& é % % iﬁﬁs May 20, 2017, 44(5): 1222—-1229

Microbiology China http://journals.im.ac.cn/wswxtbcn
tongbao@im.ac.cn DOI: 10.13344/j.microbiol.china.160559

x5 ixd

REEQEERNEMRRESEHREAE N A RtR

AEAN OEEMN AF FRE' EEEY RFAY
EHES HFY AT
( 611130)

Q. 618000)
a3. 646100)

B E ZRABIRGROBRENIIHFE. ERILBEREFANEMAENGEABKR, &
RAKE DT RAER QIERAG T REA TEER. L5k, KEFESERREMETT —4%
P A EEAME, BIFT FZORTARR. RS LR T A RAALA T T, ABT
ERKAEMBER LN SR BIEH . BALEMEERRENRE. ERBEMET AN RS
FEARRER, ARG E RRR T @) RATT R E RSB ELE M
EFAHR; #—FRIRERBKEY TR, RIDEBAEDO RS, EAFRERERA
FIOGVE A ALZE, KIS m A=,

Recent advances in research on the community, isolation,
and application of microbes in the pit mud used in
manufacture of Chinese Strong-flavor Baijiu
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Abstract: Chinese Strong-flavor Baijiu (CSFB) is a traditional Chinese fermented beverage with
sales accounting for more than 70% of total Baijiu consumption in China. CSFB is produced by
fermentation of grains in cellars lined with pit mud (PM). This PM, fermented clay, contains large
amounts of functional microbes, which are of great importance in determining the production of
aromatic compounds in CSFB. Because of this key role, many researches have been conducted in
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recent years to study the effect of PM microbial mechanisms on the CSFB production. In the present
paper, we introduced the recent advances in research on the diversity and succession of PM microbial
community, the relationship between microbial community structure and PM quality, and the
breeding and application of PM functional microbes. Then, the main associated issues were analyzed
and the research prospects were put forward. Firstly, the comparative study on PM microbial
community structure should be developed to illustrate the relation between microbial community
structure and CSFB quality, and improve the PM quality appraisal system. Secondly, the isolation
and improvement of functional strains should be enhanced, and the metabolic pathways and its
influence mechanism of isolates should be demonstrated to promote the potential application of PM
microbes. Finally, the detail affecting function of microbial agents used in the manufacture of
artificial PM should be investigated. When the mechanisms of complex microbial agents were
demonstrated in the aspects of microbial community structure and metabolism, quality control on the
microbial agents could be promoted.
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