
logo MKKSTLCLSFFLTFSNPLQALVI ELLEE IKTSPHKGTFKAKVLDSKEKPRQVLGVYNI SPHKKLTLTITHI STAIVYQPLDE
NTDB id 114191 HPOKI154 RS07370 WP 025367092.1 MKKTLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKEPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
NTDB id 1207 C694 RS07860 WP 000749005.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKKPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KLSLETTLNPNRPTIPRNTQIVFSSKELKEPSHPHQMPSLNAP I
MQKPQNKPHTSSQQPSLSQNFSYPEPSKLGSKNPSKNSLLQPL

NTDB id 114191 HPOKI154 RS07370 WP 025367092.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKEPHPHQMPSLNAPIQKPQNKPTSSQQSLQNFSYPESKLGSKNPKNSLLQPL 160
NTDB id 1207 C694 RS07860 WP 000749005.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPMQKPQNKPHSSQQPSQNFSYPEPKLGSKNSKNSLLQPL 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!*!!!!!!!*!!!!* !!!!!!!*!!!!!!*!!!!!!!!

logo AIPNSKI SPTNETVQTPTNDTKPPLKHSLSEDQENSNLF IVATPPTEKTLPNNNTPSNADINSEHNNESNENKRDNVEKQAIRDAPNIKEFA
NTDB id 114191 HPOKI154 RS07370 WP 025367092.1 AIPNKISPTNEVQTPTNDTKPPLKHSLEDQENNLFVAPPTEKTLPNNNPNADINEHNESNENRDNVEKQAIRDPNIKEFA 240
NTDB id 1207 C694 RS07860 WP 000749005.1 AIPSKISPTNETQTPTNDTKPPLKHSSEDQESNLFITPPTEKTLPNNTSNADISENNESNENKDNVEKQAIRDANIKEFA 240
consensus !!! !!!!!!! !!!!!!!!!!!!!! !!!! !!!* !!!!!!!!!! *!!!! !*!!!!!!*!!!!!!!!!!*!!!!!!

logo CGKWVYDDENLQAYRPS I LKR I
VDEDKQTATDITPCDYSNTAENKSGKI ITTPYTKI SVHKTEPLEEPQTFEAKNNFATI LQAR

NTDB id 114191 HPOKI154 RS07370 WP 025367092.1 CGKWVYDDENLQAYRPSILKRIDEDKQTATDITPCDYSNAENKSGKITTPYTKISVHKTEPLEEPQTFEAKNNFTILQAR 320
NTDB id 1207 C694 RS07860 WP 000749005.1 CGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAILQAR 320
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!

logo SSTEKCKRARATRKDGTTRQCYL I EEPLKQAWESEYE ITTQLVKAIYERPKQDDQI
VEPTFYETSELAYSSTRKSE ITHNEL

NTDB id 114191 HPOKI154 RS07370 WP 025367092.1 SSTEKCKRARTRKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQIEPTFYETSELAYSSTRKSEITHNEL 400
NTDB id 1207 C694 RS07860 WP 000749005.1 SSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITHNEL 400
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!

logo

D
NLNEKFMEFVEVYEGHYLNDI IKESSEYKEWVKNHVRFKEGVCMAVLE I EEQPRAKSTPLS I ENSKRVVCVKKGNYLFNEV

NTDB id 114191 HPOKI154 RS07370 WP 025367092.1 DLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMVLEIEEQPRAKSTPLSIENSKVVCVKKGNYLFNEV 479
NTDB id 1207 C694 RS07860 WP 000749005.1 NLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 479
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!
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