
logo MRHNSRLLLPLMAAASATAGI STAAASYFPSAI
VFLFFI LFLL I IVLS IVKTRHQAFPL I FIVCFLFSF IVLFNFAVLFYAKI

VTDFSQNTVSSYKRQGSTYHQF
NTDB id 965013 NSU16 RS12675 WP 268505137.1 MRHSRLLLPLAAASATAGISAASYFSAVFLFFLFLLIVSVKTRQAPLIFVCLFSFVLNFALFKITDFQNTSSYKQGSYHF 80
NTDB id 107 BSU 25570 NP 390435.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
consensus !!*!!!!!!*!!!!!!!!!*!! !!*!*!!! !!!!!* *!!!*!*!! !! !!!*! ! !* *!! !! !!!*!!*!*!

logo KAVI
V
D
H
S
TIPKIDGDRMSLML

M
I
V
E
KTPDGKEKWAAASYR IQSALAGEKDEKQLLSHYI

LEPGMASCELTGTLEEKPKNHQATVPGATFDYHNEQYLYRQHI
NTDB id 965013 NSU16 RS12675 WP 268505137.1 KAVVHSIPKIDGDRMSLLIKTPDGEKWAASYRIQSLAEKDKLSHLEPGMACELTGTLEKPKQATVPGTFDYHQYLYRQHI 160
NTDB id 107 BSU 25570 NP 390435.1 KAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
consensus !!!***!!!!!!!!!!*** !!! !!!!! !!!!! *!!* ! **!!!! !!!!!!!! ! *!!!!! !!!* !!!!!!!

logo HWNSYSVTS IQRNCSEQPSESGNFVKRYKLVLSLRKHYI IVSFTNSTKLLPPSDSATGIVQALTVGDERFSYLVDEDDEVLNTAYQKNLGVVHLLAI SGLHV
NTDB id 965013 NSU16 RS12675 WP 268505137.1 HWSYSVTSIRNCSQSSGVRYKLLSLRKYIVSFTNTKLPSDSAGIVQALTVGERSYLDDDVLNAYQNLGVVHLLAISGLHV 240
NTDB id 107 BSU 25570 NP 390435.1 HWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSTGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
consensus !! !!!!!! !!! * *!!*!!!!!*!*!!!!* !!*!! !!!!!!!!!*! !**!*!! !!! !!!!!!!!!!!!!!

logo GI LTAGLFYAIMIRLGITREKNAS I LLLLFLP I
LYVI

MLTGAAPSVLRAALMSGI
VYLAGSLFVKQQWRVNRSAGTAVICLSYIVLLLFNP

NTDB id 965013 NSU16 RS12675 WP 268505137.1 GILTAGLFYAMIRLGITRENASILLLLFLPIYVILTGAAPSVLRAALMSGIYLAGSLFQQRVNSAGVICLSYIVLLLFNP 320
NTDB id 107 BSU 25570 NP 390435.1 GILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIVLLLFNP 320
consensus !!!!!!!!! !!!!!!!!! !!!!!!!!!!*!!*!!!!!!!!!!!!!!!!*!!!!!! !! !! !!!!!!!!!!!!!

logo YHYLFEAGFQLSFAVSFSL I LSSS I FQHQSVKTGSLGQLTI
MVSLVIAQLGSLP I LLYHFHQQFS I IMS IVPMNML

V
L
MVPFYTFC I LPAGA

NTDB id 965013 NSU16 RS12675 WP 268505137.1 YYLFEAGFQLSFAVSFSLILSSSIFQHSKTGLGQLTMVSVIAQLGSLPILLYHFQQFSIMSIPMNMVLVPFYTFCILPAA 400
NTDB id 107 BSU 25570 NP 390435.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCILPGA 400
consensus !*!!!!!!!!!!!!!!!!!!!!!!!!* !! !!!!!*!!*!!!!!!!!!!!!!!*!!!!*!*!!!!**!!!!!!!!!!*!

logo VAIGVI
LLLFSFLSASFVGQRFLFLFSYWFDLVLMI

M
S
TWI

TNRL ITKNIADI
V
D
E
I
VFTI IMIASHRPAPAVLLFLLFTLVTI

V I ILLLMAS I EKRSLYLSQRLMTVSTAGG
NTDB id 965013 NSU16 RS12675 WP 268505137.1 VIGVILLFFSASVGQFLFYWFDVMMTWTNRLITKIADIEIFTIIISRPAPALLLLFTLTVIILLMSIEKRSYLRLTVSAG 480
NTDB id 107 BSU 25570 NP 390435.1 VAGVLLLSLSASFGRLFFSWFDLLISWINRLITNIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMVTGG 480
consensus ! !!*!! !!! ! ! !!!****! !!!!! !!!***!!!*! *!!! !! !!!*!*!*!!! !!!!! ! !**!

logo

I
L
C
FCATTVLMF

TLLF I FYPCYLVSSDEGEVDMIDIGQGDSMFVGSAPHYQKRGRVL IDTGGTLSYSSEPWREKQHPFSLGEKVL IPFLTAKG
NTDB id 965013 NSU16 RS12675 WP 268505137.1 LFCATLTLLFIFPYVSSDGEVDMIDIGQGDSMFVSAPYQKGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
NTDB id 107 BSU 25570 NP 390435.1 ICCTVMFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAKG 560
consensus **! * !!!!*!**!!*!!!!!!!!!!!!!!!! !!*!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo IKQLDAL I LTHADQDHIGEAE I
VLLKHHKVKRL IV IPKGFVSEPHKDEKVLQRATAREQEGVAI EEVKRGDVLQIKDLQFHVLSPE

NTDB id 965013 NSU16 RS12675 WP 268505137.1 IKQLDALILTHADQDHIGEAEVLLKHHKVKRLIIPKGFVSEPHDEKVLRTARQEGVAIEEVKRGDVLQIKDLQFHVLSPE 640
NTDB id 107 BSU 25570 NP 390435.1 IKQLDALILTHADQDHIGEAEILLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAIEEVKRGDVLQIKDLQFHVLSPE 640
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!*!!!!!!!!!*!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

A
TPDPASKNNSSLVLWMEKTGGSLMSWI

LLTGDLEKEGEQE I
V
I
M
N
SVFPNIKRADVLKVGHHGSKGSTGEEF IKQQLQPKTAI I SAGEKN

NTDB id 965013 NSU16 RS12675 WP 268505137.1 TPDPASKNNSSLVLWMKTGSLSWLLTGDLEKEGEQEIISVFPNIRADVLKVGHHGSKGSTGEEFIKQLQPKTAIISAGEN 720
NTDB id 107 BSU 25570 NP 390435.1 APDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGKN 720
consensus !!!!!!!!!!!!!!! !! *!!*!!!!!!!!!!!!** !!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !

logo NRYHHPHQEKVLQLLKQRSHRS IRVLRTDQNSGTIQYRTYKNGRSVGTFSVYPPYDTSDI
MTEKETN

NTDB id 965013 NSU16 RS12675 WP 268505137.1 NRYHHPHQEVLQLLKSRSIRVLRTDQSGTIQYTYKNGSGTFSVYPPYDTSDMTKEN 776
NTDB id 107 BSU 25570 NP 390435.1 NRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
consensus !!!!!!!! !!!!! *!!!!!!!!! !!!!! !!! !!!!!!!!!!!!!*! !
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X ≥ 50% conserved


