UniprotKB Entry name organism full oglcnacscore |oglcnac sites p.h osphorylation PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enc:!oplasmlc golgi plasma
ID name sites reticulum apparatus membra
Q61001 LAMA5 _MOUSE Mus Laminin [46.289916 T102;S2140;T2427 [NaN 22517741;40885482;37507081;358 |MAKRGGQLCAGSAPGALGPRSPAPR |False True 1.531 |1.746 [2.051 1.216 0.556 3.469
musculus |subunit 22049;40021952;30059200 PLLLLLAGLALVGEARTPGGDGFSLH
alpha-5 PPYFNLAEGARITASATCGEEAPTRS

VSRPTEDLYCKLVGGPVAGGDPNQT
IQGQYCDICTAANSNKAHPVSNAID
GTERWWQSPPLSRGLEYNEVNVTL
DLGQVFHVAYVLIKFANSPRPDLWV
LERSTDFGHTYQPWQFFASSKRDCL
ERFGPRTLERITQDDDVICTTEYSRIV
PLENGEIVVSLVNGRPGALNFSYSPL
LRDFTKATNIRLRFLRTNTLLGHLM
GKALRDPTVTRRYYYSIKDISIGGRCV
CHGHADVCDAKDPLDPFRLQCACQ
HNTCGGSCDRCCPGFNQQPWKPAT
TDSANECQSCNCHGHAYDCYYDPE
VDRRNASQNQDNVYQGGGVCLDCQ
HHTTGINCERCLPGFFRAPDQPLDS
PHVCRPCDCESDFTDGTCEDLTGRC
YCRPNFTGELCAACAEGYTDFPHCY
PLPSFPHNDTREQVLPAGQIVNCDC
NAAGTQGNACRKDPRLGRCVCKPN
FRGAHCELCAPGFHGPSCHPCQCSS
PGVANSLCDPESGQCMCRTGFEGD
RCDHCALGYFHFPLCQLCGCSPAGT
LPEGCDEAGRCQCRPGFDGPHCDR
CLPGYHGYPDCHACACDPRGALDQ
QCGVGGLCHCRPGYTGATCQECSPG
FYGFPSCIPCHCSADGSLHTTCDPTT
GQCRCRPRVTGLHCDMCVPGAYNF
PYCEAGSCHPAGLAPANPALPETQA
PCMCRAHVEGPSCDRCKPGYWGLS
ASNPEGCTRCSCDPRGTLGGVTECQ
GNGQCFCKAHVCGKTCAACKDGFF
GLDYADYFGCRSCRCDVGGALGQG
CEPKTGACRCRPNTQGPTCSEPAKD
HYLPDLHHMRLELEEAATPEGHAV
RFGFNPLEFENFSWRGYAHMMAIQ
PRIVARLNVTSPDLFRLVFRYVNRGS
TSVNGQISVREEGKLSSCTNCTEQS
QPVAFPPSTEPAFVTVPQRGFGEPFV
LNPGIWALLVEAEGVLLDYVVLLPST
YYEAALLQHRVTEACTYRPSALHSTE
NCLVYAHLPLDGFPSAAGTEALCRH
DNSLPRPCPTEQLSPSHPPLATCFGS
DVDIQLEMAVPQPGQYVLVVEYVGE
DSHQEMGVAVHTPQRAPQQGVLNL
HPCPYSSLCRSPARDTQHHLAIFYLD
SEASIRLTAEQAHFFLHSVTLVPVEE
FSTEFVEPRVFCVSSHGTFNPSSAA
CLASRFPKPPQPIILKDCQVLPLPPDL
PLTQSQELSPGAPPEGPQPRPPTAVD
PNAEPTLLRHPQGTVVETTQVPTLG
RYAFLLHGYQPVHPSFPVEVLINGG
RIWQGHANASFCPHGYGCRTLVLCE
GQTMLDVTDNELTVIVRVPEGRWL
WLDYVLIVPEDAYSSSYLQEEPLDKS
YDFISHCATQGYHISPSSSSPFCRNA
ATSLSLFYNNGALPCGCHEVGAVSP
TCEPFGGQCPCRGHVIGRDCSRCAT
GYWGFPNCRPCDCGARLCDELTGQ
CICPPRTVPPDCLVCQPQSFGCHPLV
GCEECNCSGPGVQELTDPTCDMDS
GQCRCRPNVAGRRCDTCAPGFYGYP
SCRPCDCHEAGTMASVCDPLTGQC
HCKENVQGSRCDQCRVGTFSLDAA
NPKGCTRCFCFGATERCGNSNLAR
HEFVDMEGWVLLSSDRQVVPHEHR
