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NTDB id 405554 GNK04 RS15420 WP 159783395.1 LDQIMIRLTELGFGPRLSMKIFKAYKQETLEIVEKNPYQLIQDVEGIGFRRADDLGKSIGIEGKHPDRIRAACLHTLNEQ 233
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NTDB id 405554 GNK04 RS15420 WP 159783395.1 TLQEGHVYLEYNALIRSVNELL......GDRLDEADISRELISLYESDKLILDRERIYLHSLYYAEKGLVTGLNNVMSQT 307
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NTDB id 405554 GNK04 RS15420 WP 159783395.1 RSKDYLILCGEEDAIKLAIKTEDDQIRNTQLTEKLQEMIGEQTTIEESI............................. 756
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