}Jl;l iprotKB Entry name organism full oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular [extracellular cytosol [nucleus jmitochndrion | . ic|golgi plasma eth:ac
name sites sites reticulum |apparatus membrane [region
Q99715 COCA1_HUMAN Homo Collagen |24.995802 'T1489;T3011 [NaN 22661428;38253038;38665916 MRSRLPPALAALGAALLLSSIEAEVD |[False True 1.371 |1.98 1.716 4.458 1.554 2.146 4.488
sapiens alpha- PPSDLNFKIIDENTVHMSWAKPVDPI
1(XII) IVGYRITVDPTTDGPTKEFTLSASTTE
chain TLLSELVPETEYVVTITSYDEVEESVP

VIGQLTIQTGSSTKPVEKKPGKTEIQK
CSVSAWTDLVFLVDGSWSVGRNNF
KYILDFIAALVSAFDIGEEKTRVGVVQ
YSSDTRTEFNLNQYYQRDELLAAIKK
IPYKGGNTMTGDAIDYLVKNTFTESA
GARVGFPKVAIIITDGKSQDEVEIPAR
ELRNVGVEVFSLGIKAADAKELKQIA
STPSLNHVFNVANFDAIVDIQNEIIS
QVCSGVDEQLGELVSGEEVVEPPSN
LIAMEVSSKYVKLNWNPSPSPVTGY
KVILTPMTAGSRQHALSVGPQTTTLS
IVRDLSADTEYQISVSAMKGMTSSEPI
SIMEKTQPMKVQVECSRGVDIKADI
IVFLVDGSYSIGIANFVKVRAFLEVLV
KSFEISPNRVQISLVQYSRDPHTEFT
LKKFTKVEDIIEAINTFPYRGGSTNT
GKAMTYVREKIFVPSKGSRSNVPKV
MILITDGKSSDAFRDPAIKLRNSDVE
IFAVGVKDAVRSELEAIASPPAETHV
FTVEDFDAFQRISFELTQSICLRIEQE
LAAIKKKAYVPPKDLSFSEVTSYGFK
TNWSPAGENVFSYHITYKEAAGDDE
IVTVVEPASSTSVVLSSLKPETLYLVN
VTAEYEDGFSIPLAGEETTEEVKGAP
RNLKVTDETTDSFKITWTQAPGRVL
RYRIIYRPVAGGESREVTTPPNQRRR
TLENLIPDTKYEVSVIPEYFSGPGTPL
TGNAATEEVRGNPRDLRVSDPTTST
MKLSWSGAPGKVKQYLVTYTPVAGG
ETQEVIVRGDTTNTVLQGLKEGTQY
IALSVTALYASGAGDALFGEGTTLEER
GSPQDLVTKDITDTSIGAYWTSAPG
MVRGYRVSWKSLYDDVDTGEKNLP
EDAIHTMIENLQPETKYRISVFATYS
SGEGEPLTGDATTELSQDSKTLKVD
EETENTMRVTWKPAPGKVVNYRVV
YRPHGRGKQMVAKVPPTVTSTVLKR
LQPQTTYDITVLPIYKMGEGKLRQGS
GTTASRFKSPRNLKTSDPTMSSFRV
TWEPAPGEVKGYKVTFHPTGDDRRL
GELVVGPYDNTVVLEELRAGTTYKV
NVFGMFDGGESSPLVGQEMTTLSD
TTVMPILSSGMECLTRAEADIVLLVD
GSWSIGRANFRTVRSFISRIVEVFDI
GPKRVQIALAQYSGDPRTEWQLNAH
RDKKSLLQAVANLPYKGGNTLTGMA
LNFIRQQNFRTQAGMRPRARKIGVLI
TDGKSQDDVEAPSKKLKDEGVELFA
