
logo MRNSRLLLPMAAASATAGITAAAYFPAI FLF I LFLL I I L IKTRHAFL I IVCFFSF I LFFVLYAVTDSQNVSSYRQGTYQF
NTDB id 336388 EQY76 RS13070 WP 046381195.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
NTDB id 107 BSU 25570 NP 390435.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KAVIDTIPKIDGDRMSMMVETPDKEKWAAAYR IQSAGEKEQLLYI EPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI
NTDB id 336388 EQY76 RS13070 WP 046381195.1 KAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
NTDB id 107 BSU 25570 NP 390435.1 KAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HWNYSVTS IQNCSEPENFKYKVLSLRKHI I SFTNSLLPPDSATGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAI SGLHV
NTDB id 336388 EQY76 RS13070 WP 046381195.1 HWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSAGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
NTDB id 107 BSU 25570 NP 390435.1 HWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSTGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GI LTAGLFYIMIRLGITREKAS I LLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVHRSATAICLSYIVLLLFNP
NTDB id 336388 EQY76 RS13070 WP 046381195.1 GILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVHSATAICLSYIVLLLFNP 320
NTDB id 107 BSU 25570 NP 390435.1 GILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIVLLLFNP 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!

logo YHLFEAGFQLSFAVSFSL I LSSS I FHQQVKTSLGQLTIVSL IAQLGSLP I LLYHFHQFS I I SVPMNMLMVPFYTFC I LPGA
NTDB id 336388 EQY76 RS13070 WP 046381195.1 YHLFEAGFQLSFAVSFSLILSSSIFHQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCILPGA 400
NTDB id 107 BSU 25570 NP 390435.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCILPGA 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VAGVLLLSLSAVSFGRLFFSWFDLL I SW I
TNRL ITNIADVDEVFTIMIAHPAPVLLFLFTVATI I LLLMAI EKRSLSQLMVTGG

NTDB id 336388 EQY76 RS13070 WP 046381195.1 VAGVLLLSLSVSFGRLFFSWFDLLISWTNRLITNIADVEVFTIMIAHPAPVLLFLFTVAIILLLMAIEKRSLSQLMVTGG 480
NTDB id 107 BSU 25570 NP 390435.1 VAGVLLLSLSASFGRLFFSWFDLLISWINRLITNIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMVTGG 480
consensus !!!!!!!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo I CCTVLMFLLF IYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVL IDTGGTLSYSSEPWREKQHPSFSLGEKVL IPFLTAKG
NTDB id 336388 EQY76 RS13070 WP 046381195.1 ICCTVLFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHSFSLGEKVLIPFLTAKG 560
NTDB id 107 BSU 25570 NP 390435.1 ICCTVMFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!



logo IKQLDAL I LTHADQDHIGEAE I
TLLKHHKVKRLVIPKGFVSEPKDEKVLQATAREKEGVATI EEVKRGDVLQIKDLQFHVLSPE

NTDB id 336388 EQY76 RS13070 WP 046381195.1 IKQLDALILTHADQDHIGEAETLLKHHKVKRLVIPKGFVSEPKDEKVLQTARKEGVTIEEVKRGDVLQIKDLQFHVLSPE 640
NTDB id 107 BSU 25570 NP 390435.1 IKQLDALILTHADQDHIGEAEILLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAIEEVKRGDVLQIKDLQFHVLSPE 640
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!! !!!!!!!!!!!!!!!!!!!!!!!

logo

A
TPDPASKNNSSLVLWMETGGVLMSWI LTGDLEKEGEQEVMDNVFPNIKADVLKVGHHGSKGSTGEEF IQQLQPKTAI I SAGKN

NTDB id 336388 EQY76 RS13070 WP 046381195.1 TPDPASKNNSSLVLWMETGVLSWILTGDLEKEGEQEVMDVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGKN 720
NTDB id 107 BSU 25570 NP 390435.1 APDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGKN 720
consensus !!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NRYHHPHQKVLQLLQRHS IRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN
NTDB id 336388 EQY76 RS13070 WP 046381195.1 NRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
NTDB id 107 BSU 25570 NP 390435.1 NRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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