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Supplementary Figure 1. Taxonomic composition and diversity of Fecal Bacterial Communities for each patient treated

with Ibrutinib stratified for Responder and Non-responder group. Most represented phyla (a), class (b), order (c) identified

in the study groups are shown with relative abundance. Only taxa whose relative abundance was > 1% in at least one

group were included.
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Supplementary Figure 2. a-diversity. Observed richness and Shannon indices are presented at the taxonomic level of
phylum (a), class (b), order (c). Significant (** p < 0.05) comparisons between Responder (R) and Non-Responder (NR)
patients treated with Ibrutinib are indicated in the boxplot.
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Supplementary Figure 3. Beta-diversity. The microbiota distances were evaluated through the Bray—Curtis dissimilarity
matrix at the taxonomic level of phylum (a), class (b), and order (c) and visualized through Principal Coordinates Analysis
(PCoA). Each point represents the microbiota composition of one sample and stratified by outcome (Responder and Nor-
responder patients treated with Ibrutinib).



