
logo MI
L
D
KL ILMKDQTNTI

V
L
F
E
T
R
S
S
D
P
F
L
I FLIRL I LLAGVFLI IL IVLLFFYFVI

T
F
LLNLYLREENYRKRNDNNIRQVLKQLINAQKVRKSDL ITAGHDYTSDKQKVLKDVMEQDGGNSSDELI STENLIVTNNVL

NTDB id 375 SMU RS06880 WP 002262929.1 .....MTNVFESSPLFLRILLAVLIILLFFYFIFLNYREYKNNNQVKQLNAKVRSLITGHYTDKLKVEDNSDLSELVNNV 75
NTDB id 107328 ACAM22 RS05545 WP 101785034.1 MIKLIKDTVLTSDFIFILILLGFILV.....VTLLLLENRRDNIRLKQINQKVKDLIAGDYSQVLDMQGSSEITNITNNL 75
NTDB id 414 AAK55818.1 838..2187( ) MLDLLKQTIFTRDFIFILILLGFILV.....VTLLLLENRRDNIQLKQINQKVKDLIAGDYSKVLDMQGGSEITNITNNL 75
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logo NDLSEVFIRLTHQENLAEQEKSNKRLHNTS I LFSYMTDGVLATDNRSRGQKI ITVMINDTMAQKKQLNGLVQTVRKEQDAVLENCKRNS I LDE I
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NTDB id 375 SMU RS06880 WP 002262929.1 NDLSEVFRLTHENLAQEKNRLTSILSYMTDGVLATDRSGKITVINDMAQKQLNVTREQALECNILDILD.DDSYTYNDLI 154
NTDB id 107328 ACAM22 RS05545 WP 101785034.1 NDLSEVIRLTQENLEQESKRLHSILSYMTDGVLATNRRGKITMINDMAKKQLGVQKEDVLNKSILELLKIEDEYELRDLI 155
NTDB id 414 AAK55818.1 838..2187( ) NDLSEVIRLTQENLEQESKRLNSILFYMTDGVLATNRRGQIIMINDTAKKQLGLVKEDVLNRSILELLKIEENYELRDLI 155
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NTDB id 375 SMU RS06880 WP 002262929.1 TKTPEIVLTRRDEYDEFITLRIRFALNRRESGFISGLIAVLHDATEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALD 234
NTDB id 107328 ACAM22 RS05545 WP 101785034.1 TQIPELIIDSQDANGEYLSLRVRFALIRRESGFISGLVAVLHDTTEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALD 235
NTDB id 414 AAK55818.1 838..2187( ) TQSPELLLDSQDINGEYLNLRVRFALIRRESGFISGLVAVLHDTTEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALD 235
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NTDB id 375 SMU RS06880 WP 002262929.1 DGALTESVAPSFIKVSLDETNRMMRMITDLLSLSRIDNQTSHLDVELTNFTAFMNYILDRFDQIQSQQSTNKVYEIIRDY 314
NTDB id 107328 ACAM22 RS05545 WP 101785034.1 EGALCETVAPDFIKVSLDETNRMMRMVTDLLHLSRIDNATSHLDVELINFTAFITFILNRFDQIRGQD.EEKKYDLVRDY 314
NTDB id 414 AAK55818.1 838..2187( ) EGALCETVAPDFIKVSLDETNRMMRMVTDLLHLSCIDNATSHLDVELINFTAFITFILNRFDKMKGQE.KEKKYELVRDY 314
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NTDB id 375 SMU RS06880 WP 002262929.1 PDKSVWIEIDTDKMTQVIDNILNNAIKYSPDGGKVTITMQTTDTQLILSISDQGLGIPKKDLPLIFDRFYRVDKARSRAQ 394
NTDB id 107328 ACAM22 RS05545 WP 101785034.1 PITSVWIEIDTDKMTQVIDNILNNAIKYSPDGGKITVTMKTTDDQMILSISDQGLGIPKQDLPRIFDRFYRVDRARSRAQ 394
NTDB id 414 AAK55818.1 838..2187( ) PINSIWMEIDTDKMTQVVDNILNNAIKYSPDGGKITVRMKTTEDQMILSISDHGLGIPKQDLPRIFDRFYRVDRARSRAQ 394
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NTDB id 375 SMU RS06880 WP 002262929.1 GGTGLGLAIAKEIVKQHKGFIWANSEEGEGSTFTIVLPYENDNDAIDEWEEDEDES 450
NTDB id 107328 ACAM22 RS05545 WP 101785034.1 GGTGLGLSIAKEIIKQHKGFIWAKSEYGKGSTFTIVLPYDKDAVKEEVWEDEVED. 449
NTDB id 414 AAK55818.1 838..2187( ) GGTGLGLSIAKEIIKQHKGFIWAKSEYGKGSTFTIVLPYDKDAVKEEVWEDEVED* 449
consensus !!!!!!!*!!!!!*!!!!!!!!!*!!*!*!!!!!!!!!!**!******!!*****
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