
logo

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

F
YTSELPRKRTKAAMLDENQKQRAESVCI FILRAHEKLRSAEYQFVELML

Y
V
EAAHLSEGQHRLYFQEGHTYASDGNSPRNTFYI

L
G
ETSAEWQHI

L
VLAILGAI

L
M
A
S
V
R
T
E
N
E
I
N
T
V
H

D
G
T
P
S
E
S
G
Y
G
S IVAAYGKSALALSVTFLQATNAEGDLMFYGNEPAVDLYGDRE I

S
V
M

E
R
S
H
D
D
F
K
N
S
R

I
E
L
D
L
Q
E
K
Y
I
E
Q
E
A
V
T
E
V
A
S
A
I
Y
V
L
I
LA I

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

NTDB id 378 SMU RS02690 WP 002263569.1 ................................................................................ 0
NTDB id 85 BSU 00860 NP 387967.1 ..MMFGRFTERAQKVLALAQEEALRLGHNNIGTEHILLGLVREGEGIAAKALQALGLGSEKIQKEVESLI........GR 70
NTDB id 610 V4T04 RS10165 WP 012897346.1 MKFENIKYTPTLDRILEKAEEYAHQYQYGTIESAHLLAAMATTSGSIAYSLLAGMNVDSSDLLI........DLEDLSSH 72
NTDB id 193992 BFM96 RS01545 WP 068989472.1 .....MKYSKALEQSLASAQVLASHFETDYLESWQVLIAIANNPYSVAGSVLNDYPLEVDNLEE..AAY...TVTGKAYQ 70
NTDB id 287 SP RS11210 WP 001109712.1 .....MNYSKALNECIESAYMVAGHFGARYLESWHLLIAMSNHSYSVAGATLNDYPYEMDRLEE..VAL...ELTETDYS 70
NTDB id 290 KZH43 RS10025 WP 001109677.1 .....MNYSKALNECIESAYMVAGHFGARYLESWHLLIAMSNHSYSVAGATLNDYPYEMDRLEE..VAL...ELTETDYS 70
NTDB id 289 SPD RS10700 WP 001109677.1 .....MNYSKALNECIESAYMVAGHFGARYLESWHLLIAMSNHSYSVAGATLNDYPYEMDRLEE..VAL...ELTETDYS 70
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
consensus * *** ** ** *** * * *********** * **** ***** *** ** ** ** * *

