
logo

MKKSLCLSFFLTFSNPLQALVI ELLEE I
MKTSPHKGTFKAKVLDSKEKPRQVLGVYNI SPHKKLTLTITHI STAIVYQPLDE

NTDB id 334469 EM803 RS00010 WP 240671633.1 ...........................MKTSPHKGTFKAKVLDSKEPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 53
NTDB id 1207 C694 RS07860 WP 000749005.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKKPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
consensus ****************************!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KLSLETI
TLNPNRPTIPRNTQIVFSSKELKEPSHPHQMPSLNAP I

MQKPQNKPHTSSQQPSPSQNFSYPSEPSKLGSKNPSKNSLLQPL
NTDB id 334469 EM803 RS00010 WP 240671633.1 KLSLETILNPNRPTIPRNTQIVFSSKELKEPHPHQMPSLNAPIQKPQNKPTSSQQSPQNFSYSESKLGSKNPKNSLLQPL 133
NTDB id 1207 C694 RS07860 WP 000749005.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPMQKPQNKPHSSQQPSQNFSYPEPKLGSKNSKNSLLQPL 160
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!*!!!!!!!*!!!!**!!!!!*!*!!!!!!*!!!!!!!!

logo AI
TPSKI SPSATNETVKQTPTNDTKPPLKRHSSEDQENSNLF IVTPPTEKTLPNNNTSNADNINSEHNNESNENKRDNSVEKQAIRDAPNI

VKEFA
NTDB id 334469 EM803 RS00010 WP 240671633.1 ATPSKISSANEVKTPTNDTKPPLRHSSEDQENNLFVTPPTEKTLPNNN..ANINEHNESNENRDSVEKQAIRDPNVKEFA 211
NTDB id 1207 C694 RS07860 WP 000749005.1 AIPSKISPTNETQTPTNDTKPPLKHSSEDQESNLFITPPTEKTLPNNTSNADISENNESNENKDNVEKQAIRDANIKEFA 240
consensus ! !!!!!* !! !!!!!!!!!!*!!!!!!! !!!*!!!!!!!!!!! **! ! !*!!!!!!*! !!!!!!!!*!*!!!!

logo CGKWVYDDENLQAYRPS I LKR I
VDEDYKQTATDITPCDYSNTAENKSGKI ITTPYTKI SVHKTEPLEEPQTFEAKNNFATI LQAR

NTDB id 334469 EM803 RS00010 WP 240671633.1 CGKWVYDDENLQAYRPSILKRIDEYKQTATDITPCDYSNAENKSGKITTPYTKISVHKTEPLEEPQTFEAKNNFTILQAR 291
NTDB id 1207 C694 RS07860 WP 000749005.1 CGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAILQAR 320
consensus !!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!

logo SSTEKCKRARARKDGTTRQCYL I EEPLKQAWESEYEQITTQLMVKAI
VYERPKQDDQI

VEPTFYETSELAYSSTRKSE ITHNEL
NTDB id 334469 EM803 RS00010 WP 240671633.1 SSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYQITTQLMKAVYERPKQDDQIEPTFYETSELAYSSTRKSEITHNEL 371
NTDB id 1207 C694 RS07860 WP 000749005.1 SSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITHNEL 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!

logo NLNEKFMEFVEVYEGHYLNDI IVKESSEYKEWVKNHVRFKEGVCMAVLE I EEQPRAKSTPLS I ENSRVVCVKKGNYLFNEV
NTDB id 334469 EM803 RS00010 WP 240671633.1 NLNEKFMEFVEVYEGHYLNDIVKESSEYKEWVKNHVRFKEGVCMVLEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 450
NTDB id 1207 C694 RS07860 WP 000749005.1 NLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 479
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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