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Supplementary information
Table S1: Samples investigated, classification based on the location at collection (“salinity collection”), otolith analysis (“omc life history”) and fatty acid analysis (“Fatty acids”). Silvering stage for females (I to V) is reported, Total number of sequenced reads and % of reads mapped to the European eel reference genome are also reported. Samples removed from the analyses because considered as outliers are marked with the “*” symbol in the “EEL_ID” column. (see excel).
Table S2: Complete list of significant differentially expressed genes (adjp<0.05), where gene symbol, intensity of the differentially expression and adjusted pvalue is reported (see excel).
Table S3: GO terms biological processes related to the genes more expressed in animals classified as freshwater residents FWR (complete list), including the genes symbol from the Differential expression analysis (see excel).
Table S4: GO terms biological processes related to the genes more expressed in animals classified as seawater residents SWR (complete list), including the genes symbol from the Differential expression analysis (see excel).
Table S5: Enriched GO terms in which the top30 detected transcript for random forest are included (See excel).
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