD 0.1622 8648. 4 50. 00 Sequence
DRB1_1501 420 TQLSDVI DRLEADHE VI DRLEADH 0. 1607 8786. 1 50. 00 Sequence
DRB1_1501 104 SRDPRNI ARKAENYL | ARKAENYL 0.1603 8824. 8 50. 00 Sequence
DRB1_1501 146 RANGSFYEVDAI SGNV RANGSFYEV 0.1592 8935. 4 50. 00 Sequence
DRB1_1501 211 |LEKGHHEVGSGGQA | LEKGHHEV 0.1587 8976. 4 50. 00 Sequence
DRB1_1501 368 SPDSSGNPYLAFSAM GNPYLAFSA 0. 1586 8989. 5 50. 00 Sequence
DRB1_1501 354 | TGSNPKAKRLEFRS KAKRLEFRS 0.1582 9030. 4 50. 00 Sequence
DRB1_1501 127 AYFGAEAEFYI FDSV AEFY| FDSV 0.1575 9093. 4 50. 00 Sequence
DRB1_1501 451 | SFKRENEI EPVNIR SFKRENEI E 0. 1569 9152. 3 50. 00 Sequence
DRB1_1501 6 DDVFKLAKDEKVEYV VFKLAKDEK 0. 1555 9298. 1 50. 00 Sequence
DRB1_1501 5 PDDVFKLAKDEKVEY VFKLAKDEK 0. 1549 9351. 4 50. 00 Sequence
DRB1_1501 437 TEGGVFTNDLI ETW  GGVFTNDLI 0.1517 9681. 1 50. 00 Sequence
DRB1_1501 99 TLEPYSRDPRNI ARK TLEPYSRDP 0. 1501 9855. 6 50. 00 Sequence
DRB1_1501 214 KGHHEVGSGGQAEI N HEVGSGGQA 0. 1499 9872. 1 50. 00 Sequence
DRB1_1501 181 HKGGYFPVAPNDQYV HKGGYFPVA 0.1495 9916. 5 50. 00 Sequence
DRB1_1501 67 DM.LLPDPETARI DP DM.LLPDPE 0. 1495 9918. 2 50. 00 Sequence
DRB1_1501 212 LEKGHHEVGSGGQAE EVGSGGQAE 0.1491 9958. 9 50. 00 Sequence
DRB1_1501 215 GHHEVGSGGQAEI NY HEVGSGGQA 0.1482 10056. 8 50. 00 Sequence
DRB1_1501 97 PFTLEPYSRDPRNIA LEPYSRDPR 0. 1480 10076. 1 50. 00 Sequence
DRB1_1501 37 PASAFDKSVFDDGLA AFDKSVFDD 0. 1480 10080. 0 50. 00 Sequence
DRB1_1501 121 TG ADTAYFGAEAEF DTAYFGAEA 0.1473 10156. 9 50. 00 Sequence
DRB1_1501 390 | KNKI EPQAPVDKDL KI EPQAPVD 0. 1470 10193. 1 50. 00 Sequence
DRB1_1501 391 KNKI EPQAPVDKDLY Kl EPQAPVD 0. 1464 10256. 0 50. 00 Sequence
DRB1_1501 419 PTQLSDVI DRLEADH VI DRLEADH 0.1461 10295. 1 50. 00 Sequence
DRB1_1501 125 DTAYFGAEAEFYI FD DTAYFGAEA 0.1457 10330. 7 50. 00 Sequence
DRB1_1501 428 RLEADHEYLTEGGVF EYLTEGGVF 0. 1455 10355. 2 50. 00 Sequence
DRB1_1501 145 SRANGSFYEVDAI SG RANGSFYEV 0. 1444 10484. 8 50. 00 Sequence
DRB1_1501 7 DVFKLAKDEKVEYVD VFKLAKDEK 0. 1439 10537. 2 50. 00 Sequence
DRB1_1501 216 HHEVGSGGQAEI NYQ EVGSGGQAE 0.1427 10678. 4 50. 00 Sequence
DRB1_1501 70 LLPDPETARI DPFRA LLPDPETAR 0.1424 10705. 8 50. 00 Sequence
DRB1_1501 96 DPFTLEPYSRDPRNI LEPYSRDPR 0.1418 10784. 2 50. 00 Sequence
DRB1_1501 213 EKGHHEVGSGGQAEI HEVGSGGQA 0.1414 10822. 8 50. 00 Sequence
DRB1_1501 92 FFVHDPFTLEPYSRD FFVHDPFTL 0.1396 11042. 1 50. 00 Sequence
DRB1_1501 98 FTLEPYSRDPRNI AR TLEPYSRDP 0.1395 11049.0 50. 00 Sequence
DRB1_1501 95 HDPFTLEPYSRDPRN LEPYSRDPR 0.1381 11215.9 50. 00 Sequence
DRB1_1501 36 | PASAFDKSVFDDGL ASAFDKSVF 0.1375 11295. 6 50. 00 Sequence
DRB1_1501 94 VHDPFTLEPYSRDPR LEPYSRDPR 0.1357 11517. 4 50. 00 Sequence
DRB1_1501 144 DSRANGSFYEVDAI'S SFYEVDAI S 0.1357 11522. 0 50. 00 Sequence
DRB1_1501 35 Tl PASAFDKSVFDDG ASAFDKSVF 0.1346 11654. 1 50. 00 Sequence
DRB1_1501 450 W SFKRENEI EPVNI | SFKRENEI 0.1335 11793. 1 50. 00 Sequence
DRB1_1501 217 HEVGSGGQAEI NYQF HEVGSGGQA 0.1332 11835. 2 50. 00 Sequence
DRB1_1501 117 YLI STG ADTAYFGA YLI STG AD 0.1329 11876. 4 50. 00 Sequence
DRB1_1501 232 NSLLHAADDMQLYKY SLLHAADDM 0.1327 11899.5 50. 00 Sequence
DRB1_1501 392 NKI EPQAPVDKDLYE KI EPQAPVD 0.1312 12094. 4 50. 00 Sequence
DRB1_1501 4 TPDDVFKLAKDEKVE VFKLAKDEK 0. 1300 12253.6 50. 00 Sequence
DRB1_1501 32 QHFTI PASAFDKSVF HFTI PASAF 0.1284 12461. 6 50. 00 Sequence
DRB1_1501 68 M.LLPDPETARI DPF LLLPDPETA 0.1279 12536. 2 50. 00 Sequence
DRB1_1501 103 YSRDPRNI ARKAENY RNl ARKAEN 0. 1270 12652. 1 50. 00 Sequence
DRB1_1501 93 FVHDPFTLEPYSRDP FVHDPFTLE 0.1269 12667. 7 50. 00 Sequence
DRB1_1501 118 LI STG ADTAYFGAE LI STG ADT 0.1267 12700. 3 50. 00 Sequence
DRB1_1501 120 STG ADTAYFGAEAE DTAYFGAEA 0.1251 12909. 0 50. 00 Sequence
DRB1_1501 8 VFKLAKDEKVEYVDV VFKLAKDEK 0.1245 12997. 2 50. 00 Sequence
DRB1_1501 158 SGWANTGAATEADGS GWAKNTGAAT 0.1245 13000. 0 50. 00 Sequence
DRB1_1501 34 FTI PASAFDKSVFDD ASAFDKSVF 0.1244 13013.9 50. 00 Sequence
DRB1_1501 353 Pl TGSNPKAKRLEFR Pl TGSNPKA 0.1222 13330. 6 50. 00 Sequence
DRB1_1501 187 PVAPNDQYVDLRDKM QYVDLRDKM 0.1212 13471. 4 50. 00 Sequence
DRB1_1501 367 RSPDSSGNPYLAFSA GNPYLAFSA 0.1207 13541. 8 50. 00 Sequence
DRB1_1501 418 TPTQLSDVI DRLEAD QLSDVI DRL 0. 1206 13562. 4 50. 00 Sequence
DRB1_1501 3 KTPDDVFKLAKDEKV VFKLAKDEK 0.1188 13824. 9 50. 00 Sequence
DRB1_1501 364 LEFRSPDSSGNPYLA EFRSPDSSG 0.1185 13869. 2 50. 00 Sequence
DRB1_1501 141 VSFDSRANGSFYEVD SFDSRANGS 0.1181 13930. 2 50. 00 Sequence
DRB1_1501 166 ATEADGSPNRGYKVR SPNRGYKVR 0.1161 14239.0 50. 00 Sequence
DRB1_1501 100 LEPYSRDPRNI ARKA LEPYSRDPR 0.1140 14567. 8 50. 00 Sequence
DRB1_1501 143 FDSRANGSFYEVDAI ANGSFYEVD 0.1140 14571. 6 50. 00 Sequence
DRB1_1501 69 LLLPDPETARI DPFR LLPDPETAR 0.1137 14606. 4 50. 00 Sequence
DRB1_1501 417 QTPTQLSDVI DRLEA QLSDVI DRL 0.1128 14762. 4 50. 00 Sequence
DRB1_1501 33 HFTI PASAFDKSVFD HFTI PASAF 0.1117 14934. 4 50. 00 Sequence
DRB1_1501 416 PQTPTQLSDVIDRLE TQLSDVI DR 0.1114 14975. 1 50. 00 Sequence
DRB1_1501 218 EVGSGGQAEI NYQFN EVGSGGQAE 0.1105 15129. 3 50. 00 Sequence
DRB1_1501 126 TAYFGAEAEFYI FDS AYFGAEAEF 0.1105 15134. 2 50. 00 Sequence
DRB1_1501 142 SFDSRANGSFYEVDA RANGSFYEV 0.1103 15161. 7 50. 00 Sequence
DRB1_1501 102 PYSRDPRNI ARKAEN RNl ARKAEN 0.1079 15555. 4 50. 00 Sequence
DRB1_1501 101 EPYSRDPRNI ARKAE YSRDPRNI A 0.1032 16369. 9 50. 00 Sequence
DRB1_1501 415 |PQTPTQLSDVIDRL TPTQLSDVI 0. 1030 16397. 7 50. 00 Sequence
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DRB1_1501 119 | STG ADTAYFGAEA DTAYFGAEA 0.1015 16666. 4 50. 00 Sequence
DRB1_1501 365 EFRSPDSSGNPYLAF EFRSPDSSG 0.1001 16934. 3 50. 00 Sequence
DRB1_1501 396 PQAPVDKDLYELPPE VDKDLYELP 0. 0986 17208. 2 50. 00 Sequence
DRB1_1501 219 VGSGGQAEI NYQFNS AEI NYQFNS 0. 0975 17407. 3 50. 00 Sequence
DRB1_1501 397 QAPVDKDLYELPPEE VDKDLYELP 0. 0964 17627.7 50. 00 Sequence
DRB1_1501 231 FNSLLHAADDMQLYK SLLHAADDM 0. 0960 17690. 0 50. 00 Sequence
DRB1_1501 395 EPQAPVDKDLYELPP VDKDLYELP 0. 0948 17920. 4 50. 00 Sequence
DRB1_1501 398 APVDKDLYELPPEEA VDKDLYELP 0.0943 18015.7 50. 00 Sequence
DRB1_1501 393 KIEPQAPVDKDLYEL Kl EPQAPVD 0. 0935 18179.0 50. 00 Sequence
DRB1_1501 165 AATEADGSPNRGYKV ATEADGSPN 0. 0925 18386. 9 50. 00 Sequence
DRB1_1501 159 GWNANTGAATEADGSP GWANTGAAT 0. 0917 18543. 3 50. 00 Sequence
DRB1_1501 399 PVDKDLYELPPEEAA VDKDLYELP 0. 0904 18800. 3 50. 00 Sequence
DRB1_1501 394 | EPQAPVDKDLYELP VDKDLYELP 0. 0894 18999.9 50. 00 Sequence
DRB1_1501 400 VDKDLYELPPEEAAS KDLYELPPE 0. 0886 19171.7 50. 00 Sequence
DRB1_1501 182 KGGYFPVAPNDQYVD GGYFPVAPN 0.0878 19333.9 50. 00 Sequence
DRB1_1501 2 EKTPDDVFKLAKDEK VFKLAKDEK 0.0871 19474. 8 50. 00 Sequence
DRB1_1501 401 DKDLYELPPEEAASI ELPPEEAAS 0. 0853 19863. 8 50. 00 Sequence
DRB1_1501 402 KDLYELPPEEAASI P ELPPEEAAS 0. 0816 20674.7 50. 00 Sequence
DRB1_1501 403 DLYELPPEEAASI PQ ELPPEEAAS 0.0813 20744.0 50. 00 Sequence
DRB1_1501 164 GAATEADGSPNRGYK ATEADGSPN 0. 0808 20866. 7 50. 00 Sequence
DRB1_1501 426 | DRLEADHEYLTEGG RLEADHEYL 0.0783 21423.0 50. 00 Sequence
DRB1_1501 404 LYELPPEEAASI PQT ELPPEEAAS 0.0781 21483.8 50. 00 Sequence
DRB1_1501 183 GGYFPVAPNDQYVDL GGYFPVAPN 0.0775 21615. 4 50. 00 Sequence
DRB1_1501 186 FPVAPNDQYVDLRDK PVAPNDQYV 0.0772 21688. 4 50. 00 Sequence
DRB1_1501 427 DRLEADHEYLTEGGY RLEADHEYL 0.0766 21824.3 50. 00 Sequence
DRB1_1501 405 YELPPEEAASI PQTP ELPPEEAAS 0. 0751 22194.8 50. 00 Sequence
DRB1_1501 163 TGAATEADGSPNRGY ATEADGSPN 0.0729 22719.1 50. 00 Sequence
DRB1_1501 366 FRSPDSSGNPYLAFS RSPDSSGNP 0. 0694 23586. 3 50. 00 Sequence
DRB1_1501 414 SIPQIPTQLSDVI DR TQLSDVI DR 0. 0685 23834.3 50. 00 Sequence
DRB1_1501 185 YFPVAPNDQYVDLRD PVAPNDQYV 0. 0683 23877. 2 50. 00 Sequence
DRB1_1501 406 ELPPEEAASI PQTPT ELPPEEAAS 0.0678 24012.7 50. 00 Sequence
DRB1_1501 412 AASIPQIPTQLSDVI  ASI PQTPTQ 0. 0670 24208.9 50. 00 Sequence
DRB1_1501 184 GYFPVAPNDQYVDLR PVAPNDQYV 0. 0669 24251.1 50. 00 Sequence
DRB1_1501 162 NTGAATEADGSPNRG ATEADGSPN 0. 0620 25556. 8 50. 00 Sequence
DRB1_1501 413 ASIPQIPTQLSDVID ASI PQTPTQ 0. 0620 25557. 7 50. 00 Sequence
DRB1_1501 411 EAASIPQTPTQLSDV ASI PQTPTQ 0. 0619 25598. 9 50. 00 Sequence
DRB1_1501 409 PEEAASI PQTPTQLS ASI PQTPTQ 0. 0615 25704.1 50. 00 Sequence
DRB1_1501 1 TEKTPDDVFKLAKDE DVFKLAKDE 0. 0608 25908. 2 50. 00 Sequence
DRB1_1501 410 EEAASIPQTPTQLSD ASI PQTPTQ 0. 0596 26231.7 50. 00 Sequence
DRB1_1501 161 WNTGAATEADGSPNR ATEADGSPN 0. 0580 26683. 2 50. 00 Sequence
DRB1_1501 408 PPEEAASI PQTPTQL ASI PQTPTQ 0. 0531 28153. 3 50. 00 Sequence
DRB1_1501 160 WANTGAATEADGSPN ATEADGSPN 0. 0518 28550. 9 50. 00 Sequence
DRB1_1501 407 LPPEEAASI PQTPTQ ASI PQTPTQ 0. 0490 29438. 3 50. 00 Sequence
DRB1_1501 0 VTEKTPDDVFKLAKD KTPDDVFKL 0. 0443 30944. 6 50. 00 Sequence
Allele: DRB1_1501. Number of high binders 14. Nunber of weak binders 73. Nunmber of peptides 464

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random ldentity
DRB3_0101 146 RANGSFYEVDAI SGW YEVDAI SGW 0.6292 55.3 B 0. 80 Sequence
DRB3_0101 147 ANGSFYEVDAI SGWV YEVDAI SGW 0.6153 64.2 B 0. 80 Sequence
DRB3_0101 423 SDVI DRLEADHEYLT LEADHEYLT 0.6109 67.4 B 1.00 Sequence
DRB3_0101 148 NGSFYEVDAI SGAMN YEVDAI SGW 0. 6059 71.1 B 1.00 Sequence
DRB3_0101 424 DVI DRLEADHEYLTE LEADHEYLT 0. 6048 72.0 B 1.00 Sequence
DRB3_0101 425 VI DRLEADHEYLTEG LEADHEYLT 0. 5951 79.9 B 1.00 Sequence
DRB3_0101 232 NSLLHAADDMQLYKY HAADDMQLY 0. 5917 82.9 B 2.00 Sequence
DRB3_0101 97 PFTLEPYSRDPRNI A YSRDPRNI A 0. 5911 83.5 VB 2.00 Sequence
DRB3_0101 231 FNSLLHAADDMQLYK HAADDMQLY 0.5899 84.5 B 2.00 Sequence
DRB3_0101 230 QFNSLLHAADDMQLY HAADDMQLY 0. 5881 86.2 B 2.00 Sequence
DRB3_0101 233 SLLHAADDMQLYKYl  HAADDMQLY 0.5871 87.2 B 2.00 Sequence
DRB3_0101 98 FTLEPYSRDPRNI AR YSRDPRNI A 0. 5841 90.1 B 2.00 Sequence
DRB3_0101 149 GSFYEVDAI SGNWANT YEVDAI SGW 0.5770 97.2 B 2.00 Sequence
DRB3_0101 87 TLNI NFFVHDPFTLE FVHDPFTLE 0.5715 103. 2 B 2.00 Sequence
DRB3_0101 426 | DRLEADHEYLTEGG LEADHEYLT 0.5703 104.5 B 2.00 Sequence
DRB3_0101 99 TLEPYSRDPRNI ARK YSRDPRNI A 0.5700 104.8 B 2.00 Sequence
DRB3_0101 234 LLHAADDMQLYKYI| HAADDMQLY 0.5669 108. 4 B 2.00 Sequence
DRB3_0101 123 | ADTAYFGAEAEFYl FGAEAEFYI 0.5630 113.0 B 2.00 Sequence
DRB3_0101 436 LTEGGVFTNDLI ETW FTNDLI ETW 0. 5599 117.0 VB 2.00 Sequence
DRB3_0101 437 TEGGVFTNDLI ETW  FTNDLI ETW 0. 5587 118.5 B 2.00 Sequence
DRB3_0101 124 ADTAYFGAEAEFYIF FGAEAEFYI 0. 5576 119.9 B 2.00 Sequence
DRB3_0101 235 LHAADDMQLYKYI | K HAADDMQALY 0. 5517 127.8 B 2.00 Sequence
DRB3_0101 438 EGGVFTNDLI ETW S FTNDLI ETW 0. 5497 130.5 B 2.00 Sequence
DRB3_0101 100 LEPYSRDPRNI ARKA YSRDPRNI A 0. 5489 131. 7 B 2.00 Sequence
DRB3_0101 88 LN NFFVHDPFTLEP FVHDPFTLE 0. 5403 144. 6 B 2.00 Sequence
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DRB3_0101 184 GYFPVAPNDQYVDLR FPVAPNDQY 0.3294 1416. 7 16. 00 Sequence
DRB3_0101 56 SI RGFQSI HESDMLL FQS| HESDM 0.3288 1424.9 16. 00 Sequence
DRB3_0101 318 FTNPTVNSYKRLVPG FTNPTVNSY 0.3279 1438. 8 16. 00 Sequence
DRB3_0101 261 FMPKPLFGDNGSGMH FGDNGSGVH 0. 3260 1469. 1 16. 00 Sequence
DRB3_0101 60 FQS|I HESDMLLLPDP FQSI HESDM 0. 3255 1476.5 16. 00 Sequence
DRB3_0101 93 FVHDPFTLEPYSRDP FVHDPFTLE 0.3243 1496. 2 16. 00 Sequence
DRB3_0101 42 DKSVFDDGLAFDGSS SVFDDGLAF 0.3222 1530. 5 16. 00 Sequence
DRB3_0101 285 APLMYDETGYAGLSD LMYDETGYA 0.3222 1530. 9 16. 00 Sequence
DRB3_0101 17 VEYVDVRFCDLPGIM RFCDLPG M 0. 3159 1639. 4 16. 00 Sequence
DRB3_0101 185 YFPVAPNDQYVDLRD FPVAPNDQY 0.3153 1650. 3 16. 00 Sequence
DRB3_0101 262 MPKPLFGDNGSGVHC FGDNGSGVH 0.3148 1659. 2 16. 00 Sequence
DRB3_0101 305 | GGLLHHAPSLLAFT LLHHAPSLL 0.3145 1663. 9 16. 00 Sequence
DRB3_0101 43 KSVFDDGLAFDGSS|  SVFDDGLAF 0.3140 1673.5 16. 00 Sequence
DRB3_0101 223 GQAEI NYQFNSLLHA | NYQENSLL 0.3136 1679. 9 16. 00 Sequence
DRB3_0101 55 SSI RGFQSI HESDM. FQS| HESDM 0. 3080 1784.9 16. 00 Sequence
DRB3_0101 186 FPVAPNDQYVDLRDK FPVAPNDQY 0. 3056 1832.0 16. 00 Sequence
DRB3_0101 76 TARI DPFRAAKTLNI  FRAAKTLNI 0.3048 1848.0 16. 00 Sequence
DRB3_0101 263 PKPLFGDNGSGVHCH FGDNGSGVH 0.3036 1871.9 16. 00 Sequence
DRB3_0101 54 GSSI RGFQSI HESDM FQS| HESDM 0.3031 1882.1 16. 00 Sequence
DRB3_0101 286 PLMYDETGYAGLSDT LMYDETGYA 0.3003 1940. 6 16. 00 Sequence
DRB3_0101 18 EYVDVRFCDLPG MQ RFCDLPG M 0.2987 1973.6 16. 00 Sequence
DRB3_0101 222 GGQAEI NYQFNSLLH | NYQENSLL 0.2983 1982. 6 16. 00 Sequence
DRB3_0101 306 GGLLHHAPSLLAFTN LLHHAPSLL 0.2931 2097. 9 32.00 Sequence
DRB3_0101 463 N RPHPYEFALYYDV YEFALYYDV 0.2927 2107. 3 32.00 Sequence
DRB3_0101 136 Yl FDSVSFDSRANGS Yl FDSVSFD 0.2918 2127. 2 32.00 Sequence
DRB3_0101 45 VFDDGLAFDGSSI RG LAFDGSSI R 0.2916 2131.7 32.00 Sequence
DRB3_0101 77 AR DPFRAAKTLNIN FRAAKTLNI 0.2894 2182. 3 32.00 Sequence
DRB3_0101 171 GSPNRGYKVRHKGGY YKVRHKGGY 0.2893 2185. 8 32.00 Sequence
DRB3_0101 287 LMYDETGYAGLSDTA LMYDETGYA 0.2876 2226.8 32.00 Sequence
DRB3_0101 221 SGGQAEI NYQFNSLL | NYQFNSLL 0.2851 2286. 4 32.00 Sequence
DRB3_0101 264 KPLFGDNGSGVHCHQ FGDNGSGVH 0.2841 2311. 8 32.00 Sequence
DRB3_0101 19 YVDVRFCDLPG MH RFCDLPG M 0.2833 2332. 2 32.00 Sequence
DRB3_0101 172 SPNRGYKVRHKGGYF YKVRHKGGY 0. 2830 2338.9 32.00 Sequence
DRB3_0101 307 GLLHHAPSLLAFTNP LLHHAPSLL 0.2731 2603. 7 32.00 Sequence
DRB3_0101 265 PLFGDNGSGVHCHQS FGDNGSGVH 0.2719 2638.5 32.00 Sequence
DRB3_0101 10 KLAKDEKVEYVDVRF LAKDEKVEY 0.2709 2667. 1 32.00 Sequence
DRB3_0101 64 HESDM.LLPDPETAR LLPDPETAR 0.2701 2690. 4 32.00 Sequence
DRB3_0101 66 SDMLLLPDPETARI D LLPDPETAR 0.2692 2716. 7 32.00 Sequence
DRB3_0101 11 LAKDEKVEYVDVRFC LAKDEKVEY 0.2687 2732.0 32.00 Sequence
DRB3_0101 78 RI DPFRAAKTLNINF FRAAKTLNI 0. 2680 2750. 6 32.00 Sequence
DRB3_0101 173 PNRGYKVRHKGGYFP YKVRHKGGY 0. 2654 2829. 1 32.00 Sequence
DRB3_0101 189 APNDQYVDLRDKM.T ~QYVDLRDKM 0. 2636 2885. 8 32.00 Sequence
DRB3_0101 65 ESDMLLLPDPETAR LLPDPETAR 0.2634 2892. 8 32.00 Sequence
DRB3_0101 188 VAPNDQYVDLRDKM. QYVDLRDKM 0.2619 2940. 4 32.00 Sequence
DRB3_0101 116 NYLI STG ADTAYFG G ADTAYFG 0. 2609 2973.3 32.00 Sequence
DRB3_0101 224 QAEI NYQFNSLLHAA | NYQFNSLL 0. 2598 3006. 1 32.00 Sequence
DRB3_0101 137 | FDSVSFDSRANGSF FDSRANGSF 0. 2581 3063. 7 32.00 Sequence
DRB3_0101 308 LLHHAPSLLAFTNPT LLHHAPSLL 0. 2576 3079. 3 32.00 Sequence
DRB3_0101 67 DM.LLPDPETARI DP LLPDPETAR 0.2541 3197. 8 32.00 Sequence
DRB3_0101 138 FDSVSFDSRANGSFY FDSRANGSF 0.2528 3243.9 32.00 Sequence
DRB3_0101 225 AElI NYQFNSLLHAAD | NYQENSLL 0. 2510 3306. 6 32.00 Sequence
DRB3_0101 140 SVSFDSRANGSFYEV FDSRANGSF 0.2494 3363. 7 32.00 Sequence
DRB3_0101 79 | DPFRAAKTLNI NFF FRAAKTLNI 0.2494 3366. 4 32.00 Sequence
DRB3_0101 174 NRGYKVRHKGGYFPV YKVRHKGGY 0.2493 3369. 5 32.00 Sequence
DRB3_0101 111 ARKAENYLISTG AD ARKAENYLI 0. 2455 3511.5 32.00 Sequence
DRB3_0101 190 PNDQYVDLRDKM.TN QYVDLRDKM 0. 2445 3548. 7 32.00 Sequence
DRB3_0101 68 M.LLPDPETARI DPF LLPDPETAR 0. 2445 3550. 3 32.00 Sequence
DRB3_0101 117 YLI STG ADTAYFGA G ADTAYFG 0.2441 3564. 3 32.00 Sequence
DRB3_0101 266 LFGDNGSGVHCHQSL FGDNGSGVH 0. 2439 3572. 3 32.00 Sequence
DRB3_0101 20 VDVRFCDLPG MQHF RFCDLPG M 0.2435 3588. 5 32.00 Sequence
DRB3_0101 247 || KNTAWDNGKTVTF WONGKTVTF 0.2421 3641.8 32.00 Sequence
DRB3_0101 139 DSVSFDSRANGSFYE FDSRANGSF 0. 2409 3688. 6 32.00 Sequence
DRB3_0101 175 RGYKVRHKGGYFPVA YKVRHKGGY 0. 2404 3711.1 32.00 Sequence
DRB3_0101 80 DPFRAAKTLNI NFFV FRAAKTLNI 0.2397 3738.6 32.00 Sequence
DRB3_0101 327 KRLVPGYEAPI NLVY GYEAPI NLV 0.2380 3806. 3 32.00 Sequence
DRB3_0101 226 EI NYQFNSLLHAADD | NYQENSLL 0.2371 3843.9 32.00 Sequence
DRB3_0101 326 YKRLVPGYEAPINLV GYEAPI NLV 0. 2369 3854. 3 32.00 Sequence
DRB3_0101 227 | NYQFNSLLHAADDM | NYQENSLL 0.2323 4048. 4 32.00 Sequence
DRB3_0101 248 | KNTAWONGKTVTFM WONGKTVTF 0.2323 4051. 4 32.00 Sequence
DRB3_0101 118 LI STG ADTAYFGAE G ADTAYFG 0. 2310 4107.0 32.00 Sequence
DRB3_0101 69 LLLPDPETARI DPFR LLPDPETAR 0. 2307 4118.8 32.00 Sequence
DRB3_0101 192 DQYVDLRDKMLTNLI  QYVDLRDKM 0.2298 4161. 3 32.00 Sequence
DRB3_0101 191 NDQYVDLRDKMLTNL QYVDLRDKM 0. 2295 4174.3 32.00 Sequence
DRB3_0101 82 FRAAKTLNI NFFVHD FRAAKTLNI 0.2291 4193.8 32.00 Sequence
DRB3_0101 61 QS| HESDMLLLPDPE | HESDM.LL 0.2282 4232.5 32.00 Sequence
DRB3_0101 328 RLVPGYEAPI NLVYS GYEAPI NLV 0.2274 4272.0 32.00 Sequence
DRB3_0101 81 PFRAAKTLNI NFFVH FRAAKTLNI 0.2272 4280. 6 32.00 Sequence
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DRB3_0101 176 GYKVRHKGGYFPVAP YKVRHKGGY 0.2261 4330. 1 32.00 Sequence
DRB3_0101 177 YKVRHKGGYFPVAPN YKVRHKGGY 0. 2252 4372.2 32.00 Sequence
DRB3_0101 204 NLI NSGFI LEKGHHE FI LEKGHHE 0. 2250 4381. 3 32.00 Sequence
DRB3_0101 141 VSFDSRANGSFYEVD FDSRANGSF 0.2243 4413. 4 32.00 Sequence
DRB3_0101 205 LI NSGFI LEKGHHEV FI LEKGHHE 0.2234 4457.9 32.00 Sequence
DRB3_0101 62 S| HESDMLLLPDPET | HESDMLLL 0.2216 4547.5 32.00 Sequence
DRB3_0101 143 FDSRANGSFYEVDAI FDSRANGSF 0.2207 4593.0 32.00 Sequence
DRB3_0101 249 KNTAWONGKTVTFMP WONGKTVTF 0.2197 4638. 7 32.00 Sequence
DRB3_0101 447 | ETW SFKRENEI EP FKRENEI EP 0. 2150 4885. 2 32.00 Sequence
DRB3_0101 451 | SFKRENEI EPVNI R | SFKRENEI 0.2145 4909. 5 32.00 Sequence
DRB3_0101 35 TI PASAFDKSVFDDG FDKSVFDDG 0.2139 4939. 8 32.00 Sequence
DRB3_0101 119 |STG ADTAYFGAEA G ADTAYFG 0.2138 4948. 0 32.00 Sequence
DRB3_0101 187 PVAPNDQYVDLRDKM QYVDLRDKM 0.2135 4962. 7 32.00 Sequence
DRB3_0101 36 | PASAFDKSVFDDGL FDKSVFDDG 0.2131 4983. 4 32.00 Sequence
DRB3_0101 267 FGDNGSGVHCHQSLW FGDNGSGVH 0.2128 5002. 8 32.00 Sequence
DRB3_0101 376 YLAFSAMLMAGLDG M.MAGLDG 0.2126 5009. 4 32.00 Sequence
DRB3_0101 21 DVRFCDLPG MQHFT RFCDLPG M 0.2108 5107. 7 32.00 Sequence
DRB3_0101 448 ETW SFKRENEI EPV | SFKRENEI 0.2101 5151. 0 32.00 Sequence
DRB3_0101 260 TFMPKPLFGDNGSGM LFGDNGSGM 0.2097 5172. 8 32.00 Sequence
DRB3_0101 142 SFDSRANGSFYEVDA FDSRANGSF 0. 2095 5181.5 32.00 Sequence
DRB3_0101 193 QYVDLRDKMLTNLIN QYVDLRDKM 0.2082 5256. 9 32.00 Sequence
DRB3_0101 70 LLPDPETARI DPFRA LLPDPETAR 0. 2080 5266. 6 32.00 Sequence
DRB3_0101 371 SSGNPYLAFSAMLMA YLAFSAMLM 0.2079 5271. 1 32.00 Sequence
DRB3_0101 329 LVPGYEAPI NLVYSQ GYEAPI NLV 0.2064 5358. 2 50. 00 Sequence
DRB3_0101 121 TG ADTAYFGAEAEF G ADTAYFG 0. 2057 5398. 6 50. 00 Sequence
DRB3_0101 449 TW SFKRENEI EPVN | SFKRENEI 0.2043 5479. 4 50. 00 Sequence
DRB3_0101 206 | NSGFI LEKGHHEVG FI LEKGHHE 0.2041 5491. 6 50. 00 Sequence
DRB3_0101 63 | HESDM.LLPDPETA | HESDM.LL 0. 2040 5500. 7 50. 00 Sequence
DRB3_0101 145 SRANGSFYEVDAI SG FYEVDAI SG 0.2039 5504. 5 50. 00 Sequence
DRB3_0101 217 HEVGSGGQAEI NYQF GQAEI NYQF 0.2035 5528. 1 50. 00 Sequence
DRB3_0101 220 GSGGQAEI NYQFNSL GQAEI NYQF 0.2027 5578. 6 50. 00 Sequence
DRB3_0101 250 NTAWONGKTVTFMPK WONGKTVTF 0.2024 5595. 8 50. 00 Sequence
DRB3_0101 37 PASAFDKSVFDDGLA FDKSVFDDG 0. 2010 5680. 3 50. 00 Sequence
DRB3_0101 218 EVGSGGQAEI NYQFN GQAEI NYQF 0. 2008 5695. 3 50. 00 Sequence
DRB3_0101 450 W SFKRENEI EPVNI | SFKRENEI 0. 2000 5743. 1 50. 00 Sequence
DRB3_0101 107 PRNI ARKAENYLI ST ARKAENYLI 0.1985 5836. 8 50. 00 Sequence
DRB3_0101 219 VGSGGQAEI NYQFNS GQAEI NYQF 0.1984 5842. 2 50. 00 Sequence
DRB3_0101 115 ENYLI STGI ADTAYF TG ADTAYF 0.1981 5864. 2 50. 00 Sequence
DRB3_0101 330 VPGYEAPI NLVYSQR GYEAPI NLV 0.1968 5947. 6 50. 00 Sequence
DRB3_0101 110 |ARKAENYLI STGIA ARKAENYLI 0.1952 6052. 1 50. 00 Sequence
DRB3_0101 105 RDPRNI ARKAENYLI ~ARKAENYLI 0. 1950 6063. 9 50. 00 Sequence
DRB3_0101 370 DSSGNPYLAFSAMLM YLAFSAM_M 0.1943 6108. 8 50. 00 Sequence
DRB3_0101 229 YQFNSLLHAADDMQL LHAADDMQL 0.1942 6118. 5 50. 00 Sequence
DRB3_0101 16 KVEYVDVRFCDLPG VRFCDLPG 0.1941 6123. 2 50. 00 Sequence
DRB3_0101 22 VRFCDLPG MOHFTI RFCDLPG M 0.1935 6158. 8 50. 00 Sequence
DRB3_0101 255 NGKTVTFMPKPLFGD FMPKPLFGD 0.1921 6259. 3 50. 00 Sequence
DRB3_0101 120 STG ADTAYFGAEAE G ADTAYFG 0.1920 6262. 0 50. 00 Sequence
DRB3_0101 253 WONGKTVTFMPKPLF WONGKTVTF 0.1912 6315. 0 50. 00 Sequence
DRB3_0101 106 DPRNI ARKAENYLI S ARKAENYLI 0.1912 6316. 1 50. 00 Sequence
DRB3_0101 28 PG MQHFTI PASAFD HFTI PASAF 0.1910 6333.5 50. 00 Sequence
DRB3_0101 331 PGYEAPI NLVYSQRN GYEAPI NLV 0.1908 6343. 7 50. 00 Sequence
DRB3_0101 251 TAWONGKTVTFMPKP WONGKTVTF 0.1907 6352. 8 50. 00 Sequence
DRB3_0101 13 KDEKVEYVDVRFCDL YVDVRFCDL 0.1891 6459. 9 50. 00 Sequence
DRB3_0101 198 RDKMLTNLINSGFIL M.TNLI NSG 0.1888 6480. 5 50. 00 Sequence
DRB3_0101 373 GNPYLAFSAMLMAGL YLAFSAMLM 0.1887 6491. 4 50. 00 Sequence
DRB3_0101 377 LAFSAMLMAGLDGI K M.MAGLDG 0.1876 6564. 9 50. 00 Sequence
DRB3_0101 108 RN ARKAENYLI STG ARKAENYLI 0.1866 6636. 6 50. 00 Sequence
DRB3_0101 27 LPG MQHFTI PASAF  HFTI PASAF 0. 1860 6679. 7 50. 00 Sequence
DRB3_0101 241 MQLYKYI | KNTAWON |1 KNTAWQN 0.1851 6745. 8 50. 00 Sequence
DRB3_0101 207 NSGFI LEKGHHEVGS FI LEKGHHE 0.1847 6777.7 50. 00 Sequence
DRB3_0101 332 GYEAPI NLVYSQRNR GYEAPI NLV 0.1846 6787.0 50. 00 Sequence
DRB3_0101 421 QLSDVI DRLEADHEY QLSDVI DRL 0.1838 6847.5 50. 00 Sequence
DRB3_0101 252 AWONGKTVTFMPKPL WONGKTVTF 0.1834 6870. 5 50. 00 Sequence
