
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 290 KZH43 RS10025 WP 001109677.1 .....MNYSKALNECIESAYMVAGHFGARYLESWHLLIAMSNHSYSVAGATLNDYPYEMDRLEE.....VALELTETDYS 70
NTDB id 289 SPD RS10700 WP 001109677.1 .....MNYSKALNECIESAYMVAGHFGARYLESWHLLIAMSNHSYSVAGATLNDYPYEMDRLEE.....VALELTETDYS 70
NTDB id 287 SP RS11210 WP 001109712.1 .....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 375329 FP508 RS09150 WP 000020283.1 ....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

DES
P
G
K

E
D
N
N
G
A
L
F
G
V
M
L
G
V
A
A
L
C
T
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

NTDB id 378 SMU RS02690 WP 002263569.1 ......MLCQNCKLNEATIHLY...ANVNGQQKQIDLCQNCYQIMKTDPENG...PLNHLSQ.QNSSSINPFFDDFFGDL 67
NTDB id 85 BSU 00860 NP 387967.1 GQEMSQTIHYTPRAK.KVIELSMDEARKLGH.SYVGTEHILLGLIRE.GEGVAARVLNNLGVSLNKARQQVLQL...... 141
NTDB id 610 V4T04 RS10165 WP 012897346.1 VKVKRSTLRFSPRAE.EVMTAASFLAIHNNS.EAVGTEHLLYALLQV.EDGFGLQLLKL.........QKINIVSLRKEL 140
NTDB id 290 KZH43 RS10025 WP 001109677.1 QDETFTELPFSRRLQ.ILFDEAEYVASVVHA.KVLGTEHVLYAILHD.GNALATRILERAGFSYEDKKDQVKIAALRRNL 147
NTDB id 289 SPD RS10700 WP 001109677.1 QDETFTELPFSRRLQ.ILFDEAEYVASVVHA.KVLGTEHVLYAILHD.GNALATRILERAGFSYEDKKDQVKIAALRRNL 147
NTDB id 287 SP RS11210 WP 001109712.1 QDETFTELPFSRRLQ.VLFDEAEYVASVVHA.KVLGTEHVLYAILHD.SNALATRILERAGFSYEDKKDQVKIAALRRNL 147
NTDB id 329 STU RS10020 WP 011225298.1 ESDIIDLRAQSPALE.AMLQEAQGIASVTGA.VEVGSEHVLMAFLLH.KDLMVCRLLEVAGFQYKDDSDKPRIIDLRRSL 153
NTDB id 297 STER RS00545 WP 011680614.1 ESDIIDLRAQSPALE.AMLQEAQEIASVTGA.VEVGSEHVLMAFLLH.KDLMVCRLLEVAGFQYKDDSDKPRIIDLRRSL 153
NTDB id 375329 FP508 RS09150 WP 000020283.1 ..TDYQFLEQSSALK.KILKLAENISIVVGA.EDVGTEHVLLAMLVN.KDLLATRILELVGFRGQDDGESVRMVDLRKAL 151
NTDB id 377 SMU RS09275 WP 002262344.1 ..NDIMLLEQSHALK.RTLAEAAAISQVTHA.KEVGTEHVLFAMLLN.PNLLATRILELVGFHAKDDGESIRLLDLRKVI 151
consensus * * ** ** ** ** ******* * *********** *******!***** * * ********** *

