
logo MKKSLCLSFFLTFSNPLQALVI ELLEE IKTSPHKGTFKAKVLDSKEKPRQVLGVYNI SPSHKKLTLTITHI STAIVYQPLDE
NTDB id 47097 HP2018 RS07200 WP 000749004.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKEPRQVLGVYNISSHKKLTLTITHISTAIVYQPLDE 80
NTDB id 1207 C694 RS07860 WP 000749005.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKKPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!

logo KLSLETTLNSPNRPTIPRNTQIVFSSKELKEPSHPSHNPQI
MPSLNAPMQKPQNKPHSSSQQPSPSQNFSYPEPSKLGSKNSKNSLLQPL

NTDB id 47097 HP2018 RS07200 WP 000749004.1 KLSLETTLSPNRPTIPRNTQIVFSSKELKEPHSNPIPSLNAPMQKPQNKPSSSQQSPQNFSYPESKLGSKNSKNSLLQPL 160
NTDB id 1207 C694 RS07860 WP 000749005.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPMQKPQNKPHSSQQPSQNFSYPEPKLGSKNSKNSLLQPL 160
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!****!!!!!!!!!!!!!!*!!!!**!!!!!!!*!!!!!!!!!!!!!!!

logo

A
V
I
TPSKI

VSPATNETVKQTPTNDATKNPPLKHSSEQDQENSNLF IVATPPTEKTLPNNNTSNADAI SENNESNENKRDNVEKQAIRDAPNIKEF
NTDB id 47097 HP2018 RS07200 WP 000749004.1 VTPSKVSPANEVKTPTNDANPPLKHSSQDQENNLFVAPPTEKTLPNNNTSNADASENNESNENRDNVEKQAIRDPNIKEF 240
NTDB id 1207 C694 RS07860 WP 000749005.1 AIPSKISPTNETQTPTNDTKPPLKHSSEDQESNLFITPPTEKTLPNN.TSNADISENNESNENKDNVEKQAIRDANIKEF 239
consensus !!!*!! !! !!!!! !!!!!!! !!! !!!* !!!!!!!!!!*!!!!! !!!!!!!!!*!!!!!!!!!!*!!!!!

logo ACGKWVYDDENLQAYRPS I LKR I
VDEKDKEQTVATTDITPCDYSTAENKSGKI ITPYTKI SVHKTEPLEDEPQTFEAKNNFAI LQA

NTDB id 47097 HP2018 RS07200 WP 000749004.1 ACGKWVYDDENLQAYRPSILKRIDKDKEVTTDITPCDYSTAENKSGKIITPYTKISVHKTEPLEDPQTFEAKNNFAILQA 320
NTDB id 1207 C694 RS07860 WP 000749005.1 ACGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAILQA 319
consensus !!!!!!!!!!!!!!!!!!!!!!*! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!

logo RSSTEKCKRARARKDGTTRQCYL I EEPLKQAWESEYE ITTQLVKAI
VYERPKQDDQI

VEPTFYETSELAYSSTRKSE ITHRNE
NTDB id 47097 HP2018 RS07200 WP 000749004.1 RSSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAVYERPKQDDQIEPTFYETSELAYSSTRKSEITRNE 400
NTDB id 1207 C694 RS07860 WP 000749005.1 RSSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITHNE 399
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!*!!

logo LNLNEKFMEFVEVYEGHYLNDI IKESSEYKEWVKNHVRFKEGVCMALE I EEQPRAKSTPLS I ENSRVVCVKKGNYLFNEV
NTDB id 47097 HP2018 RS07200 WP 000749004.1 LNLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 480
NTDB id 1207 C694 RS07860 WP 000749005.1 LNLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 479
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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