UniprotKB Entry name organism [full name oglcnacscore oglcnac p} ylation pyrypg sequence intracellular extracellular cytosol nucleus [mitochndrion endoplasmic golgi plasma extracellular
ID sites sites reticulum apparatus  membrane [region
EOCYT1 EOCYT1_MOUSE Mus non-specific 29.185005 NaN NaN 22645316 MDGDGGRRDAPGALMEAGRGTGSA [None None None |None None None None None None

musculus

serine/threonine
protein kinase

GMAEPRARAARLGPQRFLRRSVVES
DQEEPPGLEAAETPSAQPPQPLQRR
VLLLCKTRRLIAERARGRPAAPAPAA
PAAPPGSPSVPSDPGPERAGTQEPSP
DPTTASAAAAQVPDGGPRQEEAPAP
TQEDAGTTEAKPEPGRARKDEPEEE
EDDEDDLKAVATSLDGRFLKFDIEL
GRGSFKTVYKGLDTETWVEVAWCEL
QDRKLTKLERQRFKEEAEMLKGLQ
HPNIVRFYDFWESSAKGKRCIVLVTE
LMTSGTLKTYLKRFKVMKPKVLRSW
CRQILKGLLFLHTRTPPIIHRDLKCD
NIFITGPTGSVKIGDLGLATLKRASFA
KSVIGTPEFMAPEMYEEHYDESVDV
YAFGMCMLEMATSEYPYSECQNAA
QIYRKVTCGIKPASFEKVHDPEIKEII
GECICKNKEERYEIKDLLSHAFFAED
TGVRVELAEEDHGRKSTIALRLWVE
DPKKLKGKPKDNGAIEFTFDLEKETP
DEVAQEMIDSGFFHESDVKIVAKSIR
DRVALIQWRRERIWPALQSQEPKDS
GSPDKARGLPAPLQVQVTYHAQSGQ
PGQPEPEEPEADQHLLPPTLPASVTS
LASDSTFDSGQGSTVYSDSQSSQQS
MVLSSLVDTAPTPASCVCSPPVSEGP
GLTHSLPTLGAFQQPATVPGLSVGPV
PPPARPPLLQQHFPESSMSFTPVLPP
PSTPVPTGPSQPAPPVQQVLAPQPM
GTVQPVPSHLPPYLAPTSQVVAPAQL
KPLQMPQPPLQPLAQVPPQMPQMP
VVPPITPLTGLDGLPQTLTDLPAANV
APVPPPQYFSPAVILPSLTTPLPTSPA
LPMQAVKLPHPPGTPLAVPCQTIVP
NAPAAIPLLAVAPQGVAALSIHPAVA
QIPAQPVYPAAFPQMVPGDIPPSPHH
TVQSLRATPPQLASPVPPQPVQPSVI
HLPEQAAPTAASGTQVLLGHPPSYT
ADVAAPVSAVSLPPAVLSPPLPDTLL
PTVPDLLPKVPSSLAPTVVAASQSAP
AQTSSLLLPTNPPLPTGPAVAGPCPA
VQLMVEVAQEEQVSQDKPPGPPQSS
ESFGGSDVTSGRDLSDSCEGTFGGG
RLEGRTARKHHRRSTRARSRQERAS
RPRLTILNVCNTGDKMVECQLETHN
HKMVTFKFDLDGDAPDEIATYMVEH
DFILPAERETFIEQMKDVMDKAEDM
LSEDTDADHGSDTGTSPPHLGTCGL
ATGEENRQSQANAPVYQQNVLHTG
KRWFIICPVAEHPATDTSESSPPLPL
SSLQPEASQDPAPYPDQLSLTDKPSF
PAAQQLLSQAGSSNPPGGASAPLAP
SSPPVTTVIPAAPATSTVPESAAGTA
MQAGGPGTHQGPASVHETLQPLAE
TRSAQCTAQPLSTGQGPCTPALEAS
RCSTGLGEPISTREVSTQGEPLPASV
PEPSPPTGATQSVPGQPPPPLPITVG
AISLAAPQLPSPPLGPTAPPPPPSALE
SDGEGPPPRVGFVDNTIKSLDEKLRT
LLYQEHVPTSSASAGTPMEASDRDF
TLEPLRGDLPSALSDKTPSLTQQTQP
SLEKSETAPAGWALAQREQGASSPM
TAESSSSNTLGCDSDAGQVASDSST
APSVPQDASGSSVPTHMDPKDQNSS
VPREALAAPMQSGPGSFTVGSPAQL
RGARDSGSPHKRPGQQDNSSPAKTV
GRFSVVSTQDEWTLASPHSLRYSAP
PDVYLDEIPSSPEVKLAVRRVQTASSI
EVGVEEPASSDSGDERPRRRSQVQK
QSSLPGTGGVASDFVKKATAFLHRS
SRAGSLGPETPSRAGVKVPTISITSFH
SQSSYISSDNDSEFEDADIKKELRSL
REKHLKEISELQSQQKQEIEALYRRL
GKPLPPNVGFFHTAPPMGRRRKTSK
SKLKAGKLLNPLVQQLKVVASSTGH
LSDSSRGPPTKDPAHASTPPGTKAV
QTQQPCSVRASLSTDICSGLASDGG




GARGQGWTVYHPTSERGAYKSSSKP
RARFLSGPVSVSIWSALKRLCLGKE
HSSRSSTSSLAPGPEPGPQPTLHVQ
AQVNNSNNKKGTFTDDLHKLVDEW
TTKTVGAAQVKPTLNQLKQTQKLHD
MEASGDARATSVPRAAVGASCLAPA
PGPLSTTATPGATPALPVPIPDPESEK
PD




