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An algorithm for detecting copy number alteration from next generation

sequencing of human genome
LI Yan" , LI Yaoyao
(Harbin Medical University Daging campus, Daqing Heilongjiang 163319, China)

Abstract: Based on different sequencing technologies, the detection methods of gene copy number variation are
available. However, with the development of new generation sequencing technology, a new field for researchingcopy
number variations has been opened up.Through the simulation experiment and the replacement test, this paper designs
a new copy number variation detection algorithm based on the new generation of sequencing. Unlike other algorithms,
our algorithm doesn’t need thereference samples, butuses the mapped datafrom next generation sequencing platforms
and the relationship between reads and gene copy number to detect gene copy number variations in the genome. The
experimental results show that the performance in time complexity can be improved by more than 50% , indicating the
important significance for the further study of gene copy number and disease in the future.
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