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Jak-STAT signaling pathway
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Additional file 1. Upregulated and downregulated pathways changing activity during aging of
flies with overexpression of the Gclc gene and without overexpression based on KEGG data.
This figure shows both genes with statistically significant differential expression (p < 0.05) and
genes that only demonstrate up/down-regulation trends (statistically insignificant; almost all of
them have low absolute LogFC values and are marked with light shades).



