Epigenetic marks and the human transcript diversity

Introduction

Abundant epigenomic data for model organisms. Under-utilised? Epigenomic data will soon be abundant for agricultural species too. pseudo-mapping and quanti cation with Salmon exon for exon e of gene g using tpm quanti cation of transcripts t:

ψ ψ ψ eg = ∑ t⊂e tpm t ∑ t∈g tpm t .4
What is a gene?
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Where is BRCA1's Transcription Start Site (TSS)?
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DNA methylation: ratio and density 

  DNAse-seq and ChIP-seq coverage Reprocessing of fastq for Gene TPM, exon TPM & exon inclusion ratio (aka %spliced, or ):

  

  

  

  

  

  

  

  

  

  

  

  

  

  

  

  

  

  

  

Cell by cell vs gene by gene 

Summary of results

Lots of results

Combinatorial explosion: > 9000 plots!
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PEREpigenomics

Pro le Explorer of Roadmap Epigenomic data www.perepigenomics.roslin.ed.ac.uk

Perspective

More features (mono-, bi-, tri-exonic genes, gene families, etc.) More marks Causality analysis using perturbation experiments FAANG data Anagha Joshi Anna Mantsoki Deepti Vipin

Thanks
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