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VKGAVQR
NTDB id 1031742 AB7T04 RS12030 WP 264101080.1 MTKAMMTERLRRN.LKILGACLAAGAVFIC..IWLFRSEKEEPVKQQSVLGQTPSASASVADKKDTADDKIMIDVKGAVR 77
NTDB id 105 BSU 25590 NP 390437.1 ......MNWLNQHKKAIIL..AASAAVFTAIMIFLATGKNKEPVKQAVPT.ETENTVVKQEANNDESNETIVIDIKGAVQ 71
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NTDB id 1031742 AB7T04 RS12030 WP 264101080.1 KPGVYEMKAGDRVTQAIEKAGGLKKKADELNVNLAEQLQDGTIVYIPSEGEEENRPKTAVG.....EKENAAVNINTASL 152
NTDB id 105 BSU 25590 NP 390437.1 HPGVYEMRTGDRVSQAIEKAGGTSEQADEAQVNLAEILQDGTVVYIPKKGEETAVQQGGGGSVQSDGGKGALVNINTATL 151
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NTDB id 1031742 AB7T04 RS12030 WP 264101080.1 DKLQAISGVGQKKAEAIIAYREENGRFQTAEDLMNVSGFGEKSFERIKTSITVK 206
NTDB id 105 BSU 25590 NP 390437.1 EELQGISGVGPSKAEAIIAYREENGRFQTIEDITKVSGIGEKSFEKIKSSITVK 205
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