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Figure S2.  Idenfication of TFAP2A regulating genes and pathways

 
 NAME NES NOM p-val
CHNG_MULTIPLE_MYELOMA_HYPERPLOID_UP 1.6178885 0.0282258
BILANGES_SERUM_RESPONSE_TRANSLATION 1.5931431 0.0250522
BILANGES_SERUM_AND_RAPAMYCIN_SENSITIVE_GENES 1.5205944 0.0562249
REACTOME_NONSENSE_MEDIATED_DECAY_NMD_INDEPENDENT_OF_THE_EXON_JUNCTION_COMPLEX_EJC1.4985558 0.0763052
KEGG_RIBOSOME 1.4870174 0.0821643
REACTOME_NONSENSE_MEDIATED_DECAY_NMD 1.4864459 0.1051587
REACTOME_EUKARYOTIC_TRANSLATION_INITIATION 1.4733695 0.0987903
REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARGETING_TO_MEMBRANE 1.4312549 0.1257485
HOLLEMAN_VINCRISTINE_RESISTANCE_ALL_DN 1.4195246 0.121514
REACTOME_SELENOAMINO_ACID_METABOLISM 1.4170468 0.1382766
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