
logo

MKF
M
E
M
F
N
M
G
I
S
M
T

D
H
K
R
I
N

F
YTSEILPRKRTAKAMLDNQKRAECIVLIFAHREKRLSAEYQEFLMQYVEAHLAEGQHRLYFQEGHYASGHNSPRNTFYI

L
G
ETSAEWHI

V
LLAILGALMASVLRTENEITHVDGHPTSDESGYGS IVAAYGKSALALSTFLQTANAGEDLMFYGNPEALSVDYGDRE I

S
V
M

A
E
R
S
H
D

D
F
I
K
S
R

I
E
L
D
L
Q
E
K
Y
E
I

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

NTDB id 378 SMU RS02690 WP 002263569.1 ................................................................................ 0
NTDB id 85 BSU 00860 NP 387967.1 ..MMFGRFTERAQKVLALAQEEALRLGHNNIGTEHILLGLVREGEGIAAKALQALGLGSEKIQKEVESLIGR........ 70
NTDB id 610 V4T04 RS10165 WP 012897346.1 MKFENIKYTPTLDRILEKAEEYAHQYQYGTIESAHLLAAMATTSGSIAYSLLAGMNVDSSDLLI........DLEDLSSH 72
NTDB id 287 SP RS11210 WP 001109712.1 .....MNYSKALNECIESAYMVAGHFGARYLESWHLLIAMSNHSYSVAGATLNDYPYEMDRLEE.....VALELTETDYS 70
NTDB id 290 KZH43 RS10025 WP 001109677.1 .....MNYSKALNECIESAYMVAGHFGARYLESWHLLIAMSNHSYSVAGATLNDYPYEMDRLEE.....VALELTETDYS 70
NTDB id 289 SPD RS10700 WP 001109677.1 .....MNYSKALNECIESAYMVAGHFGARYLESWHLLIAMSNHSYSVAGATLNDYPYEMDRLEE.....VALELTETDYS 70
NTDB id 329 STU RS10020 WP 011225298.1 ....MTIYSRKMQAIFHRAQLEAERFESPFLETWHVLLAMVEVPGSVAYLTFTDFEDRIHSEEIETAAVLAMEKRPKDLS 76
NTDB id 297 STER RS00545 WP 011680614.1 ....MTIYSRKMQAIFHRAQLEAERFESPFLETWHVLLAMVEVTGSVAYLTFTDFEDRIHSEEIETAAVLAMEKRPKDLS 76
NTDB id 1043868 ACEPXO RS05690 WP 017647770.1 ....MSHYSIKLQEVFRLAQFQAARYESHYLESWHLLLAMVLVHDSVAGLTFAEYESEVAIEEYEAATILALGRAPKEEI 76
NTDB id 377 SMU RS09275 WP 002262344.1 ....MTDYSLKMQEVFRLAQFEAARFESSYLESWHVLLAMVEIDSSVAGLSFAEFEADVRFEDYQAAAILAIGKKPKSSS 76
consensus ********* *** **** ************ * **** ** ** ** ** ***** * *

