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What is ChlP-exo and ChlP-nexus.
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Overview of the pipeline.

1. Partition the genome and generate ChlP-exo/nexus islands.

= Cumulative coverage
=——Fwd. strand coverage
=—Bwd. strand coverage

Number of reads by position
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Overview of the pipeline.

2. Calculate a vector of summary statistics for each island.

= Cumulative coverage
=—Fwd. strand coverage
=—Bwd. strand coverage

Number of reads by position
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Overview of the pipeline.

3. Visualize all islands together and calculate quality scores.
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0.25 3A - ARC vs. URC - This plot presents a global view of the balance between

library complexity and enrichment. There are two arms, one with low
ARC, which corresponds to regions formed by few aligned positions , and
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Y jooth g fwd [ bwd is around 0.5, and the other quantiles reach that value quickly.
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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ARC vs. URCR exploration
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Case of Study: FoxAl on mouse liver.

Enrichment and library complexity
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> Rep-1 shows the highest quality.
> Rep-2 is not sufficiently enriched.
> Rep-3 exhibits low library complexity.
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Comparison of samples with FIMO analysis.

We searched for the FoxAl motif using FIMO. ~  “ 5557
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Comparison of samples with FIMO analysis.

We searched for the FoxAl motif using FIMO. EEEEEEAE e
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Comparison of samples with FIMO analysis.

We searched for the FoxAl motif using FIMO. 5= ESAS
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Thank you very much!



