
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLNSDHPNHIVAR IRTDIGEEDGQ

NTDB id 40209 SOR RS07525 WP 000614524.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 146 SP RS08570 WP 000614538.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 216 SPD RS08205 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 182 SPR RS07820 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 257 KZH43 RS07655 WP 220041236.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIGEEDGQ 85
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIGEEDGQ 85
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!!!!*!!!!!!!!!!**!!*!!!!!!!!!!*!*!!*!!*!*!!!!!!!!

logo QFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNAQEDEVAI
VR IMKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPDGTAKVTDFGIAVAFAETSLTQTN

NTDB id 40209 SOR RS07525 WP 000614524.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 146 SP RS08570 WP 000614538.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 216 SPD RS08205 WP 000614552.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 182 SPR RS07820 WP 000614552.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 257 KZH43 RS07655 WP 220041236.1 QYLAMEYVAGLDLKRYTKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 384 SMU RS02325 WP 002263039.1 QFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
consensus !*!*!!!!*!*!!!*!***!*!!!!****!!!***!*!!*!!!**!!*!!!!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!

logo SMLGSVHYLSPEQARGSKATFIVQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIAENKRPSNSVPQALENVVI IRKATAKRKL
NTDB id 40209 SOR RS07525 WP 000614524.1 SMLGSVHYLSPEQARGSKATFQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIAENPSVPQALENVVIKATAKKL 255
NTDB id 146 SP RS08570 WP 000614538.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIAENPSVPQALENVIIKATAKKL 255
NTDB id 216 SPD RS08205 WP 000614552.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 182 SPR RS07820 WP 000614552.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 257 KZH43 RS07655 WP 220041236.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 384 SMU RS02325 WP 002263039.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVPQALENVVIKATAKRL 255
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVPQALENVVIRATAKKL 255
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!***!!!!!!!!!!!!!!!!!!!!!!!*!!!!**!!! *!!!!!!!!*!*!!!!*!

logo

E
S
T
D
NRYHNQRSTVLQSEML

S
Y
Q
R
VDLRVSTSSLHQSPYSNHRSRRNDEAPRSKVLVI FSDDEMATTSKADTKPTLPKLVDEPSPQAVSAPTASLANTSLIAEPAKAKQVAPSQLVAAKQAENTKEPRTHPSKENPQSDPTIPKAKVNDPHTSKQPQSAKPVAPRTKEKPTEAKTTPYPSQAPKQKPAAKPKKKRH

NTDB id 40209 SOR RS07525 WP 000614524.1 SDRYQSVSEMYVDLSTSLSYNRRNEPKLVFDDASKADTKTLPKVPQSTLTSIPKAPAQEERP.QPKKPTQPVAEPAPSPKPAKKR 339
NTDB id 146 SP RS08570 WP 000614538.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SIKNPSQAVTEETYQPQAPKKH 339
NTDB id 216 SPD RS08205 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SIKNPSQAVTEETYQPQAPKKH 339
NTDB id 182 SPR RS07820 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SIKNPSQAVTEETYQPQAPKKH 339
NTDB id 257 KZH43 RS07655 WP 220041236.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SIKNPSQAVTEETYQPQAPKKH 339
NTDB id 384 SMU RS02325 WP 002263039.1 TDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQDKVDHKSKPKTKPQPKPKKKR 338
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPTPAPSKQPRKKTTPAKKKKKK 338
consensus **!!*!**!!**!!**!!********!**!******!!!*!!!*******!*********** *******************!!*



logo

H
K
N
RFFLKSAMTRFLYFMLKI IVLFLFLAGISLLVAFL IGVVIA I

A
I
V
S
F
L
A
T
V
I
Y
W
L
I
V
L
F
L
S
T
R
K
N
TPDSANTVIPQSAVIPNDVSVAGDQEKTLVSATEAQKEMTAAIKTI

L
E
R
K
G
KSAKGNLFKEAVIGDEVEQKEKSTI

V
E
E
A
D
S
D
E
N
S
T
KVADGEATEGKRVIVIKRTNDPESTGAGSTKTGKRRKE

NTDB id 40209 SOR RS07525 WP 000614524.1 KFKARYMILLASLLL.VVASLVWILSRTPATIPIPDVAGQTVAEAKEALKKSKFEAGEEKSEASDTVAEGRVIRTDPEAGSGRKE 423
NTDB id 146 SP RS08570 WP 000614538.1 RFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRKE 423
NTDB id 216 SPD RS08205 WP 000614552.1 RFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRKE 423
NTDB id 182 SPR RS07820 WP 000614552.1 RFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRKE 423
NTDB id 257 KZH43 RS07655 WP 220041236.1 RFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRKE 423
NTDB id 384 SMU RS02325 WP 002263039.1 HFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQKIEDDNVGAGKVVRTNPSAGSKKRE 423
NTDB id 467 HSISS4 RS06915 WP 021143821.1 NFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVKEVEDDSVDTGKVIKTDPTAGTTRKE 423
consensus *!**********!** ************!*****!*!*!*****!***********!*********!**!****!*!*!!****!

