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Introduction Figure 2. Distribution of pre-specified oral taxa at collection 1. Figure 3. Change in alpha-diversity between collection 1 and 2.
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tested using linear mixed effect regression.
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In the placebo VS the aSpmn group after 6 Week Of Intervention in Changes in relative abundances (%) in the aspirin group (ASA) and placebo group (PCB) between collection 1 (Week 0) and collection 2 (week 6). Pre-specified oral taxa were selected based on their role in CRC and their overall abundance in the oral samples.

an exploratory analysis.
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Figure 1. ASMIC Trial diagram. o o B |
« Aspirin treatment was not associated with a- or B- diversity overall after 6 weeks * These preliminary findings suggest that aspirin may change the relative

of intervention (collection 2). abundance of oral taxa associated with oral dysbiosis or CRC.
[K s | e » We did not detect differentially abundant taxa on a log fold change scale after 6  * Further studies are needed to understand the impact that the duration and
im0 oz | s weeks of intervention (collection 2) but we found a shift in the balance of taxa dosage of the aspirin intervention may have on the oral microbiome.
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