snakeChlP Pipeline

fastqg download

{accession}.fastq.gz

. merge_replicates
meta.getReplicateFastq_SE
8 P a- fastq SE
{sample}/merged_fastg/{sample}.fastq.gz fastqc_pre_trim

trim_galore {sample}/qc/fastqc/pre_trim/{sample}.html
= {sample}/qc/fastqc/pre_trim/{sample} fastqc.zip

fastqc_post_trim {sample}/trimmed_fastqg/{sample}_trimmed.fq.gz

{sample}/qc/fastqc/post_trim/{sample}_trimmed.html

{sample}/qc/fastqc/post_trim/{sample}_trimmed_fastqc.zip bowtie2_align

{sample}/aligned_reads/{sample}.sam flagstat_prefiltered_bam

filter namesort sam2bam {sample}/qc/flagstats/{sample}.bam.prefiltered.flagstat

flagstat_postfiltered_bam {sample}/aligned_reads/{sample}.namesorted.bam

{sample}/qc/flagstats/{sample}.bam.postfiltered.flagstat deduplicate_ BAM

flagstat_deduplication_bam temp: {sample}/aligned reads/{sample}.deduplicated.bam

{sample}/aligned_reads/{sample}.ba index_final_BAM

temp: {samplej/aligned_reads/{samplej.deduplicated.bam.bai
temp: {sample}/aligned_reads/{sample}.fixmate.bam.bai

{sample}/qc/flagstats/
{sample}.bam.deduplicated.flagstat

flagstat_final_bam convert_to_bed

{sample}/qc/flagstats/ {sample}/tags/{sample}.bed.gz
{sample}.bam final.flagstat

{sample}/aligned_reads/{sample}.bam.bai

MEME_MOTIF_FILE

calculate_frip

g4 macs2_call_peaks

—— {sample}/peaks/{sample} ext147 peaks.narrowPeak

homer_analysis

{sample}/homer/ macs2_call_peaks_for IDR
homerResults.html

{sample}/peaks/{sample} ext147 p001_peaks_sorted.bed

{sample}/qc/frip/{sample} FRIP.txt

bam_to_bigwig

{sample}/bigwig/{sample}.bw



