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Figure S5: CE families in the gut metagenome and metatranscriptome of a zoo-housed gorilla (DNA vs RNA). Percentages represent the percentual contribution of each Carbohydrate esterase (CE) family to the total number of CE families found by shotgun metagenomics (DNA, left) and RNA-seq (RNA, right) on fecal samples of a zoo-housed gorilla. 
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