
logo MRNSRLLLPMAAASATAGITAAAYFPAI FLF I LFLL I IML IKTRHAFL I IVCFFSF I LFFVLYAVTDSQNVSSYRQGTYQF
NTDB id 283456 C7M30 RS18705 WP 160244852.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILFLLIMLIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
NTDB id 107 BSU 25570 NP 390435.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KAVIDTIPKIDGDRMSMMVEKTPDKREKWAAAYR IQSADGEKEQLLYI EPGMSCELTGTLEEPKNHATVPGAFDYNEYLYRQHI
NTDB id 283456 C7M30 RS18705 WP 160244852.1 KAVIDTIPKIDGDRMSMMVKTPDREKWAAAYRIQSADEKEQLLYIEPGMSCELTGTLEEPKHATVPGAFDYNEYLYRQHI 160
NTDB id 107 BSU 25570 NP 390435.1 KAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
consensus !!!!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!

logo HWNFYSVKTS IQNCSEPENFKYKVLSLRKHYI I SFTNSLLPPDSATGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAI SGLHV
NTDB id 283456 C7M30 RS18705 WP 160244852.1 HWNFSVKSIQNCSEPENFKYKVLSLRKYIISFTNSLLPPDSAGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
NTDB id 107 BSU 25570 NP 390435.1 HWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSTGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
consensus !!!*!! !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GI LTAAGLFYIMIRLGITREKAS I LLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVHRSATAICLSYIVLLFLFNP
NTDB id 283456 C7M30 RS18705 WP 160244852.1 GILTAALFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVHSATAICLSYIVLLFFNP 320
NTDB id 107 BSU 25570 NP 390435.1 GILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIVLLLFNP 320
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !!!

logo YHLFEAGFQLSFAVSFSL I LSSS I FQQVKTSLGQLTIVSL IAQLGSLP I LLYHFHQFS I I SVPMNMLMVPFYTFLC I LPGA
NTDB id 283456 C7M30 RS18705 WP 160244852.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTLCILPGA 400
NTDB id 107 BSU 25570 NP 390435.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCILPGA 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo VAGVLLLSLSASFGRLFFSWFDLL I SW I
TNRL ITKNIADVDVFTIMIAHPAPVLLFLFTVTI I LLLMAI EKRSLSQLMVTGG

NTDB id 283456 C7M30 RS18705 WP 160244852.1 VAGVLLLSLSASFGRLFFSWFDLLISWTNRLITKIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMVTGG 480
NTDB id 107 BSU 25570 NP 390435.1 VAGVLLLSLSASFGRLFFSWFDLLISWINRLITNIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMVTGG 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I CCTVLMFLLF IVYPCLSSEGEVDMIDIGQGDSMF
YVGAPHQRGHRVL IDTGGTLSYSSEPWREKQHPFSLGEKVL IPFLTAKG

NTDB id 283456 C7M30 RS18705 WP 160244852.1 ICCTVLFLLFVYPCLSSEGEVDMIDIGQGDSMYVGAPHQRGHVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
NTDB id 107 BSU 25570 NP 390435.1 ICCTVMFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
consensus !!!!!*!!!!*!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo IKQLDAL I LTHADQDHIGEAE I
TLLKHHRKVKRLVIPKGFVSEPKDEKVLQATAREEGVATI EEVKRGDVLQIKDLQFHVLSPE

NTDB id 283456 C7M30 RS18705 WP 160244852.1 IKQLDALILTHADQDHIGEAETLLKHRKVKRLVIPKGFVSEPKDEKVLQTAREEGVTIEEVKRGDVLQIKDLQFHVLSPE 640
NTDB id 107 BSU 25570 NP 390435.1 IKQLDALILTHADQDHIGEAEILLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAIEEVKRGDVLQIKDLQFHVLSPE 640
consensus !!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!!!!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!

logo APDPASKNNSSLVLWMETGGMSWI LTGDLEKEGEQEVMNVFPNI
MKADVLKVGHHGSKGSTGEEF IQQLQPKTAI I SAGKN

NTDB id 283456 C7M30 RS18705 WP 160244852.1 APDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNMKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGKN 720
NTDB id 107 BSU 25570 NP 390435.1 APDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGKN 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NRYHHPHQEKVLQLLQRHS IRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN
NTDB id 283456 C7M30 RS18705 WP 160244852.1 NRYHHPHQEVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
NTDB id 107 BSU 25570 NP 390435.1 NRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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