}Jl;l iprotKB Entry name |organism full name |oglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular |extracellular|cytosol nucleus mitochndrion en(.loplasmlc golgi plasma X
sites sites reticulum |apparatus membrane re
QIUJY4 GGA2_HUMAN Homo ADP- 35.024409 T325;S326|S400 29485866;28657654;23301498;395 [MAATAVAAAVAGTESAQGPPGPAAS |False True 2.236 |0.656 |0.375 0.188 5.0 False 0.
sapiens  [ribosylation 31497;40307207 LELWLNKATDPSMSEQDWSAIQNF
factor- CEQVNTDPNGPTHAPWLLAHKIQSP
binding QEKEALYALTVLEMCMNHCGEKFH
protein SEVAKFRFLNELIKVLSPKYLGSWAT
GGA2 GKVKGRVIEILFSWTVWFPEDIKIRD

AYQMLKKQGIIKQDPKLPVDKILPPP
SPWPKSSIFDADEEKSKLLTRLLKSN
HPEDLQAANRLIKNLVKEEQEKSEK
'VSKRVSAVEEVRSHVKVLQEMLSMY
RRPGQAPPDQEALQVVYERCEKLRP
TLFRLASDTTDDDDALAEILQANDLL
TQGVLLYKQVMEGRVTFGNRVTSSL
GDIPVSRVFQNPAGCMKTCPLIDLEV
DNGPAQMGTVVPSLLHQDLAALGIS
DAPVTGMVSGQNCCEEKRNPSSSTL
PGGGVQNPSADRNLLDLLSAQPAPC
PLNYVSQKSVPKEVPPGTKSSPGWS
'WEAGPLAPSPSSQNTPLAQVFVPLE
SVKPSSLPPLIVYDRNGFRILLHFSQ
TGAPGHPEVQVLLLTMMSTAPQPV
'WDIMFQVAVPKSMRVKLQPASSSKL
PAFSPLMPPAVISQMLLLDNPHKEPI
RLRYKLTFNQGGQPFSEVGEVKDFP
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