
logo MEGAI EQFLAVGRSGSGKTKTAL I ILENES IKQDEEQLRLRADPFLGKPP I I FLVPDQMTFLMEYELAKTPSDEAMGGMIRAKQVFSFSTRLAWRS IVLQHQTCG
NTDB id 985957 MHH61 RS14175 WP 125586547.1 MEIQFLAGRSGSGKTTAILEEIKEQLRLDPLGPPIIFLVPDQMTFLMEYELAKTSEAGGMIRAKVFSFTRLAWSILQQTC 80
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTG 80
consensus ! !! !!!!!!!! !* ! * !! ! !*!!!!!!!!!!!!!!!!!!!!!** !!!!!! !!!!*!!!! *!!*!*

logo GAMNSRPQFLVTSTGI
VQMLLRKLVI EEEHKEQEKFKVFYKQKASDKPSGFTVAEQI

VEKRMTLMATEFKRYCLMELPEDI ERKR I
M
A
S
E
LSGSMTAHSEYRTEGERRVALASE

NTDB id 985957 MHH61 RS14175 WP 125586547.1 GANRQFVTSTGIQMLLRKVIEEEKEKFKVFKKASDKPGFVEQIEKTMAEFKRYCMLPEDIEKISLSSMHSEYTEERRAAE 160
NTDB id 120 BSU 10620 NP 388943.2 GMSRPFLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSE 160
consensus ! !*!*!!!!*!!!!!!*!!!*! !!!* !!!!!*!! !*!* * !!!!!!* !!!! ** ! *!!! !! !

logo KLHDLHS IVLYQQMEKQHSLAQDEQYLVHSEDYLTLLATEQHQIPLASEDE IKGAHIY I
VDGFYQFTPQEQFLLRVI

LEQLLML
VHAEHKITAFASFLTAVDKRPS

NTDB id 985957 MHH61 RS14175 WP 125586547.1 KLHDLHVLYQQMEQHLQDEYVHSEDYLTLLTQQIPLSEEIKGAHIYIDGFYQFTPQQLLVIEQLLLHAEKITAAFTVDRS 240
NTDB id 120 BSU 10620 NP 388943.2 KLHDLSILYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKP 240
consensus !!!!!**!!!!!! *! ! !*!!!!!!!!! *!!! !*!!!!!!!*!!!!!!!!! !*!!!**!!!*!! ! !**

logo

S
Y
H
Y
D
E
K
R
E
QPHNELDELFRMTGKTYFYQRLHYQKLAKRECLGNALADI STEYHKEI LESGNTENRHLTHKTPDELAHYLEARQYEAQRPAVI

QPYAQEKVQTEPAHLTVMSKQASANSKR
NTDB id 985957 MHH61 RS14175 WP 125586547.1 YHDKQPNELDLFRMTGKTYFQLYQLARECGAAISEHILEGNNRHLHTPDLAYLERQYEQRPVQPYQEVTPHLTVSKSASK 320
NTDB id 120 BSU 10620 NP 388943.2 SYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANR 320
consensus *** !*!!*!!!!!!!!!* !*! !*!* !* * ! ! !! *!!*!!*!! !!! !! !! ! **!!! ! *

logo RAE I
LEGAIARE IHLAHLVREEKGLYRLYKRDI

V
A
S I LVARHQPVDEDYKDMTLVKEVFARDYDE IPFYF IDGKNAESML

Q
N
YHPL I EFL IRSSLDVI

LKGNWRY
NTDB id 985957 MHH61 RS14175 WP 125586547.1 RAEIEGAAREILHLVREEGLRLRDISIVARHVDDYKDTLKEVFRDYDIPFFIDGNESMQYHPLIELIRSSLDVIKGNWRY 400
NTDB id 120 BSU 10620 NP 388943.2 RAELEGIAREIHALVREKGYRYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRY 400
consensus !!!*!! !!!!**!!!! ! ! *!* !*!!***!!!! *!!!! !!*!!*!!!! !! !!!!! !!!!!!!*!!!!!!

logo EAVFRCVKTEFLLFPLENELAPKANKAVREQAVDQLENYC IAYGI
VKGDERWTKNGDSRFHQYRRFQVSLDDEDFAGQTDQE I EMENQMLNDTVKRDEW

NTDB id 985957 MHH61 RS14175 WP 125586547.1 EAVFRCVKTEFLFPLELAKNKAREQADQLENYCIAYGVKGERWTNGSRFHYRRFQSLDEDFGQTDQEIEMEQMLNDVKEW 480
NTDB id 120 BSU 10620 NP 388943.2 EAVFRCVKTELLFPLNEPKAKVREQVDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDW 480
consensus !!!!!!!!!! !!!! *! ! !!! !!!!!!!!!!!*!!*!!! ! !!*!!!! !!!*!!*!!!!!!!!!*!!!! **!

logo IAVPPLFQLQKRLMKKAKQKTVKQDEKMAVEALVYRVFYLEE I
T
D
QVPELKLDEKQAERLQERAEDEADGR I

L
A
I EAMQQHGQQAVWDAVIQLLMDEEFVEML

MGDEDEE I
L

NTDB id 985957 MHH61 RS14175 WP 125586547.1 IAPPLFQLQKRLKKAQKVKDMVEAVYVFLEEIQVPEKLEKARLEAEEAGRLAEAMQHGQVWDAVIQLMDEFVEMLGEEEL 560
NTDB id 120 BSU 10620 NP 388943.2 IVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEI 560
consensus ! !!!!!!!!!*!!! ! * !!*! *!!! !! !!* ! !!* !!* !! !! ! !!!!!!!**!!!!!*!**!*



logo SFLDPLFQQMI
M
D
E
A
TGALAESLKTFASL IPPASLDQVF IVGNSMDLSRMYGQTVKSCMTF IV I

LGAVNDGVI
LPARPDSDEENGSVLSDEDDREWLKRTAIGAVELAS

NTDB id 985957 MHH61 RS14175 WP 125586547.1 SFPLFQQMMDTGLASLKFALIPPSLDQVFIGSMDLSRMYQVKCMFIIGVNDGVIPARPSDESVLSEDDREWLKRAGAELA 640
NTDB id 120 BSU 10620 NP 388943.2 SLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELS 640
consensus ! *!!!!!** ! !! ! !!!! !!!!!*! !!!!!!! ! !**! !!!!*!!!! * !!!*!!!!!!! ! !!

