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Sardine/BG2

2023 panel: key suggestions

P-values vs. magnitude of correlation coefficient
Extract more information from the genomic dataset by using more environmental
variables (not only SST)

Explore selection
Finding genetic structure in such a high-dispersal species means there is strong
selection (low genetic drift means fewer adaptive loci are stochastically lost)

Exome data vs. Genomic data
Generate more data using the more informative approach



Sardine/P5
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Sardine/P7

gINLAnd outliers =) STRUCTURE barplots
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Sardine/P7

gINLANd outliers 8 STRUCTURE barplots (tocprior)
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RDA2
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Migration rates (BA3-SNPs)
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