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Hallmark gene sets (RNA-seq)

Supplementary figure 2
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Supplementary figure 3

A B
ATAC-seq U937 shCBX2 _unique region ATAC-seq U937 shCBX2 _unique region
5520 223 430 5409 334 574
RNAseq U937 shCBX2 UP_REG DR genes RNAseq U937 shCBX2 DOWN_REG DR genes
C
GO Biological Process N° Genes
20 30 40 50 60

GO_CELL_ACTIVATION 1.37 e-18
GO_REGULATION_OF_CELL_DEATH 252 6-18
GO_NEGATIVE_REGULATION_OF_RESPONSE_TO_STIMULUS 1.03 e-17
GO_APOPTOTIC_PROCESS 1.03 e-17
GO_REGULATION_OF_INTRACELLULAR_SIGNAL_TRANSDUCTION 9.98 e-17
GO_REGULATION_OF_CELL_POPULATION_PROLIFERATION 3.34 e-16
GO_NEGATIVE_REGULATION_OF_SIGNALING 6.38 e-16
GO_POSITIVE_REGULATION_OF_MOLECULAR_FUNCTION 8.76 e-16
GO_REGULATION_OF_PHOSPHORYLATION 8.76 e-16
GO_REGULATION_OF_IMMUNE_SYSTEM_PROCESS 2.34 e-15
GO_POSITIVE_REGULATION_OF_SIGNALING 2.99 e-15
GO_NEGATIVE_REGULATION_OF_CELL_DEATH 8.13 e-15
GO_IMMUNE_EFFECTOR 2.68 e-14
GO_REGULATION_OF_PHOSPHORUS_METABOLIC_PROCESS 3.97 e-14
GO_RESPONSE_TO_ENDOGENOUS_STIMULUS 8.96 e-14
GO_POSITIVE_REGULATION_OF_MULTICELLULAR_ORGANISMAL_PROCESS 1.37 e-13
GO_POSITIVE_REGULATION_OF_PROTEIN_METABOLIC_PROCESS 1.74 e-12
GO_REGULATION_OF_PROTEIN_MODIFICATION_PROCESS 1.98 e-12
GO_T_CELL_ACTIVATION 2.31e-12
GO_EXOCYTOSIS 2.79 e-12

FDR g-value



Supplementary figure 4

GO Molecular Function

GO_KINASE_BINDING

GO_DNA_BINDING_TRANSCRIPTION_FACTOR_ACTIVITY ;:ig Z-Z
GO_TRANSCRIPTION_REGULATOR_ACTIVITY 1.56 e-8
GO_CIS_REGULATORY_REGION_SEQUENCE_SPECIFIC_DNA_BINDING 2.19e-8
GO_REGULATORY_REGION_NUCLEIC_ACID_BINDING 7.82e-8
GO_SIGNALING_RECEPTOR_BINDING 2.53e-7
GO_HISTONE_DEACETYLASE_BINDING 2.53e-7
GO_PROTEIN_DOMAIN_SPECIFIC_BINDING 8.38 e-7
GO_TRANSCRIPTION_FACTOR_BINDING 8.38 e-7
GO_SEQUENCE_SPECIFIC_DNA_BINDING 1.05 e-6
GO_PROTEIN_CONTAINING_COMPLEX_BINDING 1.67 -6
GO_ENZYME_REGULATOR_ACTIVITY 4,68 e-6
GO_IDENTICAL_PROTEIN_BINDING 1.57 e-4
GO_ENZYME_ACTIVATOR_ACTIVITY 2.15 e-4
GO_DNA_BINDING_TRANSCRIPTION_REPRESSOR_ACTIVITY 367 e-4
GO_GUANYL_NUCLEOTIDE_EXCHANGE_FACTOR_ACTIVITY 3.92e4
GO_PROTEIN_TYROSINE_SERINE_THREONINE_PHOSPHATASE_ACTIVITY 519 e-4
GO_DNA_BINDING_TRANSCRIPTION_ACTIVATOR_ACTIVITY 724 e-4
GO_RIBONUCLEOTIDE_BINDING 7.35e-4
GO_UBIQUITIN_LIKE_PROTEIN_LIGASE_BINDINDING 1.07 e-3

FDR g-value

N° Genes

1.21e-4 KEGG_ANTIGEN_PROCESSING_AND_PRESENTATIATION
1.78 e-4 KEGG_PATHWAYS_IN_CANCER

1.78 e-4 KEGG_MAPK_SIGNALING_PATHWAY

2.58 e-4 KEGG_LYSOSOME

FDR g-value



