}Jl;l iprotKB Entry name |organism [full name |oglcnacscore o_glcnac phosp ylation sites PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion enc:!oplasmlc golgi
sites reticulum |apparatu
Q01853 TERA_MOUSE |Mus Transitional [28.027916 NaN S3;S7;S13;S37;T436;5462;5702;S77 |37507081;37453647;33300544;362 |MASGADSKGDDLSTAILKQKNRPNR (True False 4.586 [2.938 |0.844 4.0 False
musculus |endoplasmic 0;S775;S787;T805 88343;39627609;39927985 LIVDEAINEDNSVVSLSQPKMDELQ
reticulum LFRGDTVLLKGKKRREAVCIVLSDDT
IATPase CSDEKIRMNRVVRNNLRVRLGDVIS

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