DRB3_0101 112 RKAENYLI STG ADT YLI STG AD 0.1834 6872. 7 50. 00 Sequence
DRB3_0101 109 N ARKAENYLI STG  ARKAENYLI 0.1828 6920. 2 50. 00 Sequence
DRB3_0101 14 DEKVEYVDVRFCDLP YVDVRFCDL 0. 1807 7074. 1 50. 00 Sequence
DRB3_0101 0 VTEKTPDDVFKLAKD TEKTPDDVF 0. 1803 7111.6 50. 00 Sequence
DRB3_0101 298 SDTARHYI GGLLHHA YI GGLLHHA 0.1791 7201. 7 50. 00 Sequence
DRB3_0101 446 LI ETW SFKRENEI E | SFKRENEI 0.1784 7258. 7 50. 00 Sequence
DRB3_0101 291 ETGYAGLSDTARHYl GLSDTARHY 0.1762 7427.7 50. 00 Sequence
DRB3_0101 372 SGNPYLAFSAMLMAG YLAFSAMLM 0.1754 7492.0 50. 00 Sequence
DRB3_0101 242 QLYKY! | KNTAWONG | | KNTAWON 0.1753 7502. 1 50. 00 Sequence
DRB3_0101 445 DLI ETW SFKRENEI | SFKRENEI 0.1751 7517.6 50. 00 Sequence
DRB3_0101 194 YVDLRDKMLTNLI NS YVDLRDKM. 0. 1750 7524. 4 50. 00 Sequence
DRB3_0101 378 AFSAMLMAGLDG KN M.MAGLDG 0.1737 7635. 8 50. 00 Sequence
DRB3_0101 422 LSDVI DRLEADHEYL DRLEADHEY 0.1734 7657. 6 50. 00 Sequence
DRB3_0101 199 DKM.TNLI NSGFILE M.TNLI NSG 0.1734 7661. 2 50. 00 Sequence
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DRB3_0101 156 Al SGWANTGAATEAD WNTGAATEA 0.0746 22305. 1 50. 00 Sequence
DRB3_0101 368 SPDSSGNPYLAFSAM SSGNPYLAF 0.0729 22729.9 50. 00 Sequence
DRB3_0101 237 AADDMQLYKY! | KNT ADDMQLYKY 0.0716 23030. 7 50. 00 Sequence
DRB3_0101 154 VDAl SGM\NTGAATE GWANTGAAT 0.0714 23081.6 50. 00 Sequence
DRB3_0101 178 KVRHKGGYFPVAPND KVRHKGGYF 0.0701 23425.0 50. 00 Sequence
DRB3_0101 157 | SGWANTGAATEADG WKNTGAATEA 0. 0698 23495. 3 50. 00 Sequence
DRB3_0101 168 EADGSPNRGYKVRHK GSPNRGYKV 0. 0697 23519. 3 50. 00 Sequence
DRB3_0101 367 RSPDSSGNPYLAFSA SSGNPYLAF 0. 0688 23738.9 50. 00 Sequence
DRB3_0101 26 DLPG MHFTI PASA | MQHFTI PA 0. 0688 23759. 2 50. 00 Sequence
DRB3_0101 169 ADGSPNRGYKVRHKG GSPNRGYKV 0. 0675 24088. 2 50. 00 Sequence
DRB3_0101 344 RNRSACVRIPI TGSN RNRSACVRI 0.0673 24139. 0 50. 00 Sequence
DRB3_0101 384 MAGLDG KNKI EPQA | KNKI EPQA 0. 0667 24285. 2 50. 00 Sequence
DRB3_0101 163 TGAATEADGSPNRGY ADGSPNRGY 0. 0651 24709. 6 50. 00 Sequence
DRB3_0101 343 QRNRSACVRI PI TGS RNRSACVRI 0. 0646 24855. 7 50. 00 Sequence
DRB3_0101 413 ASI PQTPTQLSDVID | PQTPTQLS 0. 0635 25156. 8 50. 00 Sequence
DRB3_0101 385 AGLDG KNKI EPQAP | KNKI EPQA 0. 0620 25550. 5 50. 00 Sequence
DRB3_0101 164 GAATEADGSPNRGYK ADGSPNRGY 0. 0608 25908. 2 50. 00 Sequence
DRB3_0101 409 PEEAASI PQTPTQLS | PQTPTQLS 0. 0597 26203. 6 50. 00 Sequence
DRB3_0101 412 AASI PQTPTQLSDVI | PQTPTQS 0. 0595 26268. 4 50. 00 Sequence
DRB3_0101 345 NRSACVRI PI TGSNP CVRI Pl TGS 0. 0594 26290. 5 50. 00 Sequence
DRB3_0101 158 SGWANTGAATEADGS WKTGAATEA 0. 0592 26361. 2 50. 00 Sequence
DRB3_0101 411 EAASI PQTPTQLSDV | PQTPTQLS 0.0575 26838. 0 50. 00 Sequence
DRB3_0101 410 EEAASI PQTPTQLSD | PQTPTQS 0. 0568 27049. 1 50. 00 Sequence
DRB3_0101 347 SACVRI PI TGSNPKA CVRI Pl TGS 0. 0562 27207.3 50. 00 Sequence
DRB3_0101 346 RSACVRI PI TGSNPK CVRI Pl TGS 0. 0562 27213.5 50. 00 Sequence
DRB3_0101 170 DGSPNRGYKVRHKGG GSPNRGYKV 0. 0561 27243.0 50. 00 Sequence
DRB3_0101 211 | LEKGHHEVGSGGQA | LEKGHHEV 0. 0545 27716.0 50. 00 Sequence
DRB3_0101 349 CVRIPI TGSNPKAKR CVRI Pl TGS 0. 0544 27765. 2 50. 00 Sequence
DRB3_0101 159 GM\NTGAATEADGSP WKTGAATEA 0.0543 27791. 4 50. 00 Sequence
DRB3_0101 289 YDETGYAGLSDTARH YAGLSDTAR 0. 0535 28029. 0 50. 00 Sequence
DRB3_0101 348 ACVRI PI TGSNPKAK CVRI Pl TGS 0. 0533 28094. 6 50. 00 Sequence
DRB3_0101 53 DGSS|I RGFQSI HESD RGFQSI HES 0. 0531 28135. 1 50. 00 Sequence
DRB3_0101 359 PKAKRLEFRSPDSSG LEFRSPDSS 0. 0515 28632. 9 50. 00 Sequence
DRB3_0101 358 NPKAKRLEFRSPDSS LEFRSPDSS 0. 0494 29299. 8 50. 00 Sequence
DRB3_0101 350 VRI Pl TGSNPKAKRL VRI PI TGSN 0. 0493 29328.6 50. 00 Sequence
DRB3_0101 408 PPEEAASI PQTPTQL S| PQTPTQL 0. 0487 29508. 2 50. 00 Sequence
DRB3_0101 161 WNTGAATEADGSPNR WKTGAATEA 0. 0460 30400. 3 50. 00 Sequence
DRB3_0101 383 LMAGLDG KNKI EPQ GLDG KNKI 0.0447 30832. 3 50. 00 Sequence
DRB3_0101 215 GHHEVGSGGQAEI NY SGGQAEI NY 0. 0444 30931.5 50. 00 Sequence
DRB3_0101 351 RIPI TGSNPKAKRLE | TGSNPKAK 0.0438 31123.9 50. 00 Sequence
DRB3_0101 216 HHEVGSGGQAEI NYQ SGGQAEI NY 0. 0432 31329. 7 50. 00 Sequence
DRB3_0101 160 \WANTGAATEADGSPN WNTGAATEA 0. 0410 32086. 5 50. 00 Sequence
DRB3_0101 406 ELPPEEAAS| PQTPT LPPEEAASI 0. 0404 32311.2 50. 00 Sequence
DRB3_0101 213 EKGHHEVGSGGQAEI VGSGGQAEI 0. 0394 32644.3 50. 00 Sequence
DRB3_0101 407 LPPEEAASI PQTPTQ LPPEEAASI 0.0393 32664. 8 50. 00 Sequence
DRB3_0101 214 KGHHEVGSGGQAEI N VGSGGQAEI 0.0388 32842. 3 50. 00 Sequence
DRB3_0101 162 NTGAATEADGSPNRG TEADGSPNR 0.0343 34491.8 50. 00 Sequence
DRB3_0101 356 GSNPKAKRLEFRSPD KRLEFRSPD 0.0328 35058. 4 50. 00 Sequence
DRB3_0101 212 LEKGHHEVGSGGQAE HEVGSGGQA 0.0310 35758. 3 50. 00 Sequence
DRB3_0101 357 SNPKAKRLEFRSPDS KRLEFRSPD 0. 0300 36122. 7 50. 00 Sequence
DRB3_0101 352 | PI TGSNPKAKRLEF | TGSNPKAK 0.0268 37418.0 50. 00 Sequence
DRB3_0101 353 PI TGSNPKAKRLEFR | TGSNPKAK 0. 0255 37931.6 50. 00 Sequence
DRB3_0101 354 | TGSNPKAKRLEFRS NPKAKRLEF 0. 0240 38563. 0 50. 00 Sequence
DRB3_0101 355 TGSNPKAKRLEFRSP TGSNPKAKR 0.0229 39010. 0 50. 00 Sequence

Al lele: DRB3_0101. Number of high binders 0. Nunmber of weak binders 54. Nunber of peptides 464

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level 9%Random Identity
DRB4_0101 302 RHYI GGLLHHAPSLL RHYI GGLLH 0.7363 17.3 SB 0.80 Sequence
DRB4_0101 301 ARHYI GGLLHHAPSL RHYI GGLLH 0.7221 20. 2 SB 1.00 Sequence
DRB4_0101 300 TARHYlI GGLLHHAPS RHYI GGLLH 0.6682 36. 2 SB 4.00 Sequence
DRB4_0101 223 GQAEI NYQFNSLLHA | NYQFNSLL 0.6482 45.0 SB 4.00 Sequence
DRB4_0101 303 HYlI GALLHHAPSLLA | GGLLHHAP 0. 6460 46. 1 SB 4.00 Sequence
DRB4_0101 222 GGQAEI NYQFNSLLH | NYQFNSLL 0. 6390 49.7 SB 4.00 Sequence
DRB4_0101 299 DTARHYI GGLLHHAP RHYI GGLLH 0.6342 52. 4 VB 4.00 Sequence
DRB4_ 0101 333 YEAPI NLVYSQRNRS | NLVYSQRN 0. 6341 52.4 VB 4.00 Sequence
DRB4_ 0101 334 EAPI NLVYSQRNRSA | NLVYSQRN 0. 6332 52.9 VB 4.00 Sequence
DRB4_0101 332 GYEAPI NLVYSQRNR | NLVYSQRN 0. 6281 55.9 \B 4.00 Sequence
DRB4_0101 335 APINLVYSQRNRSAC | NLVYSQRN 0.6231 59.0 \B 8. 00 Sequence
DRB4_0101 221 SGGQAEI NYQFNSLL | NYQFNSLL 0. 6220 59. 7 VB 8.00 Sequence
DRB4_0101 84 AAKTLNI NFFVHDPF | NFFVHDPF 0. 6207 60. 6 \B 8. 00 Sequence
DRB4_0101 224 QAElI NYQFNSLLHAA | NYQFNSLL 0.6102 67.9 VB 8. 00 Sequence
DRB4_0101 85 AKTLN NFFVHDPFT | NFFVHDPF 0.6029 73.4 VB 8.00 Sequence
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DRB4_0101 331 PGYEAPI NLVYSQRN | NLVYSQRN 0. 6015 74.6 VB 8. 00 Sequence
DRB4_0101 86 KTLNI NFFVHDPFTL | NFFVHDPF 0.5998 76.0 VB 8.00 Sequence
DRB4_0101 298 SDTARHYI GGLLHHA RHYI GGLLH 0.5914 83. 2 VB 8.00 Sequence
DRB4_0101 305 | GGLLHHAPSLLAFT GGLLHHAPS 0. 5855 88. 7 VB 8. 00 Sequence
DRB4_0101 304 YI GGLLHHAPSLLAF GGLLHHAPS 0.5764 97.8 VB 8. 00 Sequence
DRB4_0101 336 PI NLVYSQRNRSACV | NLVYSQRN 0.5752 99. 2 VB 8. 00 Sequence
DRB4_0101 87 TLNI NFFVHDPFTLE | NFFVHDPF 0.5717 102.9 VB 8. 00 Sequence
DRB4_0101 297 LSDTARHYI GGLLHH RHYI GGLLH 0. 5655 110.1 WB  16.00 Sequence
DRB4_0101 88 LNI NFFVHDPFTLEP | NFFVHDPF 0.5642 111.6 WB  16.00 Sequence
DRB4_0101 337 | NLVYSQRNRSACVR | NLVYSQRN 0. 5550 123.3 W 16.00 Sequence
DRB4_0101 54 GSS| RGFQSI HESDM SSI RGFQSI 0.5497 130.6 W 16.00 Sequence
DRB4_0101 306 GGLLHHAPSLLAFTN GGLLHHAPS 0.5487 132.0 W 16.00 Sequence
DRB4_0101 55 SSI RGFQSI HESDM. SSI RGFQSI 0.5481 132.9 WB  16.00 Sequence
DRB4_0101 225 AElI NYQFNSLLHAAD | NYQFNSLL 0.5451 137.3 W  16.00 Sequence
DRB4_0101 53 DGSS| RGFQSI HESD SSI RGFQSI 0.5445 138.2 W 16.00 Sequence
DRB4_0101 374 NPYLAFSAMLMAGLD LAFSAM.MA 0.5438 139. 2 WB  16.00 Sequence
DRB4_0101 373 GNPYLAFSAMLMAGL PYLAFSAM 0.5393 146. 1 WB  16.00 Sequence
DRB4_0101 372 SGNPYLAFSAMLMAG LAFSAM.MA 0.5307 160. 3 W 16.00 Sequence
DRB4_0101 89 NI NFFVHDPFTLEPY | NFFVHDPF 0.5257 169. 4 WB  16.00 Sequence
DRB4_0101 52 FDGSS| RGFQSI HES S| RGFQSI H 0. 5205 179. 2 WB  16.00 Sequence
DRB4_0101 56 S| RGFQSI HESDMLL S| RGFQSI H 0.5137 192. 7 W 16.00 Sequence
DRB4_0101 360 KAKRLEFRSPDSSGN LEFRSPDSS 0.5074 206.5 WB  16.00 Sequence
DRB4_0101 90 | NFFVHDPFTLEPYS | NFFVHDPF 0.5073 206. 6 WB  16.00 Sequence
DRB4_0101 359 PKAKRLEFRSPDSSG LEFRSPDSS 0. 5045 212.9 WB  16.00 Sequence
DRB4_0101 238 ADDMQLYKY! | KNTA YKYI | KNTA 0.5016 219.8 WB  16.00 Sequence
DRB4_0101 371 SSGNPYLAFSAMLMA PYLAFSAM. 0.5012 220.8 W 16.00 Sequence
DRB4_0101 375 PYLAFSAMLMAGLDG LAFSAM.MA 0. 5000 223.7 WB  16.00 Sequence
DRB4_0101 195 VDLRDKMLTNLINSG VDLRDKM.T 0.4992 225.6 WB  16.00 Sequence
DRB4_0101 358 NPKAKRLEFRSPDSS LEFRSPDSS 0. 4979 228.8 W 32.00 Sequence
DRB4_0101 227 | NYQFNSLLHAADDM | NYQFNSLL 0. 4960 233.6 W 32.00 Sequence
DRB4_0101 25 CDLPG MQHFTI PAS LPG MQHFT 0. 4956 234. 4 W  32.00 Sequence
DRB4_0101 26 DLPG MHFTI PASA LPG MQHFT 0.4943 237.8 W  32.00 Sequence
DRB4_0101 194 YVDLRDKMLTNLINS VDLRDKM.T 0. 4929 241.5 WB  32.00 Sequence
DRB4_0101 377 LAFSAMLMAGLDGI K LAFSAM.MA 0.4898 249.7 W  32.00 Sequence
DRB4_0101 226 EI NYQFNSLLHAADD | NYQFNSLL 0. 4892 251. 4 WB  32.00 Sequence
DRB4_0101 361 AKRLEFRSPDSSGNP LEFRSPDSS 0.4791 280. 2 WB  32.00 Sequence
DRB4_0101 24 FCDLPG MQHFTI PA LPG MQHFT 0.4748 293.8 W 32.00 Sequence
DRB4_0101 376 YLAFSAMLMAGLDG  LAFSAM.MA 0.4716 304. 1 W 32.00 Sequence
DRB4_0101 51 AFDGSSI RGFQSI HE SSI RGFQSI 0. 4676 317. 4 W 32.00 Sequence
DRB4_0101 255 NGKTVTFMPKPLFGD VTFMPKPLF 0. 4654 325. 2 WB  32.00 Sequence
DRB4_0101 254 QNGKTVTFMPKPLFG VTFMPKPLF 0. 4633 332.6 W  32.00 Sequence
DRB4_0101 23 RFCDLPG MQHFTIP LPG MQHFT 0. 4633 332.7 W 32.00 Sequence
DRB4_0101 296 GLSDTARHYI GGLLH RHYI GGLLH 0. 4627 334. 6 W  32.00 Sequence
DRB4_0101 239 DDMQLYKYI | KNTAW YKYI | KNTA 0. 4616 339.0 W  32.00 Sequence
DRB4_0101 233 SLLHAADDMQLYKYl  SLLHAADDM 0. 4615 339.3 W 32.00 Sequence
DRB4_0101 192 DQYVDLRDKMLTNLI  VDLRDKM.T 0.4611 340.5 W 32.00 Sequence
DRB4_0101 21 DVRFCDLPG MHFT LPG MQHFT 0. 4581 351. 8 WB  32.00 Sequence
DRB4_0101 220 GSGGQAEI NYQFNSL QAEI NYQFN 0. 4579 352. 6 W 32.00 Sequence
DRB4_0101 16 KVEYVDVRFCDLPG  VDVRFCDLP 0. 4572 355. 2 WB  32.00 Sequence
DRB4_0101 22 VRFCDLPG MQHFTI  LPG MQHFT 0. 4559 360. 4 W 32.00 Sequence
DRB4_0101 15 EKVEYVDVRFCDLPG VDVRFCDLP 0. 4555 361.9 W 32.00 Sequence
DRB4_0101 362 KRLEFRSPDSSGNPY LEFRSPDSS 0. 4536 369.5 W  32.00 Sequence
DRB4_0101 57 |RGFQSIHESDMLLL RGFQSI HES 0. 4527 372.9 W 32.00 Sequence
DRB4_0101 307 GLLHHAPSLLAFTNP LHHAPSLLA 0. 4505 382. 1 W  32.00 Sequence
DRB4_0101 14 DEKVEYVDVRFCDLP VDVRFCDLP 0. 4503 382.9 W 32.00 Sequence
DRB4_0101 27 LPG MQHFTI PASAF  LPG MQHFT 0. 4482 391.5 W 32.00 Sequence
DRB4A_0101 243 LYKYI | KNTAWONGK  YKYI | KNTA 0. 4477 393. 6 W 32.00 Sequence
DRB4_0101 253 \WONGKTVTFMPKPLF VTFMPKPLF 0. 4469 397.2 WB  32.00 Sequence
DRB4_0101 256 GKTVTFMPKPLFGDN VTFMPKPLF 0. 4455 403. 2 W 32.00 Sequence
DRB4_0101 193 QYVDLRDKMLTNLIN VDLRDKM.T 0. 4449 405. 9 W 32.00 Sequence
DRB4A_0101 244 YKYI | KNTAWONGKT  YKYI | KNTA 0. 4448 406. 2 W 32.00 Sequence
DRB4_0101 232 NSLLHAADDMQLYKY SLLHAADDM 0. 4424 417.2 WB  32.00 Sequence
DRB4_0101 197 LRDKMLTNLINSGFI LRDKM.TNL 0. 4398 428.8 WB  32.00 Sequence
DRB4_0101 191 NDQYVDLRDKMLTNL VDLRDKM.T 0. 4392 431.8 W 32.00 Sequence
DRB4_0101 20 VDVRFCDLPG MQHF VDVRFCDLP 0.4382 436. 6 W 32.00 Sequence
DRB4_0101 242 QLYKY! | KNTAWONG  YKYI | KNTA 0. 4309 472.0 W  32.00 Sequence
DRB4_0101 459 | EPVNI RPHPYEFAL | EPVNI RPH 0. 4305 474. 4 W 32.00 Sequence
DRB4_0101 458 EI EPVNI RPHPYEFA | EPVNI RPH 0. 4302 475.9 W 32.00 Sequence
DRB4_0101 234 LLHAADDMQLYKYI| DDMQLYKYI 0.4286 484. 1 W 32.00 Sequence
DRB4_0101 50 LAFDGSSI RGFQSIH SSI RGFQSI 0.4283 485. 7 W  32.00 Sequence
DRB4_0101 422 LSDVI DRLEADHEYL DVI DRLEAD 0.4277 489. 1 WB  32.00 Sequence
DRB4_0101 423 SDVI DRLEADHEYLT SDVI DRLEA 0. 4276 489. 4 W 32.00 Sequence
DRB4_0101 378 AFSAMLMAGLDG KN M.MAGLDG 0.4267 494. 0 W 32.00 Sequence
DRB4_0101 83 RAAKTLNI NFFVHDP AKTLNI NFF 0.4261 497.7 W  32.00 Sequence
DRB4_0101 229 YQFNSLLHAADDMQL YQFNSLLHA 0. 4258 499. 3 W  32.00 Sequence
DRB4_0101 228 NYQFNSLLHAADDMD YQFNSLLHA 0. 4242 507. 9 32.00 Sequence
DRB4_0101 82 FRAAKTLNI NFFVHD AKTLNI NFF 0. 4240 508. 9 32.00 Sequence
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DRB4_0101 17 VEYVDVRFCDLPGI M VDVRFCDLP 0.4235 511.9 32.00 Sequence
DRB4_0101 421 QLSDVI DRLEADHEY DVI DRLEAD 0. 4234 512. 4 32.00 Sequence
DRB4_0101 196 DLRDKM.TNLI NSGF LRDKM.TNL 0.4214 523. 4 32.00 Sequence
DRB4_0101 363 RLEFRSPDSSGNPYL LEFRSPDSS 0. 4201 530. 9 32.00 Sequence
DRB4_0101 379 FSAMLMAGLDG KNK M.MAGLDG 0. 4180 543. 1 32.00 Sequence
DRB4_0101 19 YVDVRFCDLPG MQH VDVRFCDLP 0. 4154 558. 6 32.00 Sequence
DRB4_0101 81 PFRAAKTLNINFFVH AKTLNI NFF 0. 4153 558. 9 32.00 Sequence
DRB4_0101 235 LHAADDMQLYKY!|K DDMQLYKYI 0.4138 568. 3 32.00 Sequence
DRB4_0101 257 KTVTFMPKPLFGDNG VTFMPKPLF 0.4124 576. 7 32.00 Sequence
DRB4_0101 380 SAMLMAGLDG KNKI  AMLMAGLDG 0.4121 579.0 32.00 Sequence
DRB4_0101 230 QFNSLLHAADDMOLY SLLHAADDM 0.4118 580. 7 32.00 Sequence
DRB4_0101 231 FNSLLHAADDMQLYK SLLHAADDM 0.4113 583. 9 32.00 Sequence
DRB4_0101 237 AADDMQLYKY! | KNT  DDMQLYKYI 0. 4095 595. 3 32.00 Sequence
DRB4_0101 420 TQLSDVI DRLEADHE VI DRLEADH 0. 4093 596. 4 32.00 Sequence
DRB4_0101 321 PTVNSYKRLVPGYEA KRLVPGYEA 0. 4089 599. 4 32.00 Sequence
DRB4_0101 58 RGFQSI HESDM.LLP FQSI HESDM 0. 4088 599. 9 32.00 Sequence
DRB4_0101 330 VPGYEAPI NLVYSQR APl NLVYSQ 0. 4036 634. 8 32.00 Sequence
DRB4_0101 445 DLI ETW SFKRENEl | SFKRENEI 0. 4036 634. 8 32.00 Sequence
DRB4_0101 381 AM.MAGLDG KNKIE M.MAGLDG 0.4026 641.5 32.00 Sequence
DRB4_0101 457 NEI EPVNI RPHPYEF | EPVNI RPH 0.4017 647.5 50. 00 Sequence
DRB4_0101 322 TVNSYKRLVPGYEAP KRLVPGYEA 0. 4016 648. 1 50. 00 Sequence
DRB4_0101 207 NSGFI LEKGHHEVGS SGFI LEKGH 0. 4014 649. 8 50. 00 Sequence
DRB4_0101 219 VGSGGQAEI NYQFNS QAEI NYGFN 0. 4004 657. 1 50. 00 Sequence
DRB4_0101 206 | NSGFI LEKGHHEVG SGFI LEKGH 0.3997 661. 7 50. 00 Sequence
DRB4_0101 370 DSSGNPYLAFSAMLM NPYLAFSAM 0. 3990 666. 9 50. 00 Sequence
DRB4_0101 190 PNDQYVDLRDKMLTN VDLRDKM.T 0.3982 672. 4 50. 00 Sequence
DRB4_0101 424 DVI DRLEADHEYLTE VI DRLEADH 0.3977 676. 2 50. 00 Sequence
DRB4_0101 236 HAADDMQLYKYI | KN  DDMQLYKYI 0. 3966 684.5 50. 00 Sequence
DRB4_0101 241 MQLYKY! | KNTAWON YKYI | KNTA 0.3962 687. 1 50. 00 Sequence
DRB4_0101 240 DMQLYKYI | KNTAWQ YKYI | KNTA 0.3953 693. 9 50. 00 Sequence
DRB4_0101 79 | DPFRAAKTLNI NFF | DPFRAAKT 0.3942 702. 4 50. 00 Sequence
DRB4_0101 80 DPFRAAKTLNI NFFV AKTLNI NFF 0.3925 715. 6 50. 00 Sequence
DRB4_0101 208 SGFI LEKGHHEVGSG SGFI LEKGH 0.3918 721.2 50. 00 Sequence
DRB4_0101 198 RDKM.TNLINSGFIL KM.TNLI NS 0.3911 726.8 50. 00 Sequence
DRB4_0101 281 WKDGAPLMYDETGYA PLMYDETGY 0.3898 736.8 50. 00 Sequence
DRB4_0101 60 FQSI HESDMLLLPDP FQSI HESDM 0.3898 737.0 50. 00 Sequence
DRB4_0101 446 LI ETW SFKRENEIE | SFKRENEI 0.3864 764.5 50. 00 Sequence
DRB4_0101 18 EYVDVRFCDLPG MQ VDVRFCDLP 0. 3859 768. 4 50. 00 Sequence
DRB4_0101 308 LLHHAPSLLAFTNPT LHHAPSLLA 0. 3858 769. 4 50. 00 Sequence
DRB4_0101 447 | ETW SFKRENEI EP | SFKRENE 0.3839 785. 4 50. 00 Sequence
DRB4_0101 444 NDLI ETW SFKRENE DLI ETW SF 0.3825 797.3 50. 00 Sequence
DRB4_0101 61 QS| HESDMLLLPDPE | HESDMLLL 0.3814 806. 4 50. 00 Sequence
DRB4_0101 135 FYI FDSVSFDSRANG VSFDSRANG 0.3799 819. 9 50. 00 Sequence
DRB4_0101 419 PTQLSDVI DRLEADH VI DRLEADH 0.3793 825.0 50. 00 Sequence
DRB4_0101 13 KDEKVEYVDVRFCDL VEYVDVRFC 0.3793 825. 7 50. 00 Sequence
DRB4_0101 456 ENEI EPVNI RPHPYE | EPVNI RPH 0.3787 830. 4 50. 00 Sequence
DRB4_0101 59 GFQSI HESDM.LLPD FQSI HESDM 0.3779 838. 3 50. 00 Sequence
DRB4_0101 189 APNDQYVDLRDKMLT VDLRDKM.T 0.3764 851. 7 50. 00 Sequence
DRB4_0101 62 S| HESDMLLLPDPET DM.LLPDPE 0.3753 861. 6 50. 00 Sequence
DRB4_0101 460 EPVNI RPHPYEFALY EPVNI RPHP 0.3743 871.3 50. 00 Sequence
DRB4_0101 258 TVTFMPKPLFGDNGS VTFMPKPLF 0.3731 882. 6 50. 00 Sequence
DRB4_0101 78 RI DPFRAAKTLNI NF | DPFRAAKT 0. 3699 913. 7 50. 00 Sequence
DRB4_0101 280 LWKDGAPLMYDETGY PLMYDETGY 0. 3690 922. 4 50. 00 Sequence
DRB4_0101 63 |HESDM.LLPDPETA SDM.LLPDP 0. 3690 922. 6 50. 00 Sequence
DRB4_0101 323 VNSYKRLVPGYEAPI  KRLVPGYEA 0. 3682 930. 3 50. 00 Sequence
DRB4_0101 338 NLVYSQRNRSACVR  NLVYSQRNR 0.3679 933.7 50. 00 Sequence
DRB4_0101 448 ETW SFKRENEI EPV | SFKRENEI 0. 3663 949. 7 50. 00 Sequence
DRB4_0101 199 DKM.TNLI NSGFILE KM.TNLI NS 0. 3647 966. 4 50. 00 Sequence
DRB4_0101 200 KM.TNLI NSGFI LEK KM.TNLI NS 0. 3641 972. 6 50. 00 Sequence
DRB4_0101 136 Y| FDSVSFDSRANGS VSFDSRANG 0. 3633 981. 7 50. 00 Sequence
DRB4_0101 324 NSYKRLVPGYEAPIN KRLVPGYEA 0. 3592 1026. 1 50. 00 Sequence
DRB4_0101 443 TNDLI ETW SFKREN ETW SFKRE 0.3591 1026. 8 50. 00 Sequence
DRB4_0101 325 SYKRLVPGYEAPINL KRLVPGYEA 0. 3582 1036. 6 50. 00 Sequence
DRB4_0101 205 LI NSGFI LEKGHHEV SGFI LEKGH 0. 3552 1070. 9 50. 00 Sequence
DRB4_0101 284 GAPLMYDETGYAGLS PLMYDETGY 0. 3546 1078. 2 50. 00 Sequence
DRB4_0101 66 SDM.LLPDPETARID SDM.LLPDP 0. 3534 1092. 7 50. 00 Sequence
DRB4_0101 65 ESDM.LLPDPETARI SDM.LLPDP 0. 3525 1103. 1 50. 00 Sequence
DRB4_0101 283 DGAPLMYDETGYAGL PLMYDETGY 0. 3490 1145.7 50. 00 Sequence
DRB4_0101 309 LHHAPSLLAFTNPTV LHHAPSLLA 0. 3484 1152.6 50. 00 Sequence
DRB4_0101 64 HESDMLLLPDPETAR SDM.LLPDP 0.3482 1155. 7 50. 00 Sequence
DRB4_0101 461 PVNI RPHPYEFALYY PVNI RPHPY 0.3438 1211. 4 50. 00 Sequence
DRB4_0101 77 ARI DPFRAAKTLNIN | DPFRAAKT 0.3438 1212. 2 50. 00 Sequence
DRB4_0101 455 RENEI EPVNI RPHPY | EPVNI RPH 0.3434 1216. 7 50. 00 Sequence
DRB4_0101 369 PDSSGNPYLAFSAM. NPYLAFSAM 0.3429 1224.1 50. 00 Sequence
DRB4_0101 12 AKDEKVEYVDVRFCD VEYVDVRFC 0. 3425 1229.3 50. 00 Sequence
DRB4_0101 76 TARI DPFRAAKTLNI  DPFRAAKTL 0.3416 1240. 6 50. 00 Sequence
DRB4_0101 282 KDGAPLMYDETGYAG PLMYDETGY 0.3388 1280. 0 50. 00 Sequence
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DRB4_ 0101 131 AEAEFYI FDSVSFDS AEFY| FDSV 0.2815 2378. 3 50. 00 Sequence
DRB4_0101 314 SLLAFTNPTVNSYKR LAFTNPTVN 0.2815 2378.8 50. 00 Sequence
DRB4_0101 106 DPRNI ARKAENYLIS RN ARKAEN 0.2812 2384.5 50. 00 Sequence
DRB4_0101 92 FFVHDPFTLEPYSRD DPFTLEPYS 0.2811 2387. 8 50. 00 Sequence
DRB4_0101 346 RSACVRI PI TGSNPK | Pl TGSNPK 0. 2810 2390. 3 50. 00 Sequence
DRB4_0101 251 TAWONGKTVTFMPKP GKTVTFMPK 0. 2805 2403. 4 50. 00 Sequence
DRB4_0101 3 KTPDDVFKLAKDEKV ~FKLAKDEKV 0.2794 2432.7 50. 00 Sequence
DRB4_0101 410 EEAASI PQTPTQSD | PQTPTQLS 0.2788 2447.7 50. 00 Sequence
DRB4_0101 74 PETARI DPFRAAKTL | DPFRAAKT 0.2785 2455, 7 50. 00 Sequence
DRB4_0101 266 LFGDNGSGVHCHQSL —SGVHCHQSL 0.2776 2479. 8 50. 00 Sequence
DRB4_0101 438 EGGVFTNDLIETW S GGVFTNDLI 0.2765 2509. 6 50. 00 Sequence
DRB4_0101 113 KAENYLI STG ADTA ENYLI STA 0.2764 2512. 6 50. 00 Sequence
DRB4_0101 463 N RPHPYEFALYYDV YEFALYYDV 0.2763 2516. 0 50. 00 Sequence
DRB4_0101 4 TPDDVFKLAKDEKVE FKLAKDEKV 0.2761 2520. 7 50. 00 Sequence
DRB4_0101 339 LVYSQRNRSACVRI P LVYSQRNRS 0.2757 2531. 3 50. 00 Sequence
DRB4_0101 450 W SFKRENEI EPVNI | SFKRENEI 0. 2750 2550. 8 50. 00 Sequence
DRB4_0101 180 RHKGGYFPVAPNDQY GGYFPVAPN 0.2749 2554. 9 50. 00 Sequence
DRB4_0101 181 HKGGYFPVAPNDQYV FPVAPNDQY 0.2747 2558. 5 50. 00 Sequence
DRB4_0101 108 RN ARKAENYLI STG RNI ARKAEN 0.2742 2572. 7 50. 00 Sequence
DRB4_0101 246 YI | KNTAWQNGKTVT VI | KNTAWQ 0.2739 2580. 8 50. 00 Sequence
DRB4_0101 453 FKRENEI EPVNIRPH | EPVNI RPH 0.2734 2597.0 50. 00 Sequence
DRB4_0101 171 GSPNRGYKVRHKGGY RGYKVRHKG 0.2716 2646. 9 50. 00 Sequence
DRB4_0101 178 KVRHKGGYFPVAPND GGYFPVAPN 0.2716 2648. 0 50. 00 Sequence
DRB4_0101 105 RDPRNI ARKAENYLI RNl ARKAEN 0.2713 2654. 8 50. 00 Sequence
DRB4_0101 387 LDG KNKI EPQAPVD  KNKI EPQAP 0.2710 2664. 9 50. 00 Sequence
DRB4_0101 138 FDSVSFDSRANGSFY FDSVSFDSR 0.2706 2675.0 50. 00 Sequence
DRB4_0101 31 MQHFTI PASAFDKSV MQHFTI PAS 0. 2699 2697. 4 50. 00 Sequence
DRB4_0101 179 VRHKGGYFPVAPNDQ GGYFPVAPN 0. 2695 2708. 3 50. 00 Sequence
DRB4_0101 278 QSLWKDGAPLMYDET ~WKDGAPLMY 0. 2665 2797. 2 50. 00 Sequence
DRB4_0101 5 PDDVFKLAKDEKVEY FKLAKDEKV 0. 2649 2845.5 50. 00 Sequence
DRB4_0101 417 QTPTQLSDVI DRLEA QLSDVI DRL 0. 2636 2886. 2 50. 00 Sequence
DRB4_0101 186 FPVAPNDQYVDLRDK FPVAPNDQY 0.2613 2958. 9 50. 00 Sequence
DRB4_0101 67 DM.LLPDPETARI DP DM.LLPDPE 0.2604 2989. 0 50. 00 Sequence
DRB4_0101 368 SPDSSGNPYLAFSAM NPYLAFSAM 0. 2580 3066. 0 50. 00 Sequence
DRB4_0101 48 DGLAFDGSSI RGFQS LAFDGSSI R 0.2577 3075. 6 50. 00 Sequence
DRB4_0101 44 SVFDDGLAFDGSSIR LAFDGSSI R 0.2576 3079. 8 50. 00 Sequence
DRB4_0101 91 NFFVHDPFTLEPYSR DPFTLEPYS 0. 2576 3080. 6 50. 00 Sequence
DRB4_0101 286 PLMYDETGYAGLSDT PLMYDETGY 0. 2568 3107.9 50. 00 Sequence
DRB4_0101 184 GYFPVAPNDQYVDLR FPVAPNDQY 0. 2566 3112.5 50. 00 Sequence
DRB4_0101 409 PEEAASI PQTPTQLS | PQTPTQLS 0. 2556 3148. 8 50. 00 Sequence
DRB4_0101 356 GSNPKAKRLEFRSPD AKRLEFRSP 0. 2549 3170.0 50. 00 Sequence
