
logo MGAVEFLVGRSGSGKTKRL I IDNS IQDEELRRAEPFGKP I I FLVPDQMTFLMEYELAKTPDI
MGGMIRAQVFSFSRLAWRVLQHTGGMNSRP

NTDB id 45231 LL3 RS05560 WP 014471677.1 MGVEFLVGRSGSGKTRLIIDSIQEELRREPFGKPIIFLVPDQMTFLMEYELAKTPDIGGMIRAQVFSFSRLAWRVLQHTGGMNRP 85
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTGGMSRP 85
consensus !! !!!!!!!!!!!!*!!! !!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!

logo FLVTSTTGVQMLLRKL I EEHKHQDEFKVYQKASDKSTGFTAEQVERMLTEFKRYC I
LEPEDI

VRRMAESGTASEYRGERMVLSEKLHDLGS I LYQ
NTDB id 45231 LL3 RS05560 WP 014471677.1 FVTTTGVQMLLRKLIEEHKHDFKVYQKASDKTGFTEQVERMLTEFKRYCIEPEDVRRMAESGTASEYRGERMLSEKLHDLGILYQ 170
NTDB id 120 BSU 10620 NP 388943.2 FLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSEKLHDLSILYQ 170
consensus !*!*!!!!!!!!!!!!!!!**!!!!!!!!!!*!!! !!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!*!!!!!!!! !!!!

logo QMEKRSLADGHQYLHSEDYLTLLAEQHQIPLADEDVIKGAHR I
VYVDGFYQFTPQEFLRVLEQL IMMVHAEHI

VTFSLTADKSPSAYEQRAEPDHELDELFRMT
NTDB id 45231 LL3 RS05560 WP 014471677.1 QMERSLAGHYLHSEDYLTLLAQQIPLADVIKGARVYVDGFYQFTPQELRVLEQLIMHAEHVTFSLTADSPSAEQAPDELDLFRMT 255
NTDB id 120 BSU 10620 NP 388943.2 QMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKPSYEREPHELELFRMT 255
consensus !!!*!!! *!!!!!!!!!!!! *!!!!* !!!!**!!!!!!!!!!!! !!!!!!**!!!!*!!!!!!! !! ! !*!!*!!!!!

logo GKSTYYKRLHYQKTAKELNALDI STCYKELHSGTEKRHQTHKTVPELACHI
LEASQYDEAVRPAAIPVYATEGGKQEAFLTVI

MQAAQNRRAELEGIARE IHQASLVRDEKRGY
NTDB id 45231 LL3 RS05560 WP 014471677.1 GSTYYKLYQTAKELNADISCKELHGTKRHQHVPELACIESQYDVRPAAVYTGGQEAFTVIQAQNRRAELEGIAREIQSLVRDRGY 340
NTDB id 120 BSU 10620 NP 388943.2 GKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANRRAELEGIAREIHALVREKGY 340
consensus ! !!!*!*! !!!!! !!**!!!*!! !! * !!!! *! !!* !!! *! !!! !!*!! !!!!!!!!!!!!!* !!!**!!

logo RYKRDMVAI LAIRQPEDYKDLML
VKEVFADYEGI

LPYF IDGKASML
Q
H
NHPL I EF IRSSLDVLVKGNWRYEAVFRCAVKTELLFPLDNEQPEKAQKI

VREQ
NTDB id 45231 LL3 RS05560 WP 014471677.1 RYRDMAILIRQPEDYKDLLKEVFADYGLPYFIDGKASMQHHPLIEFIRSSLDVVKGNWRYEAVFRCAKTELLFPLDQPEQKIREQ 425
NTDB id 120 BSU 10620 NP 388943.2 RYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRYEAVFRCVKTELLFPLNEPKAKVREQ 425
consensus !!*!*!!! !!!!!!!!**!!!!!!! *!!!!!!!!!! *!!!!!!!!!!!!!*!!!!!!!!!!!! !!!!!!!! ! !*!!!

logo VDQLENYC IAYGIKGDERWTKNGDERFQVYRRFVSLDDEDFAQTDQE I EMEHNMLNDETRDEWI
M
A
V
E
PPLFIQRLQKNRLMKKAKTVQESKMAEALYLRFYLE

NTDB id 45231 LL3 RS05560 WP 014471677.1 VDQLENYCIAYGIKGERWTNGERFVYRRFVSLDEDFAQTDQEIEMEHMLNETREWMAEPLIRLQNRLKKAKTVQSMAEALYLFLE 510
NTDB id 120 BSU 10620 NP 388943.2 VDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDWIVPPLFQLQKRMKKAKTVQEKAEALYRYLE 510
consensus !!!!!!!!!!!!!!!*!!! !*!! !!!!!!!!*!!!!!!!!!!!!*!!!*!!*!* *!! !! !*!!!!!!! !!!!! *!!

logo

D
ETDVPLKLDQREKRQQRAEDEADGNRI

MI EAQQHGQQAWDAVIQLLEEFTVEGMMGDEDE I
MSLADLFQQMI

LEATGATESLHTFSL IPPALDQVFVGNMDL
NTDB id 45231 LL3 RS05560 WP 014471677.1 DTDVPLKLDRKRQQAEEAGNMIEAQQHGQAWDAVIQLLEEFTGMMGEDEMSLALFQQMLETGTESLHFSLIPPALDQVFVGNMDL 595
NTDB id 120 BSU 10620 NP 388943.2 ETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEISLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDL 595
consensus *!!!!!!!! !! !!* ! *!!!!!! !!!!!!!!!!!!! !!!*!!*!! !!!!!*! ! !!!*!!!!!!!!!!!!!!!!!!



