UniprotKB Entry name |organism full oglcnacscore o'glcnac p.h osphorylation PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion en('ioplasmlc golgi r extl:acellular
ID name sites sites reticulum apparatus membrane region
Q6PIP6 KIF11_MOUSE |Mus Kinesin- [27.796441 NaN T457;T925 39627609;34887587 MASQPSSLKKKEEKGRNIQVVVRCR (True False 4.143 [3.495 1.657 1.396 1.473 1.815 1.537
musculus |like PFNLAERKANAHSVVECDHARKEVS
protein IVRTAGLTDKTSKKTYTFDMVFGAST
KIF11 KQIDVYRSVVCPILDEVIMGYNCTIF

IAYGQTGTGKTFTMEGERSPNEVYT
WEEDPLAGIIPRTLHQIFEKLTDNGT
EFSVKVSLLEIYNEELFDLLSPSSDV
SERLQMFDDPRNKRGVIIKGLEEITV
HNKDEVYQILEKGAAKRTTAATLMN
AYSSRSHSVFSVTIHMKETTIDGEEL
IVKIGKLNLVDLAGSENIGRSGAVDK
RAREAGNINQSLLTLGRVITALVERT
PHIPYRESKLTRILQDSLGGRTRTSII
IATISPASFNLEETLSTLEYAHRAKNI
MNKPEVNQKLTKKALIKEYTEEIERL
KRDLAAAREKNGVYISEESFRAMNG
KVTVQEEQIVELVEKIAVLEEELSKA
TELFMDSKNELDQCKSDLQTKTQEL
ETTQKHLQETKLQLVKEEYVSSALE
RTEKTLHDTASKLLNTVKETTRAVS
GLHSKLDRKRAIDEHNAEAQESFGK
NLNSLFNNMEELIKDGSAKQKAML
DVHKTLFGNLMSSSVSALDTITTTAL
ESLVSIPENVSARVSQISDMILEEQS
LAAQSKSVLQGLIDELVTDLFTSLKTI
IVAPSVVSILNINKQLQHIFRASSTVA
EKVEDQKREIDSFLSILCNNLHELRE
NTVSSLVESQKLCGDLTEDLKTIKET
HSQELCQLSSSWAERFCALEKKYEN
IQKPLNSIQENTELRSTDIINKTTVHS
KKILAESDGLLQELRHFNQEGTQLV
EESVGHCSSLNSNLETVSQEITQKC
GTLNTSTVHFSDQWASCLSKRKEEL
ENLMEFVNGCCKASSSEITKKVREQ
SAAVANQHSSFVAQMTSDEESCKA
GSLELDKTIKTGLTKLNCFLKQDLKL
DIPTGMTPERKKYLYPTTLVRTEPRE
QLLDQLQKKQPPMMLNSSEASKET
SQDMDEEREALEQCTEELVSPETTE
HPSADCSSSRGLPFFQRKKPHGKDK
ENRGLNPVEKYKVEEASDLSISKSRL
PLHTSINL




