UniprotKB Entry name organism full loglcnacscore |oglcnac sites p.h osphorylation PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion em.ioplasmlc ge
ID name sites reticulum |ap
P11047 LAMC1_HUMAN [Homo Laminin [18.869343 T1109;S1115;T1203;S1208;T1225;S [S1149;51493 39531497;37340703;34725712;286 [MRGSHRAAPALRPRGRLWPVLAVLA [False True 1.386 ([1.973 |1.622 4.584 1.(
sapiens  |subunit 1243 57654;38665916;34019948;352890 |AAAAAGCAQAAMDECTDEGGRPQR
gamma- 36 CMPEFVNAAFNVTVVATNTCGTPPE

1

EYCVQTGVTGVTKSCHLCDAGQPHL
QHGAAFLTDYNNQADTTWWQSQT
MLAGVQYPSSINLTLHLGKAFDITYV
RLKFHTSRPESFAIYKRTREDGPWIP
YQYYSGSCENTYSKANRGFIRTGGD
EQQALCTDEFSDISPLTGGNVAFSTL
EGRPSAYNFDNSPVLQEWVTATDIR
VTLNRLNTFGDEVFNDPKVLKSYYY
IAISDFAVGGRCKCNGHASECMKNE
FDKLVCNCKHNTYGVDCEKCLPFF
NDRPWRRATAESASECLPCDCNGR
SQECYFDPELYRSTGHGGHCTNCQ
DNTDGAHCERCRENFFRLGNNEAC
SSCHCSPVGSLSTQCDSYGRCSCKP
GVMGDKCDRCQPGFHSLTEAGCRP
CSCDPSGSIDECNIETGRCVCKDNV
EGFNCERCKPGFFNLESSNPRGCTP
CFCFGHSSVCTNAVGYSVYSISSTFQ
IDEDGWRAEQRDGSEASLEWSSER
QDIAVISDSYFPRYFIAPAKFLGKQVL
SYGQNLSFSFRVDRRDTRLSAEDLV
LEGAGLRVSVPLIAQGNSYPSETTVK
YVFRLHEATDYPWRPALTPFEFQKL
LNNLTSIKIRGTYSERSAGYLDDVTL
ASARPGPGVPATWVESCTCPVGYGG
QFCEMCLSGYRRETPNLGPYSPCVL
CACNGHSETCDPETGVCNCRDNTA
GPHCEKCSDGYYGDSTAGTSSDCQP
CPCPGGSSCAVVPKTKEVVCTNCPT
GTTGKRCELCDDGYFGDPLGRNGPV
RLCRLCQCSDNIDPNAVGNCNRLTG
ECLKCIYNTAGFYCDRCKDGFFGNP
LAPNPADKCKACNCNLYGTMKQQS
SCNPVTGQCECLPHVTGQDCGACD
PGFYNLQSGQGCERCDCHALGSTN
GQCDIRTGQCECQPGITGQHCERCE
VNHEGFGPEGCKPCDCHPEGSLSL
QCKDDGRCECREGFVGNRCDQCEE
NYFYNRSWPGCQECPACYRLVKDK
IVADHRVKLQELESLIANLGTGDEMV
TDQAFEDRLKEAEREVMDLLREAQ
DVKDVDQNLMDRLQRVNNTLSSQI
SRLQNIRNTIEETGNLAEQARAHVE
NTERLIEIASRELEKAKVAAANVSVT
QPESTGDPNNMTLLAEEARKLAER
HKQEADDIVRVAKTANDTSTEAYNL
LLRTLAGENQTAFEIEELNRKYEQAK
NISQDLEKQAARVHEEAKRAGDKAV
EIYASVAQLSPLDSETLENEANNIKM
EAENLEQLIDQKLKDYEDLREDMRG
KELEVKNLLEKGKTEQQTADQLLAR
IADAAKALAEEAAKKGRDTLQEANDI
LNNLKDFDRRVNDNKTAAEEALRKI
PAINQTITEANEKTREAQQALGSAAA
DATEAKNKAHEAERIASAVQKNATS
TKAEAERTFAEVTDLDNEVNNMLK
QLQEAEKELKRKQDDADQDMMMA
GMASQAAQEAEINARKAKNSVTSLL
SIINDLLEQLGQLDTVDLNKLNEIEG
TLNKAKDEMKVSDLDRKVSDLENE
IAKKQEAAIMDYNRDIEEIMKDIRNL
EDIRKTLPSGCFNTPSIEKP




