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Supplemental Figure 1. Comparison of dietary intake between PD patients
and controls. Unpaired t-test, n=42 for PD, n=23 for control. Data are presented
as mean + s.e.m.
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Supplemental Figure 2. Comparison of microbiota richness and diversity indices between PD
patients and controls with constipation Wexner score < 3. A-C: species richness, D-E: a-diversity,
F: phylogenetic diversity. n=13 for PD, n=25 for control. Data are presented as meants.e.m. with
individual replicates also shown. *p<0.05, **p<0.01, n.s.: not significant, unpaired t-test.
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Supplemental Figure 3. Impact of constipation on gut microbiota richness and diversity indices.
A-F: Correlation analysis to assess the impact of constipation on species richness, a-diversity and
phylogenetic diverstiy indices. G,H: Impact of constipation on B-diversity. Data shown are the results of
Principal Co-ordinates Analysis (PCoA) plotted with weighted Unifrac (G) and unweighted Unifrac (H)
in controls (blue bubbles) and PD patients (orange bubbles). The size of the bubbles indicates the
severity of the constipation (Wexner score).
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Supplemental Figure 6. Correlation analysis to assess the impact of constipation

on the relative abundance of individual taxa. The correlations between the abundances
and the Wexner constipation scores are weak, suggesting that the severity of constipation
does not have a strong effect on the abundances of these taxa.
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Supplemental Figure 7. Two-way ANOVA analysis
to assess the impact of gender and PD on gut
microbiota taxa identified by LDA scores>4 in
LEfSe analysis.
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Supplemental Figure 8. Correlations between environmental factors and gut microbiota in PD patients.
Correlation heatmaps showing the relationship between environmental factors and gut microbiota at different
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