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Analysis
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Western'Blot'analysis'of'nuclear'extracts'from'HepG2'using'
an8'GRp20'an8body'(sc1002).'Expected'protein'band'size'
90'KD.'
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Immunoprecipita-on.assay.(IP).+..mass.spectrometry.assay.

GR(P720)(sc1002).(R).90.kD.MW.
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Spectrum) Name)of)Protein) Count)of)Pep2des) Ra2o)(GR/IgG)Control))

GR.Band.A. Isoform.Beta.of.Glucocor-coid.receptor. 99. NOT.IN.CONTROL.IP.

GR.Band.A. Stress770.protein,.mitochondrial. 96. 1.103448276.

GR.Band.A. HSPA5.protein. 68. 1.114754098.

GR.Band.A. Isoform.3.of.Ribosome7binding.protein.1. 61. NOT.IN.CONTROL.IP.

GR.Band.A. Isoform.2.of.Ribosome7binding.protein.1. 57. NOT.IN.CONTROL.IP.

GR.Band.A. Isoform.1.of.Heat.shock.cognate.71.kDa.protein. 38. 1.583333333.

GR.Band.A. Isoform.2.of.Pericentriolar.material.1.protein. 33. NOT.IN.CONTROL.IP.

GR.Band.A. Scaffold.aYachment.factor.B1. 22. NOT.IN.CONTROL.IP.

GR.Band.A. Puta-ve.uncharacterized.protein.SAFB2. 21. NOT.IN.CONTROL.IP.

GR.Band.A. Trifunc-onal.enzyme.subunit.alpha,.mitochondrial. 21. NOT.IN.CONTROL.IP.

GR.Band.A. cDNA.FLJ58049,.highly.similar.to.RNA7binding.protein.FUS. 20. 2.

GR.Band.A. Isoform.3.of.Probable.ATP7dependent.RNA.helicase.DDX17. 15. 1.875.

GR.Band.A. Calcium7binding.mitochondrial.carrier.protein.Aralar2. 14. 1.272727273.

GR.Band.A. HNRPU.protein. 13. 3.25.

GR.Band.A. Isoform.1.of.Phosphoenolpyruvate.carboxykinase.[GTP],.mitochondrial. 13. 2.6.

GR.Band.A. ATP7dependent.RNA.helicase.DDX3Y. 12. NOT.IN.CONTROL.IP.

GR.Band.A. Isoform.2.of.Cell.cycle.progression.protein.1. 12. NOT.IN.CONTROL.IP.

GR.Band.A. Isoform.2.of.Heterogeneous.nuclear.ribonucleoprotein.M. 12. 1.5.

GR.Band.A. Heat.shock.protein.HSP.907beta. 11. 11.

GR.Band.A. NOP56.protein.(Fragment). 11. NOT.IN.CONTROL.IP.

GR.Band.A. Isoform.2.of.Protein.LAS1.homolog. 10. NOT.IN.CONTROL.IP.

GR.Band.A. Isoform.2.of.Zinc.finger.MYM7type.protein.3. 10. NOT.IN.CONTROL.IP.

GR.Band.A. Rhabdomyosarcoma.an-gen.MU7RMS740.12. 10. NOT.IN.CONTROL.IP.

GR.Band.A. Heat.shock.protein.75.kDa,.mitochondrial. 9. NOT.IN.CONTROL.IP.

GR.Band.A. LMNB1.protein. 9. NOT.IN.CONTROL.IP.

GR.Band.A. Long7chain7faYy7acid77CoA.ligase.3. 9. 1.125.

GR.Band.A. Zinc.finger.BED.domain7containing.protein.1. 9. NOT.IN.CONTROL.IP.

GR.Band.A. Isoform.1.of.RNA7binding.protein.14. 8. NOT.IN.CONTROL.IP.

GR.Band.A. Isoform.Short.of.Delta717pyrroline757carboxylate.synthase. 8. NOT.IN.CONTROL.IP.

GR.Band.A. Complement.protein.C4B.frameshif.mutant.(Fragment). 7. NOT.IN.CONTROL.IP.

GR.Band.A. Endoplasmin. 6. NOT.IN.CONTROL.IP.

GR.Band.A. protein.transport.protein.Sec16A. 5. NOT.IN.CONTROL.IP.

GR.Band.A. Isoform.2.of.Serum.albumin. 3. NOT.IN.CONTROL.IP.

GR.Band.A. Isoform.5.of.Interleukin.enhancer7binding.factor.3. 3. NOT.IN.CONTROL.IP.

GR.Band.A. Nuclear.receptor.coac-vator.5. 2. NOT.IN.CONTROL.IP.

GR.Band.A. oxoglutarate.dehydrogenase.isoform.3.precursor. 2. NOT.IN.CONTROL.IP.

GR.Band.A. Isoform.2.of.Telomere7associated.protein.RIF1. 1. NOT.IN.CONTROL.IP.

GR.Band.A. PDZ.and.LIM.domain.protein.1. 1. NOT.IN.CONTROL.IP.
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