logo

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

R
S
Y
F
I

M
S
D
Q
T

F
M
T
E
L

I
R
L
C
H
R
A
E
P

Y
F
Q
N
T
S
C
H
S
R
P
K
A
R
A
L
N
E
K
Q

EER
V
I
K
A

I
M
T
V
L

M
I
F
L
A
E
H
K
T
Q
D

A
L
E
S
Y
A
A
M
S
Q
E
A
D
E
F
G
N
Y

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

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

E
T
V
H
N
D

D
E
P
S
G
K

E
P
D
N
E
G
A
L
F
V
M
L
G
V
A
A
L
N
C
T
G
Q
R
P
V
L
I LKNEHNVLRLVASGQVFHRQSAGLQYQNEKKSDASKDRGKS IEQDNSKQI

P
V
F
L
N
K
R
F
L
M
Q
I
D
I
L
V
A

S
A
D
F
L
F
R
G
K
R
A
D
E
V
S
N

I
L
N
E

NTDB id 378 SMU RS02690 WP 002263569.1 ......MLCQNCKLNEATIHLY...ANVNGQQKQIDLCQNCYQIMKTDPE..NGPLNHLSQ.QNSSSINPFFDDFFGDLN 68
NTDB id 85 BSU 00860 NP 387967.1 GQEMSQTIHYTPRAK.KVIELSMDEARKLGH.SYVGTEHILLGLIREGEGVAARVLNNLGVSLNKARQQVLQL....... 141
NTDB id 610 V4T04 RS10165 WP 012897346.1 VKVKRSTLRFSPRAE.EVMTAASFLAIHNNS.EAVGTEHLLYALLQVEDGFGLQLLKL.........QKINIVSLRKELE 141
NTDB id 287 SP RS11210 WP 001109712.1 QDETFTELPFSRRLQ.VLFDEAEYVASVVHA.KVLGTEHVLYAILHDSNALATRILERAGFSYEDKKDQVKIAALRRNLE 148
NTDB id 290 KZH43 RS10025 WP 001109677.1 QDETFTELPFSRRLQ.ILFDEAEYVASVVHA.KVLGTEHVLYAILHDGNALATRILERAGFSYEDKKDQVKIAALRRNLE 148
NTDB id 289 SPD RS10700 WP 001109677.1 QDETFTELPFSRRLQ.ILFDEAEYVASVVHA.KVLGTEHVLYAILHDGNALATRILERAGFSYEDKKDQVKIAALRRNLE 148
NTDB id 329 STU RS10020 WP 011225298.1 ESDIIDLRAQSPALE.AMLQEAQGIASVTGA.VEVGSEHVLMAFLLHKDLMVCRLLEVAGFQYKDDSDKPRIIDLRRSLE 154
NTDB id 297 STER RS00545 WP 011680614.1 ESDIIDLRAQSPALE.AMLQEAQEIASVTGA.VEVGSEHVLMAFLLHKDLMVCRLLEVAGFQYKDDSDKPRIIDLRRSLE 154
NTDB id 1043868 ACEPXO RS05690 WP 017647770.1 ..TDYQFLEQSSALK.KILKLAENISIVVGA.EDVGTEHVLLAMLVNKDLLATRILELVGFRGQDDGESVRMVDLRKALE 152
NTDB id 377 SMU RS09275 WP 002262344.1 ..NDIMLLEQSHALK.RTLAEAAAISQVTHA.KEVGTEHVLFAMLLNPNLLATRILELVGFHAKDDGESIRLLDLRKVIE 152
consensus * * ** ** ** ** ******* * *********** *******!***** * * ********** **

logo

K
N
E
R
F
H
Y
N
R
L
R
T
A
A
G
S
F
L
W

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

M
L
R
S
T
H
R
N
P
R
K
R
T
P
T
K
M
Q
V
K
V
S
A
G
D
K
N
S
A
G
K

V
G
Q
S

S
A
N
G
N
S
NGGNNRRPGS

M
F
G
S
A
A
P
D
N
A
L
Q
M
G
Q
M
T
K
G
Q

N
A
M
P
E
S
P
N
Q
A
K
T
S
N
V
S
T
P
A
N
S
T
P
G
D
L
T
E
GLDAEESDLVFYAGSTI

S
K
H
R

N
DLSTDQAEEMILQAKVERDEKLQSDGRSENKI

LDEP I
M
VIGRSEDAQTEKE IDQTSRLVM

NTDB id 378 SMU RS02690 WP 002263569.1 NFRAFNNQDLPN.....TPPTQAGGGNGNGGNNRRPGGPQQQASQKPNGLLEEFGINLTDIARKGEIDPVIGRDEEITRV 143
NTDB id 85 BSU 00860 NP 387967.1 ..LGSNET...................G........SSAAGTNSNANTPTLDSLARDLTAIAKEDSLDPVIGRSKEIQRV 192
NTDB id 610 V4T04 RS10165 WP 012897346.1 KRTGLKVPESKKAVTPMSKRKMAKGV................AENSTTPTLDSVSSDLTEEARLGKLDPMIGREAEIDRL 205
NTDB id 287 SP RS11210 WP 001109712.1 ERAGWTREDLKA.LRQRHRT.VADKQNS........MANMMGMPQTPSGGLEDYTHDLTEQARSGKLEPVIGRDKEISRM 218
NTDB id 290 KZH43 RS10025 WP 001109677.1 ERAGWTREDLKA.LRQRHRT.VADKQNS........MANMMGMPQTPSGGLEDYTHDLTEQARSGKLEPVIGRDKEISRM 218
NTDB id 289 SPD RS10700 WP 001109677.1 ERAGWTREDLKA.LRQRHRT.VADKQNS........MANMMGMPQTPSGGLEDYTHDLTEQARSGKLEPVIGRDKEISRM 218
NTDB id 329 STU RS10020 WP 011225298.1 RNAGLSKQDLKA.IHDLRKPKKSKASAN........FANMMQPPQSSTGELADYTKDLTALAESGNLDPIIGRDEEISRM 225
NTDB id 297 STER RS00545 WP 011680614.1 RNAGLSKQDLKA.IHDLRKPKKSKASAN........FANMMQPPQSSTGELADYTKDLTALAESGNLDPVIGRDEEISRM 225
NTDB id 1043868 ACEPXO RS05690 WP 017647770.1 RHAGFTKDDIKA.IYELRNPKKAKSGAS........FSDMMKPP.STAGDLADFTRDLSQMAVDGEIEPVIGRDTEISRM 222
NTDB id 377 SMU RS09275 WP 002262344.1 RYAGFSKEDIKA.IFEMRKPKKVKNSSS........FSDLMKPP.SVTGELADFTRDLTELARQGRLEPVIGREQEISRM 222
consensus * ********** * * *** ** * **** *** ** !******!***!******!*!!!* !!*!*



