
logo MRNSRLLLPLMAAASATAGIATAAASYFPSAI
VFLFFI LFLL I IVLS IKTRHAFPL I FIVCFLFSF IVLFNFAVLFYAKSVTDSQNTVSSYQRQGSTYHQF

NTDB id 1083010 ACK3B6 RS13110 WP 416043162.1 MRNSRLLLPLAAASATAGIAAASYFSAVFLFFLFLLIVSIKTRHAPLIFVCLFSFVLNFALFKSTDSQNTSSYQQGSYHF 80
NTDB id 107 BSU 25570 NP 390435.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
consensus !!!!!!!!!*!!!!!!!!! !! !!*!*!!! !!!!!* !!!!!!*!! !! !!!*! ! !* !!!!! !!! !!*!*!

logo KAVIDHSTIPKIDGDRMSML
M
I
V
E
KTPDGKEKWAAASYR IQSALAGEKDEQRLLSHYI

LEPGMASCELTGTLEEKPKNHQATVPGATFDYNQEQYLYRQHI
NTDB id 1083010 ACK3B6 RS13110 WP 416043162.1 KAVIHSIPKIDGDRMSMLIKTPDGEKWAASYRIQSLAEKDRLSHLEPGMACELTGTLEKPKQATVPGTFDYQQYLYRQHI 160
NTDB id 107 BSU 25570 NP 390435.1 KAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
consensus !!!!**!!!!!!!!!!!** !!! !!!!! !!!!! *!!* ! **!!!! !!!!!!!! ! *!!!!! !!!* !!!!!!!

logo HWNSYSVTS IGQNCSEPESGNFVKRYKLVLSLRKHYI I SFTNSTLQLPPDSATGIVQALTVGDERFSYLVDEDEVLNTAYQKNLGVVHLLAI SGLHI
V

NTDB id 1083010 ACK3B6 RS13110 WP 416043162.1 HWSYSVTSIGNCSEPSGVRYKLLSLRKYIISFTNTQLPPDSAGIVQALTVGERSYLDDEVLNAYQNLGVVHLLAISGLHI 240
NTDB id 107 BSU 25570 NP 390435.1 HWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSTGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
consensus !! !!!!!! !!!!! *!!*!!!!!*!!!!!!* !!!!! !!!!!!!!!*! !**!!!! !!! !!!!!!!!!!!!!*

logo GI LTAGLFYAIMIRLGITREKNAS I LLLLFLP I
LYVI

MLTGAAPSVLRAALMSGI
VYLAGSLFVKQQWRVNRSAGTAVICLSYIVLLLFNP

NTDB id 1083010 ACK3B6 RS13110 WP 416043162.1 GILTAGLFYAMIRLGITRENASILLLLFLPIYVILTGAAPSVLRAALMSGIYLAGSLFQQRVNSAGVICLSYIVLLLFNP 320
NTDB id 107 BSU 25570 NP 390435.1 GILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIVLLLFNP 320
consensus !!!!!!!!! !!!!!!!!! !!!!!!!!!!*!!*!!!!!!!!!!!!!!!!*!!!!!! !! !! !!!!!!!!!!!!!

logo YHYLFEAGFQLSFAVSFSL I LSSS I FQHQI
VKTSLGQLTIVSLVIAQLGSLP I LLYHFHQQFS I I S IVPMNML

V
L
MVPFYTFC I LPAGA

NTDB id 1083010 ACK3B6 RS13110 WP 416043162.1 YYLFEAGFQLSFAVSFSLILSSSIFQHIKTSLGQLTIVSVIAQLGSLPILLYHFQQFSIISIPMNMVLVPFYTFCILPAA 400
NTDB id 107 BSU 25570 NP 390435.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCILPGA 400
consensus !*!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!!!!!!!*!!!!!!!!!!!!!!*!!!!!!*!!!!**!!!!!!!!!!*!

logo

I
V
A
IGVI

LLLFSFLSASFVGQRFLFLFSYWFDLVLMI
M
S
TWI

TNRL ITKNIADI
VDI

VFTI IMIASHRPAPAVLLFLLFTLVATI
V I ILLLMAS I EKPRSFLPSQRLMTVSTGTGS

NTDB id 1083010 ACK3B6 RS13110 WP 416043162.1 IIGVILLFFSASVGQFLFYWFDVMMTWTNRLITKIADIDIFTIIISRPAPALLLLFTLAVIILLMSIEKPSFPRLTVSTS 480
NTDB id 107 BSU 25570 NP 390435.1 VAGVLLLSLSASFGRLFFSWFDLLISWINRLITNIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMVTGG 480
consensus * !!*!! !!! ! ! !!!****! !!!!! !!!*!*!!!*! *!!! !! !!!* *!*!!! !!!*! * ! !*

logo

I
L
C
FCATTVLMF

I LLF IVFYPCYLVSSEGEVDMIDIGQGDSMFVGSAPHYQKRGRVL IDTGGTLSYSSEPWREKQHPFSLGEKVL IPFLTAKG
NTDB id 1083010 ACK3B6 RS13110 WP 416043162.1 LFCATLILLFVFPYVSSEGEVDMIDIGQGDSMFVSAPYQKGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
NTDB id 107 BSU 25570 NP 390435.1 ICCTVMFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
consensus **! * !!!**!**!!!!!!!!!!!!!!!!!!! !!*!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo IKQLDAL I LTHADQDHIGEAE I
VLLKHHKVKNRL IV IPKGFVSEPSHKDEKVLQRATAREQEGVATI EEVKRGDVLQIKDLQFHVLSPE

NTDB id 1083010 ACK3B6 RS13110 WP 416043162.1 IKQLDALILTHADQDHIGEAEVLLKHHKVNRLIIPKGFVSESHDEKVLRTARQEGVTIEEVKRGDVLQIKDLQFHVLSPE 640
NTDB id 107 BSU 25570 NP 390435.1 IKQLDALILTHADQDHIGEAEILLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAIEEVKRGDVLQIKDLQFHVLSPE 640
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!*!!!!!!!!**!!!!! !! !!! !!!!!!!!!!!!!!!!!!!!!!!

logo

A
TPDPASKNNSSLVLWMEKTGGRLMSWI

LLTGDLEKEGEQEVI
MNVFPNIKADVLKVGHHGSKGSTGEEF IKQQLQPKTAI

V I SAGEKN
NTDB id 1083010 ACK3B6 RS13110 WP 416043162.1 TPDPASKNNSSLVLWMKTGRLSWLLTGDLEKEGEQEVINVFPNIKADVLKVGHHGSKGSTGEEFIKQLQPKTAVISAGEN 720
NTDB id 107 BSU 25570 NP 390435.1 APDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGKN 720
consensus !!!!!!!!!!!!!!! !! *!!*!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!*!!!! !

logo NRYHHPHQEKVLQLLKQRSHRS IRVLRTDQNSGTIQYMRYKNSGRSVGTFSVYPPYDTSDI
MTETN

NTDB id 1083010 ACK3B6 RS13110 WP 416043162.1 NRYHHPHQEVLQLLKSRSIRVLRTDQSGTIQYMYKSGSGTFSVYPPYDTSDMTETN 776
NTDB id 107 BSU 25570 NP 390435.1 NRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
consensus !!!!!!!! !!!!! *!!!!!!!!! !!!!! !! !!!!!!!!!!!!!*!!!!

X non conserved

X similar

X ≥ 50% conserved


