
logo MAQFPLPLRNPASSLLSHQTI FYRLGETWYGSALYRL IV I
LALVSLNI I FLAVLTDLAEQTTVADNQDSLYQHQPADLYFSYSTI
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VGYASL ILSCL IVQL ILCFFYKFI ILAPFTEQAI STKRQL I LFLF

NTDB id 73731 ACRAD RS00950 WP 005022968.1 MAPLRPASLLQTIYRLGEWYSAYRLVLALSLNIIFALTLETVAQDYQHPDLYFYSIVGYALISCIQLIFYKILPFEISKQLILLF 85
NTDB id 1044 H0N27 RS16325 WP 206677389.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQTDNSLQQPALYSYTLLGYSLLSLVQLLCFKFIATQATRQLILFF 85
consensus ! ** * !! *!!*!!! !! !!!**!*!!!!! !! * !*! !! !***!! !*!**!!***! ** **!!!! !
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VFATASATI LLRSAPQRLMASL IL ITLLVAVIASVIYQQRFVVGSFLFDNSYNSHNLNSTIGSNSALLAFLFFVMVHYG

NTDB id 73731 ACRAD RS00950 WP 005022968.1 IVDVCCFSLLNFALGGPNLHLSLLFVVTVFAATILLRPQLALIITLVAVISVIYQQVVGSFFNSSHLNSISNSALLAFLFFVMYG 170
NTDB id 1044 H0N27 RS16325 WP 206677389.1 IVDIICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSALLAFLFFVVHG 170
consensus !!!**! !!! ! *! !!!*!!!!*!* *! !!! * * !*!!!*!!! !!!! !!! ! *!!*! !!!!!!!!!!!**!
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NTDB id 73731 ACRAD RS00950 WP 005022968.1 IGQIAVQRFRLLENLNFYQSIELNQLQNINRAILEQIEVGYLVLDEQQQVILNNPAACSLLGIPPIFTDEKYFLRKLQPDLYTLI 255
NTDB id 1044 H0N27 RS16325 WP 206677389.1 IGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVVSNPAACSLLGIPPQFANEKYPLVKWHADLFEIL 255
consensus !!!!!!!!!*!!! ! !*!!!!! !!!!!!! !!!!!! !!!!!!!* *** !!!!!!!!!!!! ! !!!*! ! **!!* **

logo

K
RFGSDLKDEGDERF ILFESQRLSAPYS IVDNIKQVQHKLLVPHQQATLTLL I LQDAQKQIKNQQAVQQLKLAMALGQLSAS IAHE IRNPLAAIVQANELLAK

NTDB id 73731 ACRAD RS00950 WP 005022968.1 RFSDLKDGERFLFESQLSPYSVDIQVQKLLVPHQALTLLILQDAQKIKQQVQQLKLMALGQLSASIAHEIRNPLAAIVQANELLA 340
NTDB id 1044 H0N27 RS16325 WP 206677389.1 KFGDLKEGDRFIFESRLSAYSINIKVQHLLVPQQTLTLLILQDAQQINQQAQQLKLAALGQLSASIAHEIRNPLAAIVQANELLK 340
consensus *! !!!*!*!!*!!! !!*!!* ! !!*!!!!*! !!!!!!!!!! ! !! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DSDQPEQLQNQMTLRTHSMIDGKRQSTKQRIDKS I IVHQDTLGNLMARNSESPRTEHPAIKQIDRLVKSGHF ILADQTLVLENEDLFIDI
VKHQAS IVQLKQI ESDQDSS ILKWFI LYFDEKLQLRQVLM

NTDB id 73731 ACRAD RS00950 WP 005022968.1 DSQPEQLQMLTSMIDRQSQRIDKIIHDTLNMARNSPTEPAKIRLSGFLAQVLNEDLIDIKQAVQLQIEQD.IWIYFDELQLRQVL 424
NTDB id 1044 H0N27 RS16325 WP 206677389.1 DSDPEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDVKHFIDTLLEEDLFDVKHSIQLKISDSSLKFLFDEKQLRQVM 425
consensus !! !!! * ! *!! *!* !!! !**!!! *!! *!*! ! * *!* *! !!! !*!* *!! ! ** !!! !!!!!*

logo INL IVRNALRHNASAPDEQSPSFYI IT INR I
VHGSQTETENKRGIWYIDVIDFYGEQGVASEKRDI SQLFKPFFSTE INGTGLGLYLSHSFCEANHAKLTYVEKQKQQ

NTDB id 73731 ACRAD RS00950 WP 005022968.1 INLIRNALRHNSAEQSFIIIRVHGTEERGWIDVIDFGQGVAERDISQLFKPFFSTEINGTGLGLYLSHSFCEANHAKLTYVKQQQ 509
NTDB id 1044 H0N27 RS16325 WP 206677389.1 INLVRNALRHNAPDSPYITINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFSTEINGTGLGLYLSHSFCEANHAKLTYVEQKQ 510
consensus !!!*!!!!!!! ** **! ! *! * *!!!!!*! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !

logo GACFR I ECPS I IY
NTDB id 73731 ACRAD RS00950 WP 005022968.1 GACFRIECSIIY 521
NTDB id 1044 H0N27 RS16325 WP 206677389.1 GACFRIECPIIY 522
consensus !!!!!!!!*!!!
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