
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q9Z0R4 ITSN1_MOUSE Mus
musculus

Intersectin-
1

36.83566 T718;S884 S203;S318;S334;S335;S685;T890;S
894;S895;S897;S971;T977;S979;S9
88;S1130;T1137;S1638

40885482 MAQFPTPFGGSLDVWAITVEERAKH
DQQFLSLKPIAGFITGDQARNFFFQS
GLPQPVLAQIWALADMNNDGRMDQ
VEFSIAMKLIKLKLQGYQLPSTLPPV
MKQQPVAISSAPAFGIGGIASMPPLT
AVAPVPMGSIPVVGMSPPLVSSVPPA
AVPPLANGAPPVIQPLPAFAHPAATL
PKSSSFSRSGPGSQLNTKLQKAQSF
DVASAPPAAEWAVPQSSRLKYRQLF
NSHDKTMSGHLTGPQARTILMQSSL
PQAQLASIWNLSDIDQDGKLTAEEFI
LAMHLIDVAMSGQPLPPVLPPEYIPP
SFRRVRSGSGMSVISSSSVDQRLPE
EPSSEDEQQPEKKLPVTFEDKKREN
FERGSVELEKRRQALLEQQRKEQER
LAQLERAEQERKERERQEQERKRQL
ELEKQLEKQRELERQREEERRKEIE
RREAAKRELERQRQLEWERNRRQE
LLNQRNKEQEGTVVLKARRKTLEFE
LEALNDKKHQLEGKLQDIRCRLATQ
RQEIESTNKSRELRIAEITHLQQQLQ
ESQQMLGRLIPEKQILSDQLKQVQQ
NSLHRDSLLTLKRALEAKELARQQL
REQLDEVERETRSKLQEIDVFNNQL
KELREIHSKQQLQKQRSLEAARLKQ
KEQERKSLELEKQKEDAQRRVQERD
KQWLEHVQQEEQPRPRKPHEEDRL
KREDSVRKKEAEERAKPEMQDKQS
RLFHPHQEPAKLATQAPWSTTEKGP
LTISAQESVKVVYYRALYPFESRSHD
EITIQPGDIVMVDESQTGEPGWLGG
ELKGKTGWFPANYAEKIPENEVPTP
AKPVTDLTSAPAPKLALRETPAPLPV
TSSEPSTTPNNWADFSSTWPSSSNE
KPETDNWDTWAAQPSLTVPSAGQL
RQRSAFTPATATGSSPSPVLGQGEKV
EGLQAQALYPWRAKKDNHLNFNKS
DVITVLEQQDMWWFGEVQGQKGW
FPKSYVKLISGPVRKSTSIDTGPTESP
ASLKRVASPAAKPAIPGEEFIAMYTY
ESSEQGDLTFQQGDVIVVTKKDGDW
WTGTVGDKSGVFPSNYVRLKDSEGS
GTAGKTGSLGKKPEIAQVIASYAATG
PEQLTLAPGQLILIRKKNPGGWWEG
ELQARGKKRQIGWFPANYVKLLSPG
TSKITPTELPKTAVQPAVCQVIGMYD
YTAQNDDELAFSKGQIINVLNKEDP
DWWKGEVSGQVGLFPSNYVKLTTD
MDPSQQWCSDLHLLDMLTPTERKR
QGYIHELIVTEENYVNDLQLVTEIFQ
KPLTESELLTEKEVAMIFVNWKELI
MCNIKLLKALRVRKKMSGEKMPVK
MIGDILSAQLPHMQPYIRFCSCQLN
GAALIQQKTDEAPDFKEFVKRLAMD
PRCKGMPLSSFILKPMQRVTRYPLII
KNILENTPENHPDHSHLKHALEKAE
ELCSQVNEGVREKENSDRLEWIQA
HVQCEGLSEQLVFNSVTNCLGPRKF
LHSGKLYKAKSNKELYGFLFNDFLL
LTQITKPLGSSGTDKVFSPKSNLQYK
MYKTPIFLNEVLVKLPTDPSGDEPIF
HISHIDRVYTLRAESINERTAWVQKI
KAASELYIETEKKKREKAYLVRSQRA
TGIGRLMVNVVEGIELKPCRSHGKS
NPYCEVTMGSQCHITKTIQDTLNPK
WNSNCQFFIRDLEQEVLCITVFERD
QFSPDDFLGRTEIRVADIKKDQGSKG
PVTKCLLLHEVPTGEIVVRLDLQLFD
EP

True True 5.0 4.558 1.402 1.317 1.661 5.0 1.647


