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Figure S1. Ancestral intron densities during the evolution of nematodes.
The present tree is the best one obtained in the maximum likelihood analysis of 1,551 groups of orthologous genes. The ancestral intron number was inferred by Dollo parsimony and scaled the number of inferred introns to intron density by multiplying by 3.65 divided by 373. The 3.65 and 373 are intron density and number of reference species (C. elegans) in the orthologous dataset. Please see Table S2 for the full name of each species and the values present in this figure. Sister figures (Fig. 1 and fig. S2) show the number of intron losses and gains and the rates.
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Figure S2. Rates of intron losses and gains during the evolution of nematodes.
The present tree is the best one obtained in the maximum likelihood analysis of 1,551 groups of orthologous genes. The rate was computed by maximum likelihood with the rate-variation model of MALIN. The values are displayed on the branch lines, using "+" and "-" symbols to represent intron gain and intron loss, respectively. Please see Table S2 for the full name of each species and the values present in this figure. Sister figures (Fig. 1 and S1) show the number of intron losses and gains and the ancestral intron densities.
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Figure S3. Phylogenetic tree of Caenorhabditis and outgroups
[bookmark: _Hlk50040331]The phylogenetic tree among ten Caenorhabditis (shown as Red) and selected outgroup species, including the Clade I, Clade III, Clade IV and Clade V of nematode, and four other metazoa (Rhodnius prolixus, Drosophila melanogaster, Daphnia magna, Crassostrea gigas)
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Figure S4. The identities of multiple sequence alignment.
The identities of 1551 groups of orthologous proteins in the nematodes. Redline is the x (identity) = 0.5. Greenline is the median value of the identities. Blueline is the mean value.
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