
logo MKKSTLCYLSFFLTFSNPLQALVI ELLEE IKTSPHKGTFKAKVLDSKEKPRQVLGVYNI SPHKKLTLTITHI STAIVYQPLDE
NTDB id 328688 EHU52 RS00015 WP 124732730.1 MKKTLYLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKEPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
NTDB id 1207 C694 RS07860 WP 000749005.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKKPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
consensus !!!*!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAP I
MQKPQNKPHTSSQQPLSQNFPSYLPEPSKLGSKNSPSKNSLLQPL

NTDB id 328688 EHU52 RS00015 WP 124732730.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPIQKPQNKPTSSQQPLQNFPYLESKLGSKSPKNSLLQPL 160
NTDB id 1207 C694 RS07860 WP 000749005.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPMQKPQNKPHSSQQPSQNFSYPEPKLGSKNSKNSLLQPL 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!! !!!*!*!*!!!!! *!!!!!!!!

logo AI
TPNSKI SPSATNETVKQTPTNDTKPPLKHSSEDQENSNLF IVATPPTEKTLPNNTPSNADNINSEHNNESNENKRDNVEKQAIRDAPNI

VKEFA
NTDB id 328688 EHU52 RS00015 WP 124732730.1 ATPNKISSANEVKTPTNDTKPPLKHSSEDQENNLFVAPPTEKTLPNNTPNANINEHNESNENRDNVEKQAIRDPNVKEFA 240
NTDB id 1207 C694 RS07860 WP 000749005.1 AIPSKISPTNETQTPTNDTKPPLKHSSEDQESNLFITPPTEKTLPNNTSNADISENNESNENKDNVEKQAIRDANIKEFA 240
consensus ! ! !!!* !! !!!!!!!!!!!!!!!!!! !!!* !!!!!!!!!!!*!! ! !*!!!!!!*!!!!!!!!!!*!*!!!!

logo CGKWVYDDENLQAYRPS I LKR I
VDEDKQTATDITPCDYSNTAENKSGKI ITPYTKI SVHKTEPLEEPQTFEAKNNFATI LQAR

NTDB id 328688 EHU52 RS00015 WP 124732730.1 CGKWVYDDENLQAYRPSILKRIDEDKQTATDITPCDYSNAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFTILQAR 320
NTDB id 1207 C694 RS07860 WP 000749005.1 CGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAILQAR 320
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!

logo SSTEKCKRARARKDGTI
TRQCYL I EEPLKQAWESEQYEQITSTQLVKAIYERPKQDDQTVEPTFYETSELAYSSTRKSE I

V
K
T
H
QNEL

NTDB id 328688 EHU52 RS00015 WP 124732730.1 SSTEKCKRARARKDGTIRQCYLIEEPLKQAWESQYQITSQLVKAIYERPKQDDQTEPTFYETSELAYSSTRKSEVKQNEL 400
NTDB id 1207 C694 RS07860 WP 000749005.1 SSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITHNEL 400
consensus !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!! ! !!*!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!* *!!!

logo

K
NLDNENKFMEFVEVYEGRHYLNDI IVKESSEYKEWVKNHVRFKEGVCMAVLE I EEQPRAKSTPLS I ENSKRVVCVKKGNYLFNEV

NTDB id 328688 EHU52 RS00015 WP 124732730.1 KLDNKFMEFVEVYERHYLNDIVKESSEYKEWVKNHVRFKEGVCMVLEIEEQPRAKSTPLSIENSKVVCVKKGNYLFNEV 479
NTDB id 1207 C694 RS07860 WP 000749005.1 NLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 479
consensus ! !!!!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!
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