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Introduction

An intensive inventory and sampling of nearly all vascular plant species {Polypodiidae (49) Clusters of orthologous genes

occurring in the Alps, a biodiversity hotspot harbouring 20% of the Pteridophytes - KOl ~ KOZ N KO3

European flora was built in the course of the PhyloAlps project | == Acrogymnospermae (14) —

(http://phyloalps.org/). From a low coverage shotgun sequencing of _— —— e ——
- . : : : 5 - —— ——

genomic DNA (genome skimming), the aim was t.o assemble for each Commenilids . JRS = )L

taxon the whole-chloroplast genome and nuclear ribosomal sequences, consensus

1567 (other) monocots protein seq

mainly for phylogenetic and evolutionary purposes. The study —
presented here aims at taking advantage of this high quality dataset by
focusing on nuclear reads. — 293
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Use of ave rage depth on BUSCO protelns to 0 ‘Instance R genes in trees). We are investigating gene functions that are correlated to life

extrapolate genome size for all samples traits such as light in order to identify genome ampilification events that may have allowed

some plant lineages to adapt and colonize the stressful environments of high altitude.
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