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Figure S1. A multiple sequence alignment of full-length SID-1 homologs. Available full-length SID-1

and CHUP-1 homologs from C. elegans, C. brenneri, C. briggsae, C. remanei, and C. japonica were

aligned by MUSCLE v3.8 with default parameters (Edgar 2004). Residues identically conserved in all nine
aligned sequences (predicted SID-1 orthologs and paralogs) are highlighted in black; residues identically

conserved only in the five putative SID-1 orthologs are highlighted in grey. The position and amino acid

change of the recovered weak alleles (regular weight) and strong alleles (bold weight) is indicated below
the substituted residue.
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