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The discovery and assessment of genetic variants for Next Generation
Sequencing (NGS), including Restriction site Associated DNA sequencing Chi_Square Density
(RADSeq), is an important task in bioinformatics and comparative =
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genetics. The genetic variants can be single-nucleotide polymorphisms 2 ki i
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together with scripts written in R programming language, could provide
an efficient solution for calling variants.

In this project, we focus on RADSeqg-based marker selection for
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Figure 9: Density distribution for critical value of Chi-Square test for each SNPs.
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