
logo MEGAI EQFLAVGRSGSGKTKTAL I ILKNES IKQDEEQLRLRADPFLGKPP I I FLVPDQMTFLMEYELAKTPSDEAMGGMIRAKQVFSFSTRLAWRS IVLQHQTG
NTDB id 292641 DKE43 RS01495 WP 106031475.1 MEIQFLAGRSGSGKTTAILKEIKEQLRLDPLGPPIIFLVPDQMTFLMEYELAKTSEAGGMIRAKVFSFTRLAWSILQQTG 80
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTG 80
consensus ! !! !!!!!!!! !* ! * !! ! !*!!!!!!!!!!!!!!!!!!!!!** !!!!!! !!!!*!!!! *!!*!!

logo GAMNSRPQFLVTSTGI
VQMLLRKLVI EEHQKEQEKFKVFYKQKASDKPSGFTVAEQI

VEKRMTLMATEFKRYCLMELPEDI ERKR I
M
A
S
E
MSGSMTAYSEYRTEGERRVALASE

NTDB id 292641 DKE43 RS01495 WP 106031475.1 GANRQFVTSTGIQMLLRKVIEEQKEKFKVFKKASDKPGFVEQIEKTMAEFKRYCMLPEDIEKISMSSMYSEYTEERRAAE 160
NTDB id 120 BSU 10620 NP 388943.2 GMSRPFLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSE 160
consensus ! !*!*!!!!*!!!!!!*!!!*! !!!* !!!!!*!! !*!* * !!!!!!* !!!! ** ! !!! !! !

logo KLHDLHS IVLYQQMEKQHSLAQDEQYLVHSEDYLTLLATEQHQIPLSASEDE IKGAHIY I
VDGFYQFTPQEQFLLRVI

LEQLLML
VHAAEHKITAFASFLTAVDKRPS

NTDB id 292641 DKE43 RS01495 WP 106031475.1 KLHDLHVLYQQMEQHLQDEYVHSEDYLTLLTQQIPSSEEIKGAHIYIDGFYQFTPQQLLVIEQLLLHAAKITAAFTVDRS 240
NTDB id 120 BSU 10620 NP 388943.2 KLHDLSILYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKP 240
consensus !!!!!**!!!!!! *! ! !*!!!!!!!!! *!! !*!!!!!!!*!!!!!!!!! !*!!!**!! *!! ! !**

logo

S
Y
H
Y
D
EREQPHNELDELFRMTGKTYFYQRLHYQKLAKRECLGNALDI STEYKNEVLESGRNTEKRHI

T
K
YTPDELAHYLEAHQYEAQRPAVI

QPYAQEKNQTEPAHLTVMSKQASANKR
NTDB id 292641 DKE43 RS01495 WP 106031475.1 YHDRQPNELDLFRMTGKTYFQLYQLARECGADISENVLERNKRHIYTPDLAYLEHQYEQRPVQPYQENTPHLTVSKSANK 320
NTDB id 120 BSU 10620 NP 388943.2 SYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANR 320
consensus **! !*!!*!!!!!!!!!* !*! !*!* !!* ! !! !!*!!*!!*!!! !! !! ! **!!! !!*

logo RAE I
LEGI

VARDE IHLADLVREKGLYRLYKRDI
V
A
S I LVARHQPVDEDYKDMTLVKEVFARDCYDE IPFYF IDGKNAESML

Q
N
YHPL I EFL IRSSLDVI

LKGNWRY
NTDB id 292641 DKE43 RS01495 WP 106031475.1 RAEIEGVARDILDLVREKGLRLRDISIVARHVDDYKDTLKEVFRDCDIPFFIDGNESMQYHPLIELIRSSLDVIKGNWRY 400
NTDB id 120 BSU 10620 NP 388943.2 RAELEGIAREIHALVREKGYRYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRY 400
consensus !!!*!!*!!*!* !!!!!! ! *!* !*!!***!!!! *!!!! !**!!*!!!! !! !!!!! !!!!!!!*!!!!!!

