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NTDB id 109286 ACGHAP RS16095 WP 026648721.1 MSEQRRRGPMGGHGRMMSGEKAKDFKGSMAKLFRYMGRYKFRFILMFIFAVAGTVFSIVGPKILGKATTELFNGLVAKVN 80
NTDB id 370 SMU RS04260 WP 002263294.1 ....................MENKKKSLLSQMAPYLKGYKALFGLAVIFTIVSSTITVIGPDRLKEMTDTMTKGLA.... 56
consensus ******************** ! * * *!* !! ! ! !! * * ***!! ! ! * !! ****
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NTDB id 109286 ACGHAP RS16095 WP 026648721.1 GTGEIDFGKIGMILLWTLGLYVLSACFSFVQGFVMSGISNDVTYNLRKDISKKINRLPLNYYESRTNGEILSRITNDVDT 160
NTDB id 370 SMU RS04260 WP 002263294.1 ..GKIDLDKIGEIALTLALLYFAGALVSYTASFIVSTLIQKFSQRLRNAIADKINKVPLKYFDSHSQGDTLSRVTNDVDL 134
consensus **! !! !!! ! ! !! !* !* !**! * * * !! ! !!!**!! !**!***!* !!!*!!!!!
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NTDB id 109286 ACGHAP RS16095 WP 026648721.1 LQMSLNQSLTQLITSVTTLIGVFIMMLSINVWMTLAALLILPVSMFIIQTVMKHSQKYFQDQQSYLGKVNGQIEENFGGH 240
NTDB id 370 SMU RS04260 WP 002263294.1 MTQSFNQSLVSMVAAIILLIGSIFMMIKTNGALAATAILSVFAGFVLSTVIMAKSQPLFKKQQANLADVSGYVEEVYSGH 214
consensus * ! !!!! ** * !!! !!* ! * !*! ** * *! *!!* ! !! !* ! ! *!! * !!
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NTDB id 109286 ACGHAP RS16095 WP 026648721.1 NVVRVFNKENDVVEEFEKDNQKLYESAWKSQFFSGMMMPIMQFVGNLGYVMVALLGGVFVIKKSIEVGDIQSFFQYIRNF 320
NTDB id 370 SMU RS04260 WP 002263294.1 NVVSSYNAIQQSKKQFENLNDQLFASMWKSQFFSGIMMPLMQFIGNFGYVMVCIVGATMAINGDITMGTIVAFMTYVRIF 294
consensus !!! *! * !! ! !* ! !!!!!!!!*!!!*!!!*!! !!!!!***!* ! ! *! ! ! !*! !
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NTDB id 109286 ACGHAP RS16095 WP 026648721.1 TQPIQQIAQVTNLLQSSAAASERVFEFLEEPEESQNEKNPVDVNTLTGDVQFEHVKFGYNPDKIIINDFSADVKDGQKIA 400
NTDB id 370 SMU RS04260 WP 002263294.1 TQPIAQIAQGITQLQSANAAMGRVFEFLDEEEIEDENHKVKQLEKVEGNVNFDNVFFGYSPDKTIIHDFSAHAKAGQKIA 374
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NTDB id 109286 ACGHAP RS16095 WP 026648721.1 IVGPTGAGKTTMVKLLMRFYDLNGGSIKVDGYDIKDFNRSSLREMFGMVLQDTWLFSGTIMENIRYGRLDATDEEVIAAA 480
NTDB id 370 SMU RS04260 WP 002263294.1 IVGPTGAGKTTIVNLLMRFYEVDRGMISIDGVNIHDMTRKEVHDAFAMVLQDTWLFEGTVKENLIYNQKHITDEQVIAAA 454
consensus !!!!!!!!!!!*! !!!!!!** ! ! *!! !*! ! *** !*!!!!!!!!! !!* !!* ! * !!! !!!!!
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NTDB id 109286 ACGHAP RS16095 WP 026648721.1 KAAHVHNFIMQQPGGYDMVLDEETSNISQGQKQLLTIARAILANNKILILDEATSSVDTRTEVRIQKAMDNLMKGRTSFV 560
NTDB id 370 SMU RS04260 WP 002263294.1 KAVGVHHFIKTLPKGYDTVLDDS.VTLSVGQKQLLTIARALLKDAPLLILDEATSSVDTRTEELIQRAMDHLMEGRTSFV 533
consensus !! *!!*!! ! !!! !!!* * *! !!!!!!!!!!!*! **!!!!!!!!!!!!!!! !!*!!!*!! !!!!!!



logo IAHRLSTIKRDNADL I LVMKRDGDNI I EQGNSHDEEQLLMASEKKNGFYADLYNSQFETENEKAVATA
NTDB id 109286 ACGHAP RS16095 WP 026648721.1 IAHRLSTIKDADLILVMKDGDIIEQGNHEELLSKKGFYADLYNSQFENKATA 612
NTDB id 370 SMU RS04260 WP 002263294.1 IAHRLSTIRNADLILVMRDGNIIEQGSHDQLMAENGFYADLYNSQFTEEVA. 584
consensus !!!!!!!!* !!!!!!!*!! !!!!! !* !* !!!!!!!!!!! *
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