DRB4_0101 46 FDDGLAFDGSS| RGF LAFDGSSI R 0.2541 3198. 6 50. 00 Sequence
DRB4_0101 416 PQTPTQLSDVI DRLE LSDVI DRLE 0. 2533 3227.3 50. 00 Sequence
DRB4_0101 45 VFDDGLAFDGSSI RG LAFDGSSI R 0. 2532 3229. 6 50. 00 Sequence
DRB4_0101 385 AGLDG KNKI EPQAP  GLDG KNKI 0. 2526 3252.3 50. 00 Sequence
DRB4_0101 188 VAPNDQYVDLRDKM. QYVDLRDKM 0. 2520 3271.3 50. 00 Sequence
DRB4_0101 295 AGLSDTARHYI GGLL LSDTARHYI 0. 2500 3343.1 50. 00 Sequence
DRB4_0101 318 FTNPTVNSYKRLVPG TVNSYKRLV 0.2492 3372.6 50. 00 Sequence
DRB4_0101 116 NYLI STG ADTAYFG | STG ADTA 0.2483 3407.0 50. 00 Sequence
DRB4_0101 345 NRSACVRI Pl TGSNP VRI PI TGSN 0.2476 3431. 3 50. 00 Sequence
DRB4_0101 250 NTAWQNGKTVTFMPK —GKTVTFMPK 0. 2468 3460. 1 50. 00 Sequence
DRB4_0101 351 RI Pl TGSNPKAKRLE | Pl TGSNPK 0. 2466 3469. 8 50. 00 Sequence
DRB4_0101 104 SRDPRNI ARKAENYL RNl ARKAEN 0. 2465 3474.5 50. 00 Sequence
DRB4_0101 451 | SFKRENEI EPVNI R | SFKRENEI 0. 2460 3491. 4 50. 00 Sequence
DRB4_0101 73 DPETARI DPFRAAKT | DPFRAAKT 0.2457 3502. 3 50. 00 Sequence
DRB4_0101 152 YEVDAI SGAWTGAA VDAl SGANK 0. 2452 3521. 2 50. 00 Sequence
DRB4_0101 109 N ARKAENYLI STG ENYLI STG 0.2436 3582. 1 50. 00 Sequence
DRB4_0101 130 GAEAEFYI FDSVSFD AEFYI FDSV 0.2425 3627. 1 50. 00 Sequence
DRB4_0101 117 YLI STG ADTAYFGA | STG ADTA 0.2422 3636. 2 50. 00 Sequence
DRB4_0101 344 RNRSACVRIPITGSN CVRI Pl TGS 0.2422 3639. 9 50. 00 Sequence
DRB4_0101 151 FYEVDAI SGMNTGA VDAl SGANK 0.2415 3666. 7 50. 00 Sequence
DRB4_0101 32 QHFTI PASAFDKSVF QHFTI PASA 0. 2407 3696. 4 50. 00 Sequence
DRB4_0101 247 || KNTAWONGKTVTF | | KNTAWN 0. 2407 3697. 0 50. 00 Sequence
DRB4_0101 170 DGSPNRGYKVRHKGG RGYKVRHKG 0.2388 3774.7 50. 00 Sequence
DRB4_0101 47 DDGLAFDGSSI RGFQ LAFDGSSI R 0.2386 3781.9 50. 00 Sequence
DRB4_0101 140 SVSFDSRANGSFYEV VSFDSRANG 0.2378 3816. 8 50. 00 Sequence
DRB4_0101 316 LAFTNPTVNSYKRLV LAFTNPTVN 0.2377 3817. 6 50. 00 Sequence
DRB4_0101 112 RKAENYLI STG ADT ENYLI STG 0. 2355 3910. 2 50. 00 Sequence
DRB4_0101 2 EKTPDDVFKLAKDEK VFKLAKDEK 0. 2346 3948. 1 50. 00 Sequence
DRB4_0101 139 DSVSFDSRANGSFYE VSFDSRANG 0.2335 3998. 6 50. 00 Sequence
DRB4_0101 328 RLVPGYEAPI NLVYS EAPI NLVYS 0.2334 4001. 2 50. 00 Sequence
DRB4_0101 6 DDVFKLAKDEKVEYV DVFKLAKDE 0.2332 4010. 3 50. 00 Sequence
DRB4_0101 10 KLAKDEKVEYVDVRF EKVEYVDVR 0.2331 4015. 7 50. 00 Sequence
DRB4_0101 97 PFTLEPYSRDPRNIA TLEPYSRDP 0.2325 4039. 1 50. 00 Sequence
DRB4_0101 153 EVDAI SGANNTGAAT VDAl SGAN 0.2325 4041. 7 50. 00 Sequence
DRB4_0101 98 FTLEPYSRDPRNI AR LEPYSRDPR 0.2319 4065. 1 50. 00 Sequence
DRB4_0101 99 TLEPYSRDPRNI ARK LEPYSRDPR 0. 2280 4243.8 50. 00 Sequence
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DRB4_0101 149 GSFYEVDAI SGWANT VDAl SGAN 0.2276 4259.9 50. 00 Sequence
DRB4_0101 111 ARKAENYLISTG AD ENYLI STG 0.2259 4337.8 50. 00 Sequence
DRB4_0101 392 NKI EPQAPVDKDLYE NKI EPQAPV 0. 2258 4343. 3 50. 00 Sequence
DRB4_0101 110 |ARKAENYLI STGIA ENYLI STQ 0.2239 4432. 6 50. 00 Sequence
DRB4_0101 150 SFYEVDAI SGWANTG VDAl SGAN 0.2238 4437.7 50. 00 Sequence
DRB4_0101 7 DVFKLAKDEKVEYVD DVFKLAKDE 0.2236 4451. 3 50. 00 Sequence
DRB4_0101 0 VTEKTPDDVFKLAKD VTEKTPDDV 0.2232 4466. 4 50. 00 Sequence
DRB4_0101 185 YFPVAPNDQYVDLRD FPVAPNDQY 0.2227 4493. 6 50. 00 Sequence
DRB4_0101 275 HCHQSLVKDGAPLMY CHQSLVKDG 0.2226 4497.8 50. 00 Sequence
DRB4_0101 187 PVAPNDQYVDLRDKM QYVDLRDKM 0.2191 4669. 4 50. 00 Sequence
DRB4_0101 276 CHQSLWKDGAPLMYD CHQSLVKDG 0.2180 4729.1 50. 00 Sequence
DRB4_0101 437 TEGGVFTNDLI ETW  GGVFTNDLI 0.2170 4777.2 50. 00 Sequence
DRB4_0101 352 | Pl TGSNPKAKRLEF | Pl TGSNPK 0.2164 4812.0 50. 00 Sequence
DRB4_0101 343 QRNRSACVRIPITGS CVRI PI TGS 0. 2155 4858. 5 50. 00 Sequence
DRB4_0101 383 LMAGLDG KNKI EPQ GLDG KNKI 0.2151 4879. 3 50. 00 Sequence
DRB4_0101 129 FGAEAEFYI FDSVSF AEFY| FDSV 0.2120 5045. 8 50. 00 Sequence
DRB4_0101 426 | DRLEADHEYLTEGG | DRLEADHE 0.2109 5104. 2 50. 00 Sequence
DRB4_0101 169 ADGSPNRGYKVRHKG RGYKVRHKG 0.2104 5132.5 50. 00 Sequence
DRB4_0101 317 AFTNPTVNSYKRLVP NPTVNSYKR 0.2102 5141.9 50. 00 Sequence
DRB4_0101 315 LLAFTNPTVNSYKRL LAFTNPTVN 0.2096 5175. 1 50. 00 Sequence
DRB4_0101 210 FI LEKGHHEVGSGGQ | LEKGHHEV 0.2096 5177.1 50. 00 Sequence
DRB4_0101 100 LEPYSRDPRNI ARKA LEPYSRDPR 0.2075 5294. 2 50. 00 Sequence
DRB4_0101 103 YSRDPRNI ARKAENY RNl ARKAEN 0. 2056 5404. 9 50. 00 Sequence
DRB4_0101 8 VFKLAKDEKVEYVDV FKLAKDEKV 0. 2055 5409. 0 50. 00 Sequence
DRB4_0101 384 MAGLDG KNKI EPQA GLDG KNKI 0. 2053 5421.5 50. 00 Sequence
DRB4_0101 154 VDAl SGMANTGAATE VDAl SGANN 0.2051 5433. 8 50. 00 Sequence
DRB4_0101 355 TGSNPKAKRLEFRSP AKRLEFRSP 0. 2050 5443.5 50. 00 Sequence
DRB4_0101 292 TGYAGLSDTARHYI G GLSDTARHY 0.2046 5465. 6 50. 00 Sequence
DRB4_0101 436 LTEGGVFTNDLI ETW GGVFTNDLI 0.2042 5487. 7 50. 00 Sequence
DRB4_0101 148 NGSFYEVDAI SGAWN VDAl SGAN 0.2021 5615. 6 50. 00 Sequence
DRB4_0101 277 HQSLWKDGAPLMYDE WKDGAPLMY 0.2016 5642. 8 50. 00 Sequence
DRB4_0101 68 M.LLPDPETARI DPF M.LLPDPET 0.2003 5726. 4 50. 00 Sequence
DRB4_0101 118 LI STG ADTAYFGAE LI STG ADT 0.2002 5730. 8 50. 00 Sequence
DRB4_0101 265 PLFGDNGSGVHCHQS GSGVHCHQS 0.1998 5755. 0 50. 00 Sequence
DRB4_0101 102 PYSRDPRNI ARKAEN RNl ARKAEN 0.1997 5761. 9 50. 00 Sequence
DRB4_0101 9 FKLAKDEKVEYVDVR DEKVEYVDV 0.1993 5787. 2 50. 00 Sequence
DRB4_0101 294 YAGLSDTARHYI GGL GLSDTARHY 0.1989 5815. 2 50. 00 Sequence
DRB4_0101 340 VYSQRNRSACVRI Pl VYSQRNRSA 0.1988 5818. 4 50. 00 Sequence
DRB4_0101 249 KNTAWONGKTVTFMP  QNGKTVTFM 0.1986 5831. 3 50. 00 Sequence
DRB4_0101 399 PVDKDLYELPPEEAA LYELPPEEA 0.1985 5838. 7 50. 00 Sequence
DRB4_0101 293 GYAGLSDTARHYI GG GLSDTARHY 0. 1965 5965. 9 50. 00 Sequence
DRB4_0101 248 | KNTAWONGKTVTFM | KNTAWNG 0.1946 6088. 1 50. 00 Sequence
DRB4_0101 398 APVDKDLYELPPEEA LYELPPEEA 0. 1940 6130. 6 50. 00 Sequence
DRB4_0101 264 KPLFGDNGSGVHCHQ KPLFGDNGS 0.1939 6133. 9 50. 00 Sequence
DRB4_0101 291 ETGYAGLSDTARHYl GLSDTARHY 0.1937 6147.8 50. 00 Sequence
DRB4_0101 43 KSVFDDGLAFDGSSI GLAFDGSSI 0.1933 6172. 6 50. 00 Sequence
DRB4_0101 34 FTI PASAFDKSVFDD | PASAFDKS 0.1916 6292. 5 50. 00 Sequence
DRB4_0101 33 HFTI PASAFDKSVFD | PASAFDKS 0.1897 6422.8 50. 00 Sequence
DRB4_0101 217 HEVGSGGQAEI NYQF GQAEI NYQF 0.1884 6512. 6 50. 00 Sequence
DRB4_0101 393 KI EPQAPVDKDLYEL | EPQAPVDK 0.1877 6561. 3 50. 00 Sequence
DRB4_0101 211 |LEKGHHEVGSGGQA | LEKGHHEV 0.1863 6661. 7 50. 00 Sequence
DRB4_0101 141 VSFDSRANGSFYEVD VSFDSRANG 0. 1850 6752. 9 50. 00 Sequence
DRB4_0101 1 TEKTPDDVFKLAKDE DVFKLAKDE 0.1836 6858. 9 50. 00 Sequence
DRB4_0101 435 YLTEGGVFTNDLI ET GGVFTNDLI 0.1836 6861. 2 50. 00 Sequence
DRB4_0101 119 |STG ADTAYFGAEA | STG ADTA 0.1833 6879. 4 50. 00 Sequence
DRB4_0101 262 MPKPLFGDNGSGVHC KPLFGDNGS 0.1823 6959. 3 50. 00 Sequence
DRB4_0101 72 PDPETARI DPFRAAK ARI DPFRAA 0.1816 7012.0 50. 00 Sequence
DRB4_0101 101 EPYSRDPRNI ARKAE EPYSRDPRN 0.1811 7049. 2 50. 00 Sequence
DRB4_0101 263 PKPLFGDNGSGVHCH KPLFGDNGS 0.1795 7169. 1 50. 00 Sequence
DRB4_0101 400 VDKDLYELPPEEAAS LYELPPEEA 0.1742 7595. 9 50. 00 Sequence
DRB4_0101 394 | EPQAPVDKDLYELP PVDKDLYEL 0.1729 7700. 1 50. 00 Sequence
DRB4_0101 401 DKDLYELPPEEAASI LYELPPEEA 0.1726 7722.3 50. 00 Sequence
DRB4_0101 342 SQRNRSACVRI PI TG NRSACVRI P 0.1725 7733.8 50. 00 Sequence
DRB4_0101 127 AYFGAEAEFYI FDSV AEFY| FDSV 0.1718 7788.9 50. 00 Sequence
DRB4_0101 260 TFMPKPLFGDNGSGM KPLFGDNGS 0. 1704 7908. 4 50. 00 Sequence
DRB4_0101 35 TI PASAFDKSVFDDG | PASAFDKS 0.1701 7936. 5 50. 00 Sequence
DRB4_0101 261 FMPKPLFGDNGSGVH KPLFGDNGS 0.1675 8163. 3 50. 00 Sequence
DRB4_0101 427 DRLEADHEYLTEGGY DRLEADHEY 0.1673 8177. 3 50. 00 Sequence
DRB4_0101 434 EYLTEGGVFTNDLIE GGVFTNDLI 0. 1660 8297.0 50. 00 Sequence
DRB4_0101 147 ANGSFYEVDAI SGWV GSFYEVDAI 0. 1656 8332.9 50. 00 Sequence
DRB4_0101 341 YSQRNRSACVRIPIT NRSACVRI P 0. 1652 8373. 4 50. 00 Sequence
DRB4_0101 128 YFGAEAEFYI FDSVS AEFYI FDSV 0.1626 8607. 6 50. 00 Sequence
DRB4_0101 402 KDLYELPPEEAASI P LYELPPEEA 0.1624 8624. 8 50. 00 Sequence
DRB4_0101 36 | PASAFDKSVFDDGL | PASAFDKS 0. 1620 8665. 5 50. 00 Sequence
DRB4_0101 408 PPEEAASI PQTPTQL AASI PQTPT 0.1614 8722.8 50. 00 Sequence
DRB4_0101 71 LPDPETARI DPFRAA ARI DPFRAA 0. 1598 8869. 2 50. 00 Sequence
DRB4_0101 397 QAPVDKDLYELPPEE QAPVDKDLY 0. 1591 8936. 5 50. 00 Sequence
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DRB4_0101 168 EADGSPNRGYKVRHK NRGYKVRHK 0.1584 9011.0 50. 00 Sequence
DRB4_0101 396 PQAPVDKDLYELPPE VDKDLYELP 0.1583 9014.9 50. 00 Sequence
DRB4_0101 273 GVHCHQSLVWKDGAPL CHQSLWKDG 0. 1556 9280. 7 50. 00 Sequence
DRB4_0101 290 DETGYAGLSDTARHY TGYAGLSDT 0. 1525 9600. 0 50. 00 Sequence
DRB4_0101 367 RSPDSSGNPYLAFSA SPDSSGNPY 0.1520 9650. 9 50. 00 Sequence
DRB4_0101 69 LLLPDPETARI DPFR LLLPDPETA 0.1513 9725. 3 50. 00 Sequence
DRB4_0101 155 DAl SGWANTGAATEA DAl SGWANT 0.1512 9735.0 50. 00 Sequence
DRB4_0101 395 EPQAPVDKDLYELPP VDKDLYELP 0. 1507 9787.1 50. 00 Sequence
DRB4_0101 452 SFKRENEI EPVNI RP KRENEI EPV 0. 1507 9791.5 50. 00 Sequence
DRB4_0101 433 HEYLTEGGVFTNDLI  GGVFTNDLI 0.1502 9847.5 50. 00 Sequence
DRB4_0101 42 DKSVFDDGLAFDGSS FDDGLAFDG 0. 1487 10004. 3 50. 00 Sequence
DRB4_0101 403 DLYELPPEEAASI PQ LYELPPEEA 0. 1445 10469. 2 50. 00 Sequence
DRB4_0101 41 FDKSVFDDGLAFDGS FDDGLAFDG 0. 1435 10589. 6 50. 00 Sequence
DRB4_0101 428 RLEADHEYLTEGGVF RLEADHEYL 0.1429 10658. 3 50. 00 Sequence
DRB4_0101 146 RANGSFYEVDAI SGW GSFYEVDAI 0. 1411 10865. 6 50. 00 Sequence
DRB4_0101 354 | TGSNPKAKRLEFRS KAKRLEFRS 0.1397 11031. 2 50. 00 Sequence
DRB4_0101 274 MACHQSLWKDGAPLM CHQSLWKDG 0.1395 11058.0 50. 00 Sequence
DRB4_0101 407 LPPEEAASI PQTPTQ AASI PQTPT 0.1388 11132. 2 50. 00 Sequence
DRB4_0101 404 LYELPPEEAASI PQT LYELPPEEA 0.1323 11950.0 50. 00 Sequence
DRB4_0101 143 FDSRANGSFYEVDAI  GSFYEVDAI 0.1323 11953.1 50. 00 Sequence
DRB4_0101 353 PI TGSNPKAKRLEFR NPKAKRLEF 0.1304 12198. 4 50. 00 Sequence
DRB4_0101 70 LLPDPETARI DPFRA TARI DPFRA 0.1297 12285. 2 50. 00 Sequence
DRB4_0101 40 AFDKSVFDDGLAFDG FDDGLAFDG 0.1271 12643. 8 50. 00 Sequence
DRB4_0101 287 LMYDETGYAGLSDTA LMYDETGYA 0.1233 13169.5 50. 00 Sequence
DRB4_0101 145 SRANGSFYEVDAI SG GSFYEVDAI 0.1233 13169. 6 50. 00 Sequence
DRB4_0101 37 PASAFDKSVFDDGLA AFDKSVFDD 0.1232 13186. 3 50. 00 Sequence
DRB4_0101 365 EFRSPDSSGNPYLAF DSSGNPYLA 0.1231 13198.0 50. 00 Sequence
DRB4_0101 406 ELPPEEAASI PQTPT AASI PQTPT 0.1228 13235.8 50. 00 Sequence
DRB4_0101 289 YDETGYAGLSDTARH TGYAGLSDT 0.1212 13470. 4 50. 00 Sequence
DRB4_0101 366 FRSPDSSGNPYLAFS SPDSSGNPY 0.1206 13566. 3 50. 00 Sequence
DRB4_0101 216 HHEVGSGGQAEI NYQ VGSGGQAEI 0.1195 13720.7 50. 00 Sequence
DRB4_0101 144 DSRANGSFYEVDAIS GSFYEVDAI 0.1186 13850. 3 50. 00 Sequence
DRB4_0101 167 TEADGSPNRGYKVRH GSPNRGYKV 0.1184 13890. 0 50. 00 Sequence
DRB4_0101 120 STG ADTAYFGAEAE TG ADTAYF 0.1181 13939. 8 50. 00 Sequence
DRB4_0101 212 LEKGHHEVGSGGQAE LEKGHHEVG 0.1177 13998.0 50. 00 Sequence
DRB4_0101 121 TG ADTAYFGAEAEF TG ADTAYF 0.1156 14317.1 50. 00 Sequence
DRB4_0101 215 GHHEVGSGGQAEI NY VGSGGQAEI 0.1147 14454.5 50. 00 Sequence
DRB4_0101 38 ASAFDKSVFDDGLAF AFDKSVFDD 0.1112 15018.1 50. 00 Sequence
DRB4_0101 126 TAYFGAEAEFYIFDS AYFGAEAEF 0.1080 15533. 3 50. 00 Sequence
DRB4_0101 39 SAFDKSVFDDGLAFD FDKSVFDDG 0.1064 15804. 6 50. 00 Sequence
DRB4_0101 142 SFDSRANGSFYEVDA FDSRANGSF 0.1047 16101. 3 50. 00 Sequence
DRB4_0101 288 MYDETGYAGLSDTAR TGYAGLSDT 0.1042 16201. 4 50. 00 Sequence
DRB4_0101 429 LEADHEYLTEGGVFT LEADHEYLT 0.1029 16430.0 50. 00 Sequence
DRB4_0101 214 KGHHEVGSGGQAEI N VGSGGQAEI 0. 0996 17021. 2 50. 00 Sequence
DRB4_0101 166 ATEADGSPNRGYKVR GSPNRGYKV 0. 0973 17445. 4 50. 00 Sequence
DRB4_0101 432 DHEYLTEGGVFTNDL EGGVFTNDL 0. 0973 17452. 9 50. 00 Sequence
DRB4_0101 156 Al SGWWTGAATEAD | SGWANTGA 0.0972 17462. 7 50. 00 Sequence
DRB4_0101 125 DTAYFGAEAEFYI FD AYFGAEAEF 0. 0953 17825. 8 50. 00 Sequence
DRB4_0101 213 EKGHHEVGSGGQAEI  VGSGGQAEI 0. 0943 18019. 6 50. 00 Sequence
DRB4_0101 405 YELPPEEAASI PQTP LPPEEAASI 0.0921 18462. 2 50. 00 Sequence
DRB4_0101 124 ADTAYFGAEAEFYIF AYFGAEAEF 0. 0920 18486. 4 50. 00 Sequence
DRB4_0101 123 | ADTAYFGAEAEFYl  AYFGAEAEF 0. 0886 19171.9 50. 00 Sequence
DRB4_0101 165 AATEADGSPNRGYKV GSPNRGYKV 0. 0853 19871. 4 50. 00 Sequence
DRB4_0101 430 EADHEYLTEGGVFTN HEYLTEGGVY 0. 0825 20480. 6 50. 00 Sequence
DRB4_0101 431 ADHEYLTEGGVFTND HEYLTEGGVY 0.0824 20505. 9 50. 00 Sequence
DRB4_0101 157 | SGWANTGAATEADG | SGWANTGA 0.0778 21536. 4 50. 00 Sequence
DRB4_0101 122 G ADTAYFGAEAEFY AYFGAEAEF 0.0754 22109.5 50. 00 Sequence
DRB4_0101 158 SGAMWTGAATEADGS SGMNTGAA 0. 0639 25056. 6 50. 00 Sequence
DRB4_0101 164 GAATEADGSPNRGYK ADGSPNRGY 0.0612 25798. 8 50. 00 Sequence
DRB4_0101 161 WNTGAATEADGSPNR WNTGAATEA 0. 0595 26273.5 50. 00 Sequence
DRB4_0101 163 TGAATEADGSPNRGY ADGSPNRGY 0. 0581 26675.1 50. 00 Sequence
DRB4_0101 160 WAWTGAATEADGSPN WNTGAATEA 0. 0577 26783.5 50. 00 Sequence
DRB4_0101 159 GWNWTGAATEADGSP WNTGAATEA 0. 0538 27922.5 50. 00 Sequence
DRB4_0101 162 NTGAATEADGSPNRG TGAATEADG 0. 0475 29900. 6 50. 00 Sequence

Al l el e: DRB4_0101. Nunber of high binders 6. Number of weak binders 84. Nunber of peptides 464

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random Identity
DRB5_0101 335 API NLVYSQRNRSAC | NLVYSQRN 0. 8085 7.9 SB 0. 40 Sequence
DRB5_0101 336 PI NLVYSQRNRSACV | NLVYSQRN 0.8018 8.5 SB 0. 80 Sequence
DRB5 0101 334 EAPI NLVYSQRNRSA | NLVYSCQRN 0. 7962 9.1 SB 0. 80 Sequence
DRB5 0101 337 | NLVYSQRNRSACVR | NLVYSCQRN 0. 7936 9.3 SB 0. 80 Sequence
DRB5_0101 333 YEAPI NLVYSQRNRS | NLVYSQRN 0. 7541 14. 3 SB 2.00 Sequence
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DRB5_0101 304 Y| GGLLHHAPSLLAF LHHAPSLLA 0.7373 17.2 SB 2.00 Sequence
DRB5_0101 78 RI DPFRAAKTLNI NF FRAAKTLNI 0.7363 17.3 SB 2.00 Sequence
DRB5_0101 303 HYl GGLLHHAPSLLA LHHAPSLLA 0.7286 18.8 SB 2.00 Sequence
DRB5_0101 77 AR DPFRAAKTLNIN FRAAKTLNI 0. 7250 19.6 SB 2.00 Sequence
DRB5_0101 79 | DPFRAAKTLNI NFF FRAAKTLNI 0.7194 20.8 SB 4.00 Sequence
DRB5_0101 306 GGLLHHAPSLLAFTN LHHAPSLLA 0. 7100 23.1 SB 4.00 Sequence
DRB5_0101 305 | GGLLHHAPSLLAFT LHHAPSLLA 0.7073 23.7 SB 4.00 Sequence
DRB5_0101 338 NLVYSQRNRSACVR  LVYSQRNRS 0.7047 24. 4 SB 4.00 Sequence
DRB5_0101 76 TARI DPFRAAKTLNI  FRAAKTLNI 0.7003 25.6 SB 4.00 Sequence
DRB5_0101 302 RHYl GGLLHHAPSLL RHYI GGLLH 0. 6936 27.5 SB 4.00 Sequence
DRB5_0101 80 DPFRAAKTLNI NFFV FRAAKTLNI 0. 6930 27.7 SB 4.00 Sequence
DRB5_0101 307 GLLHHAPSLLAFTNP LHHAPSLLA 0. 6896 28.7 SB 4.00 Sequence
DRB5_0101 197 LRDKMLTNLINSGFI ~DKM.TNLI N 0.6763 33.2 SB 4.00 Sequence
DRB5_0101 196 DLRDKM.TNLINSGF DKM.TNLI N 0.6672 36.6 SB 8.00 Sequence
DRB5_0101 207 NSGFI LEKGHHEVGS FI LEKGHHE 0. 6649 37.6 SB 8.00 Sequence
DRB5_0101 208 SGFI LEKGHHEVGSG FI LEKGHHE 0. 6580 40.5 SB 8.00 Sequence
DRB5_0101 206 | NSGFI LEKGHHEVG GFl LEKGHH 0. 6531 42.7 SB 8.00 Sequence
DRB5_0101 332 GYEAPI NLVYSQRNR | NLVYSQRN 0. 6528 42.8 SB 8. 00 Sequence
DRB5_0101 301 ARHYl GGLLHHAPSL RHYI GGLLH 0.6512 43.5 SB 8.00 Sequence
DRB5_0101 198 RDKM.TNLINSGFIL DKM.TNLI N 0. 6495 44. 4 SB 8.00 Sequence
DRB5_0101 241 MQLYKYI | KNTAWON YKYI | KNTA 0. 6448 46.7 SB 8. 00 Sequence
DRB5_0101 209 GFl LEKGHHEVGSGG FI LEKGHHE 0. 6360 51.3 VB 8. 00 Sequence
DRB5_0101 205 LI NSGFI LEKGHHEV GFl LEKGHH 0. 6315 53.9 VB 8.00 Sequence
DRB5_0101 195 VDLRDKMLTNLINSG DKM.TNLI N 0. 6303 54.6 VB 8.00 Sequence
DRB5_0101 300 TARHYI GGLLHHAPS RHYI GGLLH 0.6287 55.5 VB 8.00 Sequence
DRB5_0101 242 QLYKY! | KNTAWONG YKYI | KNTA 0. 6249 57.9 VB 8. 00 Sequence
DRB5_0101 299 DTARHYI GALLHHAP RHYI GGLLH 0.6198 61. 2 B 8.00 Sequence
DRB5_0101 226 EI NYQFNSLLHAADD YQFNSLLHA 0.6178 62.5 VB 8.00 Sequence
DRB5_0101 240 DMQLYKYI | KNTAWQ YKYI | KNTA 0.6147 64. 6 VB 8. 00 Sequence
DRB5_0101 227 | NYQFNSLLHAADDM YQFNSLLHA 0.6104 67.8 VB 8.00 Sequence
DRB5_0101 243 LYKYI | KNTAWONGK  YKYI | KNTA 0. 6080 69.5 VB 8.00 Sequence
DRB5_0101 225 AElI NYQFNSLLHAAD YQFNSLLHA 0. 6064 70.7 VB 8. 00 Sequence
DRB5_0101 339 LVYSQRNRSACVRI P LVYSQRNRS 0.6043 72.4 W 16.00 Sequence
DRB5_0101 298 SDTARHYI GGLLHHA RHYI GGLLH 0. 6023 73.9 W 16.00 Sequence
DRB5_0101 194 YVDLRDKMLTNLINS DKM.TNLI N 0. 6003 75.6 W 16.00 Sequence
DRB5_0101 204 NLINSGFI LEKGHHE FI LEKGHHE 0.5912 83. 4 W 16.00 Sequence
DRB5_0101 81 PFRAAKTLNI NFFVH FRAAKTLNI 0. 5909 83. 6 W 16.00 Sequence
DRB5_0101 199 DKM.TNLI NSGFILE KM.TNLI NS 0.5847 89.5 W 16.00 Sequence
DRB5_0101 224 QAEI NYQFNSLLHAA | NYQENSLL 0. 5800 94.1 W  16.00 Sequence
DRB5_0101 244 YKYI | KNTAWONGKT VY1 | KNTAWD 0.5793 94.8 W 16.00 Sequence
DRB5_0101 308 LLHHAPSLLAFTNPT LHHAPSLLA 0.5760 98. 3 W 16.00 Sequence
DRB5_0101 228 NYQFNSLLHAADDMYQ YQFNSLLHA 0.5627 113.5 W  16.00 Sequence
DRB5_0101 445 DLI ETW SFKRENEI | ETW SFKR 0.5626 113.6 W 16.00 Sequence
DRB5_0101 239 DDMQLYKYI | KNTAW YKYI | KNTA 0. 5546 123.9 W 16.00 Sequence
DRB5_0101 378 AFSAMLMAGLDG KN FSAM.MAGL 0.5517 127.8 W 16.00 Sequence
DRB5_0101 444 NDLI ETW SFKRENE | ETW SFKR 0. 5480 133.0 WB  16.00 Sequence
DRB5_0101 229 YQFNSLLHAADDMQL YQFNSLLHA 0. 5450 137.4 W 16.00 Sequence
DRB5_0101 31 MQHFTI PASAFDKSV FTI PASAFD 0. 5445 138.1 WB  16.00 Sequence
DRB5_0101 446 LI ETW SFKRENEI E | ETW SFKR 0.5414 142. 8 W 16.00 Sequence
DRB5_0101 443 TNDLI ETW SFKREN | ETW SFKR 0.5383 147.8 W 16.00 Sequence
DRB5_0101 193 QYVDLRDKMLTNLIN DKM.TNLI N 0.5382 147.9 W 16.00 Sequence
DRB5_0101 331 PGYEAPI NLVYSQRN | NLVYSQRN 0. 5356 152. 1 W 16.00 Sequence
DRB5_0101 30 | MQHFTI PASAFDKS FTI PASAFD 0.5342 154. 4 W  16.00 Sequence
DRB5_0101 377 LAFSAMLMAGLDGI K FSAM.MAGL 0.5338 155. 2 W 16.00 Sequence
DRB5_0101 32 QHFTI PASAFDKSVF  FTI PASAFD 0.5282 164. 8 W 16.00 Sequence
DRB5_0101 376 YLAFSAMLMAGLDG FSAM.MAGL 0.5233 173.9 WB  16.00 Sequence
DRB5_0101 29 G MQHFTI PASAFDK FTI PASAFD 0.5194 181. 2 W 32.00 Sequence
DRB5_0101 51 AFDGSSI RGFQS| HE FDGSSI RGF 0.5185 183.0 W 32.00 Sequence
DRB5_0101 447 | ETW SFKRENEI EP | ETW SFKR 0.5172 185. 6 W  32.00 Sequence
DRB5_0101 375 PYLAFSAMLMAGLDG FSAM.MAGL 0.5170 185.9 W  32.00 Sequence
DRB5_0101 223 GQAEI NYQFNSLLHA YQFNSLLHA 0. 5094 202.0 W 32.00 Sequence
DRB5_0101 271 GSGVHCHQSLWKDGA NHCHQSLVK 0.5024 217.8 W 32.00 Sequence
DRB5_0101 245 KYI | KNTAWONGKTV Y1 | KNTAWQ 0.5013 220.5 W 32.00 Sequence
DRB5_0101 297 LSDTARHYI GGLLHH RHYI GGLLH 0. 5002 223.1 W 32.00 Sequence
DRB5_0101 379 FSAM.MAGLDG KNK FSAM.MAGL 0.4982 228.0 W 32.00 Sequence
DRB5_0101 272 SGVHCHQSLWKDGAP NMHCHQSLWK 0. 4956 234.4 W 32.00 Sequence
DRB5_0101 316 LAFTNPTVNSYKRLV LAFTNPTVN 0. 4870 257.4 W  32.00 Sequence
DRB5_0101 315 LLAFTNPTVNSYKRL FTNPTVNSY 0. 4866 258. 4 W 32.00 Sequence
DRB5_0101 270 NGSGVHCHQSLWKDG NMHCHQSLWK 0. 4859 260. 5 W  32.00 Sequence
DRB5_0101 52 FDGSSI RGFQSI HES FDGSSI RGF 0. 4859 260. 6 W  32.00 Sequence
DRB5_0101 273 GVHCHQSLWKDGAPL NMHCHQSLWK 0. 4835 267.3 W 32.00 Sequence
DRB5_0101 442 FTNDLI ETW SFKRE | ETW SFKR 0. 4820 271.6 W 32.00 Sequence
DRB5_0101 314 SLLAFTNPTVNSYKR FTNPTVNSY 0.4817 272.6 W 32.00 Sequence
DRB5_0101 374 NPYLAFSAMLMAGLD FSAM.MAGL 0. 4809 274.9 W 32.00 Sequence
DRB5_0101 6 DDVFKLAKDEKVEYV FKLAKDEKV 0.4778 284. 3 W  32.00 Sequence
DRB5_0101 238 ADDMQLYKYI | KNTA YKYI | KNTA 0.4767 287.7 W 32.00 Sequence
DRB5_0101 33 HFTI PASAFDKSVFD FTI PASAFD 0.4751 292.7 W 32.00 Sequence
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DRB5_0101 325 SYKRLVPGYEAPINL YKRLVPGYE 0.4749 293.3 WB  32.00 Sequence
DRB5 0101 49 GLAFDGSS|I RGFQSI FDGSSI RGF 0.4722 302.0 W 32.00 Sequence
DRB5_0101 321 PTVNSYKRLVPGYEA YKRLVPGYE 0.4722 302.1 W 32.00 Sequence
DRB5_0101 323 VNSYKRLVPGYEAPI  YKRLVPGYE 0.4721 302.5 WB  32.00 Sequence
DRB5_ 0101 50 LAFDGSSI RGFQSIH FDGSSI RGF 0. 4693 311. 7 W 32.00 Sequence
DRB5_0101 373 GNPYLAFSAMLMAGL FSAM.MAGL 0. 4663 322.0 WB  32.00 Sequence
DRB5_0101 324 NSYKRLVPGYEAPIN YKRLVPGYE 0. 4660 323.1 WB  32.00 Sequence
DRB5 0101 5 PDDVFKLAKDEKVEY FKLAKDEKV 0. 4646 327.9 W  32.00 Sequence
DRB5_0101 149 GSFYEVDAI SGMWNT FYEVDAI SG 0. 4623 336. 2 WB  32.00 Sequence
DRB5_0101 200 KM.TNLI NSGFI LEK KM.TNLI NS 0.4578 353. 2 W 32.00 Sequence
DRB5_0101 309 LHHAPSLLAFTNPTV LHHAPSLLA 0. 4576 353.9 W 32.00 Sequence
DRB5_0101 340 VYSQRNRSACVRI Pl RNRSACVRI 0. 4570 356. 2 W 32.00 Sequence
DRB5_ 0101 75 ETARI DPFRAAKTLN PFRAAKTLN 0. 4566 357.5 W 32.00 Sequence
DRB5_0101 322 TVNSYKRLVPGYEAP YKRLVPGYE 0. 4559 360. 2 W  32.00 Sequence
DRB5_0101 54 GSSI RGFQS|I HESDM | RGFQSI HE 0. 4559 360. 3 W  32.00 Sequence
DRB5_0101 7 DVFKLAKDEKVEYVD FKLAKDEKV 0. 4557 361. 1 W 32.00 Sequence
DRB5_0101 313 PSLLAFTNPTVNSYK LAFTNPTVN 0. 4537 369.0 WB  32.00 Sequence
DRB5_0101 269 DNGSGVHCHQSLWKD NMHCHQSLVK 0. 4525 373.7 W 32.00 Sequence
DRB5_0101 48 DGLAFDGSS| RGFQS FDGSS| RGF 0. 4525 373.9 WB  32.00 Sequence
DRB5_0101 28 PG MQHFTI PASAFD FTI PASAFD 0.4521 375.5 WB  32.00 Sequence
DRB5_0101 246 YI | KNTAWONGKTVT  VYI | KNTAWQ 0. 4501 383.6 W 32.00 Sequence
