
logo MRNSRLLLPLMAAASATAGITAAAYFPSAI
VFLFFI LFLL I I L IKTRHAFVL I ILVCFFSF I LFFSVLYAVVTVDSKQNVSSVYQRQRGTYQAF

NTDB id 993357 AAHT66 RS11505 WP 333516577.1 MRNSRLLLPLAAASATAGITAAAYFSAVFLFFLFLLIILIKTRHAVLILVCFFSFILFFSLYVVVDSKNVSVYQRGTYQA 80
NTDB id 107 BSU 25570 NP 390435.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
consensus !!!!!!!!!*!!!!!!!!!!!!!!!*!*!!! !!!!!!!!!!!!! !!*!!!!!!!!!! !! ! !! !!! ! !!!!

logo KAVIDSTIPKIDGDRMSMMVVEKTPDGKEKWAAASYR IQSAEGEKDEQLLSYI
LEPGMASCELWTGATLEEPKNHATVPGAFDYNEYLYRQHI

NTDB id 993357 AAHT66 RS11505 WP 333516577.1 KAVIDSIPKIDGDRMSMVVKTPDGEKWAASYRIQSAEEKDQLSYLEPGMACEWTGALEEPKHATVPGAFDYNEYLYRQHI 160
NTDB id 107 BSU 25570 NP 390435.1 KAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
consensus !!!!!*!!!!!!!!!!!*! !!! !!!!! !!!!!! !!*!! !*!!!! !! !! !!!! !!!!!!!!!!!!!!!!!!!

logo HWNYSVTS IQKNCSEPEVNFVKSYKLVLSLRKDHI IVSFTNSLLPPDSATGIVQAL ITVGDRFYVEADEVLNTAYQKLGVVHLLAI SGLHV
NTDB id 993357 AAHT66 RS11505 WP 333516577.1 HWNYSVTSIQKCSEPVNVSYKLLSLRKDIVSFTNSLLPPDSAGIVQALIVGDRFYVEAEVLNAYQKLGVVHLLAISGLHV 240
NTDB id 107 BSU 25570 NP 390435.1 HWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSTGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
consensus !!!!!!!!!! !!!! ! !!*!!!!!*!*!!!!!!!!!!! !!!!!! !!!!!!!! !!! !!!!!!!!!!!!!!!!!!

logo GI LTAGLFYIMIR I
LG ITREKAS I LLLLFLPLYVMLTGAAPSVLRAAL IMSGI

VYLAGSLVKWRVHRASARTAICLTSYIVLLLFNP
NTDB id 993357 AAHT66 RS11505 WP 333516577.1 GILTAGLFYIMIRIGITREKASILLLLFLPLYVMLTGAAPSVLRAALISGIYLAGSLVKWRVHAARAICTSYIVLLLFNP 320
NTDB id 107 BSU 25570 NP 390435.1 GILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIVLLLFNP 320
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!* ! !!! !!!!!!!!!!

logo YHLFEAGFQLSFAVSFSL I LSSS I FQHQVKTSLGQLTI
MVSL IAQLGSLP I LLHYHFHQQFS IMI SVLPMNML

V
L
MVPFIYTFC I

VLPGAT
NTDB id 993357 AAHT66 RS11505 WP 333516577.1 YHLFEAGFQLSFAVSFSLILSSSIFQHVKTSLGQLTMVSLIAQLGSLPILLHHFQQFSMISVLMNMVLVPIYTFCVLPGT 400
NTDB id 107 BSU 25570 NP 390435.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCILPGA 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!*!!!!!!!!!!!!!!*!!*!!!*!!!*!!!**!! !!!!*!!!

logo

I
VAGVFLLL ISLSASAFGRLWFFSWFDFLL IMSWI

TNRL ITNR IADI
VDVFTI IMIAHRPAP I

VLLFLFTVTI I LLMF
LMAI EKRSFLSQLMVTGG

NTDB id 993357 AAHT66 RS11505 WP 333516577.1 IAGVFLLILSASAGRWFFSWFDFLMSWTNRLITRIADIDVFTIIIARPAPILLFLFTVTIILMFMAIEKRSFSQLMVTGG 480
NTDB id 107 BSU 25570 NP 390435.1 VAGVLLLSLSASFGRLFFSWFDLLISWINRLITNIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMVTGG 480
consensus *!!! !! !!!! !! !!!!!! !*!! !!!!! !!!*!!!!!*!!*!!!*!!!!!!!!!!!* !!!!!!! !!!!!!!!

logo I CCATMVFMCFLLF IYPCRLSSEGEVDMIDIGQGDSMF
YVGAPHQRGHRVL IDTGGTLSYSSEPWREKQHPFSLGEKVL IPFLTAKG

NTDB id 993357 AAHT66 RS11505 WP 333516577.1 ICCAMFCLLFIYPRLSSEGEVDMIDIGQGDSMYVGAPHQRGHVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
NTDB id 107 BSU 25570 NP 390435.1 ICCTVMFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
consensus !!! * *!!!!!!*!!!!!!!!!!!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo

I
VKQLDAL I LTHADQDHIGEAE I

TLLKHHKVKRLVIPKGFVSEPKDEKVLQAAREVEGVAS I EELVKRGDVLQIKDLQFHYVLSPDE
NTDB id 993357 AAHT66 RS11505 WP 333516577.1 VKQLDALILTHADQDHIGEAETLLKHHKVKRLVIPKGFVSEPKDEKVLQAARVEGVSIEELKRGDVLQIKDLQFYVLSPD 640
NTDB id 107 BSU 25570 NP 390435.1 IKQLDALILTHADQDHIGEAEILLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAIEEVKRGDVLQIKDLQFHVLSPE 640
consensus *!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!*!!!!!!!!!!!!!*!!!!*

logo

A
GPDPASKNNSSLVLWMEKTGGMSWI LTGDLEKEGEQEVMNSVFPNI

LKADVLKVGHHGSKGSTGEDEF IKQQLQPEKTAI I SAGEKN
NTDB id 993357 AAHT66 RS11505 WP 333516577.1 GPDPASKNNSSLVLWMKTGGMSWILTGDLEKEGEQEVMSVFPNLKADVLKVGHHGSKGSTGEDFIKQLQPETAIISAGEN 720
NTDB id 107 BSU 25570 NP 390435.1 APDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGKN 720
consensus *!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!!!!!!!!!!!!*!! !!!! !!!!!!! !

logo NRYHHPHQEKVLQI
LLQRHS IRVLRTDQNSGTIQYRYKNRVGTFSVYPPYDTSDE ITETN

NTDB id 993357 AAHT66 RS11505 WP 333516577.1 NRYHHPHQEVLQILQRHSIRVLRTDQSGTIQYRYKNRVGTFSVYPPYDTSE..... 771
NTDB id 107 BSU 25570 NP 390435.1 NRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
consensus !!!!!!!! !!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!******

X non conserved

X similar

X ≥ 50% conserved


