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Figure S1: Importance of predictors. Importance of the identified taxa in models for (A) differentially 
abundant bacterial genera: PWS vs. CON, (B) differentially abundant bacterial genera: OWOB CON vs. 
NW CON, (C) differentially abundant bacterial genera: OWOB PWS vs. NW PWS, (D) differentially 
abundant fungal genera: PWS vs. CON, (E) differentially abundant fungal genera: OWOB CON vs. NW 
CON, (F) differentially abundant fungal genera: OWOB PWS vs. NW PWS, (G) predicting PWS using 
selected bacterial and fungal genera markers, (H) predicting OWOB in CON subjects using selected 
bacterial and fungal genera markers, (I) predicting OWOB in PWS subjects using bacterial and fungal 
genera markers. Predictors with grey labels in A-F were those with importance between the 80% and 90% 
quantile in each model and were not included in the final models. 

 



Figure S2: Performance of the model for differentiating PWS from CON using bacterial genera markers. 

 



Figure S3: Performance of the model for differentiating OWOB CON from NW CON using bacterial 
genera markers.

 

 



Figure S4: Performance of the model for differentiating OWOB PWS from NW PWS using bacterial 
genera markers.

 

 



Figure S5: Performance of the model for differentiating PWS from CON using the identified fungal 
genera markers.

 

 

 

 

 

 

 



Figure S6: Performance of the model for differentiating OWOB CON from NW CON using the identified 
fungal species markers. 

 



Figure S7: Performance of the model for differentiating OWOB PWS from NW PWS using the identified 
fungal genera.

 

 



Figure S8: Performance of the model for differentiating PWS from CON using the identified bacterial and 
fungal genera.

 

 



Figure S9: Performance of the model for differentiating OWOB CON from NW CON using the identified 
bacterial and fungal genera.

nera. 

 



Figure S10: Performance of the model for differentiating OWOB PWS from NW PWS using the identified 
bacterial and fungal genera.

 

 

 

 

 

 

 



 

Figure S11: Correlation between dietary intakes and microbiota in the whole dataset. (A) Correlation of 
dietary intakes with bacterial genus-level abundance. (B) Correlation of dietary intakes with bacterial 
species-level diversity. (C) Correlation of dietary intakes with fungal genus-level abundance. (D) 
Correlation of dietary intakes with fungal species-level diversity. Q values were generated using the 
Bonferroni method. + indicates q-values between 0.05 and 0.1; * indicates q-values less than 0.05. 

 

 

 

 

 

 

 

 



 

 

Table S1: Median values of α-diversity indices. 

 

Comparison between the CON and PWS group: Wilcoxon test (two-sided); comparisons between 
subgroups: Dunn test (Bonferroni-adjusted p values). a, b, c, d In the same row, values for the four 
subgroups and for the two groups with different letter superscripts mean significant difference (p<0.05) 
        

 

 

 

 

 

 

 



 

 

 

 

Table S2: Median abundance and occurrence frequency of differentially abundant bacterial and fungal 
taxa. 

 

Comparison of abundance between the CON and PWS group: Wilcoxon test (two-sided); comparisons of 
abundance between the subgroups: Dunn test (adjusted p values). Comparison of occurrence frequency 
between CON and PWS: Fisher's Exact test; comparisons of occurrence between the subgroups: Fisher's 
Exact test with Bonferroni correction. a, b, c, d in the same row, values for the four subgroups and for the 
two groups with different letter superscripts mean significant difference (p<0.05).    
  



 

 

 

 

 

Table S3: Median values of nutrition intakes. 

 

Comparison between CON and PWS: Wilcoxon test (two-sided); comparisons between the subgroups: 
Dunn test (adjusted p values). a, b, c, d in the same row, values for the four subgroups and for the two 
groups with different letter superscripts mean significant difference (p<0.05).     

Table S4: Logistic regression for the association between CHO intake, group and dichotomized 
abundance of differentially abundant bacterial and fungal taxa.  

 

INF: infinite value; NA: not available. 

 



 

 

 

 

 

 

Table S5: Logistic regression for the association between hyperphagia scores, group and dichotomized 
abundance of differentially abundant bacterial and fungal taxa.   



 

INF: infinite value; NA: not available.         
            


