
logo

MKF
M
E
M
F
N
M
G
I
T
M
D
R
I
K
N

F
I
Y
T
S
E
L
P
T
R
K

G
R
T
A
K

A
M
L
D
N
Q
K
A
R
E
C
I
V

L
I
F
A
R
H
E
D
K
L
R
SAEYQFELMYEVAAHLQEGQHRLYFAQEGCHYASDGNSPRNTFYI

L
G
ETSAEWHI

L
VLAILGSAFLMASVI

R
T
E
N

E
I
N
T
V
H

D
G
H
P
T
S
D
E
S
G
Y

G
T
S
I
VAAYGKSLAALSVTFLQTANAGEDLMFYGNEPAILVDYGSDREVSIMERHSDDFKS ILELQDERKYILDQEAHLVTEEVADSTAFIVL ISVELGVAL IRMTDGETKKVRDPYKSDRLSEHQS

NTDB id 85 BSU 00860 NP 387967.1 ..MMFGRFTERAQKVLALAQEEALRLGHNNIGTEHILLGLVREGEGIAAKALQALGLGSEKIQKEVESLIGRG....... 71
NTDB id 610 V4T04 RS10165 WP 012897346.1 MKFENIKYTPTLDRILEKAEEYAHQYQYGTIESAHLLAAMATTSGSIAYSLLAGMNVDSSDLLIDLEDLS........SH 72
NTDB id 377 SMU RS09275 WP 002262344.1 ....MTDYSLKMQEVFRLAQFEAARFESSYLESWHVLLAMVEIDSSVAGLSFAEFEADVRFEDYQAAAILAIGKKPKSSS 76
NTDB id 329 STU RS10020 WP 011225298.1 ....MTIYSRKMQAIFHRAQLEAERFESPFLETWHVLLAMVEVPGSVAYLTFTDFEDRIHSEEIETAAVLAMEKRPKDLS 76
NTDB id 297 STER RS00545 WP 011680614.1 ....MTIYSRKMQAIFHRAQLEAERFESPFLETWHVLLAMVEVTGSVAYLTFTDFEDRIHSEEIETAAVLAMEKRPKDLS 76
NTDB id 299504 DP112 RS09625 WP 114866866.1 .....MKISTGLQRVFEDAQLVAQRYACDYLETWHVLLSFVINHDTVAGAVLAEYPISIS..DYEHATFVVTDKVY..RE 71
NTDB id 287 SP RS11210 WP 001109712.1 .....MNYSKALNECIESAYMVAGHFGARYLESWHLLIAMSNHSYSVAGATLNDYPYEMD..RLEEVALELTETDY..SQ 71
NTDB id 290 KZH43 RS10025 WP 001109677.1 .....MNYSKALNECIESAYMVAGHFGARYLESWHLLIAMSNHSYSVAGATLNDYPYEMD..RLEEVALELTETDY..SQ 71
NTDB id 289 SPD RS10700 WP 001109677.1 .....MNYSKALNECIESAYMVAGHFGARYLESWHLLIAMSNHSYSVAGATLNDYPYEMD..RLEEVALELTETDY..SQ 71
consensus * *** ** *** !** ! *** *****!*!**** * **!* ** ** ** ** *** * *

