
logo MIQVIGKLI FAGRYR I LVQRKSQIGRGGMADVYLARNKDL I LDNGEEVAI
VKVLRTNYQTDQPVIA I

V
Q
T
ARFQREARAMAEDLNSDHPNHIVAR I SRTDIGEEDGQ

NTDB id 20079 SSU05 0428 ABP89395.1 MIQIGKIFAGRYRIVRQIGRGGMADVYLARDLILDGEEVAVKVLRTNYQTDQIAIQRFQREARAMAELDHPNIVRISDIGEEDGQ 85
NTDB id 146 SP RS08570 WP 000614538.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 216 SPD RS08205 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 182 SPR RS07820 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 257 KZH43 RS07655 WP 220041236.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIGEEDGQ 85
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIGEEDGQ 85
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!!!!*!!!!!!!!!!**!**!!!!!!!!!!*!*!!*!!*!*!!!!!!!!

logo QFYLVAMEYVNDAGASLDLKKRYTIQKDENHAYPLSNADQEDVEVAI
VR IMKGEQVI LSLAMTRMLAHQTKRGI IVHRDLKPQNVI LLTSKPNDGVTAKVTDFGIAVAFAETSLTQTN

NTDB id 20079 SSU05 0428 ABP89395.1 QYLAMEYVNGLDLKRYIKENAPLSNDVAVRIMGQILLAMRMAHTRGIVHRDLKPQNVLLTSNGVAKVTDFGIAVAFAETSLTQTN 170
NTDB id 146 SP RS08570 WP 000614538.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 216 SPD RS08205 WP 000614552.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 182 SPR RS07820 WP 000614552.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 257 KZH43 RS07655 WP 220041236.1 QYLAMEYVAGLDLKRYTKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 384 SMU RS02325 WP 002263039.1 QFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
consensus !*!*!!!!*!*!!!*!*****!!!!****!!!***!*!!**!!**!!*!!!!!!!!*!!!**!*!!!!!!!!!!!!!!!!!!!!!

logo SMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGRHIPYDGDSAVTIALQHFQNKPLPS IVLRI EAENAKPRSNSVPQALENVVI LIRKATAKRKL

NTDB id 20079 SSU05 0428 ABP89395.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIILFEMLTGRIPYDGDSAVTIALQHFQKPLPSVREENANVPQALENVVLKATAKKL 255
NTDB id 146 SP RS08570 WP 000614538.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIAENPSVPQALENVIIKATAKKL 255
NTDB id 216 SPD RS08205 WP 000614552.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 182 SPR RS07820 WP 000614552.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 257 KZH43 RS07655 WP 220041236.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVPQALENVVIRATAKKL 255
NTDB id 384 SMU RS02325 WP 002263039.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVPQALENVVIKATAKRL 255
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!***!!!!!*!!!!!!!!!!!!!!!!!*!!!!***!! *!!!!!!!!***!!!!*!

logo

E
N
T
D
E
NRYHKNRSTVALQSEML

S
Y
A
Q
R
VDLARVSTSASLHQSMPYDSNHRQSRRNDEAPRSRKVLEVI LFESDDEAGMTNTSKVADTKPTLPKLVDESPQVASANPTASVLAENTTSKLIAEVPAPKHKQVTANSQLSVAAKSQNATKQEPTVHSKAENPQTSTDIPKAGVNDSPGHKSKQEQSAKPVAPRTKEKSTEGKTNPTYKPQAPVKQKPSAKPPK

