GTGKTFTMEGVRAVPGLRGVIPNSF
IAHIFGHIAKAEGDTRFLVRVSYLEIY
NEEVRDLLGKDQTQRLEVKERPDVG
IVYIKDLSAYVVNNADDMDRIMTLGH
KNRSVGATNMNEHSSRSHAIFTITIE
CSEKGVDGNMHVRMGKLHLVDLA
GSERQAKTGATGQRLKEATKINLSLS
TLGNVISALVDGKSTHVPYRNSKLTR
LLQDSLGGNSKTMMCANIGPADYN
IYDETISTLRYANRAKNIKNKARINED
PKDALLRQFQKEIEELKKKLEEGEEV
SGSDISGSEEDDEEGELGEDGEKKK
KRRDQAGKKKVSPDKMVEMOQAKID
EERKALETKLDMEEEERNKARAELE
RREKDLLKAQQEHQSLLEKLSALEK
KVIVGGVDLLAKAEEQEKLLEESNM
ELEERRRRAEQLRKELEEKEQERLD
IEEKYTSLQEEAQGKTKKLKKVWTM
LMAAKSEMADLQQEHQREIEGLLE
NIRQLSRELRLQMLIIDNFIPQDYQE
MIENYVHWNEDIGEWQLKCVAYTG
NNMRKQTPVPDKKERDPFEVDLSH
IVYLAYTEESLRQSLMKLERPRTSKG
KARPKMGRRKRSAKPETVIDSLLQ

UniprotKB Entry name |organism full oglcnacscore oglcnac p‘h osphorylation PMIDS [sequence intracellular extracellular cytosol nucleus mitochndrion ent'loplasmlc golgi plasma extr.'acellular
ID name sites sites reticulum apparatus membrane [region
P28741 KIF3A_ MOUSE [Mus Kinesin- [24.474581 NaN S689 33300544 [MPINKSEKPESCDNVKVVVRCRPLN [True False 4.724 |3.166 1.583 1.555 2.273 2.213 1.815
musculus [like EREKSMCYRQAVSVDEMRGTITVHK
protein TDSSNEPPKTFTFDTVFGPESKQLD
KIF3A IVYNLTARPIIDSVLEGYNGTIFAYGQT