logo

V
I
H
E
Q
V
I LNSRRKTKNNPVL IVGDEPAGVGKSTAVIL IVAYELGLAQKQRI IVADNSNSGANQEDI

VPEIQYAFGIKEMLHMRAGNKDSKMKNRI
V
I
M
L
A
R
T
ELNDVLMAGVMTNSLVVQAGTGKR I

Y
FRGQEDFEDERLMKQTNAKNQLVIVMIAEDKDEVI SRESQAEARDPQG

NTDB id 378 SMU RS02690 WP 002263569.1 IEILNRRTKNNPVLIGEPGVGKTAVVEGLAQKIVDGDVPQKLHGKNVIRLDVVSLVQGTGIRGQFEERMQKLMEEIRQRQ 223
NTDB id 85 BSU 00860 NP 387967.1 IEVLSRRTKNNPVLIGEPGVGKTAIAEGLAQQIINNEVPEILRDKRVMTLDMGTVVAGTKYRGEFEDRLKKVMDEIRQAG 272
NTDB id 610 V4T04 RS10165 WP 012897346.1 IHILSRRTKNNPVLVGEPGVGKSAIIEGLAQRIVNGQVPIGLMNSRIMALNMATVVAGTKFRGEFEDRLTAIVEEVSSDP 285
NTDB id 287 SP RS11210 WP 001109712.1 IQILSRKTKNNPVLVGDAGVGKTALALGLAQRIASGDVPAEMAKMRVLELDLMNVVAGTRFRGDFEERMNNIIKDIEEDG 298
NTDB id 290 KZH43 RS10025 WP 001109677.1 IQILSRKTKNNPVLVGDAGVGKTALALGLAQRIASGDVPAEMAKMRVLELDLMNVVAGTRFRGDFEERMNNIIKDIEEDG 298
NTDB id 289 SPD RS10700 WP 001109677.1 IQILSRKTKNNPVLVGDAGVGKTALALGLAQRIASGDVPAEMAKMRVLELDLMNVVAGTRFRGDFEERMNNIIKDIEEDG 298
NTDB id 329 STU RS10020 WP 011225298.1 IQVLSRKTKNNPVLVGEAGVGKTALALGLAQRIASGEVPFELADMRILELDMMSVVAGTRFRGDFEERMNQIIDEIEADG 305
NTDB id 297 STER RS00545 WP 011680614.1 IQVLSRKTKNNPVLVGEAGVGKTALALGLAQRIASGEVPFELADMRILELDMMSVVAGTRFRGDFEERMNQIIDEIEADG 305
NTDB id 1043868 ACEPXO RS05690 WP 017647770.1 VQVLSRKTKNNPVLVGDAGVGKTALAYGLAQRIANGNIPYELRDMRVLELDMMSVVAGTRFRGDFEERMNQIIADIEEDG 302
NTDB id 377 SMU RS09275 WP 002262344.1 VQILSRKTKNNPVLVGDAGVGKTALAYGLAQRIVDSAVPFELADMKVLELDMMSVVAGTRFRGDFEERMNQIIADIEADG 302
consensus ***!*!*!!!!!!!*!**!!!!*!***!!!!*!*****! *********!*****!*!!**!!*!!*!********* **

