UniprotKB Entry organism full oglcnacscore o.glcnac phosp ylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma extr.acelll

ID name name sites reticulum |apparatus membrane region

Q9JKS6 PCLO_RAT [Rattus Protein|36.054081 NaN S211;S231;S857;5869;T873;T1133; (18683930;38843836 MGNEASLEGEGLPEGLAAAAGAGG |[False True 3.168 [1.497 |0.703 False 5.0 1.578 1.289
norvegicus [piccolo S1304;S1314;S1315;S1344;S1346;S SGSALHPGIPAGMEADLSQLSEEER

1349;S1350;S1353;S1451;S1463;S1
464;51466;51469;S1493;51496;S15
17;S1519;T1564;S1565;S1575;S158
7;51650;T1652;51654;5S1659;S1720
;S1721;T1772;S1778;S1807;S1812;
S1820;S1841;S2511;T3014;S3374;S
3388;T3392;T3419;53522;5S3530;S3
561;S3565;S3571;5S3574;S3577;S35
98;53624;53626;53632;S3781;S403
4;S4150;S4304;S4308;S4311;S4340
;54376;54609;S4723

RQIAAVMSRAQGLPKGSVPPAAAES
PSMHRKQELDSSQAPQQPGKPPDP
GRPTQPGLSKSRTTDTFRSEQKLPG
RSPSTISLKESKSRTDFKEEYKSSMM
PGFFSDVNPLSAVSSVVNKFNPFDLI
SDSEASQEETTKKQKVVQKEQGKSE
GMAKPPLQQPSPKPIPKQQGQVKEV
IQQDSSPKSVSSQQAEKVKPQAPGT
GKPSQQSPAQTPAQQASPGKPVAQQ
PGSAKATVQQPGPAKSPAQPAGTGK
SPAQPPAKTPGQQAGLEKTSSSQQP
GPKSLAQTPGHGKFPLGPVKSPAQQ
PGTAKHPAQQPGPQTAAKVPGPTKT
PAQQSGPGKTPAQQPGPTKPSPQQPI
PAKPQPQQPVATKTQPQQSAPAKPQ
PQQPAPAKPQPQQPTPAKPQPQPPT
PAKPQPQPPTATKPQPQPPTATKPH
HQQPGLAKPSAQQPTKSISQTVTGR
PLQPPPTSAAQTPAQGLSKTICPLCN
TTELLLHIPEKANFNTCTECQSTVCS
LCGFNPNPHLTEIKEWLCLNCQMQ
RALGGDLAAAIPSSPQPTPKAATAPT
ATASKSPVPSQQASPKKEPPSKQDSP
KALESKKPPEPKKPPEPKKPPEPKKP
PPLVKQPTLHGPTPATAPQLPVAEAL
PEPAPPKEPSGPLPEQAKAPVGDVEP
KQPKMTETRADIQSSSTTKPDILSSQ
VQSQAQVKTASPLKTDSAKPSQSFPP
TGEKTTPLDSKAMPRPASDSKIISQP
GPGSESKDPKHIDPIQKKDEPKKAQP
KGSPKPETKPVPKGSPTPSGTRPTAG
QAAPPSQQPPKPQEQSRRFSLNLGG
ITDAPKSQPTTPQETVTGKLFGFGAS
IFSQASNLISTAGQQGPHPQTGPAAP
SKQAPTPSQSPAAQGPAKSTGQLPP
APAKATAVKKEAKAAAAENLESKPE
QAPTAKKTEKDKKPPPAKVGKPPPSE
PEKAVPAHKPDKTTKPKPACPLCRTE
LNLGSQEPPNFNTCTECKNQVCNL
CGFNPTPHLTEIQEWLCLNCQTQRA
ISGQLGDMGKMPPAPSGPKASPMPA
PAEPSSQKTPTGTQVKGKKKEAEGK
TEAEKPVPEKETASIEKTPPMVTTDQ
KLEESEGKKSKVSALPEKKPSEEEKA
ISADKKERKPPAEEKPPLEEKKPIPV
DKKLPPEAKPLSSEGEEKHEILKAHV
QIPEEEPTGKVAAKAGEEEQQPDSR
PEALPGATPLTLPKAGEKERAVAQPQ
AEGSSKDGQGERSKEKTEKEEDKSD
TSSSQQPKSPQGLSDTGYSSDGISGS
LGEIPSLIPSDEKDLLKGLKKDSFSQ
ESSPSSPSDLAKLESTVLSILEAQAST
LVGEKAEKKTQPQKISPEKPQDQQK
TQTASETLDITISEEEIKESQEKKVSP
KKDSEQGFPSRKEHKEKPELVDDLS
PRRASYDSVEDSSESENSPVVRRKR
RTSIGSSSSDEYKQEDSQGSGEEED
FIRKQIIEMSADEDASGSEDEEFIRS
QLKEISGVGESQKREEAKGKGKGVA
GKHRRLTRKSSTSFDDDAGRRHSW
HDEDDETFDESPELKFRETKSQESE
ELVVAGGGGLRRFKTIELNSTIADKY
SSESSQKKTILYFDEEPELEMESLTD
SPEDRSRGEGSSSLHASSFTPGTSPT
SVSSLDEDSDSSPSHKKGESKQQRK
ARHRSHGPLLPTIEDSSEEEELREEE
ELLKEQEKQRELEQQQRKSSSKKSK
KDKDELRAQRRRERPKTPPSNLSPIE
DASPTEELRQAAEMEELHRSSCSEY
SPSIESDPEGFEISPEKITEVQKVYKL
PAAVSLYSPTDEQSVMQKEGVQKAL
KSAEEMYEEMMQKPHKYKAFPAAN
ERDEVFEKEPLYGGMLIEDYIYESLV
EDTYNGSVDGSLLTRQEEQNGFMQ
QRGREQKVRLQEQIYDDPMQKISDL
QKEFYELESLHSVVPQEDIVSSSYIIP
ESHEIVDLGSMVMSTSEEKKLLDAD
SAYEELMRRQQVQVTDGSSPVQTTI




