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Figure S7. Functional enrichment of proteins in protein synthesis subcellular localisations. Figure illustrates
proteins (nodes) in the network that are functionally enriched in protein synthesis-related subcellular
localisations. The accompanying table presents the number of proteins in the network that are annotated with
the localisation vs. the number of proteins in the database that are annotated with the localisation, the
enrichment effect strength (calculated as the logl0 ratio of observed vs. expected number of proteins for a
random network of the same size), the false discovery rate (shown as a Benjamini-Hochberg corrected p-value),

and the corresponding node colours in the network. Enrichment analysis was conducted using the STRING

biological database.



