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Deep sequencing reveals fungal community evolution in the

production of Daqu fermented different seasons
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Abstract: In this paper, it was studied that the changes of fungal
community in the production of Daqu between the summer and au-
tumn by using high-throughput sequencing technology and multivari-
ate statistical methods. It was showed that the main fungi in the pro-
duction of Daqu in summer were 14 genera as well as that were 17

genera in autumn. The main fungi in the production of Daqu in sum-
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mer were all existed in Daqu produced in autumn. Pichia . Saccharo-
mycopsis and Wickerhamomyces were the main fungi in the
beginning of Daqu production in the two seasons of summer and au-
tumn, and Pichia was the main fungus in the whole production of
Daqu in autumn. Thermoascus was the main fungus in the late stage
of Daqu production in summer. The fungi species in the production of
Daqu in autumn were more than that in summer, but the
distribution of fungi in the production of Daqu in summer was more
uniform than that in autumn. The Daqu production can be divided in-
to two stages whose dividing lines were respectively 8 d and 12 d in
the summer and autumn. It was more easily affected by external con-
ditions when Daqgu produced in autumn, especially in the early stage
of production.

Keywords: Daqu; fungal community; high-throughput sequencing;

production season
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Rarefaction curves for Dagqu samples from summer and autumn
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