}Jl;l iprotKB Entry name |organism [full name |oglcnacscore oglcnac phosphorylation iy 111y g sequence intracellular [extracellular [cytosol nucleus mitochndrion endoplasmic golgi plasma
sites sites reticulum |apparatus membran
P98160 PGBM_HUMAN Homo Basement 20.565518 T3847;S4171 |NaN 39531497;37340703;28657654;386 |MGWRAAGALLLALLLHGRLLAVTH |False True 2.741 (3.07 1.799 1.989 4.379 4.807
sapiens |[membrane- 65916;34019948 GLRAYDGLSLPEDIETVTASQMRWT
specific HSYLSDDEDMLADSISGDDLGSGDL
heparan GSGDFQMVYFRALVNFTRSIEYSPQ
sulfate LEDAGSREFREVSEAVVDTLESEYLK

proteoglycan
core protein

IPGDQVVSVVFIKELDGWVFVELDV
GSEGNADGAQIQEMLLRVISSGSVA
SYVTSPQGFQFRRLGTVPQFPRACT
EAEFACHSYNECVALEYRCDRRPDC
RDMSDELNCEEPVLGISPTFSLLVET
TSLPPRPETTIMRQPPVTHAPQPLLP
GSVRPLPCGPQEAACRNGHCIPRDY
LCDGQEDCEDGSDELDCGPPPPCEP
NEFPCGNGHCALKLWRCDGDFDCE
DRTDEANCPTKRPEEVCGPTQFRCV
STNMCIPASFHCDEESDCPDRSDEF
GCMPPQVVTPPRESIQASRGQTVTF
TCVAIGVPTPIINWRLNWGHIPSHPR
VTVTSEGGRGTLIIRDVKESDQGAYT
CEAMNARGMVFGIPDGVLELVPQR
GPCPDGHFYLEHSAACLPCFCFGITS
'VCQSTRRFRDQIRLRFDQPDDFKGV
NVTMPAQPGTPPLSSTQLQIDPSLH
EFQLVDLSRRFLVHDSFWALPEQFL
GNKVDSYGGSLRYNVRYELARGMLE
PVQRPDVVLMGAGYRLLSRGHTPTQ
PGALNQRQVQFSEEHWVHESGRPV
QRAELLQVLQSLEAVLIQTVYNTKM
IASVGLSDIAMDTTVTHATSHGRAHS
VEECRCPIGYSGLSCESCDAHFTRVP
GGPYLGTCSGCNCNGHASSCDPVY
GHCLNCQHNTEGPQCNKCKAGFFG
DAMKATATSCRPCPCPYIDASRRFS
DTCFLDTDGQATCDACAPGYTGRRC
ESCAPGYEGNPIQPGGKCRPVNQEI
'VRCDERGSMGTSGEACRCKNNVVG
RLCNECADGSFHLSTRNPDGCLKCF
CMGVSRHCTSSSWSRAQLHGASEE
PGHFSLTNAASTHTTNEGIFSPTPGE
LGFSSFHRLLSGPYFWSLPSRFLGD
KVTSYGGELRFTVTQRSQPGSTPLH
GQPLVVLQGNNIILEHHVAQEPSPG
QPSTFIVPFREQAWQRPDGQPATRE
HLLMALAGIDTLLIRASYAQQPAESR
VSGISMDVAVPEETGQDPALEVEQC
SCPPGYRGPSCQDCDTGYTRTPSGL
'YLGTCERCSCHGHSEACEPETGACQ
GCQHHTEGPRCEQCQPGYYGDAQR
GTPQDCQLCPCYGDPAAGQAAHTCF
LDTDGHPTCDACSPGHSGRHCERC
IAPGYYGNPSQGQPCQRDSQVPGPIG
CNCDPQGSVSSQCDAAGQCQCKAQ
'VEGLTCSHCRPHHFHLSASNPDGCL
PCFCMGITQQCASSAYTRHLISTHFA
PGDFQGFALVNPQRNSRLTGEFTVE
PVPEGAQLSFGNFAQLGHESFYWQL
PETYQGDKVAAYGGKLRYTLSYTAGP
QGSPLSDPDVQITGNNIMLVASQPA
LQGPERRSYEIMFREEFWRRPDGQP
IATREHLLMALADLDELLIRATFSSVP
LAASISAVSLEVAQPGPSNRPRALEV
EECRCPPGYIGLSCQDCAPGYTRTGS
GLYLGHCELCECNGHSDLCHPETG
IACSQCQHNAAGEFCELCAPGYYGDA
TAGTPEDCQPCACPLTNPENMFSRT
CESLGAGGYRCTACEPGYTGQYCEQ
CGPGYVGNPSVQGGQCLPETNQAPL
VVEVHPARSIVPQGGSHSLRCQVSG
SPPHYFYWSREDGRPVPSGTQQRH
QGSELHFPSVQPSDAGVYICTCRNL
HQSNTSRAELLVTEAPSKPITVTVEE
QRSQSVRPGADVTFICTAKSKSPAYT
LVWTRLHNGKLPTRAMDFNGILTIR
NVQLSDAGTYVCTGSNMFAMDQGT
IATLHVQASGTLSAPVVSIHPPQLTVQ
PGQLAEFRCSATGSPTPTLEWTGGP
GGQLPAKAQIHGGILRLPAVEPTDQA
QYLCRAHSSAGQQVARAVLHVHGG
GGPRVQVSPERTQVHAGRTVRLYCR
IAAGVPSATITWRKEGGSLPPQARSE




