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

0

P31629 ZEP2_HUMAN Homo
sapiens

Transcription
factor
HIVEP2

24.453278 S156;S157;S163;S166;T251;S341;S
342;S384;S392;S404;S412;T416;S4
20;S439;T441;T442;T443;S500;S51
1;S545;S549;S924;S1050;S1057;S1
062;S1067;T1264;T1274;T1278;S12
83;S1286;S1320;S1325;S1328;T137
7;T1380;S1944;S1945;S1959;S1961
;S1962;T1974;S1977;S1987;S1989;
T1996;S2157;S2292

S819;S950;S955;S1048;S1443;S144
7;S2118;S2297;S2301;S2429;S2431

38665916;34019948;28657654;332
14551;39302247;31492838;303791
71;35289036;39531497;40307207;3
0620550;27655845;35132862;3484
6842;40136647;29351928;3525405
3;37340703

MDTGDTALGQKATSRSGETDKASGR
WRQEQSAVIKMSTFGSHEGQRQPQI
EPEQIGNTASAQLFGSGKLASPSEVV
QQVAEKQYPPHRPSPYSCQHSLSFP
QHSLPQGVMHSTKPHQSLEGPPWL
FPGPLPSVASEDLFPFPIHGHSGGYP
RKKISSLNPAYSQYSQKSIEQAEEAH
KKEHKPKKPGKYICPYCSRACAKPSV
LKKHIRSHTGERPYPCIPCGFSFKTK
SNLYKHRKSHAHAIKAGLVPFTESA
VSKLDLEAGFIDVEAEIHSDGEQSTD
TDEESSLFAEASDKMSPGPPIPLDIA
SRGGYHGSLEESLGGPMKVPILIIPK
SGIPLPNESSQYIGPDMLPNPSLNTK
ADDSHTVKQKLALRLSEKKGQDSEP
SLNLLSPHSKGSTDSGYFSRSESAE
QQISPPNTNAKSYEEIIFGKYCRLSPR
NALSVTTTSQERAAMGRKGIMEPLP
HVNTRLDVKMFEDPVSQLIPSKGDV
DPSQTSMLKSTKFNSESRQPQIIPSS
IRNEGKLYPANFQGSNPVLLEAPVD
SSPLIRSNSVPTSSATNLTIPPSLRGS
HSFDERMTGSDDVFYPGTVGIPPQR
MLRRQAAFELPSVQEGHVEVEHHG
RMLKGISSSSLKEKKLSPGDRVGYD
YDVCRKPYKKWEDSETPKQNYRDIS
CLSSLKHGGEYFMDPVVPLQGVPS
MFGTTCENRKRRKEKSVGDEEDTP
MICSSIVSTPVGIMASDYDPKLQMQ
EGVRSGFAMAGHENLSHGHTERFD
PCRPQLQPGSPSLVSEESPSAIDSDK
MSDLGGRKPPGNVISVIQHTNSLSR
PNSFERSESAELVACTQDKAPSPSET
CDSEISEAPVSPEWAPPGDGAESGG
KPSPSQQVQQQSYHTQPRLVRQHNI
QVPEIRVTEEPDKPEKEKEAQSKEPE
KPVEEFQWPQRSETLSQLPAEKLPP
KKKRLRLADMEHSSGESSFESTGTG
LSRSPSQESNLSHSSSFSMSFEREE
TSKLSALPKQDEFGKHSEFLTVPAG
SYSLSVPGHHHQKEMRRCSSEQMP
CPHPAEVPEVRSKSFDYGNLSHAPV
SGAAASTVSPSRERKKCFLVRQASFS
GSPEISQGEVGMDQSVKQEQLEHL
HAGLRSGWHHGPPAVLPPLQQEDP
GKQVAGPCPPLSSGPLHLAQPQIMH
MDSQESLRNPLIQPTSYMTSKHLPE
QPHLFPHQETIPFSPIQNALFQFQYP
TVCMVHLPAQQPPWWQAHFPHPFA
QHPQKSYGKPSFQTEIHSSYPLEHV
AEHTGKKPAEYAHTKEQTYPCYSGA
SGLHPKNLLPKFPSDQSSKSTETPSE
QVLQEDFASANAGSLQSLPGTVVPV
RIQTHVPSYGSVMYTSISQILGQNSP
AIVICKVDENMTQRTLVTNAAMQGI
GFNIAQVLGQHAGLEKYPIWKAPQT
LPLGLESSIPLCLPSTSDSVATLGGSK
RMLSPASSLELFMETKQQKRVKEEK
MYGQIVEELSAVELTNSDIKKDLSRP
QKPQLVRQGCASEPKDGLQSGSSSF
SSLSPSSSQDYPSVSPSSREPFLPSK
EMLSGSRAPLPGQKSSGPSESKESS
DELDIDETASDMSMSPQSSSLPAGD
GQLEEEGKGHKRPVGMLVRMASAP
SGNVADSTLLLTDMADFQQILQFPS
LRTTTTVSWCFLNYTKPNYVQQATF
KSSVYASWCISSCNPNPSGLNTKTT
LALLRSKQKITAEIYTLAAMHRPGTG
KLTSSSAWKQFTQMKPDASFLFGSK
LERKLVGNILKERGKGDIHGDKDIGS
KQTEPIRIKIFEGGYKSNEDYVYVRG
RGRGKYICEECGIRCKKPSMLKKHIR
THTDVRPYVCKLCNFAFKTKGNLTK
HMKSKAHMKKCLELGVSMTSVDDT
ETEEAENLEDLHKAAEKHSMSSIST
DHQFSDAEESDGEDGDDNDDDDED
EDDFDDQGDLTPKTRSRSTSPQPPR
FSSLPVNVGAVPHGVPSDSSLGHSS
LISYLVTLPSIRVTQLMTPSDSCEDT
QMTEYQRLFQSKSTDSEPDKDRLDI

True False False 5.0 False



PSCMDEECMLPSEPSSSPRDFSPSS
HHSSPGYDSSPCRDNSPKRYLIPKG
DLSPRRHLSPRRDLSPMRHLSPRKE
AALRREMSQRDVSPRRHLSPRRPVS
PGKDITARRDLSPRRERRYMTTIRAP
SPRRALYHNPPLSMGQYLQAEPIVL
GPPNLRRGLPQVPYFSLYGDQEGAY
EHPGSSLFPEGPNDYVFSHLPLHSQ
QQVRAPIPMVPVGGIQMVHSMPPAL
SSLHPSPTLPLPMEGFEEKKGASGE
SFSKDPYVLSKQHEKRGPHALQSSG
PPSTPSSPRLLMKQSTSEDSLNATER
EQEENIQTCTKAIASLRIATEEAALLG
PDQPARVQEPHQNPLGSAHVSIRHF
SRPEPGQPCTSATHPDLHDGEKDNF
GTSQTPLAHSTFYSKSCVDDKQLDF
HSSKELSSSTEESKDPSSEKSQLH


