UniprotKB Entry name lorganism full oglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enqoplasmlc golgi plasma extl."acell
ID name sites sites reticulum |apparatus membrane region
Q16787 LAMA3_HUMAN [Homo Laminin [41.488091 S246;T309 |NaN 36240223;35289036;41350704 MAAAARPRGRALGPVLPPTPLLLLVL [False True 2.503 [1.872 |1.36 4.475 0.857 3.619 4.691
sapiens [subunit (Q16787- RVLPACGATARDPGAAAGLSLHPTY
alpha-3 1);S3190 FNLAEAARIWATATCGERGPGEGRP

QPELYCKLVGGPTAPGSGHTIQGQF
CDYCNSEDPRKAHPVTNAIDGSERW
WQSPPLSSGTQYNRVNLTLDLGQLF
HVAYILIKFANSPRPDLWVLERSVDF
GSTYSPWQYFAHSKVDCLKEFGREA
NMAVTRDDDVLCVTEYSRIVPLENG
EVVVSLINGRPGAKNFTFSHTLREFT
KATNIRLRFLRTNTLLGHLISKAQRD
PTVTRRYYYSIKDISIGGQCVCNGHA
EVCNINNPEKLFRCECQHHTCGETC
DRCCTGYNQRRWRPAAWEQSHECE
ACNCHGHASNCYYDPDVERQQASL
NTQGIYAGGGVCINCQHNTAGVNCE
QCAKGYYRPYGVPVDAPDGCIPCSC
DPEHADGCEQGSGRCHCKPNFHGD
NCEKCAIGYYNFPFCLRIPIFPVSTPS
SEDPVAGDIKGCDCNLEGVLPEICDA
HGRCLCRPGVEGPRCDTCRSGFYSF
PICQACWCSALGSYQMPCSSVTGQC
ECRPGVTGQRCDRCLSGAYDFPHCQ
GSSSACDPAGTINSNLGYCQCKLHV
EGPTCSRCKLLYWNLDKENPSGCSE
CKCHKAGTVSGTGECRQGDGDCHC
KSHVGGDSCDTCEDGYFALEKSNYF
GCQGCQCDIGGALSSMCSGPSGVC
QCREHVVGKVCQRPENNYYFPDLH
HMKYEIEDGSTPNGRDLRFGFDPLA
FPEFSWRGYAQMTSVQNDVRITLNV
GKSSGSLFRVILRYVNPGTEAVSGHI
TIYPSWGAAQSKEIIFLPSKEPAFVTV
PGNGFADPFSITPGIWVACIKAEGVL
LDYLVLLPRDYYEASVLQLPVTEPCA
'YAGPPQENCLLYQHLPVTRFPCTLA
CEARHFLLDGEPRPVAVRQPTPAHP
VMVDLSGREVELHLRLRIPQVGHYV
VVVEYSTEAAQLFVVDVNVKSSGSV
LAGQVNIYSCNYSVLCRSAVIDHMS
RIAMYELLADADIQLKGHMARFLLH
QVCIIPIEEFSAEYVRPQVHCIASYGR
FVNQSATCVSLAHETPPTALILDVLS
GRPFPHLPQQSSPSVDVLPGVTLKAP
QNQVTLRGRVPHLGRYVFVIHFYQA
AHPTFPAQVSVDGGWPRAGSFHASF
CPHVLGCRDQVIAEGQIEFDISEPEV
AATVKVPEGKSLVLVRVLVVPAENYD
YQILHKKSMDKSLEFITNCGKNSFY
LDPQTASRFCKNSARSLVAFYHKGA
LPCECHPTGATGPHCSPEGGQCPCQ
PNVIGRQCTRCATGHYGFPRCKPCS
CGRRLCEEMTGQCRCPPRTVRPQC
EVCETHSFSFHPMAGCEGCNCSRR
GTIEAAMPECDRDSGQCRCKPRITG
RQCDRCASGFYRFPECVPCNCNRD
GTEPGVCDPGTGACLCKENVEGTEC
NVCREGSFHLDPANLKGCTSCFCFG
VNNQCHSSHKRRTKFVDMLGWHL