logo

N
D
H
K
Q

I
V
V
I
I
LF IDE I

LHETLIVIMGASGGSAGAGMIEDGSANVTI
M
N
LDAGSANI LKPSALARGDSETFLHQRCLMTI

VGATTYLQDHNAEEYRQKI
Y
HI EKDEAALESRRLMFQARPKI

V
K
L
N
Q
T
V
I
D
E
Q
EPNSELPVDESADETSAYMIAEDQTI L

NTDB id 378 SMU RS02690 WP 002263569.1 DVILFIDEIHEIVGAGSAGDGNMDAGNILKPALARGELQLVGATTLNEYR.IIEKDAALERRMQPVKVDEPSVAETITIL 302
NTDB id 85 BSU 00860 NP 387967.1 NIILFIDELHTLIGAGG.AEGAIDASNILKPSLARGELQCIGATTLDEYRKYIEKDAALERRFQPIQVDQPSVDESIQIL 351
NTDB id 610 V4T04 RS10165 WP 012897346.1 DVIIFIDELHTIIGAGGGMDSVNDAANILKPALARGDFQMVGATTYHEYQKYIEKDEALERRLARINVDEPSPDEAIAIL 365
NTDB id 287 SP RS11210 WP 001109712.1 QVILFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKVTIEEPSVADSMTIL 378
NTDB id 290 KZH43 RS10025 WP 001109677.1 QVILFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKVTIEEPSVADSMTIL 378
NTDB id 289 SPD RS10700 WP 001109677.1 QVILFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKVTIEEPSVADSMTIL 378
NTDB id 329 STU RS10020 WP 011225298.1 KIILFIDELHTIIGSGSGIDSTLDAANILKPALARGTLHMVGATTQAEYQKHIEKDAALSRRFAKITIEEPSVSEAIDIL 385
NTDB id 297 STER RS00545 WP 011680614.1 KIILFIDELHTIIGSGSGIDSTLDAANILKPALARGTLHMVGATTQAEYQKHIEKDAALSRRFAKITIEEPSVSEAIDIL 385
NTDB id 1043868 ACEPXO RS05690 WP 017647770.1 HIILFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKVLVEEPNLEDAYEIL 382
NTDB id 377 SMU RS09275 WP 002262344.1 HIVLFIDELHTIMGSGSGIDSTLDAANILKPALARGSLRTIGATTQEEYQKHIEKDAALSRRFAKVTIEEPSEEEAYQIL 382
consensus ***!!!!*!***!*!*******!!*!!!!!*!!!!*****!!!!**!!***!!!!*!!*!!********!** *** !!

