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Supplementary
Figure legends
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[bookmark: OLE_LINK4]Figure S1 Distribution of inclusion level of the alternative fragment in three lady beetle species under different feeding conditions. (A-B) Distribution of the inclusion level of each type of alternative splicing event in the three ladybird species when feeding on natural prey (aphids) (A) and alternative prey (mealybugs) (B). SE, exon skipping; MXE, mutually exclusive exons; IR, intron retention; A5SS, alternative 5′ splice site; A3SS, alternative 3′ splice site.
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[bookmark: OLE_LINK14]Figure S2 Sequence motifs of splicing sites across genes with alternative 3′ splice site in P. japonica. (A-B) Motifs of the 5′ splicing sites, constitutive/proximal 3′ splice sites and alternative/distal 3′ splice sites in P. japonica when feeding on natural prey (aphids) (A), and alternative diet (mealybugs) (B).
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Figure S3 Comparison between alternative splicing and differential gene expression in Coccinella septempunctata when feeding on alternative prey (mealybugs). (A) Venn diagram showing the overlap between upregulated differentially expressed genes (DEGs) and more exon-inclusive differentially spliced genes (DSGs). Circle sizes correspond to the total number of DEGs and DSGs. (B-D) Representative Gene Ontology (GO) terms enriched for the genes that were only differentially spliced (DS-specific genes) (B), only differentially expressed (DE-specific genes) (C), both differentially expressed and differentially spliced (DE-DS genes) (D).
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Figure S4 Comparison between alternative splicing and differential gene expression in Harmonia axyridis when feeding on alternative prey (mealybugs). (A) Venn diagram showing the overlap between upregulated differentially expressed genes (DEGs) and more exon-inclusive differentially spliced genes (DSGs). Circle sizes correspond to the total number of DEGs and DSGs. (B-D) Representative Gene Ontology (GO) terms enriched for the genes that were only differentially spliced (DS-specific genes) (B), only differentially expressed (DE-specific genes) (C), both differentially expressed and differentially spliced (DE-DS genes) (D).
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