Supplementary material legend
Supplementary Table 1: Detailed transcriptome species list including NCBI accession numbers.
Supplementary Table 2: Taxon sampling for OR-TE data and descriptive statistics of the capture efficiency
Supplementary Figure 1: Maximum likelihood (ML) trees based on amino acid sequences of 80 orthopterans and ten polyneopteran outgroups using different number of genes from transcriptomes that show various mean pairwise distance.
Supplementary Figure 2: Phylogenetic trees for Orthoptera resulting from the analyses of 46-taxa datasets and 126-taxa datasets.
Supplementary Figure 3: Unrooted network of the 36 taxa with captured loci resulting from the ASTRAL analysis.



