
logo MKKSLCLSFFLTFSNPLQALVI ELLEE IKTSPHKGTFKAKVLDSKEKPRQVLGVYNI SPHKKLTLTITHI STAIVYQPLDE
NTDB id 329350 EAL91 RS02050 WP 121054592.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKEPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
NTDB id 1207 C694 RS07860 WP 000749005.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKKPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KLSLETTLNPNRPTIPRNTQIVFSSKELKEPSHAPHQI
MPSLNAPMQKPQNKPHSSSQQPSPSQNFSYPEPSKLGSKNSKNSLLQPL

NTDB id 329350 EAL91 RS02050 WP 121054592.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKEPHAHQIPSLNAPMQKPQNKPSSSQQSPQNFSYPESKLGSKNSKNSLLQPL 160
NTDB id 1207 C694 RS07860 WP 000749005.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPMQKPQNKPHSSQQPSQNFSYPEPKLGSKNSKNSLLQPL 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!*!!!!!!!!!!!!!!*!!!!**!!!!!!!*!!!!!!!!!!!!!!!

logo

A
V
I
TPSKI SPTNETVKQTPTNDE I

TKPPLKHSSEDQENSNLF IATPPTEKTLPNNNTASHNADI
T
S
YENNESNSENKRDNSVEKQAIRDAPNIKEF

NTDB id 329350 EAL91 RS02050 WP 121054592.1 VTPSKISPTNEVKTPTNEIKPPLKHSSEDQENNLFIAPPTEKTLPNNNASHADTYENNESSENRDSVEKQAIRDPNIKEF 240
NTDB id 1207 C694 RS07860 WP 000749005.1 AIPSKISPTNETQTPTNDTKPPLKHSSEDQESNLFITPPTEKTLPNNT.SNADISENNESNENKDNVEKQAIRDANIKEF 239
consensus !!!!!!!!! !!!!* !!!!!!!!!!!! !!!! !!!!!!!!!! *!*!! !!!!! !!*! !!!!!!!!*!!!!!

logo ACGKWVYDDENLQAYRPS I LKRVDAEDKQTATDITPCDYSMTAENKSGKI ITPYTKI SVHKTEPLEEPQTFEAKNNFAI LQA
NTDB id 329350 EAL91 RS02050 WP 121054592.1 ACGKWVYDDENLQAYRPSILKRVDADKQTATDITPCDYSMAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAILQA 320
NTDB id 1207 C694 RS07860 WP 000749005.1 ACGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAILQA 319
consensus !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RSSTEKCKRARARKDGTTRQCYL I EEPLKQAWESEYE ITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSE ITHRNE
NTDB id 329350 EAL91 RS02050 WP 121054592.1 RSSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITRNE 400
NTDB id 1207 C694 RS07860 WP 000749005.1 RSSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITHNE 399
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo LNLNEKFMEFVEVYEGHYLNDI IVKESSEYKEWVKNHVRFKEGVCMVALE I EEQPRAKSTPLS I ENSRVVCVKKGNYLFNEV
NTDB id 329350 EAL91 RS02050 WP 121054592.1 LNLNEKFMEFVEVYEGHYLNDIVKESSEYKEWVKNHVRFKEGVCVALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 480
NTDB id 1207 C694 RS07860 WP 000749005.1 LNLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 479
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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