Supplementary Table 1: Genes identified in clinical isolate strains were in genomic regions not covered by the standard strain S5. Genes in bold are involved in antibiotic resistance.

Supplementary Table 2: List of differentially expressed genes. For each gene are indicated the position of the feature (chromosome start and end position), the gene id, the product name, the expression values for each condition, the M (log2-ratio of the two conditions) and D (the value of the difference between conditions) scores, the probability of differential expression, the ranking, the length of the feature and the two experimental conditions being compared.

Supplementary Table 3: Genes identified in each of the comparisons combining methylation and gene expression data, and in common between the comparisons. For each comparison are reported: the gene name, the type of methylation, the methylation condition (hypomethylated o hypermethylated) and the M score (log2 ratio of expression).

Supplementary Table 4: Integration of differential methylated (DM) m5C sites and differentially expressed genes. For each DM m5C site are reported: the comparison analysed, the methylation condition (hypomethylated o hypermethylated), the position of the feature (chromosome start and end position), the depth and frequency of sample 1 and 2, the ratio between the two samples, the gene name, the gene product, the putative gene name when the gene is unknown, the gene start and end, the expression values for each condition, the M (log2-ratio of the two conditions) and D (the value of the difference between conditions) scores, the probability of differential expression, the ranking and the length of the feature.

Supplementary Table 5: Integration of differential methylated (DM) m6A sites and differentially expressed genes. For each DM m6A site are reported: the comparison analysed, the methylation condition (hypomethylated o hypermethylated), the position of the feature (chromosome start and end position), the depth and frequency of sample 1 and 2, the ratio between the two samples, the gene name, the gene product, the putative gene name when the gene is unknown, the gene start and end, the expression values for each condition, the M (log2-ratio of the two conditions) and D (the value of the difference between conditions) scores, the probability of differential expression, the ranking and the length of the feature.

