
logo

MK
MKKPFSLVCLSFFLTFSNLPLQALVI ELLEE IKTSPHKGTFKAKVLDSKEKPRQVLGVYNI SPHKKLTLTITHI STAIVYQPLD

NTDB id 667316 MPG57 RS00010 WP 245081095.1 MKKPFVCLSFFLTFSNLLQALVIELLEEIKTSPHKGTFKAKVLDSKEPRQVLGVYNISPHKKLTLTITHISTAIVYQPLD 80
NTDB id 1207 C694 RS07860 WP 000749005.1 .MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKKPRQVLGVYNISPHKKLTLTITHISTAIVYQPLD 79
consensus * !* *!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EKLSLETTLNPNRPTIPKRNTQIVFSSKELKESHPHQMPSLNAP I
MQKPQNKPHTSSQQPSLSQNFPSYPSEPSKLGSKNPSKNSLLQP

NTDB id 667316 MPG57 RS00010 WP 245081095.1 EKLSLETTLNPNRPTIPKNTQIVFSSKELKES..HQMPSLNAPIQKPQNKPTSSQQSLQNFPYSESKLGSKNPKNSLLQP 158
NTDB id 1207 C694 RS07860 WP 000749005.1 EKLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPMQKPQNKPHSSQQPSQNFSYPEPKLGSKNSKNSLLQP 159
consensus !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!**!!!!!!!!!*!!!!!!!*!!!!* !!!*!*!*!!!!!!*!!!!!!!

logo LATI
TPSKI SPSATNETVKQTPTNDTKPPLKHSSEDQENSNLF ITPPTEKTLPNNTPSNADINSEHNNESNENKRDNVEKQAIRDAPNIKEF

NTDB id 667316 MPG57 RS00010 WP 245081095.1 LTTPSKISSANEVKTPTNDTKPPLKHSSEDQENNLFITPPTEKTLPNNTPNADINEHNESNENRDNVEKQAIRDPNIKEF 238
NTDB id 1207 C694 RS07860 WP 000749005.1 LAIPSKISPTNETQTPTNDTKPPLKHSSEDQESNLFITPPTEKTLPNNTSNADISENNESNENKDNVEKQAIRDANIKEF 239
consensus ! !!!!!* !! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!! !*!!!!!!*!!!!!!!!!!*!!!!!

logo ACGKWVYDDENLQAYRPS I LKRVDEDKQTATDITPCDYSNTAENKSGKI ITTPYTKI SVHKTEPSLEEPQTFEAKNNFATI LQA
NTDB id 667316 MPG57 RS00010 WP 245081095.1 ACGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSNAENKSGKITTPYTKISVHKTESLEEPQTFEAKNNFTILQA 318
NTDB id 1207 C694 RS07860 WP 000749005.1 ACGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAILQA 319
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!*!!!!!!!!!!!!! !!!!

logo RSSTEKCKRARARKDGTTRQCYL I EEPLKQAWESEYEQITTQLVKAI
VYERPKQDDQTVEPTFYETSELAYSSTRKSE I

V
K
T
H
QNE

NTDB id 667316 MPG57 RS00010 WP 245081095.1 RSSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYQITTQLVKAVYERPKQDDQTEPTFYETSELAYSSTRKSEVKQNE 398
NTDB id 1207 C694 RS07860 WP 000749005.1 RSSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITHNE 399
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!* *!!

logo LNLNEKFMEFVEVYEGHYLNDI IVKESSEYKEWVKNHVRFKEGVCMAVLE I EEQPRAKSTPLS I ENSKRVVCVKKGNYLFNEV
NTDB id 667316 MPG57 RS00010 WP 245081095.1 LNLNEKFMEFVEVYEGHYLNDIVKESSEYKEWVKNHVRFKEGVCMVLEIEEQPRAKSTPLSIENSKVVCVKKGNYLFNEV 478
NTDB id 1207 C694 RS07860 WP 000749005.1 LNLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 479
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!
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