endoplasmic E

}Jl;l iprotKB Entry name |organism full name |oglcnacscore |oglcnac sites |phosphorylation sites PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion reticulum |a]
Q8CG79 IASPP2_MOUSE [Mus |Apoptosis- [48.621598 S185;S328;S339(S479;5555;5568;S571;S575;S697;S |22517741;40885482;36852467;400 |MMPMFLTVYLSNSEQHFTEVPVTP |True False 4.096 [4.421 |1.599 1.112 0.
musculus [stimulating 713;S736 21952;30059200;30016717 ETICRDVVDLCKEPGENDCHLAEVW
of p53 CGSERPVADNERMFDVLQRFGSQR
protein 2 NEVRFFLRHERPPNRDIVSGPRSQD

PSVKRNGVKVPGEHRRKENGVNSP
RLDLTLAELQEMASRQQQQIEAQQQ
MLATKEQRLKFLKQQDQRQQQQAA
EQEKLKRLREIAESQEAKLKKVRALK
GHVEQKRLSNGKLVEEIEQMNSLF
QQKQRELVLAVSKVEELTRQLEMLK
NGRIDGHHDNQSAVAELDRLYKELQ
LRNKLNQEQNAKLQQQRECLNKRN
SEVAVMDKRVSELRDRLWKKKAAL
QQKENLPVSPDGNLPQQAVSAPSRV
AAVGPYIQSSTMPRMPSRPELLVKPA
LPDGSLLMQSAEGPMKIQTLPNMRS
GAASQSKGSKAHPASPDWNPSNAD
LLPSQGSSVPQSAGTALDQVDDGEIA
VREKEKKVRPFSMFDTVDQCAAPPS
FGTLRKNQSSEDILRDAQAVNKNVA
KVPPPVPTKPKQIHLPYFGQTAQSPS
DMKPDGNAQQLPIAATSVGAKLKPA
GPQARMLLSPGAPSGGQDQVLSPAS
KQESPPAAAVRPFTPQPSKDTFPPAF
RKPQTVAASSIYSMYTQQQAPGKNF
QQAVQSALTKTQPRGPHFSSVYGKP
'VIAAAQNPQQHPENIYSCSQGKPGS
PEPETETVSSVHESHENERIPRPLSP
TKLLPFLSNPYRNQSDADLEALRKK
LSNAPRPLKKRSSITEPEGPNGPNIQ
KLLYQRTTIAAMETISVPSHPSKSPG
SVTVNPESSVEIPNPYLHVEPEKEVG
SLVPEPLSPEDMGSASTENSDVPAP
SAGLEYVSEGVTDSSTNLQNNVEET
NPEAPHLLEVYLEEYPPYPPPPYPSG
EPEVSEEDSARMRPPEITGQVSLPPG
KRTNLRKTGSERIAHGMRVKFNPLA
LLLDSSLEGEFDLVQRITYEVDDPSLP
NDEGITALHNAVCAGHTEIVKFLVQ
FGVNVNAADSDGWTPLHCAASCNN
'VQVCKFLVESGAAVFAMTYSDMQTA
ADKCEEMEEGYTQCSQFLYGVQEK
MGIMNKGVIYALWDYEPQHDDELL
MKEGDCMTVIRREDEEEIEWWWAR
LNDKEGYVPRNLLGLYPRIKPRQRSL

A




