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Abstract— The advent of affordable sequencing technology provides for a new generation 
of explorers who probe the world’s microbial diversity. Projects such as Tara Oceans, Moorea 
Biocode Project and Gut Microbiome rely on sequencing technologies to probe community 
diversity. Either targeted gene surveys (also known as community surveys) or complete 
metagenomes are evaluated. The former, being the less costly of the two methods, relies on 
the identification of specific genomic regions, which can be used as a proxy to estimate 
genetic distance between related species in a Phylum. For instance, 16S ribosomal RNA gene 
surveys are used to probe bacterial communities while Internal Transcribed Spacer (ITS) 
surveys, for example, can be used for probing fungal communities. With the explosion of 
projects and frenzy to explore new domains of life, scientists in the field have issued 
guidelines to report minimal information (following a checklist), ensuring that information is 
contextualized in a meaningful way. Yet the semantic of a checklist is not explicit. We 
demonstrate here how a tabular template can be used to collect information on microbial 
diversity using an explicit representation in the Resource Description Framework (RDF) that 
is consistent with community agreed-upon knowledge representation patterns found in the 
Ontology for Biomedical Investigations (OBI). 
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