DRB5_0101 350 VRI Pl TGSNPKAKRL | TGSNPKAK 0. 4491 387.7 W 32.00 Sequence
DRB5_0101 125 DTAYFGAEAEFYI FD YFGAEAEFY 0. 4462 400. 2 W 32.00 Sequence
DRB5_ 0101 124 ADTAYFGAEAEFYIF YFGAEAEFY 0. 4456 402. 9 W  32.00 Sequence
DRB5_0101 4 TPDDVFKLAKDEKVE FKLAKDEKV 0. 4424 417.0 WB  32.00 Sequence
DRB5_0101 174 NRGYKVRHKGGYFPV YKVRHKGGY 0. 4391 432. 2 W 32.00 Sequence
DRB5_0101 175 RGYKVRHKGGYFPVA YKVRHKGGY 0.4379 437.7 WB  32.00 Sequence
DRB5_0101 53 DGSS|I RGFQSI HESD | RGFQSI HE 0.4379 437.9 WB  32.00 Sequence
DRB5 0101 8 VFKLAKDEKVEYVDV FKLAKDEKV 0.4377 438. 6 W 32.00 Sequence
DRB5_0101 296 GLSDTARHYI GGLLH RHYI GGLLH 0.4373 440. 6 W 32.00 Sequence
DRB5_0101 320 NPTVNSYKRLVPGYE YKRLVPGYE 0. 4363 445.5 W  32.00 Sequence
DRB5_0101 126 TAYFGAEAEFYI FDS YFGAEAEFY 0. 4354 450. 0 W  32.00 Sequence
DRB5_0101 150 SFYEVDAI SGMWTG FYEVDAI SG 0. 4352 450. 9 WB  32.00 Sequence
DRB5_ 0101 351 RIPlI TGSNPKAKRLE | TGSNPKAK 0. 4344 454. 6 W  32.00 Sequence
DRB5_ 0101 210 FI LEKGHHEVGSGGQ FI LEKGHHE 0. 4340 456. 6 WB  32.00 Sequence
DRB5_0101 148 NGSFYEVDAI SGMWN FYEVDAI SG 0. 4339 457.1 WB  32.00 Sequence
DRB5_ 0101 55 SSI RGFQSI HESDML | RGFQSI HE 0. 4337 458. 3 W 32.00 Sequence
DRB5_0101 203 TNLINSGFI LEKGHH GFI LEKGHH 0.4275 490. 1 W 32.00 Sequence
DRB5_0101 312 APSLLAFTNPTVNSY LAFTNPTVN 0.4274 490. 3 W 32.00 Sequence
DRB5_0101 381 AM.MAGLDG KNKIE LMAGLDG K 0. 4270 492. 7 WB  32.00 Sequence
DRB5_0101 147 ANGSFYEVDAI SGWV FYEVDAI SG 0. 4266 494. 8 W  32.00 Sequence
DRB5_0101 326 YKRLVPGYEAPINLV YKRLVPGYE 0. 4265 495. 5 W 32.00 Sequence
DRB5_0101 342 SQRNRSACVRI PI TG RNRSACVRI 0. 4259 498. 4 W  32.00 Sequence
DRB5_0101 47 DDGLAFDGSSI RGFQ FDGSSI RGF 0.4246 505. 6 32.00 Sequence
DRB5_0101 82 FRAAKTLNI NFFVHD FRAAKTLNI 0.4235 511. 8 32.00 Sequence
DRB5_0101 441 VFTNDLI ETW SFKR | ETW SFKR 0.4222 519.0 32.00 Sequence
DRB5_0101 3 KTPDDVFKLAKDEKV FKLAKDEKV 0.4221 519. 2 32.00 Sequence
DRB5_ 0101 274 MHCHQSLWKDGAPLM NMHCHQSLVK 0.4210 525. 6 32.00 Sequence
DRB5_0101 343 QRNRSACVRI PI TGS RNRSACVRI 0. 4202 530. 4 32.00 Sequence
DRB5_0101 317 AFTNPTVNSYKRLVP FTNPTVNSY 0.4193 535. 3 32.00 Sequence
DRB5_ 0101 349 CVRI Pl TGSNPKAKR | TGSNPKAK 0.4185 540. 2 32.00 Sequence
DRB5_0101 382 M.MAGLDG KNKI EP  MAGLDG KN 0. 4169 549. 7 32.00 Sequence
DRB5_0101 380 SAMLMAGLDG KNKI LMAGLDG K 0.4162 553. 8 32.00 Sequence
DRB5_0101 127 AYFGAEAEFYI FDSV YFGAEAEFY 0.4138 568. 1 32.00 Sequence
DRB5_0101 173 PNRGYKVRHKGGYFP YKVRHKGGY 0.4138 568. 4 32.00 Sequence
DRB5_0101 344 RNRSACVRI PI TGSN RNRSACVRI 0.4136 569. 6 32.00 Sequence
DRB5_0101 95 HDPFTLEPYSRDPRN PFTLEPYSR 0.4133 571. 4 32.00 Sequence
DRB5_0101 123 | ADTAYFGAEAEFYl YFGAEAEFY 0.4131 572. 4 32.00 Sequence
DRB5_0101 56 S| RGFQSI HESDMLL | RGFQSI HE 0.4125 576. 2 32.00 Sequence
DRB5_0101 176 GYKVRHKGGYFPVAP YKVRHKGGY 0.4118 580. 6 50. 00 Sequence
DRB5 0101 94 VHDPFTLEPYSRDPR PFTLEPYSR 0.4111 584. 9 50. 00 Sequence
DRB5_0101 448 ETW SFKRENEI EPV FKRENEI EP 0. 4080 605. 3 50. 00 Sequence
DRB5_0101 96 DPFTLEPYSRDPRNI PFTLEPYSR 0.4071 611. 2 50. 00 Sequence
DRB5_ 0101 92 FFVHDPFTLEPYSRD PFTLEPYSR 0. 4061 617. 8 50. 00 Sequence
DRB5_0101 256 GKTVTFMPKPLFGDN KTVTFMPKP 0. 4008 653. 8 50. 00 Sequence
DRB5_0101 352 | PI TGSNPKAKRLEF | TGSNPKAK 0. 4006 655. 3 50. 00 Sequence
DRB5_ 0101 230 QFNSLLHAADDMOLY FNSLLHAAD 0. 3989 667. 4 50. 00 Sequence
DRB5_0101 341 YSQRNRSACVRIPIT RNRSACVRI 0.3974 678.9 50. 00 Sequence
DRB5_0101 255 NGKTVTFMPKPLFGD KTVTFMPKP 0.3972 680. 0 50. 00 Sequence
DRB5_0101 268 GDNGSGVHCHQSLWK NMHCHQSLVK 0.3943 701.9 50. 00 Sequence
DRB5_0101 257 KTVTFMPKPLFGDNG TFMPKPLFG 0.3927 713.6 50. 00 Sequence
DRB5_0101 97 PFTLEPYSRDPRNIA PFTLEPYSR 0.3914 723.7 50. 00 Sequence
DRB5_ 0101 91 NFFVHDPFTLEPYSR FFVHDPFTL 0.3913 725.0 50. 00 Sequence
DRB5_0101 146 RANGSFYEVDAI SGNV FYEVDAI SG 0.3901 734.5 50. 00 Sequence
DRB5 0101 46 FDDGLAFDGSSI RGF LAFDGSSI R 0. 3884 748. 1 50. 00 Sequence
DRB5_0101 363 RLEFRSPDSSGNPYL FRSPDSSGN 0. 3880 751. 3 50. 00 Sequence
DRB5_0101 348 ACVRI Pl TGSNPKAK | TGSNPKAK 0.3875 755. 1 50. 00 Sequence
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DRB5_0101 192 DQYVDLRDKMLTNLI  YVDLRDKM. 0. 3865 763. 2 50. 00 Sequence
DRB5_0101 330 VPGYEAPI NLVYSQR YEAPI NLVY 0. 3849 777. 2 50. 00 Sequence
DRB5_0101 22 VRFCDLPG MHFTI RFCDLPG M 0. 3844 781.0 50. 00 Sequence
DRB5_0101 57 | RGFQSI HESDMLLL | RGFQSI HE 0. 3837 786. 6 50. 00 Sequence
DRB5_0101 23 RFCDLPG MHFTI P FCDLPG MQ 0. 3826 796. 8 50. 00 Sequence
DRB5_0101 362 KRLEFRSPDSSGNPY FRSPDSSGN 0.3824 797.9 50. 00 Sequence
DRB5_0101 151 FYEVDAI SGWWTGA FYEVDAI SG 0.3794 824.5 50. 00 Sequence
DRB5_0101 318 FTNPTVNSYKRLVPG FTNPTVNSY 0.3775 841.5 50. 00 Sequence
DRB5_0101 21 DVRFCDLPGA MHFT FCDLPG MQ 0.3752 863.1 50. 00 Sequence
DRB5_0101 254 ONGKTVTFMPKPLFG KTVTFMPKP 0. 3750 864. 3 50. 00 Sequence
DRB5_0101 177 YKVRHKGGYFPVAPN YKVRHKGGY 0.3749 865. 4 50. 00 Sequence
DRB5_0101 449 TW SFKRENEI EPVN FKRENEI EP 0. 3746 868. 2 50. 00 Sequence
DRB5_0101 93 FVHDPFTLEPYSRDP PFTLEPYSR 0.3744 870. 2 50. 00 Sequence
DRB5_0101 122 G ADTAYFGAEAEFY YFGAEAEFY 0.3738 875.5 50. 00 Sequence
DRB5_0101 383 LMAGLDG KNKI EPQ MAGLDG KN 0.3727 886.0 50. 00 Sequence
DRB5_0101 372 SGNPYLAFSAMLMAG YLAFSAMLM 0. 3659 953.9 50. 00 Sequence
DRB5_0101 361 AKRLEFRSPDSSGNP FRSPDSSGN 0. 3646 967.8 50. 00 Sequence
DRB5_0101 251 TAWNGKTVTFMPKP WONGKTVTF 0. 3627 987. 4 50. 00 Sequence
DRB5_0101 222 GGQAEI NYQFNSLLH | NYQFNSLL 0. 3598 1019.0 50. 00 Sequence
DRB5_0101 74 PETARI DPFRAAKTL Rl DPFRAAK 0. 3592 1025. 8 50. 00 Sequence
DRB5_0101 114 AENYLI STE ADTAY YLI STA AD 0. 3583 1035. 8 50. 00 Sequence
DRB5_0101 250 NTAWNGKTVTFMPK TAWNGKTV 0. 3563 1058. 7 50. 00 Sequence
DRB5_0101 327 KRLVPGYEAPI NLVY PGYEAPI NL 0. 3556 1067.0 50. 00 Sequence
DRB5_0101 111 ARKAENYLISTA AD YLI STA AD 0. 3537 1089.0 50. 00 Sequence
DRB5_0101 20 VDVRFCDLPG MOHF RFCDLPG M 0. 3534 1092.0 50. 00 Sequence
DRB5_0101 360 KAKRLEFRSPDSSGN LEFRSPDSS 0. 3522 1107.1 50. 00 Sequence
DRB5_0101 364 LEFRSPDSSGNPYLA FRSPDSSGN 0. 3519 1110.4 50. 00 Sequence
DRB5_0101 247 |1 KNTAWONGKTVTF |1 KNTAWON 0. 3507 1124.6 50. 00 Sequence
DRB5_0101 172 SPNRGYKVRHKGGYF YKVRHKGGY 0. 3504 1128.6 50. 00 Sequence
DRB5_0101 115 ENYLI STG ADTAYF YLI STA AD 0. 3501 1131.8 50. 00 Sequence
DRB5_0101 311 HAPSLLAFTNPTVNS SLLAFTNPT 0. 3496 1137.9 50. 00 Sequence
DRB5_0101 87 TLNI NFFVHDPFTLE FFVHDPFTL 0. 3489 1146.5 50. 00 Sequence
DRB5_0101 128 YFGAEAEFYI FDSVS YFGAEAEFY 0. 3484 1152.9 50. 00 Sequence
DRB5_0101 113 KAENYLI STA ADTA YLI STA AD 0. 3462 1180.7 50. 00 Sequence
DRB5_0101 329 LVPGYEAPI NLVYSQ PGYEAPI NL 0. 3457 1187.0 50. 00 Sequence
DRB5_0101 88 LN NFFVHDPFTLEP FFVHDPFTL 0. 3448 1199.0 50. 00 Sequence
DRB5_0101 112 RKAENYLI STGA ADT YLI STA AD 0. 3444 1203. 9 50. 00 Sequence
DRB5_0101 107 PRNI ARKAENYLI ST | ARKAENYL 0. 3384 1285.0 50. 00 Sequence
DRB5_0101 249 KNTAWNGKTVTFMP TAWNGKTV 0. 3370 1304.5 50. 00 Sequence
DRB5_0101 145 SRANGSFYEVDAI SG FYEVDAI SG 0. 3365 1311.1 50. 00 Sequence
DRB5_0101 463 N RPHPYEFALYYDV HPYEFALYY 0. 3360 1318.9 50. 00 Sequence
DRB5_0101 106 DPRNI ARKAENYLIS | ARKAENYL 0. 3353 1328. 2 50. 00 Sequence
DRB5_0101 108 RN ARKAENYLI STG | ARKAENYL 0. 3342 1345.0 50. 00 Sequence
DRB5_0101 183 GGYFPVAPNDQYVDL YFPVAPNDQ 0. 3341 1345.9 50. 00 Sequence
DRB5_0101 27 LPG MQHFTI PASAF  HFTI PASAF 0. 3341 1346. 7 50. 00 Sequence
DRB5_0101 182 KGGYFPVAPNDQYVD YFPVAPNDQ 0. 3338 1350. 4 50. 00 Sequence
DRB5_0101 19 YVDVRFCDLPA MH RFCDLPG M 0. 3336 1353.4 50. 00 Sequence
DRB5_0101 86 KTLN NFFVHDPFTL FFVHDPFTL 0. 3325 1369. 8 50. 00 Sequence
DRB5_0101 201 M.TNLI NSGFI LEKG M.TNLI NSG 0. 3305 1399. 4 50. 00 Sequence
DRB5_0101 248 | KNTAWDNGKTVTFM TAWNGKTV 0. 3300 1406. 7 50. 00 Sequence
DRB5_0101 450 W SFKRENEI EPVNI  FKRENEI EP 0. 3290 1423.1 50. 00 Sequence
DRB5_0101 328 RLVPGYEAPI NLVYS PGYEAPI NL 0. 3266 1460. 6 50. 00 Sequence
DRB5_0101 191 NDQYVDLRDKMLTNL YVDLRDKM- 0. 3258 1473.0 50. 00 Sequence
DRB5_0101 258 TVTFMPKPLFGDNGS TFMPKPLFG 0. 3257 1473. 4 50. 00 Sequence
DRB5_0101 34 FTI PASAFDKSVFDD FTI PASAFD 0. 3255 1477. 6 50. 00 Sequence
DRB5_0101 231 FNSLLHAADDMQLYK FNSLLHAAD 0. 3253 1480. 2 50. 00 Sequence
DRB5_0101 237 AADDMQLYKYI I KNT  QLYKYI | KN 0.3241 1499. 8 50. 00 Sequence
DRB5_0101 89 N NFFVHDPFTLEPY FFVHDPFTL 0. 3239 1503. 4 50. 00 Sequence
DRB5_0101 461 PVNI RPHPYEFALYY HPYEFALYY 0. 3238 1505. 4 50. 00 Sequence
DRB5_0101 371 SSGNPYLAFSAMLMA PYLAFSAML 0.3218 1537.5 50. 00 Sequence
DRB5_0101 184 GYFPVAPNDQYVDLR YFPVAPNDQ 0.3213 1546.0 50. 00 Sequence
DRB5_0101 384 MAGLDG KNKI EPQA  MAGLDGA KN 0. 3205 1559.5 50. 00 Sequence
DRB5_0101 155 DAl SGWWWTGAATEA WANTGAATE 0. 3202 1564. 4 50. 00 Sequence
DRB5_0101 287 LMYDETGYAGLSDTA LMYDETGYA 0.3175 1610.1 50. 00 Sequence
DRB5_0101 310 HHAPSLLAFTNPTVN LAFTNPTVN 0.3175 1611. 2 50. 00 Sequence
DRB5_0101 286 PLMYDETGYAGLSDT LMYDETGYA 0. 3168 1623.9 50. 00 Sequence
DRB5_0101 275 HCHQSLWKDGAPLMY  HCHQSLWKD 0. 3167 1625.5 50. 00 Sequence
DRB5_0101 181 HKGGYFPVAPNDQYV YFPVAPNDQ 0.3162 1634. 2 50. 00 Sequence
DRB5_0101 90 | NFFVHDPFTLEPYS FFVHDPFTL 0. 3159 1639. 6 50. 00 Sequence
DRB5_0101 116 NYLISTA ADTAYFG YLI STG AD 0. 3145 1663. 5 50. 00 Sequence
DRB5_0101 319 TNPTVNSYKRLVPGY NPTVNSYKR 0. 3135 1682. 2 50. 00 Sequence
DRB5_0101 285 APLMYDETGYAGLSD LMYDETGYA 0.3132 1686. 7 50. 00 Sequence
DRB5_0101 253 WONGKTVTFMPKPLF KTVTFMPKP 0.3132 1687.7 50. 00 Sequence
DRB5_0101 462 VN RPHPYEFALYYD HPYEFALYY 0.3124 1701. 7 50. 00 Sequence
DRB5_0101 9 FKLAKDEKVEYVDVR FKLAKDEKV 0.3124 1702.0 50. 00 Sequence
DRB5_0101 451 | SFKRENEI EPVNI R FKRENEI EP 0.3119 1711. 2 50. 00 Sequence
DRB5_0101 157 | SGMWWTGAATEADG WANTGAATE 0. 3102 1743. 6 50. 00 Sequence
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DRB5 0101 24 FCDLPG MQHFTI PA  FCDLPG MQ 0. 3100 1747. 6 50. 00 Sequence
DRB5_0101 105 RDPRNI ARKAENYLI RNl ARKAEN 0. 3097 1753. 6 50. 00 Sequence
DRB5_0101 346 RSACVRI PI TGSNPK VRI Pl TGSN 0. 3087 1771.9 50. 00 Sequence
DRB5_0101 353 Pl TGSNPKAKRLEFR | TGSNPKAK 0.3073 1797. 9 50. 00 Sequence
DRB5 0101 284 GAPLMYDETGYAGLS LMYDETGYA 0. 3067 1809. 6 50. 00 Sequence
DRB5 0101 252 AWONGKTVTFMPKPL WONGKTVTF 0. 3053 1837. 9 50. 00 Sequence
DRB5 0101 156 Al SGAMNTGAATEAD WWANTGAATE 0. 3053 1838. 3 50. 00 Sequence
DRB5 0101 58 RGFQSIHESDMLLLP FQSI HESDM 0. 3049 1846. 6 50. 00 Sequence
DRB5 0101 347 SACVRI Pl TGSNPKA VRI Pl TGSN 0. 3035 1873.5 50. 00 Sequence
DRB5 0101 458 El EPVNI RPHPYEFA PVNI RPHPY 0. 3034 1876. 9 50. 00 Sequence
DRB5_0101 292 TGYAGLSDTARHYIG YAGLSDTAR 0. 3015 1916. 2 50. 00 Sequence
DRB5 0101 18 EYVDVRFCDLPG MQ RFCDLPG M 0. 2998 1951. 0 50. 00 Sequence
DRB5 0101 110 |ARKAENYLI STG A | ARKAENYL 0. 2998 1951. 1 50. 00 Sequence
DRB5 0101 354 | TGSNPKAKRLEFRS | TGSNPKAK 0. 2998 1951. 7 50. 00 Sequence
DRB5_0101 452 SFKRENEI EPVNIRP FKRENEI EP 0.2991 1966. 0 50. 00 Sequence
DRB5 0101 137 | FDSVSFDSRANGSF FDSVSFDSR 0. 2989 1970. 8 50. 00 Sequence
DRB5 0101 293 GYAGLSDTARHYI GG YAGLSDTAR 0. 2986 1975. 7 50. 00 Sequence
DRB5_0101 154 VDAl SGMANTGAATE WWAKNTGAATE 0.2973 2004. 3 50. 00 Sequence
DRB5 0101 109 N ARKAENYLI STG | ARKAENYL 0.2971 2007. 9 50. 00 Sequence
DRB5 0101 294 YAGLSDTARHYI GGL YAGLSDTAR 0. 2965 2020. 8 50. 00 Sequence
DRB5_0101 135 FYI FDSVSFDSRANG YI FDSVSFD 0. 2958 2036. 3 50. 00 Sequence
DRB5 0101 459 | EPVNI RPHPYEFAL PVNI RPHPY 0. 2957 2039. 1 50. 00 Sequence
DRB5 0101 138 FDSVSFDSRANGSFY FDSVSFDSR 0.2951 2051. 6 50. 00 Sequence
DRB5 0101 453 FKRENEI EPVNI RPH FKRENEI EP 0. 2946 2064. 8 50. 00 Sequence
DRB5 0101 370 DSSGNPYLAFSAMLM YLAFSAM.M 0.2931 2096. 7 50. 00 Sequence
DRB5_ 0101 117 YLISTG ADTAYFGA YLI STG AD 0.2931 2098. 4 50. 00 Sequence
DRB5 0101 171 GSPNRGYKVRHKGGY YKVRHKGGY 0. 2926 2109. 1 50. 00 Sequence
DRB5 0101 185 YFPVAPNDQYVDLRD YFPVAPNDQ 0.2921 2119.5 50. 00 Sequence
DRB5_0101 179 VRHKGGYFPVAPNDQ YFPVAPNDQ 0.2908 2151. 4 50. 00 Sequence
DRB5_0101 158 SOAMNTGAATEADGS WANTGAATE 0.2891 2189. 9 50. 00 Sequence
DRB5 0101 140 SVSFDSRANGSFYEV FDSRANGSF 0. 2861 2261. 9 50. 00 Sequence
DRB5 0101 291 ETGYAGLSDTARHYI YAGLSDTAR 0. 2858 2270. 6 50. 00 Sequence
DRB5 0101 276 CHQSLWKDGAPLMYD SLWKDGAPL 0.2841 2313. 2 50. 00 Sequence
DRB5_0101 202 LTNLINSGFILEKGH LTNLI NSGF 0. 2839 2316. 3 50. 00 Sequence
DRB5 0101 236 HAADDMQLYKYI I KN QLYKYI | KN 0.2837 2321. 6 50. 00 Sequence
DRB5 0101 134 EFYI FDSVSFDSRAN Y| FDSVSFD 0. 2828 2343. 6 50. 00 Sequence
DRB5_0101 365 EFRSPDSSGNPYLAF FRSPDSSGN 0. 2820 2365. 2 50. 00 Sequence
DRB5_0101 180 RHKGGYFPVAPNDQY YFPVAPNDQ 0. 2809 2394. 4 50. 00 Sequence
DRB5 0101 283 DGAPLMYDETGYAGL LMYDETGYA 0.2782 2463. 4 50. 00 Sequence
DRB5 0101 136 Yl FDSVSFDSRANGS YI FDSVSFD 0.2772 2490. 6 50. 00 Sequence
DRB5 0101 133 AEFYI FDSVSFDSRA Yl FDSVSFD 0.2771 2495. 0 50. 00 Sequence
DRB5 0101 259 VTFMPKPLFGDNGSG TFMPKPLFG 0.2736 2590. 4 50. 00 Sequence
DRB5 0101 440 GVFTNDLI ETW SFK DLI ETW SF 0.2725 2621. 0 50. 00 Sequence
DRB5 0101 190 PNDQYVDLRDKMLTN QYVDLRDKM 0.2719 2638. 1 50. 00 Sequence
DRB5_ 0101 26 DLPG MQHFTI PASA LPG MQHFT 0.2718 2641. 7 50. 00 Sequence
DRB5_ 0101 159 GWANTGAATEADGSP WANTGAATE 0.2714 2651. 6 50. 00 Sequence
DRB5 0101 139 DSVSFDSRANGSFYE FDSRANGSF 0.2714 2653. 4 50. 00 Sequence
DRB5_0101 178 KVRHKGGYFPVAPND VRHKGGYFP 0.2707 2673. 7 50. 00 Sequence
DRB5 0101 457 NEI EPVNI RPHPYEF | EPVNI RPH 0. 2706 2674. 7 50. 00 Sequence
DRB5 0101 277 HQSLWKDGAPLMYDE WKDGAPLMY 0. 2686 2734.8 50. 00 Sequence
DRB5 0101 460 EPVNI RPHPYEFALY PVNI RPHPY 0.2684 2741. 3 50. 00 Sequence
DRB5 0101 295 AGLSDTARHYI GGLL GLSDTARHY 0. 2681 2749. 1 50. 00 Sequence
DRB5_ 0101 132 EAEFYI FDSVSFDSR FYI FDSVSF 0. 2680 2753. 1 50. 00 Sequence
DRB5 0101 73 DPETARI DPFRAAKT RI DPFRAAK 0. 2677 2759. 6 50. 00 Sequence
DRB5 0101 432 DHEYLTEGGVFTNDL YLTEGGVFT 0. 2664 2800. 9 50. 00 Sequence
DRB5 0101 45 VFDDGLAFDGSSI RG LAFDGSSI R 0.2647 2852.5 50. 00 Sequence
DRB5_ 0101 25 CDLPG MQHFTI PAS LPG MQHFT 0.2617 2947. 4 50. 00 Sequence
DRB5 0101 278 QSLWKDGAPLMYDET —WKDGAPLMY 0. 2602 2994. 5 50. 00 Sequence
DRB5 0101 67 DM.LLPDPETARI DP LLPDPETAR 0. 2601 2997. 8 50. 00 Sequence
DRB5 0101 281 WKDGAPLMYDETGYA LMYDETGYA 0. 2582 3059. 5 50. 00 Sequence
DRB5_0101 433 HEYLTEGGVFTNDLI  YLTEGGVFT 0. 2582 3061. 3 50. 00 Sequence
DRB5 0101 221 SGGQAEI NYQFNSLL | NYQFNSLL 0. 2580 3065. 4 50. 00 Sequence
DRB5 0101 456 ENEI EPVNI RPHPYE EI EPVNI RP 0.2572 3091. 6 50. 00 Sequence
DRB5_0101 359 PKAKRLEFRSPDSSG LEFRSPDSS 0. 2558 3140. 0 50. 00 Sequence
DRB5_0101 431 ADHEYLTEGGVFTND YLTEGGVFT 0. 2556 3147.0 50. 00 Sequence
DRB5 0101 430 EADHEYLTEGGVFTN YLTEGGVFT 0. 2491 3375.0 50. 00 Sequence
DRB5 0101 66 SDMLLLPDPETARI D LLPDPETAR 0. 2491 3375. 4 50. 00 Sequence
DRB5 0101 68 M.LLPDPETARI DPF LPDPETARI 0. 2491 3376. 8 50. 00 Sequence
DRB5 0101 279 SLWKDGAPLMYDETG WKDGAPLMY 0.2477 3428. 2 50. 00 Sequence
DRB5 0101 455 RENEI EPVNI RPHPY | EPVNI RPH 0. 2466 3470. 4 50. 00 Sequence
DRB5 0101 141 VSFDSRANGSFYEVD FDSRANGSF 0. 2455 3510. 9 50. 00 Sequence
DRB5_ 0101 232 NSLLHAADDMQLYKY LHAADDMQL 0.2430 3607. 7 50. 00 Sequence
DRB5_0101 345 NRSACVRI PI TGSNP ACVRI PI TG 0.2425 3626. 4 50. 00 Sequence
DRB5 0101 290 DETGYAGLSDTARHY YAGLSDTAR 0.2416 3661. 4 50. 00 Sequence
DRB5_0101 369 PDSSGNPYLAFSAML PYLAFSAM 0. 2405 3704.5 50. 00 Sequence
DRB5 0101 59 GFQSI HESDM.LLPD FQSI HESDM 0. 2358 3898. 0 50. 00 Sequence
DRB5 0101 235 LHAADDMOLYKY! I K MOLYKYI | K 0.2351 3928. 1 50. 00 Sequence
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DRB5_0101 71 LPDPETARI DPFRAA LPDPETARI 0. 1508 9783. 7 50. 00 Sequence
DRB5_0101 420 TQLSDVI DRLEADHE | DRLEADHE 0. 1497 9902. 2 50. 00 Sequence
DRB5_0101 400 VDKDLYELPPEEAAS DLYELPPEE 0. 1490 9977.3 50. 00 Sequence
DRB5_0101 43 KSVFDDGLAFDGSS| FDDGLAFDG 0. 1480 10084. 4 50. 00 Sequence
DRB5_0101 423 SDVI DRLEADHEYLT | DRLEADHE 0. 1465 10243. 1 50. 00 Sequence
DRB5_0101 422 LSDVI DRLEADHEYL | DRLEADHE 0. 1460 10298. 2 50. 00 Sequence
DRB5_0101 121 TG ADTAYFGAEAEF G ADTAYFG 0. 1457 10337. 7 50. 00 Sequence
DRB5_0101 392 NKI EPQAPVDKDLYE | EPQAPVDK 0.1448 10433. 0 50. 00 Sequence
DRB5_0101 410 EEAASI PQTPTQLSD S| PQTPTQL 0.1447 10453. 0 50. 00 Sequence
DRB5_0101 424 DVI DRLEADHEYLTE | DRLEADHE 0. 1435 10580. 3 50. 00 Sequence
DRB5_0101 264 KPLFGDNGSGVHCHQ LFGDNGSGM 0.1435 10588. 3 50. 00 Sequence
DRB5_0101 438 EGGVFTNDLIETWS GVFTNDLIE 0.1432 10619. 4 50. 00 Sequence
DRB5_0101 368 SPDSSGNPYLAFSAM PDSSGNPYL 0.1422 10735. 9 50. 00 Sequence
DRB5_0101 186 FPVAPNDQYVDLRDK FPVAPNDQY 0. 1420 10762. 3 50. 00 Sequence
DRB5_0101 263 PKPLFGDNGSGVHCH LFGDNGSGM 0.1403 10957. 1 50. 00 Sequence
DRB5_0101 404 LYELPPEEAASI PQT LPPEEAASI 0.1386 11158. 3 50. 00 Sequence
DRB5_0101 425 VI DRLEADHEYLTEG | DRLEADHE 0.1371 11343. 7 50. 00 Sequence
DRB5_0101 414 SIPQTPTQLSDVI DR S| PQTPTQL 0. 1358 11504. 6 50. 00 Sequence
DRB5_0101 42 DKSVFDDGLAFDGSS VFDDGLAFD 0.1347 11641. 3 50. 00 Sequence
DRB5_0101 12 AKDEKVEYVDVRFCD KVEYVDVRF 0.1344 11680. 0 50. 00 Sequence
DRB5_0101 39 SAFDKSVFDDGLAFD SVFDDGLAF 0.1341 11719. 7 50. 00 Sequence
DRB5_0101 413 ASI PQTPTQLSDVID S| PQTPTQL 0. 1340 11732. 7 50. 00 Sequence
DRB5_0101 41 FDKSVFDDGLAFDGS VFDDGLAFD 0.1335 11794.5 50. 00 Sequence
DRB5_0101 421 QLSDVI DRLEADHEY | DRLEADHE 0.1328 11886. 8 50. 00 Sequence
DRB5_0101 399 PVDKDLYELPPEEAA DLYELPPEE 0.1327 11899. 0 50. 00 Sequence
DRB5_0101 409 PEEAASI PQTPTQLS S| PQTPTQL 0.1327 11900. 8 50. 00 Sequence
DRB5_0101 387 LDG KNKI EPQAPVD LDG KNKI E 0.1322 11964. 2 50. 00 Sequence
DRB5_0101 40 AFDKSVFDDGLAFDG VFDDGLAFD 0. 1320 11992. 8 50. 00 Sequence
DRB5_0101 405 YELPPEEAASI PQTP LPPEEAASI 0. 1280 12522. 5 50. 00 Sequence
DRB5_0101 262 MPKPLFGDNGSGVHC LFGDNGSGM 0.1261 12773.6 50. 00 Sequence
DRB5_0101 436 LTEGGVFTNDLI ETW GVFTNDLIE 0. 1260 12788. 0 50. 00 Sequence
DRB5_0101 437 TEGGVFTNDLI ETW GVFTNDLI E 0. 1259 12801. 9 50. 00 Sequence
DRB5_0101 11 LAKDEKVEYVDVRFC KVEYVDVRF 0.1254 12871.0 50. 00 Sequence
DRB5_0101 216 HHEVGSGGQAEI NYQ HHEVGSGGQ 0.1222 13325.3 50. 00 Sequence
DRB5_0101 393 KI EPQAPVDKDLYEL | EPQAPVDK 0.1202 13624. 0 50. 00 Sequence
DRB5_0101 144 DSRANGSFYEVDAI'S SFYEVDAI S 0.1186 13864. 0 50. 00 Sequence
DRB5_0101 220 GSGGQAEI NYQFNSL GQAEI NYQF 0.1178 13972.0 50. 00 Sequence
DRB5_0101 187 PVAPNDQYVDLRDKM QYVDLRDKM 0.1177 13987. 4 50. 00 Sequence
DRB5_0101 398 APVDKDLYELPPEEA DLYELPPEE 0.1163 14205. 3 50. 00 Sequence
DRB5_0101 406 ELPPEEAAS| PQTPT LPPEEAASI 0.1148 14446. 0 50. 00 Sequence
DRB5_0101 419 PTQLSDVI DRLEADH TQLSDVI DR 0.1126 14793. 6 50. 00 Sequence
DRB5_0101 38 ASAFDKSVFDDGLAF SAFDKSVFD 0. 1095 15296. 5 50. 00 Sequence
DRB5_0101 367 RSPDSSGNPYLAFSA PDSSGNPYL 0.1083 15495. 9 50. 00 Sequence
DRB5_0101 118 LI STG ADTAYFGAE LI STG ADT 0.1078 15568. 0 50. 00 Sequence
DRB5_0101 418 TPTQLSDVI DRLEAD TQLSDVI DR 0. 1065 15791. 6 50. 00 Sequence
DRB5_0101 407 LPPEEAASI PQTPTQ LPPEEAASI 0.1061 15866. 5 50. 00 Sequence
DRB5_0101 167 TEADGSPNRGYKVRH PNRGYKVRH 0.1042 16191. 6 50. 00 Sequence
DRB5_0101 37 PASAFDKSVFDDGLA SAFDKSVFD 0.1032 16369. 9 50. 00 Sequence
DRB5_0101 10 KLAKDEKVEYVDVRF EKVEYVDVR 0.1021 16574. 0 50. 00 Sequence
DRB5_0101 36 | PASAFDKSVFDDGL SAFDKSVFD 0.1014 16694. 4 50. 00 Sequence
DRB5_0101 428 RLEADHEYLTEGGVF EYLTEGGVF 0. 1008 16793. 6 50. 00 Sequence
DRB5_0101 417 QTPTQLSDVI DRLEA TQLSDVI DR 0.1003 16899. 0 50. 00 Sequence
DRB5_0101 426 | DRLEADHEYLTEGG | DRLEADHE 0.0976 17383.0 50. 00 Sequence
DRB5_0101 120 STG ADTAYFGAEAE G ADTAYFG 0.0975 17417. 3 50. 00 Sequence
DRB5_0101 394 | EPQAPVDKDLYELP | EPQAPVDK 0. 0962 17662. 3 50. 00 Sequence
DRB5_0101 166 ATEADGSPNRGYKVR EADGSPNRG 0. 0937 18141.6 50. 00 Sequence
DRB5_0101 415 |PQTPTQLSDVIDRL TQLSDVI DR 0. 0936 18158. 1 50. 00 Sequence
DRB5_0101 119 |STG ADTAYFGAEA G ADTAYFG 0.0926 18353. 3 50. 00 Sequence
DRB5_0101 408 PPEEAASI PQTPTQL S| PQTPTQL 0. 0909 18702. 7 50. 00 Sequence
DRB5_0101 219 VGSGGQAEI NYQFNS GQAEI NYQF 0. 0905 18786. 5 50. 00 Sequence
DRB5_0101 161 WNTGAATEADGSPNR WKTGAATEA 0. 0893 19021. 3 50. 00 Sequence
DRB5_0101 416 PQTPTQLSDVIDRLE TQLSDVI DR 0.0858 19760. 3 50. 00 Sequence
DRB5_0101 218 EVGSGGQAEI NYQFN GQAEI NYQF 0.0845 20050. 2 50. 00 Sequence
DRB5_0101 427 DRLEADHEYLTEGGV HEYLTEGGV 0.0838 20186. 9 50. 00 Sequence
DRB5_0101 217 HEVGSGGQAEI NYQF HEVGSGGQA 0. 0824 20506. 3 50. 00 Sequence
DRB5_0101 397 QAPVDKDLYELPPEE DLYELPPEE 0.0823 20523. 4 50. 00 Sequence
DRB5_0101 1 TEKTPDDVFKLAKDE DVFKLAKDE 0.0814 20716. 8 50. 00 Sequence
DRB5_0101 165 AATEADGSPNRGYKV EADGSPNRG 0. 0803 20961. 7 50. 00 Sequence
DRB5_0101 164 GAATEADGSPNRGYK TEADGSPNR 0. 0800 21050. 6 50. 00 Sequence
DRB5_0101 163 TGAATEADGSPNRGY EADGSPNRG 0.0743 22380. 0 50. 00 Sequence
DRB5_0101 162 NTGAATEADGSPNRG EADGSPNRG 0. 0659 24506. 9 50. 00 Sequence
DRB5_0101 0 VTEKTPDDVFKLAKD VTEKTPDDV 0. 0625 25429. 4 50. 00 Sequence
