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NTDB id 109181 ACGHPO RS04145 WP 009267916.1 MSEKQGRHTGHRHMGHGPMHGMGAGEKAKDFKGTLKKLLHYLSMFKVQMFFVFLFAVGGTVFNIVGPKILGKATTEIFNG 80
NTDB id 370 SMU RS04260 WP 002263294.1 ..........................MENKKKSLLSQMAPYLKGYKALFGLAVIFTIVSSTITVIGPDRLKEMTDTMTKG 54
consensus ************************** ! ! * !! *! *! * * **!! ! ! * !
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NTDB id 109181 ACGHPO RS04145 WP 009267916.1 LVSKVSGGAGMDFEKIGEILLFTLGLYVISAAFSFIQGYLMSGISQKTTYRLRKEISEKINRMPMNYFDTKTHGEVLSRV 160
NTDB id 370 SMU RS04260 WP 002263294.1 LAG......KIDLDKIGEIALTLALLYFAGALVSYTASFIVSTLIQKFSQRLRNAIADKINKVPLKYFDSHSQGDTLSRV 128
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NTDB id 109181 ACGHPO RS04145 WP 009267916.1 TNDVDTLGQSLNQSATQMITSVTTLIGVLVMMLSISPLMTLVALLILPVSMGLISGIMKRSQKYFRGQQEYLGEVNGQVE 240
NTDB id 370 SMU RS04260 WP 002263294.1 TNDVDLMTQSFNQSLVSMVAAIILLIGSIFMMIKTNGALAATAILSVFAGFVLSTVIMAKSQPLFKKQQANLADVSGYVE 208
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NTDB id 109181 ACGHPO RS04145 WP 009267916.1 EVYSGHNIVKAFNKEKDVITEFEETNDKLYDSAWKSQFFSGLMMPIMQFVGNLGYVVVAILGGYLAIQKTIEVGDIQSFI 320
NTDB id 370 SMU RS04260 WP 002263294.1 EVYSGHNVVSSYNAIQQSKKQFENLNDQLFASMWKSQFFSGIMMPLMQFIGNFGYVMVCIVGATMAINGDITMGTIVAFM 288
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NTDB id 109181 ACGHPO RS04145 WP 009267916.1 QYVRNFTQPIQQMAQVANMLQSTAAASERVFEFLEEEEEDQTVPDPVSVEGLQGNVEFDHVHFGYNADKIIVNDFSAKIK 400
NTDB id 370 SMU RS04260 WP 002263294.1 TYVRIFTQPIAQIAQGITQLQSANAAMGRVFEFLDEEEIEDENHKVKQLEKVEGNVNFDNVFFGYSPDKTIIHDFSAHAK 368
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NTDB id 109181 ACGHPO RS04145 WP 009267916.1 EGQKIAIVGPTGAGKTTMIKLLMRFYDVNSGAILIDGHNVKDFNRSELRQMFGMVLQDTWLFHGSIKDNIKYGKLDATDE 480
NTDB id 370 SMU RS04260 WP 002263294.1 AGQKIAIVGPTGAGKTTIVNLLMRFYEVDRGMISIDGVNIHDMTRKEVHDAFAMVLQDTWLFEGTVKENLIYNQKHITDE 448
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NTDB id 109181 ACGHPO RS04145 WP 009267916.1 EVIEAAKAARVHRFVQTLPGGYDMELNEEASNVSQGQKQLLTIARAILADPKILILDEATSSVDTRTEIQIQKAMDTLMK 560
NTDB id 370 SMU RS04260 WP 002263294.1 QVIAAAKAVGVHHFIKTLPKGYDTVLDD.SVTLSVGQKQLLTIARALLKDAPLLILDEATSSVDTRTEELIQRAMDHLME 527
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logo GRTSFVIAHRLSTIRDNADLMI LVMKRDGDNI IVEQGNSHDEEQL IMAEKNGFYADELYNSQFETEKAETVASCA
NTDB id 109181 ACGHPO RS04145 WP 009267916.1 GRTSFVIAHRLSTIRDADMILVMKDGDIVEQGNHEELIAKNGFYAELYNSQFEKATSCA 619
NTDB id 370 SMU RS04260 WP 002263294.1 GRTSFVIAHRLSTIRNADLILVMRDGNIIEQGSHDQLMAENGFYADLYNSQFTEEVA.. 584
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