
logo MKKSTLCLSFFLTFSNPLQALVI ELLEE IKTSPHKGTFKAKVLDSKEKPRQVLGVYNI SPHKKLTVLTITHI STAIVYQPSLDE
NTDB id 667380 MPG28 RS00010 WP 245078274.1 MKKTLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKEPRQVLGVYNISPHKKLVLTITHISTAIVYQSLDE 80
NTDB id 1207 C694 RS07860 WP 000749005.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKKPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!*!!!

logo KLSLETTLNPNRPTIPRNTQIVFSSKELKEPSHPHQMPSLNAP I
MQKPQNKPHTSSQQPSLSQNFPSYPSEPSKLGSKNPSKRNSLLQPL

NTDB id 667380 MPG28 RS00010 WP 245078274.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKEPHPHQMPSLNAPIQKPQNKPTSSQQSLQNFPYSESKLGSKNPRNSLLQPL 160
NTDB id 1207 C694 RS07860 WP 000749005.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPMQKPQNKPHSSQQPSQNFSYPEPKLGSKNSKNSLLQPL 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!*!!!!!!!*!!!!* !!!*!*!*!!!!!!**!!!!!!!

logo AI
TPNSKI SPSATNETVKQTPTNDTKPPLKHSSEDQENSNLF ITPPTEKTLPNNTPSNADNINSEHNNESNENKRDNVEKQAIRDAPNI

VKEFA
NTDB id 667380 MPG28 RS00010 WP 245078274.1 ATPNKISSANEVKTPTNDTKPPLKHSSEDQENNLFITPPTEKTLPNNTPNANINEHNESNENRDNVEKQAIRDPNVKEFA 240
NTDB id 1207 C694 RS07860 WP 000749005.1 AIPSKISPTNETQTPTNDTKPPLKHSSEDQESNLFITPPTEKTLPNNTSNADISENNESNENKDNVEKQAIRDANIKEFA 240
consensus ! ! !!!* !! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!! ! !*!!!!!!*!!!!!!!!!!*!*!!!!

logo CGKWVYDDENLQAYRPS I LKRVDEDKQTATDITPCDYSNTAENKSGKI ITTPYTKI SVHKTEPLEEPQTFEAKNNFATI LQAR
NTDB id 667380 MPG28 RS00010 WP 245078274.1 CGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSNAENKSGKITTPYTKISVHKTEPLEEPQTFEAKNNFTILQAR 320
NTDB id 1207 C694 RS07860 WP 000749005.1 CGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAILQAR 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!

logo SSTEKCKRARARKDGTTRQCYL I EEPLKQAWESEYEQITTQLVKAI
VYERPKQDDQTVEPTFYETNSELAYSSTRKSE I

V
K
T
H
QNEL

NTDB id 667380 MPG28 RS00010 WP 245078274.1 SSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYQITTQLVKAVYERPKQDDQTEPTFYETNELAYSSTRKSEVKQNEL 400
NTDB id 1207 C694 RS07860 WP 000749005.1 SSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITHNEL 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!! !!!!!!! !!!!!!!!!!!* *!!!

logo NLNDEKFMEFVEVYEGHYLNDI IVKESSEYKEWVKNHVRFLKEGVCMAVLE I EEQPRAKSTPLS I ENSRVVCVKKGNYLFNEV
NTDB id 667380 MPG28 RS00010 WP 245078274.1 NLNDKFMEFVEVYEGHYLNDIVKESSEYKEWVKNHVRLKEGVCMVLEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 479
NTDB id 1207 C694 RS07860 WP 000749005.1 NLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 479
consensus !!!*!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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