logo

N
V
D
E
K
L
Q
S
V
D
E
D
K
M
S
I
T

R
S
I
F
M
Q
R
S
D
T

I
T
E
L

I
R
L
E
H
R
A
P
S
Y
Q
F
T
S
H
K
R
P
A
R
A
L
D
K
E
Q

K
R
V
A
E
I

M
T
V
L

A
I
M
F
L

A
E
S
T
Q
D

A
F
L
E
S
A
A
K
M
S
Q
E

A
D
E
F
G
K
Y

E
L
V
I
S
A
E
I
Q
R
S
H
K
V
L
N
T
V
K
N
G
H
H
S
A
E
S
V
K
A
Y
V
E
L
VGSTEHI

L
V
F
L
F
L
M
Y
G
A
F
L
M
I

I
L
Q
R
H
L
E
N
V
H
D
E
P
S
G
K

E
R
D
N
S
G
A
L

F
I
V
M
L
G
V
A
A
L
S
C
T
Q
R
V
L
I LDKNEKNLVRLVAGVFHYQSAFLYNKEKDASDKDGRSKEQDSKQFIPVLNKRFLQIVIALSADLLRKREVSNI

LEAKERYNR
NTDB id 85 BSU 00860 NP 387967.1 .QEMSQTIHYTPRAKKVIELSMDEARKLGHSYVGTEHILLGLIREGEGVAARVLNNLGVSLNKARQQVLQL..L...... 142
NTDB id 610 V4T04 RS10165 WP 012897346.1 VKVKRSTLRFSPRAEEVMTAASFLAIHNNSEAVGTEHLLYALLQVEDGFGLQLLKL.........QKINIVSLRKELEKR 143
NTDB id 377 SMU RS09275 WP 002262344.1 N..DIMLLEQSHALKRTLAEAAAISQVTHAKEVGTEHVLFAMLLNPNLLATRILELVGFHAKDDGESIRLLDLRKVIERY 154
NTDB id 329 STU RS10020 WP 011225298.1 ESDIIDLRAQSPALEAMLQEAQGIASVTGAVEVGSEHVLMAFLLHKDLMVCRLLEVAGFQYKDDSDKPRIIDLRRSLERN 156
NTDB id 297 STER RS00545 WP 011680614.1 ESDIIDLRAQSPALEAMLQEAQEIASVTGAVEVGSEHVLMAFLLHKDLMVCRLLEVAGFQYKDDSDKPRIIDLRRSLERN 156
NTDB id 299504 DP112 RS09625 WP 114866866.1 ELDSFRILPSSKRLDETASFAKKIAEVVKAKELGTEHLFMAMLLDKRSIASQILDKVGFYFEDSDDKFRFLDLRKNLEAR 151
NTDB id 287 SP RS11210 WP 001109712.1 D.ETFTELPFSRRLQVLFDEAEYVASVVHAKVLGTEHVLYAILHDSNALATRILERAGFSYEDKKDQVKIAALRRNLEER 150
NTDB id 290 KZH43 RS10025 WP 001109677.1 D.ETFTELPFSRRLQILFDEAEYVASVVHAKVLGTEHVLYAILHDGNALATRILERAGFSYEDKKDQVKIAALRRNLEER 150
NTDB id 289 SPD RS10700 WP 001109677.1 D.ETFTELPFSRRLQILFDEAEYVASVVHAKVLGTEHVLYAILHDGNALATRILERAGFSYEDKKDQVKIAALRRNLEER 150
consensus * * * ** ** ** ** ***** ** *!*!!****** * ******!* *** * * * **** *** ** *

logo

T
AGFLWKSTVRKPQEEDI

S
LKKAALIVFTHREPSDQVLMRMSHRRKGRPTGVKMAKVASDSKPANQETNSNTASGSNMGSAFQASNADNMAKLMMGKTVQMANPESQPANQTAPSNQTVSSTPGTEGLDAESDFLVYASTSKHRDLTAEEIQLAKERLQESDGRSNKI

LDEP I
M
VIGRSEDQAEKE IADQSRLVMVI EHQVI LSRRKTKN

NTDB id 85 BSU 00860 NP 387967.1 .G...................SNETGSSAAGTNSNANTPTLDSLARDLTAIAKEDSLDPVIGRSKEIQRVIEVLSRRTKN 202
NTDB id 610 V4T04 RS10165 WP 012897346.1 TGLKVPESKKAVTPMSKRKMA........KGVAENSTTPTLDSVSSDLTEEARLGKLDPMIGREAEIDRLIHILSRRTKN 215
NTDB id 377 SMU RS09275 WP 002262344.1 AGFSKEDIKAI.FEMRKPKKVKNSSSFSDLMKPP.SVTGELADFTRDLTELARQGRLEPVIGREQEISRMVQILSRKTKN 232
NTDB id 329 STU RS10020 WP 011225298.1 AGLSKQDLKAI.HDLRKPKKSKASANFANMMQPPQSSTGELADYTKDLTALAESGNLDPIIGRDEEISRMIQVLSRKTKN 235
NTDB id 297 STER RS00545 WP 011680614.1 AGLSKQDLKAI.HDLRKPKKSKASANFANMMQPPQSSTGELADYTKDLTALAESGNLDPVIGRDEEISRMIQVLSRKTKN 235
NTDB id 299504 DP112 RS09625 WP 114866866.1 AGFTKEDLKAI.RSVMKGGKAKPTNMGQMMGMPPAPQSGGLEDYTRDLTALAREGKIEPVIGRDAEIARMIQILSRKTKN 230
NTDB id 287 SP RS11210 WP 001109712.1 AGWTREDLKAL.RQRHRTVADKQNSMANMMGMPQTP.SGGLEDYTHDLTEQARSGKLEPVIGRDKEISRMIQILSRKTKN 228
NTDB id 290 KZH43 RS10025 WP 001109677.1 AGWTREDLKAL.RQRHRTVADKQNSMANMMGMPQTP.SGGLEDYTHDLTEQARSGKLEPVIGRDKEISRMIQILSRKTKN 228
NTDB id 289 SPD RS10700 WP 001109677.1 AGWTREDLKAL.RQRHRTVADKQNSMANMMGMPQTP.SGGLEDYTHDLTEQARSGKLEPVIGRDKEISRMIQILSRKTKN 228
consensus *!********* * * ** * **** ** !*****!!!**!******!*!!!* !!*!****!!!*!!!

