
logo MPTDI STPTKLDPDPQSPVVYR I
VRVAVPVHYLYDCTFDYMTLSTAQAQYEQQRAEHVGASRVAL IVSFGRQNL IVGI ITVEKLVADLPDSETPSFIDTGPRTFKQLKAI SDELL

NTDB id 419430 GVU25 RS01630 WP 004975947.1 MPDSTLDPQPVYRIRVAVPVYLYDCFDYMLSAAQYQQAEVGARVLVSFGRQNLVGIIVEKLALDTPIDPRFKLKAISELL 80
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLL 80
consensus !* ** ** *!!!*!!!!!!*!!!*!!! !* !!! !*!! !! *!!!!!!!*!!! !!* * * * ! !!!!!*!!

logo DEQAP I LDEPKQVLSTLLTWSAQYYQFP IGEVMQSTALPASLLRQAGKPMYDNLVLAFHRLTWKI
L
L
T
D
P
A
C
D
H
NA
VEAKL ILKTRSEGKQQDEAYKQI LKLHPAS

NTDB id 419430 GVU25 RS01630 WP 004975947.1 DEQAILDPKVLTLLTWSAQYYQFPIGEVMQSALPSLLRQAKPYNLLARTWKLLDAH.AEAKITRSEKQQEAYKILKLHPS 159
NTDB id 1072 ABD1 RS01805 WP 000156662.1 DEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPA 160
consensus !!!*!!!* !!*!!!!!!!!!!!!!!!!!!*!!! !!!!*!! *! * !!* **** !! * !! !!!*!! !!!!!!

logo GTSTENI LNLASGI
VETATLKALAQKNKEGI

L
C
V
A
DCTVLEAPHQDFSPMSPVQTLAQMPLTLPNEPDQKKAI

T
D
Q
S
YVLVKNAVQRHQQYKQAFLLDGLTGSGK

NTDB id 419430 GVU25 RS01630 WP 004975947.1 GTSENILNLAGIETATLKALANKEICACVLEAQDFSPMPVTLAQMPLTPNPDQKKAIDSVLKVRQQYKAFLLDGLTGSGK 239
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGK 240
consensus !!*!!!!!! !*!!!!!!!! ! ** ! !!**!!!! !! !!!!!!!*!*!!!!! !* *!! !!!!!!!!!!!!

logo TEVYLHIMHEVLKQGKQVLVLVPE IGLTPQTI SRFKQSRFHNCDHIALLHSGLNDSKRLQAWQAQAQTGKAS I I LGTRSAIYTP
NTDB id 419430 GVU25 RS01630 WP 004975947.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFQSRFHCHIALLHSGLNDSKRLQAWQAAQTGKASIILGTRSAIYTP 319
NTDB id 1072 ABD1 RS01805 WP 000156662.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTP 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!

logo LPNRLGL I I LDEEHDLSFYKQQEGFRYHARDVALYRAGHLEQGNCPVI
LLGSATPS IDSYAHLVDEQTGKLMQTACLEQLNQRAGHTALLMPKI

MH
NTDB id 419430 GVU25 RS01630 WP 004975947.1 LPNLGLIILDEEHDLSFKQQEGFRYHARDVALYRAHLENCPVILGSATPSIDSYALVDQGKMQCLELNQRAGTALMPKIH 399
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMH 400
consensus !! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!*!! !!!*!!!!!!!!!!!*!!* !!* *! !!!!!!*!!*!!*!

logo L IDLKIAVKKQHGI SQPQL IDEEQIKKNRTLAKRKEQVL IVFLNRRGYAPVL IVCESCAGWQAKNCPHNCDAHNFTLHHTQPYSTHYLHCHHCGTI
V

NTDB id 419430 GVU25 RS01630 WP 004975947.1 LIDLKIAKKQHGISQQLIDEIKKRLAKKEQVLVFLNRRGYAPVLICESCAWQAKCPNCDANFTLHHQPYTHLHCHHCGTI 479
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV 480
consensus !!!!!! !!!!!!!!*!!* !! !!*!!!!!*!!!!!!!!!!!*!!!!*!!! !!*!!!*!!!!*!!!**!!!!!!!!*

logo HRKLPDEHQCPAECNQHQAKESLKPTI
LGAMGTAKVEDEHSLNQELFPDNHVDVIRVDRDSTSRVGSWQKIYDR IQQRNSEKPLS I LLGTQMLAKGHHFP

NTDB id 419430 GVU25 RS01630 WP 004975947.1 HRKPEQCPACNHAELKPIGMGTAKVEDSLNELFPNVDVIRVDRDSTSRVGSWQKIYDRIQRSEPLILLGTQMLAKGHHFP 559
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFP 560
consensus !! !**!! !** !!**! !!!!!!**!*!!!! *!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!



logo

H
YVTLVAI LDIDASGLLSVDIRAPERTAQL IVQVAGRAGRGEHKGDHVYLQSTLVRPDHPLLTTL IVEGKDYRAKFVAKQSTLAKERKAVALQ

NTDB id 419430 GVU25 RS01630 WP 004975947.1 YVTLVAILDIDSGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGDVYLQSVRPDHPLLTTLVEGDYRKFAKQSLKERKAAQ 639
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVAL 640
consensus *!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!**!!!!!!!!!!*! !!! !!!*! !!! !

logo LPPYRYASAVL IRACESKDSQRDELYNTLQHQFLNQEQAHAEQQWLREQHIASEGDQI
L
I
V
D
E IWGP IPAPMERKAGRFYHRAHMVI

LLSAKDRARLHFYI
LRNQWWAQNQ

NTDB id 419430 GVU25 RS01630 WP 004975947.1 LPPYRYSALIRCESKSQELNQQFLQQHAQWLREHSEQLIEIWGPIPAPMERKAGRFHAHMVLLSKDRARLHFYIRNWWQN 719
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQ 720
consensus !!!!!! !!!*!!! * *!!* *! !! * ***!!!!!!!!!!!!!!!**!!!!*!! !!!!!!!!*!*!! *

logo

L
M
L
VHAEKPRPQHSQSLMKRLS ILDI

VDPQEFS
NTDB id 419430 GVU25 RS01630 WP 004975947.1 MLHEK.PSSMKLSLDIDPQEFS 740
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LVHAPRQHQLRLSIDVDPQEFS 742
consensus **! **** **!!*!*!!!!!!

X non conserved

X similar

X ≥ 50% conserved


