[bookmark: _GoBack]S1 Supporting Information. Detailed DAVID output for the Total intersection group in our microarray analysis. The micrarray analysis was performed on juvenile raibow trout testis chronically exposed to several concentrations of EE2 (T1 to T4). The “Total intersection” group represented the set of differentially expressed genes (DEGs) that were common to the lower concentration of EE2 tested compared to the controls (CT1 and CT2), representing fish displaying intersex gonads. This group involved 4,160 DEGs (adjusted p < 0.05). Of the 4,160 DEGs, 2,412 were accurately annotated with an ENSDARG ID, and DAVID recognised 2,159 of them. The background was made up of 16,977 ensembl IDs. A total of 90 pathways containing at least 2 genes were identified from the remaining 2,159 genes.
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Sublist Category Term RT Genes Count % P-Value Benjamini

KEGG_PATHWAY Cell cycle RT 37 1,7 2,1E-4 2,8E-2

KEGG_PATHWAY DNA replication RT 15 0,7 8,9E-4 5,8E-2

KEGG_PATHWAY Spliceosome RT 33 1,5 1,9E-3 8,2E-2

KEGG_PATHWAY Valine, leucine and isoleucine degradation RT 15 0,7 6,9E-3 2,1E-1

KEGG_PATHWAY Glycerolipid metabolism RT 12 0,6 1,2E-2 2,7E-1

KEGG_PATHWAY Fatty acid metabolism RT 12 0,6 1,2E-2 2,7E-1

KEGG_PATHWAY Mismatch repair RT 9 0,4 1,4E-2 2,7E-1

KEGG_PATHWAY Glycolysis / Gluconeogenesis RT 18 0,8 1,6E-2 2,7E-1

KEGG_PATHWAY Propanoate metabolism RT 11 0,5 2,0E-2 2,9E-1

KEGG_PATHWAY Oocyte meiosis RT 24 1,1 3,0E-2 3,7E-1

KEGG_PATHWAY Nucleotide excision repair RT 13 0,6 3,4E-2 3,7E-1

KEGG_PATHWAY Ascorbate and aldarate metabolism RT 5 0,2 5,5E-2 5,0E-1

KEGG_PATHWAY One carbon pool by folate RT 6 0,3 5,9E-2 5,0E-1

KEGG_PATHWAY Proteasome RT 13 0,6 7,7E-2 5,7E-1

KEGG_PATHWAY Galactose metabolism RT 7 0,3 1,2E-1 7,0E-1

KEGG_PATHWAY Tryptophan metabolism RT 10 0,5 1,2E-1 6,9E-1

KEGG_PATHWAY Arginine and proline metabolism RT 13 0,6 1,3E-1 6,9E-1

KEGG_PATHWAY Ether lipid metabolism RT 8 0,4 1,5E-1 7,3E-1

KEGG_PATHWAY Retinol metabolism RT 7 0,3 1,7E-1 7,5E-1

KEGG_PATHWAY Pentose and glucuronate interconversions RT 4 0,2 1,9E-1 7,9E-1

KEGG_PATHWAY Base excision repair RT 8 0,4 2,0E-1 7,8E-1

KEGG_PATHWAY Methane metabolism RT 3 0,1 2,1E-1 7,8E-1

