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NTDB id 1313 DR RS12030 WP 010888966.1 PTKVGNDA KVKNKVAPF G| l 310
NTDB id 68906 MSTE RS14925 WP 046255862.1 LD R IETLKDGT ..... KVVKNKV PPF D 298
NTDB id 600 KW2 RS01765 WP 011675413.1 BHIGSTKIEEGS. KVVKNKVAPPF N 315
NTDB id 269 KZH43 RS08665 WP 001085462.1 BIGNTQIKGTG. KVVKNKVAPPF IMYGEGIS K| 314
NTDB id 228 SPD RS09265 WP 001085462.1 BIGNTQIKGTG. KVVKNKVAPPF IMYGEGIS K 314
NTDB id 194 SPR RS08825 WP 001085462.1 BIGNTQIKGTG. KVVKNKVAPPF IMYGEGIS K 314
NTDB id 159 SP RS09750 WP 001085462.1 BIGNTQIKGTG. KVVKNKVAPPF IMYGEGIS K| 314
NTDB id 499 SM12261 RS08315 WP 078228268.1 MIGSTQIKGTG. KVVKNKVAPPF IMYGEGIS K 314
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NTDB id 408 SMU RS09530 WP 002262392.1 BIGNTQIKGTG. KVVKNKVAPPF IYGEGIS K 314
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