NTDB id 20079 SSU05 0428 ABP89395.1 NERYKSVAEMYADLASALSMDRQNEPRVELE.GNKVDTKTLPKLSQANVETKVPHTNSSAQVSATDKGSGKKEVAKSGNKPVSKP 339
NTDB id 146 SP RS08570 WP 000614538.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKV.QAQTEHK.SIKNP.SQAVTEETYQPQAPK 337
NTDB id 216 SPD RS08205 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKV.QAQTEHK.SIKNP.SQAVTEETYQPQAPK 337
NTDB id 182 SPR RS07820 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKV.QAQTEHK.SIKNP.SQAVTEETYQPQAPK 337
NTDB id 257 KZH43 RS07655 WP 220041236.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKV.QAQTEHK.SIKNP.SQAVTEETYQPQAPK 337
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKK.AVAAEPSEPTPAP.SKQPRKKTTPAKKKK 336
NTDB id 384 SMU RS02325 WP 002263039.1 TDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQ.SLKNKTSNQDKVD.HKSKPKTKPQPKPKK 336
consensus **!!*!**!!**!!***!******************!!!*!!!************ ******* ***** ***************



logo

R
K
K
P
R
H
G
H
N
R
I
F
F
L
R
K
A
S
T
M
T
R
F
L
Y
F
Y
LKI IVLFLFILA I

G
S
A
L
I
V
A
F
L
L
I
T
G
V
V
I
A
I
A
A
I
V
S
A
F
L
A
G
T
I
L
Y
W
M
L
I
F
V
L
L
F
S
N
T
R
K
N
TPDRSANTVIQSTAVIPNDVVSAGDQEKTLVESAKTEAQTKEMTAI

K
M
T
I
L
R
E
K
G
V
K
S
AGNLFKEVIGDNE I

V
E
Q
T
K
K
E
T
I
V
E
E
A
T
D
S
A
D
E
N
S
T
KVGDEATEGLKRVIVIKRTNSDPASTGAKGSTKTGKR

NTDB id 20079 SSU05 0428 ABP89395.1 RPGIRTR.YKVLIGAILLTVIAAGLMFFNTPRTVTVPDVSGQTVEKATEMIEVAGLEVGNITEEATATVDEGLVIRTSPAAKTTR 423
NTDB id 146 SP RS08570 WP 000614538.1 KHRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGR 421
NTDB id 216 SPD RS08205 WP 000614552.1 KHRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGR 421
NTDB id 182 SPR RS07820 WP 000614552.1 KHRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGR 421
NTDB id 257 KZH43 RS07655 WP 220041236.1 KHRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGR 421
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVKEVEDDSVDTGKVIKTDPTAGTTR 421
NTDB id 384 SMU RS02325 WP 002263039.1 KRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQKIEDDNVGAGKVVRTNPSAGSKK 421
consensus ***************** ************!*****!*!*!*****!***********!*********!**!****!*!*!****

logo

R
K
Q
EGSTSKVIDNVILFYVVASTSAGSAKLKQAGSFAKSQLMI EKPSDNVYKTVDGQKRDENKYSDKSTDAVRIDEQADNELTKNSENKFYEGKAVLSPEGRDFDNSQLVIDTVKLIQKEHEVESYEDSEDNDKSEAVYSASEEGQAGELTI

V I
L
G
S
K
T

Q
D
SPLKGPAKPENGSKTSTAFYEHNDKPLKSDSKDSAGKTKAQKIKTVFLKRYTVSA

NTDB id 20079 SSU05 0428 ABP89395.1 RQGSKIDIVVATAALA.SIPDVVDKESDTARQEL....EALGFQVTIKEEYSEKVAQGLVIKTDPGANSSAEK...GAKITLYVS 500
NTDB id 146 SP RS08570 WP 000614538.1 KEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVA 504
NTDB id 216 SPD RS08205 WP 000614552.1 KEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVA 504
NTDB id 182 SPR RS07820 WP 000614552.1 KEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVA 504
NTDB id 257 KZH43 RS07655 WP 220041236.1 KEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVA 504
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFRVA 506
NTDB id 384 SMU RS02325 WP 002263039.1 REGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSGGTVIGQSPKPGKTYHPSSDKK.ITLKV. 503
consensus **!******!***********************!*** *******************!******************** !***!*

logo

T
K
G
K
P
V
A
A
K
V
T
I
K
P
T
Q
V
I
V
T
Q
V
M
L
P
G
D
N
L
V
Y
K
T
V
I
N
G
K
L
S
R
S
T
N
Q
V
Y
S
S
E
T
N
T
EAVTVIQS ITELQTAGFS IGTITQEYSSSVTAGQVI STDPVANTELAKGS I INLVI SKGKEL IMPDLTSGNYTY

