
logo MKANALLWAQRLAKETAWARNLPQRSTKLLLAAGLLLVGSAGVALWYVGFLYLPAQAVAPEMAEPVQTPATPGQPQVPSQGAEASPTKQAVI EAPP IPPLAESQTAEEPAQDKPQ
NTDB id 39726 TSC RS10145 WP 015717937.1 MKALLARLATAWRNLPQSTKLLLAGLLLVSAVALWYVGFYLPAQAPMEVQPTPGQPQVPSQGAEAPKAIEAPPIPPLAETAPQDQ 85
NTDB id 1026 TT RS05140 WP 011173435.1 MKNAWQRLKEAWANLPRSTKLLLAALLLVGGVALWYVGLYLPAQVAEAPTPAP...........STQVIEAPPIPPLASQEEAKP 74
consensus !! !! !! !!! !!!!!!!*!!!! *!!!!!!! !!!!! * * ! !*********** * !!!!!!!!!! * *
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QAEKAPASPQEEAQAPSAPSQSKQEPEVALQTATAPLPPAIPKVATQRAQEAPPLPPNPFVPLVVEATPPPSPPAVPSPAPSAPSRPTPVPETGAPAPVRVQTQTGTPALPQATPQSAVAQAP

NTDB id 39726 TSC RS10145 WP 015717937.1 AAK.PSPE...ASPSQKPVLTTALPIPKTQQEAPLPNPFVPLVVEAPPSPPVPSPAPAPRPTPVPTGAPVRVTQGTPLPTPSVQA 166
NTDB id 1026 TT RS05140 WP 011173435.1 QAEAPAQEEAQAPASSQEEAQAPPPAPVARAEPPPPNPFVPLVVETPPPPPA....SASRPTPVPEGPAVRVQT..PAQAPQAAP 153
consensus ! *! *!***!**! * **! ! !*!*!!!!!!!!!! !!*!! *****!*!!!!!! !**!!! **! * ! *
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NTDB id 39726 TSC RS10145 WP 015717937.1 SPRPLPGSQGALPAPKVLTPAFQVETPKAQVDTPLLLTPPAGLVEAPLPRAPQTPEGGKTEPSPATSPKTPLQALVEEKGIKLAG 251
NTDB id 1026 TT RS05140 WP 011173435.1 ATRPIPGTSGALPAPKILSPALSAPLPQARETPP.RVAVPTALVEAPLPGPEEK......GAEKAPTPASPLERLVAEKGLRLSG 231
consensus *!!*!!* !!!!!!!*!*!! * ! ! *!* * *! *!!!!!!! ** ****** * *!**! *!! !! !!!**! !

logo TLLGPVSVAI LESTKEGYLVLVPAVGSLP I
LPGSTEAVLVRQR I

VEESDGRSVTVLALKDEESTLENI
L
S
TLEKMVQAGGGQ

NTDB id 39726 TSC RS10145 WP 015717937.1 TLLGPVSVAILETKEGYLVLPVGSLLPGSEAVLRRIESDRVVLALKDESLEITLEKMQAGGGQ 314
NTDB id 1026 TT RS05140 WP 011173435.1 TLLGPVSVAILESKEGYLVVPAGSPIPGTEAVVRQVEEGSVTLALKEETLNLSL..VQAGGGQ 292
consensus !!!!!!!!!!!!*!!!!!!*! !!**!!*!!!*! *! ! !!!!*!*! **!***!!!!!!
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