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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

P12107 COBA1_HUMAN Homo
sapiens

Collagen
alpha-
1(XI)
chain

27.461863 T72;T462;T659;S1058;T1478 NaN 30620550;38253038 MEPWSSRWKTKRWLWDFTVTTLAL
TFLFQAREVRGAAPVDVLKALDFHN
SPEGISKTTGFCTNRKNSKGSDTAYR
VSKQAQLSAPTKQLFPGGTFPEDFSI
LFTVKPKKGIQSFLLSIYNEHGIQQIG
VEVGRSPVFLFEDHTGKPAPEDYPL
FRTVNIADGKWHRVAISVEKKTVTM
IVDCKKKTTKPLDRSERAIVDTNGIT
VFGTRILDEEVFEGDIQQFLITGDPK
AAYDYCEHYSPDCDSSAPKAAQAQE
PQIDEYAPEDIIEYDYEYGEAEYKEAE
SVTEGPTVTEETIAQTEANIVDDFQE
YNYGTMESYQTEAPRHVSGTNEPNP
VEEIFTEEYLTGEDYDSQRKNSEDTL
YENKEIDGRDSDLLVDGDLGEYDFY
EYKEYEDKPTSPPNEEFGPGVPAET
DITETSINGHGAYGEKGQKGEPAVV
EPGMLVEGPPGPAGPAGIMGPPGLQ
GPTGPPGDPGDRGPPGRPGLPGADG
LPGPPGTMLMLPFRYGGDGSKGPTI
SAQEAQAQAILQQARIALRGPPGPM
GLTGRPGPVGGPGSSGAKGESGDPG
PQGPRGVQGPPGPTGKPGKRGRPGA
DGGRGMPGEPGAKGDRGFDGLPGL
PGDKGHRGERGPQGPPGPPGDDGM
RGEDGEIGPRGLPGEAGPRGLLGPR
GTPGAPGQPGMAGVDGPPGPKGNM
GPQGEPGPPGQQGNPGPQGLPGPQ
GPIGPPGEKGPQGKPGLAGLPGADG
PPGHPGKEGQSGEKGALGPPGPQGP
IGYPGPRGVKGADGVRGLKGSKGEK
GEDGFPGFKGDMGLKGDRGEVGQI
GPRGEDGPEGPKGRAGPTGDPGPSG
QAGEKGKLGVPGLPGYPGRQGPKGS
TGFPGFPGANGEKGARGVAGKPGPR
GQRGPTGPRGSRGARGPTGKPGPKG
TSGGDGPPGPPGERGPQGPQGPVGF
PGPKGPPGPPGKDGLPGHPGQRGET
GFQGKTGPPGPGGVVGPQGPTGETG
PIGERGHPGPPGPPGEQGLPGAAGK
EGAKGDPGPQGISGKDGPAGLRGFP
GERGLPGAQGAPGLKGGEGPQGPPG
PVGSPGERGSAGTAGPIGLPGRPGPQ
GPPGPAGEKGAPGEKGPQGPAGRDG
VQGPVGLPGPAGPAGSPGEDGDKGE
IGEPGQKGSKGDKGENGPPGPPGLQ
GPVGAPGIAGGDGEPGPRGQQGMF
GQKGDEGARGFPGPPGPIGLQGLPG
PPGEKGENGDVGPMGPPGPPGPRG
PQGPNGADGPQGPPGSVGSVGGVG
EKGEPGEAGNPGPPGEAGVGGPKGE
RGEKGEAGPPGAAGPPGAKGPPGDD
GPKGNPGPVGFPGDPGPPGEPGPAG
QDGVGGDKGEDGDPGQPGPPGPSG
EAGPPGPPGKRGPPGAAGAEGRQGE
KGAKGEAGAEGPPGKTGPVGPQGPA
GKPGPEGLRGIPGPVGEQGLPGAAG
QDGPPGPMGPPGLPGLKGDPGSKG
EKGHPGLIGLIGPPGEQGEKGDRGL
PGTQGSPGAKGDGGIPGPAGPLGPP
GPPGLPGPQGPKGNKGSTGPAGQKG
DSGLPGPPGSPGPPGEVIQPLPILSSK
KTRRHTEGMQADADDNILDYSDGM
EEIFGSLNSLKQDIEHMKFPMGTQT
NPARTCKDLQLSHPDFPDGEYWIDP
NQGCSGDSFKVYCNFTSGGETCIYP
DKKSEGVRISSWPKEKPGSWFSEFK
RGKLLSYLDVEGNSINMVQMTFLKL
LTASARQNFTYHCHQSAAWYDVSS
GSYDKALRFLGSNDEEMSYDNNPFI
KTLYDGCASRKGYEKTVIEINTPKID
QVPIVDVMINDFGDQNQKFGFEVGP
VCFLG
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