DRB5_0101 395 EPQAPVDKDLYELPP PVDKDLYEL 0. 0420 31728. 8 50. 00 Sequence
DRB5_0101 396 PQAPVDKDLYELPPE PVDKDLYEL 0.0410 32079. 5 50. 00 Sequence

Al lele: DRB5_0101. Number of high binders 26. Nunber of weak binders 99. Nunber of peptides 464
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Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random I dentity
IAb 315 LLAFTNPTVNSYKRL LAFTNPTVN 0.7748 11. 4 SB 0.10 Sequence
IAb 314 SLLAFTNPTVNSYKR LAFTNPTVN 0.7717 11. 8 SB 0.10 Sequence
I Ab 313 PSLLAFTNPTVNSYK LAFTNPTVN 0. 7622 13.1 SB 0. 10 Sequence
I Ab 312 APSLLAFTNPTVNSY LAFTNPTVN 0. 7383 17.0 SB 0. 20 Sequence
IAb 316 LAFTNPTVNSYKRLV LAFTNPTVN 0. 6920 28.0 SB 0. 40 Sequence
IAb 311 HAPSLLAFTNPTVNS LAFTNPTVN 0. 6642 37.8 SB 0. 80 Sequence
IAb 157 | SGNANTGAATEADG GWANTGAAT 0.6633 38.2 SB 0. 80 Sequence
IAb 156 Al SGWANTGAATEAD GWANTGAAT 0. 6549 41.8 SB 0. 80 Sequence
I Ab 158 SGNWTGAATEADGS GWANTGAAT 0.6511 43. 6 SB 0. 80 Sequence
I Ab 155 DAl SGAWNTGAATEA GWANTGAAT 0.6412 48.5 SB 1.00 Sequence
I Ab 79 | DPFRAAKTLNI NFF  DPFRAAKTL 0.6334 52.8 \B 1.00 Sequence
| Ab 78 RI DPFRAAKTLNI NF  DPFRAAKTL 0. 6308 54.3 B 1.00 Sequence
| Ab 77 ARl DPFRAAKTLNI N DPFRAAKTL 0.6220 59.7 B 2.00 Sequence
| Ab 76 TARI DPFRAAKTLNI  DPFRAAKTL 0.6111 67.2 B 2.00 Sequence
IAb 310 HHAPSLLAFTNPTVN LAFTNPTVN 0. 5992 76.4 B 2.00 Sequence
I Ab 328 RLVPGYEAPI NLVYS PGYEAPI NL 0. 5920 82.6 VB 2.00 Sequence
I|Ab 373 GNPYLAFSAMLMAGL YLAFSAMLM 0. 5903 84.1 \B 2.00 Sequence
IAb 374 NPYLAFSAMLMAGLD YLAFSAMLM 0. 5870 87.3 B 2.00 Sequence
I Ab 327 KRLVPGYEAPI NLVY PGYEAPI NL 0. 5864 87.8 \B 2.00 Sequence
I Ab 329 LVPGYEAPI NLVYSQ PGYEAPI NL 0. 5847 89.4 \B 2.00 Sequence
I Ab 226 EI NYQFNSLLHAADD YQFNSLLHA 0. 5785 95.6 B 2.00 Sequence
| Ab 30 | MHFTI PASAFDKS CQHFTI PASA 0.5773 96. 9 \B 2.00 Sequence
I Ab 225 AEI NYQFNSLLHAAD YQFNSLLHA 0.5763 97.9 B 2.00 Sequence
I Ab 372 SGNPYLAFSAMLMAG YLAFSAMLM 0. 5759 98. 3 VB 2.00 Sequence
| Ab 29 d MHFTI PASAFDK  (QHFTI PASA 0. 5750 99.3 VB 2.00 Sequence
I Ab 227 | NYQFNSLLHAADDM  YQFNSLLHA 0.5729 101. 6 B 4.00 Sequence
IAb 125 DTAYFGAEAEFYI FD TAYFGAEAE 0.5702 104. 6 \B 4.00 Sequence
I Ab 124 ADTAYFGAEAEFYI F TAYFGAEAE 0. 5669 108. 4 \B 4.00 Sequence
| Ab 31 MHFTI PASAFDKSY  (HFTI PASA 0. 5662 109. 2 VB 4.00 Sequence
IAb 126 TAYFGAEAEFYI FDS TAYFGAEAE 0.5611 115.5 B 4.00 Sequence
I Ab 123 | ADTAYFGAEAEFYlI TAYFGAEAE 0. 5608 115.8 B 4.00 Sequence
I|Ab 371 SSGNPYLAFSAMLMA  YLAFSAMLM 0. 5540 124.7 VB 4.00 Sequence
| Ab 28 PG MOHFTI PASAFD (HFTI PASA 0. 5526 126.5 B 4.00 Sequence
IAb 159 GWN\NTGAATEADGSP GWANTGAAT 0.5516 127.9 B 4.00 Sequence
IAb 306 GGLLHHAPSLLAFTN LLHHAPSLL 0. 5490 131.6 \B 4.00 Sequence
IAb 305 | GGELLHHAPSLLAFT LLHHAPSLL 0. 5483 132.5 \B 4.00 Sequence
IAb 326 YKRLVPGYEAPI NLV PGYEAPI NL 0. 5463 135.5 B 4.00 Sequence
IAb 224 QAEI NYQFNSLLHAA YQFNSLLHA 0. 5459 136. 1 VB 4.00 Sequence
IAb 228 NYQFNSLLHAADDMD YQFNSLLHA 0. 5429 140. 6 VB 4.00 Sequence
|Ab 375 PYLAFSAMLMAGLDG YLAFSAMLM 0. 5407 144.0 B 4.00 Sequence
I Ab 330 VPGYEAPI NLVYSQR PGYEAPI NL 0. 5334 155.8 VB 4.00 Sequence
IAb 307 GLLHHAPSLLAFTNP LLHHAPSLL 0. 5323 157. 7 B 4.00 Sequence
| Ab 80 DPFRAAKTLNI NFFV DPFRAAKTL 0.5273 166. 3 VB 4.00 Sequence
|Ab 122 G ADTAYFGAEAEFY TAYFGAEAE 0.5238 172.9 \B 4.00 Sequence
IAb 304 YIGGELHHAPSLLAF LLHHAPSLL 0.5169 186. 3 B 4.00 Sequence
| Ab 27 LPGA MHFTI PASAF  (HFTI PASA 0.5129 194.5 \B 4.00 Sequence
IAb 180 RHKGGYFPVAPNDQY GGYFPVAPN 0. 5025 217.6 \B 8. 00 Sequence
IAb 182 KGGYFPVAPNDQYVD GGYFPVAPN 0. 5022 218.3 VB 8. 00 Sequence
I Ab 181 HKGGYFPVAPNDQYV GGYFPVAPN 0. 5017 219.5 B 8. 00 Sequence
IAb 376 YLAFSAMLMAGLDGE YLAFSAMLM 0. 4983 227.9 \B 8. 00 Sequence
I|Ab 308 LLHHAPSLLAFTNPT LLHHAPSLL 0.4911 246. 2 B 8. 00 Sequence
I Ab 154 VDAl SGWANTGAATE SGWANTGAA 0.4910 246. 4 VB 8. 00 Sequence
IAb 75 ETARI DPFRAAKTLN | DPFRAAKT 0. 4899 249.5 B 8.00 Sequence
IAb 179 VRHKGGYFPVAPNDQ GGYFPVAPN 0. 4860 260. 3 \B 8.00 Sequence
IAb 370 DSSGNPYLAFSAMLM YLAFSAMLM 0. 4858 260. 9 \B 8.00 Sequence
IAb 223 GQAEI NYQFNSLLHA YQFNSLLHA 0. 4839 266. 2 VB 8. 00 Sequence
I Ab 32 (QHFTI PASAFDKSVF  CQHFTI PASA 0. 4793 279.7 \B 8. 00 Sequence
I Ab 302 RHYlI GGLLHHAPSLL RHYI GGLLH 0.4749 293. 4 \B 8. 00 Sequence
I Ab 303 HYlI GGLLHHAPSLLA LLHHAPSLL 0. 4736 297.5 B 8. 00 Sequence
IAb 121 Td ADTAYFGAEAEF TAYFGAEAE 0.4714 304.6 VB 8. 00 Sequence
IAb 301 ARHYI GGLLHHAPSL RHYI GGLLH 0. 4686 314.0 B 8.00 Sequence
IAb 241 MQALYKYI | KNTAWON  YKYI | KNTA 0. 4650 326. 4 \B 8.00 Sequence
I Ab 325 SYKRLVPGYEAPI NL PGYEAPI NL 0. 4556 361.7 \B 8.00 Sequence
IAb 300 TARHYI GGLLHHAPS RHYI GGLLH 0. 4533 370.5 B 8.00 Sequence
IAb 351 RIPITGSNPKAKRLE | TGSNPKAK 0. 4521 375.6 \B 8. 00 Sequence
I Ab 242 QLYKYI | KNTAWONG YKYI | KNTA 0. 4473 395.3 \B 8. 00 Sequence
| Ab 26 DLPAE MQHFTI PASA (HFTI PASA 0. 4417 420.0 VB 8. 00 Sequence
IAb 309 LHHAPSLLAFTNPTV LHHAPSLLA 0. 4400 427.8 VB 8. 00 Sequence
I Ab 299 DTARHYI GGLLHHAP RHYI GGLLH 0. 4396 429.7 B 8.00 Sequence
I Ab 153 EVDAI SGAMNTGAAT SGWANTGAA 0.4374 440. 1 VB 8. 00 Sequence
|Ab 183 GGYFPVAPNDQYVDL GGYFPVAPN 0. 4366 443.9 \B 8.00 Sequence
I Ab 352 | Pl TGSNPKAKRLEF | TGSNPKAK 0. 4355 449. 4 B 8.00 Sequence
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IAb 229 YQFNSLLHAADDMQL YQFNSLLHA 0. 4340 456. 7 W 16.00 Sequence
IAb 350 VRIPITGSNPKAKRL | TGSNPKAK 0.4318 467. 8 W 16.00 Sequence
IAb 178 KVRHKGGYFPVAPND GGYFPVAPN 0.4317 468. 3 W 16.00 Sequence
IAb 240 DMQLYKYI | KNTAWQ YKYI | KNTA 0. 4300 476.6 W 16.00 Sequence
IAb 49 GLAFDGSSI RGFQSI LAFDGSSI R 0. 4275 490.0 W 16.00 Sequence
IAb 402 KDLYELPPEEAASI P YELPPEEAA 0.4181 542. 4 16. 00 Sequence
|Ab 48 DGLAFDGSSI RGFQS LAFDGSSI R 0.4171 548. 3 16. 00 Sequence
IAb 250 NTAWONGKTVTFMPK TAWONGKTV 0. 4170 548. 9 16. 00 Sequence
IAb 74 PETARI DPFRAAKTL | DPFRAAKT 0.4144 564. 6 16. 00 Sequence
IAb 249 KNTAWNGKTVTFMP  TAWONGKTV 0.4136 569. 6 16. 00 Sequence
IAb 401 DKDLYELPPEEAASI LYELPPEEA 0. 4094 596. 0 16. 00 Sequence
IAb 362 KRLEFRSPDSSGNPY LEFRSPDSS 0. 4088 599. 7 16. 00 Sequence
IAb 363 RLEFRSPDSSGNPYL LEFRSPDSS 0. 4087 600. 8 16. 00 Sequence
IAb 298 SDTARHYI GGLLHHA RHYI GGLLH 0. 4082 603. 5 16. 00 Sequence
IAb 239 DDMQLYKYI | KNTAW YKYI | KNTA 0. 4072 610. 0 16. 00 Sequence
IAb 120 STG ADTAYFGAEAE TAYFGAEAE 0. 4072 610. 0 16. 00 Sequence
IAb 251 TAWONGKTVTEMPKP TAWONGKTV 0. 4061 617.7 16. 00 Sequence
IAb 247 11 KNTAWONGKTVTF  TAWONGKTV 0. 4054 622. 3 16. 00 Sequence
IAb 248 | KNTAWNGKTVTFM  TAWONGKTV 0. 4053 622.9 16. 00 Sequence
IAb 243 LYKYI | KNTAWONGK  YKYI | KNTA 0. 4050 625. 3 16. 00 Sequence
IAb 361 AKRLEFRSPDSSGNP LEFRSPDSS 0.4016 648. 3 16. 00 Sequence
IAb 177 YKVRHKGGYFPVAPN GGYFPVAPN 0.3981 673. 2 16. 00 Sequence
IAb 47 DDGLAFDGSSI RGFQ LAFDGSSI R 0. 3980 674.0 16. 00 Sequence
IAb 349 CVRI Pl TGSNPKAKR | TGSNPKAK 0. 3959 689. 6 16. 00 Sequence
IAb 404 LYELPPEEAASI PQT LYELPPEEA 0.3932 710.1 16. 00 Sequence
IAb 403 DLYELPPEEAASI PQ LYELPPEEA 0. 3856 771.2 16. 00 Sequence
IAb 278 QSLWKDGAPLMYDET \KDGAPLMY 0.3842 782.9 16. 00 Sequence
IAb 257 KTVTFMPKPLFGDNG TVTFMPKPL 0.3826 796. 1 16. 00 Sequence
IAb 256 GKTVTFMPKPLFGDN TVTFMPKPL 0. 3804 815. 6 16. 00 Sequence
IAb 400 VDKDLYELPPEEAAS YELPPEEAA 0. 3804 815. 8 16. 00 Sequence
IAb 331 PGYEAPI NLVYSQRN PGYEAPI NL 0.3799 819. 8 16. 00 Sequence
IAb 258 TVTFMPKPLFGDNGS TVTFMPKPL 0.3765 850. 4 16. 00 Sequence
IAb 360 KAKRLEFRSPDSSGN LEFRSPDSS 0. 3759 856. 3 16. 00 Sequence
IAb 277 HQSLWKDGAPLMYDE \AKDGAPLMY 0.3726 887.5 16. 00 Sequence
IAb 364 LEFRSPDSSGNPYLA LEFRSPDSS 0.3726 887. 8 16. 00 Sequence
IAb 255 NGKTVTFMPKPLFGD TVTFMPKPL 0.3717 895. 8 16. 00 Sequence
IAb 160 VWANTGAATEADGSPN WNTGAATEA 0.3708 904. 7 16. 00 Sequence
IAb 115 ENYLI STG ADTAYF YLI STG AD 0. 3704 908.5 16. 00 Sequence
IAb 353 Pl TGSNPKAKRLEFR | TGSNPKAK 0.3697 915. 8 16. 00 Sequence
IAb 409 PEEAASI PQTPTQLS EAASI PQTP 0. 3695 918.0 16. 00 Sequence
IAb 238 ADDMQLYKY! | KNTA YKYI | KNTA 0.3691 922.0 16. 00 Sequence
IAb 46 FDDGLAFDGSSI RGF LAFDGSSI R 0.3691 922.1 16. 00 Sequence
IAb 114 AENYLI STG ADTAY YLI STG AD 0.3675 937.7 16. 00 Sequence
IAb 161 WNTGAATEADGSPNR \NTGAATEA 0.3657 955. 9 16. 00 Sequence
IAb 408 PPEEAASI PQTPTQL EAASI PQTP 0. 3634 980. 2 16. 00 Sequence
IAb 348 ACVRI Pl TGSNPKAK | TGSNPKAK 0.3619 996. 2 16. 00 Sequence
IAb 116 NYLI STG ADTAYFG YLI STG AD 0. 3606 1010. 9 16. 00 Sequence
IAb 276 CHQSLWKDGAPLMYD \AKDGAPLMY 0. 3602 1015.0 16. 00 Sequence
IAb 279 SLWKDGAPLMYDETG SLVWKDGAPL 0. 3597 1019. 8 16. 00 Sequence
IAb 377 LAFSAMLMAGLDG K LAFSAMLMA 0. 3590 1028.3 16. 00 Sequence
IAb 246 Y11 KNTAWONGKTVT TAWONGKTV 0.3575 1044. 6 16. 00 Sequence
IAb 244  YKYI | KNTAWONGKT ~ YKYI | KNTA 0.3572 1048. 1 16. 00 Sequence
IAb 369 PDSSGNPYLAFSAM. NPYLAFSAM 0. 3546 1078. 4 16. 00 Sequence
IAb 399 PVDKDLYELPPEEAA LYELPPEEA 0. 3530 1096. 5 16. 00 Sequence
IAb 81 PFRAAKTLNINFFVH FRAAKTLNI 0. 3510 1120.8 16. 00 Sequence
IAb 411 EAASI PQTPTQLSDV S| PQTPTQL 0. 3498 1135. 2 16. 00 Sequence
IAb 410 EEAASI PQTPTQLSD EAASI PQTP 0.3487 1149.6 16. 00 Sequence
IAb 113 KAENYLI STG ADTA YLI STG AD 0.3461 1182. 2 16. 00 Sequence
IAb 405 YELPPEEAASI PQTP YELPPEEAA 0.3457 1187.6 32.00 Sequence
IAb 275 HCHQSLWKDGAPLMY SLVKDGAPL 0. 3436 1214.6 32.00 Sequence
IAb 254 QNGKTVTFMPKPLFG TVTFMPKPL 0.3432 1220. 3 32.00 Sequence
IAb 407 LPPEEAASI PQTPTQ EAASI PQTP 0.3371 1303.1 32.00 Sequence
IAb 50 LAFDGSSI RGFQSIH LAFDGSSI R 0. 3365 1311.5 32.00 Sequence
IAb 324 NSYKRLVPGYEAPIN VPGYEAPI N 0. 3340 1347.0 32.00 Sequence
IAb 245 KYI | KNTAWONGKTV  TAWONGKTV 0.3330 1361.8 32.00 Sequence
IAb 317 AFTNPTVNSYKRLVP AFTNPTVNS 0. 3240 1500. 8 32.00 Sequence
IAb 406 ELPPEEAASI PQTPT EAASI PQTP 0.3163 1632. 2 32.00 Sequence
IAb 291 ETGYAGLSDTARHYI YAGLSDTAR 0.3112 1723.9 32.00 Sequence
IAb 152 YEVDAI SGWANTGAA SGWANTGAA 0.3108 1731.2 32.00 Sequence
IAb 359 PKAKRLEFRSPDSSG LEFRSPDSS 0.3071 1803. 1 32.00 Sequence
IAb 184 GYFPVAPNDQYVDLR YFPVAPNDQ 0. 3052 1839. 4 32.00 Sequence
IAb 412 AASI PQTPTQLSDVI S| PQTPTQL 0. 3051 1842.5 32.00 Sequence
IAb 117 YLI STG ADTAYFGA YLI STG AD 0. 3037 1870. 9 32.00 Sequence
IAb 347 SACVRI Pl TGSNPKA | PI TGSNPK 0.2995 1957.3 32.00 Sequence
IAb 112 RKAENYLI STG ADT YLI STG AD 0. 2959 2033.8 32.00 Sequence
IAb 290 DETGYAGLSDTARHY YAGLSDTAR 0.2937 2084. 9 32.00 Sequence
IAb 292 TGYAGLSDTARHYI G TGYAGLSDT 0. 2900 2169. 7 32.00 Sequence
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|Ab 297 LSDTARHYI GGLLHH RHYI GGLLH 0.2899 2171.5 32.00 Sequence
| Ab 253 WONGKTVTFMPKPLF  TVTFMPKPL 0.2896 2179. 4 32.00 Sequence
IAb 57 |RGFQSIHESDM.LL RGFQSI HES 0.2843 2306. 9 32.00 Sequence
|Ab 354 | TGSNPKAKRLEFRS | TGSNPKAK 0.2842 2309. 8 32.00 Sequence
IAb 56 SIRGFQSI HESDMLL RGFQSI HES 0.2833 2333.0 32.00 Sequence
IAb 67 DM.LLPDPETARI DP LLLPDPETA 0. 2830 2339.6 32.00 Sequence
|Ab 413 ASI PQTPTQLSDVID Sl PQTPTQL 0. 2830 2340. 8 32.00 Sequence
IAb 73 DPETARI DPFRAAKT | DPFRAAKT 0.2818 2369. 8 32.00 Sequence
|Ab 289 YDETGYAGLSDTARH TGYAGLSDT 0.2763 2516. 3 32.00 Sequence
|Ab 358 NPKAKRLEFRSPDSS LEFRSPDSS 0.2760 2523.6 32.00 Sequence
IAb 111 ARKAENYLI STG AD YLI STG AD 0.2750 2552.5 32.00 Sequence
IAb 337 | NLVYSQRNRSACVR | NLVYSQRN 0.2747 2559.5 32.00 Sequence
IAb 55 SSIRGFQSIHESDML RGFQSI HES 0.2744 2566. 8 32.00 Sequence
IAb 66 SDMLLLPDPETARID LLLPDPETA 0.2735 2593. 6 32.00 Sequence
|Ab 414 SIPQIPTQLSDVIDR S| PQTPTQL 0.2714 2652. 7 32.00 Sequence
IAb 33 HFTI PASAFDKSVFD FTI PASAFD 0.2713 2654.0 32.00 Sequence
IAb 336 PINLVYSQRNRSACV | NLVYSQRN 0.2704 2681. 3 32.00 Sequence
IAb 68 M.LLPDPETARI DPF LLLPDPETA 0. 2682 2745.8 32.00 Sequence
|Ab 45 VFDDGLAFDGSSI RG LAFDGSSI R 0. 2675 2766. 3 32.00 Sequence
|Ab 368 SPDSSGNPYLAFSAM NPYLAFSAM 0. 2670 2783.0 32.00 Sequence
IAb 91 NFFVHDPFTLEPYSR FFVHDPFTL 0. 2659 2816. 3 32.00 Sequence
|Ab 252 AWONGKTVTFMPKPL TVTFMPKPL 0.2647 2852.5 32.00 Sequence
| Ab 323 VNSYKRLVPGYEAPI YKRLVPGYE 0.2641 2872.1 32.00 Sequence
|Ab 44 SVFDDGLAFDGSSIR SVFDDGLAF 0. 2590 3032.0 32.00 Sequence
|Ab 43 KSVFDDGLAFDGSSI SVFDDGLAF 0. 2584 3053. 8 32.00 Sequence
IAb 90 | NFFVHDPFTLEPYS FFVHDPFTL 0. 2569 3104. 2 32.00 Sequence
IAb 82 FRAAKTLNI NFFVHD FRAAKTLNI 0. 2566 3114.9 32.00 Sequence
IAb 65 ESDMLLLPDPETARI LLLPDPETA 0. 2564 3120.0 32.00 Sequence
|Ab 398 APVDKDLYELPPEEA LYELPPEEA 0. 2560 3133.6 32.00 Sequence
IAb 335 API NLVYSQRNRSAC | NLVYSQRN 0.2531 3231.9 32.00 Sequence
|Ab 288 MYDETGYAGLSDTAR TGYAGLSDT 0.2516 3284.9 32.00 Sequence
IAb 54 GSSIRGFQSI HESDM RGFQSI HES 0.2514 3292.5 32.00 Sequence
|Ab 185 YFPVAPNDQYVDLRD YFPVAPNDQ 0. 2494 3364. 7 32.00 Sequence
|Ab 134 EFYI FDSVSFDSRAN Yl FDSVSFD 0.2481 3414. 3 32. 00 Sequence
|Ab 259 VTFMPKPLFGDNGSG VTFMPKPLF 0. 2459 3497.0 32.00 Sequence
|Ab 133 AEFYI FDSVSFDSRA Yl FDSVSFD 0.2443 3557.0 32.00 Sequence
IAb 25 CDLPG MQHFTI PAS | MQHFTI PA 0.2436 3583. 2 50. 00 Sequence
IAb 89 N NFFVHDPFTLEPY FFVHDPFTL 0.2429 3610. 8 50. 00 Sequence
|Ab 334 EAPINLVYSQRNRSA | NLVYSQRN 0. 2406 3702.0 50. 00 Sequence
IAb 332 GYEAPI NLVYSQRNR | NLVYSQRN 0.2395 3747.3 50. 00 Sequence
|Ab 222 GGQAEI NYQFNSLLH | NYQFNSLL 0.2387 3778.1 50. 00 Sequence
IAb 135 FYI FDSVSFDSRANG Yl FDSVSFD 0.2381 3802.5 50. 00 Sequence
|Ab 293 GYAGLSDTARHYI GG YAGLSDTAR 0.2353 3919. 3 50. 00 Sequence
IAb 92 FFVHDPFTLEPYSRD FFVHDPFTL 0. 2350 3934.9 50. 00 Sequence
|Ab 296 GLSDTARHYI GGLLH RHYI GGLLH 0.2336 3993. 8 50. 00 Sequence
|Ab 176 GYKVRHKGGYFPVAP KGGYFPVAP 0.2323 4047. 6 50. 00 Sequence
|Ab 64 HESDMLLLPDPETAR LLLPDPETA 0. 2307 4118. 3 50. 00 Sequence
|Ab 132 EAEFYI FDSVSFDSR Yl FDSVSFD 0.2301 4147.9 50. 00 Sequence
IAb 391 KNKI EPQAPVDKDLY KNKI EPQAP 0.2291 4193.5 50. 00 Sequence
IAb 346 RSACVRI PI TGSNPK | Pl TGSNPK 0.2287 4210. 4 50. 00 Sequence
|Ab 42 DKSVFDDGLAFDGSS SVFDDGLAF 0. 2250 4381.8 50. 00 Sequence
|Ab 216 HHEVGSGGQAEI NYQ EVGSGGQAE 0.2243 4417.8 50. 00 Sequence
IAb 52 FDGSS|I RGFQSI HES FDGSSI RGF 0.2219 4532.0 50. 00 Sequence
I Ab 390 | KNKI EPQAPVDKDL KNKI EPQAP 0.2212 4568. 5 50. 00 Sequence
|Ab 136 Yl FDSVSFDSRANGS Yl FDSVSFD 0.2201 4622. 7 50. 00 Sequence
|Ab 280 LWKDGAPLMYDETGY WKDGAPLMY 0.2186 4694. 2 50. 00 Sequence
|Ab 215 GHHEVGSGGQAE!I NY EVGSGGQAE 0.2183 4710. 3 50. 00 Sequence
IAb 69 LLLPDPETARI DPFR LLLPDPETA 0.2180 4727.3 50. 00 Sequence
IAb 88 LN NFFVHDPFTLEP FFVHDPFTL 0.2174 4755. 6 50. 00 Sequence
|Ab 274 NMHCHQSLWKDGAPLM SLWKDGAPL 0.2174 4760. 1 50. 00 Sequence
IAb 41 FDKSVFDDGLAFDGS SVFDDGLAF 0.2169 4782.0 50. 00 Sequence
IAb 333 YEAPI NLVYSQRNRS | NLVYSQRN 0.2166 4799. 2 50. 00 Sequence
|Ab 217 HEVGSGGQAEI NYQF EVGSGGQAE 0.2162 4818. 1 50. 00 Sequence
|Ab 389 G KNKI EPQAPVDKD KNKI EPQAP 0.2153 4869. 4 50. 00 Sequence
|Ab 287 LMYDETGYAGLSDTA TGYAGLSDT 0.2144 4914. 6 50. 00 Sequence
IAb 51 AFDGSSI RGFQSI HE SSI RGFGSI 0.2118 5054. 7 50. 00 Sequence
|Ab 131 AEAEFYI FDSVSFDS Yl FDSVSFD 0.2110 5096. 4 50. 00 Sequence
|Ab 459 | EPVNI RPHPYEFAL | EPVNI RPH 0.2106 5122.8 50. 00 Sequence
IAb 34 FTI PASAFDKSVFDD FTI PASAFD 0. 2065 5351. 7 50. 00 Sequence
IAb 58 RGFQSIHESDMLLLP RGFQSI HES 0.2061 5378. 2 50. 00 Sequence
|Ab 214 KGHHEVGSGGQAEIN EVGSGGQAE 0.2030 5560. 4 50. 00 Sequence
|Ab 388 DG KNKI EPQAPVDK KNKI EPQAP 0.2014 5660. 0 50. 00 Sequence
|Ab 318 FTNPTVNSYKRLVPG FTNPTVNSY 0.2012 5671. 2 50. 00 Sequence
|Ab 322 TVNSYKRLVPGYEAP YKRLVPGYE 0. 2005 5710. 3 50. 00 Sequence
| Ab 127 AYFGAEAEFYI FDSV AYFGAEAEF 0. 2003 5724.0 50. 00 Sequence
|Ab 458 EI EPVNI RPHPYEFA | EPVNI RPH 0.2003 5726. 1 50. 00 Sequence
|Ab 218 EVGSGGQAEI NYQFN EVGSGGQAE 0.1999 5749. 1 50. 00 Sequence
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IAb 237 AADDMQLYKY! | KNT  QLYKYI | KN 0.1997 5765. 2 50. 00 Sequence
IAb 63 |HESDMLLLPDPETA LLLPDPETA 0.1996 5767.6 50. 00 Sequence
IAb 53 DGSSI RGFQSI HESD RGFQSI HES 0.1989 5811. 7 50. 00 Sequence
IAb 110 | ARKAENYLISTGI A ENYLI STG 0.1979 5877.5 50. 00 Sequence
IAb 40 AFDKSVFDDGLAFDG SVFDDGLAF 0.1946 6088. 8 50. 00 Sequence
IAb 392 NKI EPQAPVDKDLYE | EPQAPVDK 0.1941 6121. 9 50. 00 Sequence
IAb 321 PTVNSYKRLVPGYEA YKRLVPGYE 0.1935 6163. 7 50. 00 Sequence
IAb 140 SVSFDSRANGSFYEV SVSFDSRAN 0.1911 6327. 4 50. 00 Sequence
IAb 130 GAEAEFYI FDSVSFD Yl FDSVSFD 0.1908 6348. 1 50. 00 Sequence
IAb 367 RSPDSSGNPYLAFSA GNPYLAFSA 0.1870 6610. 4 50. 00 Sequence
IAb 294 YAGLSDTARHYI GGL YAGLSDTAR 0.1867 6632. 4 50. 00 Sequence
IAb 366 FRSPDSSGNPYLAFS FRSPDSSGN 0. 1859 6690. 7 50. 00 Sequence
IAb 213 EKGHHEVGSGGQAEI EVGSGGQAE 0. 1853 6736. 4 50. 00 Sequence
IAb 139 DSVSFDSRANGSFYE SVSFDSRAN 0.1843 6803. 5 50. 00 Sequence
IAb 339 LVYSQRNRSACVRI P LVYSQRNRS 0. 1840 6826. 5 50. 00 Sequence
IAb 463 N RPHPYEFALYYDV HPYEFALYY 0.1836 6861. 1 50. 00 Sequence
IAb 281 WKDGAPLMYDETGYA \KDGAPLMY 0.1815 7016. 5 50. 00 Sequence
IAb 365 EFRSPDSSGNPYLAF FRSPDSSGN 0.1797 7150.5 50. 00 Sequence
IAb 457 NEI EPVNI RPHPYEF | EPVNI RPH 0.1794 7177.5 50. 00 Sequence
IAb 99 TLEPYSRDPRNI ARK EPYSRDPRN 0.1792 7194. 8 50. 00 Sequence
IAb 138 FDSVSFDSRANGSFY SVSFDSRAN 0.1787 7229. 4 50. 00 Sequence
IAb 387 LDG KNKI EPQAPVD  KNKI EPQAP 0.1785 7251. 1 50. 00 Sequence
IAb 456 ENEI EPVNI RPHPYE | EPVNI RPH 0.1779 7295. 7 50. 00 Sequence
IAb 345 NRSACVRI PI TGSNP RI Pl TGSNP 0.1778 7299. 6 50. 00 Sequence
IAb 100 LEPYSRDPRNI ARKA EPYSRDPRN 0.1773 7341.6 50. 00 Sequence
IAb 320 NPTVNSYKRLVPGYE YKRLVPGYE 0.1753 7503. 3 50. 00 Sequence
IAb 260 TFMPKPLFGDNGSGM FMPKPLFGD 0.1748 7546. 2 50. 00 Sequence
IAb 87 TLNI NFFVHDPFTLE FFVHDPFTL 0.1746 7558. 5 50. 00 Sequence
IAb 98 FTLEPYSRDPRNI AR LEPYSRDPR 0.1740 7605. 9 50. 00 Sequence
IAb 151 FYEVDAI SGWANTGA | SGANNTGA 0.1736 7641.3 50. 00 Sequence
IAb 97 PFTLEPYSRDPRNI A LEPYSRDPR 0.1727 7717.1 50. 00 Sequence
IAb 137 | FDSVSFDSRANGSF SVSFDSRAN 0.1723 7749. 6 50. 00 Sequence
IAb 340 VYSQRNRSACVRI Pl SQRNRSACV 0.1708 7880. 2 50. 00 Sequence
IAb 286 PLMYDETGYAGLSDT TGYAGLSDT 0. 1704 7911.3 50. 00 Sequence
IAb 162 NTGAATEADGSPNRG NTGAATEAD 0. 1700 7945. 6 50. 00 Sequence
IAb 338 NLVYSQRNRSACVRI  LVYSQRNRS 0.1694 8001. 9 50. 00 Sequence
IAb 378 AFSAM.MAGLDG KN SAM.MAGLD 0.1693 8003. 9 50. 00 Sequence
IAb 462 VN RPHPYEFALYYD HPYEFALYY 0.1673 8183. 7 50. 00 Sequence
IAb 461 PVNI RPHPYEFALYY | RPHPYEFA 0.1662 8280. 3 50. 00 Sequence
IAb 393 K EPQAPVDKDLYEL | EPQAPVDK 0.1661 8285. 7 50. 00 Sequence
IAb 273 GVHCHQSLWKDGAPL SLVKDGAPL 0.1648 8405. 1 50. 00 Sequence
I Ab 455 RENEI EPVNI RPHPY | EPVNI RPH 0.1646 8420. 2 50. 00 Sequence
IAb 285 APLMYDETGYAGLSD APLMYDETG 0.1578 9066. 2 50. 00 Sequence
IAb 341 YSQRNRSACVRI PIT SQRNRSACV 0.1576 9086. 4 50. 00 Sequence
IAb 93 FVHDPFTLEPYSRDP FVHDPFTLE 0.1576 9090. 9 50. 00 Sequence
| Ab 6 DDVFKLAKDEKVEYV DVFKLAKDE 0.1573 9116. 0 50. 00 Sequence
| Ab 7 DVFKLAKDEKVEYVD FKLAKDEKV 0. 1552 9321. 6 50. 00 Sequence
IAb 284 GAPLMYDETGYAGLS LMYDETGYA 0.1548 9368. 5 50. 00 Sequence
IAb 119 |STG ADTAYFGAEA DTAYFGAEA 0.1544 9406. 5 50. 00 Sequence
IAb 96 DPFTLEPYSRDPRNI PFTLEPYSR 0.1535 9502. 7 50. 00 Sequence
| Ab 447 | ETW SFKRENEI EP ETW SFKRE 0. 1529 9560. 0 50. 00 Sequence
IAb 86 KTLNI NFFVHDPFTL FFVHDPFTL 0. 1506 9798. 2 50. 00 Sequence
IAb 435 YLTEGGVFTNDLI ET LTEGGVFTN 0. 1497 9901. 4 50. 00 Sequence
IAb 386 GLDG KNKI EPQAPV KNKI EPQAP 0.1484 10038. 6 50. 00 Sequence
IAb 109 N ARKAENYLI STG ENYLI STG 0.1484 10040. 0 50. 00 Sequence
IAb 379 FSAMLMAGLDG KNK SAM.MAGLD 0.1476 10119.8 50. 00 Sequence
| Ab 5 PDDVFKLAKDEKVEY FKLAKDEKV 0. 1470 10191.5 50. 00 Sequence
IAb 342 SQRNRSACVRI PI TG SQRNRSACV 0. 1470 10196. 0 50. 00 Sequence
IAb 230 QFNSLLHAADDMQLY SLLHAADDM 0. 1454 10370. 4 50. 00 Sequence
IAb 212 LEKGHHEVGSGGQAE EVGSGGQAE 0. 1453 10378. 7 50. 00 Sequence
IAb 39 SAFDKSVFDDGLAFD SVFDDGLAF 0. 1447 10444. 2 50. 00 Sequence
IAb 72 PDPETARI DPFRAAK TARI DPFRA 0.1444 10477. 7 50. 00 Sequence
IAb 149 GSFYEVDAI SGAWANT GSFYEVDAI 0.1438 10553. 4 50. 00 Sequence
IAb 380 SAMLMAGLDG KNKI ~SAM.MAGLD 0.1436 10568. 2 50. 00 Sequence
IAb 221 SGGQAEI NYQFNSLL | NYQFNSLL 0.1436 10573. 2 50. 00 Sequence
IAb 460 EPVNI RPHPYEFALY PVNI RPHPY 0.1436 10574. 5 50. 00 Sequence
IAb 446 LI ETW SFKRENEI E ETW SFKRE 0.1431 10627. 7 50. 00 Sequence
IAb 436 LTEGGVFTNDLI ETW LTEGGVFTN 0.1421 10740. 5 50. 00 Sequence
IAb 434 EYLTEGGVFTNDLIE LTEGGVFTN 0.1419 10764. 5 50. 00 Sequence
IAb 20 VDVRFCDLPG MQHF RFCDLPG M 0. 1408 10893. 0 50. 00 Sequence
IAb 145 SRANGSFYEVDAI SG GSFYEVDAI 0. 1399 11000. 0 50. 00 Sequence
IAb 453 FKRENEI EPVNI RPH | EPVNI RPH 0.1396 11036. 7 50. 00 Sequence
IAb 343 QRNRSACVRI PI TGS RNRSACVRI 0.1393 11076. 0 50. 00 Sequence
IAb 433 HEYLTEGGVFTNDLI LTEGGVFTN 0.1392 11093. 8 50. 00 Sequence
IAb 283 DGAPLMYDETGYAGL LMYDETGYA 0.1388 11136.5 50. 00 Sequence
| Ab 448 ETW SFKRENEI EPV ETW SFKRE 0.1382 11205. 5 50. 00 Sequence
IAb 4 TPDDVFKLAKDEKVE FKLAKDEKV 0. 1370 11361. 3 50. 00 Sequence
