
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

0

Q9WUU9 GANP_MOUSE Mus
musculus

Germinal-
center
associated
nuclear
protein

45.68119 S13;S18;T210;S211;S544;S547 S424;S502;S531;S550 22645316;40885482;36852467;346
78516;39627609;40997131

MHPVNPFGGQQPSAFAVSSSTTGTY
QTKSPFRFGQPSLFGQNSTPSKSLA
FSQVPSFATPSGGSHSSSLPAFGLTQ
TSSVGLFSSLESTPSFAATSSSSVPG
NTAFSFKSTSSVGVFPSGATFGPETG
EVAGSGFRKTEFKFKPLENAVFKPIP
GPESEPEKTQSQISSGFFTFSHPVGS
GSGGLTPFSFPQVTNSSVTSSSFIFS
KPVTSNTPAFASPLSNQNVEEEKRV
STSAFGSSNSSFSTFPTASPGSLGEP
FPANKPSLRQGCEEAISQVEPLPTL
MKGLKRKEDQDRSPRRHCHEAAED
PDPLSRGDHPPDKRPVRLNRPRGGT
LFGRTIQEVFKSNKEAGRLGSKESK
ESGFAEPGESDHAAVPGGSQSTMVP
SRLPAVTKEEEESRDEKEDSLRGKS
VRQSKRREEWIYSLGGVSSLELTAIQ
CKNIPDYLNDRAILEKHFSKIAKVQR
VFTRRSKKLAVIHFFDHASAALARKK
GKGLHKDVVIFWHKKKISPSKKLFPL
KEKLGESEASQGIEDSPFQHSPLSKP
IVRPAAGSLLSKSSPVKKPSLLKMHQ
FEADPFDSGSEGSEGLGSCVSSLSTL
IGTVADTSEEKYRLLDQRDRIMRQA
RVKRTDLDKARAFVGTCPDMCPEKE
RYLRETRSQLSVFEVVPGTDQVDHA
AAVKEYSRSSADQEEPLPHELRPSAV
LSRTMDYLVTQIMDQKEGSLRDWY
DFVWNRTRGIRKDITQQHLCDPLTV
SLIEKCTRFHIHCAHFMCEEPMSSF
DAKINNENMTKCLQSLKEMYQDLR
NKGVFCASEAEFQGYNVLLNLNKG
DILREVQQFHPDVRNSPEVNFAVQA
FAALNSNNFVRFFKLVQSASYLNAC
LLHCYFNQIRKDALRALNVAYTVST
QRSTVFPLDGVVRMLLFRDSEEATN
FLNYHGLTVADGCVELNRSAFLEPE
GLCKARKSVFIGRKLTVSVGEVVNG
GPLPPVPRHTPVCSFNSQNKYVGES
LATELPISTQRAGGDPAGGGRGEDC
EAEVDVPTLAVLPQPPPASSATPALH
VQPLAPAAAPSLLQASTQPEVLLPKP
APVYSDSDLVQVVDELIQEALQVDC
EEVSSAGAAYVAAALGVSNAAVEDLI
TAATTGILRHVAAEEVSMERQRLEE
EKQRAEEERLKQERELMLTQLSEGL
AAELTELTVTECVWETCSQELQSAV
EIDQKVRVARCCEAVCAHLVDLFLA
EEIFQTAKETLQELQCFCKYLQRWR
EAVAARKKFRRQMRAFPAAPCCVDV
NDRLQALVPSAECPITEENLAKGLLD
LGHAGKVGVSCTRLRRLRNKTAHQI
KVQHFHQQLLRNAAWAPLDLPSIVS
EHLPMKQKRRFWKLVLVLPDVEEQ
TPESPGRILENWLKVKFTGDDSMVG
DIGDNAGDIQTLSVFNTLSSKGDQT
VSVNVCIKVAHGTLSDSALDAVETQ
KDLLGTSGLMLLLPPKVKSEEVAEE
ELSWLSALLQLKQLLQAKPFQPALP
LVVLVPSSRGDSAGRAVEDGLMLQD
LVSAKLISDYIVVEIPDSVNDLQGTVK
VSGAVQWLISRCPQALDLCCQTLVQ
YVEDGISREFSRRFFHDRRERRLASL
PSQEPSTIIELFNSVLQFLASVVSSEQ
LCDISWPVMEFAEVGGSQLLPHLH
WNSPEHLAWLKQAVLGFQLPQMDL
PPPGAPWLPVCSMVIQYTSQIPSSSQ
TQPVLQSQVENLLCRTYQKWKNKSL
SPGQELGPSVAEIPWDDIITLCINHK
LRDWTPPRLPVTLEALSEDGQICVYF
FKNLLRKYHVPLSWEQARMQTQRE
LQLSHGRSGMRSIHPPTSTFPTPLLH
VHQKGKKKEESGREGSLSTEDLLRG
ASAEELLAQSLSSSLLEEKEENKRFE
DQLQQWLSQDSQAFTESTRLPLYLP
QTLVSFPDSIKTQTMVKTSTSPQNSG
TGKQLRFSEASGSSLTEKLKLLERLI
QSSRAEEAASELHLSALLEMVDM

True False 3.099 5.0 1.327 0.872 False


