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Effect of consumption of seasoned flour products
on gut microbiota in young volunteers
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Abstract: In the current study,9 young volunteers were recruited and each subject consumption of a packet of seasoned flour
products with the weight of 150 g for a continuous period of 2 weeks. Meanwhile, gut microbiota of subjects were monitored
before starting, during and after stopping consumption for 2 weeks using high throughput sequencing technologies. The result
indicated that consumption of seasoned flour products for 2 weeks significantly increased the gut microbiota diversity and
richness by paired t test(p <0.05) , but had no influence on the relative abundance of domain bacterial genus(p >0.05).
Through principal coordinate analysis based on UniFrac and PERMANOVA based on Meta— Storm, it was shown that the
consumption of seasoned flour products for 2 weeks couldn’t alter the structural of gut microbiota.
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Table 1 16S rRNA read counts and number of identifiable units at different taxonomical levels
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Table 2 Comparison of richness and diversity indices among gut microbiota of

volunteers in different stages of consumption of seasoned flour products

- - . P fi
Htr Ly LU PR 2 A IvsIl IvsIII TvsIIT
Chaol 5595, (4971-6563)"  9653,(5285-17296) 10707, (7567-14501) 0.008" 0.0004 0.478
Observed speices 1947, (1737-2199) 3024, (2092-5480) 3320, (2218-4874) 0.016 0.003 0.545
Shannon 6.85,(6.09-7.22) 8.00,(7.37-10.16) 8.25,(7.17-9.87) 0.008 0.002 0.591
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among gut microbiota of volunteers in different stages of
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