logo

N
E
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 IDQTSR

NTDB id 378 SMU RS02690 WP 002263569.1 NNFRAFNNQDLPN.....TPPTQAGGGNGNGGNNRRPGGPQQQASQKPNGLLEEFGINLTDIARKGEIDPVIGRDEEITR 142
NTDB id 85 BSU 00860 NP 387967.1 ...LGSNET...................G........SSAAGTNSNANTPTLDSLARDLTAIAKEDSLDPVIGRSKEIQR 191
NTDB id 610 V4T04 RS10165 WP 012897346.1 EKRTGLKVPESKKAVTPMSKRKMAKGV................AENSTTPTLDSVSSDLTEEARLGKLDPMIGREAEIDR 204
NTDB id 290 KZH43 RS10025 WP 001109677.1 EERAGWTREDLKA.LRQRHRT.VADKQNS........MANMMGMPQTPSGGLEDYTHDLTEQARSGKLEPVIGRDKEISR 217
NTDB id 289 SPD RS10700 WP 001109677.1 EERAGWTREDLKA.LRQRHRT.VADKQNS........MANMMGMPQTPSGGLEDYTHDLTEQARSGKLEPVIGRDKEISR 217
NTDB id 287 SP RS11210 WP 001109712.1 EERAGWTREDLKA.LRQRHRT.VADKQNS........MANMMGMPQTPSGGLEDYTHDLTEQARSGKLEPVIGRDKEISR 217
NTDB id 329 STU RS10020 WP 011225298.1 ERNAGLSKQDLKA.IHDLRKPKKSKASAN........FANMMQPPQSSTGELADYTKDLTALAESGNLDPIIGRDEEISR 224
NTDB id 297 STER RS00545 WP 011680614.1 ERNAGLSKQDLKA.IHDLRKPKKSKASAN........FANMMQPPQSSTGELADYTKDLTALAESGNLDPVIGRDEEISR 224
NTDB id 375329 FP508 RS09150 WP 000020283.1 ERHAGFTKDDIKA.IYELRNPKKAKSGAS........FSDMMKPP.STAGDLADFTRDLSQMAVDGEIEPVIGRDTEISR 221
NTDB id 377 SMU RS09275 WP 002262344.1 ERYAGFSKEDIKA.IFEMRKPKKVKNSSS........FSDLMKPP.SVTGELADFTRDLTELARQGRLEPVIGREQEISR 221
consensus ** ********** * * *** ** * **** *** ** !******!***!******!*!!!* !!*!



logo

L
V
M
V
I
H
E
Q
V
I LNSRRKTKNNPVL IVGDEPAGVGKSTAVIL IVAYELGLAQKQRI IVADNSNSGANQEDI

VPEIQYAFGIKEMLHMRAGNKDSKMKNRI
V
I
M
L
A
R
T
ELNDVLMAGVMTNSLVVQAGTGKR I

Y
FRGQEDFEDERLMKQTNAKNQLVIVMIAEDKDEVI SRESQAEARD

NTDB id 378 SMU RS02690 WP 002263569.1 VIEILNRRTKNNPVLIGEPGVGKTAVVEGLAQKIVDGDVPQKLHGKNVIRLDVVSLVQGTGIRGQFEERMQKLMEEIRQR 222
NTDB id 85 BSU 00860 NP 387967.1 VIEVLSRRTKNNPVLIGEPGVGKTAIAEGLAQQIINNEVPEILRDKRVMTLDMGTVVAGTKYRGEFEDRLKKVMDEIRQA 271
NTDB id 610 V4T04 RS10165 WP 012897346.1 LIHILSRRTKNNPVLVGEPGVGKSAIIEGLAQRIVNGQVPIGLMNSRIMALNMATVVAGTKFRGEFEDRLTAIVEEVSSD 284
NTDB id 290 KZH43 RS10025 WP 001109677.1 MIQILSRKTKNNPVLVGDAGVGKTALALGLAQRIASGDVPAEMAKMRVLELDLMNVVAGTRFRGDFEERMNNIIKDIEED 297
NTDB id 289 SPD RS10700 WP 001109677.1 MIQILSRKTKNNPVLVGDAGVGKTALALGLAQRIASGDVPAEMAKMRVLELDLMNVVAGTRFRGDFEERMNNIIKDIEED 297
NTDB id 287 SP RS11210 WP 001109712.1 MIQILSRKTKNNPVLVGDAGVGKTALALGLAQRIASGDVPAEMAKMRVLELDLMNVVAGTRFRGDFEERMNNIIKDIEED 297
NTDB id 329 STU RS10020 WP 011225298.1 MIQVLSRKTKNNPVLVGEAGVGKTALALGLAQRIASGEVPFELADMRILELDMMSVVAGTRFRGDFEERMNQIIDEIEAD 304
NTDB id 297 STER RS00545 WP 011680614.1 MIQVLSRKTKNNPVLVGEAGVGKTALALGLAQRIASGEVPFELADMRILELDMMSVVAGTRFRGDFEERMNQIIDEIEAD 304
NTDB id 375329 FP508 RS09150 WP 000020283.1 MVQVLSRKTKNNPVLVGDAGVGKTALAYGLAQRIANGNIPYELRDMRVLELDMMSVVAGTRFRGDFEERMNQIIADIEED 301
NTDB id 377 SMU RS09275 WP 002262344.1 MVQILSRKTKNNPVLVGDAGVGKTALAYGLAQRIVDSAVPFELADMKVLELDMMSVVAGTRFRGDFEERMNQIIADIEAD 301
consensus ****!*!*!!!!!!!*!**!!!!*!***!!!!*!*****! *********!*****!*!!**!!*!!*!********* *

