
logo MGAVEFLVGRSGSGKTKRL I IDNS IQDELRRAEPFGKP I I FLVPDQMTFLMEYELAKTPDI
MGGMIRAQVFSFSRLAWRVLQHTGGMNSRP

NTDB id 51224 MUS RS05335 WP 014417367.1 MGVEFLVGRSGSGKTRLIIDSIQDELRREPFGKPIIFLVPDQMTFLMEYELAKTPDIGGMIRAQVFSFSRLAWRVLQHTGGMNRP 85
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTGGMSRP 85
consensus !! !!!!!!!!!!!!*!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!

logo FLVTSTTGVQMLLRKL I EEHKHQEFKVYQKASDKI
SGFTAEQVERMLTEFKRYC I

LEPEGDI
VRRMAESGTASEYRGERMVLSEKLHDLGS I LYQ

NTDB id 51224 MUS RS05335 WP 014417367.1 FVTTTGVQMLLRKLIEEHKHEFKVYQKASDKIGFTEQVERMLTEFKRYCIEPGDVRRMAESGTASEYRGERMLSEKLHDLGILYQ 170
NTDB id 120 BSU 10620 NP 388943.2 FLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSEKLHDLSILYQ 170
consensus !*!*!!!!!!!!!!!!!!!*!!!!!!!!!!! !!! !!!!!!!!!!!!!*!! !*!!!!!!!!!!!!!!!!*!!!!!!!! !!!!

logo QMEKRSLADGHQYLHSEDYLTLLAEQHQIPLADEDVI
VKGAHR I

VYVDGFYQFTPQEFLRVLEQL IMMVHAEHI
VTFSLTADKSPSAYEQRAEPDHELDELFRMT

NTDB id 51224 MUS RS05335 WP 014417367.1 QMERSLAGHYLHSEDYLTLLAQQIPLADVVKGARVYVDGFYQFTPQELRVLEQLIMHAEHVTFSLTADSPSAEQAPDELDLFRMT 255
NTDB id 120 BSU 10620 NP 388943.2 QMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKPSYEREPHELELFRMT 255
consensus !!!*!!! *!!!!!!!!!!!! *!!!!* *!!!**!!!!!!!!!!!! !!!!!!**!!!!*!!!!!!! !! ! !*!!*!!!!!

logo GKSTYYKRLHYQKTAKELNALDI STCYKELHSGTEKRHRTHKTVPELACHI
LEASQYDEAVRPAAIAPYATEGGKQEAFLTVMQAAQNRRAELEGIARE IHQASLVRDEGKGY

NTDB id 51224 MUS RS05335 WP 014417367.1 GSTYYKLYQTAKELNADISCKELHGTKRHRHVPELACIESQYDVRPAAAYTGGQEAFTVMQAQNRRAELEGIAREIQSLVRDGGY 340
NTDB id 120 BSU 10620 NP 388943.2 GKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANRRAELEGIAREIHALVREKGY 340
consensus ! !!!*!*! !!!!! !!**!!!*!! !! * !!!! *! !!* !!! *! !!! !!!!! !!!!!!!!!!!!!* !!!* !!

logo RYKDMVAI LAIRQPEDYKDLML
VKEVFADYEGI

LPYF IDGKASML
Q
H
NHPL I EF IRSSLDVLVKGNWRYEAVFRCAVKTELLFPLDNEQPEKAQKI

VREQ
NTDB id 51224 MUS RS05335 WP 014417367.1 RYKDMAILIRQPEDYKDLLKEVFADYGLPYFIDGKASMQHHPLIEFIRSSLDVVKGNWRYEAVFRCAKTELLFPLDQPEQKIREQ 425
NTDB id 120 BSU 10620 NP 388943.2 RYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRYEAVFRCVKTELLFPLNEPKAKVREQ 425
consensus !!!!*!!! !!!!!!!!**!!!!!!! *!!!!!!!!!! *!!!!!!!!!!!!!*!!!!!!!!!!!! !!!!!!!! ! !*!!!

logo VDQLENYC IAYGIKGDERWTKSGDERFQVYRRFVSLDDEDFAQTDQE I EMENQMLNDETKRDEWI
M
A
V
A
PPLFVQRLQKNRMKKAKTVQESKMAEALYLRFYLE

NTDB id 51224 MUS RS05335 WP 014417367.1 VDQLENYCIAYGIKGERWTSGERFVYRRFVSLDEDFAQTDQEIEMEQMLNETKEWMAAPLVRLQNRMKKAKTVQSMAEALYLFLE 510
NTDB id 120 BSU 10620 NP 388943.2 VDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDWIVPPLFQLQKRMKKAKTVQEKAEALYRYLE 510
consensus !!!!!!!!!!!!!!!*!!! !*!! !!!!!!!!*!!!!!!!!!!!!*!!!*!**!* *!! !! !!!!!!!!! !!!!! *!!

logo

D
ETDVPLKLDQREKRQRAEDEADGNRI

MI EAQQHGQQAWDAVIQLLEEFAVEGMMGDEDE I SLADLFQQMI
LEATGATESLHTFSL IPPALDQVFVGNMDL

NTDB id 51224 MUS RS05335 WP 014417367.1 DTDVPLKLDRKRQRAEEAGNMIEAQQHGQAWDAVIQLLEEFAGMMGEDEISLALFQQMLETGTESLHFSLIPPALDQVFVGNMDL 595
NTDB id 120 BSU 10620 NP 388943.2 ETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEISLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDL 595
consensus *!!!!!!!! !!!!!* ! *!!!!!! !!!!!!!!!!!!! !!!*!!!!! !!!!!*! ! !!!*!!!!!!!!!!!!!!!!!!



