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Step 2: Trimming

for 1 1n *1.fg.gz;
do trim galore

—-—rrbs
—-—fastqgc
-—-palred
-gq 30
——11llumina
--output ../01 trim/
Shi
S{i/1.fqg.gz/2.fqg.gz};

done
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Step 3: Aligning

for 1 1n *1 val 1.fg.gz; do
bismark
-—bowtie?Z
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2 val 2.fqg.gz};

done
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(Very) General Bioinformatics Workflow

Check quality
Trim

Align

Count
Statistics

A S



