}Jl;l iprotKB Entry organism [full name |oglcnacscore o-glcnac iphosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi plasm
name sites reticulum apparatus memb
P46462 TERA_RAT [Rattus Transitional |38.647338 NaN S3;S7;S13;S37;T436;5462;5702;S77 (18683930;18047804;34502162 MASGADSKGDDLSTAILKQKNRPNR [True True 5.0 4.628 [2.795 4.498 2.014 2.572
norvegicus |endoplasmic 0;S775;S787;T805 LIVDEAINEDNSVVSLSQPKMDELQ
reticulum LFRGDTVLLKGKKRREAVCIVLSDDT
ATPase CSDEKIRMNRVVRNNLRVRLGDVIS

IQPCPDVKYGKRIHVLPIDDTVEGITG
NLFEVYLKPYFLEAYRPIRKGDIFLVR
GGMRAVEFKVVETDPSPYCIVAPDT
VIHCEGEPIKREDEEESLNEVGYDDI
GGCRKQLAQIKEMVELPLRHPALFK
IAIGVKPPRGILLYGPPGTGKTLIARAV
IANETGAFFFLINGPEIMSKLAGESES
NLRKAFEEAEKNAPAIIFIDELDAIAP
KREKTHGEVERRIVSQLLTLMDGLK
QRAHVIVMAATNRPNSIDPALRRFG
RFDREVDIGIPDATGRLEILQIHTKN
MKLADDVDLEQVANETHGHVGADL
IAALCSEAALQAIRKKMDLIDLEDETI
DAEVMNSLAVTMDDFRWALSQSNP
SALRETVVEVPQVTWEDIGGLEDVK
RELQELVQYPVEHPDKFLKFGMTPS
KGVLFYGPPGCGKTLLAKAIANECQ
IANFISIKGPELLTMWFGESEANVREI
FDKARQAAPCVLFFDELDSIAKARG
GNIGDGGGAADRVINQILTEMDGMS
TKKNVFIIGATNRPDIIDPAILRPGRL
DQLIYIPLPDEKSRVAILKANLRKSPV
IAKDVDLEFLAKMTNGFSGADLTEIC
QRACKLAIRESIESEIRRERERQTNP
SAMEVEEDDPVPEIRRDHFEEAMRF
IARRSVSDNDIRKYEMFAQTLQQSRG
FGSFRFPSGNQGGAGPSQGSGGGT
GGNVYTEDNDDDLYG




