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ABSTRACT: Fermented vegetables are considered one of the most nutritious and beneficial foods for health. The
research in the microbial community structure is a great significance to explore the dominant strain resources and

improve the flavor quality of fermented vegetables. This paper summarized the application of the next-generation
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sequencing technology on microbial community of fermented vegetables. Some analysis methods were emphatically

introduced involving with microbial community succession, Alpha diversity analysis, Beta diversity analysis,

functional annotation (Kyoto Encyclopedia of Genes and Genomes metabolic pathway annotation, cluster of

orthologous group annotation, gene ontology annotation), network and correlation analysis of environmental factors.

Based on the research progress, this paper suggests implement combined application among the next-generation

sequencing technology and multiple omics technology including transcriptomics, proteomics, metabolomics. The

correlation between microbial function with color, flavor and texture of fermented vegetables should be investigated.

The new strain resources with fermenting high-quality vegetables should be screened and obtained. It provides a

theoretical basis for the transformation of traditional fermented vegetables to standardization, industrialization and

modernization in China.

KEY WORDS: fermented vegetables; microorganism; next-generation sequencing; diversity analysis; metagenomics
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WAL, oA T B A TR A TR AR R it A A T 35 =2 1] ) I 3
WRE2E 5, 30 50 A 1 A [m) b Jal/ A ) 6 3 /AR ) 4 I il
JRE /A T 4 e P 393 4 e 3 TP IR W TR AR 2L T 9 T L
R BB A 1, b T kB LA e
AT B AN AR ER P . U . R A | kA
S R R AR ESRE XR A AE R
Z[A] AR SR T REME

AR GEHDERIAR TR AR AR T BRI E
A BT A ) 2 R DR A R (A NI B AT v R AT
PER) TRNA DR, A7 B T8 & B 3 0 0 U= W0 v 2
FORBE R AE A . BOEMLEE . ZhAE . MEAERTRISCR, B4
T RBEB SR T I A SR I RE, LA 3 [ A 4 e S
A TRABIESE, Pk bRELL . RS Al . BRI A2 Sl
A

1 SHEMSHh

1998 4F, HANDELSMAN 50519 v fii i 22 L D 4 —
TR I E MRS, HR AR — AN R T A
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Flowchart of metagenomic analysis and diversity analysis on fermented vegetable
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Xof FE R 7 i BRI 56 28 0 ST e R B R R 0 S . K
A H & R (cluster of orthologous group, COG)AYZE
JRBEAH 2ok A HLE R (R, COG &l i % — H T A
S84 I P 1 5 A1 2 1) G i 2860 1 TR A A 11, SR B AR 1 2
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