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NTDB id 64786 SCAZ3 RS06595 WP 003046673.1 VQYTLNKPESYWNSKTTYSVLFPVNEKFLKSQGKDFGT.TDPSSILVNGAYFLSAFTSKSSMEFHKNENYWDAKNVGIESVKLTY 253
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NTDB id 64786 SCAZ3 RS06595 WP 003046673.1 SDGSDPGSFYKNFDKGEFTVARLYPNDPTYKSAKKNYADNITYGMLTSDIRHLTWNLNRTSFKNTKKD.PAQQDAGKKALNNKDF 337
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NTDB id 64786 SCAZ3 RS06595 WP 003046673.1 EALTAEGVTFPVQLDYPVDQANAATVQEAQSFKQSVEASLGKENVIVNVLETETSTHEAQGFYAETPEQQDYDII.SSWWGPDYQ 506
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NTDB id 64786 SCAZ3 RS06595 WP 003046673.1 DPRTYLDIMSPVDGGSVIQKLGIKAGESKDVVAAAGLDTYQTLLDEAAAITDDNDARYKAYAKAQAYLTDSAVDIPVVA.LGGTP 590
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NTDB id 64786 SCAZ3 RS06595 WP 003046673.1 RVTKAVPFSGAFAWAGAKGPASVYYYKGMKLQDKPVTAKQYEKAKEKWLKAKAKSNAEYAEKLADHVEK 659
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VISRLTPFTGASMQVGDKNS.S.DYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK. 656
NTDB id 324 STU RS16140 WP 011226306.1 AISRLTPFTGASLQVGDKNSSN.DYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK. 657
NTDB id 292 STER RS06940 WP 011681419.1 VISRLTPFTGASLQVGDKNSSN.DYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK. 657
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