logo

P
Q
G
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

NTDB id 378 SMU RS02690 WP 002263569.1 QDVILFIDEIHEIVGAGSAGDGNMDAGNILKPALARGELQLVGATTLNEYR.IIEKDAALERRMQPVKVDEPSVAETITI 301
NTDB id 85 BSU 00860 NP 387967.1 GNIILFIDELHTLIGAGG.AEGAIDASNILKPSLARGELQCIGATTLDEYRKYIEKDAALERRFQPIQVDQPSVDESIQI 350
NTDB id 610 V4T04 RS10165 WP 012897346.1 PDVIIFIDELHTIIGAGGGMDSVNDAANILKPALARGDFQMVGATTYHEYQKYIEKDEALERRLARINVDEPSPDEAIAI 364
NTDB id 290 KZH43 RS10025 WP 001109677.1 GQVILFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKVTIEEPSVADSMTI 377
NTDB id 289 SPD RS10700 WP 001109677.1 GQVILFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKVTIEEPSVADSMTI 377
NTDB id 287 SP RS11210 WP 001109712.1 GQVILFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKVTIEEPSVADSMTI 377
NTDB id 329 STU RS10020 WP 011225298.1 GKIILFIDELHTIIGSGSGIDSTLDAANILKPALARGTLHMVGATTQAEYQKHIEKDAALSRRFAKITIEEPSVSEAIDI 384
NTDB id 297 STER RS00545 WP 011680614.1 GKIILFIDELHTIIGSGSGIDSTLDAANILKPALARGTLHMVGATTQAEYQKHIEKDAALSRRFAKITIEEPSVSEAIDI 384
NTDB id 375329 FP508 RS09150 WP 000020283.1 GHIILFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKVLVEEPNLEDAYEI 381
NTDB id 377 SMU RS09275 WP 002262344.1 GHIVLFIDELHTIMGSGSGIDSTLDAANILKPALARGSLRTIGATTQEEYQKHIEKDAALSRRFAKVTIEEPSEEEAYQI 381
consensus * ***!!!!*!***!*!*******!!*!!!!!*!!!!*****!!!!**!!***!!!!*!!*!!********!** *** !

logo LKLNQGI
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
KA

NTDB id 378 SMU RS02690 WP 002263569.1 LKGIQPKYEDYHHVKYTDEAIEAAANLSNRYIQDRFLPDKAIDLLDEAGSKMNLTLNFV..DPKEIDHRLIEAENLKAQA 379
NTDB id 85 BSU 00860 NP 387967.1 LQGLRDRYEAHHRVSITDDAIEAAVKLSDRYISDRFLPDKAIDLIDEAGSKVRLRSFTTPPNLKELEQKLDEVRKEKDAA 430
NTDB id 610 V4T04 RS10165 WP 012897346.1 LQGLREKFEDYHQVKFTDQAIKSAVMLSVRYMTSRKLPDKAIDLLDEAAAAVKISVKNQQTKRLDLEKELAEAQEELSEA 444
NTDB id 290 KZH43 RS10025 WP 001109677.1 LQGLKATYEKHHRVQITDEAVETAVKMAHRYLTSRHLPDSAIDLLDEAAATVQNKAKHVKADDSDL....S....PADKA 449
NTDB id 289 SPD RS10700 WP 001109677.1 LQGLKATYEKHHRVQITDEAVETAVKMAHRYLTSRHLPDSAIDLLDEAAATVQNKAKHVKADDSDL....S....PADKA 449
NTDB id 287 SP RS11210 WP 001109712.1 LQGLKATYEKHHRVQITDEAVETAVKMAHRYLTSRHLPDSAIDLLDEAAATVQNKAKHVKADDSDL....S....PADKA 449
NTDB id 329 STU RS10020 WP 011225298.1 LNGLRSSYEDYHRVTITDAAVETAVKAAHRYLTSKNLPDSAIDLLDEASATVQVRIKK..EAKREI....T....PLDEA 454
NTDB id 297 STER RS00545 WP 011680614.1 LNGLRSSYEDYHRVTITDAAVETAVKAAHRYLTSKNLPDSAIDLLDEASATVQVRIKK..EDKREI....T....PLDEA 454
NTDB id 375329 FP508 RS09150 WP 000020283.1 LLGLKPAYEAFHNVTISDEAVMTAVKVAHRYLTSKNLPDSAIDLLDEASATVQMMIKK..NAPSLL....T....EVDQA 451
NTDB id 377 SMU RS09275 WP 002262344.1 LLGLKKSYETYHHVIISDAAVMAAVKGAHRYLSGKNLPDSAIDLLDEASATVQGLVKK..KAPAYL....T....DLDHA 451
consensus !*!** **! *!*! **!*!***!*****!!**** !!!*!!!!*!!!********* * ** * *** !



