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The data is factorial, based on the sampling sites or on the host-plant strains.

sfC and sfR are host-plant strains, meaning that these two groups have a different preference in host-plant.

MS and PR are groups sampled from Mississippi and Puerto Rico. These two groups have different levels of insecticide resistance.

We collected samples at the larval stage. To remove contaminants, we raised the larvae to adults, and we extracted gDNA from the
thorax.

We collected samples based on randomization. And we used all samples available.

We collected samples from crop fields by hand. The collection was performed by Carlos Blanco for another study (Blanco, C. A. et al.
Susceptibility of isofamilies of Spodoptera frugiperda (Lepidoptera: Noctuidae) to Cry1Ac and Cry1Fa proteins of Bacillus
thuringiensis. Southwestern Entomologist 35, 409–416 (2010)), and we re-used remaining samples for this study.

Sampling from Puerto Rico was performed at Santa Isabel on 8th-Oct-2009. Sampling from Mississippi was performed at Stoneville on
2nd-Oct-2009. The sampling was performed for another study, which aims at studying Bt-resistance (Blanco, C. A. et al. Susceptibility
of isofamilies of Spodoptera frugiperda (Lepidoptera: Noctuidae) to Cry1Ac and Cry1Fa proteins of Bacillus thuringiensis.
Southwestern Entomologist 35, 409–416 (2010)). However, we can re-use it to study chemical resistance in this study as well because
differential resistance to chemical resistance was demonstrated in our analysis.

We did not exclude any samples.

gDNA is still available from all the samples used in this study. Therefore, we can re-generate all resequencing data as well.

We allocated samples to MS and PR according to sampling sites.

In addition, we allocated samples to sfC and sfR from mitochondrial markers.

In order to test the effect of grouping, we randomly generated two groups with 1000 replications to test if the observed difference
between groups can be explained by chance.

Sampling was performed corn fields.

Santa Isabel (Puerto Rico) and Stoneville (Mississippi).

The access was provided from co-authors in this paper: Blanco, C. A. et al. Susceptibility of isofamilies of Spodoptera frugiperda
(Lepidoptera: Noctuidae) to Cry1Ac and Cry1Fa proteins of Bacillus thuringiensis. Southwestern Entomologist 35, 409–416 (2010).

As the sampling was performed 2009, Nagoya protocol is not applicable.

We are not aware of any disturbance.