ETADRVDIPVSFNPGSNSMVADLQE
LPATIHSASWVAPTSYLGDKVSSYGG
YLTYQAKSFGLPGDMVLLEKKPDVQ
LTGQHMSITYEETNTPRPDRLHHGR
VHVVEGNFRHASSRAPVSREELMTV
LSRLADVRIQGLYFTETQRLTLSEVG
LEEASDTGSGRIALAVEICACPPAYA
GDSCQGCSPGYYRDHKGLYTGRCVP
CNCNGHSNQCQDGSGICVNCQHN
TAGEHCERCQEGYYGNAVHGSCRA
CPCPHTNSFATGCVVNGGDVRCSC
KAGYTGTQCERCAPGYFGNPQKFGG
SCQPCSCNSNGQLGSCHPLTGDCIN
QEPKDSSPAEECDDCDSCVMTLLN
DLATMGEQLRLVKSQLQGLSASAGL
LEQMRHMETQAKDLRNQLLNYRSA
ISNHGSKIEGLERELTDLNQEFETLQ
EKAQVNSRKAQTLNNNVNRATQSA
KELDVKIKNVIRNVHILLKQISGTDG
EGNNVPSGDFSREWAEAQRMMRE
LRNRNFGKHLREAEADKRESQLLL




NRIRTWQKTHQGENNGLANSIRDSL
NEYEAKLSDLRARLQEAAAQAKQAN
GLNQENERALGAIQRQVKEINSLQS
DFTKYLTTADSSLLQTNIALQLMEKS
QKEYEKLAASLNEARQELSDKVREL
SRSAGKTSLVEEAEKHARSLQELAK
QLEEIKRNASGDELVRCAVDAATAY
ENILNAIKAAEDAANRAASASESALQ
TVIKEDLPRKAKTLSSNSDKLLNEAK
MTQKKLKQEVSPALNNLQQTLNIVT
VQKEVIDTNLTTLRDGLHGIQRGDID
AMISSAKSMVRKANDITDEVLDGLN
PIQTDVERIKDTYGRTQNEDFKKALT
DADNSVNKLTNKLPDLWRKIESINQ
QLLPLGNISDNMDRIRELIQQARDA
ASKVAVPMRFNGKSGVEVRLPNDLE
DLKGYTSLSLFLQRPNSRENGGTEN
MFVMYLGNKDASRDYIGMAVVDGQ
LTCVYNLGDREAELQVDQILTKSETK
EAVMDRVKFQRIYQFARLNYTKGAT
SSKPETPGVYDMDGRNSNTLLNLDP
ENVVFYVGGYPPDFKLPSRLSFPPYK
GCIELDDLNENVLSLYNFKKTFNLN
TTEVEPCRRRKEESDKNYFEGTGYA
RVPTQPHAPIPTFGQTIQTTVDRGLL
FFAENGDRFISLNIEDGKLMVRYKL
NSELPKERGVGDAINNGRDHSIQIKI
GKLQKRMWINVDVQNTIIDGEVFDF
STYYLGGIPIAIRERFNISTPAFRGCM
KNLKKTSGVVRLNDTVGVTKKCSED
WKLVRSASFSRGGQLSFTDLGLPPT
DHLQASFGFQTFQPSGILLDHQTWT
RNLQVTLEDGYIELSTSDSGGPIFKS
PQTYMDGLLHYVSVISDNSGLRLLID
DQLLRNSKRLKHISSSRQSLRLGGS
NFEGCISNVFVQRLSLSPEVLDLTSN
SLKRDVSLGGCSLNKPPFLMLLKGS
TRFNKTKTFRINQLLQDTPVASPRSV
KVWQDACSPLPKTQANHGALQFGDI
PTSHLLFKLPQELLKPRSQFAVDMQ
TTSSRGLVFHTGTKNSFMALYLSKG
RLVFALGTDGKKLRIKSKEKCNDGK
WHTVVFGHDGEKGRLVVDGLRARE
GSLPGNSTISIRAPVYLGSPPSGKPKS
LPTNSFVGCLKNFQLDSKPLYTPSSS
FGVSSCLGGPLEKGIYFSEEGGHVVL
AHSVLLGPEFKLVFSIRPRSLTGILIH
IGSQPGKHLCVYLEAGKVTASMDSG
AGGTSTSVTPKQSLCDGQWHSVAVT
IKQHILHLELDTDSSYTAGQIPFPPAS
TQEPLHLGGAPANLTTLRIPVWKSFF
GCLRNIHVNHIPVPVTEALEVQGPVS
LNGCPDQ




