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Figure S1. Histograms of sequence coverage depth of each contig. (a) Contig
coverage distribution in the initial assembly. The peak at the lower coverage (near
26.5x) indicates redundant contigs caused by the heterozygotic nature of the Pincta-
da fucata genome. The red line shows the fitted normal distribution, where uy=26.5
and 0=3. (b) The histogram of contig coverage depth after redundant contigs were
removed. (c) The histogram of scaffold coverage depth. Those data indicate that
redundant sequences in the genome assembly were effectively removed by
sequence similarity and coverage based method.
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Figure S2. The numbers of genes corresponding to the grouped gene family presented in
Figure 2a and 2b in the main text. (a-c) The numbers of genes which are assigned by
OrthoMCL DB; (a) Pinctada fucata, (b) Crassostrea gigas, and (c) Lottia gigantea. (d-f)
The numbers of genes which are not assigned by OrthoMCL DB, while detected by
comparison among three molluscan genomes; (d) P. fucata, (e) C. gigas, and (f) L.
gigantea. Mollusca-specific gene families shared by three molluscs are much less

abundant than lineage-specific genes.
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