
logo MRTADEARLRTLGSEELPQGQRR I LRLYHNLYRLVTI
VGLAVLVLL I SSEQLDEDQEQLVLKQLAVHPVEQLFHRVYGSWACYL IVFNI

VLVALVFLMPQPRPSRHQLALPQI
VF

NTDB id 994323 AAG092 RS07585 WP 373389193.1 MTADALTLGELPGRRILRLYNLYRVTVGLALVLLISSQLDQELLQLAHVQLFRYGSWAYLIFNVLVAVFMQRPRHLAQVF 80
NTDB id 1472 PAKAF RS23995 WP 016253893.1 MRAERLRLSEEQGQRILRLYHLYRLTIGLVLVLLISSELEDQVLKLVHPELFHVGSWCYLVFNILVALFLPPSRQLLPIF 80
consensus ! !* ! ! ! *! !!!!!!*!!!*!*!! !!!!!!! !* *! ! !* !!* !!!*!!*!!*!!!*!****!*! **!

logo

G
I LALLTDVLLMLCAGLFYASAGGGTVPSGIGNSLLVVAVAIANI LLRGR IGLLVIAAAVAAS ILGLMLSYLTFFYLSLSTRSPSADATANHQFYVQAGAGLG

NTDB id 994323 AAG092 RS07585 WP 373389193.1 GLALLDVLLLCALFYSAGGTPSGIGNLLVVAVAIANILLRGRIGLLIAAVAAIGMLSLTFYLSLTRSAATAQFVQAGALG 160
NTDB id 1472 PAKAF RS23995 WP 016253893.1 ILALTDVLMLCGLFYAGGGVPSGIGSLLVVAVAIANILLRGRIGLVIAAAASLGLLYLTFFLSLSSPDATNHYVQAGGLG 160
consensus !!! !!!*!!*!!! *!! !!!!! !!!!!!!!!!!!!!!!!!!*!!! ! *!*! !!!*!!!* * !! **!!!!*!!

logo

A
TLCFAAALFVI

LQAGLTVRRLQEQQSTESTLAEEQRAEVDTVANSLEAELNASL I LQRMRTGI LVLVDKSQRHQAR I
VLLANQAGALGLMLGRQRDGDKLVEQGAKSVLAG

NTDB id 994323 AAG092 RS07585 WP 373389193.1 ALCFAAALFLQGLTRRLQQSESLAEQRAVDVASLEALNSLILQRMRTGILVLDKQHRVLLANQGALGMLGRGKLEGKVLA 240
NTDB id 1472 PAKAF RS23995 WP 016253893.1 TLCFAAALVIQALVRRQEQTETLAEERAETVANLEELNALILQRMRTGILVVDSRQAILLANQAALGLLRQDDVQGASLG 240
consensus !!!!!!! *!*! !! !*!*!!! !! !! !! !! !!!!!!!!!!!!*! * *!!!!!*!!!*! * ! !*

logo

P
R
H
Y
C
SPEMLMVHRCRLMKQQWQRHLNPSTLRPPQSTLKQAVI

VPDEGPTVLVQPSF IPSLNQREGDEDEQHTVL IVFLDEDI SQIATQQAQQLMKLAGSLGRLTAGIAHE
NTDB id 994323 AAG092 RS07585 WP 373389193.1 PYCPELVRRLQQWQHNPTLRPQSLQAIPEGPVLQPSFIPLQRGEEQHTLVFLDDISQITQQAQQLKLASLGRLTAGIAHE 320
NTDB id 1472 PAKAF RS23995 WP 016253893.1 RHSPMLMHCMKQWRLNPSLRPPTLKVVPDGPTVQPSFISLNREDDQHVLIFLEDISQIAQQAQQMKLAGLGRLTAGIAHE 320
consensus ***! !**** !! *!!*!!!**! *!*!! *!!!!!*!*! **!! !*!!*!!!!! !!!!!*!!! !!!!!!!!!!!

logo I RNPLGAI SHAAQLLQESEAELDADPDRRLATQI IQDHQSKRRMNLMVI ENVLQLSRRRQAEPQLQLDLKEYWLHQRFAVDSEFYPRGNRSALR I
ND

NTDB id 994323 AAG092 RS07585 WP 373389193.1 IRNPLGAISHAAQLLQESEALDDPDRRLAQIIQDHSRRMNMVIENVLQLSRRRQAEPQLLDLKYWLHRFASEFRNSARID 400
NTDB id 1472 PAKAF RS23995 WP 016253893.1 IRNPLGAISHAAQLLQESEELDAPDRRLTQIIQDQSKRMNLVIENVLQLSRRRQAEPQQLDLKEWLQRFVDEYPGRLRND 400
consensus !!!!!!!!!!!!!!!!!!! !! !!!!! !!!!!*!*!!!*!!!!!!!!!!!!!!!!! !!!! !!*!! !** ! !

logo

Q
S
E
TLHLEQLTGLAGGSDGI

LQTRMDPHQLNQVLSTNLVQNGLRYSAQAKHGQLRGQVWLKSLAYRDPSESDLPTVLE I
V
I
LDDNGPGVPAPDKQLVNQHNI

LFEP
NTDB id 994323 AAG092 RS07585 WP 373389193.1 QTLHLETLGSGLQTRMDPHQLNQVLTNLVQNGLRYSAQKHQLGQVWLKLYRDSESDLPTLEVLDNGPGVPPDQVQHIFEP 480
NTDB id 1472 PAKAF RS23995 WP 016253893.1 SELHLQLGAGDIQTRMDPHQLNQVLSNLVQNGLRYSAQAHGRGQVWLSLARDPESDLPVLEIIDDGPGVPADKLNNLFEP 480
consensus !!! * *!!!!!!!!!!!!!*!!!!!!!!!!!! ! !!!!! ! !!*!!!!! !!**! !!!!!*! ****!!!

logo FFYTTDENSKGTGLGLYI
LSRELCESNQAR I

LDYKRNPREEGGGGSCFR ITFAHPRKLS
NTDB id 994323 AAG092 RS07585 WP 373389193.1 FYTTDNKGTGLGLYISRELCESNQARLDYKPREGGGSCFRITFAHPRKLS 530
NTDB id 1472 PAKAF RS23995 WP 016253893.1 FFTTESKGTGLGLYLSRELCESNQARIDYRNREEGGGCFRITFAHPRKLS 530
consensus !*!!* !!!!!!!!*!!!!!!!!!!!*!!**!! !! !!!!!!!!!!!!!



X non conserved

X similar

X ≥ 50% conserved


