
logo MRNSRLLLPMAAASATAGITAAAYFPAI FLF I LFLLL I I L IKTRHAFL I IVCFFSF I LFFVLYAVTDSQNVSSYRQGTYQF
NTDB id 967811 NYE53 RS12760 WP 339245005.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILLLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
NTDB id 107 BSU 25570 NP 390435.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KAVIDTIPKIDGDRMSMMVEKTPDNKEKWAAAYR IQSAGEKEQLLYI EPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI
NTDB id 967811 NYE53 RS12760 WP 339245005.1 KAVIDTIPKIDGDRMSMMVKTPNKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
NTDB id 107 BSU 25570 NP 390435.1 KAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
consensus !!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HWNYSVTS IQNCSEPENFKYKVLSLRKHI I SFTNSLLPPDSATGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAI SGLHV
NTDB id 967811 NYE53 RS12760 WP 339245005.1 HWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSAGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
NTDB id 107 BSU 25570 NP 390435.1 HWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSTGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GI LTAGLFYIMIRLGITREKAS I LLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVHRSATAICLSYIVLLLFNP
NTDB id 967811 NYE53 RS12760 WP 339245005.1 GILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVHSATAICLSYIVLLLFNP 320
NTDB id 107 BSU 25570 NP 390435.1 GILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIVLLLFNP 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!

logo YHLFEAGFQLSFAVSFSL I LSSS I FQQVKTSLGQLTIVSL IAQLGSLP I LLYHFHQFS I I SVPMNMLMVPFYTFC I LPGA
NTDB id 967811 NYE53 RS12760 WP 339245005.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCILPGA 400
NTDB id 107 BSU 25570 NP 390435.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCILPGA 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VAGVLLLSLSASFGRLFFSWFDLL I SW I
TNRL ITNIADVDVFTIMIAHPAPVLLFLFTVATI I LLLMAI EKRSLSQLMVTGG

NTDB id 967811 NYE53 RS12760 WP 339245005.1 VAGVLLLSLSASFGRLFFSWFDLLISWTNRLITNIADVDVFTIMIAHPAPVLLFLFTVAIILLLMAIEKRSLSQLMVTGG 480
NTDB id 107 BSU 25570 NP 390435.1 VAGVLLLSLSASFGRLFFSWFDLLISWINRLITNIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMVTGG 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo I CCTVLMFLLF IYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVL IDTGGTLSYSSEPWREKQHPFSLGEKVL IPFLTAKG
NTDB id 967811 NYE53 RS12760 WP 339245005.1 ICCTVLFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
NTDB id 107 BSU 25570 NP 390435.1 ICCTVMFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo IKQLDAL I LTHADQDHIGEAE I
TLLKHHKI

VKRLVIPKGFVSEPKDEKVLQATAREEGVATI EEVKRGDVLQIKDLQFHVLSPEG
NTDB id 967811 NYE53 RS12760 WP 339245005.1 IKQLDALILTHADQDHIGEAETLLKHHKIKRLVIPKGFVSEPKDEKVLQTAREEGVTIEEVKRGDVLQIKDLQFHVLSPG 640
NTDB id 107 BSU 25570 NP 390435.1 IKQLDALILTHADQDHIGEAEILLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAIEEVKRGDVLQIKDLQFHVLSPE 640
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo APDPASKNNSSLVLWMETGGMSWI LTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEF IQQLQPKTAI I SAGKN
NTDB id 967811 NYE53 RS12760 WP 339245005.1 APDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGKN 720
NTDB id 107 BSU 25570 NP 390435.1 APDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGKN 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NRYHHPHQEKVLQLLQRHS IRVLRTDQNGTIQYRYKNRGVGTFSVYPPYDTSDITETN
NTDB id 967811 NYE53 RS12760 WP 339245005.1 NRYHHPHQEVLQLLQRHSIRVLRTDQNGTIQYRYKNRGGTFSVYPPYDTSDITETN 776
NTDB id 107 BSU 25570 NP 390435.1 NRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!
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