logo

I
T
V
L
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
ELKHSTKR

NTDB id 378 SMU RS02690 WP 002263569.1 TRDEDYEKAAYFRDQIA.......KYKEMQSAKLDKENTPVITEKNIEVIVEQKTNIPVGELKEKEQSQLIHLADDLKTR 452
NTDB id 85 BSU 00860 NP 387967.1 VQSQEFEKAASLRDTEQRLREQVEDTKKSWKEK.QGQENSEVTVDDIAMVVSSWTGVPVSKIAQTETDKLLNMENILHSR 509
NTDB id 610 V4T04 RS10165 WP 012897346.1 VIKLDIKASRTKEKAVEKIADK......IYKFSVKEDKRQEVTDQAVVAVASTLTGVPITQMTKSESDRLINLEKELHKR 518
NTDB id 290 KZH43 RS10025 WP 001109677.1 LMDGKWKQAAQLIAKE...............EEVP.VYKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELHKR 513
NTDB id 289 SPD RS10700 WP 001109677.1 LMDGKWKQAAQLIAKE...............EEVP.VYKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELHKR 513
NTDB id 287 SP RS11210 WP 001109712.1 LMDGKWKQAAQLIAKE...............EEVP.VYKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELHKR 513
NTDB id 329 STU RS10020 WP 011225298.1 LISGDIGAAVKQYKAN...............QKAKFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELHKR 519
NTDB id 297 STER RS00545 WP 011680614.1 LISGDIGAAVKQYKAN...............QKAKFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELHKR 519
NTDB id 375329 FP508 RS09150 WP 000020283.1 ILDDDMKSASKALKAS...............HKDKKRKPIAVTEDHIMATLSRLSGIPVEKLTQADSKKYLNLEKELHKR 516
NTDB id 377 SMU RS09275 WP 002262344.1 LITNDYQLAKRLLKKE...............KKPLLKKRAEVKEEDILATLSKLSGIPVKKLTQADSKKYLNLERELHKR 516
consensus ******* ** *** * ** ** ******** ********!* ************** *!**!

