UniprotKB Entry name |organism full loglcnacscore |oglcnac sites p.h osphorylation PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion em!oplasmlc golgi plasm:
ID name sites reticulum apparatus [memb;
P16112 PGCA_HUMAN Homo Aggrecan |40.886106 $105;51591;S1599;S1601 [NaN 29351928;40930100;38253038 MTTLLWVFVTLRVITAAVIVETSDH |False True 2.194 [3.116 |2.361 2.707 4.352 2.736
sapiens core DNSLSVSIPQPSPLRVLLGTSLTIPCY
protein FIDPMHPVTTAPSTAPLAPRIKWSRV

SKEKEVVLLVATEGRVRVNSAYQDK
VSLPNYPAIPSDATLEVQSLRSNDSG
VYRCEVMHGIEDSEATLEVVVKGIVF
HYRAISTRYTLDFDRAQRACLQNSAI
IATPEQLQAAYEDGFHQCDAGWLAD
QTVRYPIHTPREGCYGDKDEFPGVR
TYGIRDTNETYDVYCFAEEMEGEVF
YATSPEKFTFQEAANECRRLGARLA
TTGQLYLAWQAGMDMCSAGWLAD
RSVRYPISKARPNCGGNLLGVRTVYV
HANQTGYPDPSSRYDAICYTGEDFV
DIPENFFGVGGEEDITVQTVTWPDM
ELPLPRNITEGEARGSVILTVKPIFEV
SPSPLEPEEPFTFAPEIGATAFAEVE
NETGEATRPWGFPTPGLGPATAFTS
EDLVVQVTAVPGQPHLPGGVVFHYR
PGPTRYSLTFEEAQQACLRTGAVIAS
PEQLQAAYEAGYEQCDAGWLRDQT
VRYPIVSPRTPCVGDKDSSPGVRTYG
VRPSTETYDVYCFVDRLEGEVFFATR
LEQFTFQEALEFCESHNATLATTGQ
LYAAWSRGLDKCYAGWLADGSLRYP
IVTPRPACGGDKPGVRTVYLYPNQTG
LPDPLSRHHAFCFRGISAVPSPGEEE
GGTPTSPSGVEEWIVTQVVPGVAAVP
VEEETTAVPSGETTAILEFTTEPENQ
TEWEPAYTPVGTSPLPGILPTWPPTG
AATEESTEGPSATEVPSASEEPSPSE
VPFPSEEPSPSEEPFPSVRPFPSVEL
FPSEEPFPSKEPSPSEEPSASEEPYT
PSPPVPSWTELPSSGEESGAPDVSG
DFTGSGDVSGHLDFSGQLSGDRASG
LPSGDLDSSGLTSTVGSGLPVESGLP
SGDEERIEWPSTPTVGELPSGAEILE
GSASGVGDLSGLPSGEVLETSASGV
GDLSGLPSGEVLETTAPGVEDISGLP
SGEVLETTAPGVEDISGLPSGEVLET
TAPGVEDISGLPSGEVLETTAPGVED
ISGLPSGEVLETTAPGVEDISGLPSG
EVLETTAPGVEDISGLPSGEVLETAA
PGVEDISGLPSGEVLETAAPGVEDIS
GLPSGEVLETAAPGVEDISGLPSGEV
LETAAPGVEDISGLPSGEVLETAAPG
VEDISGLPSGEVLETAAPGVEDISGL
PSGEVLETAAPGVEDISGLPSGEVLE
TAAPGVEDISGLPSGEVLETAAPGVE
DISGLPSGEVLETAAPGVEDISGLPS
GEVLETAAPGVEDISGLPSGEVLETA
APGVEDISGLPSGEVLETAAPGVEDI
SGLPSGEVLETAAPGVEDISGLPSGE
VLETAAPGVEDISGLPSGEVLETAAP
GVEDISGLPSGEVLETTAPGVEEISG
LPSGEVLETTAPGVDEISGLPSGEVL
ETTAPGVEEISGLPSGEVLETSTSAV
GDLSGLPSGGEVLEISVSGVEDISGL
PSGEVVETSASGIEDVSELPSGEGLE
TSASGVEDLSRLPSGEEVLEISASGF
GDLSGLPSGGEGLETSASEVGTDLS
GLPSGREGLETSASGAEDLSGLPSG
KEDLVGSASGDLDLGKLPSGTLGSG
QAPETSGLPSGFSGEYSGVDLGSGP
PSGLPDFSGLPSGFPTVSLVDSTLVE
VVTASTASELEGRGTIGISGAGEISGL
PSSELDISGRASGLPSGTELSGQASG
SPDVSGEIPGLFGVSGQPSGFPDTSG
ETSGVTELSGLSSGQPGISGEASGVL
YGTSQPFGITDLSGETSGVPDLSGQP
SGLPGFSGATSGVPDLVSGTTSGSG
ESSGITFVDTSLVEVAPTTFKEEEGL
GSVELSGLPSGEADLSGKSGMVDVS
GQFSGTVDSSGFTSQTPEFSGLPSGI
AEVSGESSRAEIGSSLPSGAYYGSGT
PSSFPTVSLVDRTLVESVTQAPTAQE
AGEGPSGILELSGAHSGAPDMSGEH
SGFLDLSGLQSGLIEPSGEPPGTPYF
SGDFASTTNVSGESSVAMGTSGEAS
GLPEVTLITSEFVEGVTEPTISQELGQ




RPPVTHTPQLFESSGKVSTAGDISGA
TPVLPGSGVEVSSVPESSSETSAYPE
AGFGASAAPEASREDSGSPDLSETTS
AFHEANLERSSGLGVSGSTLTFQEG
EASAAPEVSGESTTTSDVGTEAPGLP
SATPTASGDRTEISGDLSGHTSQLGV
VISTSIPESEWTQQTQRPAETHLEIE
SSSLLYSGEETHTVETATSPTDASIPA
SPEWKRESESTAAAPARSCAEEPCG
AGTCKETEGHVICLCPPGYTGEHCNI
DQEVCEEGWNKYQGHCYRHFPDRE
TWVDAERRCREQQSHLSSIVTPEEQ
EFVNNNAQDYQWIGLNDRTIEGDFR
WSDGHPMQFENWRPNQPDNFFAA
GEDCVVMIWHEKGEWNDVPCNYH
LPFTCKKGTVACGEPPVVEHARTFG
QKKDRYEINSLVRYQCTEGFVQRHM
PTIRCQPSGHWEEPQITCTDPTTYKR
RLQKRSSRHPRRSRPSTAH




