
FastQC 
Quality Assurance tool for FASTQ sequences 

 FastQC website:  
http://www.bioinformatics.babraham.ac.uk 
 

 FastQC report documentation:  
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/Help/3%20Analysis%20Modules/ 
 

 Good Illumina dataset:  
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/good_sequence_short_fastqc/fastqc_report.html 
 

 Bad Illumina dataset:  
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/bad_sequence_fastqc/fastqc_report.html 
 

 Real Yeast ChIP-seq dataset:  
http://web.corral.tacc.utexas.edu/BioITeam/yeast_stuff/Sample_Yeast_L005_R1.cat_fastqc/fastqc_report.html  
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Most useful reports 
 Should I trim low quality bases? 
 Per-base sequence quality Report 

 based on all sequences 
 

 Do I need to remove adapter sequences? 
 Overrepresented sequences Report 

 based on 1st 200,000 sequences 
 

 How complex is my library? 
 Sequence duplication levels Report 

 estimate based on 1st 200,000 sequences 

 
 



Per-base sequence quality 



Overrepresented Sequences 



Overrepresented Sequences 



Overrepresented Sequences 



Duplication levels 
Yeast ChIP-seq for every 100 unique sequences 

there are 
• ~12 sequences w/2 copies 
• ~1-2 with 3 copies 



Duplication levels 
Yeast ChIP-exo for every 100 unique sequences 

there are 
• ~35 sequences w/2 copies 
• ~22 with 10+ copies 



Library complexity is a function of 
experiment type (& sequencing depth) 
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Running FastQC 

 Can run as interactive tool or command line 
 

 Input:  
 fastq files (R1, R2 separately) 
 

 Output:  
 directory with html & text reports 
 fastqc_report.html 
 fastqc_data.txt 
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