KEGG_PATHWAY Glycerophospholipid metabolism RT 12 0,6 2,4E-1 8,2E-1

KEGG_PATHWAY Pyruvate metabolism RT 9 0,4 2,5E-1 8,2E-1

KEGG_PATHWAY TGF-beta signaling pathway RT 16 0,7 3,2E-1 8,8E-1

KEGG_PATHWAY Lysosome RT 20 0,9 3,7E-1 9,2E-1

KEGG_PATHWAY Histidine metabolism RT 5 0,2 3,8E-1 9,2E-1

KEGG_PATHWAY Limonene and pinene degradation RT 4 0,2 4,0E-1 9,2E-1

KEGG_PATHWAY Glycine, serine and threonine metabolism RT 6 0,3 4,1E-1 9,2E-1

KEGG_PATHWAY Pentose phosphate pathway RT 7 0,3 4,2E-1 9,2E-1

KEGG_PATHWAY beta-Alanine metabolism RT 5 0,2 4,3E-1 9,2E-1

KEGG_PATHWAY p53 signaling pathway RT 12 0,6 4,3E-1 9,1E-1

KEGG_PATHWAY RNA degradation RT 11 0,5 4,4E-1 9,1E-1

KEGG_PATHWAY Starch and sucrose metabolism RT 6 0,3 4,4E-1 9,1E-1

KEGG_PATHWAY Oxidative phosphorylation RT 21 1,0 4,5E-1 9,1E-1

KEGG_PATHWAY Citrate cycle (TCA cycle) RT 7 0,3 4,6E-1 9,1E-1

KEGG_PATHWAY Cell adhesion molecules (CAMs) RT 14 0,6 4,9E-1 9,2E-1

KEGG_PATHWAY Steroid biosynthesis RT 4 0,2 5,0E-1 9,2E-1

KEGG_PATHWAY Purine metabolism RT 24 1,1 5,1E-1 9,2E-1

KEGG_PATHWAY Ubiquitin mediated proteolysis RT 20 0,9 5,3E-1 9,3E-1

KEGG_PATHWAY Regulation of autophagy RT 4 0,2 5,4E-1 9,3E-1

KEGG_PATHWAY Butanoate metabolism RT 6 0,3 5,5E-1 9,3E-1

KEGG_PATHWAY Gap junction RT 14 0,6 5,5E-1 9,2E-1

KEGG_PATHWAY Cysteine and methionine metabolism RT 7 0,3 5,8E-1 9,4E-1
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Sublist Category Term RT Genes Count % P-Value Benjamini
KEGG_PATHWAY Tyrosine metabolism RT i 6 0,3 6,2E-1 9,5E-1
KEGG_PATHWAY RNA polymerase RT i 5 0,2 6,2E-1 9,5E-1
KEGG_PATHWAY Glyoxylate and dicarboxylate metabolism RT H 3 0,1 6,4E-1 9,5E-1
KEGG_PATHWAY Alanine, aspartate and glutamate metabolism RT i 6 0,3 6,5E-1 9,5E-1
KEGG_PATHWAY N-Glycan biosynthesis RT i 7 0,3 6,7E-1 9,6E-1
KEGG_PATHWAY Progesterone-mediated oocyte maturation RT i 13 0,6 6,9E-1 9,6E-1
KEGG_PATHWAY Eructose and mannose metabolism RT i 7 0,3 6,9E-1 9,6E-1
KEGG_PATHWAY O-Glycan biosynthesis RT i 4 0,2 7,0E-1 9,6E-1
KEGG_PATHWAY Notch signaling pathway RT i 8 04 7,1E-1 9,6E-1
KEGG_PATHWAY Riboflavin metabolism RT i 3 0,1 7,3E-1 9,6E-1
KEGG_PATHWAY Homologous recombination RT i 4 0,2 7,3E-1 9,6E-1
KEGG_PATHWAY Synthesis and degradation of ketone bodies RT i 2 0,1 7,4E-1 9,6E-1