logo VVIGQEDADQEAI
V
D
T
V
S
K
S
A
V
I
A
S
K
RAVIRRANRQAVSGVLIAGKRVDSTSPHGNRKRPMIGSF ILMFVLGPTGVGKTELSARKQALADIEESVI

V
LFGDSDEEDSNSAMLLIR I

V
FDMSEFYMEKHFSAVTAASKRL IVNGSA

NTDB id 378 SMU RS02690 WP 002263569.1 VIGQDAAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSEDSMIRFDMSEYMEKHAVAKLVGA 532
NTDB id 85 BSU 00860 NP 387967.1 VIGQDEAVVAVAKAVRRARAGLKDPKRPIGSFIFLGPTGVGKTELARALAESIFGDEESMIRIDMSEYMEKHSTSRLVGS 589
NTDB id 610 V4T04 RS10165 WP 012897346.1 VVGQEEAISAVSRAIRRARSGVADSRRPMGSFMFLGPTGVGKTELAKALADSVFGSEDNMIRVDMSEFMEKHSTSRLIGA 598
NTDB id 290 KZH43 RS10025 WP 001109677.1 VIGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGA 593
NTDB id 289 SPD RS10700 WP 001109677.1 VIGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGA 593
NTDB id 287 SP RS11210 WP 001109712.1 VIGQDQAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGA 593
NTDB id 329 STU RS10020 WP 011225298.1 VIGQDEAVSAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGA 599
NTDB id 297 STER RS00545 WP 011680614.1 VIGQDEAVSAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGA 599
NTDB id 375329 FP508 RS09150 WP 000020283.1 VIGQDDAVTAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGA 596
NTDB id 377 SMU RS09275 WP 002262344.1 VIGQDDAVSSISRAIRRNQSGIRVGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGA 596
consensus !*!!**!******!*!!***!*** *!!*!!!*!*!!!!!!!!!!***!!***!**!****!*!!!!*!!!*****!*!*

logo PPGYVGYDEEAGGQELTERKVRRNNKPYSLVI
V
LLLFDE I

VEKAHPDVIMFHNMIVFMLLQI
VLEDDGFRVVLTDGTSQRKGRTKVSDFKRSDNTI LI IMTSNAVLGTAGSTEKALKRRSDENDAK

NTDB id 378 SMU RS02690 WP 002263569.1 PPGYVGYEEAGQLTEKVRRNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDTIIIMTSNAGTGK..SEA 610
NTDB id 85 BSU 00860 NP 387967.1 PPGYVGYDEGGQLTEKVRRKPYSVVLLDEIEKAHPDVFNILLQVLEDGRLTDSKGRTVDFRNTILIMTSNVGASELKRNK 669
NTDB id 610 V4T04 RS10165 WP 012897346.1 PPGYVGYDEGGQLTERVRNKPYSVVLLDEVEKAHPDVFNIMLQILDDGFVTDTKGRKVDFRNTIIIMTSNLGATALRDDK 678
NTDB id 290 KZH43 RS10025 WP 001109677.1 PPGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDK 673
NTDB id 289 SPD RS10700 WP 001109677.1 PPGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDK 673
NTDB id 287 SP RS11210 WP 001109712.1 PPGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDK 673
NTDB id 329 STU RS10020 WP 011225298.1 PPGYVGYDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNVLLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDK 679
NTDB id 297 STER RS00545 WP 011680614.1 PPGYVGYDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDK 679
NTDB id 375329 FP508 RS09150 WP 000020283.1 PPGYVGYDEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDK 676
NTDB id 377 SMU RS09275 WP 002262344.1 PPGYVGYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDK 676
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NTDB id 378 SMU RS02690 WP 002263569.1 NVGFGASREG.....RTNSVLGELGNFFSPEFMNRFDGIIEFQALSKDNLLQIVSLMLDDVNQRLAVNAIHLDVTDKVKE 685
NTDB id 85 BSU 00860 NP 387967.1 YVGFNVQDETQNHKDMKDKVMGELKRAFRPEFINRIDEIIVFHSLEKKHLTEIVSLMSDQLTKRLKEQDLSIELTDAAKA 749
NTDB id 610 V4T04 RS10165 WP 012897346.1 TVGFGAKNITADYSAMKSRILEELKRHYRPEFLNRIDENIVFHSLESQEIEQIVKIMSKSLIKRLAEQDIHVKLTPSAVK 758
NTDB id 290 KZH43 RS10025 WP 001109677.1 TVGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALK 753
NTDB id 289 SPD RS10700 WP 001109677.1 TVGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALK 753
NTDB id 287 SP RS11210 WP 001109712.1 TVGFGAKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLTEKGIDLKLQASALK 753
NTDB id 329 STU RS10020 WP 011225298.1 TVGFGAQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALK 759
NTDB id 297 STER RS00545 WP 011680614.1 TVGFGAQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALK 759
NTDB id 375329 FP508 RS09150 WP 000020283.1 TVGFGAKDISHDYTAMQKRIMEELKKAYRPEFINRIDEKVVFHSLSQDNMREVVKIMVKPLILALKDKGMDLKFQPSALK 756
NTDB id 377 SMU RS09275 WP 002262344.1 TVGFGAKSFSQDYKAMESRILEELKKVYRPEFINRIDEKVVFHNLGQEDIRHIVKIMVAPLIAHLADQGITLKFQPSALK 756
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