}J];l iprotKB Entry name |organism full name |oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular extracellular |cytosol [nucleus mitochndrion en(‘loplasmlc golgi plasma extl"acellular
sites sites reticulum apparatus [ membrane region
QI91VNO LRP5_MOUSE |Mus Low- 25.590209 NaN NaN 35822049  METAPTRAPPPPPPPLLLLVLYCSLV (True True 2.668 |3.138 |4.455 3.922 1.692 4.402 3.438
musculus |density PAAASPLLLFANRRDVRLVDAGGVK
lipoprotein LESTIVASGLEDAAAVDFQFSKGAVY
receptor- WTDVSEEAIKQTYLNQTGAAAQNIVI
related SGLVSPDGLACDWVGKKLYWTDSET
protein 5 NRIEVANLNGTSRKVLFWQDLDQPR

AIALDPAHGYMYWTDWGEAPRIERA
GMDGSTRKIIVDSDIYWPNGLTIDLE
EQKLYWADAKLSFIHRANLDGSFRQ
KVVEGSLTHPFALTLSGDTLYWTDW
QTRSIHACNKWTGEQRKEILSALYSP
MDIQVLSQERQPPFHTPCEEDNGGC
SHLCLLSPREPFYSCACPTGVQLQD
NGKTCKTGAEEVLLLARRTDLRRISL
DTPDFTDIVLQVGDIRHAIAIDYDPLE
GYVYWTDDEVRAIRRAYLDGSGAQT
LVNTEINDPDGIAVDWVARNLYWTD
TGTDRIEVTRLNGTSRKILVSEDLDE
PRAIVLHPVMGLMYWTDWGENPKI
ECANLDGRDRHVLVNTSLGWPNGL
ALDLQEGKLYWGDAKTDKIEVINIDG
TKRKTLLEDKLPHIFGFTLLGDFIYW
TDWQRRSIERVHKVKASRDVIIDQLP
DLMGLKAVNVAKVVGTNPCADGNG
GCSHLCFFTPRATKCGCPIGLELLSD
MKTCIIPEAFLVFTSRATIHRISLETN
NNDVAIPLTGVKEASALDFDVSNNH
IYWTDVSLKTISRAFMNGSSVEHVIE
FGLDYPEGMAVDWMGKNLYWADT
GTNRIEVARLDGQFRQVLVWRDLD
NPRSLALDPTKGYIYWTEWGGKPRI
VRAFMDGTNCMTLVDKVGRANDLT
IDYADQRLYWTDLDTNMIESSNMLG
QERMVIADDLPYPFGLTQYSDYIYWT
DWNLHSIERADKTSGRNRTLIQGHL
DFVMDILVFHSSRQDGLNDCVHSN
GQCGQLCLAIPGGHRCGCASHYTLD
PSSRNCSPPSTFLLFSQKFAISRMIP
DDQLSPDLVLPLHGLRNVKAINYDP
LDKFIYWVDGRQNIKRAKDDGTQPS
MLTSPSQSLSPDRQPHDLSIDIYSRT
LFWTCEATNTINVHRLDGDAMGVV
LRGDRDKPRAIAVNAERGYMYFTN
MQDHAAKIERASLDGTEREVLFTTG
LIRPVALVVDNALGKLFWVDADLKRI
ESCDLSGANRLTLEDANIVQPVGLT
VLGRHLYWIDRQQQMIERVEKTTGD
KRTRVQGRVTHLTGIHAVEEVSLEE
FSAHPCARDNGGCSHICIAKGDGTP
RCSCPVHLVLLQNLLTCGEPPTCSP
DQFACTTGEIDCIPGAWRCDGFPEC
ADQSDEEGCPVCSASQFPCARGQCV
DLRLRCDGEADCQDRSDEANCDAV
CLPNQFRCTSGQCVLIKQQCDSFPD
CADGSDELMCEINKPPSDDIPAHSS
AIGPVIGIILSLFVMGGVYFVCQRVM
CQRYTGASGPFPHEYVGGAPHVPLN
FIAPGGSQHGPFPGIPCSKSVMSSM
SLVGGRGSVPLYDRNHVTGASSSSS
SSTKATLYPPILNPPPSPATDPSLYNV
DVFYSSGIPATARPYRPYVIRGMAPP
TTPCSTDVCDSDYSTSRWKSSKYYL
DLNSDSDPYPPPPTPHSQYLSAEDS
CPPSPGTERSYCHLFPPPPSPCTDSS




