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

0

Q6PAL7 AHDC1_MOUSE Mus
musculus

Transcription
factor	Gibbin

47.933713 S800;S892;T923;S932;T1070;S1073
;S1080;S1593

S267;S593;S825;S842;S892;S1060;
S1180;S1315;S1317;S1392;T1394;S
1396;S1498;S1540

22645316;40885482;36852467;358
22049;34678516;40997131

MRVKPQGLVVTSSAVCSSPDYLREP
KYYPGGPPTPRPLLPTRPPASPPDKA
FSTHTFSENPRPPPRRDPSSRRPPVL
AKGDDLLPPRAARPVSQAHCPSPAP
DNSSLRHWDNGRVNLRPVVQLIDI
MKDLTRLSQDLQHSGVHLDCGGLR
LSRPPAPPPGDLQYSFFSSPSLANSI
RSPEERANPHTKSERPSHPLYEPEP
EPRDSPQPGQGHGPGAAATATGLPP
EPEPDGPDYSELADADILSELASLTC
PEAQLLEAQALEPPSPQPEPQLLDPQ
PRFLDPQALEPLGEGLELPPLQPLAD
PLGLPSLTLQALDTLPDSLESQLLDP
QALDPLPKLLDVPGRRLEPQQSLGH
CQLAEPLRLDLCSPHGPPGPEGHPK
YALRRTDRPKILCRRRKAGRGRKAD
SGPEGRLLPLPMPTGLAAALAEPPPL
PPPPPPTLSGPGPVPELEPESSQTPM
VPTRKGKCRGVRRMVVKMAKIPVSL
GRRNKTTYKVSSLSSSLSVEGKELGL
RVSSEPTPLLKMKNNGRNVVVVFPP
GEMPIILKRKRGRPPKNLLLGPGKPK
EPTVVAAEAATVTAATMAMPEVKKR
RRRKQKLASPQPSYAADANDSKAEY
SDVLAKLAFLNRQSQCAGRCSPPRC
WTPSEPESVHQAPDTQSISQFLHRV
QGFRRRGGKTGGFGGRGGGHAAKA
ARCSFSDFFEGIGKKKKVVAVAAPGL
VGPGLTELGHPRKRGRGEVDAVTGK
PKRKRRSRKNGTLFPEQVPSGPGFG
EAGAEWVGDKGGGWAPHHGHPGG
QAGRNCGFQGTEARAFASTGLESGA
SGRGSYYAGAPSGQTELSQERQNLF
TGYFRSLLDSDDSSDLLDFALSASRP
ESRKASGTYAGPPSSALPAQRGLATF
PSRGAKASPVAVGSSGAGADPSFQP
VLPSRQTFPPGRATSYGITPATSDCR
AAETFPKLAPPPSAVARSPTTHPPAN
TYPPQYGGYGAGQSVFASAKPFSGQ
DCANSKDCSFAYGSGNSLPASPSSA
HSAGYAPPPTGGPCLPPSKASFFNSS
EGGPFSGSAPTPLRCDSRASTVSPG
GYMVPKGTTASAASVASSSSSSFQPS
PENCRQFVGASQWPFRQGYGGLDW
ASEAFSQLYNPNFDCHGSEPNVILDI
SNYTPQKVKQQTAVSETFSESSSDST
QFSQPVGGGGFRRANSEASSSEGQS
SLSSLEKLMMDWNEASSAPGYNWN
QSVLFQSSSKPGRGRRKKVDLFEAS
HLGFSTSTSATASGYPSKRSTGPRQP
RGGRGSGACSAKKERGGTAAKAKFI
PKPQPVNPLFQDSPDLGLDYYSGDS
SMSPLPSQSRAFGVGERDPCDFMG
PYSMNPSTPSDGTFGQGFHCDSPSL
GAAELDGKHFPPLAHPPTVFDAGLQ
KAYSPTCSPTLGFKEELRPPPSKLTA
CEPLKHGLQGASLSHAAQAHLSCRD
LPLGQPHYDSPSCKGTAYWYPPGSA
ARSPPYEGKVGSGLLADFLGRTEAV
CLSAPHLASPPATPKADKEPLEMAR
PPGPPRGPAAATAGYGCPLLSDLTLS
PVPRDSLLPLQDTAYRYPGFMPQAH
PGLGGGPKSGFLGPMAEPHPEDTFT
VTSL

True False 1.312 4.523 False


