
logo MRATGMF
LALAVALGLLLSLGRFLLWPAQLPSFVGWLFLALLASLPLVAGLLCLLPRFSRAWRWPLAGFWFLLFLGLVCVWACLWNSAQQWALDDRLAPSVDGLDGRTFLWLEG

NTDB id 401583 GKC70 RS17030 WP 342649362.1 MRTGMFALVLGLLSLGLWPALPSVGWLFLLSLLALLCLRSRAWPLGWLLLGVCWACWSAQQALDDRLASGLDGRTLWLEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !! !! !! !!! ! ! !!! !!! ! ***!!*!* ! !!** ! !**!!! !! !!!!!!* !!!!! !!!!

logo

Q
RVTVGLPADHRRSGDGTVVRFDELEDAIHQSRHRAGAGLPRSHR I

V
Q
RLASWFYGGPETIRASGERWRLAAVRTLKRQRPSGLML

VNPHSAGAFDRYEAMWFLLARR IGATG
NTDB id 401583 GKC70 RS17030 WP 342649362.1 RVVGLPAHSGGTVRFDLEDAQSRRGALPRHVQLSWFGGPTIRAGERWRLAVTLRQPSGLLNPHGADREAMFLARRIGATG 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGATG 160
consensus ! !!! * ! !!!*!!! *!!***!! ** ! !*!!! !! !!!!!!! !* !!!**!!** ! !! !!!!!!!!!

logo TI
VKAGER I

L
A
E
E
P
AAS

V
R
SGAGWRDRLRQRLLATVDEAHGRAEGSAVI

LAALLVLVGDGSGLSTRTATDWQRTVLQADTGTVHLLMVI SGQHI
VGLMLAGL ILY

NTDB id 401583 GKC70 RS17030 WP 342649362.1 TVKAGERLEP..VRGGWRDRLRQRLLAVDAHGRESVLAALLLGDGSGLTRTDWQTLQATGTVHLLVISGQHIGLLAGLIY 238
NTDB id 1199 PSJM300 12650 AFN78592.1 TIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLY 240
consensus !*!!!!!* *** !*!!!!!!!!!! !*!!!! *!!!**!!!!!!* !! !! !!!!!!*!!!!!!*!*!!!!*!
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NTDB id 401583 GKC70 RS17030 WP 342649362.1 GVIAGLARLGVWPGRWPWLPWACGLAMASALGYGALAGFQVPVQRACLMLATVLLWRLRFRHLGAFFPLLLALTGVLLLE 318
NTDB id 1199 PSJM300 12650 AFN78592.1 AVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVD 320
consensus *!* !!! !*!! ! !!!!!!!!!! ! !!!!! !!!! !!! !!!!!*! !!!!!!!!!!!! * !!!*!! !!!***

logo PLASLLQPGFWLSFTVAVALTL IWYCI FRSGRLGRVPWRSPWWQRALWLSRYAQWAVI
MAI

LGLLPALMLAVLGLP I
VSLSAGPLAVNLLAVPWI SLVALVLVPL

NTDB id 401583 GKC70 RS17030 WP 342649362.1 PLASLLPGFWLSFTAVATLIYCFSGRLGRWRPWQAWSRAQWVIAIGLLPALLALGLPISLSAPLVNLLAVPWISLAVLPL 398
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !!!!! !!!!!!! !!! !!**! !!!! * *! ! !!! *!*!!!!!*! !!!!*!!!*!! !!!!!!!!!* !*!!

logo ALLGSTAFLLPWLVPTGWLVGEASLLWLVAGGL ILADI
V
L
MFERLTLAGL ILAEGWQPAWLAPRSAPLPLWARWSLVACLVGATLLVLLLSPARGAVPLKRGVLGATLVLMLALAP

NTDB id 401583 GKC70 RS17030 WP 342649362.1 ALLGTALLPLTGVGESLLWVAGGLIDIMFRTLGLLAEWQPAWLPRPLPLWRWSLVCVGALLLLSPRGAPLKGLGAVMLLA 478
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !!!!* !!*** *!! !!!*!!!!* **! !*!*! !!!!!!* *!!!! !!!!**! !*!! ! ! !!* !! **! *
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NTDB id 401583 GKC70 RS17030 WP 342649362.1 L.WTPRDHIPHGQAEIWQLDVGQGLAVLLRTRHHSLLYDAGPATRFSDLGESVVLPTLRKLGVDQLNVMLISHAHADHAG 557
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus !** ! ****! !!*! !!!!!! !!*!!!*! !!!!!!! !*!! !! !*!! !!** ! *!**!!!* !!!!
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NTDB id 401583 GKC70 RS17030 WP 342649362.1 GAAAVYRGLPIVRVLAGEPLALPASLQAQACASGERWEWDGVHFSLWHWPQGKSSNDRSCVLLVEAQGERLLLAGDMETA 637
NTDB id 1199 PSJM300 12650 AFN78592.1 GALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDIDAQ 640
consensus !! !* !**!* !! !!! !!! ! ! ! *! !! ! !*!!*!*!!!* ! !!!!*!!! !!!!!! !!**

logo AERALWLVDKEGGNMVESPVNRAIDRWLLQASPHHGSNRSSSSTAEPVF ILARATVAAPDRGAVL I SRGSRSHNAMFGHPHPAQVI
L
E
KRLYQRNRAHGALETLVHDTAELHGALRSL

NTDB id 401583 GKC70 RS17030 WP 342649362.1 AERAWLKENVSPRIDWLQSPHHGSRSSSTEPFIRATAPRGVLISRGRHNMFGHPHPQVIERYRRHGLTVHDTALHGALRL 717
NTDB id 1199 PSJM300 12650 AFN78592.1 AERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGALSL 720
consensus !!!! * * * !! !!!!! !!!* *!* ! !* ! !!!! !! !!!!!! !* ! *! *!!!! !!!! !

logo

Q
SLGAFHGDGAVERGRLMGRDLEQPRRFWREGKPPS

NTDB id 401583 GKC70 RS17030 WP 342649362.1 SLGAHGDVEGLGLQRRFWRGPPS 740
NTDB id 1199 PSJM300 12650 AFN78592.1 QLGAFGGARRMRDEPRFWREK.. 741
consensus !!!*! * *!!!! ***
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