UniprotKB Entry name |organism ffull oglcnacscore oplcnac p.h osphorylation PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion enqoplasmlc golgi plasma extr.acellv
ID mame sites sites reticulum |apparatus membrane region
P46459 NSF_HUMAN [Homo IVesicle-(11.718163 NaN S207;T259;S569 |34229054;35138101;34019948;347 IMAGRSMQAARCPTDELSLTNCAVV (True True 4.817 [1.749 |1.692 2.149 4.463 5.0 1.583
sapiens fusing 25712;38665916 NEKDFQSGQHVIVRTSPNHRYTFTL
IATPase KTHPSVVPGSIAFSLPQRKWAGLSIG

QEIEVSLYTFDKAKQCIGTMTIEIDFL
QKKSIDSNPYDTDKMAAEFIQQFNN
QAFSVGQQLVFSFNEKLFGLLVKDI
EAMDPSILKGEPATGKRQKIEVGLVV
GNSQVAFEKAENSSLNLIGKAKTKE
NRQSIINPDWNFEKMGIGGLDKEFS
DIFRRAFASRVFPPEIVEQMGCKHV
KGILLYGPPGCGKTLLARQIGKMLNA
REPKVVNGPEILNKYVGESEANIRKL
FADAEEEQRRLGANSGLHIIIFDEID
AICKQRGSMAGSTGVHDTVVNQLLS
KIDGVEQLNNILVIGMTNRPDLIDEA
LLRPGRLEVKMEIGLPDEKGRLQILH
IHTARMRGHQLLSADVDIKELAVET
KNFSGAELEGLVRAAQSTAMNRHIK
ASTKVEVDMEKAESLQVTRGDFLAS
LENDIKPAFGTNQEDYASYIMNGIIK
WGDPVTRVLDDGELLVQQTKNSDR
TPLVSVLLEGPPHSGKTALAAKIAEE
SNFPFIKICSPDKMIGFSETAKCQAM
KKIFDDAYKSQLSCVVVDDIERLLDY
VPIGPRFSNLVLQALLVLLKKAPPQG
RKLLIIGTTSRKDVLQEMEMLNAFS
TTIHVPNIATGEQLLEALELLGNFKD
KERTTIAQQVKGKKVWIGIKKLLMLI
EMSLQMDPEYRVRKFLALLREEGAS
PLDFD