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IAb 148 NGSFYEVDAI SGAMWN GSFYEVDAI 0.1362 11455. 8 50. 00 Sequence
|Ab 445 DLI ETW SFKRENEI ~ETW SFKRE 0.1361 11469. 6 50. 00 Sequence
IAb 439 GGVFTNDLI ETW SF GVFTNDLI E 0. 1356 11531.9 50. 00 Sequence
IAb 21 DVRFCDLPG MQHFT RFCDLPG M 0.1353 11560. 5 50. 00 Sequence
IAb 261 FMPKPLFGDNGSGMH FMPKPLFGD 0.1353 11569. 1 50. 00 Sequence
IAb 108 RN ARKAENYLI STG RNl ARKAEN 0. 1350 11598. 1 50. 00 Sequence
IAb 165 AATEADGSPNRGYKV ATEADGSPN 0.1348 11623. 4 50. 00 Sequence
IAb 147 ANGSFYEVDAI SGMW GSFYEVDAI 0.1344 11676. 1 50. 00 Sequence
IAb 19 YVDVRFCDLPG MH RFCDLPG M 0. 1340 11731. 8 50. 00 Sequence
IAb 166 ATEADGSPNRGYKVR ATEADGSPN 0.1338 11753. 8 50. 00 Sequence
IAb 118 LI STG ADTAYFGAE | STG ADTA 0.1332 11833.0 50. 00 Sequence
IAb 94 VHDPFTLEPYSRDPR PFTLEPYSR 0.1331 11845. 6 50. 00 Sequence
IAb 264 KPLFGDNGSGVHCHQ FGDNGSGVH 0.1326 11906. 7 50. 00 Sequence
IAb 197 LRDKMLTNLINSGFI DKM.TNLI N 0.1321 11973. 1 50. 00 Sequence
IAb 71 LPDPETARI DPFRAA TARI DPFRA 0. 1320 11989. 7 50. 00 Sequence
IAb 385 AGLDG KNKI EPQAP  KNKI EPQAP 0.1319 12000. 6 50. 00 Sequence
IAb 128 YFGAEAEFYI FDSVS YFGAEAEFY 0.1318 12008. 3 50. 00 Sequence
IAb 35 TIPASAFDKSVFDDG Tl PASAFDK 0.1316 12040. 2 50. 00 Sequence
IAb 231 FNSLLHAADDMQLYK SLLHAADDM 0.1315 12050. 7 50. 00 Sequence
| Ab 454 KRENEI EPVNI RPHP | EPVNI RPH 0.1311 12106. 8 50. 00 Sequence
IAb 444 NDLI ETW SFKRENE ETW SFKRE 0. 1310 12121. 6 50. 00 Sequence
IAb 198 RDKM.TNLINSGFIL DKM.TNLIN 0. 1309 12134. 6 50. 00 Sequence
IAb 38 ASAFDKSVFDDGLAF SVFDDGLAF 0.1303 12206. 0 50. 00 Sequence
IAb 146 RANGSFYEVDAI SGW GSFYEVDAI 0.1302 12219. 6 50. 00 Sequence
IAb 394 |EPQAPVDKDLYELP | EPQAPVDK 0.1301 12238. 1 50. 00 Sequence
IAb 150 SFYEVDAI SGMANTG SFYEVDAI S 0.1301 12238. 4 50. 00 Sequence
IAb 344 RNRSACVRIPI TGSN RNRSACVRI 0.1297 12291. 7 50. 00 Sequence
IAb 438 EGGVFTNDLIETWS GVFTNDLIE 0.1288 12403. 3 50. 00 Sequence
IAb 164 GAATEADGSPNRGYK ATEADGSPN 0.1285 12449.5 50. 00 Sequence
IAb 263 PKPLFGDNGSGVHCH FGDNGSGVH 0.1271 12637.8 50. 00 Sequence
IAb 199 DKM.TNLINSGFILE DKM.TNLI N 0.1270 12646. 9 50. 00 Sequence
IAb 95 HDPFTLEPYSRDPRN PFTLEPYSR 0.1269 12664. 2 50. 00 Sequence
IAb 282 KDGAPLMYDETGYAG LMYDETGYA 0. 1260 12791. 0 50. 00 Sequence
IAb 163 TGAATEADGSPNRGY ATEADGSPN 0.1257 12835. 8 50. 00 Sequence
I Ab 3 KTPDDVFKLAKDEKV DVFKLAKDE 0.1248 12956. 5 50. 00 Sequence
IAb 397 QAPVDKDLYELPPEE DLYELPPEE 0.1247 12973.0 50. 00 Sequence
IAb 196 DLRDKMLTNLI NSGF DKM.TNLI N 0.1242 13041. 3 50. 00 Sequence
IAb 204 NLINSGFI LEKGHHE NLI NSGFI L 0.1232 13184. 3 50. 00 Sequence
IAb 437 TEGGVFTNDLI ETW GVFTNDLI E 0.1225 13285. 8 50. 00 Sequence
IAb 22 VRFCDLPG MQHFTI RFCDLPG M 0.1223 13309. 3 50. 00 Sequence
IAb 24 FCDLPG MQHFTI PA | MQHFTI PA 0. 1209 13517. 8 50. 00 Sequence
IAb 144 DSRANGSFYEVDAI S SRANGSFYE 0.1203 13609. 7 50. 00 Sequence
IAb 200 KM.TNLINSGFILEK KM.TNLINS 0. 1200 13647. 3 50. 00 Sequence
IAb 205 LINSGFI LEKGHHEV FI LEKGHHE 0.1182 13919. 8 50. 00 Sequence
IAb 262 MPKPLFGDNGSGVHC FGDNGSGVH 0.1175 14020. 0 50. 00 Sequence
IAb 440 GVFTNDLI ETW SFK GVFTNDLI E 0.1173 14049. 3 50. 00 Sequence
IAb 432 DHEYLTEGGVFTNDL YLTEGGVFT 0.1168 14125.5 50. 00 Sequence
| Ab 8 VFKLAKDEKVEYVDV FKLAKDEKV 0.1163 14198. 9 50. 00 Sequence
IAb 206 | NSGFI LEKGHHEVG FI LEKGHHE 0.1162 14216. 0 50. 00 Sequence
IAb 203 TNLINSGFI LEKGHH TNLI NSGFI 0.1162 14226. 4 50. 00 Sequence
IAb 232 NSLLHAADDMQLYKY SLLHAADDM 0.1151 14391. 6 50. 00 Sequence
IAb 319 TNPTVNSYKRLVPGY NPTVNSYKR 0.1144 14506. 2 50. 00 Sequence
IAb 83 RAAKTLNI NFFVHDP RAAKTLNI N 0.1140 14567. 1 50. 00 Sequence
IAb 18 EYVDVRFCDLPG MQ VRFCDLPG 0.1136 14629. 5 50. 00 Sequence
IAb 129 FGAEAEFYI FDSVSF EFYI FDSVS 0.1134 14652. 0 50. 00 Sequence
IAb 102 PYSRDPRNI ARKAEN PYSRDPRNI 0.1133 14679. 1 50. 00 Sequence
IAb 381 AM.MAGLDG KNKIE AM.MAGLDG 0.1127 14765. 3 50. 00 Sequence
IAb 384 MAGLDG KNKI EPQA  MAGLDG KN 0.1121 14873. 7 50. 00 Sequence
IAb 101 EPYSRDPRNI ARKAE EPYSRDPRN 0.1104 15147.5 50. 00 Sequence
IAb 236 HAADDMQLYKYI I KN QLYKYI | KN 0.1098 15240. 3 50. 00 Sequence
IAb 195 VDLRDKMLTNLI NSG DKM.TNLI N 0.1097 15255. 0 50. 00 Sequence
IAb 59 GFQSIHESDMLLLPD FQSI HESDM 0.1091 15356. 0 50. 00 Sequence
IAb 70 LLPDPETARI DPFRA TARI DPFRA 0.1084 15480. 8 50. 00 Sequence
IAb 415 |PQTPTQLSDVIDRL |PQTPTQLS 0. 1080 15534. 7 50. 00 Sequence
IAb 202 LTNLINSGFI LEKGH NLI NSGFIL 0.1078 15581. 8 50. 00 Sequence
IAb 207 NSGFI LEKGHHEVGS FI LEKGHHE 0. 1070 15701. 8 50. 00 Sequence
IAb 431 ADHEYLTEGGVFTND YLTEGGVFT 0. 1068 15735. 8 50. 00 Sequence
IAb 450 W SFKRENEI EPVNI | SFKRENEI 0. 1057 15938. 4 50. 00 Sequence
IAb 430 EADHEYLTEGGVFTN YLTEGGVFT 0. 1050 16056. 2 50. 00 Sequence
IAb 143 FDSRANGSFYEVDAI  SRANGSFYE 0.1046 16124. 0 50. 00 Sequence
IAb 201 M.TNLINSGFILEKG NLI NSGFIL 0.1042 16198. 1 50. 00 Sequence
IAb 103 YSRDPRNI ARKAENY YSRDPRNI A 0. 1040 16224. 1 50. 00 Sequence
IAb 382 M.MAGLDG KNKIEP  M.MAGLDGI 0.1039 16251.5 50. 00 Sequence
IAb 107 PRNI ARKAENYLI ST RNl ARKAEN 0.1037 16284. 0 50. 00 Sequence
IAb 62 SIHESDMLLLPDPET DM.LLPDPE 0.1028 16448. 5 50. 00 Sequence
IAb 208 SGFI LEKGHHEVGSG FI LEKGHHE 0.1027 16450. 3 50. 00 Sequence
IAb 37 PASAFDKSVFDDGLA PASAFDKSV 0.1027 16454. 8 50. 00 Sequence
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| Ab 357 SNPKAKRLEFRSPDS RLEFRSPDS 0.1027 16465. 8 50. 00 Sequence
IAb 105 RDPRNI ARKAENYLI RNl ARKAEN 0.1024 16504. 5 50. 00 Sequence
IAb 219 VGSGGQAEI NYQFNS GSGGQAEI N 0. 1008 16804. 7 50. 00 Sequence
IAb 17 VEYVDVRFCDLPG M VRFCDLPG 0. 0999 16958. 5 50. 00 Sequence
IAb 175 RGYKVRHKGGYFPVA HKGGYFPVA 0. 0995 17031.5 50. 00 Sequence
|Ab 233 SLLHAADDMOLYKYl SLLHAADDM 0. 0993 17066. 4 50. 00 Sequence
IAb 449 TW SFKRENEI EPVN | SFKRENE 0. 0981 17307.0 50. 00 Sequence
|Ab 265 PLFGDNGSGVHCHQS FGDNGSGWH 0. 0980 17308. 9 50. 00 Sequence
IAb 451 | SFKRENEI EPVNI R | SFKRENE 0.0979 17343.0 50. 00 Sequence
IAb 383 LMAGLDG KNKI EPQ MAGLDG KN 0.0978 17346. 6 50. 00 Sequence
IAb 85 AKTLNI NFFVHDPFT LN NFFVHD 0. 0975 17414. 6 50. 00 Sequence
|Ab 104 SRDPRNI ARKAENYL RNI ARKAEN 0. 0965 17601. 2 50. 00 Sequence
IAb 266 LFGDNGSGVHCHQSL FGDNGSGWH 0. 0965 17609. 8 50. 00 Sequence
IAb 9 FKLAKDEKVEYVDVR FKLAKDEKV 0. 0962 17659. 6 50. 00 Sequence
| Ab 209 GFI LEKGHHEVGSGG FI LEKGHHE 0. 0957 17744.3 50. 00 Sequence
IAb 106 DPRNI ARKAENYLIS RNI ARKAEN 0. 0952 17849. 0 50. 00 Sequence
IAb 23 RFCDLPG MOHFTIP RFCDLPG M 0. 0952 17852. 7 50. 00 Sequence
| Ab 443 TNDLI ETW SFKREN ETW SFKRE 0. 0921 18462. 0 50. 00 Sequence
|Ab 142 SFDSRANGSFYEVDA SRANGSFYE 0. 0920 18479. 2 50. 00 Sequence
IAb 211 | LEKGHHEVGSGGQA HEVGSGGQA 0.0911 18649. 4 50. 00 Sequence
IAb 452 SFKRENEI EPVNI RP FKRENEI EP 0. 0905 18780. 2 50. 00 Sequence
IAb 295 AGLSDTARHYI GGLL ARHYI GGLL 0. 0899 18898. 6 50. 00 Sequence
| Ab 220 GSGGQAEI NYQFNSL GSGGQAEI N 0. 0896 18960. 6 50. 00 Sequence
IAb 60 FQSIHESDMLLLPDP FQSI HESDM 0. 0874 19426. 8 50. 00 Sequence
| Ab 272 SGVHCHQSLWKDGAP QSLVKDGAP 0. 0870 19502. 0 50. 00 Sequence
IAb 210 FI LEKGHHEVGSGGQ FI LEKGHHE 0. 0864 19630. 7 50. 00 Sequence
IAb 36 | PASAFDKSVFDDGL PASAFDKSV 0. 0856 19800. 3 50. 00 Sequence
|Ab 186 FPVAPNDQYVDLRDK FPVAPNDQY 0. 0851 19904. 7 50. 00 Sequence
| Ab 442 FTNDLI ETW SFKRE ETW SFKRE 0.0836 20233.5 50. 00 Sequence
IAb 141 VSFDSRANGSFYEVD SRANGSFYE 0. 0835 20267. 4 50. 00 Sequence
|Ab 167 TEADGSPNRGYKVRH EADGSPNRG 0. 0800 21032. 4 50. 00 Sequence
IAb 174 NRGYKVRHKGGYFPV RHKGGYFPV 0.0787 21339. 3 50. 00 Sequence
IAb 61 QS| HESDM.LLPDPE DM.LLPDPE 0.0779 21526. 0 50. 00 Sequence
IAb 441 VFTNDLI ETW SFKR NDLI ETW S 0.0777 21564. 9 50. 00 Sequence
IAb 16 KVEYVDVRFCDLPG VRFCDLPG 0.0758 22009. 0 50. 00 Sequence
IAb 194 YVDLRDKMLTNLINS DKM.TNLI N 0.0751 22179. 2 50. 00 Sequence
| Ab 267 FGDNGSGVHCHQSLW FGDNGSGWH 0. 0750 22209. 4 50. 00 Sequence
| Ab 429 LEADHEYLTEGGVFT YLTEGGVFT 0.0749 22232.5 50. 00 Sequence
IAb 84 AAKTLNI NFFVHDPF LN NFFVHD 0.0725 22810. 3 50. 00 Sequence
IAb 355 TGSNPKAKRLEFRSP SNPKAKRLE 0. 0703 23372.9 50. 00 Sequence
|Ab 234 LLHAADDMQLYKY!| LLHAADDMQ 0. 0690 23709. 6 50. 00 Sequence
|Ab 168 EADGSPNRGYKVRHK EADGSPNRG 0. 0666 24310.5 50. 00 Sequence
IAb 271 GSGVHCHQSLWKDGA SGVHCHQSL 0. 0649 24785. 9 50. 00 Sequence
IAb 396 PQAPVDKDLYELPPE KDLYELPPE 0. 0643 24927.9 50. 00 Sequence
IAb 356 GSNPKAKRLEFRSPD SNPKAKRLE 0.0641 24997. 6 50. 00 Sequence
IAb 173 PNRGYKVRHKGGYFP VRHKGGYFP 0. 0634 25189. 8 50. 00 Sequence
| Ab 269 DNGSGVHCHQSLWKD DNGSGVHCH 0.0618 25620. 5 50. 00 Sequence
|Ab 268 GDNGSGVHCHQSLWK DNGSGVHCH 0. 0589 26424.6 50. 00 Sequence
|Ab 187 PVAPNDQYVDLRDKM PVAPNDQYV 0. 0583 26605. 9 50. 00 Sequence
| Ab 235 LHAADDMQLYKY! | K LHAADDMQL 0. 0581 26669. 3 50. 00 Sequence
IAb 2 EKTPDDVFKLAKDEK DVFKLAKDE 0.0571 26960. 6 50. 00 Sequence
IAb 193 QYVDLRDKMLTNLIN DKM.TNLI N 0. 0565 27126. 2 50. 00 Sequence
|Ab 270 NGSGVHCHQSLVKDG SGVHCHQSL 0. 0554 27445.0 50. 00 Sequence
IAb 171 GSPNRGYKVRHKGGY GSPNRGYKV 0. 0527 28256. 8 50. 00 Sequence
IAb 172 SPNRGYKVRHKGGYF NRGYKVRHK 0. 0523 28403. 9 50. 00 Sequence
IAb 169 ADGSPNRGYKVRHKG GSPNRGYKV 0. 0493 29344. 8 50. 00 Sequence
IAb 170 DGSPNRGYKVRHKGG GSPNRGYKV 0. 0480 29730. 2 50. 00 Sequence
|Ab 192 DQYVDLRDKMLTNLI  YVDLRDKM. 0.0471 30024. 4 50. 00 Sequence
|Ab 188 VAPNDQYVDLRDKM. YVDLRDKM. 0. 0464 30265. 5 50. 00 Sequence
|Ab 428 RLEADHEYLTEGGVF HEYLTEGGV 0. 0448 30791. 6 50. 00 Sequence
IAb 15 EKVEYVDVRFCDLPG VEYVDVRFC 0. 0444 30936. 2 50. 00 Sequence
IAb 191 NDQYVDLRDKMLTNL  YVDLRDKM. 0. 0435 31225. 8 50. 00 Sequence
|Ab 416 PQTPTQLSDVI DRLE QTPTQLSDV 0. 0432 31322. 2 50. 00 Sequence
|Ab 427 DRLEADHEYLTEGGY HEYLTEGGV 0.0417 31835. 4 50. 00 Sequence
| Ab 1 TEKTPDDVFKLAKDE DVFKLAKDE 0. 0402 32355. 6 50. 00 Sequence
IAb 14 DEKVEYVDVRFCDLP VEYVDVRFC 0. 0391 32757. 2 50. 00 Sequence
IAb 426 | DRLEADHEYLTEGG | DRLEADHE 0. 0374 33355. 1 50. 00 Sequence
|Ab 417 QTPTQLSDVI DRLEA QTPTQLSDV 0. 0359 33892. 8 50. 00 Sequence
|Ab 190 PNDQYVDLRDKM.TN  YVDLRDKM. 0. 0351 34208. 6 50. 00 Sequence
|Ab 424 DVI DRLEADHEYLTE | DRLEADHE 0. 0345 34432.1 50. 00 Sequence
|Ab 395 EPQAPVDKDLYELPP EPQAPVDKD 0. 0337 34709. 7 50. 00 Sequence
IAb 11 LAKDEKVEYVDVRFC VEYVDVRFC 0.0335 34787.1 50. 00 Sequence
IAb 425 VI DRLEADHEYLTEG | DRLEADHE 0.0334 34848.5 50. 00 Sequence
|Ab 423 SDVI DRLEADHEYLT | DRLEADHE 0. 0331 34949. 3 50. 00 Sequence
IAb 13 KDEKVEYVDVRFCDL VEYVDVRFC 0. 0325 35167. 4 50. 00 Sequence
IAb 189 APNDQYVDLRDKMLT DQYVDLRDK 0. 0324 35221. 1 50. 00 Sequence
|Ab 418 TPTQLSDVI DRLEAD TPTQLSDVI 0.0316 35527. 7 50. 00 Sequence
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I Ab 12 AKDEKVEYVDVRFCD VEYVDVRFC 0. 0315 35560. 0 50. 00 Sequence
IAb 422 LSDVI DRLEADHEYL | DRLEADHE 0.0314 35592. 7 50. 00 Sequence
IAb 419 PTQLSDVI DRLEADH PTQLSDVI D 0. 0312 35687. 2 50. 00 Sequence
| Ab 0 VTEKTPDDVFKLAKD VTEKTPDDV 0. 0307 35886. 2 50. 00 Sequence
IAb 420 TQ.SDVI DRLEADHE | DRLEADHE 0. 0285 36728. 4 50. 00 Sequence
I Ab 10 KLAKDEKVEYVDVRF KLAKDEKVE 0. 0259 37798. 4 50. 00 Sequence
IAb 421 Q.SDVI DRLEADHEY DVI DRLEAD 0. 0248 38225.7 50. 00 Sequence

Allele: | Ab. Nunmber of high binders 10. Nunmber of weak binders 67. Nunber of peptides 464

Allele pos pepti de core 1-1og50k(aff) affinity(nM Bind Level %Random ldentity
IAd 342 SQRNRSACVRI PI TG RNRSACVRI 0. 3780 836.8 4.00 Sequence
IAd 343 QRNRSACVRI PI TGS RSACVRI PI 0.3769 847.1 4.00 Sequence
IAd 341 YSQRNRSACVRIPIT RSACVRI PI 0. 3655 958. 3 4.00 Sequence
I Ad 73 DPETARI DPFRAAKT TARI DPFRA 0. 3620 995. 2 4.00 Sequence
IAd 378 AFSAMLMAGLDG KN FSAMLVAGL 0. 3493 1142. 2 8. 00 Sequence
I Ad 74 PETARI DPFRAAKTL TARI DPFRA 0.3478 1160. 5 8. 00 Sequence
I Ad 26 DLPGA MHFTI PASA | MQHFTI PA 0.3474 1165. 3 8. 00 Sequence
IAd 340 VYSQRNRSACVRI Pl RSACVRI PI 0. 3418 1238. 3 8. 00 Sequence
I Ad 28 PG MHFTI PASAFD | MQHFTI PA 0. 3399 1264. 4 8. 00 Sequence
I Ad 27 LPG MHFTI PASAF | MQHFTI PA 0. 3367 1308. 4 8. 00 Sequence
IAd 344 RNRSACVRI PI TGSN RSACVRI PI 0. 3366 1309.9 8. 00 Sequence
I Ad 30 | MHFTI PASAFDKS MXHFTI PAS 0.3334 1356. 6 8. 00 Sequence
IAd 379 FSAMLMAGLDG KNK FSAMLVAGL 0. 3164 1630. 4 8. 00 Sequence
I Ad 29 G MHFTI PASAFDK | MQHFTI PA 0. 3143 1666. 8 8. 00 Sequence
I Ad 25 CDLPA MHFTI PAS | MQHFTI PA 0. 3142 1669. 2 8. 00 Sequence
IAd 406 ELPPEEAASI PQTPT PEEAASI PQ 0. 2944 2068. 9 16. 00 Sequence
I Ad 72 PDPETARI DPFRAAK TARI DPFRA 0. 2927 2106.0 16. 00 Sequence
I Ad 75 ETARI DPFRAAKTLN TARI DPFRA 0. 2921 2121.1 16. 00 Sequence
| Ad 404 LYELPPEEAASI PQT PEEAASI PQ 0.2918 2127.6 16. 00 Sequence
IAd 233 SLLHAADDMQLYKYl LHAADDMQL 0. 2915 2133.0 16. 00 Sequence
IAd 232 NSLLHAADDMQLYKY LHAADDMQL 0. 2889 2194.9 16. 00 Sequence
IAd 235 LHAADDMQLYKYI | K LHAADDMQL 0.2888 2196.4 16. 00 Sequence
IAd 234 LLHAADDMQLYKYI| LHAADDMQL 0.2874 2230. 2 16. 00 Sequence
IAd 376 YLAFSAMLMAGLDG  FSAMLVAGL 0. 2859 2267.1 16. 00 Sequence
IAd 407 LPPEEAASI PQTPTQ PEEAASI PQ 0. 2835 2327.7 16. 00 Sequence
IAd 377 LAFSAMLMAGLDG K FSAMLVAGL 0. 2795 2428.9 16. 00 Sequence
I Ad 405 YELPPEEAASI PQTP PEEAASI PQ 0.2790 24441 16. 00 Sequence
I Ad 71 LPDPETARI DPFRAA TARI DPFRA 0. 2755 2537.2 16. 00 Sequence
IAd 409 PEEAASI PQTPTQLS PEEAASI PQ 0. 2715 2650. 7 16. 00 Sequence
IAd 345 NRSACVRI Pl TGSNP RSACVRI PI 0.2710 2663. 4 16. 00 Sequence
IAd 149 GSFYEVDAI SGWANT FYEVDAI SG 0. 2695 2706. 6 16. 00 Sequence
IAd 309 LHHAPSLLAFTNPTV LHHAPSLLA 0. 2688 2729.7 16. 00 Sequence
I Ad 76 TARI DPFRAAKTLNI  TARI DPFRA 0.2674 2770. 4 16. 00 Sequence
IAd 408 PPEEAASI PQTPTQL PEEAASI PQ 0. 2652 2837.6 16. 00 Sequence
IAd 307 GLLHHAPSLLAFTNP LHHAPSLLA 0. 2635 2889.5 16. 00 Sequence
IAd 375 PYLAFSAMLMAGLDG FSAMLVAGL 0. 2634 2891.4 16. 00 Sequence
IAd 308 LLHHAPSLLAFTNPT LHHAPSLLA 0. 2632 2898.0 16. 00 Sequence
IAd 148 NGSFYEVDAI SGWMN FYEVDAI SG 0. 2628 2909.7 16. 00 Sequence
IAd 146 RANGSFYEVDAI SGWV FYEVDAI SG 0. 2615 2951. 4 16. 00 Sequence
IAd 306 GGLLHHAPSLLAFTN LHHAPSLLA 0. 2611 2964.7 16. 00 Sequence
IAd 112 RKAENYLI STA ADT RKAENYLI S 0. 2564 3118.4 16. 00 Sequence
IAd 346 RSACVRI PI TGSNPK RSACVRI PI 0. 2564 3120.9 16. 00 Sequence
I Ad 147 ANGSFYEVDAI SGMWV FYEVDAI SG 0. 2494 3367.2 16. 00 Sequence
IAd 305 |GGLLHHAPSLLAFT LHHAPSLLA 0. 2485 3399.0 16. 00 Sequence
IAd 230 QFNSLLHAADDMQLY LHAADDMQL 0. 2481 3414.2 16. 00 Sequence
IAd 111 ARKAENYLI STA AD RKAENYLI S 0.2474 3438.9 16. 00 Sequence
IAd 110 | ARKAENYLI STG A RKAENYLI S 0. 2473 3444. 1 16. 00 Sequence
IAd 339 LVYSQRNRSACVRI P NRSACVRI P 0. 2468 3461.5 16. 00 Sequence
IAd 145 SRANGSFYEVDAI SG FYEVDAI SG 0. 2378 3816.7 32.00 Sequence
I Ad 31 MHFTI PASAFDKSY  MMHFTI PAS 0. 2353 3921.5 32.00 Sequence
IAd 158 SGWANTGAATEADGS WNTGAATEA 0. 2335 3998.9 32.00 Sequence
IAd 109 N ARKAENYLI ST RKAENYLI S 0. 2330 4018. 9 32.00 Sequence
IAd 374 NPYLAFSAMLMAGLD FSAMLMVAGL 0. 2329 4025. 3 32.00 Sequence
IAd 108 RN ARKAENYLI STG ARKAENYLI 0. 2308 4114.9 32.00 Sequence
IAd 373 GNPYLAFSAMLMAGL FSAMLMVAGL 0. 2282 4232. 4 32.00 Sequence
IAd 231 FNSLLHAADDMQLYK LHAADDMQL 0. 2282 4234.9 32.00 Sequence
IAd 229 YQFNSLLHAADDMQL QFNSLLHAA 0.2263 4321. 4 32.00 Sequence
IAd 304 YIGGE.LHHAPSLLAF LHHAPSLLA 0.2243 4416.7 32.00 Sequence
IAd 113 KAENYLI STG ADTA | STA ADTA 0.2234 4460. 3 32.00 Sequence
IAd 380 SAMLMAGLDG KNKI MAGLDA KN 0.2224 4509. 8 32.00 Sequence
IAd 157 | SGWANTGAATEADG WNTGAATEA 0. 2204 4604. 1 32.00 Sequence
I Ad 403 DLYELPPEEAASI PQ PEEAASI PQ 0. 2203 4608. 5 32.00 Sequence
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IAd 415 |PQTPTQLSDVIDRL TQLSDVI DR 0.2189 4683. 5 32.00 Sequence
IAd 251 TAWONGKTVTFMPKP GKTVTFMPK 0.2119 5050. 5 32.00 Sequence
IAd 156 Al SGMNTGAATEAD WNTGAATEA 0.2116 5063. 5 32.00 Sequence
IAd 24 FCDLPG MQHFTI PA | MQHFTI PA 0.2104 5132. 7 32.00 Sequence
IAd 275 HCHQSLWKDGAPLMY \AKDGAPLMY 0.2101 5146. 3 32.00 Sequence
IAd 114 AENYLI STG ADTAY | STG ADTA 0. 2064 5360. 7 32.00 Sequence
IAd 381 AM.MAGLDG KNKIE MAGLDG KN 0. 2054 5415.5 32.00 Sequence
IAd 236 HAADDMQLYKYI | KN ADDMQLYKY 0. 2050 5440. 3 32.00 Sequence
IAd 303 HYl GGLLHHAPSLLA LHHAPSLLA 0. 2040 5499. 1 32.00 Sequence
IAd 155 DAl SOMWANTGAATEA WNTGAATEA 0.2038 5514. 2 32.00 Sequence
IAd 70 LLPDPETARI DPFRA TARI DPFRA 0. 2030 5560. 2 32.00 Sequence
IAd 77 AR DPFRAAKTLNIN FRAAKTLNI 0.2024 5595. 9 32.00 Sequence
IAd 238 ADDMQLYKYI | KNTA YKYI | KNTA 0. 1990 5805. 1 32.00 Sequence
IAd 417 QTPTQLSDVIDRLEA TQLSDVI DR 0.1967 5952. 8 32.00 Sequence
IAd 150 SFYEVDAI SGAWNTG FYEVDAI SG 0.1951 6054. 4 32.00 Sequence
IAd 243 LYKYI | KNTAWONGK  YKYI | KNTA 0.1942 6116. 1 32.00 Sequence
IAd 416 PQTPTQLSDVI DRLE TQLSDVI DR 0.1931 6188. 4 32.00 Sequence
IAd 237 AADDMQLYKYI! | KNT ~ADDMQLYKY 0.1922 6247. 8 32.00 Sequence
IAd 276 CHQSLWKDGAPLMYD \KDGAPLMY 0.1896 6426. 3 32.00 Sequence
IAd 299 DTARHYI GGLLHHAP RHYI GGLLH 0.1877 6562. 8 32.00 Sequence
IAd 431 ADHEYLTEGGVFTND YLTEGGVFT 0. 1875 6578. 8 32.00 Sequence
IAd 242 QLYKYI | KNTAWDNG YKYI | KNTA 0.1864 6651. 4 32.00 Sequence
IAd 300 TARHYI GGLLHHAPS RHYI GGLLH 0.1858 6694. 6 32.00 Sequence
IAd 382 M.MAGLDG KNKI EP  MAGLDG KN 0. 1855 6721.1 32.00 Sequence
IAd 414 SIPQTPTQLSDVI DR QTPTQLSDV 0.1845 6791. 0 32.00 Sequence
IAd 298 SDTARHYI GGLLHHA RHYI GGLLH 0.1835 6862. 7 32.00 Sequence
IAd 430 EADHEYLTEGGVFTN YLTEGGVFT 0. 1830 6904. 1 32.00 Sequence
IAd 159 GWANTGAATEADGSP \NTGAATEA 0.1818 6992. 4 32.00 Sequence
IAd 107 PRNI ARKAENYLI ST ARKAENYLI 0.1812 7040. 0 32.00 Sequence
IAd 324 NSYKRLVPGYEAPIN KRLVPGYEA 0. 1803 7105. 1 32.00 Sequence
IAd 442 FTNDLI ETW SFKRE | ETW SFKR 0.1796 7159. 5 32.00 Sequence
IAd 252 AWONGKTVTEMPKPL GKTVTFMPK 0.1795 7170. 2 32.00 Sequence
IAd 321 PTVNSYKRLVPGYEA KRLVPGYEA 0.1780 7286. 7 50. 00 Sequence
IAd 244  YKYI | KNTAWONGKT  YKYI | KNTA 0.1770 7365. 7 50. 00 Sequence
IAd 161 WNTGAATEADGSPNR WNTGAATEA 0.1766 7398. 8 50. 00 Sequence
IAd 310 HHAPSLLAFTNPTVN APSLLAFTN 0.1756 7476.5 50. 00 Sequence
IAd 338 NLVYSQRNRSACVRI  RNRSACVRI 0.1753 7500. 5 50. 00 Sequence
IAd 432 DHEYLTEGGVFTNDL YLTEGGVFT 0.1745 7564. 4 50. 00 Sequence
IAd 372 SGNPYLAFSAMLMAG LAFSAMLMA 0.1740 7610. 9 50. 00 Sequence
IAd 250 NTAWONGKTVTFMPK GKTVTFMPK 0.1733 7665. 0 50. 00 Sequence
IAd 160 VWANTGAATEADGSPN WNTGAATEA 0.1728 7709. 2 50. 00 Sequence
IAd 323 VNSYKRLVPGYEAPI  KRLVPGYEA 0.1728 7710.5 50. 00 Sequence
IAd 447 | ETW SFKRENEI EP | ETW SFKR 0.1715 7818. 4 50. 00 Sequence
IAd 441 VFTNDLI ETW SFKR | ETW SFKR 0.1705 7900. 7 50. 00 Sequence
IAd 322 TVNSYKRLVPGYEAP KRLVPGYEA 0.1705 7903. 3 50. 00 Sequence
IAd 151 FYEVDAI SGWWWTGA FYEVDAI SG 0.1681 8110.5 50. 00 Sequence
IAd 391 KNKI EPQAPVDKDLY | EPQAPVDK 0.1675 8167. 4 50. 00 Sequence
IAd 384 MAGLDG KNKI EPQA  MAGLDG KN 0.1674 8171.7 50. 00 Sequence
IAd 443 TNDLI ETW SFKREN | ETW SFKR 0.1674 8176. 1 50. 00 Sequence
IAd 410 EEAASI PQTPTQLSD EEAASI PQT 0.1670 8205. 4 50. 00 Sequence
IAd 253 WONGKTVTFMPKPLF  GKTVTFMPK 0.1662 8279. 4 50. 00 Sequence
IAd 297 LSDTARHYI GGLLHH RHYI GGLLH 0. 1659 8310. 3 50. 00 Sequence
IAd 175 RGYKVRHKGGYFPVA VRHKGGYFP 0.1653 8358. 0 50. 00 Sequence
IAd 446 LI ETW SFKRENEI E | ETW SFKR 0.1648 8402. 4 50. 00 Sequence
IAd 411 EAASI PQTPTQLSDV AASI PQTPT 0.1648 8402. 5 50. 00 Sequence
IAd 144 DSRANGSFYEVDAI S RANGSFYEV 0. 1645 8430. 1 50. 00 Sequence
IAd 392 NKI EPQAPVDKDLYE | EPQAPVDK 0. 1645 8432.0 50. 00 Sequence
IAd 177 YKVRHKGGYFPVAPN RHKGGYFPV 0.1642 8458. 6 50. 00 Sequence
IAd 433 HEYLTEGGVFTNDLI YLTEGGVFT 0. 1640 8478. 6 50. 00 Sequence
IAd 448 ETW SFKRENEI EPV KRENEI EPV 0. 1640 8479. 6 50. 00 Sequence
IAd 371 SSGNPYLAFSAMLMA LAFSAM.MA 0.1639 8487.3 50. 00 Sequence
IAd 176 GYKVRHKGGYFPVAP RHKGGYFPV 0.1637 8505. 3 50. 00 Sequence
IAd 325 SYKRLVPGYEAPI NL KRLVPGYEA 0.1632 8556. 3 50. 00 Sequence
IAd 389 G KNKI EPQAPVDKD | EPQAPVDK 0.1614 8721.5 50. 00 Sequence
IAd 247 11 KNTAWONGKTVTF | KNTAWONG 0.1613 8728.3 50. 00 Sequence
IAd 106 DPRNI ARKAENYLIS ARKAENYLI 0. 1605 8804. 2 50. 00 Sequence
IAd 32 QHFTI PASAFDKSVF | PASAFDKS 0. 1589 8955. 6 50. 00 Sequence
IAd 277 HQSLWKDGAPLMYDE \AKDGAPLMY 0. 1583 9020. 0 50. 00 Sequence
IAd 453 FKRENEI EPVNI RPH KRENEI EPV 0. 1582 9025. 6 50. 00 Sequence
IAd 278 QSLVKDGAPLMYDET \KDGAPLMY 0.1578 9068. 1 50. 00 Sequence
IAd 79 | DPFRAAKTLNI NFF FRAAKTLNI 0.1577 9072. 1 50. 00 Sequence
IAd 452 SFKRENEI EPVNI RP KRENEI EPV 0. 1575 9092. 8 50. 00 Sequence
IAd 296 GLSDTARHYI GGLLH RHYI GGLLH 0. 1560 9247.6 50. 00 Sequence
IAd 383 LMAGLDG KNKI EPQ MAGLDG KN 0. 1557 9279. 3 50. 00 Sequence
IAd 450 W SFKRENEI EPVNI KRENEI EPV 0. 1540 9452. 3 50. 00 Sequence
IAd 393 K EPQAPVDKDLYEL | EPQAPVDK 0. 1536 9491. 8 50. 00 Sequence
IAd 241 MQLYKY! | KNTAWQN  YKYI | KNTA 0. 1535 9498. 6 50. 00 Sequence
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IAd 127 AYFGAEAEFYI FDSV FGAEAEFYI 0.1125 14795. 0 50. 00 Sequence
IAd 130 GAEAEFYI FDSVSFD GAEAEFYI F 0.1125 14804. 0 50. 00 Sequence
