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Studies on the mechanisms involved in fermentation of salted squid by using
advanced analytical procedures.
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Squid shiokara is one of the typical, traditional fermentation seafoods in
Japan. During this fermentation, bacteria exiting on squid skin are considered to contribute to the
development of shiokara flavor and taste, together with endogenous enzymes of squid. In this study,
we employed a combination of 16S rDNA metagenomic and metabolomic analysis to comprehensively
understand this fermentation process. Low-salted shiokara showed almost no changes in the bacterial
community and the content of metabolites. In contrast, high-salted shiokara exhibited the bacterial
community significantly different from that before processing with the increased rate of
Staphylococcus and the increased content of free amino acids and organic acids. In addition,
metagenomic and metabolomic analyses were performed for the commercially available sguid shiokara
products together with sensory test, suggesting that free amino acids are important for their taste

development.
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