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OBJECTIVES

To comprehensively benchmark structural variant callers.

METHODS

* We ran the tools on our raw data of 8 different strains of
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FUTURE WORKS

* Almost all tools have zero sensitivity and precision when the
threshold is zero.

* Both sensitivity and precision increase with increasing threshold
With increasing coverage, sensitivity generally increases and preci-
slon decreases.

* Breakdancer, lumpy and a pseudo tool, formed by combining del-
ly, sniffles and clever, under different length ranges are the tools
with the best balance of sensitivity and precision.

* Many tools overpredict deletions and have a high false positive
rate, leading to a very high precision and a close to zero sensitivity.

* This study can be extended to study other structural
variants like insertions, inversions and duplications to
verify iIf the results are consistent.

* The same analysis can be preformed on other chro-
mosomes of mice.
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