IAd 249 KNTAWNGKTVTFMP  \WONGKTVTF 0.1125 14809. 9 50. 00 Sequence
IAd 120 STG ADTAYFGAEAE | ADTAYFGA 0.1121 14873.5 50. 00 Sequence
IAd 192 DQYVDLRDKMLTNLI  VDLRDKM.T 0.1113 15001. 8 50. 00 Sequence
IAd 189 APNDQYVDLRDKMLT DQYVDLRDK 0.1105 15120. 6 50. 00 Sequence
IAd 131 AEAEFYI FDSVSFDS AEFYI FDSV 0.1105 15129. 4 50. 00 Sequence
IAd 280 LVKDGAPLMYDETGY WKDGAPLMY 0.1101 15193. 8 50. 00 Sequence
IAd 320 NPTVNSYKRLVPGYE NPTVNSYKR 0. 1100 15216. 5 50. 00 Sequence
IAd 421 QLSDVI DRLEADHEY QLSDVI DRL 0. 1094 15299. 5 50. 00 Sequence
IAd 331 PGYEAPI NLVYSQRN EAPI NLVYS 0.1086 15446. 2 50. 00 Sequence
IAd 418 TPTQLSDVI DRLEAD QLSDVI DRL 0.1084 15476. 1 50. 00 Sequence
IAd 355 TGSNPKAKRLEFRSP KAKRLEFRS 0.1083 15491. 2 50. 00 Sequence
IAd 356 GSNPKAKRLEFRSPD AKRLEFRSP 0. 1080 15540. 1 50. 00 Sequence
IAd 398 APVDKDLYELPPEEA LYELPPEEA 0.1078 15572. 9 50. 00 Sequence
IAd 301 ARHYI GGLLHHAPSL RHYI GGLLH 0. 1068 15747. 2 50. 00 Sequence
IAd 327 KRLVPGYEAPI NLVY KRLVPGYEA 0. 1058 15919. 8 50. 00 Sequence
IAd 53 DGSSI RGFQSI HESD RGFQSI HES 0.1057 15934. 6 50. 00 Sequence
IAd 142 SFDSRANGSFYEVDA RANGSFYEV 0. 1051 16032. 5 50. 00 Sequence
IAd 35 TIPASAFDKSVFDDG | PASAFDKS 0. 1049 16063. 9 50. 00 Sequence
IAd 228 NYQFNSLLHAADDMD YGQFNSLLHA 0.1047 16103. 4 50. 00 Sequence
IAd 128 YFGAEAEFYI FDSVS FGAEAEFYI 0.1042 16199. 7 50. 00 Sequence
IAd 227 | NYQFNSLLHAADDM QFNSLLHAA 0. 1036 16298. 7 50. 00 Sequence
IAd 223 GQAEI NYQFNSLLHA YQFNSLLHA 0. 1036 16307. 5 50. 00 Sequence
IAd 319 TNPTVNSYKRLVPGY NPTVNSYKR 0.1031 16395. 2 50. 00 Sequence
IAd 358 NPKAKRLEFRSPDSS AKRLEFRSP 0.1029 16417. 2 50. 00 Sequence
IAd 3 KTPDDVFKLAKDEKY FKLAKDEKV 0.1025 16489. 2 50. 00 Sequence
IAd 332 GYEAPI NLVYSQRNR APl NLVYSQ 0.1025 16494. 9 50. 00 Sequence
IAd 133 AEFYI FDSVSFDSRA AEFY! FDSV 0.1025 16496. 1 50. 00 Sequence
IAd 395 EPQAPVDKDLYELPP EPQAPVDKD 0.1024 16509. 9 50. 00 Sequence
IAd 34 FTI PASAFDKSVFDD | PASAFDKS 0.1019 16598. 5 50. 00 Sequence
IAd 397 QAPVDKDLYELPPEE KDLYELPPE 0.1018 16625. 7 50. 00 Sequence
IAd 357 SNPKAKRLEFRSPDS AKRLEFRSP 0.1017 16642. 2 50. 00 Sequence
IAd 190 PNDQYVDLRDKM.TN VDLRDKM.T 0.1015 16674. 1 50. 00 Sequence
IAd 123 | ADTAYFGAEAEFYl | ADTAYFGA 0.1013 16703. 9 50. 00 Sequence
IAd 59 GFQSIHESDMLLLPD | HESDMLLL 0.1012 16735. 2 50. 00 Sequence
IAd 36 | PASAFDKSVFDDGL | PASAFDKS 0. 1008 16798. 4 50. 00 Sequence
IAd 348 ACVRI Pl TGSNPKAK ACVRI Pl TG 0. 1005 16850. 4 50. 00 Sequence
IAd 334 EAPI NLVYSQRNRSA  VYSQRNRSA 0. 1005 16851. 9 50. 00 Sequence
IAd 419 PTQLSDVI DRLEADH TQLSDVI DR 0. 1000 16951. 2 50. 00 Sequence
IAd 12 AKDEKVEYVDVRFCD VEYVDVRFC 0. 0995 17030. 8 50. 00 Sequence
IAd 121 TG ADTAYFGAEAEF | ADTAYFGA 0. 0995 17042. 2 50. 00 Sequence
IAd 4 TPDDVFKLAKDEKVE FKLAKDEKV 0. 0990 17139. 1 50. 00 Sequence
IAd 292 TGYAGLSDTARHYI G YAGLSDTAR 0. 0989 17156. 2 50. 00 Sequence
IAd 359 PKAKRLEFRSPDSSG AKRLEFRSP 0. 0981 17289. 6 50. 00 Sequence
IAd 83 RAAKTLNI NFFVHDP RAAKTLNI N 0.0977 17371.9 50. 00 Sequence
IAd 191 NDQYVDLRDKMLTNL VDLRDKM.T 0.0977 17372.5 50. 00 Sequence
IAd 396 PQAPVDKDLYELPPE KDLYELPPE 0.0973 17442.2 50. 00 Sequence
IAd 272 SGVHCHQSLWKDGAP NMHCHQSLVK 0.0973 17442. 9 50. 00 Sequence
IAd 10 KLAKDEKVEYVDVRF AKDEKVEYV 0.0973 17445. 0 50. 00 Sequence
IAd 423 SDVI DRLEADHEYLT SDVI DRLEA 0. 0972 17468. 4 50. 00 Sequence
IAd 291 ETGYAGLSDTARHYl YAGLSDTAR 0.0971 17484. 5 50. 00 Sequence
IAd 422 LSDVI DRLEADHEYL SDVI DRLEA 0. 0965 17600. 7 50. 00 Sequence
IAd 221 SGGQAEI NYQFNSLL GGQAEI NYQ 0. 0964 17613. 6 50. 00 Sequence
IAd 22 VRFCDLPG MQHFTI VRFCDLPG 0. 0958 17732.5 50. 00 Sequence
IAd 54 GSSI RGFQSI HESDM RGFQSI HES 0.0947 17943. 3 50. 00 Sequence
IAd 290 DETGYAGLSDTARHY YAGLSDTAR 0. 0941 18064. 3 50. 00 Sequence
IAd 116 NYLI STG ADTAYFG | STG ADTA 0. 0937 18136. 9 50. 00 Sequence
IAd 330 VPGYEAPI NLVYSQR EAPI NLVYS 0. 0936 18161. 7 50. 00 Sequence
IAd 126 TAYFGAEAEFYI FDS EAEFYI FDS 0. 0936 18162. 7 50. 00 Sequence
IAd 23 RFCDLPG MQHFTIP FCDLPG MQ 0.0913 18629. 0 50. 00 Sequence
IAd 222 GGQAEI NYQFNSLLH GQAEI NYQF 0. 0898 18919. 4 50. 00 Sequence
IAd 293 GYAGLSDTARHYI GG YAGLSDTAR 0. 0893 19028. 5 50. 00 Sequence
IAd 198 RDKM.TNLINSGFIL RDKM.TNLI 0. 0887 19144.5 50. 00 Sequence
IAd 289 YDETGYAGLSDTARH YAGLSDTAR 0. 0883 19224.0 50. 00 Sequence
IAd 337 | NLVYSQRNRSACVR QRNRSACVR 0. 0882 19252. 1 50. 00 Sequence
IAd 135 FYI FDSVSFDSRANG FDSVSFDSR 0. 0881 19283. 0 50. 00 Sequence
IAd 329 LVPGYEAPI NLVYSQ EAPI NLVYS 0. 0875 19394. 9 50. 00 Sequence
IAd 134 EFYI FDSVSFDSRAN FDSVSFDSR 0. 0867 19572. 4 50. 00 Sequence
IAd 55 SSIRGFQSIHESDM. | RGFQSI HE 0. 0867 19578. 1 50. 00 Sequence
IAd 220 GSGGQAEI NYQFNSL GQAEI NYQF 0. 0864 19623. 5 50. 00 Sequence
IAd 16 KVEYVDVRFCDLPG VEYVDVRFC 0. 0864 19638. 8 50. 00 Sequence
IAd 213 EKGHHEVGSGGQAEI HEVGSGGQA 0. 0860 19708. 2 50. 00 Sequence
IAd 21 DVRFCDLPG MQHFT VRFCDLPG 0. 0859 19749. 6 50. 00 Sequence
IAd 219 VGSGGQAEI NYQFNS GGQAEI NYQ 0. 0858 19756. 7 50. 00 Sequence
IAd 50 LAFDGSSI RGFQSIH GSSI RGFQS 0. 0855 19820. 9 50. 00 Sequence
IAd 218 EVGSGGQAEI NYQFN GQAEI NYQF 0. 0850 19928. 4 50. 00 Sequence
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IAd 302 RHYI GALLHHAPSLL RHYI GGLLH 0. 0849 19944. 2 50. 00 Sequence
I Ad 37 PASAFDKSVFDDGLA PASAFDKSV 0. 0849 19961. 9 50. 00 Sequence
IAd 122 G ADTAYFGAEAEFY | ADTAYFGA 0. 0848 19982. 8 50. 00 Sequence
IAd 217 HEVGSGGQAEI NYQF HEVGSGGQA 0. 0847 19986. 9 50. 00 Sequence
IAd 424 DVI DRLEADHEYLTE | DRLEADHE 0. 0845 20049. 3 50. 00 Sequence
IAd 105 RDPRNI ARKAENYLI ~ ARKAENYLI 0. 0836 20229.1 50. 00 Sequence
IAd 312 APSLLAFTNPTVNSY APSLLAFTN 0. 0833 20310.9 50. 00 Sequence
I Ad 69 LLLPDPETARI DPFR PETARI DPF 0.0828 20422. 2 50. 00 Sequence
I Ad 49 CGLAFDGSSI RGFQSI  GSSI RGFQS 0. 0826 20449. 2 50. 00 Sequence
IAd 318 FTNPTVNSYKRLVPG NPTVNSYKR 0. 0825 20477. 3 50. 00 Sequence
IAd 214 KGHHEVGSGGQAEI N KCGHHEVGSG 0. 0818 20644.1 50. 00 Sequence
IAd 181 HKGGYFPVAPNDQYV HKGGYFPVA 0. 0806 20905. 3 50. 00 Sequence
IAd 369 PDSSGNPYLAFSAML GNPYLAFSA 0. 0802 20983. 9 50. 00 Sequence
I Ad 15 EKVEYVDVRFCDLPG VEYVDVRFC 0. 0802 20993. 9 50. 00 Sequence
I Ad 91 NFFVHDPFTLEPYSR HDPFTLEPY 0.0802 20999. 8 50. 00 Sequence
I Ad 92 FFVHDPFTLEPYSRD HDPFTLEPY 0. 0800 21034.0 50. 00 Sequence
I Ad 20 VDVRFCDLPGA MOHF VRFCDLPG 0.0797 21117. 4 50. 00 Sequence
I Ad 94 VHDPFTLEPYSRDPR PFTLEPYSR 0. 0796 21125.2 50. 00 Sequence
I Ad 95 HDPFTLEPYSRDPRN PFTLEPYSR 0.0796 21134.3 50. 00 Sequence
IAd 101 EPYSRDPRNI ARKAE DPRNI ARKA 0.0793 21199. 6 50. 00 Sequence
IAd 455 RENElI EPVNI RPHPY | EPVNI RPH 0.0793 21207.6 50. 00 Sequence
IAd 328 RLVPGYEAPI NLVYS EAPI NLVYS 0.0788 21309. 8 50. 00 Sequence
I Ad 48 DGLAFDGSSI RGFQS GSSI RGFQS 0.0786 21370. 2 50. 00 Sequence
IAd 333 YEAPI NLVYSORNRS EAPI NLVYS 0.0784 21410.3 50. 00 Sequence
I Ad 64 HESDMLLLPDPETAR SDM.LLPDP 0.0782 21449.7 50. 00 Sequence
I Ad 13 KDEKVEYVDVRFCDL VEYVDVRFC 0.0778 21555.1 50. 00 Sequence
I Ad 456 ENEI EPVNI RPHPYE | EPVNI RPH 0.0777 21570. 3 50. 00 Sequence
I Ad 45 VFDDGLAFDGSSI RG AFDGSSI RG 0.0776 21602. 3 50. 00 Sequence
I Ad 93 FVHDPFTLEPYSRDP PFTLEPYSR 0.0774 21639.5 50. 00 Sequence
IAd 368 SPDSSGNPYLAFSAM GNPYLAFSA 0.0771 21716. 2 50. 00 Sequence
IAd 186 FPVAPNDQYVDLRDK DQYVDLRDK 0.0766 21831.1 50. 00 Sequence
I Ad 56 SI RGFQSI HESDMLL RGFQSI HES 0.0761 21942. 2 50. 00 Sequence
IAd 212 LEKGHHEVGSGGQAE HEVGSGCQA 0.0761 21952.9 50. 00 Sequence
IAd 271 GSGVHCHQSLWKDGA MHCHQSLWK 0.0761 21953.3 50. 00 Sequence
I Ad 14 DEKVEYVDVRFCDLP VEYVDVRFC 0.0759 21983. 3 50. 00 Sequence
IAd 136 YI FDSVSFDSRANGS FDSVSFDSR 0. 0757 22034. 2 50. 00 Sequence
IAd 137 | FDSVSFDSRANGSF FDSVSFDSR 0. 0757 22036. 6 50. 00 Sequence
I Ad 46 FDDGLAFDGSSI RGF  LAFDGSSI R 0. 0755 22102.1 50. 00 Sequence
I Ad 124 ADTAYFGAEAEFYIF GAEAEFYI F 0.0752 22173.0 50. 00 Sequence
IAd 102 PYSRDPRNI ARKAEN DPRNI ARKA 0.0751 22181.1 50. 00 Sequence
IAd 188 VAPNDQYVDLRDKM. DQYVDLRDK 0.0748 22255.9 50. 00 Sequence
|Ad 426 | DRLEADHEYLTEGG | DRLEADHE 0.0746 22305.3 50. 00 Sequence
IAd 335 API NLVYSOQRNRSAC API NLVYSQ 0.0743 22373.7 50. 00 Sequence
I Ad 427 DRLEADHEYLTEGGY HEYLTEGGV 0.0738 22510. 2 50. 00 Sequence
IAd 257 KTVTFMPKPLFGDNG KTVTFMPKP 0.0731 22663. 2 50. 00 Sequence
IAd 425 VIDRLEADHEYLTEG RLEADHEYL 0.0729 22712. 2 50. 00 Sequence
I Ad 65 ESDMLLLPDPETARI ESDM.LLPD 0.0724 22845. 3 50. 00 Sequence
IAd 187 PVAPNDQYVDLRDKM DQYVDLRDK 0.0724 22850.5 50. 00 Sequence
IAd 288 MYDETGYAGLSDTAR YAGLSDTAR 0.0719 22964. 3 50. 00 Sequence
I Ad 41 FDKSVFDDGLAFDGS KSVFDDGLA 0.0719 22978.7 50. 00 Sequence
IAd 315 LLAFTNPTVNSYKRL NPTVNSYKR 0.0718 22982. 7 50. 00 Sequence
IAd 103 YSRDPRNI ARKAENY DPRNI ARKA 0.0716 23032.0 50. 00 Sequence
IAd 428 RLEADHEYLTEGGVF HEYLTEGGV 0.0714 23090. 4 50. 00 Sequence
IAd 387 LDG KNKI EPQAPVD  KNKI EPQAP 0.0714 23090.9 50. 00 Sequence
I Ad 354 | TGSNPKAKRLEFRS KAKRLEFRS 0.0711 23162.7 50. 00 Sequence
I Ad 42 DKSVFDDGLAFDGSS FDDGLAFDG 0.0704 23337. 2 50. 00 Sequence
IAd 104 SRDPRNI ARKAENYL DPRNI ARKA 0. 0694 23589. 9 50. 00 Sequence
I Ad 17 VEYVDVRFCDLPG M VEYVDVRFC 0. 0694 23605.7 50. 00 Sequence
I Ad 43 KSVFDDGLAFDGSSI  KSVFDDGLA 0. 0690 23693. 2 50. 00 Sequence
I Ad 40 AFDKSVFDDGLAFDG KSVFDDGLA 0. 0689 23730.9 50. 00 Sequence
IAd 316 LAFTNPTVNSYKRLV NPTVNSYKR 0. 0688 23762. 3 50. 00 Sequence
IAd 349 CVRIPI TGSNPKAKR CVRI PI TGS 0. 0686 23796.0 50. 00 Sequence
IAd 216 HHEVGSGGQAEI NYQ HEVGSGGQA 0. 0686 23796.5 50. 00 Sequence
I Ad 68 M.LLPDPETARI DPF PETARI DPF 0. 0686 23798.5 50. 00 Sequence
IAd 211 | LEKGHHEVGSGGQA HEVGSGCQA 0. 0684 23846. 0 50. 00 Sequence
I Ad 0 VTEKTPDDVFKLAKD KTPDDVFKL 0. 0681 23931.0 50. 00 Sequence
I Ad 38 ASAFDKSVFDDGLAF FDKSVFDDG 0. 0673 24145.8 50. 00 Sequence
IAd 162 NTGAATEADGSPNRG GAATEADGS 0.0672 24172.8 50. 00 Sequence
IAd 317 AFTNPTVNSYKRLVP NPTVNSYKR 0. 0669 24246. 1 50. 00 Sequence
I Ad 1 TEKTPDDVFKLAKDE KTPDDVFKL 0. 0668 24279. 4 50. 00 Sequence
I Ad 19 YVDVRFCDLPA MH VRFCDLPA 0. 0665 24343. 6 50. 00 Sequence
IAd 436 LTEGGVFTNDLI ETW VFTNDLIET 0. 0653 24659. 4 50. 00 Sequence
IAd 153 EVDAI SGWWNTGAAT SGMANTGAA 0. 0649 24762. 0 50. 00 Sequence
IAd 270 NGSGVHCHQSLWKDG CHQSLWKDG 0. 0649 24770. 6 50. 00 Sequence
IAd 154 VDAl SGA\NTGAATE SGWANTGAA 0. 0649 24778.1 50. 00 Sequence
I Ad 2 EKTPDDVFKLAKDEK KTPDDVFKL 0. 0649 24786. 4 50. 00 Sequence
I Ad 139 DSVSFDSRANGSFYE SRANGSFYE 0. 0644 24903. 6 50. 00 Sequence
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I Ad 459 | EPVNI RPHPYEFAL | EPVNI RPH 0. 0644 24913. 8 50. 00 Sequence
IAd 458 EI EPVNI RPHPYEFA | EPVNI RPH 0. 0643 24948. 4 50. 00 Sequence
I Ad 84 AAKTLNI NFFVHDPF  AAKTLNI NF 0. 0640 25007.0 50. 00 Sequence
IAd 100 LEPYSRDPRNI ARKA DPRNI ARKA 0. 0636 25133. 4 50. 00 Sequence
IAd 314 SLLAFTNPTVNSYKR NPTVNSYKR 0. 0633 25202. 9 50. 00 Sequence
IAd 457 NEI EPVNI RPHPYEF | EPVNI RPH 0. 0633 25213. 2 50. 00 Sequence
I Ad 18 EYVDVRFCDLPA MQ VRFCDLPG 0.0614 25718. 3 50. 00 Sequence
I Ad 138 FDSVSFDSRANGSFY FDSVSFDSR 0. 0611 25819.5 50. 00 Sequence
IAd 215 GHHEVGSGGQAEI NY HEVGSGGQA 0. 0602 26076. 9 50. 00 Sequence
I Ad 66 SDMLLLPDPETARI D SDM.LLPDP 0. 0595 26260. 7 50. 00 Sequence
IAd 284 GAPLMYDETGYAGLS MYDETGYAG 0. 0594 26305. 3 50. 00 Sequence
IAd 360 KAKRLEFRSPDSSGN AKRLEFRSP 0. 0590 26402. 9 50. 00 Sequence
IAd 367 RSPDSSGNPYLAFSA GNPYLAFSA 0. 0589 26434. 3 50. 00 Sequence
I Ad 44 SVFDDGLAFDGSSI R LAFDGSSI R 0. 0580 26694. 7 50. 00 Sequence
I Ad 283 DGAPLMYDETGYAGL LMYDETGYA 0. 0577 26788. 4 50. 00 Sequence
IAd 163 TGAATEADGSPNRGY GAATEADGS 0.0571 26964. 7 50. 00 Sequence
IAd 282 KDGAPLMYDETGYAG LMYDETGYA 0. 0570 26974.0 50. 00 Sequence
I Ad 47 DDGLAFDGSSI RGFQ FDGSSI RGF 0. 0569 27000. 3 50. 00 Sequence
IAd 269 DNGSGVHCHQSLWKD HCHQSLWKD 0. 0564 27166. 4 50. 00 Sequence
IAd 336 PINLVYSQRNRSACV VYSQRNRSA 0. 0558 27327.1 50. 00 Sequence
IAd 386 GLDG KNKI EPQAPY  KNKI EPQAP 0. 0552 27501. 8 50. 00 Sequence
IAd 361 AKRLEFRSPDSSGNP AKRLEFRSP 0. 0551 27537.5 50. 00 Sequence
IAd 173 PNRGYKVRHKGGYFP VRHKGGYFP 0. 0551 27540. 2 50. 00 Sequence
IAd 125 DTAYFGAEAEFYI FD GAEAEFYI F 0. 0550 27573.9 50. 00 Sequence
IAd 440 GVFTNDLI ETW SFK VFTNDLI ET 0. 0543 27798. 6 50. 00 Sequence
I Ad 90 | NFFVHDPFTLEPYS HDPFTLEPY 0. 0542 27804. 3 50. 00 Sequence
I Ad 353 PI TGSNPKAKRLEFR Pl TGSNPKA 0. 0532 28129. 3 50. 00 Sequence
I Ad 89 N NFFVHDPFTLEPY HDPFTLEPY 0. 0526 28289.5 50. 00 Sequence
IAd 385 AG.DG KNKI EPQAP  KNKI EPQAP 0. 0523 28403. 9 50. 00 Sequence
I Ad 39 SAFDKSVFDDGLAFD KSVFDDGLA 0.0514 28672. 2 50. 00 Sequence
IAd 200 KM.TNLI NSGFI LEK | NSGFI LEK 0. 0503 29000. 8 50. 00 Sequence
IAd 199 DKM.TNLI NSGFI LE KM.TNLI NS 0. 0503 29011.1 50. 00 Sequence
IAd 438 EGGVFTNDLIETW S VFTNDLIET 0. 0497 29203. 9 50. 00 Sequence
IAd 169 ADGSPNRGYKVRHKG GSPNRGYKV 0. 0497 29213. 4 50. 00 Sequence
I Ad 85 AKTLNI NFFVHDPFT AKTLNI NFF 0. 0485 29571. 8 50. 00 Sequence
IAd 171 GSPNRGYKVRHKGGY GSPNRGYKV 0.0473 29976. 4 50. 00 Sequence
IAd 439 GGVFTNDLI ETW SF  VFTNDLI ET 0. 0468 30136.1 50. 00 Sequence
IAd 170 DGSPNRGYKVRHKGG GSPNRGYKV 0. 0459 30430. 6 50. 00 Sequence
IAd 172 SPNRGYKVRHKGGYF RGYKVRHKG 0. 0456 30518. 0 50. 00 Sequence
IAd 185 YFPVAPNDQYVDLRD APNDQYVDL 0. 0450 30731. 7 50. 00 Sequence
IAd 313 PSLLAFTNPTVNSYK PSLLAFTNP 0. 0450 30740. 7 50. 00 Sequence
| Ad 287 LMYDETGYAGLSDTA MYDETGYAG 0. 0449 30751.0 50. 00 Sequence
IAd 164 GAATEADGSPNRGYK GAATEADGS 0. 0439 31081.5 50. 00 Sequence
IAd 165 AATEADGSPNRGYKV AATEADGSP 0. 0436 31187.3 50. 00 Sequence
IAd 463 N RPHPYEFALYYDV YEFALYYDV 0. 0436 31201.1 50. 00 Sequence
I Ad 97 PFTLEPYSRDPRNI A PFTLEPYSR 0. 0435 31227.8 50. 00 Sequence
IAd 184 GYFPVAPNDQYVDLR APNDQYVDL 0. 0422 31685. 9 50. 00 Sequence
IAd 437 TEGGVFTNDLI ETW  VFTNDLI ET 0. 0421 31710.9 50. 00 Sequence
IAd 286 PLMYDETGYAGLSDT MYDETGYAG 0. 0417 31829. 9 50. 00 Sequence
I Ad 96 DPFTLEPYSRDPRNI ~ PFTLEPYSR 0.0388 32849. 4 50. 00 Sequence
IAd 166 ATEADGSPNRGYKVR GSPNRGYKV 0. 0381 33121.0 50. 00 Sequence
IAd 268 GDNGSGVHCHQSLWK  MHCHQSLWK 0.0380 33159. 4 50. 00 Sequence
IAd 210 FI LEKGHHEVGSGGEQ KCGHHEVGSG 0. 0378 33232. 3 50. 00 Sequence
IAd 201 M.TNLI NSGFI LEKG | NSGFI LEK 0.0373 33398. 8 50. 00 Sequence
IAd 285 APLMYDETGYAGLSD MYDETGYAG 0.0372 33417. 3 50. 00 Sequence
IAd 183 GGYFPVAPNDQYVDL GGYFPVAPN 0. 0360 33856. 9 50. 00 Sequence
I Ad 99 TLEPYSRDPRNI ARK RDPRNI ARK 0. 0336 34758. 9 50. 00 Sequence
IAd 461 PVNI RPHPYEFALYY | RPHPYEFA 0.0329 35012.5 50. 00 Sequence
IAd 460 EPVN RPHPYEFALY | RPHPYEFA 0. 0323 35266. 5 50. 00 Sequence
IAd 182 KGGYFPVAPNDQYVD GGYFPVAPN 0. 0320 35363. 6 50. 00 Sequence
IAd 365 EFRSPDSSGNPYLAF DSSGNPYLA 0. 0318 35444. 4 50. 00 Sequence
I Ad 364 LEFRSPDSSGNPYLA DSSGNPYLA 0. 0315 35569. 6 50. 00 Sequence
IAd 350 VRIPITGSNPKAKRL VRI Pl TGSN 0. 0315 35573.5 50. 00 Sequence
IAd 202 LTNLI NSGFI LEKGH | NSGFI LEK 0. 0305 35934. 4 50. 00 Sequence
IAd 168 EADGSPNRGYKVRHK GSPNRGYKV 0. 0293 36434. 3 50. 00 Sequence
I Ad 366 FRSPDSSGNPYLAFS DSSGNPYLA 0.0291 36499.1 50. 00 Sequence
IAd 208 SGFI LEKGHHEVGSG KCGHHEVGSG 0. 0284 36760. 6 50. 00 Sequence
IAd 209 GFl LEKGHHEVGSGG KCGHHEVGSG 0. 0283 36792. 9 50. 00 Sequence
I Ad 98 FTLEPYSRDPRNI AR EPYSRDPRN 0.0272 37271. 3 50. 00 Sequence
I Ad 86 KTLNI NFFVHDPFTL KTLNI NFFV 0. 0255 37952.5 50. 00 Sequence
IAd 351 RIPITGSNPKAKRLE GSNPKAKRL 0. 0247 38267. 9 50. 00 Sequence
IAd 462 VN RPHPYEFALYYD | RPHPYEFA 0. 0244 38378. 2 50. 00 Sequence
I Ad 67 DM.LLPDPETARI DP M.LLPDPET 0. 0243 38459.7 50. 00 Sequence
IAd 266 LFGDNGSGVHCHQSL SGVHCHQSL 0. 0242 38494. 3 50. 00 Sequence
IAd 205 LINSGFlI LEKGHHEV NSGFI LEKG 0. 0241 38536. 3 50. 00 Sequence
IAd 167 TEADGSPNRGYKVRH GSPNRGYKV 0. 0240 38583. 5 50. 00 Sequence
IAd 267 FGDNGSGVHCHQSLW SGVHCHQSL 0.0237 38680. 1 50. 00 Sequence
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IAd 206 | NSGFlI LEKGHHEVG NSGFI LEKG 0.0228 39082. 2 50. 00 Sequence
IAd 363 RLEFRSPDSSGNPYL FRSPDSSGN 0. 0223 39262. 3 50. 00 Sequence
IAd 362 KRLEFRSPDSSGNPY FRSPDSSGN 0. 0223 39290. 8 50. 00 Sequence
IAd 203 TNLI NSGFI LEKGHH | NSGFI LEK 0.0222 39323.1 50. 00 Sequence
IAd 204 NLINSGFlI LEKGHHE NSGFI LEKG 0. 0219 39462. 5 50. 00 Sequence
IAd 352 | Pl TGSNPKAKRLEF GSNPKAKRL 0.0197 40400. 9 50. 00 Sequence
I Ad 87 TLNI NFFVHDPFTLE | NFFVHDPF 0. 0175 41355. 3 50. 00 Sequence
IAd 258 TVTFMPKPLFGDNGS TFMPKPLFG 0.0175 41382. 6 50. 00 Sequence
IAd 265 PLFGDNGSGVHCHQS GSGVHCHQS 0.0174 41433.7 50. 00 Sequence
I Ad 88 LN NFFVHDPFTLEP | NFFVHDPF 0.0154 42330. 9 50. 00 Sequence
IAd 207 NSGFI LEKGHHEVGS NSCGFI LEKG 0. 0150 42531.1 50. 00 Sequence
IAd 262 MPKPLFGDNGSGVHC GDNGSGVHC 0.0132 43339. 8 50. 00 Sequence
IAd 259 VTFMPKPLFGDNGSG MPKPLFGDN 0.0130 43446. 9 50. 00 Sequence
IAd 263 PKPLFGDNGSGVHCH CDNGSGVHC 0.0113 44242. 9 50. 00 Sequence
IAd 260 TFMPKPLFGDNGSGM MPKPLFGDN 0.0105 44649. 3 50. 00 Sequence
IAd 264 KPLFGDNGSGVHCHQ CDNGSGVHC 0.0103 44724.7 50. 00 Sequence
IAd 261 FMPKPLFGDNGSGVWH FMPKPLFGD 0. 0100 44855. 0 50. 00 Sequence

Allele pos pepti de core 1-1o0g50k(aff) affinity(nM Bind Level %Random ldentity
IAs 252 AWNGKTVTFMPKPL  KTVTFMPKP 0. 4325 464. 4 B 0. 40 Sequence
IAs 256 GKTVTFMPKPLFGDN KTVTFMPKP 0. 4292 481. 2 B 0. 40 Sequence
IAs 254 QNGKTVTFMPKPLFG KTVTFMPKP 0. 4272 491. 3 B 0. 40 Sequence
IAs 255 NGKTVTFMPKPLFGD KTVTFMPKP 0. 4265 495.5 B 0. 40 Sequence
IAs 253 WONGKTVTFMPKPLF  KTVTFMPKP 0. 4227 516. 3 0. 80 Sequence
I As 17 VEYVDVRFCDLPG M RFCDLPA M 0. 4081 604. 5 0. 80 Sequence
I As 18 EYVDVRFCDLPG MQ RFCDLPA M 0. 3898 736.6 0. 80 Sequence
IAs 342 SQRNRSACVRI PI TG NRSACVRI P 0. 3871 758. 4 0. 80 Sequence
I As 345 NRSACVRI Pl TGSNP NRSACVRI P 0. 3810 810. 6 0. 80 Sequence
IAs 343 QRNRSACVRIPI TGS NRSACVRI P 0.3777 839.8 0. 80 Sequence
IAs 344 RNRSACVRI Pl TGSN NRSACVRI P 0.3762 853.9 1.00 Sequence
IAs 251 TAWNCGKTVTFMPKP  KTVTFMPKP 0. 3735 878.7 1.00 Sequence
I As 19 YVDVRFCDLPA MH RFCDLPA M 0.3729 885.0 1.00 Sequence
I As 20 VDVRFCDLPA MHF RFCDLPG M 0. 3605 1011.6 2.00 Sequence
I As 22  VRFCDLPG MHFTI  RFCDLPG M 0. 3485 1151.7 2.00 Sequence
I As 21 DVRFCDLPA MHFT RFCDLPG M 0. 3427 1227.0 2.00 Sequence
IAs 341 YSQRNRSACVRI PIT NRSACVRI P 0.3394 1270.5 2.00 Sequence
IAs 257 KTVTFMPKPLFGDNG KTVTFMPKP 0.3334 1355. 6 2.00 Sequence
IAs 340 VYSQRNRSACVRI Pl RSACVRI PI 0. 3285 1430.1 2.00 Sequence
IAs 411 EAASI PQTPTQLSDV EAASI PQTP 0.2998 1951.0 4.00 Sequence
IAs 410 EEAASI PQTPTQLSD EAASI PQTP 0. 2983 1983. 6 4.00 Sequence
IAs 406 ELPPEEAASI PQTPT EAASI PQTP 0. 2950 2055.5 4.00 Sequence
I As 409 PEEAASI PQTPTQLS EAASI PQTP 0.2940 2077.0 4.00 Sequence
IAs 407 LPPEEAASI PQTPTQ EAASI PQTP 0. 2938 2081.0 4.00 Sequence
IAs 408 PPEEAAS| PQTPTQL EAASI PQTP 0.2938 2081.9 4.00 Sequence
I As 61 QS| HESDMLLLPDPE SDM_LLPDP 0. 2681 2748.5 4.00 Sequence
IAs 405 YELPPEEAASI PQTP EAASI PQTP 0. 2470 3453.0 8.00 Sequence
I As 63 | HESDMLLLPDPETA SDM_LLPDP 0. 2395 3745.3 8. 00 Sequence
IAs 346 RSACVRI Pl TGSNPK RSACVRI PI 0. 2392 3757.9 8. 00 Sequence
I As 64 HESDMLLLPDPETAR SDM.LLPDP 0. 2368 3858.0 8. 00 Sequence
I As 23 RFCDLPG MHFTI P RFCDLPG M 0. 2329 4023.9 8.00 Sequence
I As 62 S| HESDMLLLPDPET DM.LLPDPE 0.2321 4060. 4 8. 00 Sequence
IAs 250 NTAWNGKTVTFEMPK ONGKTVTFM 0.2228 4487. 4 8. 00 Sequence
I As 66 SDMLLLPDPETARID SDM.LLPDP 0. 2217 4540. 3 8. 00 Sequence
I As 16 KVEYVDVRFCDLPGE  VDVRFCDLP 0.2173 4760. 8 8. 00 Sequence
I As 65 ESDMLLLPDPETARI  SDMLLLPDP 0.2162 4818. 7 8. 00 Sequence
IAs 347 SACVRI Pl TGSNPKA SACVRIPIT 0.1930 6194. 3 16. 00 Sequence
I As 60 FQSI HESDMLLLPDP QSI HESDML 0.1921 6257. 8 16. 00 Sequence
IAs 181 HKGGYFPVAPNDQYV FPVAPNDQY 0. 1907 6349. 9 16. 00 Sequence
IAs 180 RHKGGYFPVAPNDQY FPVAPNDQY 0.1884 6511. 8 16. 00 Sequence
IAs 339 LVYSQRNRSACVRI P NRSACVRI P 0. 1856 6712. 6 16. 00 Sequence
IAs 396 PQAPVDKDLYELPPE KDLYELPPE 0. 1806 7085. 6 16. 00 Sequence
IAs 456 ENElI EPVNI RPHPYE EPVNI RPHP 0.1785 7244.5 16. 00 Sequence
IAs 179 VRHKGGYFPVAPNDQ KGGYFPVAP 0.1762 7428.9 16. 00 Sequence
IAs 178 KVRHKGGYFPVAPND KGGYFPVAP 0.1760 7444.5 16. 00 Sequence
I As 55 SSI RGFQSI HESDML ~ QSI HESDML 0.1758 7460. 5 16. 00 Sequence
I As 397 QAPVDKDLYELPPEE KDLYELPPE 0.1749 7533.9 16. 00 Sequence
I As 455 RENElI EPVNI RPHPY EPVNI RPHP 0.1710 7864. 3 16. 00 Sequence
IAs 324 NSYKRLVPGYEAPI N VPGYEAPI N 0.1695 7986. 8 16. 00 Sequence
I As 457 NEI EPVNI RPHPYEF EPVNI RPHP 0.1683 8095. 6 16. 00 Sequence
IAs 177 YKVRHKGGYFPVAPN KGGYFPVAP 0.1664 8266. 0 16. 00 Sequence
IAs 412 AAS| PQTPTQLSDVI  AASI PQTPT 0. 1654 8355. 4 16. 00 Sequence
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IAs 459 | EPVNI RPHPYEFAL EPVN RPHP 0.1653 8360. 6 16. 00 Sequence
I As 390 | KNKI EPQAPVDKDL NKI EPQAPV 0.1628 8586. 0 16. 00 Sequence
IAs 398 APVDKDLYELPPEEA KDLYELPPE 0.1627 8596. 8 16. 00 Sequence
IAs 454 KRENElI EPVNI RPHP EPVNI RPHP 0.1616 8704. 2 16. 00 Sequence
