
logo MKKSTLCLSFFLTFSNPLQALVI ELLEE IKTSPHKGTFKAKVLDSKEKPRQVLGVYNI SPHKKLTLTITHI STAIVYQPLDE
NTDB id 667629 MPF84 RS00010 WP 245085757.1 MKKTLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKEPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
NTDB id 1207 C694 RS07860 WP 000749005.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKKPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KLSLETI
TLNPNRPTIPRNTQIVFSSKELKEPSHPHQMPSLNAP I

MQKPQNKPHTSSQQPSLSQNFPSYPSEPSKLGSKNPSKNSLLQPL
NTDB id 667629 MPF84 RS00010 WP 245085757.1 KLSLETILNPNRPTIPRNTQIVFSSKELKEPHPHQMPSLNAPIQKPQNKPTSSQQSLQNFPYSESKLGSKNPKNSLLQPL 160
NTDB id 1207 C694 RS07860 WP 000749005.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPMQKPQNKPHSSQQPSQNFSYPEPKLGSKNSKNSLLQPL 160
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!*!!!!!!!*!!!!* !!!*!*!*!!!!!!*!!!!!!!!

logo AI
TPSKI SPSATNETVKQTPTNDTKPPLKHSSEDQENSNLF ITPPTEKTLPNNTPSNADI

T
N
SEHNHNESNENKRDNVEKQAIRDAPNIKEFA

NTDB id 667629 MPF84 RS00010 WP 245085757.1 ATPSKISSANEVKTPTNDTKPPLKHSSEDQENNLFITPPTEKTLPNNTPNADTNEHHESNENRDNVEKQAIRDPNIKEFA 240
NTDB id 1207 C694 RS07860 WP 000749005.1 AIPSKISPTNETQTPTNDTKPPLKHSSEDQESNLFITPPTEKTLPNNTSNADISENNESNENKDNVEKQAIRDANIKEFA 240
consensus ! !!!!!* !! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!! !**!!!!!*!!!!!!!!!!*!!!!!!

logo CGKWVYDDENLQAYRPS I LKRVDEDKQTATDITPCDYSNTAENKSGKI ITPYTKI SVHKTEPLEEPQTFEAKNNFAI LQAR
NTDB id 667629 MPF84 RS00010 WP 245085757.1 CGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSNAENK..................................... 283
NTDB id 1207 C694 RS07860 WP 000749005.1 CGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAILQAR 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!*************************************

logo

SSTEKCKRARARKD
NGTTRQCYL I EEPLKQAWESEYEQITTQLVKAI

VYERPKQDDQI
VEPTFYETSELAYSSTRKSE ITHNEL

NTDB id 667629 MPF84 RS00010 WP 245085757.1 .............NGTTRQCYLIEEPLKQAWESEYQITTQLVKAVYERPKQDDQIEPTFYETSELAYSSTRKSEITHNEL 350
NTDB id 1207 C694 RS07860 WP 000749005.1 SSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITHNEL 400
consensus ************* !!!!!!!!!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!

logo NLNDEKFMEFVEVYEGHYLNDI IVKESSEYKEWVKNHVRFLKEGVCMAVLE I EEQPRAKSTPLS I ENSRVI
VCVKKGNYLFNEV

NTDB id 667629 MPF84 RS00010 WP 245085757.1 NLNDKFMEFVEVYEGHYLNDIVKESSEYKEWVKNHVRLKEGVCMVLEIEEQPRAKSTPLSIENSRVICVKKGNYLFNEV 429
NTDB id 1207 C694 RS07860 WP 000749005.1 NLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 479
consensus !!!*!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!
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