
logo MF
LYLYQSNRLENSLAALVFATR I

LQKQLVAKPLKQCNAPLAQAPEQIVVQSQGMRRYLNTCYLARDELGVAANLAHFSLPAGLTWKRLMCKGKL IPDGI
NTDB id 1123736 EL276 RS08435 WP 126304984.1 MLYLYQSNRLENLAAVFTRLQQLAPLQNPLAAEQIVVQSQGMRRYLNTYLARELGVAANLHFSLPAGLTWRLMCGLIPDI 80
NTDB id 1133 OK783 RS06970 WP 010951252.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGI 80
consensus ! !!!!!!!!! !!!*! !*! * !! **! *!!!!!!!!!!!!!!!!*!!!*!!!!!!!*!!!!!!!!!*!!* !!! !

logo PAELSPFAPEVMRWRLLDLFQRSAPEVFQNTAGASEFYEADAVRNSAVLHQDGYLGSGESAADYQLAGQLADI FDQYLVYRPQWIDNATWQAQGGR I
L
L
VG

NTDB id 1123736 EL276 RS08435 WP 126304984.1 PALSPFAPEVMRWRLLDLFQSPVFQTASEYEAARSALHGYLGSGESAAYQLAGQLADIFDQYLVYRPQWINTWQAGGLVG 160
NTDB id 1133 OK783 RS06970 WP 010951252.1 PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILG 160
consensus ! !!!!!!!!!!!!!!!!! !* !! * !*! ! !* !!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !! ! **!

logo LGDGDE IWQASKQLWRYLDDGRQSTAPHRVALWERKQLLADALDSAKDKLPERFYFVFGIASTMAPMYLQLLHQAKLASEHCDVFHI
VFALNPSGSEM

NTDB id 1123736 EL276 RS08435 WP 126304984.1 LGGDEIWQAQLWRYLDDGRQTAPHRVALWRQLLDALSADKLPERFFVFGIATMAPMYLQLLQALAEHCDVHIFALNPSSE 240
NTDB id 1133 OK783 RS06970 WP 010951252.1 LGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGM 240
consensus !! !!!!! !!!!!!!!!!*!!!!!!!! !! !! !!!!!!*!!!!! !!!!!!!!!!* ! !!!!!**!!!!!!

logo

H
YWGNVI EAAQI LKQGSEGDGDI

PDLSTQASGHPLLASLGKQGRDFFDAFLANEAMEQI ETEERTNPVYFETDMESVQETAGGSERDPTLLHARLQHTDIQI
NLKT

NTDB id 1123736 EL276 RS08435 WP 126304984.1 YWGNVIEAAQILQSEDDIDLSQSGHPLLASLGKQGRDFFDALAEAQITEERNYFTDMESVQTASEPTLLHRLQHDIQILT 320
NTDB id 1133 OK783 RS06970 WP 010951252.1 HWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFE......EGGRDTLLHALQTDIQNLK 314
consensus *!!!!!!!!!!! !*!!*! !!!!!!!!!!!!!!!!! ! ! ! !! * ! ****** * *!!!! !!*!!! !

logo

L
MPSEKNTVGNRSAVGTLTDDGS IVCR I

VVSAHSPLRELQI
VLKDKQLLKI LAHEHPDWQPHDIAVLTPNI EPYSTPF I EAVFGQAQDPGAQALPY

NTDB id 1123736 EL276 RS08435 WP 126304984.1 LPSEKTNRATLDDGSVRVVSAHSPLRELQVLKDQLLKILAEHPDWQPHDIAVLTPNIEPYSPFIEAVFGQAQDGAQALPY 400
NTDB id 1133 OK783 RS06970 WP 010951252.1 MPSENVGSVGTDDGSICIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPY 394
consensus *!!! !!!!***!!!!!!!!!!!*!!! !!!!!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!*!!!!!!!

logo SVSDVKI
LSHRRQPFLFLYALECQTVLSADLLESRFEVGNKRLVLAPLLDENTANLPVLDRRFGLGTGRDEDLPLLHDMTI

VADKLNI
VHWGLDGETMRGGRNTDNQL

NTDB id 1123736 EL276 RS08435 WP 126304984.1 SVSDVKLSHRQPLLYALEQTLALLESRFEVNRLLPLLDNNLVLDRFGLGREDLPLLHDTIAKLNIHWGLDGTMRGRNDNL 480
NTDB id 1133 OK783 RS06970 WP 010951252.1 SVSDVKISRRQPFFYALECVSDLLESRFEVGKVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVHWGLDGEMRGGTDQL 474
consensus !!!!!!*!*!!! !!!!* !!!!!!!! **!*!!* *!! !!!! *!!!!!!! *! !!*!!!!!! !!! !*!

logo FTWKQQAGALDERLMI
VLGWLMLPEGSGSNPLMWLQDI

VSAWHYAGDPVNQTAMVFGSRFATAFLVERTLASDI
TAR I

RWQRQPAGTI
V
E
GEWTVAERCVRDRLLAEDTLFAQAP

NTDB id 1123736 EL276 RS08435 WP 126304984.1 FTWQQGLERLVLGWLLPESSNPLWLDISAWHGDPNQTAVFSRFTAFVRTLADTARRWQQPAGIEEWTERVRRLLADLFAP 560
NTDB id 1133 OK783 RS06970 WP 010951252.1 FTWKQAADRMILGWMLPEGGNPMWQDVSAWYADVNQTAMFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQA 554
consensus !!! !* *!**!!!*!!! !!*! !*!!!**!*!!!!*! !! !!* !! ! !! ! !!! * !! !*! !! !! *



logo GPSDDQHKALVQNQLENQAELWAVKRWQEEASATLAGRFFGGSKQLPQRHQTVIRHI
L
G
RRFLDSESEQAGFLRGGITFCSMVPMRSLPFKVICLLGLND

NTDB id 1123736 EL276 RS08435 WP 126304984.1 GSDDQHALQQLEQALARWQEEAALARFGSKLPRHTVIRHLGRFLDSESQAGFLRGGITFCSMVPMRSLPFKVICLLGLND 640
NTDB id 1133 OK783 RS06970 WP 010951252.1 GPDDQKAVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIRRFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLND 634
consensus !*!!!*!*!*!!* *!!!! !! ! !! *!!!!!* !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GDNFPRNTKAAAVFDL IVAKHYPAQKGDRARRDDDRYLFLEAI
L I SARE I LYLSYI