logo

G
K
N
V
E
Q

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

P
R
S
F
I

G
M
Q
S
D
T

K
M
T
E
L

I
R
L
C
E
H
R
A
P

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

K
R
V
A
I
E

A
T
M
V
L
I
M
L
F
E
T
A
Q
D

A
L
T
E
I
S
A
A
H
M
S
Q
E
A
D
E
F
G
K
L
Y

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

EEG
D
N
S
A
G
L

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

L
V
AGVFHIQSALYNKEEKSDASTDKDGRKSEIKQDANSKQI

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

NTDB id 378 SMU RS02690 WP 002263569.1 ......MLCQNCKLNEA..TIHLYANVNGQQKQIDLCQNCYQIMKTDPENGPLNHLSQQ.....NSSSINPFFDDFFGDL 67
NTDB id 85 BSU 00860 NP 387967.1 GQEMSQTIHYTPRAKKVIELSMDEARKLG.HSYVGTEHILLGLIR.EG.EGVAARVLNNLGVSLNKARQQVLQ....... 140
NTDB id 610 V4T04 RS10165 WP 012897346.1 VKVKRSTLRFSPRAEEVMTAASFLAIHNN.SEAVGTEHLLYALLQ.VE.DGFGLQLLKL.........QKINIVSLRKEL 140
NTDB id 193992 BFM96 RS01545 WP 068989472.1 KEAKPGKLAFSYRLKELFATAEKIASATR.SKSIGTEHVLLAMFL.DR.GSLVAHILEQAGFIYEETDKAVRIADLRKNL 147
NTDB id 287 SP RS11210 WP 001109712.1 QDETFTELPFSRRLQVLFDEAEYVASVVH.AKVLGTEHVLYAILH.DS.NALATRILERAGFSYEDKKDQVKIAALRRNL 147
NTDB id 290 KZH43 RS10025 WP 001109677.1 QDETFTELPFSRRLQILFDEAEYVASVVH.AKVLGTEHVLYAILH.DG.NALATRILERAGFSYEDKKDQVKIAALRRNL 147
NTDB id 289 SPD RS10700 WP 001109677.1 QDETFTELPFSRRLQILFDEAEYVASVVH.AKVLGTEHVLYAILH.DG.NALATRILERAGFSYEDKKDQVKIAALRRNL 147
NTDB id 377 SMU RS09275 WP 002262344.1 N..DIMLLEQSHALKRTLAEAAAISQVTH.AKEVGTEHVLFAMLL.NP.NLLATRILELVGFHAKDDGESIRLLDLRKVI 151
NTDB id 329 STU RS10020 WP 011225298.1 ESDIIDLRAQSPALEAMLQEAQGIASVTG.AVEVGSEHVLMAFLL.HK.DLMVCRLLEVAGFQYKDDSDKPRIIDLRRSL 153
NTDB id 297 STER RS00545 WP 011680614.1 ESDIIDLRAQSPALEAMLQEAQEIASVTG.AVEVGSEHVLMAFLL.HK.DLMVCRLLEVAGFQYKDDSDKPRIIDLRRSL 153
consensus * * ** ** ** ** **** ** *********** * **** **** *** * * ***** **** *

logo

N
S
E
K
N
Q
E
R

F
L
Y
N
R
L
R
T
A
A
G
S
F
L
W
D
K
N
S
T

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

T
M
L
R

S
Q
H
R

A
R
K
A
G
R
P
T

G
P
V
K
G
N
A
K
N
V
S
GNGGNP

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

S
K
H
R

N
DLTDAEEIQLAKEREKLQTSDGEQRSNKI

LDEP I
M
VIGRSEDAQEKE IDQTSRLVMVIHEQVI

NTDB id 378 SMU RS02690 WP 002263569.1 NNFRAFNNQDLPNTP.PTQAGGGNGNGGNNRRPGGPQQQASQKPNGLLEEFGINLTDIARKGEIDPVIGRDEEITRVIEI 146
NTDB id 85 BSU 00860 NP 387967.1 ..LLGSNETG.......................SSAAGTNSNANTPTLDSLARDLTAIAKEDSLDPVIGRSKEIQRVIEV 195
NTDB id 610 V4T04 RS10165 WP 012897346.1 EKRTGLKVPESKKAVTPMSKRK...........MAKG.VAENSTTPTLDSVSSDLTEEARLGKLDPMIGREAEIDRLIHI 208
NTDB id 193992 BFM96 RS01545 WP 068989472.1 SQRAGWDKEAWKA.IRNLQKAPN.....PNKQNMANMMGMPQPQSGGLEDYTRDLTELARTGQLEPVIGRDEEISRMIQI 221
NTDB id 287 SP RS11210 WP 001109712.1 EERAGWTREDLKA.LRQRHRTVA.....DKQNSMANMMGMPQTPSGGLEDYTHDLTEQARSGKLEPVIGRDKEISRMIQI 221
NTDB id 290 KZH43 RS10025 WP 001109677.1 EERAGWTREDLKA.LRQRHRTVA.....DKQNSMANMMGMPQTPSGGLEDYTHDLTEQARSGKLEPVIGRDKEISRMIQI 221
NTDB id 289 SPD RS10700 WP 001109677.1 EERAGWTREDLKA.LRQRHRTVA.....DKQNSMANMMGMPQTPSGGLEDYTHDLTEQARSGKLEPVIGRDKEISRMIQI 221
NTDB id 377 SMU RS09275 WP 002262344.1 ERYAGFSKEDIKA.IFEMRKPKKV....KNSSSFSDLMKPP.SVTGELADFTRDLTELARQGRLEPVIGREQEISRMVQI 225
NTDB id 329 STU RS10020 WP 011225298.1 ERNAGLSKQDLKA.IHDLRKPKKS....KASANFANMMQPPQSSTGELADYTKDLTALAESGNLDPIIGRDEEISRMIQV 228
NTDB id 297 STER RS00545 WP 011680614.1 ERNAGLSKQDLKA.IHDLRKPKKS....KASANFANMMQPPQSSTGELADYTKDLTALAESGNLDPVIGRDEEISRMIQV 228
consensus * *********** * * * ***** *** ** !******!!**!******!*!!!* !!*!****



