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Figure S1: The rarefaction curves plotted with all groups cumulatively. The
rarefaction analysis curves suggest the sample diversity was captured as expected

given the average sequence pairs classified into operational taxonomic units (OTU).
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Figure S2: Relative proportion taxa for class (A), order (B), genus (C), and species (D).

Taxa are identified by name in the plot for abundance >1%. Taxa are merged into the

“Other” category only if it exists in any sample with abundance greater than 0.01%.

Taxa are merged into the “Multi-affiliation” category when they can correspond to

two or more different taxa. ESRD-PD — End-stage renal disease patients undergoing

peritoneal dialysis; ESRD-nonPD — End-stage renal disease patients with intact

peritoneal cavity.
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Figure S3: A—-AAA Barplots show the abundances of the genera and families between
the ESRD-PD and ESRD-nonPD. Each bar represents a sample. Group 1 — End-stage
renal disease patients undergoing peritoneal dialysis (ESRD-PD); Group 2 — End-stage

renal disease patients with intact peritoneal cavity (ESRD-nonPD).
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Figure S4: Alpha diversity of the peritoneum microbiome community at phylum (A),
class (B), order (C), family (D), genus (E), species (F) and OUT (G) taxonomic levels
calculated with Observed, Chaol, Shannon, Simpson, and Inverse Simpson indexes.
ESRD-PD - End-stage renal disease patients undergoing peritoneal dialysis; ESRD-

nonPD — End-stage renal disease patients with intact peritoneal cavity.
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Figure S5
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Figure S5: Beta-diversity of the peritoneum microbiome community at OTU level with
Bray-Curtis (A), Jaccard (B), unweighted Unifrac (C), and Weighted Unifrac (D)
distance derived from 16S rRNA gene -based sequencing data. ESRD-PD — End-stage
renal disease patients undergoing peritoneal dialysis; ESRD-nonPD — End-stage renal

disease patients with intact peritoneal cavity.
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Figure S6

2D Stress: 0.15

Sample

v PeritA
PeritB

e Blood

Figure S6: Non-metric multidimensional scaling (NMDS) of blood (red sphere) and

peritoneum microbiomes of non-PD (pink triangles) and PD (light pink triangles)

patients described in this study. The graph was produced in Primer 7 software using
the microbiome information for the genera (total reads per taxa were converted to
percentage for each sample), squared-root transformed data and using resemblance

matrices (similarity data types using Bray-Curtis similarities and adding dummy

value).
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