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OUR MICROBIAL PLANET

Think microbes are bad guys? Think again.
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16S rRNA gene amplicon sequencing analysis
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Metagenomic sequencing analysis
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O Microbe P integrates lots of data related to microbes.

Especially, we integrates the microbial data that can be linked to genomes.
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ﬁ DNA extraction

PCR amplification by % PCR amplification by
the 342F-806R primer set x the 338F-533R primer set

ﬂ DNA Sequencing
by the Roche 454
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