
logo MKKSLCLSFFLTFSNPLQALVI ELLEE IKTSPHKGTFKAKVLDSKEKPRQVLGVYNI SPHKKLTLTITHI STAIVYQPLDEKLSLE
NTDB id 31691 HPG27 RS07580 WP 000748975.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKEPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDEKLSLE 85
NTDB id 1207 C694 RS07860 WP 000749005.1 MKKSLCLSFFLTFSNPLQALVIELLEEIKTSPHKGTFKAKVLDSKKPRQVLGVYNISPHKKLTLTITHISTAIVYQPLDEKLSLE 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TTLNPNRPTIPRNTQIVFSSKELKEASHAPHQMPSLNAPMQKPQNKPHSSSQQPPSQNFSYPEPSKLGSKNSKNSLLQPLAIPSKI SPTN
NTDB id 31691 HPG27 RS07580 WP 000748975.1 TTLNPNRPTIPRNTQIVFSSKELKEAHAHQMPSLNAPMQKPQNKPSSSQQPPQNFSYPESKLGSKNSKNSLLQPLAIPSKISPTN 170
NTDB id 1207 C694 RS07860 WP 000749005.1 TTLNPNRPTIPRNTQIVFSSKELKESHPHQMPSLNAPMQKPQNKPHSSQQPSQNFSYPEPKLGSKNSKNSLLQPLAIPSKISPTN 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!!*!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!

logo ETQTPTNDTKPPLKHSSEDQENSNLF ITPPTEKTLPNNTSNADI
S
N
SENNENSNENKRDNVEKQAIRDANIKEFACGKWVYDDENLQAYR

NTDB id 31691 HPG27 RS07580 WP 000748975.1 ETQTPTNDTKPPLKHSSEDQENNLFITPPTEKTLPNNTSNADSNENNENNENRDNVEKQAIRDANIKEFACGKWVYDDENLQAYR 255
NTDB id 1207 C694 RS07860 WP 000749005.1 ETQTPTNDTKPPLKHSSEDQESNLFITPPTEKTLPNNTSNADISENNESNENKDNVEKQAIRDANIKEFACGKWVYDDENLQAYR 255
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PS I LKRVDAEDKQTATDITPSCDYSTAENKSGKI ITPYTKI SVHKTEPLEEPQTFEAKNNFATI LQARSSTEKCKRARARKDGTTRQC
NTDB id 31691 HPG27 RS07580 WP 000748975.1 PSILKRVDADKQTATDITSCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFTILQARSSTEKCKRARARKDGTTRQC 340
NTDB id 1207 C694 RS07860 WP 000749005.1 PSILKRVDEDKQTATDITPCDYSTAENKSGKIITPYTKISVHKTEPLEEPQTFEAKNNFAILQARSSTEKCKRARARKDGTTRQC 340
consensus !!!!!!!! !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo YL I EEPLKQAWESEYE ITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSE ITHRNELNLNEKFMEFVEVYEGHYLNDI IKES
NTDB id 31691 HPG27 RS07580 WP 000748975.1 YLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITRNELNLNEKFMEFVEVYEGHYLNDIIKES 425
NTDB id 1207 C694 RS07860 WP 000749005.1 YLIEEPLKQAWESEYEITTQLVKAIYERPKQDDQVEPTFYETSELAYSSTRKSEITHNELNLNEKFMEFVEVYEGHYLNDIIKES 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SEYKEWVKNHVRFKEGVCMAVLE I EEQPRAKSTPLS I ENSRVVCVKKGNYLFNEV
NTDB id 31691 HPG27 RS07580 WP 000748975.1 SEYKEWVKNHVRFKEGVCMVLEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 479
NTDB id 1207 C694 RS07860 WP 000749005.1 SEYKEWVKNHVRFKEGVCMALEIEEQPRAKSTPLSIENSRVVCVKKGNYLFNEV 479
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