logo LNSRRKTKNNPVL IVGDEPAGVGKSTAVIL IVAYELGLAQKQRVI IVADNSNSGAQSEDVPEINQAFGIKEMLHMRAGNDKSKMKNRI
V
I
M
L
A
R
T
ELNDVLMAGVMTNSLVVQAGTGKR I

Y
FRGQEDFEDERLMKQTNAKQNLVIVMIATEDKDEVI SRESQAEARDPQGHNRDKQI

V
V
I

NTDB id 378 SMU RS02690 WP 002263569.1 LNRRTKNNPVLIGEPGVGKTAVVEGLAQKIVDGDVPQKLHGKNVIRLDVVSLVQGTGIRGQFEERMQKLMEEIRQRQDVI 226
NTDB id 85 BSU 00860 NP 387967.1 LSRRTKNNPVLIGEPGVGKTAIAEGLAQQIINNEVPEILRDKRVMTLDMGTVVAGTKYRGEFEDRLKKVMDEIRQAGNII 275
NTDB id 610 V4T04 RS10165 WP 012897346.1 LSRRTKNNPVLVGEPGVGKSAIIEGLAQRIVNGQVPIGLMNSRIMALNMATVVAGTKFRGEFEDRLTAIVEEVSSDPDVI 288
NTDB id 193992 BFM96 RS01545 WP 068989472.1 LSRKTKNNPVLVGDAGVGKTALALGLAQRVASGSVPNEMAKMRVLELDLMNVVAGTRFRGDFEERMNNIITDIEEDGRVI 301
NTDB id 287 SP RS11210 WP 001109712.1 LSRKTKNNPVLVGDAGVGKTALALGLAQRIASGDVPAEMAKMRVLELDLMNVVAGTRFRGDFEERMNNIIKDIEEDGQVI 301
NTDB id 290 KZH43 RS10025 WP 001109677.1 LSRKTKNNPVLVGDAGVGKTALALGLAQRIASGDVPAEMAKMRVLELDLMNVVAGTRFRGDFEERMNNIIKDIEEDGQVI 301
NTDB id 289 SPD RS10700 WP 001109677.1 LSRKTKNNPVLVGDAGVGKTALALGLAQRIASGDVPAEMAKMRVLELDLMNVVAGTRFRGDFEERMNNIIKDIEEDGQVI 301
NTDB id 377 SMU RS09275 WP 002262344.1 LSRKTKNNPVLVGDAGVGKTALAYGLAQRIVDSAVPFELADMKVLELDMMSVVAGTRFRGDFEERMNQIIADIEADGHIV 305
NTDB id 329 STU RS10020 WP 011225298.1 LSRKTKNNPVLVGEAGVGKTALALGLAQRIASGEVPFELADMRILELDMMSVVAGTRFRGDFEERMNQIIDEIEADGKII 308
NTDB id 297 STER RS00545 WP 011680614.1 LSRKTKNNPVLVGEAGVGKTALALGLAQRIASGEVPFELADMRILELDMMSVVAGTRFRGDFEERMNQIIDEIEADGKII 308
consensus !*!*!!!!!!!*!**!!!!*!***!!!!******!! *** *****!*****!*!!**!!*!!*!********* ** **

