}J];l iprotKB Entry name organism full oglcnacscore oglcnac p'h osphorylation PMIDS |sequence intracellular extracellular |cytosol [nucleus mitochndrion enc}oplasmlc golgi plasma extl“acellular
name sites sites reticulum apparatus membrane region
P02462 CO4A1_HUMAN Homo Collagen|22.903221 S1095 |NaN 38253038 MGPRLSVWLLLLPAALLLHEEHSRA |False True 2.782 |3.137 |2.331 4.461 1.246 2.588 4.6
sapiens [alpha- AAKGGCAGSGCGKCDCHGVKGQKG
1(Iv) ERGLPGLQGVIGFPGMQGPEGPQGP
chain PGQKGDTGEPGLPGTKGTRGPPGAS

GYPGNPGLPGIPGQDGPPGPPGIPGC
NGTKGERGPLGPPGLPGFAGNPGPP
GLPGMKGDPGEILGHVPGMLLKGE
RGFPGIPGTPGPPGLPGLQGPVGPPG
FTGPPGPPGPPGPPGEKGQMGLSFQ
GPKGDKGDQGVSGPPGVPGQAQVQ
EKGDFATKGEKGQKGEPGFQGMPG
VGEKGEPGKPGPRGKPGKDGDKGE
KGSPGFPGEPGYPGLIGRQGPQGEK
GEAGPPGPPGIVIGTGPLGEKGERGY
PGTPGPRGEPGPKGFPGLPGQPGPP
GLPVPGQAGAPGFPGERGEKGDRGF
PGTSLPGPSGRDGLPGPPGSPGPPG
QPGYTNGIVECQPGPPGDQGPPGIP
GQPGFIGEIGEKGQKGESCLICDIDG
YRGPPGPQGPPGEIGFPGQPGAKGD
RGLPGRDGVAGVPGPQGTPGLIGQP
GAKGEPGEFYFDLRLKGDKGDPGFP
GQPGMPGRAGSPGRDGHPGLPGPK
GSPGSVGLKGERGPPGGVGFPGSRG
DTGPPGPPGYGPAGPIGDKGQAGFP
GGPGSPGLPGPKGEPGKIVPLPGPPG
AEGLPGSPGFPGPQGDRGFPGTPGR
PGLPGEKGAVGQPGIGFPGPPGPKG
VDGLPGDMGPPGTPGRPGFNGLPG
NPGVQGQKGEPGVGLPGLKGLPGLP
GIPGTPGEKGSIGVPGVPGEHGAIGP
PGLQGIRGEPGPPGLPGSVGSPGVPG
IGPPGARGPPGGQGPPGLSGPPGIKG
EKGFPGFPGLDMPGPKGDKGAQGL
PGITGQSGLPGLPGQQGAPGIPGFPG
SKGEMGVMGTPGQPGSPGPVGAPG
LPGEKGDHGFPGSSGPRGDPGLKGD
KGDVGLPGKPGSMDKVDMGSMKG
QKGDQGEKGQIGPIGEKGSRGDPGT
PGVPGKDGQAGQPGQPGPKGDPGIS
GTPGAPGLPGPKGSVGGMGLPGTPG
EKGVPGIPGPQGSPGLPGDKGAKGE
KGQAGPPGIGIPGLRGEKGDQGIAGF
PGSPGEKGEKGSIGIPGMPGSPGLK
GSPGSVGYPGSPGLPGEKGDKGLPG
LDGIPGVKGEAGLPGTPGPTGPAGQ
KGEPGSDGIPGSAGEKGEPGLPGRG
FPGFPGAKGDKGSKGEVGFPGLAGS
PGIPGSKGEQGFMGPPGPQGQPGLP
GSPGHATEGPKGDRGPQGQPGLPGL
PGPMGPPGLPGIDGVKGDKGNPGW
PGAPGVPGPKGDPGFQGMPGIGGSP
GITGSKGDMGPPGVPGFQGPKGLPG
LQGIKGDQGDQGVPGAKGLPGPPGP
PGPYDIIKGEPGLPGPEGPPGLKGLQ
GLPGPKGQQGVTGLVGIPGPPGIPGF
DGAPGQKGEMGPAGPTGPRGFPGP
PGPDGLPGSMGPPGTPSVDHGFLVT
RHSQTIDDPQCPSGTKILYHGYSLLY
VQGNERAHGQDLGTAGSCLRKFST
MPFLFCNINNVCNFASRNDYSYWL
STPEPMPMSMAPITGENIRPFISRCA
'VCEAPAMVMAVHSQTIQIPPCPSGW
SSLWIGYSFVMHTSAGAEGSGQALA
SPGSCLEEFRSAPFIECHGRGTCNYY
ANAYSFWLATIERSEMFKKPTPSTLK
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