Figure S4. KEGG Pathway mapping of DEGs from [SWI+]
and swilA

Downregulated in swil A

| Upregulated in swil A

| Downregulated in [SWI+]

| Upregulated in [SWI+]

| No significant expression alteration
| Absent in species of interest

A: Glysolysis and gluconeogenesis

B: Pentose phosphate pathway
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