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Supplementary Fig. 4

Differentially expressed (DE) genes in the chronic Metformin-user cohort compared with non-users. Gene
expression heatmap of known DE genes between the two cohorts with a False Discovery Rate (FDR) of <10% are
displayed. The heat-map indicates genes that were DE at baseline (DO, day 0, visit 1), 1 week after vaccination (D7,
day 7, visit 2) and in response between the two visits (D7/D0).