I As 458 EI EPVNI RPHPYEFA EPVNI RPHP 0. 1609 8769. 8 16. 00 Sequence
I As 77 ARl DPFRAAKTLNI N RAAKTLNI N 0.1603 8822. 6 16. 00 Sequence
I As 56 SI RGFQSI HESDMLL  QSI HESDML 0. 1599 8867. 8 32.00 Sequence
IAs 389 G KNKI EPQAPVDKD KNKI EPQAP 0. 1585 8994.7 32.00 Sequence
IAs 387 LDG KNKI EPQAPVD  NKI EPQAPV 0. 1585 8995. 6 32.00 Sequence
IAs 386 GLDG KNKI EPQAPV  NKI EPQAPV 0.1574 9108. 7 32.00 Sequence
IAs 400 VDKDLYELPPEEAAS KDLYELPPE 0. 1554 9307. 2 32.00 Sequence
IAs 402 KDLYELPPEEAASI P KDLYELPPE 0. 1546 9385. 8 32.00 Sequence
IAs 388 DA KNKI EPQAPVDK  KNKI EPQAP 0.1541 9437. 5 32.00 Sequence
IAs 399 PVDKDLYELPPEEAA KDLYELPPE 0.1521 9640. 6 32.00 Sequence
I As 79 | DPFRAAKTLNI NFF  RAAKTLNI N 0. 1507 9795.9 32.00 Sequence
IAs 401 DKDLYELPPEEAASI  KDLYELPPE 0. 1506 9802. 5 32.00 Sequence
I As 78 RI DPFRAAKTLNI NF  RAAKTLNI N 0. 1504 9822.4 32.00 Sequence
IAs 258 TVTFMPKPLFGDNGS TVTFMPKPL 0.1498 9885. 6 32.00 Sequence
IAs 182 KGGYFPVAPNDQYVD KGGYFPVAP 0. 1497 9898. 9 32.00 Sequence
I As 83 RAAKTLNI NFFVHDP RAAKTLNI N 0. 1467 10228.7 32.00 Sequence
I As 59 GFQSI HESDMLLLPD QSI HESDML 0. 1466 10231. 2 32.00 Sequence
I As 82 FRAAKTLNI NFFVHD RAAKTLNI N 0. 1465 10249.5 32.00 Sequence
I As 57 | RGFQSI HESDMLLL QSI HESDML 0. 1464 10252.5 32.00 Sequence
I As 80 DPFRAAKTLNI NFFV RAAKTLNI N 0. 1457 10337.9 32.00 Sequence
IAs 391 KNKI EPQAPVDKDLY  KNKI EPQAP 0. 1447 10449. 3 32.00 Sequence
IAs 325 SYKRLVPGYEAPI NL RLVPGYEAP 0. 1441 10518. 6 32.00 Sequence
I As 81 PFRAAKTLNI NFFVH RAAKTLNI N 0. 1440 10530.9 32.00 Sequence
I As 58 RGFQSI HESDMLLLP QSI HESDML 0. 1415 10817.8 32.00 Sequence
IAs 361 AKRLEFRSPDSSGNP AKRLEFRSP 0.1410 10875.5 32.00 Sequence
IAs 326 YKRLVPGYEAPI NLV RLVPGYEAP 0. 1407 10910.5 32.00 Sequence
IAs 460 EPVN RPHPYEFALY EPVN RPHP 0.1396 11036. 3 32.00 Sequence
IAs 176 GYKVRHKGGYFPVAP KGGYFPVAP 0.1383 11196. 8 32.00 Sequence
IAs 328 RLVPGYEAPI NLVYS RLVPGYEAP 0.1381 11220. 9 32.00 Sequence
IAs 230 QFNSLLHAADDMQLY SLLHAADDM 0.1374 11308. 7 32.00 Sequence
IAs 327 KRLVPGYEAPI NLVY RLVPGYEAP 0.1361 11463. 6 32.00 Sequence
I As 89 NI NFFVHDPFTLEPY | NFFVHDPF 0.1351 11587.7 32.00 Sequence
IAs 227 | NYQFNSLLHAADDM  SLLHAADDM 0.1343 11693. 5 32.00 Sequence
IAs 374 NPYLAFSAMLMAGLD LAFSAMLVA 0.1342 11702. 3 32.00 Sequence
IAs 428 RLEADHEYLTEGGVF EYLTEGGVF 0.1333 11815. 2 32.00 Sequence
I As 67 DM.LLPDPETARI DP DM_LLPDPE 0.1319 11993.5 32.00 Sequence
IAs 310 HHAPSLLAFTNPTVN LAFTNPTVN 0.1315 12052. 0 32.00 Sequence
IAs 228 NYQFNSLLHAADDMQ SLLHAADDM 0.1303 12215.5 32.00 Sequence
IAs 322 TVNSYKRLVPGYEAP RLVPGYEAP 0.1300 12253.1 32.00 Sequence
IAs 348 ACVRI Pl TGSNPKAK ACVRI PI TG 0.1299 12268. 9 32.00 Sequence
IAs 323 VNSYKRLVPGYEAPI  RLVPGYEAP 0.1295 12320. 6 32.00 Sequence
I As 86 KTLN NFFVHDPFTL FFVHDPFTL 0.1289 12393. 9 32.00 Sequence
IAs 385 AG.DG KNKI EPQAP  KNKI EPQAP 0.1254 12873.5 32.00 Sequence
IAs 229 YQFNSLLHAADDMQL SLLHAADDM 0.1244 13008. 7 32.00 Sequence
I As 88 LN NFFVHDPFTLEP | NFFVHDPF 0.1241 13063. 2 32.00 Sequence
I As 87 TLNI NFFVHDPFTLE FFVHDPFTL 0.1226 13267.0 32.00 Sequence
I As 52 FDGSSI RGFQSI HES RGFQSI HES 0.1221 13335.8 32.00 Sequence
IAs 429 LEADHEYLTEGGVFT EYLTEGGVF 0.1219 13368. 6 32.00 Sequence
I As 85 AKTLN NFFVHDPFT | NFFVHDPF 0.1213 13453.5 32.00 Sequence
IAs 392 NKI EPQAPVDKDLYE NKI EPQAPV 0.1213 13455. 8 32.00 Sequence
IAs 375 PYLAFSAMLMAGLDG LAFSAMLVA 0.1209 13518. 3 32.00 Sequence
IAs 362 KRLEFRSPDSSGNPY KRLEFRSPD 0.1208 13527.3 32.00 Sequence
I As 14 DEKVEYVDVRFCDLP VDVRFCDLP 0.1199 13670.1 32.00 Sequence
IAs 376 YLAFSAMLMAGLDG  LAFSAMLVA 0.1191 13785.5 32.00 Sequence
IAs 413 ASI PQTPTQLSDVI D ASI PQTPTQ 0.1189 13811.7 32.00 Sequence
IAs 377 LAFSAMLMAGLDA K FSAMLVAGL 0.1186 13855. 3 32.00 Sequence
I As 84 AAKTLNI NFFVHDPF | NFFVHDPF 0.1182 13922. 3 32.00 Sequence
IAs 311 HAPSLLAFTNPTVNS LAFTNPTVN 0.1168 14131.3 32.00 Sequence
I As 74 PETARI DPFRAAKTL PETARI DPF 0.1156 14309.9 32.00 Sequence
IAs 273 GVHCHQSLWKDGAPL  SLWKDGAPL 0.1151 14394. 9 32.00 Sequence
I As 358 NPKAKRLEFRSPDSS LEFRSPDSS 0.1148 14444. 3 32.00 Sequence
IAs 275 HCHQSLWKDGAPLMY  SLWKDGAPL 0.1145 14480. 6 32.00 Sequence
I As 90 | NFFVHDPFTLEPYS | NFFVHDPF 0.1130 14716. 3 32.00 Sequence
I As 15 EKVEYVDVRFCDLPG VDVRFCDLP 0.1129 14734.5 32.00 Sequence
IAs 379 FSAMLMAGLDG KNK  FSAMLVAGL 0.1125 14808. 6 32.00 Sequence
IAs 430 FEADHEYLTEGGVFTN EYLTEGGVF 0.1124 14813.7 32.00 Sequence
IAs 183 GGYFPVAPNDQYVDL FPVAPNDQY 0.1114 14981. 4 32.00 Sequence
IAs 434 EYLTEGGVFTNDLI E EYLTEGGVF 0.1104 15137.8 50. 00 Sequence
IAs 274 NMHCHQSLVWKDGAPLM  SLWKDGAPL 0.1085 15457. 2 50. 00 Sequence
IAs 433 HEYLTEGGVFTNDLI  EYLTEGGVF 0.1078 15571. 2 50. 00 Sequence
I As 31 MMHFTI PASAFDKSY  QHFTI PASA 0.1062 15841.7 50. 00 Sequence
I As 26 DLPG MHFTI PASA  QHFTI PASA 0.1062 15844.0 50. 00 Sequence
IAs 359 PKAKRLEFRSPDSSG LEFRSPDSS 0.1058 15914. 4 50. 00 Sequence
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IAs 187 PVAPNDQYVDLRDKM QYVDLRDKM 0. 0861 19696. 1 50. 00 Sequence
IAs 449 TW SFKRENEI EPVN KRENEI EPV 0. 0861 19698. 2 50. 00 Sequence
IAs 117 YLI STGA ADTAYFGA TG ADTAYF 0. 0860 19727.0 50. 00 Sequence
IAs 372 SGNPYLAFSAMLMAG LAFSAMLVA 0.0858 19771.0 50. 00 Sequence
IAs 169 ADGSPNRGYKVRHKG RGYKVRHKG 0. 0857 19791. 8 50. 00 Sequence
I As 94 VHDPFTLEPYSRDPR DPFTLEPYS 0. 0855 19817.7 50. 00 Sequence
IAs 233 SLLHAADDMQLYKY!  SLLHAADDM 0. 0854 19840. 2 50. 00 Sequence
IAs 242 QLYKY! | KNTAWONG KYI | KNTAW 0. 0854 19840.9 50. 00 Sequence
IAs 207 NSGFI LEKGHHEVGS GFI LEKGHH 0. 0854 19850. 5 50. 00 Sequence
I As 451 | SFKRENEI EPVNI R KRENEI EPV 0. 0852 19897.0 50. 00 Sequence
I As 11 LAKDEKVEYVDVRFC EKVEYVDVR 0. 0851 19901.1 50. 00 Sequence
IAs 453 FKRENElI EPVNI RPH KRENEI EPV 0. 0851 19916. 4 50. 00 Sequence
IAs 122 G ADTAYFGAEAEFY YFGAEAEFY 0. 0849 19955. 6 50. 00 Sequence
IAs 383 LMAGLDG KNKI EPQ G KNKI EPQ 0. 0848 19983. 5 50. 00 Sequence
I As 70 LLPDPETARI DPFRA PETARI DPF 0.0844 20062. 8 50. 00 Sequence
IAs 206 | NSGFlI LEKGHHEVG GFI LEKGHH 0.0842 20103. 4 50. 00 Sequence
IAs 205 LINSGFI LEKGHHEV GFI LEKGHH 0. 0840 20142. 4 50. 00 Sequence
I As 72 PDPETARI DPFRAAK PETARI DPF 0. 0836 20244. 0 50. 00 Sequence
IAs 395 EPQAPVDKDLYELPP EPQAPVDKD 0. 0835 20265. 9 50. 00 Sequence
IAs 365 EFRSPDSSGNPYLAF SPDSSGNPY 0.0832 20333.5 50. 00 Sequence
IAs 106 DPRN ARKAENYLI'S RN ARKAEN 0. 0825 20485. 2 50. 00 Sequence
I As 71 LPDPETARI DPFRAA PETARI DPF 0. 0821 20557. 2 50. 00 Sequence
I As 8 VFKLAKDEKVEYVDV KLAKDEKVE 0. 0815 20699. 4 50. 00 Sequence
IAs 414 SIPQIPTQLSDVI DR SI PQTPTQL 0. 0810 20811. 2 50. 00 Sequence
IAs 188 VAPNDQYVDLRDKML QYVDLRDKM 0. 0808 20855. 6 50. 00 Sequence
I As 12 AKDEKVEYVDVRFCD EKVEYVDVR 0. 0806 20901.0 50. 00 Sequence
IAs 450 W SFKRENEI EPVNI  KRENEI EPV 0. 0805 20935. 4 50. 00 Sequence
IAs 354 | TGSNPKAKRLEFRS | TGSNPKAK 0. 0805 20935. 4 50. 00 Sequence
I As 13 KDEKVEYVDVRFCDL EKVEYVDVR 0. 0802 20990. 3 50. 00 Sequence
IAs 309 LHHAPSLLAFTNPTV HAPSLLAFT 0.0799 21073. 4 50. 00 Sequence
IAs 320 NPTVNSYKRLVPGYE NSYKRLVPG 0.0797 21118. 3 50. 00 Sequence
IAs 353 PITGSNPKAKRLEFR | TGSNPKAK 0.0796 21122. 7 50. 00 Sequence
IAs 249 KNTAWNGKTVTFMP  ONGKTVTFM 0.0794 21173. 2 50. 00 Sequence
IAs 161 WNTGAATEADGSPNR ATEADGSPN 0.0792 21225.5 50. 00 Sequence
IAs 171 GSPNRGYKVRHKGGY RGYKVRHKG 0.0788 21324.3 50. 00 Sequence
IAs 123 | ADTAYFGAEAEFYI  YFGAEAEFY 0.0787 21333.8 50. 00 Sequence
I As 93 FVHDPFTLEPYSRDP HDPFTLEPY 0.0784 21408. 7 50. 00 Sequence
IAs 380 SAMLMAGLDG KNKI SAMLMAGLD 0.0782 21444.1 50. 00 Sequence
IAs 203 TNLI NSGFI LEKGHH GFI LEKGHH 0.0782 21446.7 50. 00 Sequence
IAs 170 DGSPNRGYKVRHKGG RGYKVRHKG 0.0782 21450. 9 50. 00 Sequence
I As 452 SFKRENEI EPVNI RP KRENEI EPV 0.0780 21499. 9 50. 00 Sequence
IAs 184 GYFPVAPNDQYVDLR GYFPVAPND 0.0767 21805. 4 50. 00 Sequence
IAs 246 Y11 KNTAWONGKTVT  TAWNCGKTV 0. 0765 21849.8 50. 00 Sequence
IAs 266 LFGDNGSGVHCHQSL SGVHCHQSL 0.0761 21949. 3 50. 00 Sequence
IAs 300 TARHYI GGLLHHAPS RHYI GGLLH 0.0758 22014.0 50. 00 Sequence
IAs 160 WANTGAATEADGSPN AATEADGSP 0. 0757 22054.0 50. 00 Sequence
IAs 404 LYELPPEEAASI PQT EEAASI PQT 0.0750 22206. 3 50. 00 Sequence
IAs 318 FTNPTVNSYKRLVPG PTVNSYKRL 0.0740 22457.1 50. 00 Sequence
I As 124 ADTAYFGAEAEFYI F YFGAEAEFY 0.0736 22557.5 50. 00 Sequence
IAs 267 FGONGSGVHCHQSLW SGVHCHQSL 0.0733 22620. 8 50. 00 Sequence
IAs 107 PRNI ARKAENYLI ST RNl ARKAEN 0.0731 22674. 2 50. 00 Sequence
IAs 189 APNDQYVDLRDKMLT QYVDLRDKM 0.0730 22683. 8 50. 00 Sequence
IAs 248 | KNTAWNGKTVTFM  ONGKTVTFM 0.0728 22754. 6 50. 00 Sequence
IAs 307 GLLHHAPSLLAFTNP GLLHHAPSL 0.0727 22777.7 50. 00 Sequence
IAs 306 GGO.LHHAPSLLAFTN LLHHAPSLL 0.0721 22919.9 50. 00 Sequence
IAs 146 RANGSFYEVDAI SGW GSFYEVDAI 0.0720 22944. 7 50. 00 Sequence
I As 147 ANGSFYEVDAI SGWV GSFYEVDAI 0.0715 23079. 4 50. 00 Sequence
IAs 308 LLHHAPSLLAFTNPT SLLAFTNPT 0.0711 23162. 7 50. 00 Sequence
I As 403 DLYELPPEEAASI PQ PPEEAASI P 0.0709 23214.1 50. 00 Sequence
I As 76 TARI DPFRAAKTLNI  FRAAKTLNI 0. 0698 23504. 0 50. 00 Sequence
IAs 260 TFMPKPLFGDNGSGM TFMPKPLFG 0. 0692 23649. 6 50. 00 Sequence
IAs 317 AFTNPTVNSYKRLVP PTVNSYKRL 0. 0686 23804. 2 50. 00 Sequence
IAs 159 GWANTGAATEADGSP NTGAATEAD 0. 0685 23832.0 50. 00 Sequence
IAs 127 AYFGAEAEFYI FDSV YFGAEAEFY 0. 0681 23936. 2 50. 00 Sequence
IAs 417 QIPTQLSDVI DRLEA TPTQLSDVI 0. 0676 24050. 7 50. 00 Sequence
IAs 415 | PQTPTQLSDVIDRL TPTQLSDVI 0.0672 24177.5 50. 00 Sequence
IAs 319 TNPTVNSYKRLVPGY PTVNSYKRL 0. 0666 24329.7 50. 00 Sequence
IAs 126 TAYFGAEAEFYI FDS TAYFGAEAE 0. 0664 24363. 4 50. 00 Sequence
IAs 108 RN ARKAENYLI STG RN ARKAEN 0. 0658 24538. 5 50. 00 Sequence
IAs 416 PQTPTQLSDVI DRLE TPTQLSDVI 0. 0657 24549.1 50. 00 Sequence
IAs 355 TGSNPKAKRLEFRSP SNPKAKRLE 0. 0656 24584.8 50. 00 Sequence
IAs 281 VKDGAPLMYDETGYA KDGAPLMYD 0. 0655 24616. 4 50. 00 Sequence
I As 368 SPDSSGNPYLAFSAM NPYLAFSAM 0. 0652 24684. 4 50. 00 Sequence
IAs 192 DQYVDLRDKMLTNLI  QYVDLRDKM 0. 0651 24713.0 50. 00 Sequence
IAs 128 YFGAEAEFYI FDSVS YFGAEAEFY 0. 0651 24715. 2 50. 00 Sequence
IAs 247 || KNTAWDNGKTVTF  TAWNGKTV 0. 0646 24857. 6 50. 00 Sequence
IAs 393 KIEPQAPVDKDLYEL APVDKDLYE 0.0642 24960. 0 50. 00 Sequence
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IAs 437 TEGGVFTNDLI ETW GGVFTNDLI 0.0641 24993. 2 50. 00 Sequence
IAs 125 DTAYFGAEAEFYI FD YFGAEAEFY 0.0638 25066. 6 50. 00 Sequence
IAs 272 SGVHCHQSLWKDGAP QSLVKDGAP 0.0638 25071. 2 50. 00 Sequence
IAs 394 | EPQAPVDKDLYELP QAPVDKDLY 0.0633 25216. 2 50. 00 Sequence
IAs 191 NDQYVDLRDKM.TNL QYVDLRDKM 0.0625 25423.9 50. 00 Sequence
IAs 51 AFDGSSI RGFQSI HE SSI RGFGSI 0. 0620 25574. 8 50. 00 Sequence
IAs 145 SRANGSFYEVDAI SG GSFYEVDAI 0. 0619 25595. 6 50. 00 Sequence
IAs 280 LWKDGAPLMYDETGY KDGAPLMYD 0.0619 25597. 8 50. 00 Sequence
IAs 370 DSSGNPYLAFSAMLM PYLAFSAM. 0.0618 25616. 4 50. 00 Sequence
IAs 144 DSRANGSFYEVDAIS GSFYEVDAI 0.0612 25777.6 50. 00 Sequence
IAs 369 PDSSGNPYLAFSAM. PYLAFSAM. 0.0611 25825. 1 50. 00 Sequence
IAs 190 PNDQYVDLRDKM.TN QYVDLRDKM 0. 0607 25937. 4 50. 00 Sequence
IAs 95 HDPFTLEPYSRDPRN DPFTLEPYS 0. 0602 26073. 0 50. 00 Sequence
IAs 436 LTEGGVFTNDLI ETW GGVFTNDLI 0. 0598 26175. 6 50. 00 Sequence
IAs 185 YFPVAPNDQYVDLRD FPVAPNDQY 0. 0598 26184. 7 50. 00 Sequence
IAs 193 QYVDLRDKMLTNLIN QYVDLRDKM 0. 0593 26331. 8 50. 00 Sequence
IAs 75 ETAR DPFRAAKTLN DPFRAAKTL 0.0591 26379. 7 50. 00 Sequence
IAs 282 KDGAPLMYDETGYAG KDGAPLMYD 0. 0591 26391. 7 50. 00 Sequence
IAs 435 YLTEGGVFTNDLI ET GGVFTNDLI 0. 0590 26396. 3 50. 00 Sequence
IAs 25 CDLPG MQHFTI PAS PG MQHFTI 0. 0590 26416. 6 50. 00 Sequence
IAs 418 TPTQLSDVI DRLEAD TPTQLSDVI 0. 0588 26452. 6 50. 00 Sequence
IAs 36 |PASAFDKSVFDDGL | PASAFDKS 0. 0588 26466. 6 50. 00 Sequence
IAs 114 AENYLI STG ADTAY | STG ADTA 0.0581 26660. 3 50. 00 Sequence
IAs 268 GDNGSGVHCHQSLWK SGVHCHQSL 0. 0579 26731. 4 50. 00 Sequence
IAs 445 DLl ETW SFKRENEI | SFKRENEI 0.0578 26746.5 50. 00 Sequence
IAs 49 GLAFDGSSI RGFQSI  SSI RGFGSI 0.0574 26878. 4 50. 00 Sequence
IAs 158 SGMANTGAATEADGS NTGAATEAD 0.0571 26963. 2 50. 00 Sequence
IAs 186 FPVAPNDQYVDLRDK FPVAPNDQY 0. 0570 26972. 3 50. 00 Sequence
IAs 121 TG ADTAYFGAEAEF TG ADTAYF 0. 0568 27033.0 50. 00 Sequence
IAs 96 DPFTLEPYSRDPRNI DPFTLEPYS 0. 0567 27083. 7 50. 00 Sequence
IAs 35 TIPASAFDKSVFDDG | PASAFDKS 0. 0565 27134.1 50. 00 Sequence
IAs 202 LTNLINSGFI LEKGH TNLI NSGFI 0. 0563 27188.5 50. 00 Sequence
IAs 269 DNGSGVHCHQSLWKD SGVHCHQSL 0. 0559 27320. 6 50. 00 Sequence
IAs 143 FDSRANGSFYEVDAI  GSFYEVDAI 0. 0557 27372. 4 50. 00 Sequence
IAs 446 LI ETW SFKRENEI E W SFKRENE 0. 0555 27437.9 50. 00 Sequence
IAs 226 EINYQFENSLLHAADD NSLLHAADD 0. 0550 27567. 1 50. 00 Sequence
IAs 33 HFTI PASAFDKSVFD | PASAFDKS 0. 0550 27570. 9 50. 00 Sequence
IAs 34 FTI PASAFDKSVFDD | PASAFDKS 0. 0549 27603. 8 50. 00 Sequence
IAs 168 EADGSPNRGYKVRHK NRGYKVRHK 0.0547 27658. 2 50. 00 Sequence
IAs 444 NDLI ETW SFKRENE TW SFKREN 0.0547 27658. 8 50. 00 Sequence
IAs 37 PASAFDKSVFDDGLA KSVFDDGLA 0. 0546 27691. 7 50. 00 Sequence
IAs 271 GSGVHCHQSLWKDGA —SGVHCHQSL 0. 0546 27704. 6 50. 00 Sequence
IAs 198 RDKM.TNLINSGFIL NLI NSGFIL 0. 0535 28025. 7 50. 00 Sequence
IAs 120 STG ADTAYFGAEAE TG ADTAYF 0.0518 28547.5 50. 00 Sequence
IAs 447 | ETW SFKRENEI EP ETW SFKRE 0.0517 28591. 4 50. 00 Sequence
| As 3 KTPDDVFKLAKDEKV ~FKLAKDEKV 0.0513 28711.7 50. 00 Sequence
IAs 270 NGSGVHCHQSLVKDG SGVHCHQSL 0.0510 28795. 4 50. 00 Sequence
IAs 99 TLEPYSRDPRNI ARK RDPRNI ARK 0. 0509 28818. 1 50. 00 Sequence
IAs 24 FCDLPG MQHFTI PA LPG MQHFT 0. 0509 28839. 0 50. 00 Sequence
IAs 157 | SGWANTGAATEADG NTGAATEAD 0. 0508 28842. 4 50. 00 Sequence
IAs 38 ASAFDKSVFDDGLAF KSVFDDGLA 0. 0508 28850. 6 50. 00 Sequence
IAs 292 TGYAGLSDTARHYI G TGYAGLSDT 0. 0505 28940. 0 50. 00 Sequence
IAs 50 LAFDGSSI RGFQSIH SSI RGFGSI 0. 0505 28945. 9 50. 00 Sequence
IAs 299 DTARHYI GGLLHHAP | GGLLHHAP 0. 0505 28955. 3 50. 00 Sequence
IAs 164 GAATEADGSPNRGYK AATEADGSP 0. 0504 28974. 1 50. 00 Sequence
IAs 234 LLHAADDMQLYKYI| HAADDMQLY 0. 0504 28991. 1 50. 00 Sequence
IAs 289 YDETGYAGLSDTARH AGLSDTARH 0. 0503 29004. 2 50. 00 Sequence
IAs 163 TGAATEADGSPNRGY AATEADGSP 0. 0502 29053. 9 50. 00 Sequence
IAs 109 N ARKAENYLI STG NI ARKAENY 0. 0501 29078. 7 50. 00 Sequence
IAs 235 LHAADDMOLYKYI K HAADDMQLY 0.0497 29192. 8 50. 00 Sequence
IAs 97 PFTLEPYSRDPRNI A PYSRDPRNI 0. 0495 29276. 7 50. 00 Sequence
IAs 382 M.MAGLDG KNKI EP DG KNKI EP 0. 0495 29277.9 50. 00 Sequence
IAs 101 EPYSRDPRNI ARKAE RDPRNI ARK 0.0494 29288. 7 50. 00 Sequence
IAs 290 DETGYAGLSDTARHY AGLSDTARH 0. 0491 29389. 3 50. 00 Sequence
IAs 165 AATEADGSPNRGYKV AATEADGSP 0. 0488 29485. 8 50. 00 Sequence
IAs 201 M.TNLINSGFI LEKG TNLI NSGFI 0.0487 29517. 7 50. 00 Sequence
IAs 236 HAADDMQLYKYI | KN HAADDMQLY 0.0483 29638. 4 50. 00 Sequence
IAs 199 DKM.TNLINSGFI LE TNLI NSGFI 0.0483 29642. 9 50. 00 Sequence
IAs 238 ADDMQLYKYI | KNTA YKYI | KNTA 0.0476 29875. 0 50. 00 Sequence
IAs 381 AM.MAGLDG KNKIE AGLDG KNK 0. 0475 29915. 8 50. 00 Sequence
IAs 291 ETGYAGLSDTARHYI AGLSDTARH 0. 0475 29917. 1 50. 00 Sequence
IAs 217 HEVGSGGQAEI NYQF GSGGQAEI N 0.0474 29937.8 50. 00 Sequence
IAs 216 HHEVGSGGQAEI NYQ GSGGQAEI N 0.0472 29993. 9 50. 00 Sequence
IAs 200 KM.TNLINSGFI LEK TNLI NSGFI 0.0471 30045. 5 50. 00 Sequence
IAs 208 SGFI LEKGHHEVGSG GFI LEKGHH 0.0471 30051. 1 50. 00 Sequence
IAs 331 PGYEAPI NLVYSQRN APl NLVYSQ 0.0468 30125. 3 50. 00 Sequence
IAs 113 KAENYLI STG ADTA | STG ADTA 0.0467 30166. 7 50. 00 Sequence
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IAs 214 KGHHEVGSGGQAEI N GSGGQAEI N 0.0467 30175. 9 50. 00 Sequence
IAs 215 GHHEVGSGGQAEI NY GSGGQAEI N 0. 0466 30198. 1 50. 00 Sequence
IAs 46 FDDGLAFDGSSI RGF GLAFDGSSI 0. 0465 30231.8 50. 00 Sequence
IAs 332 GYEAPI NLVYSQRNR NLVYSQRNR 0. 0464 30274. 9 50. 00 Sequence
IAs 209 GFl LEKGHHEVGSGG GFI LEKGHH 0.0462 30332. 7 50. 00 Sequence
IAs 156 Al SGMNTGAATEAD NTGAATEAD 0.0461 30365. 2 50. 00 Sequence
IAs 443 TNDLI ETW SFKREN ETW SFKRE 0. 0459 30416. 8 50. 00 Sequence
IAs 47 DDGLAFDGSSI RGFQ GLAFDGSSI 0. 0459 30417.5 50. 00 Sequence
IAs 98 FTLEPYSRDPRNI AR PYSRDPRNI 0.0454 30608. 6 50. 00 Sequence
IAs 442 FTNDLI ETW SFKRE ETW SFKRE 0. 0452 30645. 4 50. 00 Sequence
IAs 149 GSFYEVDAI SGMANT GSFYEVDAI 0. 0443 30945. 6 50. 00 Sequence
IAs 333 YEAPI NLVYSQRNRS APl NLVYSQ 0.0442 30977. 4 50. 00 Sequence
IAs 462 VN RPHPYEFALYYD VNI RPHPYE 0.0441 31027. 1 50. 00 Sequence
IAs 148 NGSFYEVDAI SGAMMN GSFYEVDAI 0.0436 31185. 6 50. 00 Sequence
IAs 334 EAPI NLVYSQRNRSA APl NLVYSQ 0.0436 31205. 2 50. 00 Sequence
IAs 48 DGLAFDGSS| RGFQS FDGSS| RGF 0.0433 31281.9 50. 00 Sequence
IAs 293 GYAGLSDTARHYI GG GYAGLSDTA 0.0429 31423.0 50. 00 Sequence
IAs 39 SAFDKSVFDDGLAFD KSVFDDGLA 0. 0429 31446. 8 50. 00 Sequence
IAs 218 EVGSGGQAEI NYQFN GSGGQAEI N 0.0425 31576. 0 50. 00 Sequence
IAs 296 GLSDTARHYI GGLLH RHYI GGLLH 0.0424 31595. 5 50. 00 Sequence
IAs 112 RKAENYLI STG ADT RKAENYLI S 0.0424 31610. 9 50. 00 Sequence
IAs 41 FDKSVFDDGLAFDGS KSVFDDGLA 0.0422 31655. 4 50. 00 Sequence
IAs 265 PLFGDNGSGVHCHQS GSGVHCHQS 0.0422 31683. 9 50. 00 Sequence
IAs 111 ARKAENYLI STG AD RKAENYLI S 0.0419 31766. 6 50. 00 Sequence
IAs 43 KSVFDDGLAFDGSSI KSVFDDGLA 0.0419 31774. 8 50. 00 Sequence
| As 1 TEKTPDDVFKLAKDE DVFKLAKDE 0.0413 31969. 0 50. 00 Sequence
IAs 166 ATEADGSPNRGYKVR SPNRGYKVR 0. 0410 32088. 9 50. 00 Sequence
IAs 219 VGSGGQAEI NYQENS GSGGQAEI N 0. 0409 32118. 4 50. 00 Sequence
IAs 438 EGGVFTNDLIETWS GGVFTNDLI 0. 0407 32206. 4 50. 00 Sequence
IAs 100 LEPYSRDPRNI ARKA RDPRNI ARK 0. 0402 32353.1 50. 00 Sequence
IAs 220 GSGGQAEI NYQENSL GSGGQAEI N 0.0402 32378.0 50. 00 Sequence
IAs 40 AFDKSVFDDGLAFDG KSVFDDGLA 0. 0400 32440. 1 50. 00 Sequence
IAs 298 SDTARHYl GGLLHHA RHYI GGLLH 0. 0400 32445.7 50. 00 Sequence
IAs 297 LSDTARHYI GGLLHH RHYI GGLLH 0.0396 32590. 3 50. 00 Sequence
IAs 110 |ARKAENYLI STGIA RKAENYLIS 0. 0395 32606. 2 50. 00 Sequence
I As 2 EKTPDDVFKLAKDEK DVFKLAKDE 0.0392 32714. 3 50. 00 Sequence
IAs 197 LRDKMLTNLINSGFI  TNLI NSGFI 0. 0390 32788.0 50. 00 Sequence
IAs 283 DGAPLMYDETGYAGL GAPLMYDET 0.0373 33389.8 50. 00 Sequence
IAs 337 |NLVYSQRNRSACVR QRNRSACVR 0.0371 33461. 8 50. 00 Sequence
IAs 421 Q.SDVI DRLEADHEY QLSDVI DRL 0. 0369 33542. 2 50. 00 Sequence
IAs 335 APl NLVYSQRNRSAC APl NLVYSQ 0. 0369 33555. 3 50. 00 Sequence
IAs 221 SGGQAEINYQFNSLL GGQAEI NYQ 0.0368 33583. 3 50. 00 Sequence
IAs 338 NLVYSQRNRSACVRI  NLVYSQRNR 0. 0366 33654. 9 50. 00 Sequence
IAs 44 SVFDDGLAFDGSSI R LAFDGSSI R 0. 0365 33687. 0 50. 00 Sequence
IAs 222 GGQAEI NYQFNSLLH GGQAEI NYQ 0.0363 33773.5 50. 00 Sequence
IAs 427 DRLEADHEYLTEGGV RLEADHEYL 0.0362 33783. 7 50. 00 Sequence
IAs 288 MYDETGYAGLSDTAR GYAGLSDTA 0. 0356 34025. 1 50. 00 Sequence
IAs 194 YVDLRDKMLTNLINS KM.TNLINS 0. 0349 34269. 7 50. 00 Sequence
I As 0 VTEKTPDDVFKLAKD VTEKTPDDV 0.0347 34352. 8 50. 00 Sequence
IAs 439 GGVFTNDLI ETW SF  GGVFTNDLI 0.0346 34400. 8 50. 00 Sequence
IAs 261 FMPKPLFGDNGSGVH MPKPLFGDN 0.0345 34407. 9 50. 00 Sequence
IAs 237 AADDMQLYKY! | KNT MQLYKY! | K 0.0345 34420. 6 50. 00 Sequence
IAs 262 MPKPLFGDNGSGVHC KPLFGDNGS 0.0343 34483. 9 50. 00 Sequence
IAs 422 LSDVI DRLEADHEYL RLEADHEYL 0.0343 34498. 1 50. 00 Sequence
IAs 294 YAGLSDTARHYI GGL AGLSDTARH 0.0342 34529. 9 50. 00 Sequence
IAs 264 KPLFGDNGSGVHCHQ NGSGVHCHQ 0. 0339 34664. 6 50. 00 Sequence
IAs 155 DAl SOMNTGAATEA GWANTGAAT 0.0336 34754. 4 50. 00 Sequence
IAs 154 VDAl SGMW\NTGAATE GWANTGAAT 0.0335 34815. 0 50. 00 Sequence
IAs 45 VFDDGLAFDGSSI RG LAFDGSSI R 0. 0330 34969. 8 50. 00 Sequence
IAs 213 EKGHHEVGSGGQAEI HEVGSGGQA 0. 0330 35003. 4 50. 00 Sequence
IAs 42 DKSVFDDGLAFDGSS KSVFDDGLA 0. 0329 35026. 6 50. 00 Sequence
IAs 153 EVDAI SGAWNTGAAT SGWANTGAA 0.0327 35100. 9 50. 00 Sequence
IAs 287 LMYDETGYAGLSDTA TGYAGLSDT 0.0322 35285. 6 50. 00 Sequence
IAs 423 SDVI DRLEADHEYLT RLEADHEYL 0.0319 35393. 8 50. 00 Sequence
IAs 152 YEVDAI SGWNTGAA SGWANTGAA 0.0318 35446. 7 50. 00 Sequence
IAs 195 VDLRDKMLTNLINSG KM.TNLINS 0.0310 35752. 9 50. 00 Sequence
IAs 224 QAEI NYQFNSLLHAA QAEI NYGFN 0. 0310 35765. 3 50. 00 Sequence
IAs 420 TQLSDVI DRLEADHE QLSDVI DRL 0. 0306 35896. 3 50. 00 Sequence
IAs 210 FI LEKGHHEVGSGRQ FI LEKGHHE 0. 0306 35923. 9 50. 00 Sequence
IAs 295 AGLSDTARHYI GGLL AGLSDTARH 0.0303 36023. 2 50. 00 Sequence
IAs 142 SFDSRANGSFYEVDA ANGSFYEVD 0.0302 36060. 2 50. 00 Sequence
IAs 263 PKPLFGDNGSGVHCH KPLFGDNGS 0. 0301 36093. 0 50. 00 Sequence
IAs 419 PTQLSDVI DRLEADH QLSDVI DRL 0.0298 36218.6 50. 00 Sequence
IAs 141 VSFDSRANGSFYEVD ANGSFYEVD 0.0292 36439. 5 50. 00 Sequence
IAs 150 SFYEVDAI SGMANTG SFYEVDAI S 0. 0290 36544. 9 50. 00 Sequence
IAs 225 AEI NYQFNSLLHAAD GQFNSLLHAA 0. 0289 36578. 9 50. 00 Sequence
IAs 426 | DRLEADHEYLTEGG RLEADHEYL 0.0288 36601. 9 50. 00 Sequence
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