NTDB id 20079 SSU05 0428 ABP89395.1 KGVAPQVVPNVVGKSQENATQILQTAGFSIGTITQEYSSSVTAGQVISTDPVANTELAKGSIINLVISKGKELIMPDLTSGNYTY 585
NTDB id 146 SP RS08570 WP 000614538.1 KKATTIQLGNYIGRNSTEVISE............................................................... 526
NTDB id 216 SPD RS08205 WP 000614552.1 KKATTIQLGNYIGRNSTEVISE............................................................... 526
NTDB id 182 SPR RS07820 WP 000614552.1 KKATTIQLGNYIGRNSTEVISE............................................................... 526
NTDB id 257 KZH43 RS07655 WP 220041236.1 KKATTIQLGNYIGRNSTEVISE............................................................... 526
NTDB id 467 HSISS4 RS06915 WP 021143821.1 T.PKIVTMPDVTGLTVSTAVQT............................................................... 527
NTDB id 384 SMU RS02325 WP 002263039.1 ...VKVTMPNLKNSTYEEAVST............................................................... 522
consensus **********************

logo

SQARSQLNQTKRAQLMKNGKI
V
N
S
P
A
S
E
E
S
N
R
S
L I EKAKYIHQYEDEYDNATGSADKYLSSDKREAISEKYS IYSSPETSTSETSPDESGI

L
T
V
I
I
L
V
M
Y
G
KQ

D
Y
SPAQYGYAGANTTAVYGSDLTVTS ISVKNDPDGTDTQVITIVLYTVSATVKSAKGSTVAGTRSHSTVSAGLSMDQSPSSYASI ESGSTSNTLHSETFSTTKESN

NTDB id 20079 SSU05 0428 ABP89395.1 SQARSQLQALGVNAESIEKQE.......DRSYYSTTSDIVIGQYPAAGA....TIDGTVTLYVSVASTRTSSDSSAGSSTSTSTS 659
NTDB id 146 SP RS08570 WP 000614538.1 ......LKQKKVPENLIKIEE........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN 597
NTDB id 216 SPD RS08205 WP 000614552.1 ......LKQKKVPENLIKIEE........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN 597
NTDB id 182 SPR RS07820 WP 000614552.1 ......LKQKKVPENLIKIEE........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN 597
NTDB id 257 KZH43 RS07655 WP 220041236.1 ......LKQKKVPENLIKIEE........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN 597
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ......LNRKNISSSSIEYHDYNTGAKLDKAKIPSSTE.ILYQDPQ....AGTSVDGTVILYVSVATASSSLQSSSSSTTH...S 598
NTDB id 384 SMU RS02325 WP 002263039.1 ......LTAMGISSSRIKAY..DASDYSSEISSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSESSNS...E 596
consensus !*********!**** *************!*!***************!*!**********!***!*******



logo

NL IQIVSGSTITKSEANI EVSVSEASVSTTDASPSTASTGSGSAVQTEETGTMS
VVEQSPTREAAGSTEHKTVEDLQNKTRVKI S IYKPKTTSATP

NTDB id 20079 SSU05 0428 ABP89395.1 ......................TGSGQ................................... 664
NTDB id 146 SP RS08570 WP 000614538.1 NLIQIVGIKEANIEVVEVTTAPAGSAEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 NLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 NLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 NLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ......SST.......SSSTDSTTSSTETS.....TEATHTELQ.................. 624
NTDB id 384 SMU RS02325 WP 002263039.1 ......GTTS.....SEASTDSSSSATTT.........SH...................... 616
consensus ************************! ************************************

X non conserved

X similar

X ≥ 50% conserved