PEIELLHADLRSVADTFSELYWQAPP
SYLGDRVSSYGGTLHYELHSETQRG
DIFIPYESRPDVVLQGNQMSIAFLEL
AYPPPGQVHRGQLQLVEGNFRHLET
HNPVSREELMMVLAGLEQLQIRALF
SQTSSSVSLRRVVLEVASEAGRGPPA
SNVELCMCPANYRGDSCQECAPGY
'YRDTKGLFLGRCVPCQCHGHSDRCL
PGSGICVGCQHNTEGDQCERCRPGF
'VSSDPSNPASPCVSCPCPLAVPSNN
FADGCVLRNGRTQCLCRPGYAGASC
ERCAPGFFGNPLVLGSSCQPCDCSG
NGDPNMIFSDCDPLTGACRGCLRHT




TGPHCERCAPGFYGNALLPGNCTRC
DCSPCGTETCDPQSGRCLCKAGVTG
QRCDRCLEGYFGFEQCQGCRPCAC
GPAAKGSECHPQSGQCHCQPGTTG
PQCLECAPGYWGLPEKGCRRCQCP
RGHCDPHTGHCTCPPGLSGERCDT
CSQQHQVPVPGKPGGHGIHCEVCD
HCVVLLLDDLERAGALLPAIREQLQ
GINASSAAWARLHRLNASIADLQSK
LRSPPGPRYQAAQQLQTLEQQSISLQ
QDTERLGSQATGVQGQAGQLLDTTE
STLGRAQKLLESVRAVGRALNELAS
RMGQGSPGDALVPSGEQLRWALAE
VERLLWDMRTRDLGAQGAVAEAEL
AEAQRLMARVQEQLTSFWEENQSL
ATHIRDQLAQYESGLMDLREALNQA
VNTTREAEELNSRNQERLKEALQW
KQELSQDNATLKATLQAASLILGHVS
ELLQGIDQAKEDLEHLAASLDGAWT
PLLKRMQAFSPASSKVDLVEAAEAH
AQKLNQLAINLSGIILGINQDRFIQRA
'VEASNAYSSILQAVQAAEDAAGQAL
RQASRTWEMVVQRGLAAGARQLLA
NSSALEETILGHQGRLGLAQGRLQA
AGIQLHNVWARKNQLAAQIQEAQA
MLAMDTSETSEKIAHAKAVAAEALS
TATHVQSQLQGMQKNVERWQSQLG
GLQGQDLSQVERDASSSVSTLEKTL
PQLLAKLSRLENRGVHNASLALSAN
IGRVRKLIAQARSAASKVKVSMKFN
GRSGVRLRTPRDLADLAAYTALKFHI
QSPVPAPEPGKNTGDHFVLYMGSRQ
ATGDYMGVSLRNQKVHWVYRLGKA
GPTTLSIDENIGEQFAAVSIDRTLQF
GHMSVTVEKQMVHEIKGDTVAPGS
EGLLNLHPDDFVFYVGGYPSNFTPP
EPLRFPGYLGCIEMETLNEEVVSLYN
FEQTFMLDTAVDKPCARSKATGDP
WLTDGSYLDGSGFARISFEKQFSNT
KRFDQELRLVSYNGIIFFLKQESQFL
CLAVQEGTLVLFYDFGSGLKKADPL
QPPQALTAASKAIQVFLLAGNRKRVL
'VRVERATVFSVDQDNMLEMADAYY
LGGVPPEQLPLSLRQLFPSGGSVRG
CIKGIKALGKYVDLKRLNTTGISFGC
TADLLVGRTMTFHGHGFLPLALPDV
APITEVVYSGFGFRGTQDNNLLYYRT
SPDGPYQVSLREGHVTLRFMNQEVE
TQRVFADGAPHYVAFYSNVTGVWLY
VDDQLQLVKSHERTTPMLQLQPEEP
SRLLLGGLPVSGTFHNFSGCISNVFV
QRLRGPQRVFDLHQNMGSVNVSVG
CTPAQLIETSRATAQKVSRRSRQPSQ
DLACTTPWLPGTIQDAYQFGGPLPSY
LQFVGISPSHRNRLHLSMLVRPHAA
SQGLLLSTAPMSGRSPSLVLFLNHG
HFVAQTEGPGPRLQVQSRQHSRAG
QWHRVSVRWGMQQIQLVVDGSQT
WSQKALHHRVPRAERPQPYTLSVGG
LPASSYSSKLPVSVGFSGCLKKLQLD
KRPLRTPTQMVGVTPCVSGPLEDGL
FFPGSEGVVTLELPKAKMPYVSLELE
MRPLAAAGLIFHLGQALATPYMQLK
VLTEQVLLQANDGAGEFSTWVTYPK
LCDGRWHRVAVIMGRDTLRLEVDT
QSNHTTGRLPESLAGSPALLHLGSL
PKSSTARPELPAYRGCLRKLLINGAP
VNVTASVQIQGAVGMRGCPSGTLAL
SKQGKALTQRQAKPSVSPLLWH