IGIKNADEVELKMIATDPDDTHAYNV
IADFESLSRIVDDLTINLCNSVKGPGD
LEAPSNLVISERTHRSFRVSWTPPSD
SVDRYKVEYYPVSGGKRQEFYVSRM
ETSTVLKDLKPETEYVVNVYSVVEDE
YSEPLKGTEKTLPVPVVSLNIYDVGP
TTMHVQWQPVGGATGYILSYKPVKD
TEPTRPKEVRLGPTVNDMQLTDLVP
NTEYAVIVQAVLHDLTSEPVTVREV
TLPLPRPQDLKLRDVTHSTMNVFWE
PVPGKVRKYIVRYKTPEEDVKEVEVD
RSETSTSLKDLFSQTLYTVSVSAVHD
EGESPPVTAQETTRPVPAPTNLKITE
VTSEGFRGTWDHGASDVSLYRITWA
PFGSSDKMETILNGDENTLVFENLN
PNTIYEVSITAIYPDESESDDLIGSER
TLPILTTQAPKSGPRNLQVYNATSNS
LTVKWDPASGRVQKYRITYQPSTGE
GNEQTTTIGGRQNSVVLQKLKPDTP
YTITVSSLYPDGEGGRMTGRGKTKPL
NTVRNLRVYDPSTSTLNVRWDHAE
GNPRQYKLFYAPAAGGPEELVPIPGN
TNYAILRNLQPDTSYTVTVVPVYTEG
DGGRTSDTGRTLMRGLARNVQVYN
PTPNSLDVRWDPAPGPVLQYRVVYS
PVDGTRPSESIVVPGNTRMVHLERLI
PDTLYSVNLVALYSDGEGNPSPAQG
RTLPRSGPRNLRVFGETTNSLSVAW




DHADGPVQQYRIIYSPTVGDPIDEYT
TVPGRRNNVILQPLQPDTPYKITVIAV
YEDGDGGHLTGNGRTVGLLPPQNIH
ISDEWYTRFRVSWDPSPSPVLGYKIV
YKPVGSNEPMEAFVGEMTSYTLHN
LNPSTTYDVNVYAQYDSGLSVPLTD
QGTTLYLNVTDLKTYQIGWDTFCVK
IWSPHRAATSYRLKLSPADGTRGQEI
TVRGSETSHCFTGLSPDTDYGVTVF
VQTPNLEGPGVSVKEHTTVKPTEAP
TEPPTPPPPPTIPPARDVCKGAKADIV
FLTDASWSIGDDNFNKVVKFIFNTV
GGFDEISPAGIQVSFVQYSDEVKSEF
KLNTYNDKALALGALQNIRYRGGNT
RTGKALTFIKEKVLTWESGMRKNVP
KVLVVVTDGRSQDEVKKAALVIQQS
GFSVFVVGVADVDYNELANIASKPS
ERHVFIVDDFESFEKIEDNLITFVCE
TATSSCPLIYLDGYTSPGFKMLEAYN
LTEKNFASVQGVSLESGSFPSYSAYR
IQKNAFVNQPTADLHPNGLPPSYTIL
LLFRLLPETPSDPFAIWQITDRDYKP
QVGVIADPSSKTLSFFNKDTRGEVQ
TVTFDTEEVKTLFYGSFHKVHIVVTS
KSVKIYIDCYEIIEKDIKEAGNITTDGY
EILGKLLKGERKSAAFQIQSFDIVCSP
IVWTSRDRCCDIPSRRDEGKCPAFPN
SCTCTQDSVGPPGPPGPAGGPGAKG
PRGERGISGAIGPPGPRGDIGPPGPQ
GPPGPQGPNGLSIPGEQGRQGMKG
DAGEPGLPGRTGTPGLPGPPGPMGP
PGDRGFTGKDGAMGPRGPPGPPGSP
GSPGVTGPSGKPGKPGDHGRPGPSG
LKGEKGDRGDIASQNMMRAVARQV
CEQLISGQMNRFNQMLNQIPNDYQ
SSRNQPGPPGPPGPPGSAGARGEPG
PGGRPGFPGTPGMQGPPGERGLPGE
KGERGTGSSGPRGLPGPPGPQGESR
TGPPGSTGSRGPPGPPGRPGNSGIR
GPPGPPGYCDSSQCASIPYNGQGYP
GSG