RTDIATLLIPAITTADAGFYLCVATSP
IAGTAQARIQVVVLSASDASPPPVKIE
SSSPSVTEGQTLDLNCVVAGSAHAQ
'VTWYRRGGSLPPHTQVHGSRLRLPQ
'VSPADSGEYVCRVENGSGPKEASITV
SVLHGTHSGPSYTPVPGSTRPIRIEPS
SSHVAEGQTLDLNCVVPGQAHAQVT
WHKRGGSLPARHQTHGSLLRLHQV
TPADSGEYVCHVVGTSGPLEASVLVT
IEASVIPGPIPPVRIESSSSTVAEGQTL
DLSCVVAGQAHAQVTWYKRGGSLPA
RHQVRGSRLYIFQASPADAGQYVCR
IASNGMEASITVTVTGTQGANLAYPA
GSTQPIRIEPSSSQVAEGQTLDLNCV
'VPGQSHAQVTWHKRGGSLPVRHQT
HGSLLRLYQASPADSGEYVCRVLGS
SVPLEASVLVTIEPAGSVPALGVTPTV
RIESSSSQVAEGQTLDLNCLVAGQA
HAQVTWHKRGGSLPARHQVHGSRL
RLLQVTPADSGEYVCRVVGSSGTQE
IASVLVTIQQRLSGSHSQGVAYPVRIE
SSSASLANGHTLDLNCLVASQAPHT
ITWYKRGGSLPSRHQIVGSRLRIPQV
TPADSGEYVCHVSNGAGSRETSLIVT
IQGSGSSHVPSVSPPIRIESSSPTVVE
GQTLDLNCVVARQPQAIITWYKRGG
SLPSRHQTHGSHLRLHQMSVADSG
EYVCRANNNIDALEASIVISVSPSAG
SPSAPGSSMPIRIESSSSHVAEGETL
DLNCVVPGQAHAQVTWHKRGGSLP
SHHQTRGSRLRLHHVSPADSGEYVC
RVMGSSGPLEASVLVTIEASGSSAVH
VPAPGGAPPIRIEPSSSRVAEGQTLD
LKCVVPGQAHAQVTWHKRGGNLPA
RHQVHGPLLRLNQVSPADSGEYSCQ
VTGSSGTLEASVLVTIEPSSPGPIPAP
GLAQPIYIEASSSHVTEGQTLDLNCV
VPGQAHAQVTWYKRGGSLPARHQT
HGSQLRLHLVSPADSGEYVCRAASG
PGPEQEASFTVIVPPSEGSSYRLRSP
VISIDPPSSTVQQGQDASFKCLIHDG
IAAPISLEWKTRNQELEDNVHISPNG
SIITIVGTRPSNHGTYRCVASNAYGV
IAQSVVNLSVHGPPTVSVLPEGPVWV
KVGKAVTLECVSAGEPRSSARWTRIS
STPAKLEQRTYGLMDSHAVLQISSA
KPSDAGTYVCLAQNALGTAQKQVEV
[VDTGAMAPGAPQVQAEEAELTVEA
GHTATLRCSATGSPAPTIHWSKLRSP
LPWQHRLEGDTLIIPRVAQQDSGQYI
CNATSPAGHAEATIILHVESPPYATT
VPEHASVQAGETVQLQCLAHGTPPL
TFQWSRVGSSLPGRATARNELLHFE
RAAPEDSGRYRCRVTNKVGSAEAFA
QLLVQGPPGSLPATSIPAGSTPTVQV
TPQLETKSIGASVEFHCAVPSDRGTQ
LRWFKEGGQLPPGHSVQDGVLRIQ
NLDQSCQGTYICQAHGPWGKAQAS
IAQLVIQALPSVLINIRTSVQTVVVGH
IAVEFECLALGDPKPQVTWSKVGGHL
RPGIVQSGGVVRIAHVELADAGQYR
CTATNAAGTTQSHVLLLVQALPQIS
MPQEVRVPAGSAAVFPCIASGYPTPD
ISWSKLDGSLPPDSRLENNMLMLPS
VRPQDAGTYVCTATNRQGKVKAFAH
LQVPERVVPYFTQTPYSFLPLPTIKDA
YRKFEIKITFRPDSADGMLLYNGQKR
VPGSPTNLANRQPDFISFGLVGGRP
EFRFDAGSGMATIRHPTPLALGHFH
TVTLLRSLTQGSLIVGDLAPVNGTSQ
GKFQGLDLNEELYLGGYPDYGAIPK
IAGLSSGFIGCVRELRIQGEEIVFHDL
NLTAHGISHCPTCRDRPCQNGGQC
HDSESSSYVCVCPAGFTGSRCEHSQ
IALHCHPEACGPDATCVNRPDGRGYT
CRCHLGRSGLRCEEGVTVTTPSLSG
IAGSYLALPALTNTHHELRLDVEFKP
LAPDGVLLFSGGKSGPVEDFVSLAM
'VGGHLEFRYELGSGLAVLRSAEPLAL
GRWHRVSAERLNKDGSLRVNGGRP
VLRSSPGKSQGLNLHTLLYLGGVEP
SVPLSPATNMSAHFRGCVGEVSVNG
KRLDLTYSFLGSQGIGQCYDSSPCER




QPCQHGATCMPAGEYEFQCLCRDG
FKGDLCEHEENPCQLREPCLHGGT
CQGTRCLCLPGFSGPRCQQGSGHGI
IAESDWHLEGSGGNDAPGQYGAYFH
DDGFLAFPGHVFSRSLPEVPETIELE
VRTSTASGLLLWQGVEVGEAGQGKD
FISLGLQDGHLVFRYQLGSGEARLVS
EDPINDGEWHRVTALREGRRGSIQV
DGEELVSGRSPGPNVAVNAKGSVYI
GGAPDVATLTGGRFSSGITGCVKNL
VLHSARPGAPPPQPLDLQHRAQAGA
NTRPCPS




