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Structure analysis of whole wheat yeast bacteria and

its effects on flavor substances
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Abstract; In order to develop and improve the utilization of whole
grains, the macrogenomics method was used to analyze the struc-
tural composition of the whole wheat traditional fermentative
dough, and the result shows that the core fermentation genus
was Lactobacillaceae Lactobacillus brevis. According to the rele-
vant literature, the flavor substances of whole wheat traditional
fermentative dough and commercial fermentative dough were de-
termined. The traditional fermentative dough contains 9 more fla-
vor substances than commercial fermentation and there were also
differences in the content, with the hydrocarbon content was
showing the highest. It was indicated that the traditional fermen-
tation strain was more conducive to the formation of flavor sub-
stances in the whole wheat dough, this was more acceptable to
consumers and provided theoretical support for the application of
traditional fermentation strains in whole wheat products.
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Figure 1  Species distribution at the family level
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Figure 2 Species distribution at the genus level
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Figure 3 Lactic acid bacteria distribution at species level
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