logo GSTSKVIDNI
V
L
F
I
Y
VVASSGASKKQGSFAKQMLI EKSDNYKTVGKQRDNKYSTKSDAVVIDEADNELTKNSENKFYKGVSPREDDNQSL IKI EEEESNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKA

NTDB id 40209 SOR RS07525 WP 000614524.1 GTKVNLIVSSGKQSFQLSNYVGRKYTDVVAELKEKK.VPENL........................................... 464
NTDB id 146 SP RS08570 WP 000614538.1 GTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKA 507
NTDB id 216 SPD RS08205 WP 000614552.1 GTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKA 507
NTDB id 182 SPR RS07820 WP 000614552.1 GTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKA 507
NTDB id 257 KZH43 RS07655 WP 220041236.1 GTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKA 507
NTDB id 384 SMU RS02325 WP 002263039.1 GSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDS........................................... 464
NTDB id 467 HSISS4 RS06915 WP 021143821.1 GSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQ........................................... 465
consensus !******!*!****!****!*!****!****!**** !***********************************************

logo

TTIQLGNYIGRNSTEVI SELKQKKVPENL IDVKLMIKQEHEVESEDSDSDSEAYSSEEGPGETVI ILMGRSKQTSPAKGKPSANGSKTSTFYHNDLPVKSDSKADSPKTAKTQKIKTVFLKRTVAKTKPVKVTI
K
SVSTAMPDNSLVYKTINGLSTS

NTDB id 40209 SOR RS07525 WP 000614524.1 .............................IKMEEEESSESEPGTVLRQTPASGSTYDLSKATT.ITLTVAKKVTSVSMPNYIGSS 519
NTDB id 146 SP RS08570 WP 000614538.1 TTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPGAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSS 591
NTDB id 216 SPD RS08205 WP 000614552.1 TTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPGAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSS 591
NTDB id 182 SPR RS07820 WP 000614552.1 TTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPGAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSS 591
NTDB id 257 KZH43 RS07655 WP 220041236.1 TTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPGAGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSS 591
NTDB id 384 SMU RS02325 WP 002263039.1 .............................IVLKEVSSDDYSGGTVIGQSPKPGKTYHPSSDKK.ITLKV....VKVTMPNLKNST 515
NTDB id 467 HSISS4 RS06915 WP 021143821.1 .............................IDIQHVEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFRVA.TPKIVTMPDVTGLT 520
consensus *****************************!************!****!*!************* !***!******!*!!******

logo

V
Y
L
S
E
E
T
F
A
T
V
K
Q
S
N
T
NLNTIQARIKMVNGVI SKSESARSNIKEAYVHYVDEYVDNSTATGSADKYLSDSEKTI

A
K
S
P
E
I
S
A
P
G
T
S
A
S
V
S
T
E
E
S
G
L
T
M
I
V
L
V
G
S
Y
EQ

D
T
SPQYRYAGNELTKAVGSDTLASNVSKDNTDGRDITVI

V
K
L
I SLIYVKSPTVKASTGPTAGPSSAHSTSPGLSQSNSPSASQRGNQG

NTDB id 40209 SOR RS07525 WP 000614524.1 LEFTKNNLTQIVGVKEANIEVVEVS......TAPEGTAEGTVVSQTPRAGELVDLASTRIKLSIYKPKTPPSTSSSNPAQRGNQG 598
NTDB id 146 SP RS08570 WP 000614538.1 LEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSAEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP........... 659
NTDB id 216 SPD RS08205 WP 000614552.1 LEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP........... 659
NTDB id 182 SPR RS07820 WP 000614552.1 LEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP........... 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 LEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP........... 659
NTDB id 384 SMU RS02325 WP 002263039.1 YEEAVSTLT.AMGISSSRIKAY..DASDYSSEISSPSSSSLVVGQSPYYGNTVSLSSNDDII.LYVSTSGGSHSGSSSS...... 590
NTDB id 467 HSISS4 RS06915 WP 021143821.1 VSTAVQTLN.RKNISSSSIEYHDYNTGAKLDKAKIPSSTE.ILYQDPQ....AGTSVDGTVI.LYVSVATASSSLQSSS...... 592
consensus *******!**********!****** ****** ******!*!*****************!*********



logo

SPES
T

SPNQGNQQ
S
G
S
T

T
N
H
Q
S

E
Q
S

S
G
N
S
TTPSSESASSSTDSSTSTSASTETTNSSTEAGSTHETESLSQRD

NTDB id 40209 SOR RS07525 WP 000614524.1 SPTSPNQGNQQGNQQGNTPSSSSS.........NSEGTHESSRD 633
NTDB id 146 SP RS08570 WP 000614538.1 ............................................ 659
NTDB id 216 SPD RS08205 WP 000614552.1 ............................................ 659
NTDB id 182 SPR RS07820 WP 000614552.1 ............................................ 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 ............................................ 659
NTDB id 384 SMU RS02325 WP 002263039.1 ..E.......SSNSEGTTSSEASTDSSSSATTT....SH..... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ..S.......STTHSSST..SSSTDSTTSSTETSTEATHTELQ. 624
consensus

X non conserved

X similar

X ≥ 50% conserved


