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Supplementary Figure S1 is related to Figure 2. Information about rarefaction 

measurement and random forest of ND and LCD group at baseline. A-B) Rarefaction 

measurement of Shannon (A) and Simpson(B) index presented a saturate platform and 

indicated sequencing depth was enough to capture all bacterial species and qualified for 



downstream analysis. (C) Four bacterial markers at the genus level were selected as 

optimal biomarkers of the random forest model between the ND group and LCD group 

at baseline. (D) The relative abundance of each bacteria at the genus level in the 

predictive model was assessed by MDA. The heatmap illustrated the comparison of 

bacteria filtered by random forest via 5-fold cross-validation in the ND group and LCD 

group at baseline. (E) Matrix correlation between change of relative abundance after 

LCD intervention and clinical parameter (BMI, waist, WHR, BFR and VFA).  
 



 

Supplementary Figure S2 is related to Figure 2. Detailed results of random forest in 

ten different random seed for ND group and LCD group at two different time points. 

(A-B) Detailed results of 10 trials of random forest algorithm for ND group and LCD 



group at baseline stage (A) and end-stage (B). The bacteria in each predictive model 

were assessed through the MDA at the genus level.  
  



 

Supplementary Figure S3 is related to Figure 3. Clinical information of subgroups 

in two different dietary groups. (A-B) Radar plots of baseline clinical characterizations 

in ND subgroups (A) and LCD subgroups (B). Data are expressed as mean, *p < 0.05 

is from unpaired, two-sided Student’s t-test. (C, E) Mean energy calculated from food 



conversion according to 24 h dietary recalls of 3 days in every week was almost the 

same in ND subgroups (C) and in LCD subgroups (E) (p>0.05 for each time-point, are 

from unpaired, two-sided Student’s t-test. (D, F) Mean proportions of carbohydrates in 

ND subgroups (D) and LCD subgroups (F) calculated from 24 h dietary recalls of 3 

days in every week. Data are expressed as mean ± SEM, *p < 0.05 are from unpaired, 

two-sided Student’s t-test.  

  



 

Supplementary Figure S4 is related to Figure 4. Detailed results of random forest in 

ten different random seed for LCD subgroup at two different time points. (A-B) 

Detailed results of 10 trials of random forest algorithm for LCD subgroups at baseline 

stage (A) and end-stage (B). The bacteria in each predictive model were assessed 



through the MDA at the genus level.  
  



 

Supplementary Figure S5 is related to Figure 4. Optimal random forest model of 

LCD subgroups at end-stage and all union optimal bacterial biomarkers selected by the 

random forest. (A) Two bacterial markers at the genus level were selected as optimal 

biomarkers of the random forest model between LCD subgroups after 12 weeks of LCD 

intervention. (B) The relative abundance of each bacteria at the genus level in the 

predictive model was assessed by MDA. The heatmap illustrated the comparison of 

bacteria filtered by random forest via 5-fold cross-validation in LCD subgroups at the 

end-stage. (C) Box plots showed no statistically significant difference of all union 

optimal bacterial biomarkers selected through the random forest algorithm at baseline 

stage and end-stage. Two-way ANOVA with repeated measures followed by a Tukey 

post hoc test was used to compare the relative abundance of LCD_MG and LCD_DG 



at these two time points using GraphPad Prism 8.0.2. 


