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A
LALMAPPVLVAGLLMALLPFRTWRYPLAGFFLFGLAVWACLNSAQCWALDDERLP I

V
A
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NTDB id 396106 GFU70 RS20120 WP 064106986.1 MRTGLVALALGLLAPIFLPVLPPLWLIAAMPVLALMALPFRTYPLGFFLFGLAWACLSAQCALDERLPIALDGETRWVEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !! !**!!! !!! * !!! !!* * !*****!* !!!! !!*!!!!!! !!!! !!*!!!*!!!* !!! ! !*!!

logo

Q
RVTVGLPDQQRGREGDGVVRFELAEDAIHSRHRATGRLPASRTI

MRLAWFYGGPEP I
V
R
SSGERWRLAAVKRLKRPSGLML

VNPHSAGFDYAEAWLLASRGR I
VGATG

NTDB id 396106 GFU70 RS20120 WP 064106986.1 RVVGLPQQGEGVVRFELADAHSRRTRLPATMRLAWFGGPPVSSGERWRLAVKLKRPSGLLNPHGFDYAAWLLSRGVGATG 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGATG 160
consensus ! !!! !!!!!! ! !!!* !! *!!!!*!!!** !!!!!!!! *!!!!!!**!!**!!! !!!! ! *!!!!

logo TIKADGERLR I
L
A
Q
EAAASRSGAWRDERLVRQARLALQTVDEAHGRASGAI

LAALVLVGDGGSGLSRTAEDWQRVLQDTGTVHLLMVI SGQHI
VGLMLAGLLVY

NTDB id 396106 GFU70 RS20120 WP 064106986.1 TIKDGRLLQ..AARGAWRDEVRQALAQVDAHGRSGALAALVLGDGGGLSREDWQVLQDTGTVHLLVISGQHIGLLAGLVY 238
NTDB id 1199 PSJM300 12650 AFN78592.1 TIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLY 240
consensus !!! ! * **! !!!!! *!! ! !*!!!! !!*!!!!*!!! !!! !! !!!!!!!!!!*!!!!!!*!*!!!!*!
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V
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G
I
LVLLWRLWRFKRHQLPDGPVWLWAPLWL ILAFLVGVLMVFVD

NTDB id 396106 GFU70 RS20120 WP 064106986.1 LLVAGAARYGLWPVGLAWLPWACALAFCAALGYGLLAGFEVPVRRACAMIGLVLLWRWRFKQPDPWWAWLLAFVGVLVFD 318
NTDB id 1199 PSJM300 12650 AFN78592.1 AVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVD 320
consensus *! !!*!*!! !*!!!!!!*!!!**!!!!! !!!!!!!!!!!! !***!!!!! !!*** *! * !*! !!!!* !

logo PLASLQRPGFWLSFAVAVAI
LL IMF

W
I
TFGRAGRLGPVPWRSWWQRATLWLTRYAQWALMVALGLCLPALLML IVLVGLPVSLSGPLAVNLLAVPWI SLVLVLVPLP

NTDB id 396106 GFU70 RS20120 WP 064106986.1 PLASLRPGFWLSFAAVAILMFTFGARLGPWRWWQTWTRAQWLVALGLCPLLLIVGLPVSLSGPLVNLLAVPWISLLVLPP 398
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !!!!! !!!!!!! !!!*!** ! *!!!** !! !!! *!!!!*! *!**!!!!!!!!!! !!!!!!!!!*!!*!*

logo ALLGSTAFLLPWVPLWLMGEASLLW I
LAGGLLADLVLFEKGLLATL IVAGRWMQPAWLVAPSTALVPLPWALWGS ILAVAFLGATFLLVLLLPAKGVPLRVLGTWLPLML
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NTDB id 396106 GFU70 RS20120 WP 064106986.1 ALLGTALLPVPLMGESLLWIAGGLLDLLFKGLTLVAGRMPAWVPTAVPPWALGIAAFGAFLLLLPKGVPLRVLGWPMVLL 478
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !!!!* !!*!! *!! !!!*!!!!! *!! ! !*!! !!!***!*!*!! * ! ! *!!!! !!!!!!!! *** *
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VWQVFLDVGQGLASVLVRTRDRHATLLYDAGPRFYGDEAFDI
VGERVVFLPSTLRKQLGLVERGRLDLML

MLSHADASDHAG
NTDB id 396106 GFU70 RS20120 WP 064106986.1 MVFPPQEHLPQGQAEIWQLDVGQGLAVLVRTRRHTLLYDAGPRFGEADVGERVVLPTLRKLGVRGLDLMLLSHADADHAG 558
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus **!*! ***!! !!*! !!!!!! !!!!!! ! !!!!!!!!*!* !*!!!!! !*!! !!* !!!!*!!!!! !!!!
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LSGDEPDEARLPAAELDLAGRPSCDRSTGQRRWETWDNGQVGNFESLVWRWAPQSATVENGSNQAKSCVLLMVEAAGGERLLLTGDIDATPQ
NTDB id 396106 GFU70 RS20120 WP 064106986.1 GARAVRNGLPTMEVISGDPDALPAELLAGPCDSGRRWEWDGVGFELWRWASAVESNQKSCVLLVEAGGERLLLTGDIDTP 638
NTDB id 1199 PSJM300 12650 AFN78592.1 GALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDIDAQ 640
consensus !! !* **! !*!!*!* !!! ! ! *! *! !! ! ! ! *!!!* ! !! !!!!*!!!*!!!!!!!!!!! *

logo AERALLVDEGAGLMAEVNPAIQRWLALAPHHGSNRSSSSAMAVFLLASARLVAKAPDHGSAVL I SRGSQSGHNAFGHPHPAQVI
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NTDB id 396106 GFU70 RS20120 WP 064106986.1 AERALLDEALAVPIQWLAAPHHGSRSSSSMALLSRLKPHSVLISRGQGNAFGHPHPQVIARYRRSGLAIYDSAEQGAIRL 718
NTDB id 1199 PSJM300 12650 AFN78592.1 AERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGALSL 720
consensus !!!!!*! ** !* !! !!!!!! !!!! ! * ** !!!! *!!!!!!!! !* ! ! **!*!!*!!* !

logo QLGAFEGGVAPRAREMARDREHPRRFYWRDEKSPAVGPPGQY
NTDB id 396106 GFU70 RS20120 WP 064106986.1 QLGAFEVPRAEARHRRYWRDSPAVGPPGQY 748
NTDB id 1199 PSJM300 12650 AFN78592.1 QLGAFGGARRMRDEPRFWREK......... 741
consensus !!!!! *! **!*!!* *********
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