logo

I
LF IDE I

LHETLIVIMGASGGSAGAGMIEDGSANVTI
M
N
LDAGSANI LKPSALARGDSETFLHQRCLMTI

VGATTYLQDHNAEEYRQKI
Y
HI EKDEAALESRRLMFQARPKI

V
K
N
Q
T
V
I
D
E
Q
EPSEPVEDSADETASYMIARDQTI LLKNQGI

L
NTDB id 378 SMU RS02690 WP 002263569.1 LFIDEIHEIVGAGSAGDGNMDAGNILKPALARGELQLVGATTLNEYR.IIEKDAALERRMQPVKVDEPSVAETITILKGI 305
NTDB id 85 BSU 00860 NP 387967.1 LFIDELHTLIGAGG.AEGAIDASNILKPSLARGELQCIGATTLDEYRKYIEKDAALERRFQPIQVDQPSVDESIQILQGL 354
NTDB id 610 V4T04 RS10165 WP 012897346.1 IFIDELHTIIGAGGGMDSVNDAANILKPALARGDFQMVGATTYHEYQKYIEKDEALERRLARINVDEPSPDEAIAILQGL 368
NTDB id 193992 BFM96 RS01545 WP 068989472.1 LFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKITIDEPSVADSIRILKGL 381
NTDB id 287 SP RS11210 WP 001109712.1 LFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKVTIEEPSVADSMTILQGL 381
NTDB id 290 KZH43 RS10025 WP 001109677.1 LFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKVTIEEPSVADSMTILQGL 381
NTDB id 289 SPD RS10700 WP 001109677.1 LFIDELHTIMGSGSGIDSTLDAANILKPALARGTLRTVGATTQEEYQKHIEKDAALSRRFAKVTIEEPSVADSMTILQGL 381
NTDB id 377 SMU RS09275 WP 002262344.1 LFIDELHTIMGSGSGIDSTLDAANILKPALARGSLRTIGATTQEEYQKHIEKDAALSRRFAKVTIEEPSEEEAYQILLGL 385
NTDB id 329 STU RS10020 WP 011225298.1 LFIDELHTIIGSGSGIDSTLDAANILKPALARGTLHMVGATTQAEYQKHIEKDAALSRRFAKITIEEPSVSEAIDILNGL 388
NTDB id 297 STER RS00545 WP 011680614.1 LFIDELHTIIGSGSGIDSTLDAANILKPALARGTLHMVGATTQAEYQKHIEKDAALSRRFAKITIEEPSVSEAIDILNGL 388
consensus *!!!!*!***!*!*******!!*!!!!!*!!!!*****!!!!**!!***!!!!*!!*!!********!!***** !!*!*

