
logo MLASKMRWE IQQRPDKQDEKVKSLTEQLDHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFYELMKGMKREAAVDRIKLQAI
VSQRGQ

NTDB id 314038 D2M30 RS13735 WP 125123028.1 MLASKMRWEIQQPDKEKVKSLTEQLDITPLVASLLVKRGFDTAESARLFLHTKDADFYDPYELKGMREAVDRIKLAVSRG 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !!!!!!!!!!! !! *!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!!*!! !!!! !*!

logo EKP IMIYGDYDADGVTSTSVMLHTATLKQKQLSANQVDFYIPDRFKTEGYGPNEQAFRS IKERGFSL I ITVDTGIAAVHEAEKVAKEL
NTDB id 314038 D2M30 RS13735 WP 125123028.1 EPIMIYGDYDADGVTSTSVMLTALKQLSANVDFYIPDRFTEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAEVAKEL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !*!!!!!!!!!!!!!!!!!!!* ! !!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!

logo GLDVI ITDHHEPGPELPDVFRAI IVHPKQPGCSTYPFKELAGVGVAFKLAHALLTGESLPDEAELMLDLAAIGTI
VADLVPLHDENRL I

NTDB id 314038 D2M30 RS13735 WP 125123028.1 GLDVIITDHHEPGPELPDVFAIIHPKQPGCSYPFKELAGVGVAFKLAHALTGSLPEAMLDLAAIGTVADLVPLHDENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !!!!!!!!!!!!!!!!!!! !!*!!!!!!!*!!!!!!!!!!!!!!!!!!! ! !!* *!!!!!!!!*!!!!!!!!!!!!!

logo ASTLGI
LERLRRTTNRLPGLKAEL IKLSGGDIGEQADNEETI

VGFQLVAPRLNAVGR I EQADPAVHLLMS
T
D
EDQSFEAEELAASDE IDQRLNKE

NTDB id 314038 D2M30 RS13735 WP 125123028.1 ASLGIERLRTTNRPGLKALIKLSGGDIGQADEETIGFQVAPRLNAVGRIEQADPAVHLLMTDDQFEAEELASDIDRLNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus !*!!*!!!! !!!*!!! !!!!!!!!!! ! !!!*!!!*!!!!!!!!!!!!!!!!!!!!!**! !!!!!!! *!! !!!!

logo RQKMVKSKTMTDEEAI
VEMVEQQQGGLDNPQSTAIVVAKAGWNPGVVGIVASKLAVDERFYRPAI

VVLGIDEEKQGIAKGSARS IRGFNLFETS
NTDB id 314038 D2M30 RS13735 WP 125123028.1 RQKMVKTMTEEAVEMVQQQGGNPSAIVVAKAGWNPGVVGIVASKLAERFYRPAVVLGIDEEQGIAKGSARSIRGFNLFTS 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
consensus !!!!! !!*!!*!!! !!! **!!!!!!!!!!!!!!!!!!!!! *!!!!!!*!!!!!!! !!!!!!!!!!!!!!!! !

logo LSEQCRDI LPHFGGHPMAAGMTLKAEDVAPDLRDSRLNEQI
MADEENTLTEEDF IPVQEVDLVCGVEDITVES IATELMNMLSPFGMLN

NTDB id 314038 D2M30 RS13735 WP 125123028.1 LSQCRDILPHFGGHPMAAGMTLKAEDVADLRDRLNQMAEETLTEEDFIPVQEVDLVCGVEDITVESITELNMLSPFGMLN 480
NTDB id 354 BSU 27620 NP 390640.1 LSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGMLN 480
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!*!!! !!! *!* !!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!

logo PKPHVLMVENAVLDEDEVRKL IGANKNTHVKMTI
V
K
RNDESASQVLDCVGFNKGELEQAEGIVPGSRTI S IVGEMS INEWNNRKKPQLMIKDA

NTDB id 314038 D2M30 RS13735 WP 125123028.1 PKPHVMVENAVLDEVRLIGANKNHVKMTVKNDSAVLDCVGFNKGELEAGIVPGSTISIVGEMSINEWNNRKKPQLMIKDA 560
NTDB id 354 BSU 27620 NP 390640.1 PKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDA 560
consensus !!!!!*!!!!!!**!! !!!!! !!!!!**!*! !!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!



logo AVPSEWQLFDI
LRGKRMTWEDTVSTALPKSAEKRAVI

L
I
VSFKNEDKSTATQTKLLQRATEDELRSGRELVAHEVI STSEKDSEQAEKAFLDPLDGAKYAIVFLLDPVPPSALDMR

NTDB id 314038 D2M30 RS13735 WP 125123028.1 AVPEWQLFDIRGKRMWEDTVTALPKEKRVLISFNEKTAQKLRA.ELSGELAEITSESEAEALPLDGKYAVFLDVPPSADR 639
NTDB id 354 BSU 27620 NP 390640.1 AVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLDM 640
consensus !!*!!!!!!*!!!! !!!!!*!!! !! **!! ! * ! **! !** !*! ! ! *!!! ! ! !!*!!! !

logo LAQRLLDEGKAKPER IYF IVF ILNHEDEHFLSSTFPASRDNDHFKWFYYAFLLKRGATFDLVGKKRHGSELAKRHKRGWS IVDETINFMTKVFFDLGFV
NTDB id 314038 D2M30 RS13735 WP 125123028.1 LQRLLDGKKPERIYFVFINHEEHFLSSFPSRNDFKWFYAFLLKRGTFDLGRHGSELARHRGWSIDTINFMTKVFFDLGFV 719
NTDB id 354 BSU 27620 NP 390640.1 LARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFV 720
consensus ! !!!*!! !!!!!!*!*!!!*!!!!*!! ! *!!!*!!!!!!!! !!* *!!!!!!*!*!!!**!!!!!!!!!!!!!!!

logo KI EDNGVLSVVSGAKKRDLATDSQTYQAVKQQLMELDQKLNYSASAEHELKEWLNKLMKNQDGSEAYESTRRT
NTDB id 314038 D2M30 RS13735 WP 125123028.1 KIEDGVLSVVSGAKKRDLADSQTYQVKQQLMELDQKLNYSAAHELKEWLNKLMNQGSEAYESTRRT 785
NTDB id 354 BSU 27620 NP 390640.1 KIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !!! !!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!! !*!!!!!!!!!! ! !!!!!!!!!!
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