
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

P08120 CO4A1_DROME Drosophila
melanogaster

Collagen
alpha-
1(IV)
chain

25.496522 NaN NaN 33925313 MLPFWKRLLYAAVIAGALVGADAQF
WKTAGTAGSIQDSVKHYNRNEPKFP
IDDSYDIVDSAGVARGDLPPKNCTAG
YAGCVPKCIAEKGNRGLPGPLGPTGL
KGEMGFPGMEGPSGDKGQKGDPGP
YGQRGDKGERGSPGLHGQAGVPGV
QGPAGNPGAPGINGKDGCDGQDGIP
GLEGLSGMPGPRGYAGQLGSKGEK
GEPAKENGDYAKGEKGEPGWRGTA
GLAGPQGFPGEKGERGDSGPYGAKG
PRGEHGLKGEKGASCYGPMKPGAP
GIKGEKGEPASSFPVKPTHTVMGPR
GDMGQKGEPGLVGRKGEPGPEGDT
GLDGQKGEKGLPGGPGDRGRQGNF
GPPGSTGQKGDRGEPGLNGLPGNP
GQKGEPGRAGATGKPGLLGPPGPPG
GGRGTPGPPGPKGPRGYVGAPGPQG
LNGVDGLPGPQGYNGQKGGAGLPG
RPGNEGPPGKKGEKGTAGLNGPKG
SIGPIGHPGPPGPEGQKGDAGLPGYG
IQGSKGDAGIPGYPGLKGSKGERGFK
GNAGAPGDSKLGRPGTPGAAGAPGQ
KGDAGRPGTPGQKGDMGIKGDVGG
KCSSCRAGPKGDKGTSGLPGIPGKD
GARGPPGERGYPGERGHDGINGQTG
PPGEKGEDGRTGLPGATGEPGKPAL
CDLSLIEPLKGDKGYPGAPGAKGVQ
GFKGAEGLPGIPGPKGEFGFKGEKG
LSGAPGNDGTPGRAGRDGYPGIPGQ
SIKGEPGFHGRDGAKGDKGSFGRSG
EKGEPGSCALDEIKMPAKGNKGEPG
QTGMPGPPGEDGSPGERGYTGLKG
NTGPQGPPGVEGPRGLNGPRGEKG
NQGAVGVPGNPGKDGLRGIPGRNG
QPGPRGEPGISRPGPMGPPGLNGLQ
GEKGDRGPTGPIGFPGADGSVGYPG
DRGDAGLPGVSGRPGIVGEKGDVGP
IGPAGVAGPPGVPGIDGVRGRDGAK
GEPGSPGLVGMPGNKGDRGAPGND
GPKGFAGVTGAPGKRGPAGIPGVSG
AKGDKGATGLTGNDGPVGGRGPPG
APGLMGIKGDQGLAGAPGQQGLDG
MPGEKGNQGFPGLDGPPGLPGDAS
EKGQKGEPGPSGLRGDTGPAGTPG
WPGEKGLPGLAVHGRAGPPGEKGD
QGRSGIDGRDGINGEKGEQGLQGV
WGQPGEKGSVGAPGIPGAPGMDGL
PGAAGAPGAVGYPGDRGDKGEPGLS
GLPGLKGETGPVGLQGFTGAPGPKG
ERGIRGQPGLPATVPDIRGDKGSQG
ERGYTGEKGEQGERGLTGPAGVAGA
KGDRGLQGPPGASGLNGIPGAKGDI
GPRGEIGYPGVTIKGEKGLPGRPGRN
GRQGLIGAPGLIGERGLPGLAGEPGL
VGLPGPIGPAGSKGERGLAGSPGQP
GQDGFPGAPGLKGDTGPQGFKGER
GLNGFEGQKGDKGDRGLQGPSGLP
GLVGQKGDTGYPGLNGNDGPVGAP
GERGFTGPKGRDGRDGTPGLPGQK
GEPGMLPPPGPKGEPGQPGRNGPK
GEPGRPGERGLIGIQGERGEKGERG
LIGETGNVGRPGPKGDRGEPGERGY
EGAIGLIGQKGEPGAPAPAALDYLTGI
LITRHSQSETVPACSAGHTELWTGY
SLLYVDGNDYAHNQDLGSPGSCVPR
FSTLPVLSCGQNNVCNYASRNDKTF
WLTTNAAIPMMPVENIEIRQYISRCV
VCEAPANVIAVHSQTIEVPDCPNGW
EGLWIGYSFLMHTAVGNGGGGQAL
QSPGSCLEDFRATPFIECNGAKGTC
HFYETMTSFWMYNLESSQPFERPQ
QQTIKAGERQSHVSRCQVCMKNSS

None None None None None None None None None