logo EAVFRCVKTEFLLFPLENELAPKANKAVREQAVDQLENYC IAYGI
VKGDERWTKNGDSRFHQYRRFQVSLDDEDFAGQTDQE I EMENQMLNDTVKRDEW

NTDB id 292641 DKE43 RS01495 WP 106031475.1 EAVFRCVKTEFLFPLELAKNKAREQADQLENYCIAYGVKGERWTNGSRFHYRRFQSLDEDFGQTDQEIEMEQMLNDVKEW 480
NTDB id 120 BSU 10620 NP 388943.2 EAVFRCVKTELLFPLNEPKAKVREQVDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDW 480
consensus !!!!!!!!!! !!!! *! ! !!! !!!!!!!!!!!*!!*!!! ! !!*!!!! !!!*!!*!!!!!!!!!*!!!! **!

logo IVPPLFYQLQKRLMKKAKQKTVQRDEKMAVEALVYRVFYLEE I
T
D
QVPDLKLDEKQAERLQERAEDEADGR I

L
A
I EAMQQHGQQAVWDAVIQLLMDEEFVEML

MGDEDEE I
L

NTDB id 292641 DKE43 RS01495 WP 106031475.1 IVPPLYQLQKRLKKAQKVRDMVEAVYVFLEEIQVPDKLEKARLEAEEAGRLAEAMQHGQVWDAVIQLMDEFVEMLGEEEL 560
NTDB id 120 BSU 10620 NP 388943.2 IVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEI 560
consensus !!!!!*!!!!!*!!! ! * !!*! *!!! !! !!* ! !!* !!* !! !! ! !!!!!!!**!!!!!*!**!*



logo SFLDPLFQQMI
M
D
E
A
TGALAESLKTFASL IPPASLDQVF IVGNSMDLSRMYGQTVKSCTF IVLVGAVNDGVI

LPARPDSDEENGSVLSDEDDREWLKRTAIGAVELAS
NTDB id 292641 DKE43 RS01495 WP 106031475.1 SFPLFQQMMDTGLASLKFALIPPSLDQVFIGSMDLSRMYQVKCTFIVGVNDGVIPARPSDESVLSEDDREWLKRAGAELA 640
NTDB id 120 BSU 10620 NP 388943.2 SLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELS 640
consensus ! *!!!!!** ! !! ! !!!! !!!!!*! !!!!!!! !!!**! !!!!*!!!! * !!!*!!!!!!! ! !!

logo

E
S
G
TGKRERLLDEHQFL IYMQAFLSSPSDRHRLYLVSYPSAIADAEGKRSTLLPSMTI

L
I
VKRYCLEQELFMPHNHKQEQARLLYTVLNDEPEQLVDSDEEQLKMF

YVAVNEKHS
NTDB id 292641 DKE43 RS01495 WP 106031475.1 ETGKERLLDEQFLIYQALSSPSRHLYLSYSAADAEGRSLLPSTLIKYCQELMPNHQQALYVLDPEQLDDEEQLKFVANEH 720
NTDB id 120 BSU 10620 NP 388943.2 SGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKS 720
consensus !*!!!!!!*!!!! ! !!!! *!!*!!* !!!!!**!!!! **! * !! !*! ! *!!!* !!!!! *! ! *

logo VASLQSFYTAVSQLQRLQWLTNREQYDP I SDGVWWSTVYNVYLMS
T
E
S
P
Q
D
HRDLQVSKKNI

L
F
MSSLFFRTNERAVKPQLEKPRNSVSTKREQLYGDEHR IQGSVSRMEKTFNA

NTDB id 292641 DKE43 RS01495 WP 106031475.1 VSLSYTVSQLQQWLNQYPISGVWWSVYNYLMTSPHRDVSKNIMSSLFFTNRAKPLKPNVTKELYGDHIQGSVSRMEKFNA 800
NTDB id 120 BSU 10620 NP 388943.2 VAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSSLFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNA 800
consensus ! !*! !!! ! !*!! !!!! !! !!* **! !! * !!!!! ! !*! * !** !!!**!!!!!!!!! !!!

