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Analysis of the Diversity of Microflora in Pit Mud of
Nong—flavor Liquor in Sichuan and Anhui Area

LI Wenfang', WANG Haiying', ZHANG Wenxue'? and DENG Yu’
(1.College of Light Industry, Textile & Food, Sichuan University, Chengdu, Sichuan 610065; 2. School of Liquor-Making Engineering, Jinjiang
College, Sichuan University, Meishan, Sichuan 620860; 3.Biogas Institute of Ministryof Agriculture, Chengdu, Sichuan 610041, China)

Abstract: In this study, bottom pit mud with their age as 20 years from three famous distilleries in middle Sichuan, and matured pit mud, unaged
and aged pit mud with their age as 20 years from a distillery in Anhui were used as the research objects. Microbial community structures of those
pit mud samples were analyzed by PCR-DGGE technology and Quantity One software. The results suggested that the microbial community struc-
tures of pit mud samples from three distilleries in Sichuan were quite similar but their archaeca community were different; As for pit mud samples
from Anhui, the quantity and the diversity of bacterial and archeae community in aged pit mud reduced in comparison with matured pit mud and
unaged pit mud, but dominant bacteria and archeae were observed clearly.
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