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Microbial diversity in shallow-sea sediment from Tsukumo Bay, Japan, determined by 16S rRNA
gene amplicon sequencing. Kato, M., R. Sugitani, S. Niiyama, T. Kamiya and N. Matsuura,
Microbiology Resource Announcement, 13 (4), https://doi.org/10.1128/mra.01061-23 (20244 3 H)
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