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Abstract: In order to reveal the microbial community-Structure innaturally fermented cabbage from Northeast China, the 454

FLX+pyrosequencing platform was used to carry out sequencing of V3-V4 regions of the 16S rRNA gene in the microbiota of the cabbage. A

total of 302327 valid sequences were analyzed by 454 ing in 16 samples. The Chaol index, Shannon index, and Simpson index

were used to evaluate the alpha diversity of the samples, a esults:showed that the microbiota in samples from Songyuan and Daqing had a
relatively high abundance. Beta diversity analysis found mmof bacterial species among the samples from Heilongjiang Province, Jilin
Province, and Liaoning Province, although their content was extremely low. In addition, heatmap analysis revealed that dominant bacterial
genera were significantly different among the samples,from these three provinces. Analysis of the microbial community structure indicated that

ins<in the samples, from Daqing, Heihe, and Songyuan was greater than 50%; the content in the sample from

the content of Lactobacillus s
Heihe reached up_to 69.6%.

ncyclopedia of Genes and Genomes (KEGG) analyses showed that there were a certain number of
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