Supplementary Material

IgA-Biome Profiles Correlate with Clinical Parkinson’s Disease Subtypes
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Supplementary Figure 1. Rarefaction curves of [gA-Biome samples.
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Supplementary Figure 2. [gA-Biome alpha diversity of patients classified to the TD group. Box
plots depict sample richness (Observed OTU) and evenness (Shannon Diversity Index) among
sorted samples according to IgA-bound status. *p=0.0427 FDR adjusted Mann-Whitley t test.
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Supplementary Figure 3. [gA- compartment comparison between patients classified as either AR

or TD. Box plots depict sample richness (Observed OTU) and evenness (Shannon Diversity
Index). p=0.0148 and p=0.00424 FDR adjusted Mann-Whitley.



IgA*

Bilophila wadsworthia
Faecalibacterium prausnitzii
Ruminococcaceae bacterium (Unc05m27)
Holdmania spp. (filiformis/massiliensis)
Clostridiales bacterium (UncOnu12)
Prevotella disiens
Eubacterium spp. (limosum/callanderi)
Lachnospiraceae bacterium (Unc00v8y)
Massilia spp. (varians/agri/suwonensis)

Presort

Ruminococcaceae bacterium (Gt8M2048)
Enterocloster spp. (bolteae/clostridioformis)

Ruminococcaceae bacterium (Unc03evh)

Christensenellaceae bacterium (Unc03u2r]

Christensenellaceae bacterium ((GtBMe224)) Bacteroides stercoris g;lmifrococcaceag Qacterium _(UncOOQtj)

lautia spp. (hominis/hansenii)
Christensenellaceae bacterium (Unc01prq) Fusobacterium ulcerans Ruminococcaceae bacterium (Unc88911)
Anaerotignum lactatifermentans
Enterocloster spp. (aldensis)
Ruminococcaceae bacterium (Unc02kju)

Agathobaculum spp.
Christensenellaceae bacterium (Unc05i7p) IgA-
Sellimonas spp. Eubacterium rectale
Peptococcus spp. Lachnospiraceae bacterium (Unc03tjt)
Ruminococcaceae bacterium (Unc81236)
Bradyrhizobium spp.

Dielma fastidiosa
Clostridiales bacterium (Unc0894l)
Muribaculaceae bacterium (Unc32192)

Supplementary Figure 4. Overlap in LEfSe-identified differential OTUs.



