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Integration of plant strain SNPs using NGS Sequence Read Archive and diversity
statistics analysis
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In this study, an integrated database of Single Nucleotide Polymorphisms of plant
strains from Sequence Read Archive was constructed as DNA Polymorphism Annotation Database(DNAPod). The
integrated database is accessible from DNAPod website(http://tga.nig.ac.'p/dnapod/%. Moreover, an
analytical workflow for DNAPod database was implemented as a function of DDBJ Pipeline
(http://p.ddbj.nig.ac.jp/). The constructed DNAPod database can be a data resource of further genomic
breeding research and genomic diversity research. The integrated SNPs of rice, sorghum and maize in
DNAPod are available for experimental researchers as genetic markers such as trait mapping and diversity
statistics analysis.
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Anlytical methods
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