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QRKTEHLVEPEVEKLYTWDLETLTI FANTDSAGDEFWDETAEVYETESLTEVQDQALKTKTAFLSATYAQGHQLVGLDQSAKQNTLLGTALTEALWYLMDSLDMRARLEKIYVYA

NTDB id 1030408 AB3Q54 RS08270 WP 369351558.1 MTEVKKLPQRKEVPVELTWDLELIFANSGEFDTAVTELEQQATTFLTYQGQVGQSAQTLLTALEAWLDLDRALEKIYVYA 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 .....MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYA 75
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logo SMKNDQDTKTNVAGELYQAELYFQATKRAVQSKNLVYASEQLVSAEAKFIAW
YFEPEFLLMAVLDSDEEKKTLVAETFYKLEQQVEPGKLGQLQYDQHLYFLERVLLAKNKDPHI

VLSDQEKAEEAE
NTDB id 1030408 AB3Q54 RS08270 WP 369351558.1 SMKNDQDTKNAEYQALFTRVQKLVAEVSAKIAWFEPELLVLSEETVATYLQVEPKLQQYQHLLEVLLAKKPHILSDKEEA 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 SMKNDQDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEE 155
consensus !!!!!!!! * !! * ! *! !*!!!! * ! * *! * !! ! ! ! ! !!! !*!*!! !

logo LLAAGAGSDI FLGNAGPETDNI
TFGNVLDNNADFIKLFAPQWVSDEGAQGDNKVVEQLSTHQGLNFYGIKTLLMESKVDNRDE IRKEGAFYEAKLMYGLTVYEHQFQRHTLYAQTTLAQGT

NTDB id 1030408 AB3Q54 RS08270 WP 369351558.1 LLAGASDILGAPENIFGVLNNADFKFAQVSDEAGNKVQLSQGLYGKLLESVNREIRKEAFEKLYLVYHQFRHTLATTLAT 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 LLAAAGDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQG 235
consensus !!!*! !! *! ! !! !!! !* !!! ! ! !**! * !*!! !*!!! !*! *! !*!! !! ! !!
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NTDB id 1030408 AB3Q54 RS08270 WP 369351558.1 HVRMHNFEAKLRGYNSAQERALASNSIPVKVYTTLLEQVEQHLPLLHRYVELRKKVLGLTELHMYDLYTPLTGKANLAYT 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 VVKVHNYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSET.ETALT 314
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MLLNWQDNTLDNLFTLVHEMTGHSLMHST
NTDB id 1030408 AB3Q54 RS08270 WP 369351558.1 YEEAKQESLKALAVLGDDYLEHVKEAYASRWIDVVENEGKRSGAYSSGVYDTAPYILLNWQDNLDNLFTLVHEMGHSMHT 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 YEESLKKAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHS 394
consensus !!! !!* !**! *!* !* !!!!!**! !!!!!!!! ! !!! ***!!!!!! !!!!!!!!!! !!!*!*
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LLTEQTYLLEKETQVKDDPKQTVQRAFAYI
VLNHYLDGFKGTVFRQATQFAEQFEHLAWI

LHEAQDEASGQ
NTDB id 1030408 AB3Q54 RS08270 WP 369351558.1 YLTTHNQPYQYGDYPIFLAEIASTTNENLLTQYLLETQKDPQVQAYVLNHYLDGFKGTVFRQAQFAQFELWLHEQEASGQ 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 TFTRQTQPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQ 474
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NTDB id 1030408 AB3Q54 RS08270 WP 369351558.1 ALTAEKLADYYGKLNQHYYGSAVVNDQQIAYEWARIPHFYYNFYVYQYATGFAAATTLSQNILSKDPAKLTAYLDYLQAG 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ILTADFMNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAG 554
consensus !!!* * !* !! *!! ! *!! !!!!!! !*!!!!!!!!!!!!* ! !** * !!! !! !!



logo SSDNYPLEVI
MKKQAGVDNMETENSTADYLDQAEAFKVFEDKRLNVEQLEAGLLVELKGVHLS

NTDB id 1030408 AB3Q54 RS08270 WP 369351558.1 SSNYPLEVMKQAGVNMEESAYLQEAFKVFEKRLNQLEGLLLK..... 602
NTDB id 480 HSISS4 RS02090 WP 002890133.1 SSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
consensus !! !!!!!*! !!! ! * !! !!!!!! !! !!*!* !*****
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