KEGG_PATHWAY Vitamin B6 metabolism RT i 2 0,1 7,4E-1 9,6E-1
KEGG_PATHWAY Steroid hormone biosynthesis RT i 4 0,2 7,6E-1 9,7E-1
KEGG_PATHWAY Nicotinate and nicotinamide metabolism RT i 3 0,1 7,6E-1 9,7E-1
KEGG_PATHWAY Inositol phosphate metabolism RT H 8 0,4 7,7E-1 9,7E-1
KEGG_PATHWAY Sphingolipid metabolism RT i 6 0,3 7,8E-1 9,7E-1
KEGG_PATHWAY Apoptosis RT i 11 0,5 7,8E-1 9,7E-1
KEGG_PATHWAY PPAR signaling pathway RT i 8 0,4 8,1E-1 9,7E-1
KEGG_PATHWAY Endocytosis RT & 26 1,2 8,1E-1 9,7E-1
KEGG_PATHWAY Glutathione metabolism RT i 5 0,2 8,1E-1 9,7E-1
KEGG_PATHWAY Porphyrin and chlorophyll metabolism RT 4 0,2 8,1E-1 9,7E-1
KEGG_PATHWAY Lysine degradation RT i 6 0,3 8,2E-1 9,7E-1
KEGG_PATHWAY GnRH signaling pathway RT & 12 0,6 8,2E-1 9,7E-1
KEGG_PATHWAY Thiamine metabolism RT i 2 0,1 8,2E-1 9,7E-1
KEGG_PATHWAY Metabolism of xenobiotics by cytochrome P450 RT i 3 0,1 8,2E-1 9,7E-1
KEGG_PATHWAY Drug metabolism RT i 3 0,1 8,2E-1 9,7E-1
KEGG_PATHWAY Whnt signaling pathway RT M 19 0,9 8,3E-1 9,7E-1
KEGG_PATHWAY Biosynthesis of unsaturated fatty acids RT H 3 0,1 8,5E-1 9,7E-1
KEGG_PATHWAY Intestinal immune network for IgA production RT i 3 0,1 8,5E-1 9,7E-1
KEGG_PATHWAY Folate biosynthesis RT 2 0,1 8,5E-1 9,7E-1
KEGG_PATHWAY Arachidonic acid metabolism RT i 4 0,2 8,6E-1 9,7E-1
KEGG_PATHWAY Regqulation of actin cytoskeleton RT 5 24 1,1 8,6E-1 9,7E-1
KEGG_PATHWAY Pyrimidine metabolism RT i 12 0,6 8,7E-1 9,7E-1
KEGG_PATHWAY Dorso-ventral axis formation RT i 3 0,1 8,7E-1 9,7E-1
KEGG_PATHWAY Tight junction RT & 15 0,7 8,7E-1 9,7E-1
KEGG_PATHWAY Basal transcription factors RT i 4 0,2 8,7E-1 9,7E-1
KEGG_PATHWAY Cytosolic DNA-sensing pathway RT i 4 0,2 8,7E-1 9,7E-1
KEGG_PATHWAY Calcium signaling pathway RT i 20 0,9 8,8E-1 9,7E-1
KEGG_PATHWAY Valine, leucine and isoleucine biosynthesis RT i 2 0,1 8,8E-1 9,7E-1
KEGG_PATHWAY ECM-receptor interaction RT i 8 0,4 8,9E-1 9,8E-1
KEGG_PATHWAY Amino sugar and nucleotide sugar metabolism RT H 6 0,3 8,9E-1 9,7E-1
KEGG_PATHWAY NOD-like receptor signaling pathway RT i 6 0,3 8,9E-1 9,7E-1
KEGG_PATHWAY Pantothenate and CoA biosynthesis RT H 2 0,1 9,0E-1 9,8E-1
KEGG_PATHWAY Non-homologous end-joining RT i 2 0,1 9,0E-1 9,8E-1
KEGG_PATHWAY Cardiac muscle contraction RT i 9 0,4 9,0E-1 9,8E-1

