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NTDB id 325341 EGX73 RS14695 WP 003126213.1 MLLELTIQNFAIISHLHLSFHEGMTALTGETGAGKSIIIDAMGLLAGGRGSTDYLRQGAEKCRLEGLFEWPQQSEFQELT 80
NTDB id 352 BSU 24240 NP 390304.2 MLAELSIKNFAIIEELTVSFERGLTVLTGETGAGKSIIIDAISLLVGGRGSSEFVRYGEAKAELEGLFLLESGHPVLGVC 80
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NTDB id 325341 EGX73 RS14695 WP 003126213.1 EELGIDQEDV.LIVQRDITQAGKTICRVNGRTVTLANLRKIGLFLVDIQGQNEHQELLQPERHLSLVDGFGDDGFKEELL 159
NTDB id 352 BSU 24240 NP 390304.2 AEQGIDVSDEMIVMRRDISTSGKSVCRVNGKLVTIASLREIGRLLLDIHGQHDNQLLMEDENHLQLLDKFAGAEVESALK 160
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NTDB id 325341 EGX73 RS14695 WP 003126213.1 HYQDAYQEYRNLEKQVRNIQENEQLYVQRMDMLRFQQEEIAQAELIEGEEENLIEEREKLTNYQKIVDALGQSYGALSSE 239
NTDB id 352 BSU 24240 NP 390304.2 TYQEGYQRYVKLLKKLKQLSESEQEMAHRLDLIQFQLEEIESAKLELNEDEQLQEERQQISNFEKIYESLQNAYNALRSE 240
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NTDB id 325341 EGX73 RS14695 WP 003126213.1 EMSSVDGVSVALSEIQSIAHLDQAYEKITETIQSAYYLLQDAASDISRQLDNLELDEGRLEEVINRLETIRQLKRKYGES 319
NTDB id 352 BSU 24240 NP 390304.2 Q.GGLDWVGMASAQLEDISDINEPLKKMSESVSNSYYLLEDATFQMRNMLDELEFDPERLNYIETRLNEIKQLKRKYGAT 319
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NTDB id 325341 EGX73 RS14695 WP 003126213.1 ISVILAYYEEISKEISESAYTEGQLEQLEEQLTAKADAVWALAEQLHVKRREIAHRLEKEIVQELNDLYMEHAQFEVRFA 399
NTDB id 352 BSU 24240 NP 390304.2 VEDILEYASKIEEEIDQIENRDSHLQSLKKELDSVGKDVAVEAANVSQIRKTWAKKLADEIHRELKSLYMEKSTFDTEFK 399
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NTDB id 325341 EGX73 RS14695 WP 003126213.1 N...............GKQLTATGFDSVAFYLTTNPGEGMKPLVRVASGGELSRILLALKSIFSRKQGITSIVFDEVDTG 464
NTDB id 352 BSU 24240 NP 390304.2 VRTASRNEEAPLVNGQPVQLTEQGIDLVKFLISTNTGEPLKSLSKVASGGELSRVMLAIKSIFSSQQDVTSIIFDEVDTG 479
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NTDB id 325341 EGX73 RS14695 WP 003126213.1 VSGRVAQAIAEKISKIALNSQVLCITHLPQVAAVADYQYFIEKAIQEGRTETRVRQLSYEERVTEIARMLSGAEITELTV 544
NTDB id 352 BSU 24240 NP 390304.2 VSGRVAQAIAEKIHKVSIGSQVLCITHLPQVAAMADTHLYIAKELKDGRTTTRVKPLSKQEKVAEIGRMIAGVEVTDLTK 559
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NTDB id 325341 EGX73 RS14695 WP 003126213.1 EHARELLALAHQ..... 556
NTDB id 352 BSU 24240 NP 390304.2 RHAKELLKQADQVKTTG 576
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