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We have developed 16S rRNA gene amplicon and metagenomic sequence analysis
pipeline MeGAP2. Using MeGAP2, we have inferred taxonomic composition and functional composition of

each 16S rRNA gene amplicon and metagenomic sequencing sample in public INSDC DRA database. In
addition, we have annotated the environment information of each sample by using Metagenome/Microbes
Environmental Ontology. By comparing taxonomic composition and functional composition, we have
identified more than 200 sample pairs of possibly causing environment-dependent convergence of
functional composition in microbial communities.
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