UniprotKB Entry name |organism full oglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion em?oplasmlc golgi plasma extl.“acellular
ID name sites sites reticulum apparatus i membrane [region
Q00174 LAMA DROME |Drosophila  [Laminin|30.404062 NaN NaN 33925313;28604694 MGHGVASIGALLVILAISYCQAELTP |None None None |None None None None None None
melanogaster |subunit PYFNLATGRKIYATATCGQDTDGPEL
alpha [YCKLVGANTEHDHIDYSVIQGQVCD

YCDPTVPERNHPPENAIDGTEAWW
QSPPLSRGMKFNEVNLTINFEQEFH
IVAYLFIRMGNSPRPGLWTLEKSTDY
GKTWTPWQHFSDTPADCETYFGKD
TYKPITRDDDVICTTEYSKIVPLENGE
IPVMLLNERPSSTNYFNSTVLQEWT
RATNVRIRLLRTKNLLGHLMSVARQ
DPTVTRRYFYSIKDISIGGRCMCNGH
IADTCDVKDPKSPVRILACRCQHHTC
GIQCNECCPGFEQKKWRQNTNARP
FNCEPCNCHGHSNECKYDEEVNRK
GLSLDIHGHYDGGGVCQNCQHNTV
GINCNKCKPKYYRPKGKHWNETDV
CSPCQCDYFFSTGHCEEETGNCECR
IAAFQPPSCDSCAYGYYGYPNCRECE
CNLNGTNGYHCEAESGQQCPCKIN
FAGAYCKQCAEGYYGFPECKACECN
KIGSITNDCNVTTGECKCLTNFGGD
NCERCKHGYFNYPTCSYCDCDNQG
TESEICNKQSGQCICREGFGGPRCD
QCLPGFYNYPDCKPCNCSSTGSSAIT
CDNTGKCNCLNNFAGKQCTLCTAG
'YYSYPDCLPCHCDSHGSQGVSCNSD
GQCLCQPNFDGRQCDSCKEGFYNF
PSCEDCNCDPAGVIDKFAGCGSVPV
GELCKCKERVTGRICNECKPLYWNL
NISNTEGCEICDCWTDGTISALDTCT
SKSGQCPCKPHTQGRRCQECRDGT
FDLDSASLFGCKDCSCDVGGSWQS
IVCDKISGQCKCHPRITGLACTQPLTT
HFFPTLHQFQYEYEDGSLPSGTQVR
YDYDEAAFPGFSSKGYVVFNAIQND
IVRNEVNVFKSSLYRIVLRYVNPNAE
NVTATISVITSDNPLEVDQHVKVLLQ
PTSEPQFVTVAGPLGVKPSAIVLDPG
RYVFTTKANKNVMLDYFVLLPAAYY
EAGILTRHISNPCELGNMELCRHYK
IYASVEVFSPAATPFVIGENSKPTNPV
ETYTDPEHLQIVSHVGDIPVLSGSQN
ELHYIVDVPRSGRYIFVIDYISDRNFP
DSYYINLKLKDNPDSETSVLLYPCLY
STICRTSVNEDGMEKSFYINKEDLQ
PVIISADIEDGSRFPIISVTAIPVDQWS
IDYINPSPVCVIHDQQCATPKFRSVP
DSKKIEFETDHEDRIATNKPPYASLD
ERVKLVHLDSQNEATIVIESKVDATK
PNLFVILVKYYQPSHPKYQVYYTLTA
GKNQYDGKFDIQHCPSSSGCRGVIR
PAGEGSFEIDDEFKFTITTDRSQSVW
LDYLVVVPLKQYNDDLLVEETFDQT
KEFIQNCGHDHFHITHNASDFCKKS
IVFSLTADYNSGALPCNCDYAGSTSF
ECHPFGGQCQCKPNVIERTCGACRS
RYYGFPDCKPCKCPNSAMCEPTTGE
CMCPPNVIGDLCEKCAPNTYGFHQV
IGCEECACNPMGIANGNSQCDLFN
GTCECRQNIEGRACDVCSNGYFNFP
HCEQCSCHKPGTELEVCDKIDGACF
CKKNVVGRDCDQCVDGTYNLQESN
PDGCTTCFCFGKTSRCDSAYLRVYN
IVSLLKHVSITTPEFHEESIKFDMWPV
PADEILLNETTLKADFTLREVNDERP
IAYFGVLDYLLNQNNHISAYGGDLAY
TLHFTSGFDGKYIVAPDVILFSEHNA
