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INTRODUCTION

Clinical proof-of-concept studies have evidenced that mixing faecal donations improves FMT efficacy in clinical settings such as ulcerative colitis [1, 2]. Nevertheless,
these approaches lack standardization. MaaT Pharma has developed MaaT013, a standardized, high-richness, pooled allogeneic Microbiome Ecosystem Therapy
(MET), derived from strictly vetted healthy donors dedicated to restore the microbial ecosystem.
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Figure 1 - Metagenomic composition of microbiome of healthy donors and Figure 3 - Diversity metrics. A. Intra-group Bray-Curtis similarities at OTU level calculated for donors (all campaigns) and
MaaTO013. A. Stacked barplot of phyla relative abundances. B. Relative abundance of main phyla MaaT013 batches per production campaign. Test for equality of variance showed significantly differences between donors and MaaT013
(Bacteroidetes, Firmicutes, Actinobacteria, Proteobacteria). The test for equality of variance for all phyla batches except for one production with fewer batches: p=0.00012 (n=21), p=0.47 (n=7), pP<0.0001 (n=16), pP<0.0001 (n=24), P<0.0001
showed that variances were significantly different between donors and MaaT 013 batches (p<0.0001) (n=38), p<0.0001 (n=47), p<0.0001 (n=34), p<0.0001 (n=40). B. OTU richness. Statistical significances were evaluated using Wilcoxon test
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Figure 4 - Gene richness. Statistical significance was evaluated using Wilcoxon test Figure 5 - SCFA production genes. A. Butyrate. B. Propionate. C. Acetate. The test for equality of variance for all the three SCFA
K / K showed that variances were significantly different between donors and MaaT013 batches (p<0.0001) /

CONCLUSION

Pooling stool donations results in a broadly applicable medicinal product profile that standardizes microbiome composition and increases taxonomic diversity and
functional richness. MaaT013 has been tested in different clinical studies, especially in GvHD patients, and have shown a beneficial effect on health and on the
restoration of a healthy microbiota [3]. This supports the potential benefit of pooled products to restore a balanced and diverse microbiome that can in turn help to
restore the immune homeostasis in patients.
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