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Figure S1 — Scheme of new data origin and methodology to obtain mitochondrial sequences from Next-Generation
Sequencing (NGS) and Transcriptomes data for phylogenomic analysis. a) DNA extraction of Endecous chape and E.

onthophagus using a Qiagen kit, performing NGS, and obtaining more than 1,000x of mitogenome coverage; b)



Mitochondrial sequences analysis applied in both Endecous and ten species with raw data available in NCBI. For NGS
data, assembling was performed using the GetOrganelle pipeline, and for Transcriptomes the MITGARD, then
annotation of the 13 PCGs was done with Mitofinder. Then the phylogenomic analysis of the infraorder Gryllidea was

compound with 12 species from this work and 37 with complete mitogenome from NCBI.



