
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

P13611 CSPG2_HUMAN Homo
sapiens

Versican
core
protein

24.77561 T3141 S2116;S2608;T2617 28411811;28657654;38665916 MFINIKSILWMCSTLIVTHALHKVKV
GKSPPVRGSLSGKVSLPCHFSTMPT
LPPSYNTSEFLRIKWSKIEVDKNGKD
LKETTVLVAQNGNIKIGQDYKGRVSV
PTHPEAVGDASLTVVKLLASDAGLYR
CDVMYGIEDTQDTVSLTVDGVVFHY
RAATSRYTLNFEAAQKACLDVGAVIA
TPEQLFAAYEDGFEQCDAGWLADQT
VRYPIRAPRVGCYGDKMGKAGVRTY
GFRSPQETYDVYCYVDHLDGDVFHL
TVPSKFTFEEAAKECENQDARLATV
GELQAAWRNGFDQCDYGWLSDASV
RHPVTVARAQCGGGLLGVRTLYRFE
NQTGFPPPDSRFDAYCFKPKEATTID
LSILAETASPSLSKEPQMVSDRTTPII
PLVDELPVIPTEFPPVGNIVSFEQKAT
VQPQAITDSLATKLPTPTGSTKKPWD
MDDYSPSASGPLGKLDISEIKEEVLQ
STTGVSHYATDSWDGVVEDKQTQES
VTQIEQIEVGPLVTSMEILKHIPSKEF
PVTETPLVTARMILESKTEKKMVSTV
SELVTTGHYGFTLGEEDDEDRTLTV
GSDESTLIFDQIPEVITVSKTSEDTIH
THLEDLESVSASTTVSPLIMPDNNG
SSMDDWEERQTSGRITEEFLGKYLS
TTPFPSQHRTEIELFPYSGDKILVEGI
STVIYPSLQTEMTHRRERTETLIPEM
RTDTYTDEIQEEITKSPFMGKTEEEV
FSGMKLSTSLSEPIHVTESSVEMTKS
FDFPTLITKLSAEPTEVRDMEEDFTA
TPGTTKYDENITTVLLAHGTLSVEAA
TVSKWSWDEDNTTSKPLESTEPSAS
SKLPPALLTTVGMNGKDKDIPSFTE
DGADEFTLIPDSTQKQLEEVTDEDIA
AHGKFTIRFQPTTSTGIAEKSTLRDS
TTEEKVPPITSTEGQVYATMEGSALG
EVEDVDLSKPVSTVPQFAHTSEVEG
LAFVSYSSTQEPTTYVDSSHTIPLSVI
PKTDWGVLVPSVPSEDEVLGEPSQD
ILVIDQTRLEATISPETMRTTKITEGT
TQEEFPWKEQTAEKPVPALSSTAWT
PKEAVTPLDEQEGDGSAYTVSEDEL
LTGSERVPVLETTPVGKIDHSVSYPP
GAVTEHKVKTDEVVTLTPRIGPKVSL
SPGPEQKYETEGSSTTGFTSSLSPFS
THITQLMEETTTEKTSLEDIDLGSGL
FEKPKATELIEFSTIKVTVPSDITTAF
SSVDRLHTTSAFKPSSAITKKPPLIDR
EPGEETTSDMVIIGESTSHVPPTTLE
DIVAKETETDIDREYFTTSSPPATQPT
RPPTVEDKEAFGPQALSTPQPPASTK
FHPDINVYIIEVRENKTGRMSDLSVI
GHPIDSESKEDEPCSEETDPVHDLM
AEILPEFPDIIEIDLYHSEENEEEEEE
CANATDVTTTPSVQYINGKHLVTTVP
KDPEAAEARRGQFESVAPSQNFSDS
SESDTHPFVIAKTELSTAVQPNESTE
TTESLEVTWKPETYPETSEHFSGGE
PDVFPTVPFHEEFESGTAKKGAESV
TERDTEVGHQAHEHTEPVSLFPEES
SGEIAIDQESQKIAFARATEVTFGEE
VEKSTSVTYTPTIVPSSASAYVSEEEA
VTLIGNPWPDDLLSTKESWVEATPR
QVVELSGSSSIPITEGSGEAEEDEDT
MFTMVTDLSQRNTTDTLITLDTSRII
TESFFEVPATTIYPVSEQPSAKVVPTK
FVSETDTSEWISSTTVEEKKRKEEEG
TTGTASTFEVYSSTQRSDQLILPFEL
ESPNVATSSDSGTRKSFMSLTTPTQ
SEREMTDSTPVFTETNTLENLGAQT
TEHSSIHQPGVQEGLTTLPRSPASVF
MEQGSGEAAADPETTTVSSFSLNVE
YAIQAEKEVAGTLSPHVETTFSTEPT
GLVLSTVMDRVVAENITQTSREIVIS
ERLGEPNYGAEIRGFSTGFPLEEDFS
GDFREYSTVSHPIAKEETVMMEGSG
DAAFRDTQTSPSTVPTSVHISHISDS
EGPSSTMVSTSAFPWEEFTSSAEGS
GEQLVTVSSSVVPVLPSAVQKFSGTA
SSIIDEGLGEVGTVNEIDRRSTILPTA

