
UniprotKB
ID

Entry
name organism full

name oglcnacscore oglcnac
sites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q9ERB4 CSPG2_RAT Rattus
norvegicus

Versican
core
protein

23.439218 NaN S1963;S1964 38843836 MLINMNGILWMCSTLLLTHALHKA
KMEENPPVKGSLSGKVILPCHFSTL
PTLPPDYNTSEFLRIKWSKIEVDKNG
KDIKETTVLVAQDGNIKIGQDYKGRV
SVPTHPDDVGDASLTMVKLRASDAG
VYRCDVMYGIEDTQNTMSLAVDGVV
FHYRAATSRYTLNFESAQQACLDIGA
VIATPEQLFAAYEDGFEQCDAGWLS
DQTVRYPIRAPREGCYGDMMGKEG
VRTYGFRSPQETYDVYCYVDHLDGD
VFHITAPSKFTFEEAEAECANRDARL
ATVGELHAAWRNGFDQCDYGWLSD
ASVRHPVTVARAQCGGGLLGVRTLY
RFENQTCFPLPDSRFDAYCFKRSPL
SIIPKTEWSVSETSVPLEDEVLGKSD
QDTLEQTHLEATMSPEALSTIEVTQ
GETQEEPQTPGIPFPALSSTAVMTKE
TTAFEEEGEGSTYTLSEDRLMTDSEI
VPSLETTPVGTSYPGGAMTQQEVEM
DTMVTQMSSIRPTVVLSTEPEVSYEA
EGSSPMEFASTLKPFGTQVTQLVEE
TTEEGKKTPLDYTDLGSGLFEQPRVT
ELPDFSMTPSDISVFTAIDSLHRTTP
LRPPSPFTEEPHIFEKEPSEKTTGDII
LPRESVTQHPLTTLMDIIAKKTESDI
DHEYHMTSKPPVMQPTRPSVVERK
TTSKPQELSTSPPPAGTKFHPDINVYI
IEVRENKTGRMSDMVVNGHPIDSES
KEEEPCSEETDPLHDLFAEILPELPD
SFEIDIYHSEEDEDGEEDCVNATDVT
TTPSVQYITGKPHVTTVPKNPEAAEA
RRGLYESVAPSQNFSNTSATDTHQF
IPAETELSTTMQFTKSKEATELLEIT
WKPETYPETPEHFSSGEPDVFPTLPS
HDGKTTKWSEFITESNPNTENPEHK
QPKPIPLFPEEFSGEGAIDQASQQTIF
SRATEVALGKETDQSPTISTSSIRSGS
VSVHALEEDPIALTGISQTDESMSTV
ESWVEMTPSQTVEFSGSSSAPTIEG
SGEVEEYTNKIFNTVTDLPQREPTDT
LIPLDMSNIMITDHHIYTPATTAPLD
SQLPSTDARPTQFGIQTTTSEWVSST
SFEGRKTEEDKERDTNAAHTGEVQP
ATERSDRLLLTSELESSNVAASSPLD
TWEGFVPETTSTVSEKEMANTTPVF
TETSDVANLETQSFEHSSSSQPRVQ
EELTTLSGKPPLIFMDLGSGDASTD
MEFITASSFTLDLESDTKVKKELPST
LSPSVETSSSSEPIGLAPSTVLDIEIVE
VMNQTSKKTLISELSGKPTSQAEVR
DLYPGLGEDFSGDSSEYPTVSSTTM
KEETVGMGGSENERVKDTQTLSSIP
PTSDNINPVPDSKGFGSTVASTTAFP
WEEFMTSAEGSGEELSSVRSSVSLV
LPLGVDILPTTESPYFDQEFEEAAAV
TEAGKQSALPIAVSGNTVDLTENRDI
EVNSTMSVDLPQTMEPAKLWSKPE
VNPEKQEIGSETVTQDKAQGQKSFE
SLHSSLAPEQTTLESQSLIETEVQTS
YYSMLTTMKTYNTNEEVEEEGTSIA
HMSTPGPGIKGLESYPTHPEATGKS
YSFSASALVTESGPARSVVMDSSTQ
EEESIKLFQKDMILTHKESNSDLSFS
GLGSGEALPPLPTTSVSLTDMGKINS
TLYPETSHMESLGTSILGDNHERMK
NVSNEVRTLISETGSISQDSTEAPNT
TLSDTRTEESTTSPLPFMKLMDTEH
SPKQTLRWEEEIQTHRPQTMTGQM
TNDNSSVSEAEAAATSAPAFLPETYS
VEMTKAFATSPSQTSDLFDANSGEG
SGEVDGLDLVYTSRTTQASSQGDSM
FASHGFIEKHPEVSRTETGATDGSPT
ASAMFLHQSEYNESSLYPTSTLPSTV
TYESPSEGIADGLQDHIRFEVSTLKP

False True 2.0 2.947 1.348 1.14 0.709 1.984 4.501



SRRKATESVIIDLDKEDSKDLGLAITE
SAIVEILPELTSDRNIIIDIDHTKPVYE
YIPGIQTDLDSDIPLGSHGSSEESLEV
QEKYEATINLSPTEEAFDGSGDALPA
GHTQAIYNESVTPSDGKQPEDISFSF
ATGIPVSSTETELNTFFPTVSTLHIPS
KLTTASPEIDKPNIEAISLDDIFESST
LSDGQAIADQSEVISTLGHLEKTQEE
YEEKKYGGPSFQPEFFSGVGEVFTD
APAYVSIGRTYSVAQPLTEFPNVVGQ
SDSTHYTEATSAVSSVTELSPQTPSS
PSPVYIDSGVSEFTEVPHKSAQPAPT
AASSQKLIEGSFKKVRANIEATIKSLG
ENDHGTESPSMSPSPALDISEDDSK
PKLLEDLETSPTKTETSQDSPNKAN
DQIPGKTAGILAGIKTTESGPVVTAAD
DMELGDATQRPHSASAPAAFRVETS
MVPQPIPQEPERPTFPSLEINHETHT
SLFEESILATSEKQVSQRILDYSNQA
TVSTLDLNTEHSIPPFSILDNSNETA
FLIGISEETVEGTAVYLPGPDLCKTN
PCLNGGTCYPTETSYVCTCAPGYSG
DQCELDFDECHSNPCRNGATCVDG
LNTFRCLCLPSYVGALCEQDTETCD
YGWHKFQGQCYKYFAHRRTWDAAE
RECRLQGAHLTSILSHEEQMFVNRV
GHDYQWIGLNDKMFEHDFRWTDG
SALQYENWRPNQPDSFFSAGEDCV
VIIWHENGQWNDVPCNYHLTYTCK
KGTVACGQPPVVENAKTFGKMKPRY
EINSLIRYHCKDGFIQRHLPTIRCLG
NGRWAMPKITCMNPSAYQRTYSKK
YLKNSSSVKDNSINTSKHEHRWSRR
WQETRR