logo

Q
K
R
D
K
P
E
S
A

R
K
T
S
F
Y
Q
E
T
A
K
D
H
YHKQHRVI

S
V
K
T
Q

F
Y
I
S
TDDQAEAI

V
K
M
E
S
A
TAAVMNTKGYALMS

A
D
N
V
HRYMILQSTGDSKRKFNHLPDKSAIDL ILDEAGSASAAKTMVKNRQGILVNLSTRKGLSIVAAFNKFNTHKKTVEQGPQADVDTPKMNKALRSDLPQDKDE I

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

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

NTDB id 378 SMU RS02690 WP 002263569.1 QPKYEDYHHVKYTDEAIEAAANLSNRYIQDRFLPDKAIDLLDEAGSKMNLTLNFVDPK..EIDHRLIEAENLKAQATRDE 383
NTDB id 85 BSU 00860 NP 387967.1 RDRYEAHHRVSITDDAIEAAVKLSDRYISDRFLPDKAIDLIDEAGSKVRLRSFTTPPNLKELEQKLDEVRKEKDAAVQSQ 434
NTDB id 610 V4T04 RS10165 WP 012897346.1 REKFEDYHQVKFTDQAIKSAVMLSVRYMTSRKLPDKAIDLLDEAAAAVKISVKNQQTKRLDLEKELAEAQEELSEAVIKL 448
NTDB id 193992 BFM96 RS01545 WP 068989472.1 RESYQAHHKVVISDEAIETAVTYAHRYLTSKHLPDSAIDLLDEAAATVQNKGAKQGDMSQ...SELT....ELDVAVMDQ 454
NTDB id 287 SP RS11210 WP 001109712.1 KATYEKHHRVQITDEAVETAVKMAHRYLTSRHLPDSAIDLLDEAAATVQNKAKH.VKADD...SDLS....PADKALMDG 453
NTDB id 290 KZH43 RS10025 WP 001109677.1 KATYEKHHRVQITDEAVETAVKMAHRYLTSRHLPDSAIDLLDEAAATVQNKAKH.VKADD...SDLS....PADKALMDG 453
NTDB id 289 SPD RS10700 WP 001109677.1 KATYEKHHRVQITDEAVETAVKMAHRYLTSRHLPDSAIDLLDEAAATVQNKAKH.VKADD...SDLS....PADKALMDG 453
NTDB id 377 SMU RS09275 WP 002262344.1 KKSYETYHHVIISDAAVMAAVKGAHRYLSGKNLPDSAIDLLDEASATVQGLVKKKA...P...AYLT....DLDHALITN 455
NTDB id 329 STU RS10020 WP 011225298.1 RSSYEDYHRVTITDAAVETAVKAAHRYLTSKNLPDSAIDLLDEASATVQVRIKKEA...K...REIT....PLDEALISG 458
NTDB id 297 STER RS00545 WP 011680614.1 RSSYEDYHRVTITDAAVETAVKAAHRYLTSKNLPDSAIDLLDEASATVQVRIKKED...K...REIT....PLDEALISG 458
consensus * *** *!*! **!*!***!*****!!**** !!!*!!!!*!!!********* *** *** !****



logo

E
Q
K
D
F
Y
I
W

Q
E
G
K
L
K
A
Q

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

F
K
Q
L
E
L
R
Y
I

D
A
K
Q
T
A
K
E
I
V

A
E
Q

R
K
I
L
Y

A
K
R

D
E
K
M
Q

I
Q
V

E
S
Y

A
D
K
N
E
F
K
L
T
Q
E

KKSWKS
E
K
K
L
A
P
V
D
L
Q
K
P

E
G
K
L
F

D
E
K
Q
P
V

E
F
N
Y
K
N
P
R
T
K

L
P
Q
S
A
D

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

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

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

D
I
ELKHSTKR I

V
V
IGQED

NTDB id 378 SMU RS02690 WP 002263569.1 DYEKAAYFRDQIAKYKEMQSA......KLDKENTPVITEKNIEVIVEQKTNIPVGELKEKEQSQLIHLADDLKTRVIGQD 457
NTDB id 85 BSU 00860 NP 387967.1 EFEKAASLRDTEQRLREQVEDTKKSWKEKQGQENSEVTVDDIAMVVSSWTGVPVSKIAQTETDKLLNMENILHSRVIGQD 514
NTDB id 610 V4T04 RS10165 WP 012897346.1 DIKASRTKEKAVEKIADKIYKF.....SVKEDKRQEVTDQAVVAVASTLTGVPITQMTKSESDRLINLEKELHKRVVGQE 523
NTDB id 193992 BFM96 RS01545 WP 068989472.1 QFKQVSRLLKK.........EL.....SPQ.PFTLKVEEADILTTLSRLSGIPVQKLSQTDAKKYLNLETELHKRIIGQD 519
NTDB id 287 SP RS11210 WP 001109712.1 KWKQAAQLIAK.........EE.....EVP.VYKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELHKRVIGQD 518
NTDB id 290 KZH43 RS10025 WP 001109677.1 KWKQAAQLIAK.........EE.....EVP.VYKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELHKRVIGQD 518
NTDB id 289 SPD RS10700 WP 001109677.1 KWKQAAQLIAK.........EE.....EVP.VYKDLVTESDILTTLSRLSGIPVQKLTQTDAKKYLNLEAELHKRVIGQD 518
NTDB id 377 SMU RS09275 WP 002262344.1 DYQLAKRLLKK.........EK.....KPLLKKRAEVKEEDILATLSKLSGIPVKKLTQADSKKYLNLERELHKRVIGQD 521
NTDB id 329 STU RS10020 WP 011225298.1 DIGAAVKQYKA.........NQ.....KAKFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELHKRVIGQD 524
NTDB id 297 STER RS00545 WP 011680614.1 DIGAAVKQYKA.........NQ.....KAKFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELHKRVIGQD 524
consensus *** ** **** * * * **** *** ********!* ************** *!**!**!!*