logo

K
L
N
QGI

L
Q
R
K
D
E
K
P
S
A

A
R
K
S
T

F
YETAKDFHYHNQHRVI

S
K
Q
T

F
Y
I
S
TDDQAEAI

V
K
M
E
S
A
TAAVMNKGVALMS

A
D
N
V
HRYMILQSTGDSKRKFHNLPDKSAIDL ILDEAGASSAAKTMVKNRQGIMLVNLMSTKRLSVAI FNKFNTHKQTVPQKKNPTEAKNADLRKDPALKRSLYDE I

L
D
E
H
K
Q

E
K
RLADIS

T
EVAEQREKNDLE

P
V
K
A
L
A
S
D
A
H
Q
E
KAI

T
V
L

NTDB id 378 SMU RS02690 WP 002263569.1 KGIQPKYEDYHHVKYTDEAIEAAANLSNRYIQDRFLPDKAIDLLDEAGSKMNLTLNFV..DPKEIDHRLIEAENLKAQAT 380
NTDB id 85 BSU 00860 NP 387967.1 QGLRDRYEAHHRVSITDDAIEAAVKLSDRYISDRFLPDKAIDLIDEAGSKVRLRSFTTPPNLKELEQKLDEVRKEKDAAV 431
NTDB id 610 V4T04 RS10165 WP 012897346.1 QGLREKFEDYHQVKFTDQAIKSAVMLSVRYMTSRKLPDKAIDLLDEAAAAVKISVKNQQTKRLDLEKELAEAQEELSEAV 445
NTDB id 287 SP RS11210 WP 001109712.1 QGLKATYEKHHRVQITDEAVETAVKMAHRYLTSRHLPDSAIDLLDEAAATVQNKAKHVKADDSDL....S....PADKAL 450
NTDB id 290 KZH43 RS10025 WP 001109677.1 QGLKATYEKHHRVQITDEAVETAVKMAHRYLTSRHLPDSAIDLLDEAAATVQNKAKHVKADDSDL....S....PADKAL 450
NTDB id 289 SPD RS10700 WP 001109677.1 QGLKATYEKHHRVQITDEAVETAVKMAHRYLTSRHLPDSAIDLLDEAAATVQNKAKHVKADDSDL....S....PADKAL 450
NTDB id 329 STU RS10020 WP 011225298.1 NGLRSSYEDYHRVTITDAAVETAVKAAHRYLTSKNLPDSAIDLLDEASATVQVRIKK..EAKREI....T....PLDEAL 455
NTDB id 297 STER RS00545 WP 011680614.1 NGLRSSYEDYHRVTITDAAVETAVKAAHRYLTSKNLPDSAIDLLDEASATVQVRIKK..EDKREI....T....PLDEAL 455
NTDB id 1043868 ACEPXO RS05690 WP 017647770.1 LGLKPAYEAFHNVTISDEAVMTAVKVAHRYLTSKNLPDSAIDLLDEASATVQMMIKK..NAPSLL....T....EVDQAI 452
NTDB id 377 SMU RS09275 WP 002262344.1 LGLKKSYETYHHVIISDAAVMAAVKGAHRYLSGKNLPDSAIDLLDEASATVQGLVKK..KAPAYL....T....DLDHAL 452
consensus *!** **! *!*! **!*!***!*****!!**** !!!*!!!!*!!!********* * ** * *** !*



logo

L
Q
R
M
I
K
T
S
D
D
E
L
N
Q
G
E
K
D
F
M
Y
I
W

Q
E
G
K
L
S
K
A
Q

S
A
K
R
S
V
A
R
S
T
Y
K
Q

A
F
K
Q
L
E
L
R
Y
I

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

K
R
I
L
A
R
D
E
K
Q
VED

K
T
YKEKI

M
S

Q
W
Y

S
K
A
F
H
K
Q
E
S
E
K
D
L
P
A
V
D
L
Q
P
K
E
G
L
F
K

D
E
K
Q
R
P
V

E
N
Y
K
N
T
R
K
P

I
P
Q
S
A
D

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

I
V
T
A
V
L
E
S
K
Q
S
T
R
K
W
LTSNGVIP I

V
G
K
S
T
E
Q

E
Q
K
I
M
L
A
K
T
E
K

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

D
I
ELKHSTKRV

NTDB id 378 SMU RS02690 WP 002263569.1 RDEDYEKAAYFRDQIA.......KYKEMQSAKLDKENTPVITEKNIEVIVEQKTNIPVGELKEKEQSQLIHLADDLKTRV 453
NTDB id 85 BSU 00860 NP 387967.1 QSQEFEKAASLRDTEQRLREQVEDTKKSWKEK.QGQENSEVTVDDIAMVVSSWTGVPVSKIAQTETDKLLNMENILHSRV 510
NTDB id 610 V4T04 RS10165 WP 012897346.1 IKLDIKASRTKEKAVEKIADK......IYKFSVKEDKRQEVTDQAVVAVASTLTGVPITQMTKSESDRLINLEKELHKRV 519
NTDB id 287 SP RS11210 WP 001109712.1 MDGKWKQAAQLIAKE...............EEVP.VYKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELHKRV 514
NTDB id 290 KZH43 RS10025 WP 001109677.1 MDGKWKQAAQLIAKE...............EEVP.VYKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELHKRV 514
NTDB id 289 SPD RS10700 WP 001109677.1 MDGKWKQAAQLIAKE...............EEVP.VYKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELHKRV 514
NTDB id 329 STU RS10020 WP 011225298.1 ISGDIGAAVKQYKAN...............QKAKFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELHKRV 520
NTDB id 297 STER RS00545 WP 011680614.1 ISGDIGAAVKQYKAN...............QKAKFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELHKRV 520
NTDB id 1043868 ACEPXO RS05690 WP 017647770.1 LDDDMKSASKALKAS...............HKDKKRKPIAVTEDHIMATLSRLSGIPVEKLTQADSKKYLNLEKELHKRV 517
NTDB id 377 SMU RS09275 WP 002262344.1 ITNDYQLAKRLLKKE...............KKPLLKKRAEVKEEDILATLSKLSGIPVKKLTQADSKKYLNLERELHKRV 517
consensus ****** ** *** * ** ** ******** ********!* ************** *!**!!