LVHTSYEQPSRNEPFTNRVNIVESN
FQTISGKPVSRADFMMVLRDLKVIFI
RANYWEQTLVTHLSDVYLTLADEDA
DGTGEYQFLAVERCSCPPGYSGHSC
EDCAPGYYRDPSGPYGGYCIPCECN
GHSETCDCATGICSKCQHGTEGDHC
ERCVSGYYGNATNGTPGDCMICACP
LPFDSNNFATSCEISESGDQIHCECK
PGYTGPRCESCANGFYGEPESIGQV
CKPCECSGNINPEDQGSCDTRTGEC
LRCLNNTFGAACNLCAPGFYGDAIK




LKNCQSCDCDDLGTQTCDPFVGVCT
CHENVIGDRCDRCKPDHYGFESGV
GCRACDCGAASNSTQCDPHTGHCA
CKSGVTGRQCDRCAVDHWKYEKDG
CTPCNCNQGYSRGFGCNPNTGKCQ
CLPGVIGDRCDACPNRWVLIKDEGC
QECNNCHHALLDVTDRMRYQIDSV
LEDFNSVTLAFFTSQKLNYYDQLAD
ELEPKVKLLDPNSVDLSPSKKANSE
LESDAKSYAKQVNQTLANAFDIRER
SSTTLGNITVAYDEAVKSADQAKEAI
IASVEALSKNLEAAASTKIDAALEQAQ
HILGQINGTSIELTPNEQVLEKARKL
YEEVNTLVLPIKAQNKSLNALKNDIG
EFSDHLEDLFNWSEASQAKSADVE
RRNVANQKAFDNSKFDTVSEQKLQ
IAEKNIKDAGNFLINGDLTLNQINQK
LDNLRDALNELNSFNKNVDEELPV
REDQHKEADALTDQAEQKAAELAIK
IAQDLAAQYTDMTASAEPAIKAATAYS
GIVEAVEAAQKLSQDAISAAGNATDK
TDGIEERAHLADTGSTDLLQRARQS
LQKVQDDLEPRLNASAGKVQKISAV
NNATEHQLKDINKLIDQLPAESQRD
MWKNSNANASDALEILKNVLEILEP
IVSVQTPKELEKAHGINRDLDLTNKD
IVSQANKQLDDVEGSVSKLNELAEDI
EEQQHRVGSQSRQLGQEIENLKAQV
EAARQLANSIKVGVNFKPSTILELKT
PEKTKLLATRTNLSTYFRTTEPSGFL
LYLGNDNKTAQKNNDFVAVEIVNGY
PILTIDLGNGPERITSDKYVADGRWY
QAVVDRMGPNAKLTIREELPNGDVV
EHSKSGYLEGSQNILHVDKNSRLFV
GGYPGISDFNAPPDLTTNSFSGDIED
LKIGDESVGLWNFVYGDDNDQGAR
ERDVLLEKKKPVTGLRFKGNGYVQL
NATSNLKSRSSIQFSFKADKDTSNG
LLFFYGRDKHYMSIEMIDGAIFFNIS
LGEGGGVQSGSQDRYNDNQWHKV
QAERENRNGLLKVDDIVISRTNAPLE
IADLELPKLRRLYFGGHPRRLNTSISL
QPNFDGCIDNVVINQGVVDLTEYVT
GGGVEEGCSAKFSTVVSYAPHEYGF
LRMNNVSSDNNLHVVLHFKTTQPN
GVLFYAANHDQSSTIGLSLQDGLLK
LNSMGSQLVIDDRILNDGEDHVVTV
QHTQGELRLTVDDVDNKRLGSPQPL
ILEGGDIFFAGLPDNYRTPRNALASL
IAYFVGCISDVTVNEEIINFANSAEKK
NGNINGCPPHVLAYEPSLVPSYYPSG
DNEVESPWSNADTLPPLKPDIESTLP
PTTPTTTTTTTTTTTSTTTTSTTTTTITT
PSPIVIDEEKEIEAKTPQKILTTRPPAK
LNLPSDERCKLPEQPNFDVDFTEAG
YRFYGLREQRLQINSLPVKVRRHHDI
GISFRTERPNGLLIYAGSKQRDDFIA
IVYLLDGRVTYEIRVGAQLQAKITTEA
ELNDGTWHTVEVVRTQRKVSLLIDK
LEQPGSVDLNAERSAPVLAVELPIYL
GGVNKFLESEVKNLTDFKTEVPYFN
GCLKNIKFDAMDLETPPEEFGVVPC
SEQVERGLFFNNQKAFVKIFDHFDV
GTEMKISFDFRPRDPNGLLFSVHGK
NSYAILELVDNTLYFTVKTDLKNIVS
TNYKLPNNESFCDGKTRNVQAIKSK
FVINIAVDFISSNPGVGNEGSVITRT
NRPLFLGGHVAFQRAPGIKTKKSFK
GCISKVEVNQRMINITPNMVVGDIW
QGYCPLN