logo

E
S
G
TGKRERLLDEHQFL IYMQAFLSSPSDHHRLYLVSYPS IVASDAEEGKRSTLLPSMTI

L
I
VKRYCLEQELFMPHNHKQEHARLLYTVLNDEPEQLVDSDEEQLKMF

YVAVNEKHS
NTDB id 985957 MHH61 RS14175 WP 125586547.1 ETGKERLLDEQFLIYQALSSPSHHLYLSYSVSDEEGRSLLPSTLIKYCQELMPNHQHALYVLDPEQLDDEEQLKFVANEH 720
NTDB id 120 BSU 10620 NP 388943.2 SGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKS 720
consensus !*!!!!!!*!!!! ! !!!!**!!*!!** ! !!**!!!! **! * !! !*! * ! *!!!* !!!!! *! ! *

logo VASLQSFYTAVSQLQRLQWLTNREQYDP I SDGVWWSTVYNVYLMS
T
E
S
Q
S
D
HRDLQVSKKNI

L
F
LSSLFFRTNERAVKHQLEKPRNSVSTKREQLYGDEHR IQGSVSRMEKTFNA

NTDB id 985957 MHH61 RS14175 WP 125586547.1 VSLSYTVSQLQQWLNQYPISGVWWSVYNYLMTSSHRDVSKNILSSLFFTNRAKHLKPNVTKELYGDHIQGSVSRMEKFNA 800
NTDB id 120 BSU 10620 NP 388943.2 VAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSSLFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNA 800
consensus ! !*! !!! ! !*!! !!!! !! !!* *! !! * !!!!! ! !*! * !** !!!**!!!!!!!!! !!!

logo CAPFSHFASHGLHKLKDERQFFYKLEAPDIGQLFHSASLKHL I SDRTLRVEQKKLDWKRDNLTKEDQCEVLTFYSRYDHAI
VEQRLAPKRLQKE I LLSSN

NTDB id 985957 MHH61 RS14175 WP 125586547.1 CAFSHFASHGLKLKDRQFYKLEAPDIGQLFHSALKHISDTLVEQKKDWKNLTKEDCVTYSRHAIEQLAPRLQKEILLSSN 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 985957 MHH61 RS14175 WP 125586547.1 RHAYIKEKLQKILIRVSSILSEHAKVSGFSPVGLELGFGGQGPLPPFTFQLKNGCTMELVGRIDRVDKAEGSKGLLLRIV 960
NTDB id 120 BSU 10620 NP 388943.2 RHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGCTMELVGRIDRVDKAESSKGLLLRIV 960
consensus !! !*!!!!!!!* !!! !!!!!!! !!! !*!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!

logo DYKSSDEKGLDLAEVYYGLALQMLTYLDLSTITHYSAKDEWLGMVERATPAGI
VLYFHIHDPLMIQASNP I

LPLAGELDE I EQE I FKKFKMKGL
NTDB id 985957 MHH61 RS14175 WP 125586547.1 DYKSSEKGLDLAEVYYGLALQMLTYLDLTITYSKEWLGVEATPAGILYFHIHDPLIQAPIPLAEDEIEQEIFKKFKMKGL 1040
NTDB id 120 BSU 10620 NP 388943.2 DYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNLPLGLDEIEQEIFKKFKMKGL 1040
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!*!!*! *!!!* !!!!!*!!!!!!!!*!! **!!* !!!!!!!!!!!!!!!!

logo LLEGDQVEAVVKRLMDQTTLEQESGRSNQI
V INQAGLKKDGSFLRSDSAAVLVGSEDKEHFDHI

LLTKQHVRRTFEQEAVGEQR ITDNGERVAS I ENPYKLMKDNKQTP
NTDB id 985957 MHH61 RS14175 WP 125586547.1 LLEDVEAVKLMDQTLESGRSQVIQAGLKKDGSFRSDSAVLSEDHFHILTQHVRRTFEEVGERITNGEVAINPYKLKDQTP 1120
NTDB id 120 BSU 10620 NP 388943.2 LLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITDGRVSIEPYKMKNKTP 1120
consensus !! ! ! !*!!! !! !!!**!*!!!!!!!! !!!!! * ! *!**!! !!!!!! ! !! !! ! ! ! !!!*! !!



logo CRTFYCASFKS IVCQFDES ILEDENEFYRPVLKSASEKDDKTVI
V
I
L
D
E
R
WIKKEAGDGQNYAEHNSTKTE

NTDB id 985957 MHH61 RS14175 WP 125586547.1 CRFCSFKSICQFDESIEDNEFRVLSSEKDDVVIDRIKKEGDQYANTKTE 1169
NTDB id 120 BSU 10620 NP 388943.2 CTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS... 1166
consensus ! *! !!!*!!!!!!*!*!!*!*! !!! *** !!!!*! *****

X non conserved

X similar

X ≥ 50% conserved


