
logo

MTSGI
MEDI

L
F
E
T
N
K
Q
D
I
Y
LLDNRGLAML

A
V
D
K
T
E
H
K
G
K
G
S
ASDI

L
I
Y
F
L
I
A
T
D
V
AGALVAEP I

P
L
Q
S
F
L
Y
M
R
K
L
I
V
D
S
NGDKQELYIDLRTVAP I

Q
V
N
G
S
E
F
K
A
E
N
T
K
S
P
M
L
D
S
A
P
V
G
A
D
S
E
V
D
M
V
I
T
A
G
T
R
A
E
K
Q

T
L
I
M
V
L
D
Y
H
A
G
S
V
I
M
T
M
D
S
T
N
D
Q
E
A
Q
R
K
R
Q
Q
R
A
K
Q
R
I
EFAEIKTDQEKNTHREALCDNFSAFVIALMSVALRNDGR

NTDB id 1307 DR RS10055 WP 010888596.1 MTSGIDITDILRLAADKGASDIILAAGLPPQFKLSGDYDAQGFEPLSASDTRKLMYSMMNERQQRIFEEKRELDFSFALG 80
NTDB id 1177 A1552VC RS01165 WP 000422572.1 ....MELNQYLDGMLTHKASDLYITVGAPILYRVDGELRAQGEA.LSVADVTALLHAMMDDARQAEFKQTREANFAVVRD 75
NTDB id 1203 PSJM300 01605 AFN76401.1 ....MEFEKLLRLMVEKGGSDLFITAGVPPSMKVNGKILPVNKTPMSPEMTRETVHGVMNEQQRREFTENHECNFAISAR 76
NTDB id 325538 EGX83 RS01630 WP 000347034.1 ....MDFNDLLNLMVEKKSSDLFITDGVAPSMKINGQIVPISKNSLSGEVIGQLLHSIMSEKQRKEFADTRECNFAIMNR 76
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ....MDFNDLLNLMAKHKASDLFITAGVEPSLKINGEITPVSKTKLDGDMIAQLIDSITTQKQRQEFIETHECNFAILNR 76
consensus ******! *******!!*****!********!** ** * ****** ****** ******! ***!**!*** *

logo

G
E
D
K
I
K
N
S
T

E
A
GRFRVNSAFFMYQQREGNDNLMAVPGAGMVMILRLR IPETNRTKVIRPSTFPIADEEDMLGHQKLPDEQP I

T
V
V
L
I
Q
K
E
K
N
D
I
L
S
A
I
L
N
M
S
A
T
P
KRGI

L
I
V
I
L
V
F
S
T
VGPATGSTGKSTTSMLAASMTIDQSGYHI

RNHKTQTHNKRSSTKLGHI
NTDB id 1307 DR RS10055 WP 010888596.1 .DKARFRVNAFMQRGNVGGVMRLIPTTVRTIAEMGLPQTVIDIANAPRGLVLVTGPTGSGKSTTLASMIDHINTTKKLHI 159
NTDB id 1177 A1552VC RS01165 WP 000422572.1 ..SGRFRVSAFFQRELPGAVIRRIETRIPTFEELKLPEVLQNLAIAKRGLVLVVGATGSGKSTTMAAMTGYRNQHRTGHI 153
NTDB id 1203 PSJM300 01605 AFN76401.1 G.IGRFRVSAFYQRNLAGMVLRRIETNIPTIEDLKLPDVLKKLALTKRGLVLFVGATGTGKSTSLAAMIGYRNKNSSGHI 155
NTDB id 325538 EGX83 RS01630 WP 000347034.1 EKTARFRVSAFQQRDMPGMVLRRIETKIPSIDDLQLPPVLKDLSMTKRGIIIFVGATGTGKSTSLASMISHRNHNSKGHI 156
NTDB id 1019 ACIAD RS04205 WP 004922051.1 EKNERFRVSAFQQRDMPGMVIRRIETKIPSPDDLHLPPILKELAMSKRGIIIFSGATGTGKSTSLASMIQHRNQHSKGHI 156
consensus *!!!!*!! !!***!*!*!*!*!******** !! *********!!*****!*!!*!!!!**!*!* **! ***!!

logo

L
I
S
T
V
I EDP I EFMVIHPQENHQAKANRGSC IVINTQREVGLSIDTELDSYFDEDIVALRKANASTLRQAPDMVI LVIGEMVIRDTSYREVTI

M
E
K
D
A
H
YAI

L
M
V
G
A
T
A
FAETGHLCVFLMGATMLHTANSNAPNEQ

NTDB id 1307 DR RS10055 WP 010888596.1 LTIEDPIEFMHPNKASIINQREVGSDTLSFDDALRAALRQAPDVILVGEMRDYETIKAAVTAAETGHLVMGTLHTNSAPE 239
NTDB id 1177 A1552VC RS01165 WP 000422572.1 LTVEDPIEFVHEHKRCIVTQREVGLDTESYEVALKNSLRQAPDMILIGEIRSRETMEYAMTFAETGHLCMATLHANNANQ 233
NTDB id 1203 PSJM300 01605 AFN76401.1 ISIEDPIEFIHQHQNCIVTQREVGIDTDSFEVALKNTLRQAPDVILIGEVRTRETMDHAVAFAETGHLCLATLHANNANQ 235
NTDB id 325538 EGX83 RS01630 WP 000347034.1 ITIEDPIEFIHEHAGCIITQREVGIDTDSFEIALKNTLRQAPDVILIGEIRSREVMDYAIGFAETGHLVLATMHANNANQ 236
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ITIEDPIEFIHEHAGCIITQREVGIDTDSFEIALKNTLRQAPDVILIGEIRSREVMDYALAFAETGHLVFATLHANNANQ 236
consensus ***!!!!!!*!** **!**!!!!!*!!*!***!!***!!!!!!*!!*!!*!**!****!***!!!!!!***!*!*!*!**

