
Bioinformatics Lessons 
Schedule

Date Subject
01-07 Process RNA-seq
01-14 Process RNA-seq, continued
01-21 Process RNA-seq, continued
01-28 Analyze RNA-seq
02-04 Analyze RNA-seq, continued
02-11 Analyze RNA-seq, continued
02-18 skipped
02-25 Process RRBS
03-03 Process RRBS, continued
03-10 Process RRBS, continued
03-17 Analyze RRBS
03-24 Analyze RRBS, continued
03-31 Presentations / Practice Starts
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Step 3: Aligning
for i in *1_val_1.fq.gz; do
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(Very) General Bioinformatics Workflow

1. Check quality
2. Trim
3. Align
4. Count
5. Statistics


