
logo MKKSTLCLSFFLTFSNPLQALVI ELLEE IKTSPHKGTFKAKVLDSKEKPRQVLGVYNI SPHKKLTLTITHI STAIVYQPLDE
NTDB id 46739 HPV225 RS06945 WP 000751673.1 MKKTLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKEPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
NTDB id 1207 C694 RS07860 WP 000749005.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKKPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDE 80
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAP I
MQKPQNKPHTSSQQPSLSQNFSYLPEPSKLGFSKNPSKNSLLQPL

NTDB id 46739 HPV225 RS06945 WP 000751673.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKES..HQMPSLNAPIQKPQNKPTSSQQSLQNFSYLESKLGFKNPKNSLLQPL 158
NTDB id 1207 C694 RS07860 WP 000749005.1 KLSLETTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPMQKPQNKPHSSQQPSQNFSYPEPKLGSKNSKNSLLQPL 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!!!!!*!!!!!!!*!!!!* !!!!!*!*!!! !!*!!!!!!!!

logo AI
TPSKNI SPATNETVKQTPTNDTKPPLKHPSSEQDQENSNFLF IVTPPTEKTLPPNNTPSNADINSEHNNESNENNENKRDNVEKQAIKRDAPNIK

NTDB id 46739 HPV225 RS06945 WP 000751673.1 ATP.NISPANEVKTPTNDTKPPLKPSSQDQENNFFVTPPTEKTPPNNTPNADINEHNESNENNENRDNVEKQAIKDPNIK 237
NTDB id 1207 C694 RS07860 WP 000749005.1 AIPSKISPTNETQTPTNDTKPPLKHSSEDQESNLFITPPTEKTLPNNTSNADISENNES...NENKDNVEKQAIRDANIK 237
consensus ! !* !!! !! !!!!!!!!!!! !! !!! ! !*!!!!!!!*!!!!*!!!! !*!!!***!!!*!!!!!!!!*!*!!!

logo EFACGKWVYDDENLQAYRPS I LKRVDEDKQTATDITPCDYSNTAENKSGKI ITTPYTKI SVHKTEPLEEPQTFEAKNNFATI L
NTDB id 46739 HPV225 RS06945 WP 000751673.1 EFACGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSNAENKSGKITTPYTKISVHKTEPLEEPQTFEAKNNFTIL 317
NTDB id 1207 C694 RS07860 WP 000749005.1 EFACGKWVYDDENLQAYRPSILKRVDEDKQTATDITPCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAIL 317
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!

logo QARSSTEKCKRARARKDGTTRQCYL I EEPLKQAWESEYE ITTQLVKAI
VYERPKQDDQI

VEPTFYETSELAYSSTRKSE ITHR
NTDB id 46739 HPV225 RS06945 WP 000751673.1 QARSSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAVYERPKQDDQIEPTFYETSELAYSSTRKSEITR 397
NTDB id 1207 C694 RS07860 WP 000749005.1 QARSSTEKCKRARARKDGTTRQCYLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITH 397
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!*

logo NELNLNEKFMEFVEVYEGHYLNDI
T
I
VKESSEYKEWVKNHVRFLKEGVCMAVLE I EEQPRAKSTPLS I ENSRVVCVKKGNYLFN

NTDB id 46739 HPV225 RS06945 WP 000751673.1 NELNLNEKFMEFVEVYEGHYLNDTVKESSEYKEWVKNHVRLKEGVCMVLEIEEQPRAKSTPLSIENSRVVCVKKGNYLFN 477
NTDB id 1207 C694 RS07860 WP 000749005.1 NELNLNEKFMEFVEVYEGHYLNDIIKESSEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFN 477
consensus !!!!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EV
NTDB id 46739 HPV225 RS06945 WP 000751673.1 EV 479
NTDB id 1207 C694 RS07860 WP 000749005.1 EV 479
consensus !!
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