logo

S
T
A
I
LEDR I LVIDNHLVFVFDEPEKSAEDQRRHQNQSEQFLVI FLRWYLVMQDLASNLNLVKGAI

M
V
M
V
I
S
T
AQQLVILRPDRTAHKPNDGNKQSGRHVRGLAVAFVYI E I

VLLIANNSTPARLALVIRASADYL IREQRKGKELTVI FYHKQELITKADEGSTVLMQAKTRGSAGQRTDREEVLGMVQ
NTDB id 1307 DR RS10055 WP 010888596.1 SIDRIVDVFPEEQQEQIRVQLANNLVAVMTQQLLPRADGQGRVLAYEILLANPAVRALIREGKTFQITSVMQTGAREGMV 319
NTDB id 1177 A1552VC RS01165 WP 000422572.1 ALERILHLVPKEQREQFLLDLSLNLKGVIAQQLLRDKNGKGRHGVFEVLLNSPRIADLIRRGELHELKATMARSQEVGMQ 313
NTDB id 1203 PSJM300 01605 AFN76401.1 ALDRIINFFPADRQNQVWMDLSLNLKAIVAQQLVPTPDGKGRRAVIEVLINTPLAADLIRKGEVHELKGLMKRSTDLGMQ 315
NTDB id 325538 EGX83 RS01630 WP 000347034.1 ALDRIIHFFESDRHSQLYMDLSLNLKAMIAQQLIPTPDGNSRRAAIEILINSPLISDYIRKGEIHEIKDLMKRSRELGMQ 316
NTDB id 1019 ACIAD RS04205 WP 004922051.1 TLERIIHFFDADRHQQIFMDLSLNLKAVISQQLIPTHDGQSRRAAVEVLINTPLLSDYIRQGEIYKIKELMARSGELGMQ 316
consensus ***!!***** ** !****!**!!*****!!!*** *!**!****!*!***!** **!!*!****** *! ** **!!*

logo TMFDAQYALAFYGNQDLFVYDKRVADHQRDHQGEHKLQI STEYADEKQKDGALEHLKRSHAI
D
D
S
A
S
P
K
N
E
N
D
F
L
A
R
R
L
L
Q
T
M
A
L
I
N
K
D
T
L
G
K
S
A
D
E
R
S
A
G
E
A
D
T
G
L
N
P
D
D
K
Y
G
E
P
Q
G
A
S
L
D
G
S
D
M
N
S

G
R
T

E
K
P

A
H
Q
R

A
M
L
P
S
T

E
P
S

M
V
E
P
S

A
R
Q
G
H
K
N
Y

M
N
V
L
K
S
T
A
I
L
F
E
S
D
S
M
E
S
D
S
D
T
D
R
G
P
R
Q
R
G
G
R
D
N
S

L
F
G
K
R

RGAAAPATP
NTDB id 1307 DR RS10055 WP 010888596.1 TMDAYLAGLFRRHLITYDKGLERAIDPKEFARLANDASAGLGGASMTPAAPPVPAYNSASSSSTGRGGDFGRGAAAPATP 399
NTDB id 1177 A1552VC RS01165 WP 000422572.1 TFDQALYQLVVDDKISEQDALHSADSANDLRLMLKTKRGDDYGSGS...L....QNVKIDME.................. 368
NTDB id 1203 PSJM300 01605 AFN76401.1 TFDQALYNLYVQGEITYEDALLHADSSNDLRLMIKLGSETDGE.....HLTSVSQGLTLEMSDDDPGRSFR......... 381
NTDB id 325538 EGX83 RS01630 WP 000347034.1 TFDQALFDLYKAGQITYKDALKHADSPNDLRLTIKLADEGPDQLSDGKQ......HLTFD....RQ.............. 372
NTDB id 1019 ACIAD RS04205 WP 004922051.1 TFDQALFDLYDHQHISYADALKHADSPNNLRLQIKLSEEANKPLDNRERMSEMERKMTFD....GQRRNLK......... 383
consensus !*!**!* !* !** **! *!************* ** * * ** *



logo

AAPAAGRSEPGRAGGFGRR
NTDB id 1307 DR RS10055 WP 010888596.1 AAPAAGRSEPGRAGGFGRR 418
NTDB id 1177 A1552VC RS01165 WP 000422572.1 ................... 368
NTDB id 1203 PSJM300 01605 AFN76401.1 ................... 381
NTDB id 325538 EGX83 RS01630 WP 000347034.1 ................... 372
NTDB id 1019 ACIAD RS04205 WP 004922051.1 ................... 383
consensus

X non conserved

X similar

X ≥ 50% conserved