VGRDS IHRKSDEEPLAPSSASLLGNEL IDTVAAMTGTNR
NTDB id 1123736 EL276 RS08435 WP 126304984.1 GNFPRNTKAAAFDLIAKYPQKGDRARRDDDRYLFLEAIISAREILYLSYVGRSIHSDEPLAPSALLNELIDTVAAMTGTR 720
NTDB id 1133 OK783 RS06970 WP 010951252.1 GDFPRNTKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILYLSYIGRDIRKDEELASSSLLGELIDTVAAMTGTN 714
consensus ! !!!!!!!! !!!*!!*! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!*!! !* !!*!!*! !! !!!!!!!!!!!!

logo SKRDQLAHEQNQWI
V
E
RQHQPLQAFSHRRYFQSEPGQAGFRSDGI

L
F
V
G
S
S
TRKTDYAAALGNAQPTAPAEEPPVGQPFFDSEQPLVEGNAEPDPPAAPVAQEMIGHQDHEF IARFWRN

NTDB id 1123736 EL276 RS08435 WP 126304984.1 SKDLHEQWVRQQPLQAFSHRYFSPQAFSDGLVSSRKDYAAALNAPAAEVGPFFSEPLGNAPDPAAPQMIGHHEFIAFWRN 800
NTDB id 1133 OK783 RS06970 WP 010951252.1 SRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQPFFDQPVENAEP...VAEIGQDEFIRFWRN 791
consensus !* !* *!* !*!!!!!!*!!! * * !!!* *! !!!!!! ** ** !!! !* !!****** !!**!!! !!!!

logo PVKRAVWLQHQTLAGWRSEPHYI
R
D
G
E
GAWEPSAEPFEPQRHQAPEAQIAVAEATYI

T
A
GARRENGREQDFRSQTAEARR I

L
A
QAAESLFLPASGELGKTLWQNQRSFYQTADAK

NTDB id 1123736 EL276 RS08435 WP 126304984.1 PVRAWLQHTLGWREPYRDGAWESAEPFEPRQPEAIVAAYTAARRNREDFRQTERRLQAASLFPAGELGTLWQNRYQTDAK 880
NTDB id 1133 OK783 RS06970 WP 010951252.1 PVKVWLQQ.LAWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAESLLPSGELGKLWQQSFQTAAK 870
consensus !!* !!!**!*! !!* !!!*!!!!!! **! ! ! *!!! !! !! !* ! !! ! !!!! !!!* *!! !!

logo

Q
S
I
LDGTAELVLVCNSPKLPAPFRPYATI

L
P
V
L
S
D
E
G
N
G
Q
I
TLEKGSLGNHNLYRCHGQI

V
F
Y
F
Y
A
L
N
Y
G
K
K
TPNSAPDQRI

VAFRLMLEHL I FCAVGMPSEATDECTRAQTFHI
L
L
V
L
Q
P
SG

NTDB id 1123736 EL276 RS08435 WP 126304984.1 SLDGELVCSPKLPARPYTLVLENGTLEGSLNHLYRHGQIYFLNKTPSAPDRIARMLEHLIFCAVGPSETDCRATHLLLPG 960
NTDB id 1133 OK783 RS06970 WP 010951252.1 QIDTAVLNSPKLPPFPYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIFCAVMPSEAETRQTFIVQSG 950
consensus *! ***!!!!!* !! ** * ! !!! *!!! !!*** ! !! !*! *!!!!!!!!! !!! **! !*** *!

logo

E
N
P
T
E
Q
T
VLAPE IAPQRDQRTACLEQLLESEKWLMAEFYFYNRFIGQNTRPLPFFAKTSLAAAEAEFWAQKQKTGQDEGWEGAKALKSKRAQYKTAEYLYGNSKKVSKTGQKDSYTEVAL

NTDB id 1123736 EL276 RS08435 WP 126304984.1 NPQTLPEIPRQTACELLEKWLEYYRFGQTRPLPFFAKTSLAAAEEWQKTGEGGKALSRAYKEYLGNKKSTGQKSYTEVAL 1040
NTDB id 1133 OK783 RS06970 WP 010951252.1 ETEVLAEIAQDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSKGQKDYTEVAL 1030
consensus * !*!!* !* !! !* ** !! !!!!!!!!!!!!!!! * * !! *! ! ! ! ! !!! !!!!!!

logo VFGGNATSQDNP I
LEQTPLFELNLAI ERDLLALDRPTLALAQANELKNAREGTGAA

NTDB id 1123736 EL276 RS08435 WP 126304984.1 VFGGT..DPIETPLFLNLIEDLLRPLLQNLNAE..... 1071
NTDB id 1133 OK783 RS06970 WP 010951252.1 VFGNASQNPLEQPLFENLARLLADTLAAAEKREGTGAA 1068
consensus !!! ** !*! !!! !! ! *! !*****



X non conserved

X similar

X ≥ 50% conserved


