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NTDB id 1029 TT RS02230 WP 011228203.1 INIF RQLATM . 145
NTDB id 1113 AAA85695.1 219..1451( ) IT FTRQL TM WAG PL QAF IVAJ 151
NTDB id 1112 NGFG RS09215 WP 003689811.1 IT FTRQL TM MAG PL QAF IVAJ 151
NTDB id 1169 A1552VC RS11075 WP 000648511.1 ITITRQLATM 149
NTDB id 1402 DSB67 RS12670 WP 010643257.1 ITIFTRQ ATM A 148
NTDB id 43283 GU3 RS15800 WP 014293535.1 IMIMTRQ ATM H 149
NTDB id 1252 GC085 RS07730 WP 011213805.1 IT F RQLATM l I l K 148
NTDB id 1198 PSJM300 03950 AFN76868.1 IR FTRQ ATM 147
NTDB id 1059 ABD1 RS01610 WP 000279215.1 ITIFTRQLATM 150
NTDB id 1016 ACIAD RS01680 WP 004920476.1 IMIFTRQLATM 150
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NTDB id 1029 TT RS02230 WP 011228203.1 L 225
NTDB id 1113 AAA85695.1 219..1451( ) S 231
NTDB id 1112 NGFG RS09215 WP 003689811.1 S 231
NTDB id 1169 A1552VC RS11075 WP 000648511.1 E FIQEFGAELPYF TQ[V 229
NTDB id 1402 DSB67 RS12670 WP 010643257.1 Q FINEFGA LPAFTQ V 228
NTDB id 43283 GU3 RS15800 WP 014293535.1 H FAFGALPFTQ ') 229
NTDB id 1252 GC085 RS07730 WP 011213805.1 I FI{€FGA ' LPANITRIAV 228
NTDB id 1198 PSJM300 03950 AFN76868.1 T FAFGAELPAFT?V 227
NTDB id 1059 ABD1 RS01610 WP 000279215.1 T FARFGA LPAFTQ V 230
NTDB id 1016 ACIAD RS01680 WP 004920476.1 I FIRSIFGA LPAFTQ V 230
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