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Metagenomics is one of the largest microbial genetic resources that can be used to discover new
industrial enzymes and microbial strains. However, most of the new enzyme discovery is based on
sequence alignment with a reference sequence, and which is hard to find a novel enzyme that
significantly deviates from the original enzyme sequence. In this study, we built Metabank which
stores real metagenome DNA libraries with their analyzed information. We collected 20 real
metagenomic DNA libraries sequenced with short read sequencing techniques. Four of them were
sequenced with a long-read sequencing method for the comparison of assembly accuracy. We
investigated the microbial community composition through metagenome taxonomic profiling. The
assembled metagenomic sequences are stored along with the description of the samples, strain
distribution, and ORF annotation. MongoDB and R-based shiny tools were used for the construction
of Metabank. We expect that the real DNA samples with accurately analyzed properties can provide

a rapid enzyme testing platform along with biofoundry and Al in the near future.
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