
logo MKKSLCYLSFFLTFSNPLQALVI ELLEE IKTSPSHKGTFKAKVLDSKEKPKRQVLGI
VYNI SPHKKLTLTITHI STAIVYQPLDE

NTDB id 1145899 CS886 RS06755 WP 089087212.1 MKKSLYLSFFLTFSNPLQALVIELLEEIKTSSHKGTFKAKVLDSKEPKQVLGIYNISPHKKLTLTITHISTAIVYQPLDE 80
NTDB id 1207 C694 RS07860 WP 000749005.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKKPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KLSLETTLNSPNRPTIPRNTQIVFSSKELKEPSHPSHNPQI
MPSLNAPMQKPQNKPHSSSQQPSPSQNFSYPEPSKLGSKNSKNSLLQPL

NTDB id 1145899 CS886 RS06755 WP 089087212.1 KLSLETTLSPNRPTIPRNTQIVFSSKELKEPHSNPIPSLNAPMQKPQNKPSSSQQSPQNFSYPESKLGSKNSKNSLLQPL 160
NTDB id 1207 C694 RS07860 WP 000749005.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPMQKPQNKPHSSQQPSQNFSYPEPKLGSKNSKNSLLQPL 160
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!****!!!!!!!!!!!!!!*!!!!**!!!!!!!*!!!!!!!!!!!!!!!

logo

A
V
I
TPSKI SPATNETVKQTPTNDATKNPPLKHSSEDQENSNLF IVTPPTEKTLPNNTPSNADAI SENNENSNENNENNKRDNVEKQAIRDAPNI

NTDB id 1145899 CS886 RS06755 WP 089087212.1 VTPSKISPANEVKTPTNDANPPLKHSSEDQENNLFVTPPTEKTLPNNTPNADASENNENNENNENNRDNVEKQAIRDPNI 240
NTDB id 1207 C694 RS07860 WP 000749005.1 AIPSKISPTNETQTPTNDTKPPLKHSSEDQESNLFITPPTEKTLPNNTSNADISENNESNE....NKDNVEKQAIRDANI 236
consensus !!!!!! !! !!!!! !!!!!!!!!!! !!!*!!!!!!!!!!!!*!!! !!!!! !!****!*!!!!!!!!!!*!!

logo KEFACGKWVYDDENLQAYRPS IVLKRVDEKDKEQTVATTDITPCDYSTAENKSGKI ITPYTKI SVHKTEPLEDEPQTFEAKNNFAI
NTDB id 1145899 CS886 RS06755 WP 089087212.1 KEFACGKWVYDDENLQAYRPSVLKRVDKDKEVTTDITPCDYSTAENKSGKIITPYTKISVHKTEPLEDPQTFEAKNNFAI 320
NTDB id 1207 C694 RS07860 WP 000749005.1 KEFACGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAI 316
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!

logo LQARSSTEKCKRARARKDGTTRQCYL I EEPLKQAWESEYE ITTQLVKAIYERPKQDDQI
VEPTFYETSELAYSSTRKSE IT

NTDB id 1145899 CS886 RS06755 WP 089087212.1 LQARSSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQIEPTFYETSELAYSSTRKSEIT 400
NTDB id 1207 C694 RS07860 WP 000749005.1 LQARSSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEIT 396
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo

H
RNELNLNEKFMEFVEVYEGHYLNDI IKESSEYKEWVKNHVRFKEGVCMALE I EEQPRAKSTPLS I ENSRVVCVKKGNYLF

NTDB id 1145899 CS886 RS06755 WP 089087212.1 RNELNLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLF 480
NTDB id 1207 C694 RS07860 WP 000749005.1 HNELNLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLF 476
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NEV
NTDB id 1145899 CS886 RS06755 WP 089087212.1 NEV 483
NTDB id 1207 C694 RS07860 WP 000749005.1 NEV 479
consensus !!!
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