ATAC-Seq pipeline WORKFLOW

l

Parse configuration file, collect input files and init pipeline

l

Convert input files to supported format (fastq, gzipped fastq, sra)

l

Pre-alignment QC: FastQC and Bioconductor QC

l

Adaptor trimming (trimmomatic) and, optionally,
removal of low quality bases (and reads)

Pre-alignment, post-trimming QC: FastQC and Bioconductor QC

l

Alignment

Produce BAM file and sort + index \

Filter reads (all of which are optionally):

1) with INDELS
2) by their MAPQ value using a pre-defined threshold
3) duplicates (using samtools or Picard tools)
4) from chrM and other user-selected chromosomes
5) by individual flags (-f and -F)

Adjust read start positions j

Post-alignment QC.:
1) Check enrichment over TSS
2) FastQC and Bioconductor QC

Create QC statistics
after each step
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