ZENBU-Reports: Supplemental figures

heart CAGE DE TRE

109 heart CAGE libraries on hg38 with gene models and differentially expressed TRE

Differential expression view
This page provide interactive MA plots for Atrium and Ventricle - healthy vs failing comparisons.
Data is prefiltered with FDR < 0.1, whole tables are available in supplementary table 9 of the manuscript.
Legend for DE TRE tracks:
» - failing atrium TRE; » - healthy atrium TRE;
» - failing ventricle TRE; p - healthy ventricle TRE; p - not DE TRE;
DE TRE - differentially expressed transcribed regulatory elements in heart, FDR < 0.05, [log2FC| > 1
Legend heart CAGE consensus regions track:
Encode based: p - promoter; »» - proximal enhancer; - - distal enhancer.
heart CAGE based: - - promoter; = - unidirectional enhancer; i~ - bidirectional enhancer.
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Supplemental Figure 1. ZENBU-Reports page from the Atlas of Heart Promoters and Enhancers (1).
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ZenBu Target subcellular localization

Expression profiling by RNA-seq using cytoplasmic. nuclear soluble. and chromatin-bound RNA was used to measure the relative prevalence of each IncRNA in these three subcellular compartments. The table shows the
measured expression in the three compartments for each IncRNA both in counts-per-million ("cpm”) and as a percentage value of the relative fraction ("frac”). Based on these values, each IncRNA was assigned to a subcellular
compartment as shown in the column “localization”. The scatter plots below show painwise comparisons of the fractional expression values in the three compartments.

Data source: Ramilowski JR., et al Genome Research 2020 DOI- 10 1101/gr 254219 119, PMID: 32718982, PMCID: PMC7397664
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Supplemental Figure 2. ZENBU-Reports page showing subcellular localization data of IncRNAs included in
FANTOMBG (2).
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Gene Set Enrichment Analysis (GSEA) was performed to identify dmeremmuy expressed pathways upon knockdown with a specific ASO. Upon selection of an ASO in the table on the upper left, the table on the upper right is updated to show the GSEA results for each pathway.
The figure below presents a graphical representation of the GSEA results. Data source: Ramilowski JR , et al Genome Research 2020 DOI: 10.1101/gr.254219 119, PMID: 32718982, PMCID: PMC7397864
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Supplemental Figure 3. Gene Set Enrichment Analysis results obtained in FANTOMG6 (2),
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Supplemental Figure 4. ZENBU-Reports page providing an interactive PCA plot showing potential
therapeutic targets for the treatment of Acute Myeloid Leukemia (3).
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