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Abstract: In this study, the physicochemical characteristics and bacterial taxa of 11 fen-flavor Daqu samples from
Changzhi, Shanxi Province were analyzed using a combination of physicochemical analysis and MiSeq high-throughput
sequencing, and the correlation between them was revealed. The physicochemical analysis showed that the variation
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coefficients of amino acid nitrogen, liquefaction power and alcoholization power of different fen-flavor Daqu samples were

greater than 15%, with the largest difference in liquefaction power and the smallest difference in ash. MiSeq high-

throughput sequencing analysis found that the bacterial genera presented in all samples with an average relative content

>1.0% were Aquabacterium, Pelomonas, Bacillus, Ralstonia, Sphingomonas, Burkholderia, Methylobacterium and

Bradyrhizobium, and a large number of bacterial taxa were shared among the different samples. Correlation analysis

revealed that Sphingomonas showed a significant positive correlation with protein content (P<0.05) and a significant

negative correlation with acidity (P<0.05), Ralstonia showed a significant positive correlation with both water activity and

esterification power (P<0.05), and Pelomonas and Aquabacterium both showed a significant positive correlation with water

activity (P<0.05). It is evident that there are a large number of shared bacterial taxa among the different fen-flavor Daqu,

and there is a correlation between bacterial taxa and some physicochemical properties of Daqu.

Key words: Changzhi; fen-flavor Daqu; physicochemical properties; bacterial taxa
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Fig.2 Enzymatic activity of fen-flavor Daqu
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Table 1 Sequencing results and the number of each taxonomic classification of fen-flavor Daqu
%' Frag (50 OTU%(4~) 1) ) ™ FHAM) J& 1) 1R AR
LXS1 32039 1014 9 22 38 67 89 1440 5.14
LXS2 40056 1251 12 26 40 72 99 1630 5.85
LXS3 39309 916 10 21 37 64 88 1162 4.42
LXS4 30513 1057 15 28 40 73 93 1528 5.82
LXSS5 30530 1063 12 21 37 63 90 1523 5.71
LXS6 34672 1038 11 25 39 65 93 1487 5.82
LXS7 33862 1148 9 22 33 63 84 1726 5.86
LXS8 33595 1203 10 27 46 86 101 1677 6.04
LXS9 32148 1148 7 20 32 56 77 1627 5.78
LXS10 30349 1068 9 19 29 56 71 1660 5.72
LXS11 32580 1027 10 20 32 53 75 1526 5.65
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Fig.3 Bubble diagram of core dominant bacteria phylum (A)
and genus (B) in fen-flavor Daqu
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