
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

Q60847 COCA1_MOUSE Mus
musculus

Collagen
alpha-
1(XII)
chain

29.125745 NaN NaN 39927985 MQTRLPRALAALGVALLLSSIEAEVD
PPSDLNFKIIDENTVHMSWERPVDPI
VGYRITVDPTTDGPTKEFTLAASTTE
TLLSDLIPETQYVVTITSYNEVEESVP
VIGQLTIQTGGPTKPGEKKPGKTEIQ
KCSVSAWTDLVFLVDGSWSVGRNN
FKYILDFIVALVSAFDIGEEKTRVGVV
QYSSDTRTEFNLNQYYRREDLLAAV
KKIPYKGGNTMTGDAIDYLVKNTFTE
SAGSRAGFPKVAIIITDGKSQDEVEIP
ARELRNIGVEVFSLGIKAADAKELKQ
IASTPSLNHVFNVANFDAIVDIQNEII
SQVCSGVDEQLGELVSGEEVIEPPS
NLVVTELSSKYIRLSWDPSPSAVTGY
KILLTPMAAGSRHHALSVGPQTTTL
NVRDLTADTEYQISVFAMKGLTSSE
PTSVMEKTQPMKVQVECSRGVDIKA
DIVFLVDGSYSIGIANFVKVRAFLEVL
AKSFEISPNRVQISLVQYSRDPHTEF
TLKEFNRVEDIIKAINTFPYRGGSTN
TGKAMTYVREKIFVPNKGSRSNVPK
VMILITDGKSSDAFRDPAIKLRNSDV
EIFAVGVKDAVRSELEAIASPPAETH
VFTVEDFDAFQRISFELTQSICLRIEQ
ELAAIKKKAYVPPKDLRFTQVTANSF
KAEWSPPGDNVFSYHVTYKDANGD
DEVTVVEPASSTSVVLNNLRPETLYL
VNVTAEYEDGFSVPITGEETTAEVKG
VPRNLKVTDETTDSFKLTWSQAPGR
VLRYRIRYRPVSGGESKEVSTPANQR
RKTLENLTPDTKYEISVIAEYSSGPGS
PLTGNAATEEVRGNPRDLRVSDATT
STLKLSWSRAPGKVKQYLVTYTPAA
GGETQEVTVRGDTTTTMLRKLKEGT
QYDLSVTALYASGAGEALSGKGSTLE
ERGSPQNLVTKDITDTSIGAYWTSAP
GMVRGYRVSWKSLYDDIEAGETTLP
GDAIHTMIENLQPETKYKISVFATYS
SGEGEPVTGDATTELSQDSKILRVDE
ETEHTMRVTWKAAPGKVVNYRVVY
RPQGGGRQMVAKVPPTVTSTVLKRL
QPQTTYDITVLPMYKTGEGKLRQGS
GTTASRFKSPRNLKTSDPTMSSFRV
TWEPAPGEVKGYKVTFHPTGDDRRL
GELVLGPYDNTVVLEELRAGTTYRV
NVFGMFDGGESLPLVGQEMTTLSD
TTVTPFLSSGMDCLTRAEADIVLLVD
GSWSIGRANFRTVRSFISRIVEVFEIG
PKRVQIALAQYSGDPRTEWQLNAHR
DKKSLLQAVANLPYKGGNTLTGMAL
NFIRQQSFKTQAGMRPRARKIGVLIT
DGKSQDDVEAPSKKLKDEGVELFAI
GIKNADEVELKMIATDPDDTHAYNV
ADFESLSKIVDDLTINLCNSVKGPGD
LEAPTNLVISERTHRSFRVSWTPPSD
SVDRYKVEYYPVSGGKRQEFYVSRL
DTSTVLKDLKPETDYVVNVYSVVED
EYSEPLKGTEKTLPVPVVSLNIYDVG
PTTMHVQWQPVGGATGYTVSYQPT
RSPEGTKPKEMRVGPTVNDVQLTGL
LPNTEYEVTVQAVLYDLTSEPAKARE
VTLPLPRPQDVKLRDVTHSTMNVV
WEPVLGKVRKYIVRYKTPDEEFKEVE
VDRSRASTILKDLSSQTQYTVSVSAV
YDEGTSPPATAYDTTRRVPAPTNLQF
TEVTPESFRGTWDHGASDVSLYRIT
WAPVGNPDKMETILNGDENTLVFE
NLNPNTPYEVSITAIYPDESESEDLS
GTERTLRLIPLTTQAPKSGPRNLQVY
NATSNSLTVKWDPASGRVQKYRITY
QPSTGEGNEQTITVGGRQNSVLLQK
LKPDTPYTITVYSQYPDGEGGRMTG
RGKTKPLNTVRNLRVYDPSTSSLSV
RWDHAEGNPRQYKLFYAPTSGGPEE
LVPIPGNTNYAILRNLQPDTPYTITVV

