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Table1l. The composition of normal feedstuff

Ingredients Content

Water <8.0%
Crude protein =21.0%
Crude lipids =5.0%
Crude fiber <5.0%
Calcium 1.3%-1.4%
Phosphorus 0.9%-1.0%
Magnesium =0.2%
Potassium =0.5%
Sodium =0.2%

Iron =180.0 mg/kg
Manganese =80.0 mg/kg
Copper =15.0 mg/kg
Zinc =80.0 mg/kg
lodine =0.5 mg/kg
Seledium 0.1-0.2 mg/kg
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Figure 1. Unigene number distribution among
samples and groups. A: Unigene number in each
sample; B: Venn graph shows the number of common
and unique Unigenes in two groups.
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Figure 2. Top 10 relative abundance and PCA analysis based on Species level. A: the top 10 highest abundant
species and their abundances in each sample; B: PCA distribution of each sample.
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Abstract: [Objective] To verify if a corn-rich diet could change mice gut microbiota structure and enhance the host
carbohydrate metabolism related gut flora genes by using high-throughput sequencing. [M ethods] We fed mice for 10
weeks with either normal feedstuff or corn-rich feedstuff (containing 1/4 corn and 3/4 normal feedstuff), and compared the
gut microbiome changes by high-throughput sequencing of fecal DNA. [Results] Mice in the two diet groups showed
similar body weight after 10 weeks feeding. Feca DNA of al mice generated high efficiency results, and different diet
caused diversity difference of gut flora The abundances of Bifidobacteriales-B. pseudolongum branch and
Coriobacteriia-Collinsella/Enterorhabdus branch under Actinobacteria phylum were significantly higher in corn-rich diet
group. Correspondingly, the abundances of phosphoglycerate mutase gene, and functional pathways and modules,
including primary and secondary bile acid biosynthesis, as well as glucose transfer to pyruvate module and core module
involving three-carbon compounds, were also increased in corn-rich diet group. [Conclusion] Corn-rich diet could
promote the abundances of probiotics such as Bifidobacterium in gut microbiota, and raise glucose/lipid metabolic related
gene and pathway abundances in microbiome, such influence could potentialy improve the host metabolism status.
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