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NTDB id 414 AAK55818.1 838..2187( ) MLDLLKQ.TIFTRDFIFILILLGFILVVTLLLLENRRDNIQLKQINQKVKDLIAGDYSKVLDMQGGSEITNITNNLNDLS 79
NTDB id 210647 BTR42 RS09060 WP 077497391.1 MNDTMLQNLTYFEQAILFLLAFVAV.YFVYLAIRDYRTSVNIRRLSGKVRELITGKYTEDIIIEKDRDLAELADQLNDLS 79
NTDB id 375 SMU RS06880 WP 002262929.1 MTNVFESSPLFLRILLAVLIILLFF.YFIFLNYREYKNNNQVKQLNAKVRSLITGHYTDKLKVEDNSDLSELVNNVNDLS 79
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FRLATHQENLEAQESKKNRLANTS I LFSYMTDGVLATNDRARSGKNQI ITVMINQDMTAKQQKQLGNVLETVKREDEQVALENQCMRSNIVLEDLI LDGKDISDEDESNSTYESTLYHNRDLVI STQKSTP
NTDB id 414 AAK55818.1 838..2187( ) EVIRLTQENLEQESKRLNSILFYMTDGVLATNRRGQIIMINDTAKKQLGLVKEDVLNRSILELLKIEENYELRDLITQSP 159
NTDB id 210647 BTR42 RS09060 WP 077497391.1 TVFRLAQENLAQEKNRLASILSYMTDGVLATDRAGNITMINQTAQQQLNLEREEALQMNIVDILGSDSTYSYHDLVSKTP 159
NTDB id 375 SMU RS06880 WP 002262929.1 EVFRLTHENLAQEKNRLTSILSYMTDGVLATDRSGKITVINDMAQKQLNVTREQALECNILDILDD.DSYTYNDLITKTP 158
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NTDB id 414 AAK55818.1 838..2187( ) ELLLDSQDINGEYLNLRVRFALIRRESGFISGLVAVLHDTTEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDEGAL 239
NTDB id 210647 BTR42 RS09060 WP 077497391.1 EIVLNRRDETGEFITLRIRFALNRRDSGFISGLIVVLHDTTEQEKEDRERRLFVSNVSHELRTPLTSVKSYLEALDEGAL 239
NTDB id 375 SMU RS06880 WP 002262929.1 EIVLTRRDEYDEFITLRIRFALNRRESGFISGLIAVLHDATEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDDGAL 238
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NTDB id 414 AAK55818.1 838..2187( ) CETVAPDFIKVSLDETNRMMRMVTDLLHLSCIDNATSHLDVELINFTAFITFILNRFDKMKGQE..KEKKYELVRDYPIN 317
NTDB id 210647 BTR42 RS09060 WP 077497391.1 KEDIAPSFIKVSLDETNRMIRMISDLLNLSRIDNQTVQLEVEMTNFTAFMTSILNRFDQIKSQHTISGKQYEIVRDYPIK 319
NTDB id 375 SMU RS06880 WP 002262929.1 TESVAPSFIKVSLDETNRMMRMITDLLSLSRIDNQTSHLDVELTNFTAFMNYILDRFDQIQSQQS.TNKVYEIIRDYPDK 317
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NTDB id 414 AAK55818.1 838..2187( ) SIWMEIDTDKMTQVVDNILNNAIKYSPDGGKITVRMKTTEDQMILSISDHGLGIPKQDLPRIFDRFYRVDRARSRAQGGT 397
NTDB id 210647 BTR42 RS09060 WP 077497391.1 SIWLEIDPDKMTQVLDNILNNAIKYSPDGGKITVSMKTTETQLIISISDEGLGIPKKDLPLIFDRFYRVDKARSRAQGGS 399
NTDB id 375 SMU RS06880 WP 002262929.1 SVWIEIDTDKMTQVIDNILNNAIKYSPDGGKVTITMQTTDTQLILSISDQGLGIPKKDLPLIFDRFYRVDKARSRAQGGT 397
consensus !*!*!!!*!!!!!!*!!!!!!!!!!!!!!!!*!**!*!!**!*!*!!!! !!!!!!*!!!*!!!!!!!!!*!!!!!!!!*

<0

logo GLGLSAIAKE I IVKQHKGF IWAKNQSTEEYGEKGSTFTIVLPYDENKDANSDEVAIKEIYEDVEWEEDDEVEDEDES
NTDB id 414 AAK55818.1 838..2187( ) GLGLSIAKEIIKQHKGFIWAKSEYGKGSTFTIVLPYDKDAVKEEVWEDEVED* 449
NTDB id 210647 BTR42 RS09060 WP 077497391.1 GLGLAIAKEIVKQHKGFIWAQSTYGKGSTFTIVLPYEKDSEIYDEWEDEEE.. 450
NTDB id 375 SMU RS06880 WP 002262929.1 GLGLAIAKEIVKQHKGFIWANSEEGEGSTFTIVLPYENDNDAIDEWEEDEDES 450
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X ≥ 50% conserved


