
logo MARATEGRLARLLSESEHQGQRR I LRLYHLYRLVATIGLVLVLL IVSSDELEHDNDQLVLMKRLMAVHNPAEALFHRVYGASWCLYL IVFNI LV I
VALVFLLPQNPPSKRQRELLP I

V
F
L

NTDB id 409223 GQA94 RS07395 WP 158187403.1 MATEGLALLSHQGRRILRLYHLYRVAIGLVLVLLVSSDLHNDLMRMANPAAFRYGAWLYLIFNIVIAVLLQNPKRELPVL 80
NTDB id 1472 PAKAF RS23995 WP 016253893.1 MRAERLRLSEEQGQRILRLYHLYRLTIGLVLVLLISSELEDQVLKLVHPELFHVGSWCYLVFNILVALFLPPSRQLLPIF 80
consensus ! ! ! ! *!! !!!!!!!!!!* !!!!!!!!*!!*!* **** *! !* ! !*!!*!!!**!* !**** !!*

logo

A
I LALMTDVLTLMLACAGLFYAFAGGGTVPSGIGNSLL IVVAVAIANI LLHRGR I

VGFLFVIAAAVAASLTGL ILYLTFFYLSLSDSPADASTNSHQYVQAAGAGLG
NTDB id 409223 GQA94 RS07395 WP 158187403.1 ALALMDVTLLAALFYFAGGTPSGIGNLLIVAVAIANILLHGRVGFFIAAVAATGLIYLTFYLSLSDPAASSQYVQAAALG 160
NTDB id 1472 PAKAF RS23995 WP 016253893.1 ILALTDVLMLCGLFYAGGGVPSGIGSLLVVAVAIANILLRGRIGLVIAAAASLGLLYLTFFLSLSSPDATNHYVQAGGLG 160
consensus !!! !! *!**!!! *!! !!!!! !!*!!!!!!!!!!*!!*! !!! ! !!*!!!!*!!!! ! !* *!!!!**!!

logo TLCFAAALLVI
VQAGLTVRRLQEQQVSTETLAEREQRAEETVANLEAELNAL I LQRMRTGI ILVLVDASREQAR I

VLLANQAGALEGLLGRQDQDSLVQTGAERSLAG
NTDB id 409223 GQA94 RS07395 WP 158187403.1 TLCFAAALLVQGLTRRLQVSETLARQRAEEVANLEALNALILQRMRTGIIVLDARERVLLANQGALELLGQQSLTGERLA 240
NTDB id 1472 PAKAF RS23995 WP 016253893.1 TLCFAAALVIQALVRRQEQTETLAEERAETVANLEELNALILQRMRTGILVVDSRQAILLANQAALGLLRQDDVQGASLG 240
consensus !!!!!!!!**!*! !! *!!!! !!! !!!!! !!!!!!!!!!!!!*!*! ! *!!!!!*!! !! ! * ! !*

logo

P
R
H
R
C
SPEML IMHKCGLMKQQWRDLNPSTLRPPRNTFLKAVTVPDGAPTLVQPSFAI SLNQHREGDKDNQDHTVL IVFLEDI

TSQIAQKQAQQLMKLAGSLGRLTAGS IAHE
NTDB id 409223 GQA94 RS07395 WP 158187403.1 PRCPELIKGLQQWRDNPTLRPRNFKATPDGATLQPSFASLQHGKNQDTLVFLEDTSQIAQKAQQLKLASLGRLTASIAHE 320
NTDB id 1472 PAKAF RS23995 WP 016253893.1 RHSPMLMHCMKQWRLNPSLRPPTLKVVPDGPTVQPSFISLNREDDQHVLIFLEDISQIAQQAQQMKLAGLGRLTAGIAHE 320
consensus ***! !**** !!! !!*!!!* ! !!!*!*!!!! !!** !* !*!!!! !!!!! !!!*!!! !!!!!! !!!!

logo I RNPLGAI SHAAQLLQESEAELDAAPDLRRLTQI IQDHQSKRRMNLVI ENVLQLSRRRQAEPQLQLDLKEYWLVHQRFAVDSEFYPRGRTLPRNPDG
NTDB id 409223 GQA94 RS07395 WP 158187403.1 IRNPLGAISHAAQLLQESEALDAADLRLTQIIQDHSRRMNLVIENVLQLSRRRQAEPQLLDLKYWVHRFASEFRGTLPPG 400
NTDB id 1472 PAKAF RS23995 WP 016253893.1 IRNPLGAISHAAQLLQESEELDAPDRRLTQIIQDQSKRMNLVIENVLQLSRRRQAEPQQLDLKEWLQRFVDEYPGRLRND 400
consensus !!!!!!!!!!!!!!!!!!! !!!*! !!!!!!!!*!*!!!!!!!!!!!!!!!!!!!!! !!!! !**!! !**! !**

logo

Q
S
E
S
L
VHLVEQLTGRAGGSDS ILQTRMDPHNQL INQVLSTNLVQNGLRYSAGQAKHGHRAGQVWLQSLVASRDEPEPSDLPVLE I

V
I
LDDGPGVPARDEKQLNQNI

LFEP
NTDB id 409223 GQA94 RS07395 WP 158187403.1 QSVHVETRGSSLQTRMDPNQLIQVLTNLVQNGLRYSGQKHGHAQVWLQVSRDEPSDLPVLEVLDDGPGVPREQLQNIFEP 480
NTDB id 1472 PAKAF RS23995 WP 016253893.1 SELHLQLGAGDIQTRMDPHQLNQVLSNLVQNGLRYSAQAHGRGQVWLSLARDPESDLPVLEIIDDGPGVPADKLNNLFEP 480
consensus *!* * *!!!!!!*!! !!!*!!!!!!!!!!*! !!**!!!! * !!**!!!!!!!**!!!!!!! * !*!*!!!

logo FFTTESKGTGLGLYI
LSRELCESNQAR I

LDYRENRDEEGGGSCFR ITVFAHPRKLS
NTDB id 409223 GQA94 RS07395 WP 158187403.1 FFTTESKGTGLGLYISRELCESNQARLDYRERDEGGSCFRIVFAHPRKLS 530
NTDB id 1472 PAKAF RS23995 WP 016253893.1 FFTTESKGTGLGLYLSRELCESNQARIDYRNREEGGGCFRITFAHPRKLS 530
consensus !!!!!!!!!!!!!!*!!!!!!!!!!!*!!! !*!!! !!!! !!!!!!!!



X non conserved

X similar

X ≥ 50% conserved