logo

V
IGQEDADQEAI

V
D
T
V
S
K
S
A
V
I
A
S
K
RAVIRRANRQAVSGVLIAGKRVDSTSPHGNRKRPMIGSF ILMFVLGPTGVGKTELSARKQALADIEELSVI

V
LFGDSDEEDSNSAMLLIR I

V
FDMSEFYMEKHFSAVTAASKRL IVNGSAP

NTDB id 378 SMU RS02690 WP 002263569.1 IGQDAAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSEDSMIRFDMSEYMEKHAVAKLVGAP 533
NTDB id 85 BSU 00860 NP 387967.1 IGQDEAVVAVAKAVRRARAGLKDPKRPIGSFIFLGPTGVGKTELARALAESIFGDEESMIRIDMSEYMEKHSTSRLVGSP 590
NTDB id 610 V4T04 RS10165 WP 012897346.1 VGQEEAISAVSRAIRRARSGVADSRRPMGSFMFLGPTGVGKTELAKALADSVFGSEDNMIRVDMSEFMEKHSTSRLIGAP 599
NTDB id 287 SP RS11210 WP 001109712.1 IGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAP 594
NTDB id 290 KZH43 RS10025 WP 001109677.1 IGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAP 594
NTDB id 289 SPD RS10700 WP 001109677.1 IGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAP 594
NTDB id 329 STU RS10020 WP 011225298.1 IGQDEAVSAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGAP 600
NTDB id 297 STER RS00545 WP 011680614.1 IGQDEAVSAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGAP 600
NTDB id 1043868 ACEPXO RS05690 WP 017647770.1 IGQDDAVTAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAELLFDDESALIRFDMSEYMEKFAASRLNGAP 597
NTDB id 377 SMU RS09275 WP 002262344.1 IGQDDAVSSISRAIRRNQSGIRVGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAP 597
consensus *!!**!******!*!!***!*** *!!*!!!*!*!!!!!!!!!!***!!***!**!****!*!!!!*!!!*****!*!*!

logo PGYVGYDEEAGGQELTERKVRRNNKPYSLVI
V
LLLFDE I

VEKAHPDVIMFHNMIVFMLLQI
VLEDDGFRVVLTDGTSQRKGRTKVSDFKRSDNTI LI IMTSNAVLGTAGSTEKALKRRSDENDAKNYT

NTDB id 378 SMU RS02690 WP 002263569.1 PGYVGYEEAGQLTEKVRRNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDTIIIMTSNAGTGK..SEAN 611
NTDB id 85 BSU 00860 NP 387967.1 PGYVGYDEGGQLTEKVRRKPYSVVLLDEIEKAHPDVFNILLQVLEDGRLTDSKGRTVDFRNTILIMTSNVGASELKRNKY 670
NTDB id 610 V4T04 RS10165 WP 012897346.1 PGYVGYDEGGQLTERVRNKPYSVVLLDEVEKAHPDVFNIMLQILDDGFVTDTKGRKVDFRNTIIIMTSNLGATALRDDKT 679
NTDB id 287 SP RS11210 WP 001109712.1 PGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKT 674
NTDB id 290 KZH43 RS10025 WP 001109677.1 PGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKT 674
NTDB id 289 SPD RS10700 WP 001109677.1 PGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKT 674
NTDB id 329 STU RS10020 WP 011225298.1 PGYVGYDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNVLLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKT 680
NTDB id 297 STER RS00545 WP 011680614.1 PGYVGYDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKT 680
NTDB id 1043868 ACEPXO RS05690 WP 017647770.1 PGYVGYDEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKT 677
NTDB id 377 SMU RS09275 WP 002262344.1 PGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKT 677
consensus !!!!!!*!*!*!!!*!!**!!!**!*!!*!!!!!!*****!!*!*!!**!!**!!*!*!**!!*!!!!!*!*********



logo VGFNGVASQKNRSTDFEIGTRSAQFHNDHQYSTKQEDNARMTKQEDNASKKSRVMI FLMGEELGKNRKFHVSAFYSRPEFLMINRFIDGENIKI
V
E
VFQHANSLGESEKQSKQEDDENQHI