logo

A
D
Q
EAI

V
D
V
S
K
S
A
V
I
A
S
K
RAVIRRANRQAVSGVLIAGKRVDSTPSGHNRKRPMIGSF ILMFVLGPTGVGKTELSARKQALADIEELSVI

V
LFGDSDEEDSNSAMLLIR I

V
FDMSEFYMEKHFSAVTAASKRL IVNGSAPPGYV

NTDB id 378 SMU RS02690 WP 002263569.1 AAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSEDSMIRFDMSEYMEKHAVAKLVGAPPGYV 537
NTDB id 85 BSU 00860 NP 387967.1 EAVVAVAKAVRRARAGLKDPKRPIGSFIFLGPTGVGKTELARALAESIFGDEESMIRIDMSEYMEKHSTSRLVGSPPGYV 594
NTDB id 610 V4T04 RS10165 WP 012897346.1 EAISAVSRAIRRARSGVADSRRPMGSFMFLGPTGVGKTELAKALADSVFGSEDNMIRVDMSEFMEKHSTSRLIGAPPGYV 603
NTDB id 193992 BFM96 RS01545 WP 068989472.1 EAISAISRAIRRNQSGLKTSKRPIGSFMFLGPTGVGKTELAKALAELLFDDESALIRFDMSEYMEKFAASRLNGAPPGYV 599
NTDB id 287 SP RS11210 WP 001109712.1 QAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPGYV 598
NTDB id 290 KZH43 RS10025 WP 001109677.1 QAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPGYV 598
NTDB id 289 SPD RS10700 WP 001109677.1 QAVSSISRAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPGYV 598
NTDB id 377 SMU RS09275 WP 002262344.1 DAVSSISRAIRRNQSGIRVGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPGYV 601
NTDB id 329 STU RS10020 WP 011225298.1 EAVSAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGAPPGYV 604
NTDB id 297 STER RS00545 WP 011680614.1 EAVSAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGAPPGYV 604
consensus *!******!*!!***!*** *!!*!!!*!*!!!!!!!!!!***!!***!**!****!*!!!!*!!!*****!*!*!!!!!

