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Methods
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ChIP-seq

Flow cytometry

MRI-based neuroimaging

The genome sequencing reads, RNA-seq reads, and the genome assembly for Gryllus bimaculatus were submitted to DDBJ and to NCBI under the accession number
(PRJDB10609). The genome assembly and annotations can also be accessed and browsed at http://gbimaculatusgenome.rc.fas.harvard.edu.

We sequenced, assembled and annotated the Gryllus bimaculatus genome, and annotated the genome of the Hawaiian cricket
Laupala kohalensis. We compared these two cricket genomes with those of 14 additional insects to obtain information regarding to
the genome evolution of insects.

Gryllus bimaculatus white-eyed mutant strain was reared at Tokushima University, at 29±1 !C and 30-50% humidity under a 10-h
light, 14-h dark photoperiod.

Testes of a single male adult of the G. bimaculatus white-eyed mutant strain were used for DNA isolation and short-read sequencing.
We used DNA from testes of an additional single individual to make a long read PacBio sequencing library for to close gaps closing in
the genome assembly.

TI and AT conducted sequencing by HiSeq and assembling short reads using the Platanus assembler. ST, YI, TW, MF and YM
conducted DNA isolation, and gap closing of contigs.

Two male specimens were collected from the same colony.

No data was excluded from analysis.

All raw data is available at public databases, and bioinformatic scripts available at GitHub for reproducing the analysis.

Two random male specimens were obtained from a large colony of white-eye mutants.

No blinding was applied in this study, this technique does not apply to our study.




