NPSKHVPTSHPPHHCAVCMQFVRK
ENLLSLACQHQFCRSCWEQHCSVL
IVKDGVGVGVSCMAQDCPLRTPEDF
\VFPLLPNEELREKYRRYLFRDYVESH
'YQLQLCPGADCPMVIRVQEPRARRV
QCNRCNEVFCFKCRQMYHAPTDCA
TIRKWLTKCADDSETANYISAHTKDC
PKCNICIEKNGGCNHMQCSKCKHD
FCWMCLGDWKTHGSEYYECSRYKE
NPDIVNQSQQAQAREALKKYLFYFE
RWENHNKSLQLEAQTYQRIHEKIQE
RVMNNLGTWIDWQYLQNAAKLLAK
CRYTLQYTYPYAYYMESGPRKKLFEY
QQAQLEAEIENLSWKVERADSYDRG

DLENQMHIAEQRRRTLLKDFHDT

UniprotKB Entry name |organism full oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular |extracellular cytosol [nucleus mitochndrion enqoplasmlc golgi plasma extt:acellular
ID name sites sites reticulum apparatus membrane region
095376 IARI2. HUMAN [Homo E3 33.571207 NaN S353 40914422;28510447 MSVDMNSQGSDSNEEDYDPNCEEE [True False 2.663 |5.0 1.319 1.21 1.076 1.269 0.935
sapiens  [ubiquitin- EEEEEDDPGDIEDYYVGVASDVEQQ
protein GADAFDPEEYQFTCLTYKESEGALN
ligase EHMTSLASVLKVSHSVAKLILVNFH
IARIH2 'WQVSEILDRYKSNSAQLLVEARVQP




