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Supplementary Figure 1: Examples of methane (CH4) production curves (n=5) associated with bivalve specimens (L. balthica) incubated in oxic conditions (treatment B ox). Each of the production curves is represented by a color and is accompanied by the relative linear regression analysis results.
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Supplementary Figure 2: Abundances of mcrA genes per g animal wet weight in each of the digested starved (st) or satiated (sat) specimens of the bivalve L. balthica. Horizontal columns represent average gene abundances, while error bars represent standard errors (n=3 per specimen).
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