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 Structural Variation 

SV method detection  

False positive SV control 

Bioinformatics approaches  

Structural variation is defined as a genomic variation affecting a 
sequence of more than 1 Kb in length including large insertions/
deletions, duplications, inversions, and other genome 
rearrangements.   

There is a growing interest for the role of genome structural variation in contributing to phenotypic variation within a species.  
Several characteristics of NGS (Next Generation Sequencing) data can be exploited for identification of structural variation. 
The challenge now is to discover the full extent of structural variation while controling false positive rate and to be able to genotype 
it routinely in order to understand its effects on, complex traits and evolution. We apply these methods in the frame on two BASC 
flagship 2 research programs. 
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Samtools rmdup 

SV detection 

Split-read mapping method 
Pindel 

Paired-end mapping method 
BreakDancer 

Two general NGS-based approaches are used to detect structural 
variation: the paired-end mapping method (PEM) and the split read 
mapping method (SRM). 
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In this example, B73 is used as negative control to discard False positive SVs 
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Impact of software settings on 
false positive rate Main origins of FPs are 

 
•  Reference genome assembly issues 
•  Detection method artefacts 

è  Using resequencing of the reference 
genome as a negative control help 
discarding FPs 
 

False positive SVs removing 

The visualization of mapped reads is performed with IGV tool.  

Increasing mapping quality threshold value of breakDancer 
reduces FPs without severely impairing TPs discovery 
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