UniprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol [nucleus [mitochndrion |* .. golgi plasma lextr:
D name sites reticulum  |apparatus [membrane regis
Q99KY4 GAK_MOUSE [Mus Cyclin-G- (37.975063 T1244 |S2;S16;S454;S768;T774;S781;T792; |33300544;40885482 MSLLQSALDFLAGPGSLGGAAGRDQ |False False 3.985 |1.495 1.531 1.514 3.663 3.021 1.62¢
musculus |associated S$809;5824;5827;5938;S1171 SDFVGQTVELGELRLRVRRVLAEGG
kinase FAFVYEAQDLGSGREYALKRLLSNE

EEKNRAIIQEVCFLKKLSGHPNIVQF
CSAASIGKEESDTGQAEFLLLTELCK
GQLVEFLKRVECKGPLSCDSILKIFY
QTCRAVQHMHRQKPPITHRDLKVEN
LLLSNQGTIKLCDFGSATTISHYPDY
SWSAQKRAMVEEEITRNTTPMYRTP
EIVDLYSNFPIGEKQDIWALGCILYLL
CFRQHPFEDGAKLRIVNGKYSIPVN
DTRYTVFHDLIRAMLKVNPVERLSIA
EVVRQLQEIAAARNVNPKAPITELLE
QNGGYGNSGPSRAQPPCGGTVNSS
GVLALAEYDQPYGGFLDILRGGTERL
FTNLKDTSSKVIQSVANYAKGDLDIS
YITSRIAVMSFPAEGVESAIKNNIEDV
RMFLDAKHPGHYAVYNLSPRIYRAS
KFHNRVTECGWAVRRAPHLHSLYTL
CRSMHAWLREDHRNVCVVHCMDG
RAASAVAVCAFLCFCRLFSTAEAAVY
MFSMKRCPPGIWPSHKRYIEYVCDM
VAEEPITPHSKPMLVKSVVMTPVPLF
SKQRNGCRPFCEVYVGEERVTTTSQ
EYDRMKEFKIEDGKAVIPLGVTVQG
DVLIITYHARATLGGRLQAKMASMK
MFQIQFHTGFVPRNATTVKFAKYDL
DACDIQEKYPDLFQVNLEVEVEPRD
RPSREAPPWENTSLRGLNPKILFSN
REEQQDILSKFGKPELPRQPGSTAQY
DAEAGSPEAEITESDSPQSSSTDTNH
FLHTLDWQEEKEPETGLDNTSPKES
QSVLIADGDGSEVSDEEEASFPSEER
KPGAGEDTPRLAAGTKQQDLIFDVG
MLAAPQEPVQPEEGVDLLGLHSEGD
LRPAAPLQACGVPSSNTDLLSCLLEP
SDAAQVGPPGDLLGGEAPLLLASPVS
PLGLQNNLQGKVPDTVDPFDQFLLS
SNSDTQPCSKPDLFGEFLNSDSVAS
STAFPSTHSAPPPSCSTAFLHLGDLP
AEPSKVIASSSHPDLLGGWDTWADT
ATPGPASIPVPEGTLFSSAGHPAPPG
PNPSQTKSQNLDPFADLSDLSSSLQ
GLPAGLPAGGFVGAPAPTQKSNSPW
QANRPTAPGTSWTPQAKPAPRASEQ
LRSHFSVIGAREERGVRVPSFAQKPK
VSENDFEDLLPNQGFSKSDKKGPKT
MAEMRKQELARDTDPLKLKLLDWIE
GKERNIRALLSTLHTVLWDGESRWT
PVSMADLVTPEQVKKQYRRAVLVVH
PDKATGQPYEQYAKMIFMELNDAW

SEFENQGSRPLF