logo GYDEEAGGQELTERKVRRNNKPYSLVI
V
LLLFDE I

VEKAHPDVIMFHNMIVFMLLQI
VLEDDGFRVVLTDGTSQRKGRTKVSDFKRSDNTLI LI IMTSNAVLGTAGSTEKSALKRRSDENDAKNYTVGFNG

NTDB id 378 SMU RS02690 WP 002263569.1 GYEEAGQLTEKVRRNPYSLILLDEVEKAHPDVMHMFLQVLDDGRLTDGQGRTVSFKDTIIIMTSNAGTGK..SEANVGFG 615
NTDB id 85 BSU 00860 NP 387967.1 GYDEGGQLTEKVRRKPYSVVLLDEIEKAHPDVFNILLQVLEDGRLTDSKGRTVDFRNTILIMTSNVGASELKRNKYVGFN 674
NTDB id 610 V4T04 RS10165 WP 012897346.1 GYDEGGQLTERVRNKPYSVVLLDEVEKAHPDVFNIMLQILDDGFVTDTKGRKVDFRNTIIIMTSNLGATALRDDKTVGFG 683
NTDB id 193992 BFM96 RS01545 WP 068989472.1 GYDEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTLIIMTSNLGATSLRDDKTVGFG 679
NTDB id 287 SP RS11210 WP 001109712.1 GYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFG 678
NTDB id 290 KZH43 RS10025 WP 001109677.1 GYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFG 678
NTDB id 289 SPD RS10700 WP 001109677.1 GYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFG 678
NTDB id 377 SMU RS09275 WP 002262344.1 GYEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFG 681
NTDB id 329 STU RS10020 WP 011225298.1 GYDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNVLLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFG 684
NTDB id 297 STER RS00545 WP 011680614.1 GYDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFG 684
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NTDB id 378 SMU RS02690 WP 002263569.1 ASREG.....RTNSVLGELGNFFSPEFMNRFDGIIEFQALSKDNLLQIVSLMLDDVNQRLAVNAIHLDVTDKVKEKLVDL 690
NTDB id 85 BSU 00860 NP 387967.1 VQDETQNHKDMKDKVMGELKRAFRPEFINRIDEIIVFHSLEKKHLTEIVSLMSDQLTKRLKEQDLSIELTDAAKAKVAEE 754
NTDB id 610 V4T04 RS10165 WP 012897346.1 AKNITADYSAMKSRILEELKRHYRPEFLNRIDENIVFHSLESQEIEQIVKIMSKSLIKRLAEQDIHVKLTPSAVKLIAEV 763
NTDB id 193992 BFM96 RS01545 WP 068989472.1 ARDVRFDHANMEKRMLEELKKAYRPEFINRIDEKVVFHSLSSEHMQEVVKVMVGPLIAALRDKHVELKFQPSALKWLAKE 759
NTDB id 287 SP RS11210 WP 001109712.1 AKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLTEKGIDLKLQASALKLLANQ 758
NTDB id 290 KZH43 RS10025 WP 001109677.1 AKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQ 758
NTDB id 289 SPD RS10700 WP 001109677.1 AKDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQ 758
NTDB id 377 SMU RS09275 WP 002262344.1 AKSFSQDYKAMESRILEELKKVYRPEFINRIDEKVVFHNLGQEDIRHIVKIMVAPLIAHLADQGITLKFQPSALKHLALA 761
NTDB id 329 STU RS10020 WP 011225298.1 AQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKD 764
NTDB id 297 STER RS00545 WP 011680614.1 AQTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKD 764
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NTDB id 378 SMU RS02690 WP 002263569.1 GYDPKMGARPLRRTIQEHIEDAITDFYLEHPEQKEL.KAIMTSNGKIVIKASNKVETVTKATSD 753
NTDB id 85 BSU 00860 NP 387967.1 GVDLEYGARPLRRAIQKHVEDRLSEELLRGNIHKGQHIVLDVEDGEFVVKTTAKTN........ 810
NTDB id 610 V4T04 RS10165 WP 012897346.1 GFDPEYGARPLRKALQKEVEDLLSEQLLSGEIKAGNHVSIGASNKKIKIAQIV........... 816
NTDB id 193992 BFM96 RS01545 WP 068989472.1 GYDPEMGARPLRRTLQTQVEDPLSELLLKGELGEGRSLKVGVKGDKLKFDIV............ 811
NTDB id 287 SP RS11210 WP 001109712.1 GYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSTLKIGVKAGQLKFDIA............ 810
NTDB id 290 KZH43 RS10025 WP 001109677.1 GYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA............ 810
NTDB id 289 SPD RS10700 WP 001109677.1 GYDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA............ 810
NTDB id 377 SMU RS09275 WP 002262344.1 GYDAEMGARPLRRTLQTEVEDKLAELILSGKLASGQTLKIGIQKEKLKFDIV............ 813
NTDB id 329 STU RS10020 WP 011225298.1 GYDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV............ 816
NTDB id 297 STER RS00545 WP 011680614.1 GYDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV............ 816
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