Notes

This repository contains raw data (and some processed output) used for the analyses contained in:

Goncalves da Silva et al. Genomic data suggest environmental drivers of fish population structure in the deep
sea; a case study for the orange roughy (Hoplostethus atlanticus). Journal of Applied Ecology. in press

The data is provided under a CC BY 4.0 License. A link to the full license is provided here:
https://creativecommons.org/licenses/by/4.0/legalcode

A human readable summary can be found here: hitps://creativecommons.org/licenses/by/4.0/

In short, you may use/share/adapt the data provided here as long as you give appropriate credit, provide a link
to the license, and indicate if any changes were made. NO WARRANTIES ARE GIVEN OR IMPLIED.

Please note that the population referred to as North Rockall inthe manuscript is variously coded as
Fran and Scotland inthe data below.

Raw data

e Genotyping 17marl4 Atlantic FinalReport.txt :Raw SNP calls produced with lllumina
GenomeStudio

Data tables

e orpg hwe le raw data.csv :Data frame of SNP data and samples for loci found to be in HWE and
LE

e orpg locus_status.csv : Oulier status call for each locus and method used
e orgp atlantic location.csv : Population locations and provenance.

Genepop formatted files

All loci in HEW and LE

e orpg all hwe le.gen :Alllocifound to be in HWE and LE across all sampled populations


https://creativecommons.org/licenses/by/4.0/legalcode
https://creativecommons.org/licenses/by/4.0/

Neutral loci

e any four neutral.gen :Lociidentified as neutral in at least one of the four methods to detect
selection

Outlier loci

e pcadapt southatlantic outliers.gen : Outlier loci identified with PCAdapt for the SA

populations

e pcadapt northatlantic outliers.gen : Outlier loci identified with PCAdapt for the NA
populations

e pcadapt all outliers.gen : Outlier loci identified with PCAdapt for the both NA and SA
populations

e Jlositan southatlantic outliers.gen : Outlier loci identified with Lositan for the SA populations

e Jlositan northatlantic outliers.gen : Outlier loci identified with Lositan for the NA populations

e lositan all outliers.gen : Outlier loci identified with Lositan for the both NA and SA populations

e bayescan southatlantic outliers.gen : Outlier loci identified with BayeScan for the SA
populations

e bayesan northatlantic_ outliers.gen : Outlier loci identified with BayeScan for the NA
populations

e bayescan all outliers.gen :Outlier loci identified with BayeScan for the both NA and SA
populations

e bayenv2 southatlantic outliers.gen :Outlier loci identified with Bayenv2 for the SA
populations

e bayenv2 northatlantic outliers.gen : Outlier loci identified with BayeScan for the NA
populations

e bayenv2 all outliers.gen : Outlier loci identified with Bayenv2 for the both NA and SA
populations



