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Pangolins have become a central part of conservation action due to their notorious label of being the most trafficked wild mammal in the world. Novel comparative and population genomic research on all eight species across their global distributions are starting to shed light on their risk of extinction, evolution and population dynamics. These pieces of evidence through neutral markers are being put together to develop best conservation genetic practices for protecting these Evolutionarily Distinct and Globally Endangered (EDGE) species and their populations, including the identification and management of conservation units (CUs). However, to truly understand pangolin evolution and support conservation genetic practices (i.e. translocations and identification of CUs or admixed species) that are robust, studies on the adaptive genomic signature in pangolins are paramount. Here we propose a project with the aim of understanding the adaptation of pangolin species and their populations using both phylogenomic and population genomics approaches. The candidate will have access to already sequenced full genomes, extracted and aligned ± 3 200 orthologous genes, and mapped gene-capture data (670 loci at ± 35x depth) of around 900 individuals across the eight species. Gene-capture data include around 250 loci directly linked to genes found to be of adaptive importance in other species to environmental and biological variation. The candidate will use this already produced genomic data to identify and categorize genes and SNPs under selection at (i) a species level using shifts in substitutions of gene alignments (e.g. dN/dS ratios) and phylogenetic approaches (substitution rate variation) from genomes and orthologous genes, as well as (ii) a population level using outlier detection (e.g., Fst and association to gene characteristics) and genotype-environment associations (GEAs) from gene-capture data. The candidate will then explore the adaptation of key genes and provide conservation genetic guidelines for these EDGE species and their populations following these results.

Key skills we are looking for:
•        Background or experience in bioinformatics
•        Ability to work in Linux bash and/or R environments
•        Previous experience in analyses of selection and python scripting is advantageous
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