1679 gene(s) | from your list are not in the output.

Please cite Nature Protocols 2009; 4(1):44 & Genome Biology 2003; 4(5):P3 within any publication that makes use of any methods inspired by DAVID.
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Sublist Category Term RT Genes Count % P-Value Benjamini

KEGG_PATHWAY Tyrosine metabolism RT 6 0,3 6,2E-1 9,5E-1

KEGG_PATHWAY RNA polymerase RT 5 0,2 6,2E-1 9,5E-1

KEGG_PATHWAY Glyoxylate and dicarboxylate metabolism RT 3 0,1 6,4E-1 9,5E-1

KEGG_PATHWAY Alanine, aspartate and glutamate metabolism RT 6 0,3 6,5E-1 9,5E-1

KEGG_PATHWAY N-Glycan biosynthesis RT 7 0,3 6,7E-1 9,6E-1

KEGG_PATHWAY Progesterone-mediated oocyte maturation RT 13 0,6 6,9E-1 9,6E-1

KEGG_PATHWAY Fructose and mannose metabolism RT 7 0,3 6,9E-1 9,6E-1

KEGG_PATHWAY O-Glycan biosynthesis RT 4 0,2 7,0E-1 9,6E-1

KEGG_PATHWAY Notch signaling pathway RT 8 0,4 7,1E-1 9,6E-1

KEGG_PATHWAY Riboflavin metabolism RT 3 0,1 7,3E-1 9,6E-1

KEGG_PATHWAY Homologous recombination RT 4 0,2 7,3E-1 9,6E-1

KEGG_PATHWAY Synthesis and degradation of ketone bodies RT 2 0,1 7,4E-1 9,6E-1

KEGG_PATHWAY Vitamin B6 metabolism RT 2 0,1 7,4E-1 9,6E-1

KEGG_PATHWAY Steroid hormone biosynthesis RT 4 0,2 7,6E-1 9,7E-1

KEGG_PATHWAY Nicotinate and nicotinamide metabolism RT 3 0,1 7,6E-1 9,7E-1

KEGG_PATHWAY Inositol phosphate metabolism RT 8 0,4 7,7E-1 9,7E-1

KEGG_PATHWAY Sphingolipid metabolism RT 6 0,3 7,8E-1 9,7E-1

KEGG_PATHWAY Apoptosis RT 11 0,5 7,8E-1 9,7E-1

KEGG_PATHWAY PPAR signaling pathway RT 8 0,4 8,1E-1 9,7E-1

KEGG_PATHWAY Endocytosis RT 26 1,2 8,1E-1 9,7E-1

KEGG_PATHWAY Glutathione metabolism RT 5 0,2 8,1E-1 9,7E-1

KEGG_PATHWAY Porphyrin and chlorophyll metabolism RT 4 0,2 8,1E-1 9,7E-1

KEGG_PATHWAY Lysine degradation RT 6 0,3 8,2E-1 9,7E-1

KEGG_PATHWAY GnRH signaling pathway RT 12 0,6 8,2E-1 9,7E-1

KEGG_PATHWAY Thiamine metabolism RT 2 0,1 8,2E-1 9,7E-1

KEGG_PATHWAY Metabolism of xenobiotics by cytochrome P450 RT 3 0,1 8,2E-1 9,7E-1

KEGG_PATHWAY Drug metabolism RT 3 0,1 8,2E-1 9,7E-1

KEGG_PATHWAY Wnt signaling pathway RT 19 0,9 8,3E-1 9,7E-1

KEGG_PATHWAY Biosynthesis of unsaturated fatty acids RT 3 0,1 8,5E-1 9,7E-1

KEGG_PATHWAY Intestinal immune network for IgA production RT 3 0,1 8,5E-1 9,7E-1

KEGG_PATHWAY Folate biosynthesis RT 2 0,1 8,5E-1 9,7E-1

KEGG_PATHWAY Arachidonic acid metabolism RT 4 0,2 8,6E-1 9,7E-1

KEGG_PATHWAY Regulation of actin cytoskeleton RT 24 1,1 8,6E-1 9,7E-1

KEGG_PATHWAY Pyrimidine metabolism RT 12 0,6 8,7E-1 9,7E-1

KEGG_PATHWAY Dorso-ventral axis formation RT 3 0,1 8,7E-1 9,7E-1

KEGG_PATHWAY Tight junction RT 15 0,7 8,7E-1 9,7E-1

KEGG_PATHWAY Basal transcription factors RT 4 0,2 8,7E-1 9,7E-1

KEGG_PATHWAY Cytosolic DNA-sensing pathway RT 4 0,2 8,7E-1 9,7E-1

KEGG_PATHWAY Calcium signaling pathway RT 20 0,9 8,8E-1 9,7E-1

KEGG_PATHWAY Valine, leucine and isoleucine biosynthesis RT 2 0,1 8,8E-1 9,7E-1

KEGG_PATHWAY ECM-receptor interaction RT 8 0,4 8,9E-1 9,8E-1

KEGG_PATHWAY Amino sugar and nucleotide sugar metabolism RT 6 0,3 8,9E-1 9,7E-1

KEGG_PATHWAY NOD-like receptor signaling pathway RT 6 0,3 8,9E-1 9,7E-1

KEGG_PATHWAY Pantothenate and CoA biosynthesis RT 2 0,1 9,0E-1 9,8E-1

KEGG_PATHWAY Non-homologous end-joining RT 2 0,1 9,0E-1 9,8E-1

KEGG_PATHWAY Cardiac muscle contraction RT 9 0,4 9,0E-1 9,8E-1

1679 gene(s)

 from your list are not in the output.
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