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15314662 GIT 19 51,8624%4 Nomcoding 300173 T 3243 13/14 GG TT GT GT GG ‘GG GT TT GT GG GT TT GG GT GT GG GG GG GT GG TT GG
15314659 AIG 19 51,865,467  Mon coding 330048 A& 33436 13/14 GG AA AG AG GG GG AG A4 AG GG AG AA GG AG AG GG GG GG AG GG AA GG
153850426 CJIT 19 51875256 FRED?, ntron 15 330048 T 33/3% 13/14 oC TT CT cc X CT TTCT CC CT TT CC CT CT CC CC €C CT CC TT cC
1512461093 ciG 19 51,877,759 PREDZ, mtom 14 330048 G 33/36 13114 OC GG OG OG CC =06 GG CG CC CG GG CC CG OG OC CC €C CG CC G5 CC
15314676 CiT 19 51,888,264 PREDZ, mtron 10 357508 T 33/3 13714 CC TT CT CT CC CT TT CT C€C NN TT CC CT CT CC CC CC CT 00 TT CC
19314663 cCic 19 51,293,390 PREDZ, mtron 7 365835 G 3443 13714 CC GG OG CG CC CG GG CG CC GG GG CC CG CG CC CC €C CG €C GG CC
512609920 AIC 19 51,902,699 PRED2, mtron3 344045 C  33/35 12/13 AA CC AC AC HN AC CC AC AA CC CC AA AC AC AA AA Ad AC AA CC AA
19588712 AiC 19 51,909,754 PREDZ, mtron | 365835 & 34736 13714 OC AA AC AC CC AC AA AC CC AA AA CC AC AC CC CC AC CC AC CC AA CC
153248528 GIT 19 51909941 FRED2, intron | 4057135 G 35/36 13714 TT GG GT GT TT GT GG GT TT GG GG TT GT GT TT TT GT GT GT TT GT TT GG TT
19313842 CIiT 19 51.916,157  STRME, intron 16 353214 C 3443 12113 TT CC CT CT TT CT CC CT TT €C CC TT CT CT TT TT CTTTCT CCCT CT CC CT CT CC TT €T TT CC TT
15313835 CIT 19 51972629 SLCIAS, intron 5 365835 C 34536 13/14 TT CC CT CT TT GT ©C CT'TT ¢ CCATICT o ‘TTIT CT TT CT CC CT CT CT CC CT CT CT CC TT CT TT CC 1T
15313852 AIG 19 51,970,009 SLCIAS, intron 3 317469 G 35/3% 1114 Ah GG AG AG AA AG GG AG AA GG Ak AG AA AG GG GG AG AG GG GG AG AG GG AG Ah AT AA GG AA
rs2105903 AIC 19 51,979.990  SLCIAS, mtron 1 31 7459 A 35736 11714 AC AC AC CC AA CC AA AC AC CCIRC AA AC AA AC CC AA F cC AC CC AC AC AA AC AC AA AA AC AA AA AC AC AC AC CC AC CC AA CC
302795698 GIC 19 51,983,014 SLCIAS, exonl - - - GGGGGGGGGGGGGGGGGGGGGG‘GGGGGGGGGGGGGGGGGGGGGG‘GG GG GG GG GG GG GG GG GG GG GG GG GG GG GG GG GG GG GG GG GG GG
rs30279569 GI/C 19 51,983,014 SLCIAS, exon | Ha G 36/3% 14/14 CCCCCGCCGECCCEGCCCECCCCGECCCGCCCCC GE GG CC CCG GG CC CC CC GG CCG CC CCG CC CC CC CC GG GC GG CC CC GG CC GG GG CC CC GG CC CC CC CC GG CC
193027952 AIG 19 51,983,410 SLCIAS, SUTR 50,0000 A 36136 14714 AG AG AG GG AA GG AG AG AG GG GG AA AG AA AG GG AA AA GG AG AA GG GG GG Ak AG AG AG GG AG GG AG AA AG AA AG AR AA AG AA Ak AG AG KA AG GG AG GG AA GG
1512081126 CIT 19 51991975 Noncoding 406015 T 36436 12714 TTCTCTOCTTCCCT(.'E’(.TCl:;“ CC TT TT €C CT TT €C €C TT TT CT CT CT €€ €T CC CT TT TT TT CT TT TT CT TT TT CT CT TT CT€C CT C€C TT €C
1s7 507695 AiG 19 51,992,492 Nom coding 405715 G 35736 13/14 GG AG AG AA GG AA AG AG AG AA AA GG AG GG AG AA AG GG AA AG GG AA AA AG GG AG AG AG AA AG AA AG AG GG GG AG AG GG AG AG GG AG AA AG AA AG AA
152016824 AIG 19 51,992,746 Noncoding 349164 A 32734 13714 H GG AA GG AG AG AG GG GG AA AG AA AG GG AG AA GG AG AA GG GG Ah AG AG AG GG AG GG AG AG AR AA AG AG NN AG AG AA AG GG AG GG AG GG
1512609914 AIG 19 51,996,254 Nom coding 357508 A 33035 13714 AA GG AG GG AA GG AG AG AG GG GG AA AG NN AG GG AG AA GG AG AA GG GG s AA AG AG AG GG AG GG AG AG GG AA AA AG AG AA AG AG Ak AG GG AG GG AG GG
15149531 ciT 19 51,998,120 Non coding 405715 T 35436 13/14 TTXECT CC TT ©C CT €T €T ©C €€ TT €T TT €T €C CT TT €C CT TT €C CC '1'[‘(.'1.'(.'I‘(.-'l'CKJCTCCCTTTCTTTI’;I'ILTTTTCTCTTFWCTWCTCCCTCCCTCC
15312183 AIG 19 52,000,506 Non coding 370385 A 31732 13714 - AG GG NN GG AG AG AG GG GG AA AG NN AG GG AG AA GG AG NN GG GG 4G AA AG AG AG GG AG GG AG AA AG AA AG AA AA NN AG AA AG AG AA AG GG AG GG AG GG
19312184 AlG 19 52,002,610 Nom coding 405715 A 35736 13714 Al?QéAGGGAAGG'&G AG AG GG GG AA AG AA AG GG AG AA GG AG AR GG GG J A AG AG AG GG AG GG AG AR AG AA AG AA AA AG AG Ak AG AG Ah AG GG AG GG AG GG
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1 Indiidual B-LCLs not lysed by CTL-3B6 were highlighted m sky blue, Genotypes which were discordant with the lysis by CTL due to recombination or mutaton were hatched,
§ Onginal genotyped data downloaded from the HapMap is shown. Due to the unexpected genotype, we retyped the SHP by direct sequencing. The results are shown below n blue letters.
9 SHP which was found to be responsible for generation of CTL-3B6 mHag
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