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NTDB id 1394 DSB67 RS13765 WP 005432827.1 MKKSAYARKLFLISMEEDAGKKV..EALEKYTDIDIPVISTQALMEANPKHRNKILLIDFSEHKELVLSIKNLPLIWKNF 78
NTDB id 1296 VP RS13295 WP 005480993.1 MRKSAYARKLFLISMEDDAAQKV..ASLEKYIDMSIPVISTDALMEAKPEHRNKILLIDFSEHKSLVQSIKNLPLVWKNF 78
NTDB id 343861 ET948 RS02645 WP 078926475.1 MPRSNYTRTIYYLTLDEKAATPKILSQAIEQLAIPIPKIEPEQLVNLYQHSKHKILLFDFQEHEQIRQRLAPLKLTSSHL 80
NTDB id 1146 A1552VC RS00790 WP 001188316.1 MQRANYARTIYLLTTQPKALHPSI.QAAIEQLNLPVPVIEPERLLREYQSDKHKILLLDHAENGLIRQQLGPLKLTSPYF 79
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NTDB id 1394 DSB67 RS13765 WP 005432827.1 ETVVFNVPKRLTTDELLAFGQLKGIFYEESSLEQIGEGLKEIINGQNWLPRNVTSQLLHYYRNVISTHTAPATVDLTIRE 158
NTDB id 1296 VP RS13295 WP 005480993.1 ETVVFNVPKRLTTDELLAFGQLKGLFYSEDSLEQVGEGLKGIVNGQNWLPRNVTSQLLHYYRNVINTHTAPATVDLTIRE 158
NTDB id 343861 ET948 RS02645 WP 078926475.1 EIILFNVDKRLHTDTLLSFGHLKGVFYQTETSANLTNGLAEIINGQNWLPRHVSNQLLHYYRYIFQEHQIKATINLTARE 160
NTDB id 1146 A1552VC RS00790 WP 001188316.1 ETILFNVEKRLRTEDLLTFGNLKGLFYANEDTGFIAHGLGEIINGQNWLPRHVSSQLLHYYRYAFQSHQVQATVDLTARE 159
consensus !***!!!*!!!*!**!!*!!*!!!*!! *********!!**!*!!!!!!!!*!**!!!!!!! * **! **!!**!! !!

logo

I
LQI

VLRCLQATGASNNSML
Q
I
MAENSELF IVSEFTI

VKSHLYQI FKKI
L
N
SVKNRTVKQAIAWVADNQRNI

LLMS
NTDB id 1394 DSB67 RS13765 WP 005432827.1 LQVLRCLQAGASNNQMAEELFVSEFTIKSHLYQIFKKLSVKNRVQAIAWADQNLMS 214
NTDB id 1296 VP RS13295 WP 005480993.1 LQVLRCLQAGASNSQMAEELFVSEFTIKSHLYQIFKKLSVKNRVQAIAWADQNLMS 214
NTDB id 343861 ET948 RS02645 WP 078926475.1 LQILRCLQTGASNMLIAESLFISEFTVKSHLYQIFKKISVKNRTQAIAWANQRILS 216
NTDB id 1146 A1552VC RS00790 WP 001188316.1 IQILRCLQTGASNMQIAENLFISEFTVKSHLYQIFKKLNVKNRVKAIAWVNQNLL. 214
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