GDDMAESTLDFDRVQDASLTSSILS
GASLTDSTSSATLSIPDVKITQQFSAE
ELEDEYVTDYTREIQDIIAHESLILTY
SEPSESATSVPPSDTPSLTSSISSVCT
TDSSSPVTTLDSLTTVYTEPADVMTK
FKDSEEISSTYFPGSIIDYPEDISVSLD
RTIMPESRTNEDRIVLSFSGMAPSVV
ESVGTKPERPQADTISTDLPISEKDLI
KGKKETGDGIILEVLDAYKDKREESE
AELTKISLPEPGLAQAPSSVTAPQIKE
QHVSPHSVSGKISGQEKPTYRLPSGS
LPVSTHPSKSRPFFRSSSLDISAQPP
PPPPPPPPSPSTSSPPPTPPLPPATSP
KPPTYPKKKLAVAATVTSTTIVTTHV
DALTMVEAAAARRSNGLPATKMCAI
APPPVPPKPSQIPTGLVFTHRPEAIKP
PIAPKPAVPQIPVTTQKPTDTCPKPTG
LSLTSTMSLNLVTSADYNVPSPTSPL
SPHSNKSSPRYSKSLMDTYVVITLPS
EPGTPTDSSAAQAITSWPLGSPPKDL
VSLETVFSVVPPMTSTEIPSASQPTL
YTSGALGTFSVTPAVTASLFQTVPTS
LTQFLPAEASKPEVSAVSSAVPSVAP
RSVSIPIPPEPLALDRHQYKENGKLP
LIGDAIDLRTIPKSEVKVTEKCMDLS
ASAMDVKRQTTANEVYRRQISAVQP
SIINLSAASSLGTPVTMDSKTVAVVT
CTDTTIYTTGTESQVGIEHAVTSPLQ
LTTSKHTELPYRKPSSQAFPTIRDEA
PINLSLGPSAQAVTLAVTKPVTVPPV
GVTNGWTDSTLSQGVADGEVVDLST
SKSHRTVVTMDESTSNVVTKIIEDDE
KPVDLTAGRRAVCCDMVYTLPFGRS
CTAQQPATTLPEDRFGYRDDHYQYD
RSGPYGYRGIGGMKPSMSDTNLPEA
GHFFYKSKNAFDYSGGTGAAVDLTS
GRVSTGEVMDYSSKTTGPYPETRQVI
SGVGISTPQYSTARLTPPPGPQYGVG
SVLRSSNGVVYSSVATPIPSTFAITTQ
PGSIFSTTVRDLSGIPTTDAMTSLSAL
HQSQPMPRSYFITTGASETDIAVTGI
DINASLQTITMETLPAETMDSVPTLT
TASEVFSEVVGEESTLLIVPDEDKQQ
QQLDLERELLELEKIKQQRFAEELE
WERQEIQRFREQEKIMVQKKLEELQ
SMKQHLLYQQEEERQAQFMMRQE
TLAQQQLQLEQIQQLQQQLHQQLEE
QKLRQIYQYNYDPSGTSSPQTTTEQA
ILEGQYAATEGSQFWATEDATTTAST
VVAIEIPQSQGWYTVQSDGVTQYIAP
PGILSTVSEIPLTDVVVKEEKQPKKR
SSGAKVRGQYDEMGESVADDPRNL
KKIVDSGVQTDDEETADRSYASRRR
RTKKSVDTSVQTDDEDQDEWDMPS
RSRRKARTGKYGDSTAEGDKTKPLS
KVSSVAVQTVAEISVQTEPVGTIRTPS
IRARVDAKVEIIKHISAPEKTYKGGSL
GCQTETDSDTQSPPYLGATSPPKDK
KRPTPLEIGYSSSHLRADPTVQLAPS
PPKSPKVLYSPISPLSPGNALEPAFVP
YEKPLPDDISPQKVLHPDMAKVPPA
SPKTAKMMQRSMSDPKPLSPTADE
SSRAPFQYSEGFTTKGSQTMTASGT
QKKVKRTLPNPPPEEVSTGTQSTYST
MGTASRRRMCRTNTMARAKILQDID
RELDLVERESAKLRKKQAELDEEEK
EIDAKLRYLEMGINRRKEALLKEREK
RERAYLQGVAEDRDYMSDSEVSSTR
PSRVESQHGVERPRTAPQTEFSQFIP
PQTQTEAQLVPPTSPYTQYQYSSPAL
PTQAPTPYTQQSHFQQQTLYHQQVS
PYQTQPTFQAVATMSFTPQAQPTPT
PQPSYQLPSQMMVIQQKPRQTTLYL
EPKITSNYEVIRNQPLMIAPVSTDNT
YAVSHLGSKYNSLDLRIGLEERSSM
AGSPISSISADSFYADIDHHTSRNYV
LIDDIGDITKGTAALSTVFSLHEKDLS
KTDRLLRTTETRRSQEVTDFLAPLQT
SSRLHSYVKADEDPMEDPYELKLLK
HQIKQEFRRGTESLDHLAGLSHYYH
ADTSYRHFPKSEKYSISRLTLEKQAA
KQLPAAILYQKQSKHKKSLIDPKMSK
FSPIQESRDLEPDYPTYMSSGTSSIG