logo SRMYGTSCTFVI
LGANDGVLPARPDENGVLSDDDREWLKATI

VGVELSSAGGRERLLDEHFL IYMAFLSSPSDRLYVSTYP IADAEGKTLL
NTDB id 45231 LL3 RS05560 WP 014471677.1 SRMYGTSCTFVIGANDGVLPARPDENGVLSDDDREWLKAVGVELSSAGRERLLDEHFLIYMALSSPSDRLYVTYPIADAEGKTLL 680
NTDB id 120 BSU 10620 NP 388943.2 SRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELSSGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLL 680
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!!*!!!!!!!!!!!!!!! !!!!!!!!!*!!!!!!!!!!!!

logo PS IMI
VVKNRLEGELFPDHHKQEKRLLSATANDEPEQVSDEEEQLMQYLVVNKQSVAQSTFYTASQLRLWTREYDE I SDVWWSATYNVLMKSEPQDHRELQRASKKLFSS

NTDB id 45231 LL3 RS05560 WP 014471677.1 PSIVVNRLGELFPDHQEKLSAADPEQVSEEEQLQYLVNKQVAQTYTASQLRLWTREYEISDVWWSAYNVLMKEPDHERAKKLFSS 765
NTDB id 120 BSU 10620 NP 388943.2 PSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKSVAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSS 765
consensus !!**! !! !!!!*! !*! *!!!!!*!!!! !*!!! !!!**!!!!!!!!!!!!*!!!!!!! !!!!! !*!* !!!!!!

logo LFFRNEAVKQRLDERPSVSRQLYGEHR IKQGSVSRMEATFNACPQFSHFASHGLHQLKERQFFKLEAPDIGQLFHSSLKL I SDRLREQKLDEWRD
NTDB id 45231 LL3 RS05560 WP 014471677.1 LFFRNEAKRLDRPVSRQLYGEHIKGSVSRMEAFNACQFSHFASHGLQLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLEWRD 850
NTDB id 120 BSU 10620 NP 388943.2 LFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRD 850
consensus !!!!!! ! !*!*!!!!!!!!*! !!!!!!! !!!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!

logo LTKDEQCERLNFSYDAVERLAPKRLQKE I LLSSNRHFYYVKEKLQKIVTRVSGI LSEHAKASGFVP IGLELGFGGKSGPLPPLTFQTLKNGC
NTDB id 45231 LL3 RS05560 WP 014471677.1 LTKDQCRNFSYDAVERLAPRLQKEILLSSNRHFYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGSGPLPPLTFTLKNGC 935
NTDB id 120 BSU 10620 NP 388943.2 LTKEQCELFSYDAVERLAPKLQKEILLSSNRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGC 935
consensus !!!*!! !!!!!!!!!!!*!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! !!!!!

logo TMELVGR IDRVDKAESSKGLLLR IVDYKSSDKGLDLAEVYYGLALQMLTYLDLS ITHSADWLGMKRATPAGVLYFHIHDPMIQASNSL
NTDB id 45231 LL3 RS05560 WP 014471677.1 TMELVGRIDRVDKAESSKGLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMKATPAGVLYFHIHDPMIQASL 1020
NTDB id 120 BSU 10620 NP 388943.2 TMELVGRIDRVDKAESSKGLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNL 1020
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!! !

logo PLMDGLDE I EQE I FKKFKMKGLLLGDQREAVI
V
R
SLMDTTLEQEGRSNI INAGLKKDGSLRSDSAAVGSEKRDEFDHLLTDKHVRRTFEQEQAGEAQITD

NTDB id 45231 LL3 RS05560 WP 014471677.1 PMDLDEIEQEIFKKFKMKGLLLGDREAISLMDTTLEEGRSNIINAGLKKDGSLRSDSAAVSERDFHLLTDHVRRTFEQAGEAITD 1105
NTDB id 120 BSU 10620 NP 388943.2 PLGLDEIEQEIFKKFKMKGLLLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITD 1105
consensus !* !!!!!!!!!!!!!!!!!!!!! ! * !!!!!! !!!!!!!!!!!!!!!!!!!!!!!! !**!*!!! !!!!!! !!! !!!

logo GLRVS I ETPYKLMKDNKTPCTYCAFKSVCQFDESLEKENEYRPSLKAEKDGKTI LDEWI
LKKEADNDGDNAEHNS

NTDB id 45231 LL3 RS05560 WP 014471677.1 GLVSITPYKLKDKTPCTYCAFKSVCQFDESLKENEYRSLKAEKDGTILDWLKKEANDDANS 1166
NTDB id 120 BSU 10620 NP 388943.2 GRVSIEPYKMKNKTPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
consensus ! !!! !!!*! !!!!!!!!!!!!!!!!!!! !!!!!*!!!!!! !!!*!*!!!! *!



X non conserved

X similar

X ≥ 50% conserved


