
logo MRNSRFLLVLPLMAAASATAGITAAAYFPSAVI
VFLF ILLFLL I IVL IKTRHAFL I FIVCFFSF I LFFAVLYAVTDSQNVSLSYQRQRGTYQF

NTDB id 1080791 ACK2WG RS12720 WP 061186854.1 MRNSRFVLPLAAASATAGITAAAYFSVVFLFLLFLLIVLIKTRHAFLIFVCFFSFILFFALYAVTDSQNVSLYQRGTYQF 80
NTDB id 107 BSU 25570 NP 390435.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
consensus !!!!! *!!*!!!!!!!!!!!!!!!* *!!!*!!!!!*!!!!!!!!!! !!!!!!!!!! !!!!!!!!!!! ! !!!!!

logo KAVIDSTIPKIDGDRMSMMVVEKTPDKSEKWAAASYR IQSADGEKDEQRLLSYI EPGMASCELTGSTLEEPKNHASTVPGATFDYNEYLYRQHI
NTDB id 1080791 ACK2WG RS12720 WP 061186854.1 KAVIDSIPKIDGDRMSMVVKTPDSEKWAASYRIQSADEKDRLSYIEPGMACELTGSLEEPKHSTVPGTFDYNEYLYRQHI 160
NTDB id 107 BSU 25570 NP 390435.1 KAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
consensus !!!!!*!!!!!!!!!!!*! !!! !!!!! !!!!!! !!* ! !!!!!! !!!!!*!!!! ! !!!! !!!!!!!!!!!!

logo HWNYSVTS IQNCSDEPAENFKHYKLVLSLRKHYI IVSFTNDSLLPPDNSATGIVQALTVGDRFYVEDEVLNTAYQKLGVVHLLAI SGLHI
V

NTDB id 1080791 ACK2WG RS12720 WP 061186854.1 HWNYSVTSIQNCSDPANFKHKLLSLRKYIVSFTNDLLPPNSAGIVQALTVGDRFYVEDEVLNAYQKLGVVHLLAISGLHI 240
NTDB id 107 BSU 25570 NP 390435.1 HWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSTGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
consensus !!!!!!!!!!!!!*! !!!*!*!!!!!*!*!!!! !!!! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!*

logo GI LTAGLFYIMIR I
LG I

VTREKAAS I LMLLLFLPLYVMLTGAAPSVLRAALMSGI
VYLAGSLVKWRVHRSAGTAICLSYIVLLFLFNP

NTDB id 1080791 ACK2WG RS12720 WP 061186854.1 GILTAGLFYIMIRIGVTREKAAIMLLLFLPLYVMLTGAAPSVLRAALMSGIYLAGSLVKWRVHSAGAICLSYIVLLFFNP 320
NTDB id 107 BSU 25570 NP 390435.1 GILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIVLLLFNP 320
consensus !!!!!!!!!!!!!*!*!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!*!! !!!!!!!!!! !!!

logo YHYLFEAGFQLSFAVSFSL I LSSS I FKQQRVKTFSLGQLATI
MVSLMIAQLGSLP I

VLLYHFHQQFS IMI S IVPMNML
V
L
MVPFYTFC I

VLPGA
NTDB id 1080791 ACK2WG RS12720 WP 061186854.1 YYLFEAGFQLSFAVSFSLILSSSIFKRVKTFLGQLAMVSMIAQLGSLPVLLYHFQQFSMISIPMNMVLVPFYTFCVLPGA 400
NTDB id 107 BSU 25570 NP 390435.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCILPGA 400
consensus !*!!!!!!!!!!!!!!!!!!!!!!! !!! !!!! *!!*!!!!!!!!*!!!!!*!!!*!!*!!!!**!!!!!!!*!!!!

logo VAGVFLLLSLSASAFGRLFFSWFDFLL I SW I
TNKRL ITKNIADE I

VDI
VFTI IMIAHRPAPAVLLFLFTVTI I LLLMAI EKRSFLSQLMVTGG

NTDB id 1080791 ACK2WG RS12720 WP 061186854.1 VAGVFLLSLSASAGRLFFSWFDFLISWTNKLITKIAEIDIFTIIIARPAPALLFLFTVTIILLLMAIEKRSFSQLMVTGG 480
NTDB id 107 BSU 25570 NP 390435.1 VAGVLLLSLSASFGRLFFSWFDLLISWINRLITNIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMVTGG 480
consensus !!!! !!!!!!! !!!!!!!!! !!!! !*!!! !!**!*!!!*!!*!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!!

logo

I
MCCATVLMF

SLLF IYPCRLSSEGEVDMIDIGQGDSMF
YVGAPHQRGHRVL IDTGGTLSYLSSEPWREQKQHPFSLGEKVL IPFLTAKG

NTDB id 1080791 ACK2WG RS12720 WP 061186854.1 MCCAVLSLLFIYPRLSSEGEVDMIDIGQGDSMYVGAPHQRGHVLIDTGGTLSYLSEPWRQKQHPFSLGEKVLIPFLTAKG 560
NTDB id 107 BSU 25570 NP 390435.1 ICCTVMFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
consensus *!! !* !!!!!!*!!!!!!!!!!!!!!!!!!*!!!!!!!!*!!!!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!



logo IKQLDAL I LTHADQDHIGEAE I
TLLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAP I EEVKRGDVLQIKDLQFHVLSPE

NTDB id 1080791 ACK2WG RS12720 WP 061186854.1 IKQLDALILTHADQDHIGEAETLLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVPIEEVKRGDVLQIKDLQFHVLSPE 640
NTDB id 107 BSU 25570 NP 390435.1 IKQLDALILTHADQDHIGEAEILLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAIEEVKRGDVLQIKDLQFHVLSPE 640
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!

logo

A
TPDPASKNNSSLVLWMEKTGGMSWI LTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEF IKQQLQPKTAI I SAGAKN

NTDB id 1080791 ACK2WG RS12720 WP 061186854.1 TPDPASKNNSSLVLWMKTGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIKQLQPKTAIISAGAN 720
NTDB id 107 BSU 25570 NP 390435.1 APDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGKN 720
consensus !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !

logo NRYHHPHQEKVLQI
LLQRHS IRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN

NTDB id 1080791 ACK2WG RS12720 WP 061186854.1 NRYHHPHQEVLQILQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
NTDB id 107 BSU 25570 NP 390435.1 NRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
consensus !!!!!!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


