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Abstract: Lactiplantibacillus plantarum is generally recognized as a generally safe microorganism.It exerts functions such as immunity
support, anti-oxidant, cholesterol-lowering, nitrite-degrading, bacteria inhibitory, and heavy metal adsorption capacities, thus, plays an important
role in the fermented food industry. With the continuous improvement and evolution of omics technology, the research on probiotics has been
directed in the direction of quantification and high-throughput, which helps discover the characteristics of probiotics at the genetic level. This
paper reviews the omics technology for studying L. plantarum and its application in fermented food. The progress of genome, comparative
genome, transcriptome, proteome and metabolomics in studying L. plantarum and its application in fermented food. The existing problems and
development trends of L. plantarum omics research are discussed. Comprehensive utilization of omics technology can allow multi-angle
research on Lactobacillus plantarum from multiple aspects such as genetics, expression and metabolism, in order to provide a theoretical
foundation for the industrial application of L. plantarum.
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ZES, BeRSE e /SRR FUAT B IE L S AR
FEEVERIIER AR Yao SR 8 1 20 S R
¢ L. plantarum DMDL9010 FAf# VAR £hIATLEE, 45
FRIL L. plantarum DMDL9010 7E 24 h A A 58 4= 4
0.276 g/L [ ASIR EL . B A 4H 2200 M Bh T 1 A
MIFAF B FRERE, SR AMAREE I B 1 R 2

AEPTE, KRR AT I P Rt E TR R
HIZEDIAR S
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IR L ANERTT, b T i R m L S AR
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BT 69 MHFMELE . Zhao SR e ] 25 ok i
VBT YHE 16S rRNA FIECE 185 rRNA JEA 41
TIF RIEA G BT ] (48.42%). JERE
B17019.91%) 2R 11 (16.91% ) Fl 511 (9.95%),
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Fig.1 Effect of L. plantarum fermented fruit juice on xidation,

aroma and human health
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