GISSRARLLQDDITFGLRKNITDQQK
FMGSSLGSGLGTLGNTIRSALQDEA
DKPYSSGSRSRPSSRPSSVYGLDLSI
KRDSSSSSLRLKAQEAEALDVSFGH
SSSSARTKPTSLPISQSRGRIPIVAQS
SEEESPLSPVGQPMGMARAAAGPLP
PISADTRDQFGSSHSLPEVQQHMRE
ESRTRGYDRDIAFIMDDFQHAMSDS
EAYHLRREETDWFDKPRESRLENG
HGLDRKLPERLVHSRPLSQHQEQIL
QMNGKTIHYIFPHARVKITRDFKDH
TGSGNGLGIRIVGGKEIPGHSGEIGA
YIAKILPGESAEHTGPLMEGMQVLE
WNGVPLTSKTYEEVQSIINQQSGEA
EICVRLDLNMLSDSENPQHLELHEP
PKVDKAKSPGVDPKQLAAELQKVSL
QQSPLVMSSVVEKGSHAHSGPTSAG
SSSVPSPGQPGSPSVSKKKHSSTKPT
DGPKAASHPITGEIQLQINYDLGNLIT
HILQARNLVPRDNNGYSDPFVKVYL
LPGRGQVMVVQNASAEYKRRTKYV
QKSLNPEWNQTVIYKSISMEQLMKK
TLEVIVWDYDRFSSNDFLGEVLIDL
SSTSHLDNTPRWYPLKEQTESIDHG
KSHSSQNSQQSPKPSVIKSRSHGIFP
DPSKDMQVPTIEKSHSSPGSSKSSS
EGHLRSHGPSRSQSKTSVAQTHLED
AGVAIAAAEAAVQQLRIQPTKPTNHR
PAESSVSTGSSGSSVGSGYSVDSEGS
SCVAGEPNLLPIPRIGKMGQNGQDP
VKQPGMGATDTEGKTQVMGEIKLAL
KKEMKTDGEQLIVEILQCRNITYKFK
SPDHLPDLYVKLYVINISTQKKVIKKK
TRVCRHDREPSFNETFRFSLSPAGH
SLQILLFSNGGKFMKKTLIGEACTWL
DKVDLRKRIVNWHKLLVSPTQTH