L
M
E
L
T
H
R
Q

H
D
Q
E
V
IVSKLIML

S
V
A
D
K
D
Q
S
P
V
L
N
T
V
I
L
Q
K
S
A
H
A
R
SLTKAVDENQKADGLMITHSDI

V
L
D
E
K
V
F
L
T
Q
D
A
P
K
A
S
V
A
V
K
L
A
E
K
K
H
L

NTDB id 378 SMU RS02690 WP 002263569.1 VGFGASREG.....RTNSVLGELGNFFSPEFMNRFDGIIEFQALSKDNLLQIVSLMLDDVNQRLAVNAIHLDVTDKVKEK 686
NTDB id 85 BSU 00860 NP 387967.1 VGFNVQDETQNHKDMKDKVMGELKRAFRPEFINRIDEIIVFHSLEKKHLTEIVSLMSDQLTKRLKEQDLSIELTDAAKAK 750
NTDB id 610 V4T04 RS10165 WP 012897346.1 VGFGAKNITADYSAMKSRILEELKRHYRPEFLNRIDENIVFHSLESQEIEQIVKIMSKSLIKRLAEQDIHVKLTPSAVKL 759
NTDB id 287 SP RS11210 WP 001109712.1 VGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLTEKGIDLKLQASALKL 754
NTDB id 290 KZH43 RS10025 WP 001109677.1 VGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKL 754
NTDB id 289 SPD RS10700 WP 001109677.1 VGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKL 754
NTDB id 329 STU RS10020 WP 011225298.1 VGFGAQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKH 760
NTDB id 297 STER RS00545 WP 011680614.1 VGFGAQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKH 760
NTDB id 1043868 ACEPXO RS05690 WP 017647770.1 VGFGAKDISHDYTAMQKRIMEELKKAYRPEFINRIDEKVVFHSLSQDNMREVVKIMVKPLILALKDKGMDLKFQPSALKH 757
NTDB id 377 SMU RS09275 WP 002262344.1 VGFGAKSFSQDYKAMESRILEELKKVYRPEFINRIDEKVVFHNLGQEDIRHIVKIMVAPLIAHLADQGITLKFQPSALKH 757
consensus !!!****** * ** ****!!*****!!!*!!*!****!**!* * * **!**!***** !***** *********

logo

I
V
L
V
A
D
L
K
E
N

A
E
L
V
D
QGFVYDALIPKEYMGARPLRKRATI

LQ
E
K
T
H
Q
E
I
VEDAHLRKI

L
T
A
S
D
E
E
F
Q
L
I
Y
LLAERGSKHNGEKNPDQEIVLAHQKVEKSAEGNSQLVHITKVILASVKLIDMGAITCVEQKSDNAKEKDGEQKFILTVKVIFAKTDAQTVI ISTVAAKNVSKTVENTVTKATSD

NTDB id 378 SMU RS02690 WP 002263569.1 LVDLGYDPKMGARPLRRTIQEHIEDAITDFYLEHPEQKE.LKAIMTSNGKIVIKASNKVETVTKATSD 753
NTDB id 85 BSU 00860 NP 387967.1 VAEEGVDLEYGARPLRRAIQKHVEDRLSEELLRGNIHKGQHIVLDVEDGEFVVKTTAKTN........ 810
NTDB id 610 V4T04 RS10165 WP 012897346.1 IAEVGFDPEYGARPLRKALQKEVEDLLSEQLLSGEIKAGNHVSIGASNKKIKIAQIV........... 816
NTDB id 287 SP RS11210 WP 001109712.1 LANQGYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSTLKIGVKAGQLKFDIA............ 810
NTDB id 290 KZH43 RS10025 WP 001109677.1 LANQGYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA............ 810
NTDB id 289 SPD RS10700 WP 001109677.1 LANQGYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA............ 810
NTDB id 329 STU RS10020 WP 011225298.1 LAKDGYDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV............ 816
NTDB id 297 STER RS00545 WP 011680614.1 LAKDGYDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV............ 816
NTDB id 1043868 ACEPXO RS05690 WP 017647770.1 LAEDGYDIEMGARPLRRTIQTQVEDHLSELLLANQVKEGQVIKIGVSKGKLKFDIAKS.......... 815
NTDB id 377 SMU RS09275 WP 002262344.1 LALAGYDAEMGARPLRRTLQTEVEDKLAELILSGKLASGQTLKIGIQKEKLKFDIV............ 813
consensus ** !*!***!!!!!!***!***!!******! * ** ** ****** *******

X non conserved

X similar

X ≥ 50% conserved