False True 2.396 2.951 2.663 4.364 4.309 2.809 5.0



EVEGTKAPVEKEEVKVSGTVSTNFP
QTIEPAKLWSRQEVNPVRQEIESETT
SEEQIQEEKSFESPQNSPATEQTIFD
SQTFTETELKTTDYSVLTTKKTYSDD
KEMKEEDTSLVNMSTPDPDANGLE
SYTTLPEATEKSHFFLATALVTESIPA
EHVVTDSPIKKEESTKHFPKGMRPTI
QESDTELLFSGLGSGEEVLPTLPTES
VNFTEVEQINNTLYPHTSQVESTSS
DKIEDFNRMENVAKEVGPLVSQTDI
FEGSGSVTSTTLIEILSDTGAEGPTVA
PLPFSTDIGHPQNQTVRWAEEIQTS
RPQTITEQDSNKNSSTAEINETTTSS
TDFLARAYGFEMAKEFVTSAPKPSD
LYYEPSGEGSGEVDIVDSFHTSATTQ
ATRQESSTTFVSDGSLEKHPEVPSAK
AVTADGFPTVSVMLPLHSEQNKSSP
DPTSTLSNTVSYERSTDGSFQDRFR
EFEDSTLKPNRKKPTENIIIDLDKED
KDLILTITESTILEILPELTSDKNTIIDI
DHTKPVYEDILGMQTDIDTEVPSEP
HDSNDESNDDSTQVQEIYEAAVNLS
LTEETFEGSADVLASYTQATHDESM
TYEDRSQLDHMGFHFTTGIPAPSTE
TELDVLLPTATSLPIPRKSATVIPEIEG
IKAEAKALDDMFESSTLSDGQAIAD
QSEIIPTLGQFERTQEEYEDKKHAGP
SFQPEFSSGAEEALVDHTPYLSIATT
HLMDQSVTEVPDVMEGSNPPYYTD
TTLAVSTFAKLSSQTPSSPLTIYSGSE
ASGHTEIPQPSALPGIDVGSSVMSPQ
DSFKEIHVNIEATFKPSSEEYLHITEP
PSLSPDTKLEPSEDDGKPELLEEME
ASPTELIAVEGTEILQDFQNKTDGQV
SGEAIKMFPTIKTPEAGTVITTADEIE
LEGATQWPHSTSASATYGVEAGVVP
WLSPQTSERPTLSSSPEINPETQAAL
IRGQDSTIAASEQQVAARILDSNDQA
TVNPVEFNTEVATPPFSLLETSNETD
FLIGINEESVEGTAIYLPGPDRCKMN
PCLNGGTCYPTETSYVCTCVPGYSG
DQCELDFDECHSNPCRNGATCVDG
FNTFRCLCLPSYVGALCEQDTETCD
YGWHKFQGQCYKYFAHRRTWDAAE
RECRLQGAHLTSILSHEEQMFVNRV
GHDYQWIGLNDKMFEHDFRWTDG
STLQYENWRPNQPDSFFSAGEDCVV
IIWHENGQWNDVPCNYHLTYTCKK
GTVACGQPPVVENAKTFGKMKPRYE
INSLIRYHCKDGFIQRHLPTIRCLGN
GRWAIPKITCMNPSAYQRTYSMKYF
KNSSSAKDNSINTSKHDHRWSRRW
QESRR


