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NTDB id 414 AAK55818.1 838..2187( ) MLDLLK..QTIFTRDFIFILILLGFILVVTLLLLENRRDNIQLKQINQKVKDLIAGDYSKVLDMQGGSEITNITNNLNDL 78
NTDB id 260985 CR922 RS03955 WP 101361272.1 MTSIGLNI.TSFELALLFMLLFVAFY..FIFLAYRDYQQVKNIRKLTKRVKSLMAGNYNEKLCIKGDSELLELANSLNDL 77
NTDB id 375 SMU RS06880 WP 002262929.1 MTNVFESSPLFLRILLAVLIILLFFY..FIFLNYREYKNNNQVKQLNAKVRSLITGHYTDKLKVEDNSDLSELVNNVNDL 78
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logo SDEVI
FRLTQHENLAEIQESKNKRLNSTSVI LFSYMS

TDGVI
LATDNRLRSGKQI ITVMINSDMTAKQRKLQLGNVLDTVKREDQTVATLENQCMRNS I LEDLI LKDDGI EDENNPSYETLYNRSEDLLI STQKST

NTDB id 414 AAK55818.1 838..2187( ) SEVIRLTQENLEQESKRLNSILFYMTDGVLATNRRGQIIMINDTAKKQLGLVKEDVLNRSILELLKIEENYELRDLITQS 158
NTDB id 260985 CR922 RS03955 WP 101361272.1 SDVFRLTHENLIQEKKRLSSVLSYMSDGVIATNRLGQITMINSTAQRLLNLDRETATQMSILDILDGENPYTYSELLSKT 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 260985 CR922 RS03955 WP 101361272.1 PEIHLSRRDANDEFVTLRVNFALIRKESGFISGLVAVLHDATEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDDGA 237
NTDB id 375 SMU RS06880 WP 002262929.1 PEIVLTRRDEYDEFITLRIRFALNRRESGFISGLIAVLHDATEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDDGA 237
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logo LCNTEESTI
VAPDNSF IKVSLDETNRMMRMVI STDLLAHSLSCR IDNAKQSTTSQHLNDVEML ITNFTAF IMNTFYI LDNRFGDKQMIQKGSQQEKSTNPTEGNKKSVYELIVIRDYPDIV

NTDB id 414 AAK55818.1 838..2187( ) LCETVAPDFIKVSLDETNRMMRMVTDLLHLSCIDNATSHLDVELINFTAFITFILNRFDKMKGQEK..EKKYELVRDYPI 316
NTDB id 260985 CR922 RS03955 WP 101361272.1 LNEEIAPNFIKVSLDETNRMMRMISDLLALSRIDNKSTQLNVEMTNFTAFMTYILNRFGQIKSQETNPGKSYEIIRDYPV 317
NTDB id 375 SMU RS06880 WP 002262929.1 LTESVAPSFIKVSLDETNRMMRMITDLLSLSRIDNQTSHLDVELTNFTAFMNYILDRFDQIQSQQS.TNKVYEIIRDYPD 316
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NTDB id 414 AAK55818.1 838..2187( ) NSIWMEIDTDKMTQVVDNILNNAIKYSPDGGKITVRMKTTEDQMILSISDHGLGIPKQDLPRIFDRFYRVDRARSRAQGG 396
NTDB id 260985 CR922 RS03955 WP 101361272.1 NSIWVEIDTDKMTQVIDNILNNAIKYSPDGGKITVSMKTTDTQLIVSISDQGLGIPKKDLPLIFDRFYRVDKARSRAQGG 397
NTDB id 375 SMU RS06880 WP 002262929.1 KSVWIEIDTDKMTQVIDNILNNAIKYSPDGGKVTITMQTTDTQLILSISDQGLGIPKKDLPLIFDRFYRVDKARSRAQGG 396
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logo TGLGLAS IAKE I IVKQHNKGF IWANKSEEYGEKGSTFTIVLPYEDKNQDNADMVAKMEIVEDVEWEDEMDEEVDEDES
NTDB id 414 AAK55818.1 838..2187( ) TGLGLSIAKEIIKQHKGFIWAKSEYGKGSTFTIVLPYDKDAVKEEVWEDEVED* 449
NTDB id 260985 CR922 RS03955 WP 101361272.1 TGLGLSIAKEIVKQHNGFIWAKSEYGKGSTFTIVLPYDQDAMMVDEWEM..... 446
NTDB id 375 SMU RS06880 WP 002262929.1 TGLGLAIAKEIVKQHKGFIWANSEEGEGSTFTIVLPYENDNDAIDEWEEDEDES 450
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