
logo MGRAENRLRTFLFSEGDEQGQRR I LRLYHLYRLTIGLAVLVLL I SSDELEHDNDQLVLKQLMS
V
H
NPEQLFHQVYGASWCLYL IVFLNI FLVALVFLLVPQPSPSERQRDLLP I

V
F
L

NTDB id 988438 AAG562 RS06770 WP 003283125.1 MGAENLTFFGDQGRRILRLYHLYRLTIGLALVLLISSDLHNDLLQMSNPQLFQYGAWLYLILNIFVAVLVQSPERDLPVL 80
NTDB id 1472 PAKAF RS23995 WP 016253893.1 MRAERLRLSEEQGQRILRLYHLYRLTIGLVLVLLISSELEDQVLKLVHPELFHVGSWCYLVFNILVALFLPPSRQLLPIF 80
consensus ! !! ! *!! !!!!!!!!!!!!!!! !!!!!!!*!* *! * *! !!* ! !*!!* !! !!* **** !!*

logo

G
I LALMTDVI

L
L
MLCSGLFYAFAGGGTVPSGIGNSLL IVVAVAIANI LLRGKR I

VGFLFVIAAAVAASLTGL ILYLTFFYLS ILNSRSPDEASTNTHQYVQAGAGLG
NTDB id 988438 AAG562 RS06770 WP 003283125.1 GLALMDVILLSGLFYFAGGTPSGIGNLLIVAVAIANILLRGKVGFFIAAVAATGLIYLTFYLSINRPEASTQYVQAGALG 160
NTDB id 1472 PAKAF RS23995 WP 016253893.1 ILALTDVLMLCGLFYAGGGVPSGIGSLLVVAVAIANILLRGRIGLVIAAAASLGLLYLTFFLSLSSPDATNHYVQAGGLG 160
consensus !!! !!**!*!!!! *!! !!!!! !!*!!!!!!!!!!!!**! !!! ! !!*!!!!*!!* !*!* *!!!!!*!!

logo TLCFAAAFLLVI
VQAGLTVRRLQEQQVSTENTLAEREQRAEETVANLEAELNAL I LQRMRTGI ILVLVDPSQREQAR I

VLLANQAGALGQLLGRQDDSLVAQGAERS ILAG
NTDB id 988438 AAG562 RS06770 WP 003283125.1 TLCFAAAFLVQGLTRRLQVSENLARQRAEEVANLEALNALILQRMRTGIIVLDPQERVLLANQGALQLLGQDSLAGERIA 240
NTDB id 1472 PAKAF RS23995 WP 016253893.1 TLCFAAALVIQALVRRQEQTETLAEERAETVANLEELNALILQRMRTGILVVDSRQAILLANQAALGLLRQDDVQGASLG 240
consensus !!!!!!! **!*! !! *! !! !!! !!!!! !!!!!!!!!!!!!*!*!* *!!!!!*!! !! !! * ! **

logo

P
R
H
R
C
SPEMLLMHKACLMKQQWRGLNPSTLRPPQNTLKAVTVPDGGPTLVQPSFAIASLNQHREGDNDKLQDHTVL IVFLEDI SQIAQKQAQQLMKLAGSLGRLTAGS IAHE

NTDB id 988438 AAG562 RS06770 WP 003283125.1 PRCPELLKALQQWRGNPTLRPQNLKATPGGPTLQPSFAALQHGNKLDTLVFLEDISQIAQKAQQLKLASLGRLTASIAHE 320
NTDB id 1472 PAKAF RS23995 WP 016253893.1 RHSPMLMHCMKQWRLNPSLRPPTLKVVPDGPTVQPSFISLNREDDQHVLIFLEDISQIAQQAQQMKLAGLGRLTAGIAHE 320
consensus ***! !**** !!! !!*!!!* !! ! !!!*!!!! !** * !*!!!!!!!!!! !!!*!!! !!!!!! !!!!

logo I RNPLGAI SHAAQLLHQESEELDAPSDRRLATQI IQDHQSKRRMNLVI ENVLQLSRRRQAEPQLQLDLKEYWLHQRFAVDSEFYPRGQGRLRSNSDQ
NTDB id 988438 AAG562 RS06770 WP 003283125.1 IRNPLGAISHAAQLLHESEELDASDRRLAQIIQDHSRRMNLVIENVLQLSRRRQAEPQLLDLKYWLHRFASEFRQGLSSQ 400
NTDB id 1472 PAKAF RS23995 WP 016253893.1 IRNPLGAISHAAQLLQESEELDAPDRRLTQIIQDQSKRMNLVIENVLQLSRRRQAEPQQLDLKEWLQRFVDEYPGRLRND 400
consensus !!!!!!!!!!!!!!!*!!!!!!!*!!!! !!!!!*!*!!!!!!!!!!!!!!!!!!!!! !!!! !!*!! !** !

logo

Q
S
E
TLHLEQLVGVAGGSDS ILQTRMDPHNQLNTQVLSTNLVQNGLRYSAGQAQHDGRAGQVWLRSLAFRDEEPAESDLPVLVE I

V
I
LDDGPGI

V
A
PADEKQLHNNLVFEP

NTDB id 988438 AAG562 RS06770 WP 003283125.1 QTLHLEVVGSSLQTRMDPNQLTQVLTNLVQNGLRYSGQQHDRAQVWLRLFREEASDLPVVEVLDDGPGIAAEQLHNVFEP 480
NTDB id 1472 PAKAF RS23995 WP 016253893.1 SELHLQLGAGDIQTRMDPHQLNQVLSNLVQNGLRYSAQAHGRGQVWLSLARDPESDLPVLEIIDDGPGVPADKLNNLFEP 480
consensus !!! * * *!!!!!!*!! !!!*!!!!!!!!!!*! ! !*!!!! ! !** !!!!!*!**!!!!!**!* !*!*!!!

logo FFTTESKGTGLGLYI
LSRELCESNQAR I

LDYRENRAEEGGGSCFR ITVFAHPRKLNS
NTDB id 988438 AAG562 RS06770 WP 003283125.1 FFTTESKGTGLGLYISRELCESNQARLDYRERAEGGSCFRIVFAHPRKLN 530
NTDB id 1472 PAKAF RS23995 WP 016253893.1 FFTTESKGTGLGLYLSRELCESNQARIDYRNREEGGGCFRITFAHPRKLS 530
consensus !!!!!!!!!!!!!!*!!!!!!!!!!!*!!! ! !!! !!!! !!!!!!!



X non conserved

X similar

X ≥ 50% conserved


