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NTDB id 392845 GXM RS23065 WP 118166982.1 .MNSSPQRRSTALTTRTEFSPFGNKLVQSGYVNTEQMRQALIESRKSGRPLTEVLEAITGQQLSPELLRQYKKQQLFELKILYGV 84
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NTDB id 392845 GXM RS23065 WP 118166982.1 EFLDPEVNSFGNTEMANLIETLIPVDICRRHRLVPLSKHEDQTPPSVLVAMVAPDNLEASDDLNRILRPQGLALQRMVITQEDYQ 169
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NTDB id 392845 GXM RS23065 WP 118166982.1 QLINQYLDEMAVKQKHLE...RENSTDISQDL.ENLGNLDIEDAPEEMEADLGAAMKGAEDAPVINLVNRILAKALHEGVSDIHI 250
NTDB id 1410 SGL RS13950 WP 010873519.1 QLLEQYYAIREEWEAAQEKRDQERALDKLNDLTDIVGSIDMNLGEDKEDVDNALDSNDANQAPVINLVNKILAKALQEGTSDIHV 254
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NTDB id 392845 GXM RS23065 WP 118166982.1 EPQEENLRIRFRKDGVLREAFPSMPKKIIPAVTARFKIISNLDIAERRLPQDGRIRRLFEGRKVDFRVNTLPSRYGEKVVLRILD 335
NTDB id 1410 SGL RS13950 WP 010873519.1 EPQEETLRIRFRKDGVLNQAFDPLPRKITPAVVARFKIMADMDIAERRSPQDGKIRRIYQGRKVDFRVNTLPSRYGEKVCLRILD 339
consensus !!!!! !!!!!!!!!!! !!***!*!! !!! !!!!!* *!!!!!! !!!!*!!!** !!!!!!!!!!!!!!!!!!!*!!!!!

logo NSASTQLGLDFKL ITDNPETLNQI
TVKRDELMAVASRPFYGL IMLVTGPTGSGKSTTSTLYSAVLASEKRNDSPEGI

VNINSTAVEDP I EYASLPGITQVQVIREKGLM
NTDB id 392845 GXM RS23065 WP 118166982.1 NSSTQLGLDKLITDPETLNIVKDMVSRPFGLILVTGPTGSGKTTSLYSALSEKNDPGINISTVEDPIEYSLPGITQVQVIREKGL 420
NTDB id 1410 SGL RS13950 WP 010873519.1 NSATQLGLDFLITNPETLQTVRELAARPYGLMLVTGPTGSGKSTTLYSVLAERNSPEVNINTAEDPIEYALPGITQVQVIREKGM 424
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NTDB id 392845 GXM RS23065 WP 118166982.1 DFATALRAFLRQDPDVLLVGETRDKETAKTAIEAALTGHLVLTTLHTNDAPGAIARLGEMGIEPFMVSSSLIGVLAQRLVRRVCS 505
NTDB id 1410 SGL RS13950 WP 010873519.1 DFSNILRAFMRQDPDVILVGETRDKETAKTAIEAALTGHLVLTTLHTNDAAGAIARLDEMGVEPFMVSGSLLGVLAQRLMRKVCT 509
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NTDB id 392845 GXM RS23065 WP 118166982.1 ECRIAYTPTTEELARYGLSASSDVAVSFYKANTLTLDAIAEAKTKNQLCSKCNGVGYKGRCGVYEVMRVTENLQTLINEDAPTER 590
NTDB id 1410 SGL RS13950 WP 010873519.1 ECRIAYHPSKEELSRFGLSASGDEVVTFYKANSLSPDEIHLARQKGNLCQKCSGSGYKGRVGVYEVMRNSERIAELINQGATTDR 594
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KTLLAYSLDNLVQREGSYTTLEEVERVTFTDTGLEASELMKRAKRKSTAGLTCRTCAEAETLKQPQEWLDCPYCMTSRFS
NTDB id 392845 GXM RS23065 WP 118166982.1 IKEVAIEEGMKTLLAYSLDLVREGSTTLEEVERVTFTDTGLEAELKAKRKTGLTCRTCEATLKPEWLDCPYCMTSRF. 667
NTDB id 1410 SGL RS13950 WP 010873519.1 IKDCAVEEGMITLLAYSLNLVQEGYTTLEEVERVTFTDTGLESEMRAKRKSALTCRTCAAELQQEWLDCPYCMTSRFS 672
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