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NTDB id 1154739 OGY80 RS00630 WP 263335982.1 .MNPTDSILSSAADAAIAFFRRHEVQGASVIEPYVVRLFAALQNGHSFIYLDKADVDALSNLPNLVGNADKPLILQGRKL 79
NTDB id 1134 OK783 RS03985 WP 010358120.1 MELQTDEFAQAAARAAIRFLERYAGSGNEVLANCTERLFQALQNGHSFIRLSGDEADALSALAPVVGTSAAPLILEGRRL 80
consensus * *!! !! !!! ! !* ! !* ** !!! !!!!!!!!! ! * !!!! !***!! !!!! !!*!

logo FLGRMWQLEHYDLAAVE IKRLAATAEGATESAEPVDNAFAMAGARSKQNSLASDKWFDQGTAKDGSEKEGQRDAAALALLQFNFML
VITGGPGTGKTTTVAKLLAG

NTDB id 1154739 OGY80 RS00630 WP 263335982.1 FLGRMWQLEHDLAVEIKRLATAEAEEVNFMAASKSLSDWFDTKDSKEQRDAAALALLQNFMLITGGPGTGKTTTVAKLLG 159
NTDB id 1134 OK783 RS03985 WP 010358120.1 FLGRMWQLEYDLAAEIKRLAAAGTSAPDAAGARQNLAKWFQGAGSEGQRDAAALALLQFFMVITGGPGTGKTTTVAKLLA 160
consensus !!!!!!!!!*!!! !!!!!! ! * *! ! !! ! !!!!!!!!!!! !!*!!!!!!!!!!!!!!!!!*

logo L ICGNENNSETKNLPHR IALAAPTGKAAAHMARALHQRAS ILDNGFDGALPSEPAS IVKRARHLELKNLEGQTVHRLLKLRSPPKQMQRAPAFDNHEIRYPLAPFLDVL
NTDB id 1154739 OGY80 RS00630 WP 263335982.1 LICNNSTKLPRIALAAPTGKAAAHMARALQRALDGFGLSPSIKAHLENLEGQTVHRLLKLRPPQMRPAFNHEYPLALDVL 239
NTDB id 1134 OK783 RS03985 WP 010358120.1 LICGENENLPHIALAAPTGKAAAHMARALHRSINGFDAPEAVRRHLLKLEGQTVHRLLKLSPPKMQAAFDHIRPLPFDVL 240
consensus !!! !!*!!!!!!!!!!!!!!!!!!*! * !! ** ** !! !!!!!!!!!!!! !! ! *!! ! !!* !!!
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LGAVLASAVLSQRKPTAVLDGKETAHEQKRLAEGVFYLPDEHGFES IVKSAGNQPPQAVLAS

NTDB id 1154739 OGY80 RS00630 WP 263335982.1 VVDEASMLDLPLVLDLLRAVPTGCRLVLLGDENQLPSVGLGAVLAALSRPTALDKETAEKLEVYLPDHGFEIKGQPQALS 319
NTDB id 1134 OK783 RS03985 WP 010358120.1 IVDEASMLDTALMLQLLKAVKTGARVILLGDENQLPSVGIGAVLSVLSQKTVLDGETHQRLAGFLPEHGFSVSANPPVLA 320
consensus *!!!!!!!! *!*! !!*!!*!!*!**!!!!!!!!!!!!*!!!! !! *! !! !!* *! *!!*!!! * **!* !

logo QNNTAHKLSTFSHRFGADDNSGIGCLARAAVVSGDEEKGQTAVWAELQFDKRFPDKELEHMKSESCGRSLPKNAEQRVAELRLYQRAKHQKQADYWQAVAKDEDGNI
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NTDB id 1154739 OGY80 RS00630 WP 263335982.1 QNNAKLTFSHRFGADSGIGCLARAVVSGEKQTAVEQFDKFPKELEMKSGRLKEQVALLYQKQQDYWQAVAEDNVALAYGH 399
NTDB id 1134 OK783 RS03985 WP 010358120.1 QNTAHLSFSHRFGDNSGIGCLARAAVSGDEG.AWALFDRFPDELEHSECSPNARVERLYRAHKAYWQAVKDGNIEAAYAG 399
consensus !! !*!*!!!!!! !!!!!!!!! !!!* *! !!*!! !!!* * * ! !! * !!!!! * !* !!**
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P IMIRTHQNDYAMLELVFNGDIGL IMEKDEVEGRSLQGNGSLASAYFALDEAKDG
NTDB id 1154739 OGY80 RS00630 WP 263335982.1 AADVVVLAAWRQDADDLNQAYQEYLQRQGKVSGETPWFAGQIIMITHNDYMLEVFNGDIGLIMKDEESLNGLSAYFLEKG 479
NTDB id 1134 OK783 RS03985 WP 010358120.1 ISDIVVLAAWRQDAEDFNEAYCSYVRRKMNIPEHLAYFAGEPIMIRQNDYALELFNGDIGLIMEDVGRQGSLAAYFADAD 479
consensus !*!!!!!!!!!!*! ! !!* !* ! ** * **!!! *!!! *!!! !!*!!!!!!!!! ! ! !!! *
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VSCRLPDEFEPSAFAMTVHKSQGSEYREVWLLPPSDVAPAPSTDTEGSDEDEAEALRSGLDSKAELLYTAITRAREKRFVFFWGGNAKEKETFLCQA
NTDB id 1154739 OGY80 RS00630 WP 263335982.1 GFKKIAISRLPDFESAFAMTVHKSQGSEYREVWLLPPSVPATTESEEEARGLDKALLYTAITRARERFVFWGNAEELCQA 559
NTDB id 1134 OK783 RS03985 WP 010358120.1 GFKKVAVSCLPEFEPAFAMTVHKSQGSEYREVWLLPPSDAPSDEGDDALSGLSKELLYTAITRAREKFVFFGGKKTFCQA 559
consensus !!!!*!*!*!!*!!*!!!!!!!!!!!!!!!!!!!!!!! *** ! ** !! ! !!!!!!!!!!!*!!!*! !!!



logo VGNCTHVKQKVRQRTALAGDSAMLEKRWQVFESQEPDEQASV
NTDB id 1154739 OGY80 RS00630 WP 263335982.1 VGCHQKRRTALADALKWQFEQPDEQASV 587
NTDB id 1134 OK783 RS03985 WP 010358120.1 VNTVKVRQTALGSMLERVFSQE...... 581
consensus ! ** ! !!!* ! ! !*******
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