
logo MRYATGMLALAAGLLML
TLRFLPQVLPSFVGWLLALLMALPVAVGLLLLAPCFRAWRWPLAGFLFLVFLGLTVWACLVNQAGQRWALDDRLAPDVDSFLDGRTFLWLVEG

NTDB id 1081026 ACKZH3 RS06645 WP 409498456.1 MYTGMLALAAGLMTLRFLPVLPSVGWLLLMLVAGLLLLACRAWPLGLFVLGLTWACVQGQRALDDRLADSFDGRTLWVEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus ! !!!!!!!!!* !!!!! !!! !!!! * * !!!!!**! !!* !* !! !!!***! !!!!!!* !!!! !*!!

logo

Q
RVTVGLPDQQRRSGDKSVVRFELEQDGAIHKSRHAGAGLPASRTIRLASWYGGPES IVNRSGERWRLAAVKRLKKRPKSGLML

VNPQSAGFDFYEAWLLAQRR IGATG
NTDB id 1081026 ACKZH3 RS06645 WP 409498456.1 RVVGLPQQSGKSVRFELQGAKSRHGALPATIRLSWYGGPSVNSGERWRLAVKLKKPKGLLNPQGFDFEAWLLAQRIGATG 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGATG 160
consensus ! !!! ! !!!!! *!!!**!! !!! !!!!! * !!!!!!!! *!!*! !**!! *!!*!!!!!! !!!!!!

logo TI
VKAQGEQLR I

Q
AEA

QAASSGHAWRDGRLRQRLLSGTVDEAHQGRAGAGAWI
LAALVLVGDGSGLSRTADDWARLVLQADTGTVHLLMVI SGQHI

VGLMF
LAGL ILY

NTDB id 1081026 ACKZH3 RS06645 WP 409498456.1 TVKQGQLQ..QAASHAWRDGLRQRLSGVDAQGRGAWLAALVLGDGSGLSRDDWALLQATGTVHLLVISGQHIGLFAGLIY 238
NTDB id 1199 PSJM300 12650 AFN78592.1 TIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLY 240
consensus !*! ! ** ! !*!!!! !!!!! !*!*!!** *!!!!*!!!!!!! !! *!! !!!!!!*!!!!!!*!* !!!*!

logo

A
G
L
VVALLLARW

YGI
LWPGQFRLPWLPWACAGLAFAIGALTGYGLWLAGFEVPVQRRACALML

V
A
G
I
LVLALWRLRWFRHQLGLVWLPFLL ILALNVAGVL IMAVDE

NTDB id 1081026 ACKZH3 RS06645 WP 409498456.1 GLVALLARYGLWPGFLPWLPWACALAFIGATGYGLLAGFEVPVQRACAMLGLVLAWRLWFRQLGLWLPFLLALNAVLIAE 318
NTDB id 1199 PSJM300 12650 AFN78592.1 AVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVD 320
consensus **! !!!!*!*!! !!!!!!!!*!!! !! !!! !!!!!!!! !!! !***!! !!! !!*!!*!!! !*!! *!!* *

logo PLASLQRAPGFWLSFSVAVALVL ILWYI
TFGRGRLGAVPWGSWRWARAML

WLRYAPQGWAL IMALGLFLPAVLML
W
I
VLDGLP I

VSLSTGPLANLLAVPWI SLVALVLVPLT
NTDB id 1081026 ACKZH3 RS06645 WP 409498456.1 PLASLRAGFWLSFSAVAVLLYTFGGRLGAWGWRAMWLRPQGLIALGLFPVLWILDLPISLTGPLANLLAVPWISLAVLPT 398
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !!!!! *!!!!!! !!!*!** ! !!!! * ! ! *! *!!!! ! * *! !!*!!*!!!!!!!!!!!!!* !*!

logo ALLGASFLLLPWVPWLGEANLLWLASGGL ILADVLFVEQGLLASL ILADGVWFQKPAPWLAPASASLVPLVW
Y
A
LWLSLSVAVGLGTVL IVLLLPAGLVPVLRPVLGTWLPLLVALLP

NTDB id 1081026 ACKZH3 RS06645 WP 409498456.1 ALLGALLLPVPWLGENLLWLSGGLIDVLVQGLSLLADVFKPWLPASVPVYLWLLSVGGVLILLLPAGLVLRPLGWPLVLL 478
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !!!! !!*!!!!!! !!!! !!!* !! ! !*! **!!* *!** ! ! ! !*!!!!!!**!!*!! *!* *

logo

A
LLFAPDRESPR I

P
E
P
H
QGQRAVEVLWQVFLDVGQGLAS IVALLVRTRDNHATLLYDAGPKRFYGDFLDI

QGERVVFVPSVLRAQLGLVEGGRLDLML
MLSHADASDHAG

NTDB id 1081026 ACKZH3 RS06645 WP 409498456.1 ALFAPREPIPHGQVEVLQLDVGQGLAIALRTRNHTLLYDAGPKFGDLDQGERVVVPVLRALGVGGLDLMLLSHADADHAG 558
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus !!!! ****! !! !!!!!! * *!!! ! !!!!!!!**!! ! !!!!! ! !! !!* !!!!*!!!!! !!!!



logo GALAI
VQRAI

M
N
PVAGARVLVSGDEPVEPGRLAPAPAQLDRAQRPSCRVSTGHQRSWETWDNGQVNRFASLVWQRWAPGQASTDNGSNQAKSCVLMQVEQAAGDGERLLLTGDIDAQR

NTDB id 1081026 ACKZH3 RS06645 WP 409498456.1 GALAVQRAINVARVVSGDVPGLAPQLRAQPCVSGHSWEWDGVRFALWQWAGASDSNQKSCVLQVQAGDERLLLTGDIDAR 638
NTDB id 1199 PSJM300 12650 AFN78592.1 GALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDIDAQ 640
consensus !!!!*!!!**!* !*!!*** !** ! ! *! *!* ! ! ! ! *! !* !* !! !!!! ! !* !!!!!!!!!!!

logo AERAELLVDKGSGPLMEGVNPATRWLLQAPHHGSKNSTSSSAMVFLAKALVAAPDEGIAVL I SRGSHSGHNASFGHPHPAQVLMAKRLYQANALGAVEQLVHLDSTAEHQGALVKSFL
NTDB id 1081026 ACKZH3 RS06645 WP 409498456.1 AERELLKSPLGVPTRWLQAPHHGSKTSSSMVFLKALAPEIVLISRGHGNSFGHPHPQVMARYQALGVQVLDSAEQGAVKF 718
NTDB id 1199 PSJM300 12650 AFN78592.1 AERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGALSL 720
consensus !!! !* ** !* !!! !!!!!! *!!! !!! !*!** !!!! **! !!!!!! !* ! ! ! **!*!!*!!*

logo

Q
RLGAVFSGGKAQRRSMRDEQPRRFWRDEK

NTDB id 1081026 ACKZH3 RS06645 WP 409498456.1 RLGVSGKAQSMRDQRRFWRD. 738
NTDB id 1199 PSJM300 12650 AFN78592.1 QLGAFGGARRMRDEPRFWREK 741
consensus !! ! ! !!! *!!!!**

X non conserved

X similar

X ≥ 50% conserved


