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ABSTRACT: Objective To reveal the changing rule of bacterial colony structure of dried salted mackerel during
natural air drying. Methods The bacterial species and abundance of fresh sample and samples dried for 2, 4, 6, 8
and 12 d were analyzed using high throughput sequencing technology. Results The fresh mackerel was dominated
by the genera Photobacterium, Psychrobacter, Pseudoalteromonas and Flavobacterium, with a high proportion;
during the air drying process, the proportion of Pseudoalteromonas increased in the early stage of air drying and
gradually decreased after 4 d; the proportion of Photobacterium was decreased 2 d before air drying and then
increased rapidly, reaching 80% at 12 d, making it the dominant strain of traditional dried salted mackerel. The

microbial species tended to be simplified in the air drying process of mackerel, and the microbial community function
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was mainly focused on chemical energy heterotrophic effect, acrobic heterotrophic effect and fermentation, and the

abundance corresponding to chemical energy heterotrophic effect and aerobic heterotrophic effect was relatively

stable, while that corresponding to fermentation showed an increasing trend in the late air drying. The abundance of

such phenotypes as stress tolerance, facultative anaerobic and kinesthetic increased, while the abundance

corresponding to aerobic decreased, which was consistent with the increase in abundance corresponding to the

fermentation function in the later stage of air drying. Conclusion The results of high throughput sequencing reveal

more comprehensively the structure of bacterial colonies and their abundance during the air drying process of salted

dried mackerel, which provides a reference for further understanding the uncultured microorganisms in traditional

aquatic products and optimizing the processing process.
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Fig.2 Stacking diagram of bacterial species distribution at genus level during air drying of dried salted mackerel
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Fig.3 Heat map of bacteria species abundance of mackerel at the family level during drying process
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