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Figure S1 ChlIP-seq computational pipeline. Following quality control, NGS
sequence reads (.fastq files) were mapped to the SK1 genome using BWA.
Differential peaks were called by invoking MACS2 and DiffBind, all peaks that
were > 2-fold enriched in cnc14jhd2A mutants were annotated. Resulting .bed
files were first annotated by ChlPPeakAnno to identify the relationship of peak to
neighboring ORF and the distribution of peaks relative to TSS; GO annotations
and TF binding predictions were made by HOMER. See Materials and Methods

section for more detail.