logo SRMYGTSCTFVI
LGANDGVLPARPDENGVLSDDDREWLKATI

VGVELSSAGGRERLLDEHFL IYMAFLSSPSDRLYVSYP IADAEGKTLL
NTDB id 51224 MUS RS05335 WP 014417367.1 SRMYGTSCTFVIGANDGVLPARPDENGVLSDDDREWLKAVGVELSSAGRERLLDEHFLIYMALSSPSDRLYVSYPIADAEGKTLL 680
NTDB id 120 BSU 10620 NP 388943.2 SRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELSSGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLL 680
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!!*!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo PS IMI
VVKNRLEGELFPDHHKQEKRLLSATANDEPEQVSDEEEQLMQYLVVNI

K
Q
SVAQSTFYTASQLRLWTREYDE I SDVWWSATYNVLMKSEQSDHRLQQRASKKLFSS

NTDB id 51224 MUS RS05335 WP 014417367.1 PSIVVNRLGELFPDHQEKLSAADPEQVSEEEQLQYLVNIQVAQTYTASQLRLWTREYEISDVWWSAYNVLMKESDHQRAKKLFSS 765
NTDB id 120 BSU 10620 NP 388943.2 PSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKSVAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSS 765
consensus !!**! !! !!!!*! !*! *!!!!!*!!!! !*!! !!!**!!!!!!!!!!!!*!!!!!!! !!!!! ! !* !!!!!!

logo LFFRNEAVKQRLERPSVSRQLYGEHR IKQGSVSRMEATFNACPQFSHFASHGLHQLKERQFFKLEAPDIGQLFHSSLKL I SDRLREQKLDEWRD
NTDB id 51224 MUS RS05335 WP 014417367.1 LFFRNEAKRLERPVSRQLYGEHIKGSVSRMEAFNACQFSHFASHGLQLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLEWRD 850
NTDB id 120 BSU 10620 NP 388943.2 LFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRD 850
consensus !!!!!! ! !!!*!!!!!!!!*! !!!!!!! !!!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!

logo LTKDEQCERLNFSYDEAVERLAPKLQKE I LLSSNRHFYYVKEKLQKIVTRVSGI LSEHAKASGFVP I
VGLELGFGGKSGPLPPLTFQTLKNGC

NTDB id 51224 MUS RS05335 WP 014417367.1 LTKDQCRNFSYEAVERLAPKLQKEILLSSNRHFYVKEKLQKIVTRVSGILSEHAKASGFVPVGLELGFGGSGPLPPLTFTLKNGC 935
NTDB id 120 BSU 10620 NP 388943.2 LTKEQCELFSYDAVERLAPKLQKEILLSSNRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGC 935
consensus !!!*!! !!!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! !!!!!!!! !!!!!

logo TMELVGR IDRVDKAESSKGLLLR IVDYKSSDKRGLDLAEVYYGLALQMLTYLDLS ITHSADWLGMKRATPAGVLYFHIHDPMI
VQASNSL

NTDB id 51224 MUS RS05335 WP 014417367.1 TMELVGRIDRVDKAESSKGLLLRIVDYKSSDRGLDLAEVYYGLALQMLTYLDLSITHSADWLGMKATPAGVLYFHIHDPMVQASL 1020
NTDB id 120 BSU 10620 NP 388943.2 TMELVGRIDRVDKAESSKGLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNL 1020
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!*! !

logo PLMGLDE I EQE I FKKFKMKGLLLGDQREAVI
V
R
SLMDTTLEQEGRSNI IVNAGLKKDGSLRSDSAAVGSEKQDEFDHLLTDKHVRRTFEQEQAGEAQITD

NTDB id 51224 MUS RS05335 WP 014417367.1 PMGLDEIEQEIFKKFKMKGLLLGDREAISLMDTTLEEGRSNIVNAGLKKDGSLRSDSAAVSEQDFHLLTDHVRRTFEQAGEAITD 1105
NTDB id 120 BSU 10620 NP 388943.2 PLGLDEIEQEIFKKFKMKGLLLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITD 1105
consensus !*!!!!!!!!!!!!!!!!!!!!!! ! * !!!!!! !!!!!!*!!!!!!!!!!!!!!!!! ! *!*!!! !!!!!! !!! !!!

logo GLRVS I ETPYKLMKDNKTPCTYCAFKQSVCQFDESLEKENEYRPSLKAEKDGKTI LDEWI
LKKEADDGDNAEHNS

NTDB id 51224 MUS RS05335 WP 014417367.1 GLVSITPYKLKDKTPCTYCAFQSVCQFDESLKENEYRSLKAEKDGTILDWLKKEADDDANS 1166
NTDB id 120 BSU 10620 NP 388943.2 GRVSIEPYKMKNKTPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
consensus ! !!! !!!*! !!!!!!!!! !!!!!!!!! !!!!!*!!!!!! !!!*!*!!!!! *!



X non conserved

X similar

X ≥ 50% conserved


