0;T3369;T3792;T3797;T4037;S4061;
S54389;54391;54392;54393;54396;S
4397,54398;54399;T4400;5S4403;54
413;T4418;T4546;54614;54620;T46
22;54623;54625;54629;T4630;5463
3;54649;5S4682;S21;T26

UniprotKB . full oglcnac . .

ID Entry name |organism name oglcnacscore sites phosphorylation sites PMIDS sequence

Q9QXSs1 PLEC MOUSE |Mus Plectin (19.567819 T2762 S728;T823;S1055;S1443;S1729;S26 |33300544;22517741 MVAGMLMPLDRLRAIYEVLFREGV
musculus 39;S2781;T2788;52809;T2893;T304 MVAKKDRRPRSLHPHVPGVTNLQV

MRAMASLKARGLVRETFAWCHFYW
YLTNEGIDHLRQYLHLPPEIVPASLQ
RVRRPVAMVIPARRRSPHVQTMQGP
LGCPPKRGPLPAEDPAREERQVYRR
KEREEGAPETPVVSATTVGTLARPGP
EPAPATDERDRVQKKTFTKWVNKHL
IKHWRAEAQRHISDLYEDLRDGHNL
ISLLEVLSGDSLPREKGRMRFHKLQ
NVQIALDYLRHRQVKLVNIRNDDIA
DGNPKLTLGLIWTIILHFQISDIQVSG
QSEDMTAKEKLLLWSQRMVEGYQG
LRCDNFTTSWRDGRLFNAIITHRHKP
MLIDMNKVYRQTNLENLDQAFSVA
ERDLGVTRLLDPEDVDVPQPDEKSII
TYVSSLYDAMPRVPGAQDGVRANEL
QLRWQEYRELVLLLLQWIRHHTAAF
EERKFPSSFEEIEILWCQFLKFKETE
LPAKEADKNRSKVIYQSLEGAVQAG
QLKIPPGYHPLDVEKEWGKLHVAILE
REKQLRSEFERLECLQRIVSKLOQME
AGLCEEQLNQADALLQSDIRLLASG
KVAQRAGEVERDLDKADGMIRLLEN
DVQTLKDGRHPQGEQMYRRVYRLH
ERLVAIRTEYNLRLKAGVGAPVTQVT
LQSTQRRPELEDSTLRYLQDLLAWV
EENQRRIDSAEWGVDLPSVEAQLGS
HRGMHQSIEEFRAKIERARNDESQL
SPATRGAYRDCLGRLDLQYAKLLNS
SKARLRSLESLHGFVAAATKELMWL
NEKEEEEVGFDWSDRNTNMAAKKE
SYSALMRELEMKEKKIKEIQNTGDR
LLREDHPARPTVESFQAALQTQWS
WMLQLCCCIEAHLKENTAYFQFFSD
VREAEEQLQKLQETLRRKYSCDRTIT
VIRLEDLLQDAQDEKEQLNEYKGHL
SGLAKRAKAIVQLKPRNPAHPVRGH
VPLIAVCDYKQVEVTVHKGDQCQLV
GPAQPSHWKVLSGSSSEAAVPSVCF
LVPPPNQEAQEAVARLEAQHQALVT
LWHQLHVDMKSLLAWQSLSRDIQLI
RSWSLVTFRTLKPEEQRQALRNLEL
HYQAFLRDSQDAGGFGPEDRLVAER
EYGSCSRHYQQLLQSLEQGEQEESR
CQRCISELKDIRLQLEACETRTVHRL
RLPLDKDPARECAQRIAEQQKAQAE
VEGLGKGVARLSAEAEKVLALPEPSP

