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Bioinformatics analysis on metagenome
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Abstract ; Utilizing the service provided by next generation sequencing, metagenomics has become one of the
hotspots in current research. Following the progress on software development and analyzing platform, significant a-
chievements had been made in genetics, gene finding, microbial communities and human disease investigation, and
so on. This mini review aims to address the progress in bioinformatics analysis regarding metagenomics research,
discuss the opportunities and challenges of modern metagenomics from a bioinformatics perspective.
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Table 1 ~ Metagenomics analysis related software and website
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