False False False False False 0.609 0.469 1.299 3.638



PVYTEGDGGRTSDTGRTLVRGLARN
IQVYNPTPNSLDVRWDPAPGPVQQY
RIVYSPVAGTRPSESIVVPGNTRTVH
LERLIPDTPYSVNIVALYSDGEGNPS
PSQGRTLPRSGPRNIRVFGETTNSLS
VAWDHADGPVQQYRIIYSPTVGDPID
EYTTVPGRRNNVILQPLQPDTPYKIT
VIAIYEDGDGGHLTGNGRTVGLLPPQ
NIHIFDEWYTRFRVSWDPSPSPVLG
YKIVYKPVGSNEPMEAFVGEVTSYTL
HNLNPSTTYDVSVYAQYDSGLSVPL
TDQGTTLYLNVTDLKTYQVGWDTFC
VKWSPHRAATSYRLKLSPADGTRGQ
EITVRGSETSHCFTGLSPEAEYGVTV
FVQTPNLEGPGVPIKEQTTVKPTEAP
TEPPTPSPPPTIPPARDVCKGAKADIV
FLTDASWSIGDDNFNKVVKFIFNTV
GAFDEVNPAGIQVSFVQYSDEVKSE
FKLNTYNDKALALGALQNIRYRGGN
TRTGKALTFIKEKVLTWESGMRKNV
PKVLVVVTDGRSQDEVKKAAFVIQQ
SGFSVFVVGVADVDYNELANIASKPS
ERHVFIVDDFESFEKIEDNLITFVCE
TATSSCPLIYLDGYTSPGFKMLEAYN
LTEKNFASVQGVSLESGSFPSYSAYR
LQKNAFINQPTAELHPNGLPPSYTII
LLFRLLPETPSDPFAIWQITDRDYRP
QVGVIADPSSKTLSFFNKDTRGEVQ
TVTFDTDEVKTLFYGSFHKVHIVVTS
KSVKIYIDCYEIIEKDIKEAGNITTDGY
EILGKLLKGERKSATFQIQSFDIVCSP
VWTSRDRCCDIPSRRDEAKCPALPN
ACTCTQDSVGPPGPPGPAGGPGAKG
PRGERGINGAVGPPGPRGDTGPPGP
QGPPGPQGPNGLSIPGEQGRQGMK
GDAGEPGLPGRTGTPGLPGPPGPMG
PPGDRGFTGKDGAMGPRGPPGPPGS
PGSPGVTGPSGKPGKPGDHGRPGQS
GLKGEKGDRGDIASQNMMRAVARQ
VCEQLISGQMSRFNQMLNQIPNDY
HSSRNQPGPPGPPGPPGSAGARGEP
GPGGRPGFPGTPGMQGPPGERGLP
GEKGERGTGSQGPRGPPGPPGPQGE
SRTGPPGSTGSRGPPGPPGRPGNSGI
RGPPGPPGYCDSSQCASIPYNGQGY
PEPYVPEGGAYLPEREPFIVPVEPER
TAEYEDDYGADEPDQQHPDHMRWR
RALRPGPAE