AAPTLRSELELTLGKLEQVRSLSAIYL




EKLKTISLVIRSTQGAEEVLKTHEEQ
LKEAQAVPATLQELEATKASLKKLRA
QAEAQQPVFNTLRDELRGAQEVGER
LQQRHGERDVEVERWRERVTQLLE
RWQAVLAQTDVRQRELEQLGRQLR
YYRESADPLSAWLQDAKRRQEQIQA
VPIANCQAAREQLRQEKALLEEIERH
GEKVEECQKFAKQYINAIKDYELQLI
TYKAQLEPVASPAKKPKVQSGSESVI
QEYVDLRTRYSELTTLTSQYIKFISET
LRRMEEEERLAEQQRAEERERLAEV
EAALEKQRQLAEAHAQAKAQAELEA
QELQRRMQEEVARREEAAVDAQQQ
KRSIQEELQHLRQSSEAEIQAKAQQ
VEAAERSRMRIEEEIRVVRLQLETTE
RQRGGAEGELQALRARAEEAEAQKR
QAQEEAERLRRQVQDESQRKRQAE
AELALRVKAEAEAAREKQRALQALD
ELRLQAEEAERRLRQAEAERARQVQ
VALETAQRSAEVELQSKRASFAEKTA
QLERTLQEEHVTVAQLREEAERRAQ
QQAEAERAREEAERELERWQLKAN
EALRLRLQAEEVAQQKSLAQADAEK
QKEEAEREARRRGKAEEQAVRQREL
AEQELEKQRQLAEGTAQQRLAAEQE
LIRLRAETEQGEQQRQLLEEELARL
QHEATAATQKRQELEAELAKVRAEM
EVLLASKARAEEESRSTSEKSKQRLE
AEAGRFRELAEEAARLRALAEEAKR
QRQLAEEDAARQRAEAERVLTEKLA
AISEATRLKTEAEIALKEKEAENERL
RRLAEDEAFQRRRLEEQAALHKADI
EERLAQLRKASESELERQKGLVEDT
LRQRRQVEEEIMALKVSFEKAAAGK
AELELELGRIRSNAEDTMRSKEQAE
LEAARQRQLAAEEEQRRREAEERVQ
RSLAAEEEAARQRKVALEEVERLKA
KVEEARRLRERAEQESARQLQLAQE
AAQKRLQAEEKAHAFVVQQREEELQ
QTLQQEQNMLDRLRSEAEAARRAA
EEAEEAREQAEREAAQSRKQVEEAE
RLKQSAEEQAQAQAQAQAAAEKLRK
EAEQEAARRAQAEQAALKQKQAADA
EMEKHKKFAEQTLRQKAQVEQELTT
LRLQLEETDHQKSILDEELQRLKAE
VTEAARQRSQVEEELFSVRVQMEEL
GKLKARIEAENRALILRDKDNTQRFL
EEEAEKMKQVAEEAARLSVAAQEAA
RLRQLAEEDLAQQRALAEKMLKEK
MQAVQEATRLKAEAELLQQQKELA
QEQARRLQEDKEQMAQQLVEETQG
FQRTLEAERQRQLEMSAEAERLKLR




