	[image: image1.png]




	 Research Networking Programmes      

	
	 

	
	


Short Visit Grant  FORMCHECKBOX 
 or Exchange Visit Grant  FORMCHECKBOX 
 
(please tick the relevant box)  
Scientific Report

The scientific report (WORD or PDF file – maximum of eight A4 pages) should be submitted online within one month of the event. It will be published on the ESF website.
Proposal Title: Conservation and evolutionary genomics of the Eurasian lynx

Application Reference N°: 6309
1) Purpose of the visit
Conservation genetics paradigm states that when an isolated population suffers a strong bottleneck it loses diversity, genetically differentiates from other populations and becomes more inbred. This may result in a decrease in the population adaptive potential and average fitness. Hundreds of studies have supported this paradigm, although limited by the use of just a few neutral molecular markers. New sequencing techniques (NGS) together with the reduction of prices are making possible the transition from conservation genetics to genomics, allowing to more accurately answer how not only the neutral but also the functional variation of the whole genome is affected by these random processes 

I am involved at present in the project of conservation genomics of the highly endangered Iberian lynx. We have generated a reference genome for the species and re-sequenced 10 additional Iberian lynx and one Eurasian lynx. In collaboration with other international teams, one in Poland and one in Denmark, we want to extend our population genomic studies in the Iberian lynx to the Eurasian lynx, the sister species. The Eurasian lynx has suffered a process of fragmentation in Europe that left a range of populations differing in genetic diversity and differentiation depending on the degrees of drift suffered.  

I am applying for a ConGenomics travel grant to meet our collaborator Cino Pertoldi in Denmark and write a project together about the Conservation Genomics of the Eurasian lynx.  We will also explore and discuss strategies and technologies to transfer genomic approaches to conservation practice and population monitoring.



2) Description of the work carried out during the visit
I spent two weeks in Cino Pertoldi's team discussing and writing a project to extend our current work on Iberian lynxes (Lynx pardina) to the Eurasian lynx (L. lynx). We want to take advantage of our large experience in studies of iberian lynx conservation genetics and the genomic resources we have already generated (the genome of the Iberian lynx and the resequencing of 10 additional and one Eurasian lynxes) to do a project on the conservation and evolutionary genomics of the Eurasian lynx, in colaboration with Dr. Pertoldi. The species is widely distributed in Eurasia, subdivided in populations. The conservation status of the populations differes from endangered to healthy, and live under very different ecological conditions. Our purpose is to study five different Eurasian lynx populations with different degrees of threaten and living under different ecological conditions for which samples have already been collected.
Secondly, I spent part of my visit refining and discussing the development of a SNP chip for the Iberian lynx, taking profit of the experience Dr. Pertoldi has in the subject.   

  
   
3) Description of the main results obtained

We have an advanced draft of a project on the conservation and evolutionary genomics of the Eurasian lynx. I have finished the desing of a SNP array for the iberian lynx that will be used in the management of the captive population. 


4) Future collaboration with host institution (if applicable)

I foresee to apply for a Marie Curie postdoctoral fellowship in Dr. Pertoldi's team.  
5) Projected publications / articles resulting or to result from the grant (ESF must be acknowledged in publications resulting from the grantee’s work in relation with the grant)
None
6) Other comments (if any)