logo NPVL IVGEDPAGVGKSTAI
L
I
A
Y
E
LGLAQQRVI IVAADNSNSGAQEDVPEIVAFGISEMLMRANDKKSMKRI

V
M
L
A
T
ELNDLMAGMTSNVI

VAGTKRYFRGEDFEDERLMKTNAKQNVIMVIAENDKEDVIRSEQSAEADPGDHNKQI
V
V
I
I
LF IDELH

NTDB id 85 BSU 00860 NP 387967.1 NPVLIGEPGVGKTAIAEGLAQQIINNEVPEILRDKRVMTLDMGTVVAGTKYRGEFEDRLKKVMDEIRQAGNIILFIDELH 282
NTDB id 610 V4T04 RS10165 WP 012897346.1 NPVLVGEPGVGKSAIIEGLAQRIVNGQVPIGLMNSRIMALNMATVVAGTKFRGEFEDRLTAIVEEVSSDPDVIIFIDELH 295
NTDB id 377 SMU RS09275 WP 002262344.1 NPVLVGDAGVGKTALAYGLAQRIVDSAVPFELADMKVLELDMMSVVAGTRFRGDFEERMNQIIADIEADGHIVLFIDELH 312
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NTDB id 377 SMU RS09275 WP 002262344.1 HHVIISDAAVMAAVKGAHRYLSGKNLPDSAIDLLDEASATVQGLVKKK..APAYLT........DLDHALITNDYQLAKR 462
NTDB id 329 STU RS10020 WP 011225298.1 HRVTITDAAVETAVKAAHRYLTSKNLPDSAIDLLDEASATVQVRIKKE..AKREIT........PLDEALISGDIGAAVK 465
NTDB id 297 STER RS00545 WP 011680614.1 HRVTITDAAVETAVKAAHRYLTSKNLPDSAIDLLDEASATVQVRIKKE..DKREIT........PLDEALISGDIGAAVK 465
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NTDB id 85 BSU 00860 NP 387967.1 LRDTEQRLREQVEDTKKSWK.EKQGQENSEVTVDDIAMVVSSWTGVPVSKIAQTETDKLLNMENILHSRVIGQDEAVVAV 520
NTDB id 610 V4T04 RS10165 WP 012897346.1 KEKAVEKIAD......KIYKFSVKEDKRQEVTDQAVVAVASTLTGVPITQMTKSESDRLINLEKELHKRVVGQEEAISAV 529
NTDB id 377 SMU RS09275 WP 002262344.1 LLKKEKKP...............LLKKRAEVKEEDILATLSKLSGIPVKKLTQADSKKYLNLERELHKRVIGQDDAVSSI 527
NTDB id 329 STU RS10020 WP 011225298.1 QYKANQKA...............KFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELHKRVIGQDEAVSAI 530
NTDB id 297 STER RS00545 WP 011680614.1 QYKANQKA...............KFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELHKRVIGQDEAVSAI 530
NTDB id 299504 DP112 RS09625 WP 114866866.1 LLIKTKEDA............EASQNYDLEVTEEDVLETLSRLSGIPVAKLSQSDTKKYLNLEAELHKRVIGQEEAISAV 529
NTDB id 287 SP RS11210 WP 001109712.1 LIAKEEE................VPVYKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELHKRVIGQDQAVSSI 524
NTDB id 290 KZH43 RS10025 WP 001109677.1 LIAKEEE................VPVYKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELHKRVIGQDQAVSSI 524
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NTDB id 85 BSU 00860 NP 387967.1 AKAVRRARAGLKDPKRPIGSFIFLGPTGVGKTELARALAESIFGDEESMIRIDMSEYMEKHSTSRLVGSPPGYVGYDEGG 600
NTDB id 610 V4T04 RS10165 WP 012897346.1 SRAIRRARSGVADSRRPMGSFMFLGPTGVGKTELAKALADSVFGSEDNMIRVDMSEFMEKHSTSRLIGAPPGYVGYDEGG 609
NTDB id 377 SMU RS09275 WP 002262344.1 SRAIRRNQSGIRVGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPGYVGYEEGG 607
NTDB id 329 STU RS10020 WP 011225298.1 SRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGAPPGYVGYDEGG 610
NTDB id 297 STER RS00545 WP 011680614.1 SRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGAPPGYVGYDEGG 610
NTDB id 299504 DP112 RS09625 WP 114866866.1 SRAIRRNQSGIRTGRRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPGYVGYEEGG 609
NTDB id 287 SP RS11210 WP 001109712.1 SRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPGYVGYEEGG 604
NTDB id 290 KZH43 RS10025 WP 001109677.1 SRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPGYVGYEEGG 604
