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NTDB id 1029 TT RS02230 WP 011228203.1 D BIIF RQLATM 144
NTDB id 1169 A1552VC RS11075 WP 000648511.1 148
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NTDB id 1198 PSJM300 03950 AFN76868.1 146
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NTDB id 1059 ABD1 RS01610 WP 000279215.1 LDR AMYKEK LPAFTQNIV 229
NTDB id 310638 DOB54 RS18915 WP 240433655.1 ATYKEK LPAFTIQgV 212
NTDB id 1252 GC085 RS07730 WP 011213805.1 LD ATYKEKME]S 227
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