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Introduction

Microbes exist in every environment on this planet, and functional genes possessed by microbial dark matter are
expected to be applied as resources in diverse fields of industries such as medicine and manufacturing. At
bitBiome, we are using bit-MAP®, our proprietary microbial single-cell genome sequencing technology based on
the use of droplets, to analyze the vast amount of genetic information possessed by microbial dark matter in any

environment at the single-cell level and promote its application to industry. This poster presents examples of bit-
MAP® applications across diverse environments.

Microbial single-cell genome sequencing: bit-MAP®
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Hosokawa, et al., 2022 Scientific Report
Ide et al., 2022. Front. Microbiol.

Manufacturing driven by single-cell genome data
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