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[bookmark: _GoBack]Supplementary Figure S2. Multiple sequence alignment of big defensins identified in the genomes from the oysters Crassostrea gigas (Cg1 to -3 and -7), Crassostrea virginica (Cv1 to -10) and Saccostrea glomerata (Sg1 to -6) (A) and from the Mediterranean mussel Mytilus galloprovincialis (BD1 to -7) (B). The different allelic variants identified in C. gigas by (Rosa et al., 2015) are also shown (variants encoding identical precursor proteins have been removed). Residues under negative and positive selection, detected with the FUBAR, FEL, SLAC and MEME tools included un the DataMonkey Adaptive Evolution Server (Weaver et al., 2018) are highlighted in blue and orange respectively. Note the various lengths of the linkers connecting the two big defensin domains.
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