NTDB id 289 SPD RS10700 WP 001109677.1 SRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPGYVGYEEGG 604
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NTDB id 610 V4T04 RS10165 WP 012897346.1 QLTERVRNKPYSVVLLDEVEKAHPDVFNIMLQILDDGFVTDTKGRKVDFRNTIIIMTSNLGATALRDDKTVGFGAKNITA 689
NTDB id 377 SMU RS09275 WP 002262344.1 ELTEKVRNKPYSVLLFDEVEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAKSFSQ 687
NTDB id 329 STU RS10020 WP 011225298.1 ELTEKVRNKPYSVLLFDEIEKAHPDIFNVLLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAQTISH 690
NTDB id 297 STER RS00545 WP 011680614.1 ELTEKVRNKPYSVLLFDEIEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAQTISH 690
NTDB id 299504 DP112 RS09625 WP 114866866.1 ELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFGALDLSK 689
NTDB id 287 SP RS11210 WP 001109712.1 ELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAKDIRF 684
NTDB id 290 KZH43 RS10025 WP 001109677.1 ELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFGAKDIRF 684
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NTDB id 85 BSU 00860 NP 387967.1 NHKDMKDKVMGELKRAFRPEFINRIDEIIVFHSLEKKHLTEIVSLMSDQLTKRLKEQDLSIELTDAAKAKVAEEGVDLEY 760
NTDB id 610 V4T04 RS10165 WP 012897346.1 DYSAMKSRILEELKRHYRPEFLNRIDENIVFHSLESQEIEQIVKIMSKSLIKRLAEQDIHVKLTPSAVKLIAEVGFDPEY 769
NTDB id 377 SMU RS09275 WP 002262344.1 DYKAMESRILEELKKVYRPEFINRIDEKVVFHNLGQEDIRHIVKIMVAPLIAHLADQGITLKFQPSALKHLALAGYDAEM 767
NTDB id 329 STU RS10020 WP 011225298.1 NHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKDGYDIEM 770
NTDB id 297 STER RS00545 WP 011680614.1 NHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKDGYDIEM 770
NTDB id 299504 DP112 RS09625 WP 114866866.1 DHKEVEKRIFEELKKAYRPEFINRIDEKVVFHSLTETHMQDVVKVMVKPLLTVTAEKGITLKLQPSALKLLAKQGYDPEM 769
NTDB id 287 SP RS11210 WP 001109712.1 DQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLTEKGIDLKLQASALKLLANQGYDPEM 764
NTDB id 290 KZH43 RS10025 WP 001109677.1 DQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQGYDPEM 764
NTDB id 289 SPD RS10700 WP 001109677.1 DQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQGYDPEM 764
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NTDB id 85 BSU 00860 NP 387967.1 GARPLRRAIQKHVEDRLSEELLRGNIHKGQHIVLDVEDGEFVVKTTAKTN 810
NTDB id 610 V4T04 RS10165 WP 012897346.1 GARPLRKALQKEVEDLLSEQLLSGEIKAGNHVSIGASNKKIKIAQIV... 816
NTDB id 377 SMU RS09275 WP 002262344.1 GARPLRRTLQTEVEDKLAELILSGKLASGQTLKIGIQKEKLKFDIV.... 813
NTDB id 329 STU RS10020 WP 011225298.1 GARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV.... 816
NTDB id 297 STER RS00545 WP 011680614.1 GARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV.... 816
NTDB id 299504 DP112 RS09625 WP 114866866.1 GARPLRRLLQTKLEDPLAEMLLRGDLATGSTLKVGVKGEELKFDVVK... 816
NTDB id 287 SP RS11210 WP 001109712.1 GARPLRRTLQTEVEDKLAELLLKGDLVAGSTLKIGVKAGQLKFDIA.... 810
NTDB id 290 KZH43 RS10025 WP 001109677.1 GARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA.... 810
NTDB id 289 SPD RS10700 WP 001109677.1 GARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA.... 810
consensus !!!!!!***!***!!*!*!**!*!*** !******* ******

X non conserved

X similar

X ≥ 50% conserved


