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Fig. 1 Colony formation and
microscopic observation of
Aspergillus  chevalieri  strain
MI1. Spores of strain M1 were
inoculated onto M40Y agar
medium and incubated at
30°C for 7 days (A), and
observed by scanning electron

microscope (B, C) or optical

microscope (D).
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Table 1. Chromosomes of 4. chevalieri strain M1
Location Accession no. Size (Mb) GC% no. of CDS no. of rRNA no. of tRNA

Chr. 1 AP024416.1 5.59 49.2 1,944 - 28
Chr. 2 AP024417.1 4.31 49.2 1,471 - 36
Chr. 3 AP024418.1 4.1 49.3 1,423 - 21
Chr. 4 AP024419.1 3.79 49.4 1,366 - 18
Chr. 5 AP024420.1 3.72 49.4 1,312 - 24
Chr. 6 AP024421.1 2.96 49.2 1,043 - 11
Chr. 7 AP024422.1 2.8 49.3 943 27 (82)? 11
Chr. 8 AP024423.1 2.43 49.1 839 - 20
MT AP024424.1 0.05 28.1 15 1 27

Abbreviations: Chr, chromosome; MT, mitochondria.
“The number of rRNA genes is not clear due to their highly repetitive structure. The number in

parenthesis indicates the estimated copy number based on the median per-base coverage.
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Katsuobushi production

Taiki Futagami

Education and Research Centre for Fermentation Studies, Faculty of Agriculture,

Kagoshima University, 1-21-24 Korimoto, Kagoshima, 890-0065, Japan.

In this study, we analyzed the chromosome-level genome sequence of the osmophilic
filamentous fungus Aspergillus chevalieri M1, which was isolated from a dried bonito,
katsuobushi. This fungus plays a significant role in the fermentation and ripening process. Thus,
elucidating the sequence data for this fungus will aid in subsequent genomic research on the

fungi involved in katsuobushi production.



