}Jl;l iprotKB Entry name organism full oglcnacscore o'glcnac POt 10rylation PMIDS sequence intracellular |extracellular [cytosol nucleus mitochndrion em?oplasmlc golgi plasma extl:acellular
name sites sites reticulum apparatus membrane |region
Q01955 CO4A3_HUMAN [Homo Collagen (18.9764 S382 NaN 37217939;38253038 MSARTAPRPQVLLLPLLLVLLAAAPA [False True 1.697 (3.371 1.881 4.324 1.087 2.569 4.449
sapiens [alpha- IASKGCVCKDKGQCFCDGAKGEKGE
3(IV) KGFPGPPGSPGQKGFTGPEGLPGPQ
chain GPKGFPGLPGLTGSKGVRGISGLPGF

SGSPGLPGTPGNTGPYGLVGVPGCS
GSKGEQGFPGLPGTLGYPGIPGAAGL
KGQKGAPAKEEDIELDAKGDPGLPG
IAPGPQGLPGPPGFPGPVGPPGPPGF
FGFPGAMGPRGPKGHMGERVIGHK
GERGVKGLTGPPGPPGTVIVTLTGPD
NRTDLKGEKGDKGAMGEPGPPGPS
GLPGESYGSEKGAPGDPGLQGKPGK
DGVPGFPGSEGVKGNRGFPGLMGE
DGIKGQKGDIGPPGFRGPTEYYDTYQ
EKGDEGTPGPPGPRGARGPQGPSGP
PGVPGSPGSSRPGLRGAPGWPGLKG
SKGERGRPGKDAMGTPGSPGCAGS
PGLPGSPGPPGPPGDIVFRKGPPGD
HGLPGYLGSPGIPGVDGPKGEPGLL
CTQCPYIPGPPGLPGLPGLHGVKGIP
GRQGAAGLKGSPGSPGNTGLPGFPG
FPGAQGDPGLKGEKGETLQPEGQVG
VPGDPGLRGQPGRKGLDGIPGTPGV
KGLPGPKGELALSGEKGDQGPPGDP
GSPGSPGPAGPAGPPGYGPQGEPGL
QGTQGVPGAPGPPGEAGPRGELSVS
TPVPGPPGPPGPPGHPGPQGPPGIPG
SLGKCGDPGLPGPDGEPGIPGIGFPG
PPGPKGDQGFPGTKGSLGCPGKMG
EPGLPGKPGLPGAKGEPAVAMPGGP
GTPGFPGERGNSGEHGEIGLPGLPG
LPGTPGNEGLDGPRGDPGQPGPPGE
QGPPGRCIEGPRGAQGLPGLNGLKG
QQGRRGKTGPKGDPGIPGLDRSGFP
GETGSPGIPGHQGEMGPLGQRGYPG
NPGILGPPGEDGVIGMMGFPGAIGP
PGPPGNPGTPGQRGSPGIPGVKGQR
GTPGAKGEQGDKGNPGPSEISHVIG
DKGEPGLKGFAGNPGEKGNRGVPG
MPGLKGLKGLPGPAGPPGPRGDLGS
TGNPGEPGLRGIPGSMGNMGMPGS
KGKRGTLGFPGRAGRPGLPGIHGLQ
GDKGEPGYSEGTRPGPPGPTGDPGL
PGDMGKKGEMGQPGPPGHLGPAGP
EGAPGSPGSPGLPGKPGPHGDLGFK
GIKGLLGPPGIRGPPGLPGFPGSPGP
MGIRGDQGRDGIPGPAGEKGETGLL
RAPPGPRGNPGAQGAKGDRGAPGFP
GLPGRKGAMGDAGPRGPTGIEGFPG
PPGLPGAIIPGQTGNRGPPGSRGSPG
IAPGPPGPPGSHVIGIKGDKGSMGHP
GPKGPPGTAGDMGPPGRLGAPGTPG
LPGPRGDPGFQGFPGVKGEKGNPGF
LGSIGPPGPIGPKGPPGVRGDPGTLKI
ISLPGSPGPPGTPGEPGMQGEPGPP
GPPGNLGPCGPRGKPGKDGKPGTPG
PAGEKGNKGSKGEPGPAGSDGLPGL
KGKRGDSGSPATWTTRGFVFTRHSQ
TTAIPSCPEGTVPLYSGFSFLFVQGN
QRAHGQDLGTLGSCLQRFTTMPFLF
CNVNDVCNFASRNDYSYWLSTPAL
MPMNMAPITGRALEPYISRCTVCEG
PATAIAVHSQTTDIPPCPHGWISLWK
GFSFIMFTSAGSEGTGQALASPGSCL
EEFRASPFLECHGRGTCNYYSNSYS
FWLASLNPERMFRKPIPSTVKAGEL
EKIISRCQVCMKKRH




