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We extracted metagenomic DNA and metatranscriptomic RNA from a stalagmite formed about 10000 years ago at the
floor of a limestone cave of Okinawa prefecture. In sequencing the sampled DNA and RNA by lllumina MiSeq sequencer,
we obtained a total of 6 datasets of sequences. The Illumina reads were assembled (software-based reconstruction of
sampled genomic DNAs of organisms living on the sampled sites) and gene ORFs (open reading frames) were determined
on the assembled contigs (reconstructed sequences of the genomic DNAS). Aligning the ORFs to a KEGG database, we
carried out taxonomic and functional binning. We have identified ~1000 to 1500 and ~100 to 400 distinct species among
the DNA and RNA samples, respectively. Some of the species detected in DNA samples could be detected also in the
RNA samples of the same sites. We identified ~2500 to 9000 and ~600 to 1900 distinct functions, among the DNA and
RNA samples, respectively. Based on the identified species and gene functions, we have analyzed the relationship
between the RNA and DNA samples, between the internal and external sites and metabolic pathways focusing on nitrogen
recycling which presumably supplies the energy of the predominant organisms living on the sampled sites.




