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= METHODS

With powerful transcriptomic (RNA-seq) approaches

INTRODUCTION

Recurrent origins are widespread among polyploids. we are screening the genome-wide natural diversity
These can produce a multitude of genetically and ecologically distinct populations. among ecologically-divergent, sibling allopolyploids.
As their multiple origins provide natural replicates, sibling allopolyploids are Individuals where grown in common gardens for
excellent models to uncover mechanisms of adaptation to divergent environments, two years in order to remove any environmental factors

which are assumed to lead to diversification and biodiversity increase. due to the collection season.
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APPROACH FOR READ CLASSIFICATION

» Hybridization is observed in sympatry and D.traunsteineri forms two distinct genetic groups.

> D.traunsteineri grows in poorer soils than D.majlis and is massively enriched
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in photosynthesis related functions.

Classify reads into |
parentlal sub-genomes
using dianotic SNPs
called between diploids.

> Constraints are observed in the patterns of dominance between sister polyploids.

Alternative expression /t

> Similar selective forces are shapping both sub-genomes in both sister polyploids. |
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> General patterns of parental dominance are in opposite directions between sister polyploids
and shape their ecological divergence.
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