
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites
phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

P13942 COBA2_HUMAN Homo
sapiens

Collagen
alpha-
2(XI)
chain

18.9764 S1546;S1549 NaN 37217939;38253038 MERCSRCHRLLLLLPLVLGLSAAPG
WAGAPPVDVLRALRFPSLPDGVRRA
KGICPADVAYRVARPAQLSAPTRQLF
PGGFPKDFSLLTVVRTRPGLQAPLLT
LYSAQGVRQLGLELGRPVRFLYEDQ
TGRPQPPSQPVFRGLSLADGKWHRV
AVAVKGQSVTLIVDCKKRVTRPLPRS
ARPVLDTHGVIIFGARILDEEVFEGD
VQELAIVPGVQAAYESCEQKELECE
GGQRERPQNQQPHRAQRSPQQQPS
RLHRPQNQEPQSQPTESLYYDYEPP
YYDVMTTGTTPDYQDPTPGEEEEILE
SSLLPPLEEEQTDLQVPPTADRFQAE
EYGEGGTDPPEGPYDYTYGYGDDYR
EETELGPALSAETAHSGAAAHGPRG
LKGEKGEPAVLEPGMLVEGPPGPEG
PAGLIGPPGIQGNPGPVGDPGERGPP
GRAGLPGSDGAPGPPGTSLMLPFRF
GSGGGDKGPVVAAQEAQAQAILQQA
RLALRGPPGPMGYTGRPGPLGQPGS
PGLKGESGDLGPQGPRGPQGLTGPP
GKAGRRGRAGADGARGMPGDPGVK
GDRGFDGLPGLPGEKGHRGDTGAQ
GLPGPPGEDGERGDDGEIGPRGLPG
ESGPRGLLGPKGPPGIPGPPGVRGM
DGPQGPKGSLGPQGEPGPPGQQGTP
GTQGLPGPQGAIGPHGEKGPQGKPG
LPGMPGSDGPPGHPGKEGPPGTKG
NQGPSGPQGPLGYPGPRGVKGVDGI
RGLKGHKGEKGEDGFPGFKGDIGVK
GDRGEVGVPGSRGEDGPEGPKGRT
GPTGDPGPPGLMGEKGKLGVPGLPG
YPGRQGPKGSLGFPGFPGASGEKGA
RGLSGKSGPRGERGPTGPRGQRGPR
GATGKSGAKGTSGGDGPHGPPGER
GLPGPQGPNGFPGPKGPLGPPGKDG
LPGHPGQRGEVGFQGKTGPPGPPGV
VGPQGAAGETGPMGERGHPGPPGP
PGEQGLPGTAGKEGTKGDPGPPGAP
GKDGPAGLRGFPGERGLPGTAGGPG
LKGNEGPSGPPGPAGSPGERGAAGS
GGPIGPPGRPGPQGPPGAAGEKGVP
GEKGPIGPTGRDGVQGPVGLPGPAG
PPGVAGEDGDKGEVGDPGQKGTKG
NKGEHGPPGPPGPIGPVGQPGAAGA
DGEPGARGPQGHFGAKGDEGTRGF
NGPPGPIGLQGLPGPSGEKGETGDV
GPMGPPGPPGPRGPAGPNGADGPQ
GPPGGVGNLGPPGEKGEPGESGSPG
IQGEPGVKGPRGERGEKGESGQPGE
PGPPGPKGPTGDDGPKGNPGPVGFP
GDPGPPGEGGPRGQDGAKGDRGED
GEPGQPGSPGPTGENGPPGPLGKRG
PAGSPGSEGRQGGKGAKGDPGAIGA
PGKTGPVGPAGPAGKPGPDGLRGLP
GSVGQQGRPGATGQAGPPGPVGPPG
LPGLRGDAGAKGEKGHPGLIGLIGPP
GEQGEKGDRGLPGPQGSPGQKGEM
GIPGASGPIGPGGPPGLPGPAGPKGA
KGATGPGGPKGEKGVQGPPGHPGPP
GEVIQPLPIQMPKKTRRSVDGSRLM
QEDEAIPTGGAPGSPGGLEEIFGSLD
SLREEIEQMRRPTGTQDSPARTCQD
LKLCHPELPDGEYWVDPNQGCARD
AFRVFCNFTAGGETCVTPRDDVTQF
SYVDSEGSPVGVVQLTFLRLLSVSAH
QDVSYPCSGAARDGPLRLRGANEDE
LSPETSPYVKEFRDGCQTQQGRTVL
EVRTPVLEQLPVLDASFSDLGAPPRR
GGVLLGPVCFMG

None None None None None None None None None


