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Supplementary Table 1. GO biological process analysis of up- or down-regulated genes by 

YAP activation 

 
Note: Over-Representation Analysis was used for statistical analysis and Bonferroni adjusted P values are shown.   
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Supplementary Table 2. GO biological process analysis of genes associated with YAP-

induced decrease or increase in DNA methylation 

 
# indicates that the same biological process term is enriched in up-regulated genes in YAPTg livers  
   (compare with Supplementary Table 1) 
* indicates that the same biological process term is enriched in down-regulated genes in YAPTg livers  
   (compare with Supplementary Table 1) 

 

 

  

YAPTg / CTL Biological Process Term FDR Q-Val  Fold Enrichment 
Methylation decrease Developmental process 0 2.692012

Cell growth 0 2.58933
Regulation of localization # 0 2.746334
Anatomical structure development 0 2.691805
System development # 0 2.720312
Cell differentiation 0 2.708641
Embryogenesis and morphogenesis # 0 2.760538
Regulation of developmental process # 0 2.732658
Response to stimulus # 0 2.721302
Regulation of signaling 0 2.702711

Methylation increase Small molecule metabolic process * 3.94E-157 2.049202
Cellular catabolic process 2.46E-112 2.038769
Organic acid metabolic process * 2.11E-98 2.134464
Oxoacid metabolic process * 1.64E-96 2.135172
Carboxylic acid metabolic process * 2.93E-95 2.192601
Cellular lipid metabolic process 1.45E-76 2.013214
Small molecule biosynthetic process 1.61E-57 2.372434
Monocarboxylic acid metabolic process * 2.53E-55 2.151077
Fatty acid metabolic process * 1.47E-45 2.288306
Cellular amino acid metabolic process 4.25E-41 2.36484
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Supplementary Table 3. Overlap of YAP-induced rDMRs and ChIP-seq profile of histone 

markers from mouse fetal liver 

 
Note: H3K4me1 is an enhancer marker, H3K4me3 is a promoter marker. Over-Representation Analysis was 
used for statistical analysis and Bonferroni adjusted P values are shown.  
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Supplementary Table 4. Motifs and matched transcription factors (TFs) in YAP-induced 

rDMRs 
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Supplementary Table 5. GO biological process analysis of genes associated with TET1-

dependent rDMRs 

 
* indicates that the same biological process term is enriched in YAP rDMRs-associated genes  
   (compare with Supplementary Table 2).  
# indicates that the same biological process term is enriched in both up-regulated genes in YAPTg livers and  
   YAP rDMRs-associated genes (compare with Supplementary Table 1 and 2). 

 
 
 
 
  

Biological Process Term FDR Q-Val Fold Enrichment 
Developmental process * 0 2.70819
Multicellular organism development 0 2.724353
Embryogenesis and morphogenesis * # 0 2.702879
System development * # 0 2.740318
Regulation of localization * # 0 2.706329
Cell differentiation * 0 2.73403
Cellular developmental process 0 2.71477
Response to stimulus * # 0 2.717729
Organogenesis 0 2.75136
Regulation of developmental process * # 0 2.732671
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Supplementary Table 6. GO biological process analysis of up-regulated genes in YAPTg 

livers that were down-regulated by Tet1-deletion 

 
# indicates that the same biological process term is enriched in up-regulated genes in YAPTg livers  
   (compare with Supplementary Table 1) 
Note: Over-Representation Analysis was used for statistical analysis and Bonferroni adjusted P values are shown.  
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Supplementary Table 7. List of 1,003 TET1-dependent YAP target genes 
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Supplementary Table 8. GO biological process analysis of 1,003 TET1-dependent YAP target 

genes (genes with both TET1-dependent DNA demethylation and TET1-dependent mRNA 

induction upon YAP activation) 

 
Note: Over-Representation Analysis was used for statistical analysis and Bonferroni adjusted P values are shown.  
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Supplementary Table 9. Primer sets 
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