
logo MRATGML
MALAALGLLLTLRFLPQVLPPSFVGWLWLWLALMAPPVAVGLLMLLPFRTWRYPLVAFFYLFGLSVWACALNAQWALDDRLPPVADLDGERTFRWLVEG

NTDB id 1091961 ACMDB8 RS20640 WP 409078933.1 MRTGMMALALGLLTLRFLPVLPPVWLWLAMPVAGLMLLPFRTYPVAFYLFGLSWACANAQWALDDRLPPALDGETRWVEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !! !!*!!! !!! !!!!! !!* !!*** !!*!!!!! !*!!*!!!! !!! !!!!!!!!!!!* !!! ! !*!!
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NTDB id 1091961 ACMDB8 RS20640 WP 409078933.1 RVTGLPRQDDGVVRFELTDIQSRRTRLPRQMRLAWYGGPPVSGGERWRLAVKLKRPVGLLNPQAFDYQAWLLAQRIGATG 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGATG 160
consensus !!!!! !!!!!! !!*!!* !! *!!!!!!!!** !!!!!!! *!!!! !**!! !!!! !!!!! !!!!!!
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A
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NTDB id 1091961 ACMDB8 RS20640 WP 409078933.1 TIKQGERLAPA..RWAWRDAIRQRLLAVDAQGRSGALTALVLGDGAGLSREDWQVLQDTGTVHLLVISGQHIGLLAGVVY 238
NTDB id 1199 PSJM300 12650 AFN78592.1 TIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLY 240
consensus !!! !!!*!*!** !!!! *!!!!! !*!*!! !!* !!!*!!! !!! !! !!!!!!!!!!*!!!!!!*!*!!!**!
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NTDB id 1091961 ACMDB8 RS20640 WP 409078933.1 LLIAGLARFGLWPNRLPWLPWACGLAFAAALGYGMLAGFEVPVRRACLMIAMVLLWRLRFRHLGAWWPLLLALDGILLLE 318
NTDB id 1199 PSJM300 12650 AFN78592.1 AVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVD 320
consensus ** !!!*!*!!*!!!!!!!!!!!!!!*!!!!! !!!!!!!!!!!!!!*!*!!!!!!!!!!!! ! !!!*!! !*!***

logo PLASSLQPGFWLSFAVAVALVL I LW I
TFGRGRLGPVPWRSWWQRATLWLTRYAQWAL IMAI
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VSLSGPLANLFLAVPWI SLVLVVLVPLP

NTDB id 1091961 ACMDB8 RS20640 WP 409078933.1 PLSSLQPGFWLSFAAVAVLILTFGGRLGPWRWWQTWTRAQWLIAIGLCPLLLALGLPISLSGPLANLFAVPWISLVVLPP 398
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !! !!!!!!!!!! !!!*!! ! !!!!** !! !!! *!*!!*! *! !!!!*!!!!!!!!! !!!!!!**!*!*
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NTDB id 1091961 ACMDB8 RS20640 WP 409078933.1 ALLGTLLLPVPYVGEKLLWLAGGLIDGWFRALGLVSGQVPAWVPAAVPPWAWVIGAIGAFLLLLPRGLPMRPLGWPMLLM 478
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !!!!* !!*!!**!! !!!!!!!!* ! !*!* ! !!!** !*!*!!! * !*! *!!!! !*!*!*!! **! *

logo LLVFASPDRPSMRLPEQEQGMRAEVWQVFLDVGQGLS IVLVRTRDHHATLLYDAGPRFYGDEFLDI
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NTDB id 1091961 ACMDB8 RS20640 WP 409078933.1 LVFSPRPMLQEGMAEVWQLDVGQGLSILVRTRHHTLLYDAGPRFGELDQGERVVLPALRKLGVKGLDMMLISHAHADHAG 558
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus !*! ! * * ! !!!! !!!!!!!*!!!!!*! !!!!!!!!*!* ! !!!!! ! !! !!* !!*!**!!!* !!!!



logo GALPAIAQRAGLMPVGKAQVLVSGEPESDRLPAAQLDQAGRSCERSTGQRQRWTWDNEQVDNFQSLVWHRWPLQAGTDNGSNQANSCVLLMI
VEAANGERLLLSTGDIDAAQ

NTDB id 1091961 ACMDB8 RS20640 WP 409078933.1 GAPAIARGLPVKQVVSGEPSDLPAQLQAGSCESGRQWTWDEVDFQLWHWPLAGDSNQNSCVLLIEANGERLLLSGDIDAA 638
NTDB id 1199 PSJM300 12650 AFN78592.1 GALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDIDAQ 640
consensus !!*!! !**!! !*!!!! !!! ! ! !! *! !!! ! ! *!*!! ! !! !!!!**!! !!!!!!*!!!!!
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NTDB id 1091961 ACMDB8 RS20640 WP 409078933.1 AERALLDSALARPTDWLQAPHHGSRSSSSNVLLDVLRPKGGLISRGQGNSFGHPHPTVIARYQKRGMAIYDSVEQGAIRL 718
NTDB id 1199 PSJM300 12650 AFN78592.1 AERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGALSL 720
consensus !!!!!*! ** * !! !!!!!! !!!! ! ! * * !*!!!! *! !!!!!! !* ! ! ! **!* !*!!* !

logo QLGARFEGGSAPRWRSMRDQEPRRFWRDEKPPPLNP
NTDB id 1091961 ACMDB8 RS20640 WP 409078933.1 QLGRFESPWSMRQERRFWRDPPPLNP 744
NTDB id 1199 PSJM300 12650 AFN78592.1 QLGAFGGARRMRDEPRFWREK..... 741
consensus !!! ! * !! !*!!!!*******
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