
logo MSDEDNKQKNEVLTGYEQLKRRNRRRLVMTATSGSLVAVAVASCGI LLAASAVLSSTDGNPAGDKSENKPASAPAQAGPETATGIAQTENDSQVQTAGDNPTANQATAPAVLEKPSASANEKEN
NTDB id 1099581 ACM67B RS08195 WP 416189198.1 MSDDKQKEVLTGYEQLKRRNRRRLVMTSGLVVVAGILLASVLSTGNGDKEKSAAAPTAIAQNDVQGDPANAAVLEPSNKE 80
NTDB id 1129 NGFG RS01435 WP 003687618.1 MSENKQNEVLTGYEQLKRRNRRRLVTASSLVAASCILLAAALSSDPADSNPAPQAGETGATESQTANTAQTPALKSAAEN 80
consensus !!* !! !!!!!!!!!!!!!!!!!! ! !! *!!!! !!* **! * * !* ! * *!* * ! *
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NTDB id 1099581 ACM67B RS08195 WP 416189198.1 EAEAAAKEHKVAQSEHAEQPVEVWKPVAATPPQDVGAPLVLINDKLVDSDIKGLEESERIRKAEEEKRAAEEQKAEARRQ 160
NTDB id 1129 NGFG RS01435 WP 003687618.1 GETAADKPQDLAG...EDKP..SAADSEISEPENVGAPLVLINDRLEDSNIKGLEESEKLQQAETAKTEPKQAKQRA... 152
consensus !! !** *! *** * !** * **! !!!!!!!!!!*! !! !!!!!!!!** !! ! * ! !***

logo

RLAEKQRVASAKTARADESETDKRTLVAAVEKEAAKPKRASAAEAPKAPEQKASERDTAEAEKPRKAKETKQTAEKVAADEKPKTAAEKTKPDTAKSDSAVKEAKR
NTDB id 1099581 ACM67B RS08195 WP 416189198.1 RLAEQRAAKRAEEKRLAAEKEAAKKRAAAAKAEKSERDAEAER.....KQAEKVAAE......................R 213
NTDB id 1129 NGFG RS01435 WP 003687618.1 ..AEKVSATADSTDTVAVEK...PKRSAEPKPQKAERTAEAKPKAKETKTAEKVADKPKTAAEKTKPDTAKSDSAVKEAK 227
consensus **!! ! *! !!****!! ! *!* ! !! !!! ******! !!!!! ***********************

logo KADKKQAEEGKKAATAAEKADKRASDEAGDKKHKAEATAQKATDEKQADKKSKTKSTAEEKAKAEDKSGSKSAKGKQKAAIQAGYADEKERALQSLQRKMKAAGIDNASTI STE I
NTDB id 1099581 ACM67B RS08195 WP 416189198.1 KAKQAEEKKAAAAKAKAEADKKAAAQKAEQAKSKSTEKAADSSSKGQKAAIQAGYADKERAQSLQRKMKAAGINATISEI 293
NTDB id 1129 NGFG RS01435 WP 003687618.1 KADKAEGKK.TAEKDRSDGKKHETAQKTDKADKTKTAEKEKSGKAGKKAAIQAGYAEKERALSLQRKMKAAGIDSTITEI 306
consensus !! !! !!* ! ! * ** !* !!! * ! ! ! ! !!!!!!!!!*!!!! !!!!!!!!!!! !!*!!
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NTDB id 1099581 ACM67B RS08195 WP 416189198.1 KTDKGVVYRVKSNSYKSRQEAAKDLEKLRSQNGIAGQIVNE 334
NTDB id 1129 NGFG RS01435 WP 003687618.1 MTDNGKVYRVKSSNYKNARDAERDLNKLRV.HGIAGQVTNE 346
consensus !! ! !!!!!! !! *! *!! !!! **!!!!!* !!
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