}Jl;l iprotKB Entry name |organism full name |oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi
sites reticulum |apparatt
P55072 TERA_HUMAN |Homo Transitional [24.423393 S3 S3;S7;S13;S37;T436;5462;5702;S77 |30397120;23301498;33214551;261 |MASGADSKGDDLSTAILKQKNRPNR (True True 5.0 5.0 3.051 5.0 2.327
sapiens |endoplasmic 0;S775;S787;T805 36220;27566657;40596516;229677 |[LIVDEAINEDNSVVSLSQPKMDELQ
reticulum 62;26853435;38665916;34725712;3 |LFRGDTVLLKGKKRREAVCIVLSDDT
ATPase 2119511;40914422;30444036;3500 |CSDEKIRMNRVVRNNLRVRLGDVIS

8409;35083852;34019948;3513810
1;33465208

IQPCPDVKYGKRIHVLPIDDTVEGITG
NLFEVYLKPYFLEAYRPIRKGDIFLVR
GGMRAVEFKVVETDPSPYCIVAPDT
VIHCEGEPIKREDEEESLNEVGYDDI
GGCRKQLAQIKEMVELPLRHPALFK
AIGVKPPRGILLYGPPGTGKTLIARAV
ANETGAFFFLINGPEIMSKLAGESES
NLRKAFEEAEKNAPAIIFIDELDAIAP
KREKTHGEVERRIVSQLLTLMDGLK
QRAHVIVMAATNRPNSIDPALRRFG
RFDREVDIGIPDATGRLEILQIHTKN
MKLADDVDLEQVANETHGHVGADL
IAALCSEAALQAIRKKMDLIDLEDETI
DAEVMNSLAVTMDDFRWALSQSNP
SALRETVVEVPQVTWEDIGGLEDVK
RELQELVQYPVEHPDKFLKFGMTPS
KGVLFYGPPGCGKTLLAKAIANECQ
ANFISIKGPELLTMWFGESEANVREI
FDKARQAAPCVLFFDELDSIAKARG
GNIGDGGGAADRVINQILTEMDGMS
TKKNVFIIGATNRPDIIDPAILRPGRL
DQLIYIPLPDEKSRVAILKANLRKSPV
AKDVDLEFLAKMTNGFSGADLTEIC
QRACKLAIRESIESEIRRERERQTNP
SAMEVEEDDPVPEIRRDHFEEAMRF
ARRSVSDNDIRKYEMFAQTLQQSRG
FGSFRFPSGNQGGAGPSQGSGGGT

GGSVYTEDNDDDLYG




