
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion

0

Q9BTC0 DIDO1_HUMAN Homo
sapiens

Death-
inducer
obliterator
1

29.486749 T79;S489;T603;S606;T927;S941;S9
47;S952;S955;T959;T960;T962;S96
4;S981;T1004;S1005;S1277;S1285;
T1288;T1291;T1292;S1297;T1298;S
1301;T1303;S1308;S1510;S1541;S1
547;S1552;S1788

S60;S114;T151;S152;S154;S523;S8
05;S809;S889;S898;S1019;S1030;S
1040;T1244;T1256;S1260;S1312;S1
456;T1469;S1522;S1714

34725712;38665916;33214551;303
79171;39302247;25367160;395314
97;32574038;39534244;35254053;3
1492838;27114449;32119511;2174
0066;34019948;29237092;3513286
2;30397120;40596516;28510447;37
340703;35289036;30059200;20305
658;35138101;29351928;36240223

MDDKGDPSNEEAPKAIKPTSKEFRK
TWGFRRTTIAKREGAGDAEADPLEP
PPPQQQLGLSLRRSGRQPKRTERVE
QFLTIARRRGRRSMPVSLEDSGEPTS
CPATDAETASEGSVESASETRSGPQS
ASTAVKERPASSEKVKGGDDHDDTS
DSDSDGLTLKELQNRLRRKREQEPT
ERPLKGIQSRLRKKRREEGPAETVGS
EASDTVEGVLPSKQEPENDQGVVSQ
AGKDDRESKLEGKAAQDIKDEEPGD
LGRPKPECEGYDPNALYCICRQPHN
NRFMICCDRCEEWFHGDCVGISEA
RGRLLERNGEDYICPNCTILQVQDET
HSETADQQEAKWRPGDADGTDCTSI
GTIEQKSSEDQGIKGRIEKAANPSGK
KKLKIFQPVIEAPGASKCIGPGCCHV
AQPDSVYCSNDCILKHAAATMKFLS
SGKEQKPKPKEKMKMKPEKPSLPKC
GAQAGIKISSVHKRPAPEKKETTVKK
AVVVPARSEALGKEAACESSTPSWA
SDHNYNAVKPEKTAAPSPSLLYKST
KEDRRSEEKAAAMAASKKTAPPGSA
VGKQPAPRNLVPKKSSFANVAAATP
AIKKPPSGFKGTIPKRPWLSATPSSG
ASAARQAGPAPAAATAASKKFPGSA
ALVGAVRKPVVPSVPMASPAPGRLG
AMSAAPSQPNSQIRQNIRRSLKEIL
WKRVNDSDDLIMTENEVGKIALHIE
KEMFNLFQVTDNRYKSKYRSIMFNL
KDPKNQGLFHRVLREEISLAKLVRL
KPEELVSKELSTWKERPARSVMESR
TKLHNESKKTAPRQEAIPDLEDSPPV
SDSEEQQESARAVPEKSTAPLLDVFS
SMLKDTTSQHRAHLFDLNCKICTGQ
VPSAEDEPAPKKQKLSASVKKEDLK
SKHDSSAPDPAPDSADEVMPEAVPE
VASEPGLESASHPNVDRTYFPGPPG
DGHPEPSPLEDLSPCPASCGSGVVT
TVTVSGRDPRTAPSSSCTAVASAASR
PDSTHMVEARQDVPKPVLTSVMVPK
SILAKPSSSPDPRYLSVPPSPNISTSE
SRSPPEGDTTLFLSRLSTIWKGFINM
QSVAKFVTKAYPVSGCFDYLSEDLPD
TIHIGGRIAPKTVWDYVGKLKSSVSK
ELCLIRFHPATEEEEVAYISLYSYFSS
RGRFGVVANNNRHVKDLYLIPLSAQ
DPVPSKLLPFEGPGLESPRPNIILGLV
ICQKIKRPANSGELDKMDEKRTRLQ
PEEADVPAYPKVATVPQSEKKPSKYP
LCSADAAVSTTPPGSPPPPPPLPEPP
VLKVLSSLKPAAPSPATAATTAAAAS
TAASSTASSASKTASPLEHILQTLFG
KKKSFDPSAREPPGSTAGLPQEPKTT
AEDGVPAPPLLDPIVQQFGQFSKDK
ALEEEEDDRPYDPEEEYDPERAFDT
QLVERGRRHEVERAPEAAAAEREEV
AYDPEDETILEEAKVTVDDLPNRMC
ADVRRNSVERPAEPVAGAATPSLVE
QQKMLEELNKQIEEQKRQLEEQEE
ALRQQRAAVGVSMAHFSVSDALMS
PPPKSSLPKAELFQQEQQSADKPASL
PPASQASNHRDPRQARRLATETGEG
EGEPLSRLSARGAQGALPERDASRG
GLVGQAPMPVPEEKEPASSPWASGE
KPPAGSEQDGWKAEPGEGTRPATVG
DSSARPARRVLLPTPPCGALQPGFPL
QHDGERDPFTCPGFASQDKALGSAQ
YEDPRNLHSAGRSSSPAGETEGDRE
PQARPGEGTAPLPPPGQKVGGSQPP
FQGQREPGPHALGMSGLHGPNFPG
PRGPAPPFPEENIASNDGPRGPPPAR
FGAQKGPIPSLFSGQHGPPPYGDSR
GPSPSYLGGPRGVAPSQFEERKDPH
GEKREFQDAPYNEVTGAPAQFEGTE
QAPFLGSRGGAPFQFGGQRRPLLSQ
LKGPRGGPPPSQFGGQRGPPPGHFV
GPRGPHPSQFETARGPHPNQFEGPR
GQAPNFMPGPRGIQPQQFEDQRVH
SPPRFTNQRAPAPLQFGGLRGSAPF
SEKNEQTPSRFHFQGQAPQVMKPG

True False 2.524 4.513 False



PRPLLELPSHPPQHRKDRWEEAGPP
SALSSSAPGQGPEADGQWASADFRE
GKGHEYRNQTFEGRQRERFDVGPK
EKPLEEPDAQGRASEDRRRERERGR
NWSRERDWDRPREWDRHRDKDSS
RDWDRNRERSANRDREREADRGKE
WDRSRERSRNRERERDRRRDRDRS
RSRERDRDKARDRERGRDRKDRSK
SKESARDPKPEASRASDAGTASQA


