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Conclusion

• We extrapolated genome sizes by mapping the reads on the set of single copy genes in BUSCO plants. These genome sizes will be compared with species life traits and KO abundance profiles. Preliminary results show a strong correlation of genome size with the number of copies of histone genes.

• We showed that the clustering of the samples based on KO abundance is well related to the phylogeny. We identified functional signatures (i.e. specific gene family amplifications) for phylogenetic clades.

• We identified gene functions that are amplified in species sharing similar life traits (for instance R genes in trees). We are investigating gene functions that are correlated to life traits such as light in order to identify genome amplification events that may have allowed some plant lineages to adapt and colonize the stressful environments of high altitude.

Introduction

An intensive inventory and sampling of nearly all vascular plant species occurring in the Alps, a biodiversity hotspot harbouring 20% of the European flora was built in the course of the PhyloAlps project (http://phyloalps.org/). From a low coverage shotgun sequencing of genomic DNA (genome skimming), the aim was to assemble for each taxon the whole-chloroplast genome and nuclear ribosomal sequences, mainly for phylogenetic and evolutionary purposes. The study presented here aims at taking advantage of this high quality dataset by focusing on nuclear reads. 
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