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Thermoplasmataceae ( #/&4kF}), Methanobacteria class ( FxAFH 4 ) F #9 Methanobacteriaceae ( ¥ 44T #F ), Methanococci
class ( ¥k H 40 ) +F 49 Methanomicrobiaceae ( ¥ %4 H #F ). Methanocorpusculaceae ( ¥4\ & 3K # #} ) #= Methanosarcinaceae
( Freka@#); Saccharococcus sp.f= WCHD3-02 4.4 #:|%]. -+ Thermoplasmataceae #= Methanobacteriaceae & 454 %,
2 AlH 39%F 27%, HEH KX Methanomicrobiaceae & 9%. Methanosarcinaceae & 7%#= Methanocorpusculaceae & 4%.
Saccharococcus sp. (#E3KH /& ) & 1%A= WCHD3-02 & 1%, unclassified 5 5] & 12%; st ¥l @ X TRAH, LT
Methanoculleus marisnigri strain . Methanoculleus bourgensis strain . Methanosarcina siciliae strain . Methanobacterium .
Methanocorpusculum 7= Methanomicrobia % #t 2 & @ #F.
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High-throughput Sequencing of the Archaeal Community in Cellar Pit

Mud used in Luzhou Flavor Liquor Production

DENG Jie, WEI Chun-hui, LUO Hui-bo, HUANG Zzhi-guo, ZHU Yun-fei, WANG Yan-li, LI Mi, WAN Shi-Iv
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Abstract: The structure of the archaeal community in pit mud from 30-year-old cellars that is used for the production of Luzhou
flavor liquor was analyzed by a Roche GS junior high-throughput sequencing platform. A total of 8,706 valid sequences and 282
operational taxonomic units (OT Us) were obtained from samples inthree cellars. The Shannon curves of archaea were stable in the range
from 4 to 5 and the value of Chao curves increased with increasing sequence number. The predominant archaeal groups were of the
phylum Euryarchaeota: Thermoplasmataceae of class Thermoplasmata, Methanobacteriaceae of class Methanobacteria, as well as
Methanomicrobiaceae, Methanocorpusculaceae, and Methanosarcinaceae of class Methanococci. Saccharococcus sp. and WCHD3-02
were also detected. Among these, the dominant archaea groups were Thermoplasmataceae and Methanobacteriaceae, accounting for
39% and 27%, respectively; Methanomicrobiaceae, Methanosarcinaceae, Methanocorpusculaceae, Saccharococcus sp., WCHD3-02,
and unclassified sequences accounted for 9%, 7%, 4%, 1%, 1%, and 12%, respectively. Further study on methanogens showed the
presence of Methanoculleus marisnigri, Methanoculleus bourgensis, Methanosarcina siciliae, Methanobacterium, Methanocorpusculum
and Methanomicrobia.
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Fig.2 PCR amplification and gel extraction of archaeain pit

mud from 30-year-old cellars
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Fig.5 Phylogenetic tree of the archaea in 30-year-old pit mud
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