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Fig. 1: Description of a metagenomic analysis
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» The psychrotrophic aerobic flora counts were between 3,9
and 7,4 log cfu/g depending of the origin of the samples

-
55
-|- -|- and day of analysis. The flora grows few over time

5 between day 0 and day 2.
45 T r » A total of 32 bacterial species were identified in the steak
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Steptococcus or Enterobacter resulting probably of cross
contamination during the meat process.
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Fig 3: Results of the metagenomic analysis on steak tartare Lactobacillus algidus.

Conclusions

The metagenomic analysis is a powerful tool to identify and to measure the relative proportions of dominant bacterial species in the
steak tartare from different origins. Some bacterial species could be indicators of the meat quality. The identification of bacterial
species over time give information on the evolution of the spoilage process. Therefore, metagenomic analysis could be an additional
tool to control and to manage the quality of meat and the risk of spoilage.