MAEMSRAQARAEEDAQRFRKQAEE
IGEKLHRTELATQEKVTLVQTLEIQR
QQSDHDAERLREAIAELEREKEKLK
QEAKLLQLKSEEMQTVQQEQILQET
QALQKSFLSEKDSLLQRERFIEQEKA
KLEQLFQDEVAKAKQLREEQQRQQ
QQMEQEKQELMASMEEARRRQRE
AEEGVRRKQEELQHLEQQRQQQEK
LLAEENQRLRERLQRLEEEHRAALA
HSEIATTQAASTKALPNGRDAPDGPS
VEAEPEYTFEGLRQKVPAQQLQEAGI
LSQEELQRLAQGHTTVAELTQREDV
YRYLKGRSSIAGLLLKPTNEKLSVYT
ALQRQLLSPGTALILLEAQAASGFLL
DPVRNRRLTVNEAVKEGVVGPELH
HKLLSAERAVTGYKDPYTGEQISLFQ
AMKKDLIVRDHGVRLLEAQIATGGII
DPVHSHRVPVDVAYKRGYFDEEMN
RILSDPSDDTKGFFDPNTHENLTYL
QLLERCVEDPETGLRLLPLTDKAAK
GGELVYTDTEARDVFEKATVSAPFG
KFQGRTVTIWEIINSEYFTAEQRRDL
LQQFRTGHITVEKIIKIVITVVEEHER
KGQLCFEGLRALVPAAELLDSGVISH
ELYQQLQRGERSVREVAEADSVRQA
LRGTNVIAGVWLEEAGQKLSIYEALK
KDLLQPEVAVALLEAQAGTGHIIDPA
TSARLTVDEAVRAGLVGPELHEKLLS
AEKAVTGYRDPYSGQSVSLFQALKK
GLIPREQGLRLLDAQLSTGGIVDPSK
SHRVPLDVAYARGYLDKETNRALTS
PRDDARVYHDPSTQEPVTYSQLQQR
CRSDQLTGLSLLPLSEKAVRARQEE
VYSELQARETLEQAKVEVPVGSFKG
RAMTVWELISSEYFTEEQRQELLRQ
FRTGKVTVEKVIKIVITIVEEVETRRQ
ERLSFSGLRAPVPASELLDAKILSRA
QFDQLKDGKTSVKELSEVGSVRTLL
QGSGCLAGIYLEDSKEKVTIYEAMRR
GLLRPSTATLLLEAQAATGFLVDPVR
NQRLYVHEAVKAGVVGPELHEKLLS
AEKAVTGYKDPYSGNTISLFQAMKK
GLVLRDHAIRLLEAQVATGGIIDPVH
SHRLPVDVAYQRGYFDEEMNRVLA
DPSDDTKGFFDPNTHENLTYLQLLE
RCVEDPETGLRLLPLKGAEKTEVVET
TQVYTEEETRRAFEETQIDIPGGGSH
GGSSMSLWEVMQSNMIPEDQRARL
MADFQAGRVTKERMIIIIEIIEKTEII
RQQNLASYDYVRRRLTAEDLYEARII
SLETYNLFREGTKNLREVLEMESAW
RYLYGTGAVAGVYLPGSRQTLTIYQA




LKKGLLSAEVARLLLEAQAATGFLLD
PVKGERLTVDEAVRKGLVGPELHDR
LLSAERAVTGYRDPYTEQTISLFQAM
KKELIPAEEALRLLDAQLATGGIVDP
RLGFHLPLEVAYQRGYLNKDTHDQL
SEPSEVRSYVDPSTDERLSYTQLLKR
CRRDDPSGQMLLLLSDARKLTFRGL
RKQITVEELVRSQVMDEATALQLQE
GLTSIEEVIKNLQKFLEGTSCIAGVF
VDATKERLSVYQAMKKGIIRPGTAFE
LLEAQAATGYVIDPIKGLKLTVEEAV
RMGIVGPEFKDKLLSAERAVTGYKD
PYSGKLISLFQAMKKGLILKDHGIRL
LEAQIATGGIIDPEESHRLPVEVAYKR
GLFDEEMNEILTDPSDDTKGFFDPN
TEENLTYLQLMERCITDPQTGLCLLP
LKEKKRERKTSSKSSVRKRRVVIVDP
ETGKEMSVYEAYRKGLIDHQTYLEL
SEQECEWEEITISSSDGVVKSMIIDR
RSGRQYDIDDAITKNLIDRSALDQYR
AGTLSITEFADMLSGNAGGFRSRSS
SVGSSSSYPISSAGPRTQLASWSDPT
EETGPVAGILDTETLEKVSITEAMHR
NLVDNITGQRLLEAQACTGGIIDPST
GERFPVTEAVNKGLVDKIMVDRINL
AQKAFCGFEDPRTKTKMSAAQALKK
GWLYYEAGQRFLEVQYLTGGLIEPD
TPGRVSLDEALQRGTVDARTAQKLR
DVSAYSKYLTCPKTKLKISYKDALDR
SMVEEGTGLRLLEAAAQSSKGYYSP
YSVSGSGSTAGSRTGSRTGSRAGSR
RGSFDATGSGFSMTFSSSSYSSSGY
GRRYASGPSASLGGPESAVA




