
2. Sequencing of the host and the symbiont individuals

3a. Inferences of population structure 
and past demographic history for each species

4a. Selection scans, 
integrating inferences from 3a and/or 3b

3b. Inferences of co-demographic histories

5a. Co-GWAs, cross-species association index 
to identify genes under significant association
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Time (depends on species
life cycle)

1. Hierarchical sampling design in space and, when possible, time

Habitat
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4b. Detection of genes showing outlier 
allele frequencies under coevolution 

Genome species 1 
Genome species 2

5b. Co-expression the host and symbionts and
regulatory networks involved, & functional assays 

Full genomes,
SNPs, CNVs

Full genomes,
targeted sequenced genes
e.g., nucleotide-binding 

leucine-rich repeat or e�ectors RNAseq, dual-RNAseq,
proteomics
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