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Comparative metatranscriptomic analysis of microbial communities

at two different stages during the pile-fermentation of Puer tea

JIANG Shu

LU Jie

LI Hao

(College of Life Science and Technology, Beijing University of Chemical Technology, Beijing 100029, China)

Abstract; mRNAs of microbial communities during different stages of the pile-fermentation of Puer tea have been

extracted for Illumina sequencing, which produced 17376 putative mRNA reads from an earlier stage and 14456

from a mid-stage of fermentation. Taxonomic binning of annotated mRNAs indicated that Aspergillus niger was the

most dominant contributor of transcripts of microbial communities in both stages. GOfact functional annotation and

KEGG pathway analysis suggested that adaption of Aspergillus niger to changes in the environment played a decisive

role during the pile-fermentation of Puer tea.
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