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NTDB id 67991 ABRG53 RS00750 WP 126384335.1 MNTSDQAPNTAASRNRTKALAKRGGRTPFESKLIQEGHATSDQFDRAVKDSQEQNVPFLMALEQILGQQLAPDITRYYKR 80
NTDB id 1410 SGL RS13950 WP 010873519.1 .......MTSSSSSKKSRAVALRNYFSPFGNKLVAGGHVDAEQLRQALVQVKKTGRSLPEELKAVTGRELSPELLRQYKK 73
consensus ******** * ! ***!*! ! *!! !!* !! *! !* * * ! * ! ! !** ! !!*
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NTDB id 67991 ABRG53 RS00750 WP 126384335.1 QQLFELRVLYGIEPIDPDVEVDKFDIPTLSTLLDSNIIPVSSCRDCEILPLSKSEN...SITLAVVAPDSYKVQNEIARL 157
NTDB id 1410 SGL RS13950 WP 010873519.1 NQLFELKVLYGVDSVDPEVAPIAT..QQM.AELIGRFFPLDTCRRFKFLPLAQQEGDPPSVLVAMVDPDNLAAQDELNRI 150
consensus *!!!!!*!!!!****!!*! * *** ** ! !* *!! * !!! ! ***!* *!*! !! ! !* !*
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NTDB id 67991 ABRG53 RS00750 WP 126384335.1 LKNI..TVIRRVIAREDFHRTFDNIVQFQINKSSKAEGAISD...EDLQ.......VKDDVFGEDITDADQGDELMVGGE 225
NTDB id 1410 SGL RS13950 WP 010873519.1 LRVKGFELRRLVVTQDDFNQLLEQYYAIREEWEAAQEKRDQERALDKLNDLTDIVGSIDMNLGEDKE..DVDNALDSNDA 228
consensus !* ** * ! !* *!!* ** ! ***** !******** ! !!! **! !
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NTDB id 67991 ABRG53 RS00750 WP 126384335.1 NSAPIISLVDKILVRALKEGCSDIHIEPQEKDLCIRLRKDGVLREYFFLSDNKRLPKNIINAVISRFKIISNLNIAEKRV 305
NTDB id 1410 SGL RS13950 WP 010873519.1 NQAPVINLVNKILAKALQEGTSDIHVEPQEETLRIRFRKDGVLNQAF.....DPLPRKITPAVVARFKIMADMDIAERRS 303
consensus ! !!*! !! !!! *!! !!*!!!!*!!!! !*!! !!!!!! !***** *!!* ! *!!* !!!!* * !!!*!
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NTDB id 67991 ABRG53 RS00750 WP 126384335.1 PQDGKLKRNFQGRRVDFRVNTCPTQNGEKVCLRILDNSNTQLGLNKLISDPESLELMQSFAKRPYGLILVTGPTGSGKTT 385
NTDB id 1410 SGL RS13950 WP 010873519.1 PQDGKIRRIYQGRKVDFRVNTLPSRYGEKVCLRILDNSATQLGLDFLITNPETLQTVRELAARPYGLMLVTGPTGSGKST 383
consensus !!!!!**! *!!!*!!!!!!!*!* !!!!!!!!!!!! !!!!! !!* !!*! * ! !!!!!*!!!!!!!!!!*!
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NTDB id 67991 ABRG53 RS00750 WP 126384335.1 TLYSTLAECNDPGINISTAEDPVEYNLPGLTQCQVLREKGMTFASILRAFLRQDPDVILVGETRDAETAKTAIEAALTGH 465
NTDB id 1410 SGL RS13950 WP 010873519.1 TLYSVLAERNSPEVNINTAEDPIEYALPGITQVQVIREKGMDFSNILRAFMRQDPDVILVGETRDKETAKTAIEAALTGH 463
consensus !!!! !!!*! ! *!! !!!!!*!! !!!*!!*!!*!!!!! ! !!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!!
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NTDB id 67991 ABRG53 RS00750 WP 126384335.1 LVLTTLHTNDAPSCIARLEEMGVEPFMASTAIIGVLAQRLLRRVCDNCRIPYNPSQEELDRFGLPSTDL.EKTFYRANIV 544
NTDB id 1410 SGL RS13950 WP 010873519.1 LVLTTLHTNDAAGAIARLDEMGVEPFMVSGSLLGVLAQRLMRKVCTECRIAYHPSKEELSRFGLSASGDEVVTFYKANSL 543
consensus !!!!!!!!!!!* *!!!!*!!!!!!!! ! **!!!!!!!*!*!! !!!*!*!! !!! !!!!* * * !!!*!! *
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NTDB id 67991 ABRG53 RS00750 WP 126384335.1 NREAML...PGQRVCPKCNGSGYKGRAGVYEIMKMTERLQSAINKGATTEVIKEIAVQEGMKTLMAYAFDLVRQGATTLD 621
NTDB id 1410 SGL RS13950 WP 010873519.1 SPDEIHLARQKGNLCQKCSGSGYKGRVGVYEVMRNSERIAELINQGATTDRIKDCAVEEGMITLLAYSLNLVQEGYTTLE 623
consensus ** ****** *!*!! !!!!!!! !!!!*!* *!!* !! !!!!* !!**!! !!! !!*!! !! ! !!!*

logo EVELRVTVFYTDKTGLREASEEMRAKRRGKKSAGLETCDRNTCADAEMLQTPQETWLVDECPYCMTTPSRFTFS
NTDB id 67991 ABRG53 RS00750 WP 126384335.1 EVLRVVYTDKGREAEERARRGKGLECDNCDAMLTPETVECPYCTTPRTF 670
NTDB id 1410 SGL RS13950 WP 010873519.1 EVERVTFTDTGLESEMRAKRKSALTCRTCAAELQQEWLDCPYCMTSRFS 672
consensus !! !! *!! ! ! ! !!*! *! ! ! ! ! *! **!!!! !*!
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