
logo MRATGMLALAALGLLLTLRVFLPAQLPPSFVGMWLLALMAVLPLVAGLLMLLPFRTWRYPLAFLFLFLGLVWACLSNSAQWALDDNRLAPPVDELDGQRTFRWI
LEG

NTDB id 215663 PspS04 RS08005 WP 159994490.1 MRTGMLALALGLLTLVFLPALPPVGMLLAMVLLALMLLPFRTYPLALFLLGLVWACSSAQWALDNRLAPELDGQTRWIEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !! !!!!!! !!! ! !!! !!* ! !!!* ***!*!!!!! !!! !! !!!!!! !!!!!! !!***!!! ! !*!!

logo

Q
RVTVGLPDQRYRTGPDGVVRFELAEDAIHQASRHRATEGLVPKSLR I

LRLAWYDGGPER I
V
N
RSGERWRLAAVKRLKRPSVGLML

VNPHSASFDYEAWLLAQRR IGATAG
NTDB id 215663 PspS04 RS08005 WP 159994490.1 RVVGLPQYTPGVVRFELADAQARRTEVPKLLRLAWYDGPRVNSGERWRLAVKLKRPVGLLNPHSFDYEAWLLAQRIGATA 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGATG 160
consensus ! !!! * !!!!!! ! * !* *! *!!!!! !! * !!!!!!!! *!!!! !**!!* !!!!!!!!! !!!!!*

logo TI
VKADGEQR I

L
A
Q
E
PAASQSGWAWRDARLVRQRLLATVDEAHQGRAEGAI

LAALVLVGDGSSGLSRTADWQRVLQDTGTVHLLMVI SGQHVGLMLAGLML
VY

NTDB id 215663 PspS04 RS08005 WP 159994490.1 TVKDGQRLQPA..QWAWRDAVRQRLLAVDAQGREGALAALVLGDSSGLSRADWQVLQDTGTVHLLVISGQHVGLLAGMVY 238
NTDB id 1199 PSJM300 12650 AFN78592.1 TIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLY 240
consensus !*! ! !* *!** !!!! *!!!!! !*!*!! !!*!!!!*!! !!!! !!! !!!!!!!!!!*!!!!!!!!*!!!**!
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NTDB id 215663 PspS04 RS08005 WP 159994490.1 LLIAGLARYGLWPQRLAWLPWACGLAFAAALGYGLLAGFEVPVRRACVMIGLVLLWRLRFRHLGAWWSWLLALNAVLLLD 318
NTDB id 1199 PSJM300 12650 AFN78592.1 AVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVD 320
consensus ** !!!*!*!!!!!*!!!!!!!!!!!*!!!!! !!!!!!!!!!!!*!***!!!!!!!!!!!! ! * !*!! *!!**!

logo PLMASLQRPGFWLSFAVAVALVL I FW I
TFGRGRLGPVPWRSWWQRATLWLTRYAQWAL IMALGLCLPAVLML IVLGNLP I

VSLSTGPLAVNLLAVPWI SLVLVLVPLP
NTDB id 215663 PspS04 RS08005 WP 159994490.1 PMASLRPGFWLSFAAVAVLIFTFGGRLGPWRWWQTWTRAQWLIALGLCPVLLILNLPISLTGPLVNLLAVPWISLLVLPP 398
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !*!!! !!!!!!! !!!*!!* ! !!!!** !! !!! *!!!!*! *!*! !!*!!*!!! !!!!!!!!!*!!*!*

logo ALLGSTFLLLPWVPW
Y
I
LGEAGLLWLAGGLLAEGVLFEGALLALWI

VAGKWLQPAWLVAPSALVPLWAVWAS ILAVAVLGATLVLVLLLPAKGLVPLRLVLGTWLPLMLALLP
NTDB id 215663 PspS04 RS08005 WP 159994490.1 ALLGTLLLPVPYIGEGLLWLAGGLLEGLFGALAWVAGKLPAWVAPAVPLWVWAIAVLGAVLLLLPKGLPLRLLGWPMLLL 478
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !!!!* !!*!!**!!*!!!!!!!!! !! !! *!! !!!*!*!*!!! ! * !! **!!!! !*!!!*!! **! *

logo LLVFAPDLRSERLPEPEQGRAEVWQVFLDVGQGLAS IVLVVRTRDQHATLLYDATGPGRFYGRDFSDI
LGAEQRVVFLPASLRKQFLGLVERHRLDLML

M
I
LSHADHASDHAG

NTDB id 215663 PspS04 RS08005 WP 159994490.1 LVFAPLRELPEGRAEVWQLDVGQGLAIVVRTRQHTLLYDTGPGFRDSDLGAQVVLPALRKFGVRHLDLMLISHAHADHAG 558
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus !*!!! ** !!!!!! !!!!!! **!!!! ! !!!! !! * ! !*! !! ! !! !* *!!!!**!!!* !!!!



logo GALRAS IQWRAGLMPVGTAQVI
LSGEPEPDRLPADAELDRALRPSCRVSTGKQQRWETWDNGQVNRFASLVWHRWPGQATDNGSNQANSCVLMQI

VEAANGERLLLTGDIDAQR
NTDB id 215663 PspS04 RS08005 WP 159994490.1 GARSIWRGLPVTQVISGEPPDLPDELRALPCVSGKQWEWDGVRFALWHWPGATDSNQNSCVLQIEANGERLLLTGDIDAR 638
NTDB id 1199 PSJM300 12650 AFN78592.1 GALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDIDAQ 640
consensus !! ! !**!! !*!!!!* !! ! ! *! *! ! ! ! ! *!*!! !! !! !!!! *!! !!!!!!!!!!!!

logo AERAVLLVDGSGSLMAEVHNASHRWLLQAPHHGSNRSSSSAEAVFLVARALVATAPDQGAVL I SRGSHSGHNASFGHPHPAQVLVEKRLYQNRALGAVEQI
L
H
YDSTAEHGALVRSL

NTDB id 215663 PspS04 RS08005 WP 159994490.1 AERVLLDSSLAVHSHWLQAPHHGSRSSSSEAFVRALTPQGVLISRGHGNSFGHPHPQVVERYQRLGVQIYDSAEHGAVRL 718
NTDB id 1199 PSJM300 12650 AFN78592.1 AERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGALSL 720
consensus !!! !*! * !* *!! !!!!!! !!!! !* !* * ! !!!! **! !!!!!! !* ! ! ! **!*!!!!!* !

logo

L
QLGADFAGAGAPQRARMRDREGAPRFWHRERAKPSVSPAP

NTDB id 215663 PspS04 RS08005 WP 159994490.1 LLGDFAAPQAMRRGARFWHRAPSVSPAP 746
NTDB id 1199 PSJM300 12650 AFN78592.1 QLGAFGGARRMRDEPRFWREK....... 741
consensus !! !*** !! *!!!* *******

X non conserved

X similar

X ≥ 50% conserved


