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NTDB id 360447 FAY30 RS07315 WP 149869250.1 MSNFMIPSKPEGVTWTDDQWKAIVARNKDILVAAAAGSGKTAVLVERIIQKILSMDDPLNVDELLVVTFTNASAAEMRHR 80
NTDB id 119 BSU 10630 NP 388944.2 ....MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHR 76
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 IGEALEKAIDLDPGSRHLRKQLTLLNKASISTLHSFCMEVIRKYYYLIDIDPGFRIADETEAQLIRDEVMDELFEEEYGK 160
NTDB id 119 BSU 10630 NP 388944.2 IAEALEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAK 156
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 KDNQAFFTLVDSFTSDRSDAGLMEIVRSIYDFARSNPQPEQYLQSIVSMYDVADGDNIENLPFTEALLFDIKLQLEAAKE 240
NTDB id 119 BSU 10630 NP 388944.2 G.EKAFFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKE 235
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 MIKRGLEVTKLPNGPAPRAENFLDDLLVIETLLSAQKDSWATLHQAMQAWSFSRAKQVKGDHYDKDLTDKAQKLREKAKK 320
NTDB id 119 BSU 10630 NP 388944.2 KLLRALELTKAPGGPAPRADNFLDDLAQIDELIQHQ.DDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKK 314
consensus * !*!!*!! ! !!!!!!*!!!!!! !* !* *!*! * !* **! !! !!! !!!!**!* ! ! ! !! !!!

logo

K
L
I
L
E
Q
D
K
L
VKETDELYFSTRKSPEQSFHLKRDSLMAREMKLPLVI

VETLAVQYLVI
R
E
S
F
Y
G
S
K
NRFEAKAIKKQEKS IL IVDFYASDLEHYCLAI LTAEAE IN

S
A
D
E
KGEFRELPSEA

NTDB id 360447 FAY30 RS07315 WP 149869250.1 KIQDVKEELFSRKPESFLRDMREMLPLVETLAYLVREFSNRFEKIKKEKSLVDYADLEHYCLAILTEAISAEGEFLPSEA 400
NTDB id 119 BSU 10630 NP 388944.2 LLEKLKTDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAE.NDKGEREPSEA 393
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logo ALRAFYQREGHQFHKEVLYCVDEYQDTNLMVQESTI LKQLVTKSDGGPEAESTGNLFMVGDVKQS IYRFRLAEPLNLFLSKYKNRFRTEVDSGEIDGSTGLRKR ID
NTDB id 360447 FAY30 RS07315 WP 149869250.1 ALAYRGHFKEVYCDEYQDTNMVQETILKLVTKDGEASGNLFMVGDVKQSIYRFRLAEPNLFLSKYNRFRVDGIDSGLRID 480
NTDB id 119 BSU 10630 NP 388944.2 ARFYQEQFHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKID 473
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 LARNFRSRKEVLDATNYLFKQIMGIKVGEIEYDEAAELIKGAPYPAEDPYPVEVLLIDQNAEEAEAAGDKEAEGEIEAAE 560
NTDB id 119 BSU 10630 NP 388944.2 LNKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEDTDA..............S 539
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 FDAAELEQSQLEARVIAGKIKELVAAGAPVYNTKTKSQSAIMYRDIVILLRSMTWAPQIIEEFKQQGIPIYANLSTGYFE 640
NTDB id 119 BSU 10630 NP 388944.2 EEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFE 619
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 ATEVSIMMSLLRVIDNPYQDIPLASVLRSPIVGLNEEDLSKIRIHRKHGSFWEAVSSFCLSKTAEDTEPFYAKVRSFFDW 720
NTDB id 119 BSU 10630 NP 388944.2 AVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLAA..GDRSDELYQKLNTFYGH 697
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 LTSWRSLARQGALSELIWQLYRDTGFYDFVGGLPGGKQRQANLRALYDRARAYEQTSFRGLFRFLRFIERMMDRGDDLGA 800
NTDB id 119 BSU 10630 NP 388944.2 LQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGT 777
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 ARALSEQEDVVRIMTIHSSKGLEFPVVFMAGMARNFNMMDIRKSYMLDKEFGFAAKYVNAEKRISYPSLPQIAFKRKKRM 880
NTDB id 119 BSU 10630 NP 388944.2 ARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRR 857
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 EMLAEEMRVLYVAMTRAKEKLFMTAALKDAAKAIDKWNDVSSHTEWLLEDFERASAMSYIDWIGPALIRHQNCDELRNTS 960
NTDB id 119 BSU 10630 NP 388944.2 ELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAGVP 937
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 EKGKRVPVEITEHPSSWKIKVKSAEEIKKQETKLNMQ.EDYFLERVQKFEQVPAESSFAMEIKDRLTWEYSFPDATVHRS 1039
NTDB id 119 BSU 10630 NP 388944.2 .....AHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRT 1012
consensus ***** *!* !! * * * * ** * ! * !! * * !*!!* ! ** !*! !**** ! *!*
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 KQSVSEIKRFAEMTDEHSGTELVRRFKKS.IIKRPKFMQEKQLSPAERGTAMHMVMQHVDLTIPVSEESIRRQLDWMVDN 1118
NTDB id 119 BSU 10630 NP 388944.2 KQSVSEIKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEK 1092
consensus !!!!!!!!! ! !!*!! *!** !** *!! !! ! !**!!*!!!!! !!!!**!****! ! ** * *
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 ELLTPEQSAVIDSELIVQFFNSNLGRRYFHAKAIHREIPFTLSLPASEVYPNWKEADEFVFVQGIIDCILEDDHGLVLID 1198
NTDB id 119 BSU 10630 NP 388944.2 ELLTEEQKDAIDIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETEDGLYLLD 1172
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NTDB id 360447 FAY30 RS07315 WP 149869250.1 YKTDGITGRYRGGFHQAAPILEERYRVQINLYTKAIEQIWKRDVTERYLFFFDGAHILKVE 1259
NTDB id 119 BSU 10630 NP 388944.2 YKSDRIEGKFQHGFEGAAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL. 1232
consensus !!*! ! !** *!!* !!!!! !! !!*!!!!!*!!! ! ! * !*!!!!*!!! **
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