
logo MRNSRLLLPLMAAASATAGITAAAYFPAI FLF I LFLL I I L IKTRHAFL I IVCFFSF I LFFVLYAVTDSQNVSSYRQGTYHQF
NTDB id 108228 AACH71 RS00075 WP 136654232.1 MRNSRLLLPLAAASATAGITAAAYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYHF 80
NTDB id 107 BSU 25570 NP 390435.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
consensus !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo KAVIDTIPKIDGDRMSMI
MVEKTPDKEKWAAAYR IQSAGHEKEQLLYI EPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI

NTDB id 108228 AACH71 RS00075 WP 136654232.1 KAVIDTIPKIDGDRMSMIVKTPDKEKWAAAYRIQSAHEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
NTDB id 107 BSU 25570 NP 390435.1 KAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
consensus !!!!!!!!!!!!!!!!!*! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HWNYSVTS IQNCSEPENFKYKVLRNSLRKHI I SFTNSLLPPDSATGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAI SGLHV
NTDB id 108228 AACH71 RS00075 WP 136654232.1 HWNYSVTSIQNCSEPENFKYKVRNLRKHIISFTNSLLPPDSAGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
NTDB id 107 BSU 25570 NP 390435.1 HWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSTGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GI LTAGLFFYIMIRLVGITREKAS I LLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIAVLLLFNP
NTDB id 108228 AACH71 RS00075 WP 136654232.1 GILTAGLFFIMIRVGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIALLLFNP 320
NTDB id 107 BSU 25570 NP 390435.1 GILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIVLLLFNP 320
consensus !!!!!!!!*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo YHLFEAGFQLSFAVSFSL I LSSS I FQQVKTSLGQLATIVSFL IAQLGSLP I LLYHFHQFS I I S IVPMNMLLMVPFYTFC I LPGA
NTDB id 108228 AACH71 RS00075 WP 136654232.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLAIVSFIAQLGSLPILLYHFHQFSIISIPMNMLLVPFYTFCILPGA 400
NTDB id 107 BSU 25570 NP 390435.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCILPGA 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!*!!!!!*!!!!!!!!!!!!

logo VAGVLLLSLSASFGRLFFSWFDFLL I SW I
TNKRL ITKNIADI

VDVFTI
L
I
MIAHRPAPVLLFLFTVTI I LLLMAS I EKRSFLSQLMVTGSG

NTDB id 108228 AACH71 RS00075 WP 136654232.1 VAGVLLLSLSASFGRLFFSWFDFLISWTNKLITKIADIDVFTLIIARPAPVLLFLFTVTIILLLMSIEKRSFSQLMVTSG 480
NTDB id 107 BSU 25570 NP 390435.1 VAGVLLLSLSASFGRLFFSWFDLLISWINRLITNIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMVTGG 480
consensus !!!!!!!!!!!!!!!!!!!!!! !!!! !*!!! !!!*!!!!**!!*!!!!!!!!!!!!!!!!!! !!!!! !!!!!! !

logo I CCSTVLMFLLFAI SYPCRLSPSEGEVDMIDIGQGDSMF
YVGAPHQRGHRVL IDTGGTLSYSSEPWREKQHPFSLGEKVL IPFLTAKG

NTDB id 108228 AACH71 RS00075 WP 136654232.1 ICCSVLFLLFASPRLSPEGEVDMIDIGQGDSMYVGAPHQRGHVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
NTDB id 107 BSU 25570 NP 390435.1 ICCTVMFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
consensus !!!*!*!!!! !*!!*!!!!!!!!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo IKNQLDAL I LTHADQDHIGEAE I
TLLKHHKVKRLVIPKGFVSEPKDEKVLQAAKREEGVAI EEVKRGDVLQIKDLQFHVLSPE

NTDB id 108228 AACH71 RS00075 WP 136654232.1 INQLDALILTHADQDHIGEAETLLKHHKVKRLVIPKGFVSEPKDEKVLQAAKEEGVAIEEVKRGDVLQIKDLQFHVLSPE 640
NTDB id 107 BSU 25570 NP 390435.1 IKQLDALILTHADQDHIGEAEILLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAIEEVKRGDVLQIKDLQFHVLSPE 640
consensus ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo APDPASKNNSSLVLWMEMTGGMSWI LTGDLEKEGEQEVMKNVFPNIKADVLKVGHHGSKGSTGEEF IKQQLQPKTAI I SAGKN
NTDB id 108228 AACH71 RS00075 WP 136654232.1 APDPASKNNSSLVLWMEMGGMSWILTGDLEKEGEQEVMKVFPNIKADVLKVGHHGSKGSTGEEFIKQLQPKTAIISAGKN 720
NTDB id 107 BSU 25570 NP 390435.1 APDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGKN 720
consensus !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!

logo NRYHHPHQEKVLMQI
LLQRHS IRVLRTDQNGTIQYRYKQNRVGTFSVYPPYDTSDITETN

NTDB id 108228 AACH71 RS00075 WP 136654232.1 NRYHHPHQEVMQILQRHSIRVLRTDQNGTIQYRYQNRVGTFSVYPPYDTSDITETN 776
NTDB id 107 BSU 25570 NP 390435.1 NRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
consensus !!!!!!!! !*!*!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!
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