}Jl;l iprotKB Entry name |organism full oglcnacscore o-glcnac phosphorylation sites PMIDS |[sequence intracellular|extracellular |cytosol nucleus mitochndrion em!oplasmlc golgi plasma extt:acellula
name sites reticulum |apparatus membrane region
P08111 L2GL_DROME |Drosophila  |Lethal(2)[25.496522 NaN S473;S484;5679;5808;5869;S876;S 33925313 MLKFIRGKGQQPSADRHRLQKDLFA [None None None [None |None None None None None
melanogaster [giant 887;S889;S893;S1013 YRKTAQHGFPHKPSALAYDPVLKLM
larvae IAIGTQTGALKVFGQPGVELYGQHTL
protein LNNSASELNVQLLEWVYGTGRILSL

TAANQLILWEPVGATLLPIKTLPFDG
KLKKVSSLCCSLSKDLLWIGTEGGNI
YQLDLHTFTIKEPVIYHDVVLEQVPP
IAYKLNPGAIESIRQLPNSPSKLLVAY
NRGLCVLWDFESASVQRAYIAPGHG
QSVGLTVNFEGSEFTWYHADGSYAT
WSIDNPEPPSNVNYVPYGPDPCKSI
NRLYKGKRRSNDVIVFSGGMPRSAY
GDHNCVSVHASDGHKVCLDFTSKVI
DFFVTFENNRDVAEVLVVLLEEELC
IAYDLTDPNICAIKAPYLHSVHASAVT
CNYLASEVVQSVYESILRAGDEQDID
'YSNISWPITGGTLPDNLEESVEEDAT
KLYEILLTGHEDGSVKFWDCTGVLL
KPIYNFKTSSIFGSESDFRDDAAADM
SAEQVDEGEPPFRKSGLFDPYSDDP
RLAVKKIAFCPKTGQLIVGGTAGQIVI
IADFIDLPEKVSLKYISMNLVSDRDGF
IVWKGHDQLNVRSNLLDGEAIPTTER
GVNISGVLQVLPPASITCMALEASW
GLVSGGTAHGLVLFDFKNFVPVFHR
CTLNPNDLTGAGEQLSRRKSFKKSL
RESFRKLRKGRSTRTNQSNQVPTTL
EARPVERQIEARCADDGLGSMVRCL
LFAKTYVTNVNITSPTLWSATNASTV
SVFLLHLPPAQTAATAVPSASGNAPP
HMPRRISAQLAKEIQLKHRAPVVGIS
IFDQAGSPVDQLNAGENGSPPHRVL
IASEEQFKVFSLPQLKPINKYKLTAN
EGARIRRIHFGSFSCRISPETLQSMH
GCSPTKSTRSHGDGEADPNISGSLA
IVSRGDVYNETALICLTNMGDIMVLS
IVPELKRQLNAAAVRREDINGVSSLC
FTNSGEALYMMSSSELQRIALATSR
IVVQPTGVVPVEPLENEESVLEENDA
ENNKETYACDEVVNTYEIKNPSGISI
CTRPAEENVGRNSVQQVNGVNISNS
PNQANETISSSIGDITVDSVRDHLN
MTTTTLCSINTEETIGRLSVLSTQTN
KASTTVNMSEIPNINISNLEDLESKR
NTTETSTSSVVIKSIITNISHEKTNGD
NKIGTPKTAPEESQF




