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NTDB id 414 AAK55818.1 838..2187( ) MLDLLKQ.TIF.TRDFIFILILLGFILVVTLLLLENRRDNIQLKQINQKVKDLIAGDYSKVLDMQGGSEITNITNNLNDL 78
NTDB id 109798 ABXG87 RS05385 WP 002885062.1 MTSIGLNIT.SFELALLFTLLFVAFY..FIFLAYRDYRRVKNIRKLTKRVKSLMAGNYNEELRLKGDPELLELADSLNDL 77
NTDB id 375 SMU RS06880 WP 002262929.1 MTNVFESSPLFLRILLAVLIILLFFY..FIFLNYREYKNNNQVKQLNAKVRSLITGHYTDKLKVEDNSDLSELVNNVNDL 78
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logo SDEVI
FRLTQHENLEAQESKKNRLNSTSVI LFSYMS

TDGVI
LATDNRSRGKQI ITVMINSDMTAKQRKLQLGNVLDTVKRYEDQTVATLENQCMRNS I LEDI

LLKDDGI EDENNPSYETLYNRSEDLLI STQKST
NTDB id 414 AAK55818.1 838..2187( ) SEVIRLTQENLEQESKRLNSILFYMTDGVLATNRRGQIIMINDTAKKQLGLVKEDVLNRSILELLKIEENYELRDLITQS 158
NTDB id 109798 ABXG87 RS05385 WP 002885062.1 SDVFRLTHENLAQEKNRLSSVLSYMSDGVIATNRRGQITMINSTAQRLLNLDYETATQMSILDLLDGENPYTYSELLSKT 157
NTDB id 375 SMU RS06880 WP 002262929.1 SEVFRLTHENLAQEKNRLTSILSYMTDGVLATDRSGKITVINDMAQKQLNVTREQALECNILDILDD.DSYTYNDLITKT 157
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logo PELIHLVLDSTSRQRDAEIYNGDEYF ILVNTLR I
V
N
RFALNIRKRESGF I SGL IVAVLHDTATEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDEDGA

NTDB id 414 AAK55818.1 838..2187( ) PELLLDSQDINGEYLNLRVRFALIRRESGFISGLVAVLHDTTEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDEGA 238
NTDB id 109798 ABXG87 RS05385 WP 002885062.1 PEIHLSRRDANDEFVTLRVNFALIRKESGFISGLVAVLHDATEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDDGA 237
NTDB id 375 SMU RS06880 WP 002262929.1 PEIVLTRRDEYDEFITLRIRFALNRRESGFISGLIAVLHDATEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDDGA 237
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logo LCDTEESTI
VAPDNSF IKVSLDETNRMMRMVI STDLLAHSLSCR IDNAKQSTTSQHLDVEML ITNFTAF IMNTFYI LDNRFDKQMIQKGSQQETNSKTEGNKKTVYELIVIRDYPDIV

NTDB id 414 AAK55818.1 838..2187( ) LCETVAPDFIKVSLDETNRMMRMVTDLLHLSCIDNATSHLDVELINFTAFITFILNRFDKMKGQE..KEKKYELVRDYPI 316
NTDB id 109798 ABXG87 RS05385 WP 002885062.1 LDEEIAPNFIKVSLDETNRMMRMISDLLALSRIDNKSTQLDVEMTNFTAFMTYILNRFDQIKSQETNTGKTYEIIRDYPV 317
NTDB id 375 SMU RS06880 WP 002262929.1 LTESVAPSFIKVSLDETNRMMRMITDLLSLSRIDNQTSHLDVELTNFTAFMNYILDRFDQIQSQQ.STNKVYEIIRDYPD 316
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NTDB id 414 AAK55818.1 838..2187( ) NSIWMEIDTDKMTQVVDNILNNAIKYSPDGGKITVRMKTTEDQMILSISDHGLGIPKQDLPRIFDRFYRVDRARSRAQGG 396
NTDB id 109798 ABXG87 RS05385 WP 002885062.1 NSIWVEIDTDKMTQVVDNILNNAIKYSPDGGKITVSMKTTDSQLIVSISDQGLGIPKKDLPLIFDRFYRVDKARSRAQGG 397
NTDB id 375 SMU RS06880 WP 002262929.1 KSVWIEIDTDKMTQVIDNILNNAIKYSPDGGKVTITMQTTDTQLILSISDQGLGIPKKDLPLIFDRFYRVDKARSRAQGG 396
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logo TGLGLAS IAKE IVIKQHKGF IWANKSEEYGEKGSTFTIVLPYEDNKDNADMVAKMEIVEDVEWEDEMDEEVDEDES
NTDB id 414 AAK55818.1 838..2187( ) TGLGLSIAKEIIKQHKGFIWAKSEYGKGSTFTIVLPYDKDAVKEEVWEDEVED* 449
NTDB id 109798 ABXG87 RS05385 WP 002885062.1 TGLGLSIAKEIIKQHKGFIWAKSEYGKGSTFTIVLPYDKDAMMVDEWEM..... 446
NTDB id 375 SMU RS06880 WP 002262929.1 TGLGLAIAKEIVKQHKGFIWANSEEGEGSTFTIVLPYENDNDAIDEWEEDEDES 450
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