
logo MRYATGMF
LALAAGL ILLTLRFLPGQLPSAFGWLLALLMAPTAVGLVLLLAPCFRGWRWPLVAGFLFYLVFLGLCVWACFLNQAGQRWALDDNRLAPDVDSFLDGRTFLWLVEG

NTDB id 1089453 ACLTDJ RS06720 WP 413052426.1 MYTGMFALAAGLITLRFLPGLPSAGWLLLMATAGVLLLACRGWPVGLYVLGLCWACFQGQRALDNRLADSFDGRTLWVEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus ! !! !!!!!!* !!!!! !!! !!!! *!* !*!!!**! !** ** !!*!!! **! !!! !!* !!!! !*!!
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NTDB id 1089453 ACLTDJ RS06720 WP 413052426.1 RVIGLPQQSGTSVRFELQGAKSRHGALPATIRLSWYGGPAVNSGERWRLAVKLKKPKGLLNPQGFDFEAWLLAQRIGATG 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGATG 160
consensus ! !!! ! !!!!! *!!!**!! !!! !!!!! * !!!!!!!! *!!*! !**!! *!!*!!!!!! !!!!!!
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LAGL ILY
NTDB id 1089453 ACLTDJ RS06720 WP 413052426.1 TVKQGHL..QEAASHAWRDGLRQRLLRIDAQGRASWLAALVLGDGSGLSRDDWTLLQATGTVHLLVISGQHIGLFAGLIY 238
NTDB id 1199 PSJM300 12650 AFN78592.1 TIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLY 240
consensus !*! !* ** ! !*!!!! !!!!!! **!*!!! *!!!!*!!!!!!! !! *!! !!!!!!*!!!!!!*!* !!!*!
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NTDB id 1089453 ACLTDJ RS06720 WP 413052426.1 GFIALLARYGLWPRRLPWLPWACALAFIGATGYGVLAGFEVPVQRACMMLGLVLAWRLWFRQLGVWLPFLLALNAVLIVE 318
NTDB id 1199 PSJM300 12650 AFN78592.1 AVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVD 320
consensus * * !!!!*!*!! !!!!!!!!!*!!! !! !!! !!!!!!!! !!!*!***!! !!! !!*!!!!!! !*!! *!!*!*

logo PLASLQRAPGFWLSFSVAVALVL ILFW I
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NTDB id 1089453 ACLTDJ RS06720 WP 413052426.1 PLASLRAGFWLSFSAVAVLLFTFSGRLGAWGWRAMWLRPHGLIALGLFPMLWILDLPISLTGPLANLIAVPWISLAVLPT 398
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !!!!! *!!!!!! !!!*!** ! !!!! * ! ! ** *!!!! ! * *! !!*!!*!!!!!!*!!!!!!* !*!

logo ALLGSTFLLLPWVPWLGEANLLWLASGGL ILADGVLFVEQGLLASL ILADGVWFQPTAPWLAPSVASLVP I
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NTDB id 1089453 ACLTDJ RS06720 WP 413052426.1 ALLGTLLLPVPWLGENLLWLSGGLIDGLVQGLSLLADVFTPWLPVSVPIYIWLLSAAGVLILLLPAGMVLRPLGWPLVLL 478
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !!!!* !!*!!!!!! !!!! !!!* ! ! !*! **!!* *!** ! ! ! ! !*!!!!!!**!!*!! *!* *
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NTDB id 1089453 ACLTDJ RS06720 WP 413052426.1 ALFAPREQIPRGQVEVLQLDVGQGLAIALRTRNHTLLYDAGPKSGSLDQGERVVVPVLRSLGVAELDLMLLSHADSDHAG 558
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus !!!! ** ! !! !!!!!! * *!!! ! !!!!!!!* ! ! !!!!! ! !! !!* !!!!*!!!!!!!!!!
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SGDEPVEPGRLAPAEAPLDRAQRPSCRVSTGEQRTWETWDNGQVNSFSLVWQRWAPGQASTDNGSNQAKSCVLMQVEQAAGDGERLLLTGDIDAQR

NTDB id 1089453 ACLTDJ RS06720 WP 413052426.1 GALAVQRGVSVKRVIGGDVPGLAEPLRAQPCVSGETWEWDGVSFSLWQWAGASDSNQKSCVLQVQAGDERLLLTGDIDAR 638
NTDB id 1199 PSJM300 12650 AFN78592.1 GALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDIDAQ 640
consensus !!!!*!!***! !* !*** !* *! ! *! *! ! ! ! !!*! !* !* !! !!!! ! !* !!!!!!!!!!!

logo AERALLVDQGSGPLMEGVNPATRWLLQAPHHGSKNSTSSSAMVFLAKALVAAPDEGIAVL I SRGSHSGHNASFGHPHPAQVLMAKRLYQANALGAVEQLVHLDSTAEHQGALVKSFL
NTDB id 1089453 ACLTDJ RS06720 WP 413052426.1 AERALLQSPLGVPTRWLQAPHHGSKTSSSMVFLKALAPEIVLISRGHGNSFGHPHPQVMARYQALGVQVLDSAEQGAVKF 718
NTDB id 1199 PSJM300 12650 AFN78592.1 AERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGALSL 720
consensus !!!!!* ** !* !!! !!!!!! *!!! !!! !*!** !!!! **! !!!!!! !* ! ! ! **!*!!*!!*
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RLGAVFSGGKAERRSMRDEQPRRFWRDEK

NTDB id 1089453 ACLTDJ RS06720 WP 413052426.1 RLGVSGKAESMRDQRRFWRD. 738
NTDB id 1199 PSJM300 12650 AFN78592.1 QLGAFGGARRMRDEPRFWREK 741
consensus !! ! ! !!! *!!!!**
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