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NTDB id 25335 CYB RS10210 WP 011433724.1 RQQLFELKIIYGIPSLDVDLEPVEISEMIGLIDSILPLDICNRYKFLPIRRRDN...QVTVAMVKPDNLQALDDIQRRFRIQGLK 167
NTDB id 1410 SGL RS13950 WP 010873519.1 KNQLFELKVLYGVDSVDPEVAPIATQQMAELIGRFFPLDTCRRFKFLPLAQQEGDPPSVLVAMVDPDNLAAQDELNRILRVKGFE 157
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NTDB id 25335 CYB RS10210 WP 011433724.1 LQRRVFTQRDFETLISRYMDAQAELLAIKGINDAAAAQQAAAAQQEEEVVVNTAEIDLDAIEDVAADEAGEGSLEQQVKSADDAP 252
NTDB id 1410 SGL RS13950 WP 010873519.1 LRRLVVTQDDFNQLLEQYYAIREEWEAAQEKRDQERALD.....KLNDLTDIVGSIDMNLGED.....KEDVDNALDSNDANQAP 232
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NTDB id 25335 CYB RS10210 WP 011433724.1 IIKLSNQILVKALQDGASDIHIEPQEEYLRIRFRKDGVLRQAFENFPKKIVPALTARFKIISNLNIAERRMPQDGRIRRVFKGRK 337
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NTDB id 25335 CYB RS10210 WP 011433724.1 VDFRVSTLPSRYGEKIVLRVLDNSATQLGLDKLITDPETLESFKEIVRRPFGLILVTGPTGSGKTTTLYSALAEVNDPGINISTA 422
NTDB id 1410 SGL RS13950 WP 010873519.1 VDFRVNTLPSRYGEKVCLRILDNSATQLGLDFLITNPETLQTVRELAARPYGLMLVTGPTGSGKSTTLYSVLAERNSPEVNINTA 402
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NTDB id 25335 CYB RS10210 WP 011433724.1 PFMISSSLLGVLAQRLMRRVCTECRIPYHPTPEELARYGLTLSGDGEQLTFYKANKLSPKEVEQRKATGKPICEKCGGVGYKGRV 592
NTDB id 1410 SGL RS13950 WP 010873519.1 PFMVSGSLLGVLAQRLMRKVCTECRIAYHPSKEELSRFGLSASGD.EVVTFYKANSLSPDEIHLARQKG.NLCQKCSGSGYKGRV 570
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NTDB id 25335 CYB RS10210 WP 011433724.1 GVYEFMRMNDRLADLINKEAPTEVIKEAAVESGMKTLLAYSLMLVKQGLTTLEEVDRVTLTDKGLESELKARAKALSTCRNCGAA 677
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NTDB id 25335 CYB RS10210 WP 011433724.1 LHVDWMDCPYCLTPKF. 693
NTDB id 1410 SGL RS13950 WP 010873519.1 LQQEWLDCPYCMTSRFS 672
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