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NTDB id 310564 D0T92 RS10125 WP 404821650.1 .MRGFGLPLWVAGVAVSFALPVVPPWAWSIVLWLVLLAAAWRFRAAGWAWVCLSGMLYGIGHTQWQLAKQWPLSEEVVSV 79
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRA.EAVSGV 79
consensus * ! * !!*!! !!!!!!!!*!!! !** * * !! ! !! !! **! ! !!* *! ! !!* *! ! !
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NTDB id 310564 D0T92 RS10125 WP 404821650.1 PLTVQVIDLSQADRRRVRFVADAVDESGKHYRLRLSDYHLRDWPAGSRWQVSARVRAPVGEVNLRGLNREAWALASGFDG 159
NTDB id 1128 NGFG RS01490 WP 020997305.1 PLTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGG 159
consensus !!!! ! !** ! !!! ! ! !!! !*** ! !!!!* !*!* !!!! **!!!***!!!*!!!!!!!!!!!! ! !
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NTDB id 310564 D0T92 RS10125 WP 404821650.1 WGTVGKERKQLSGRAG.GLLAVREAISLNWQQADMRDHDFSDGLSLMRALSLGEKSALRADIWQTFRPLGLNHLVSISGL 238
NTDB id 1128 NGFG RS01490 WP 020997305.1 VGTVGADRVLLHGGSGWGIAVWRSRISRNWRQADA.DGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGL 238
consensus !!!! *! !*! !*!* ! !! !! !!! *!* !!!* !!!!!!*!! !!!!* *!! !!!!!! !!!!!!!!
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VLAAGCLATAGALFLYAGLLAGFSVPTQRSVLMLASAFLAWAWRWCRGNGRLVASAWARGTWWQ

NTDB id 310564 D0T92 RS10125 WP 404821650.1 HVGMVALLAGWLMKQILRLWPFVPKIPRLWILAAGLTAALLYAGLAGFSVPTQRSVLMLSALAWAWWCGNGVAAWRGWWQ 318
NTDB id 1128 NGFG RS01490 WP 020997305.1 HVTMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRG.RLSAWATWWQ 317
consensus !! !!!*! *!! ! *! * ! *! !! !*!!!!* *!! !! !!!!!!!!!!!!!!! ! !!!! *!* * !! !!!
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NTDB id 310564 D0T92 RS10125 WP 404821650.1 ALALVLLFDPQAVLSAGLWLSFGLVGALLWVSSGRLKTDKGWRQVLRAQWAVSVLSAVALGSIFASLPLISPLVNMVAVP 398
NTDB id 1128 NGFG RS01490 WP 020997305.1 ALAAVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKR.QTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIP 396
consensus !!! !!!!!! !!! ! !!!!!!!*!!*! * !!! ! * *!*!!! !!!! ! !! *!!!!!!*!!!!! ! *!
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NTDB id 310564 D0T92 RS10125 WP 404821650.1 WFSWVLVPLALLASLVPLPALQWLAAGAGEYTLRALAYMAQGAPEYAVAAAPPYLLLLAVVSAWLLLLPRGSGWKPFACL 478
NTDB id 1128 NGFG RS01490 WP 020997305.1 WFSWVLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVL 476
consensus !!!!!! !!!!!*!*!! **!! *! *!!!!! ! **! !!*!!!!!!**!!*!!!* ! !!!!!!! ! *!*!*!
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VTVWDAGQGLSVLWMVQRTAHNRHRHLLFDTGTEVAPATAQVMTGNI LVPSLNAAGVRHRLDKMLVLSHHDASDHDG
NTDB id 310564 D0T92 RS10125 WP 404821650.1 VLLGFVVYRPPEVAQGRLKITVWDAGQGLSVWMQTHRHHLLFDTGTEPTAVMNILPSLNAAGVRHLDMLVLSHHDADHDG 558
NTDB id 1128 NGFG RS01490 WP 020997305.1 LLAGFVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDG 556
consensus *! !!! !!!* !* *!!!!!!!!!!! * !* *!!!!!!!! * ! !*!!!!!!!!!*!! !!!!!!! !!!!



logo GFQRAQVGNKQAIKPKNPGQGL IMYAGQPEFYENGARSHLCAEEQRRYWFQWDGVDYFEFLRPSERTKLANI
R
D
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NTDB id 310564 D0T92 RS10125 WP 404821650.1 GFRQVNQAKKPQLIMAGQPEFYNGASLCEERYWFWDGVYFEFLRPSETLAREDNDKSCVLRVLAAGQSLLVTGDLRKSGE 638
NTDB id 1128 NGFG RS01490 WP 020997305.1 GFQAVGKIPN.GGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGE 635
consensus !! ! * * ! !!!!!!! !! *! ! ! !!!! !!!!!!!! *!! !!!!!!!*!*! !!!!!!! !!
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NTDB id 310564 D0T92 RS10125 WP 404821650.1 SALVNEFGEKLYSQVLILGHHGSGSSSSGRFLNTVSPRYAVASSGYANAYKHPAKAVRRRLRAHGITLLRTDLSGALVFE 718
NTDB id 1128 NGFG RS01490 WP 020997305.1 ESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFG 715
consensus !! *! !!!!!!*!!!!!! *!!!! !!! !!! !!!!!!!!!!!!!!! !! !*!!!!! !!!!!!!!!! !

logo LGNREGEGQDVFKAIGQRLKRDVI
YKFPYWQKKPFEN

NTDB id 310564 D0T92 RS10125 WP 404821650.1 LGNEEQDVFIGRLKDIKPYWQKKPFN 744
NTDB id 1128 NGFG RS01490 WP 020997305.1 LGRGG..VKAQRLRVYKFYWQKKPFE 739
consensus !! **! !!* !*!!!!!!!
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