logo CAPFSHFASHGLHKLKDERQFFYKLEAPDIGQLFHSASLKHL I SDRTLRVEQKKLDWKRDNLTKEDQCEVLTFYSKYDHAI
VEQRLAPKRLQKE I LLSSN

NTDB id 292641 DKE43 RS01495 WP 106031475.1 CAFSHFASHGLKLKDRQFYKLEAPDIGQLFHSALKHISDTLVEQKKDWKNLTKEDCVTYSKHAIEQLAPRLQKEILLSSN 880
NTDB id 120 BSU 10620 NP 388943.2 CPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRDLTKEQCELFSYDAVERLAPKLQKEILLSSN 880
consensus !*!!!!!!!!!*!!*!!!*!!!!!!!!!!!!! !!*!!! ! !!! !!* !!!! ! *! *!*! !!!*!!!!!!!!!!

logo RHAYYI
VKEKLQKI LV I

TRVSGS I LSEHAKAVSGFSVP I
VGLELGFGGKQGPLPPFLTFQLKNGCTMELVGR IDRVDKAEGSSKGLLLR IV

NTDB id 292641 DKE43 RS01495 WP 106031475.1 RHAYIKEKLQKILIRVSSILSEHAKVSGFSPVGLELGFGGQGPLPPFTFQLKNGCTMELVGRIDRVDKAEGSKGLLLRIV 960
NTDB id 120 BSU 10620 NP 388943.2 RHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGCTMELVGRIDRVDKAESSKGLLLRIV 960
consensus !! !*!!!!!!!* !!! !!!!!!! !!! !*!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!

logo DYKSSDEKGLDLAEVYYGLALQMLTYLDLSTITHYSAKDEWLGMVERATPAGI
VLYFHIHDPLMIQASNP I

LPLAGELDDE I EQE I FKKFKMKGL
NTDB id 292641 DKE43 RS01495 WP 106031475.1 DYKSSEKGLDLAEVYYGLALQMLTYLDLTITYSKEWLGVEATPAGILYFHIHDPLIQAPIPLAEDDIEQEIFKKFKMKGL 1040
NTDB id 120 BSU 10620 NP 388943.2 DYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNLPLGLDEIEQEIFKKFKMKGL 1040
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!*!!*! *!!!* !!!!!*!!!!!!!!*!! **!!* !*!!!!!!!!!!!!!!

logo LLEGDQVEAVVKRLMDQTTLDQESGRSNQI
V INQAGLKKDGSFLRSDSAAVLVGSEDKEHFDHI

LLTKQHVRRTFEQEAGEQR ITDNGERVAS I ENPYKLMKDNKQTP
NTDB id 292641 DKE43 RS01495 WP 106031475.1 LLEDVEAVKLMDQTLDSGRSQVIQAGLKKDGSFRSDSAVLSEDHFHILTQHVRRTFEEAGERITNGEVAINPYKLKDQTP 1120
NTDB id 120 BSU 10620 NP 388943.2 LLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITDGRVSIEPYKMKNKTP 1120
consensus !! ! ! !*!!! !! !!!**!*!!!!!!!! !!!!! * ! *!**!! !!!!!! !!!! !! ! ! ! !!!*! !!



logo CRTFYCASFKS IVCQFDES ILEDENDEFYRPVLKTASEKDDKTVI
V
I
L
D
E
R
WIKKEAGDGQNYAEHNSTKTE

NTDB id 292641 DKE43 RS01495 WP 106031475.1 CRFCSFKSICQFDESIEDNDFRVLTSEKDDVVIDRIKKEGDQYANTKTE 1169
NTDB id 120 BSU 10620 NP 388943.2 CTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS... 1166
consensus ! *! !!!*!!!!!!*!*!**!*! !!! *** !!!!*! *****

X non conserved

X similar

X ≥ 50% conserved


