ChIP-seq Data Analysis and Translational Applications

HDAC1 regulated chromatin landscape and transcriptional dependencies in CLL
Abstract: Over the past ten years, with the introduction of next
generation sequencing (NGS), bioinformatics has become an integral
part of the translational research. NGS technology has been utilized to
perform broad range of experiments to identify DNA alterations,
quantify RNA, study chromatin structure and protein-DNA interactions
for whole genome. Analysis, annotation, interpretation and integration
of NGS data, started to bring a new angle to many research projects.
In this presentation, I will briefly introduce ChIP-seq data analysis, then,
will focus on integration of multiple datasets in the direction of the
biological question. I will walk you through a project where I analyzed
and integrated different types of ChIP-seq data to study HDAC1
regulated chromatin landscape and transcriptional dependencies in
chronic lymphocytic leukemia (CLL). In this project we identified a
critical role for HDAC1 in establishing the transcriptional dependencies
essential for survival in CLL by profiling HDAC1 with BRD4, H3K27Ac
superenhancers, H4K9Ac, chromatin accessibility signatures, Pol2
measurements and expression signatures to generate a regulatory chromatin landscape.
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