}Jl;l iprotKB Entry name |organism [full name |oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion ::gzsll:fnmlc :
Q9ZOR6 ITSN2_MOUSE Mus Intersectin- 37.053079 S211;S798;T800;T1569(S110;5211;S231;T554;T574;T836;S [40885482;40021952;36852467 MMAQFPTAMNGGPNMWAITSEER (True False 5.0 2.793 [1.101 1.154

musculus

2

838;5843;T922

TKHDKQFDNLKPSGGYITGDQARTF
FLQSGLPAPVLAEIWALSDLNKDGK
MDQQEFSIAMKLIKLKLQGQQLPVV
LPPIMKQPPMFSPLISARFGMGSMP
NLSIHQPLPPVAPIATPLSSATSGTSI
PPLMMPAPLVPSVSTSSLPNGTASLI
QPLSIPYSSSTLPHASSYSLMMGGFG
GASIQKAQSLIDLGSSSSTSSTASLSG
NSPKTGTSEWAVPQPSRLKYRQKFN
SLDKGMSGYLSGFQARNALLQSNLS
QTQLATIWTLADIDGDGQLKAEEFIL
AMHLTDMAKAGQPLPLTLPPELVPP
SFRGGKQVDSVNGTLPSYQKTQEEE
PQKKLPVTFEDKRKANYERGNMELE
KRRQVLMEQQQREAERKAQKEKEE
'WERKQRELQEQEWKKQLELEKRLE
KQRELERQREEERRKEIERREAAKQ
ELERQRRLEWERLRRQELLSQKTRE
QEDIVRLSSRKKSLHLELEAVNGKH
QQISGRLQDVQIRKQTQKTELEVLD
KQCDLEIMEIKQLQQELKEYQNKLIY
LVPEKQLLNERIKNMQLSNTPDSGI
SLLHKKSSEKEELCQRLKEQLDALE
KETASKLSEMDSFNNQLKELRESYN
TQQLALEQLHKIKRDKLKEIERKRLE
QIQKKKLEDEAARKAKQGKENLWR
ESIRKEEEEKQKRLQEEKSQDKTQE
EERKAEAKQSETASALVNYRALYPFE
ARNHDEMSFSSGDIIQVDEKTVGEP
GWLYGSFQGKFGWFPCNYVEKVLS
SEKALSPKKALLPPTVSLSATSTSSQ
PPASVTDYHNVSFSNLTVNTTWQQK
SAFTRTVSPGSVSPTHGQGQAVENL
KAQALCSWTAKKENHLNFSKHDVIT
IVLEQQENWWFGEVHGGRGWFPKS
YVKLIPGNEVQRGEPEALYAAVTKKP
TSTAYPVTSTAYPVGEDYIALYSYSSV
EPGDLTFTEGEEILVTQKDGEWWTG
SIGERTGIFPSNYVRPKDQENFGNAS
KSGASNKKPEIAQVTSAYAASGTEQL
SLAPGQLILILKKNTSGWWQGELQA
RGKKRQKGWFPASHVKLLGPSSERT
MPTFHAVCQVIAMYDYMANNEDEL
NFSKGQLINVMNKDDPDWWQGET
NGLTGLFPSNYVKMTTDSDPSQQW
CADLQALDTMQPTERKRQGYIHELI
QTEERYMDDDLQLVIEVFQKRMAEE
GFLTEADMALIFVNWKELIMSNTKL
LRALRVRKKTGGEKMPVQMIGDILA
IAELSHMQAYIRFCSCQLNGATLLQQ
KTDEDTDFKEFLKKLASDPRCKGMP
LSSFLLKPMQRITRYPLLIRSILENTP
QSHVDHSSLKLALERAEELCSQVNE
GVREKENSDRLEWIQAHVQCEGLA
EQLIFNSLTNCLGPRKLLHSGKLYKT
KSNKELHAFLFNDFLLLTYLVRQFA
IAASGHEKLFNSKSSAQFRMYKTPIF
LNEVLVKLPTDPSGDEPVFHISHIDR
VYTLRTDNINERTAWVQKIKGASEQ
YIDTEKKKREKAYQARSQKTSGIGRL
MVHVIEATELKACKPNGKSNPYCEV
SMGSQSYTTRTLQDTLNPKWNFNC
QFFIKDLYQDVLCLTMFDRDQFSPD
DFLGRTEVPVAKIRTEQESKGPTTRR
LLLHEVPTGEVWVRFDLQLFEQKTL
L




