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Development of a new user-friendly software to analyze marine biodiversity
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The Digital DNA chip analyzer (DDCA) is a computer program that detects target
genes or species, utilizing digital (in silico) hybridization process between target probe sets and
massively parallel sequencing (MPS)-data. The aim of this study was to develop a conventional, highl
sensitive and objective system to analyze marine biodiversity using DDCA with MPS-data. To achieve this
goal, we studied the following topics; 1) development of new universal primer pairs in 18S-rRNA to
analyze MPS data in DDCA, 2) development of DNA probes in the 18S-rRNA gene and 16S-rRNA genes, i.e.
downloads of the target sequences from public genetic databases, selections and editing of the target
regions, 3) development of output formats for visualization of the analyzed data in GUI such as tables by
excel or graphics drawn in R package.
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