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  European mink (Mustela lutreola) reference genome and population genomics A. Mouton, C. Fournier-Chambrillon, P. Fournier J. Skorupski , P. Śmietana , B. Vacherie , T. Guérin , E. Payen, L. Bertrand, G. Magdelenat, B. Mairey, C. Hamon, M. Leprêtre, N. Martins, E. Brun, O. Beluche, S. Lebled, C. Milani, B. Istace, C. Belser, K. Labadie, C. Cruaud, P. H. Oliveira, J.M. Aury, P. Wincker, M. Põdra, M. Gerbault-Seureau, I. Marchand, M. Marinov, T. Maran, C. Bellanger, B. Bed'Hom J. Michaux Mouton Alice, University of Liege 34th European Mustelid Colloquium September 2022 • February 2006 : skin biopsy taken from a male captured by GREGE in SW France, in the framework of PNA (National Action Plan) • Sent to MNHN (National Museum of Natural History, Paris) for establishment of cell culture in flasks • March 2006 : cryopreservation in liquid nitrogen (-196°C) of cryotubes containing mink cells ("suspended life") https://www.erga-biodiversity.eu/ Reference genome : ERGA pilot project • ERGA (European Reference Genome Atlas) Pilot projet European mink selected as a critically endangered species • June 2021 : New cell cultures initiated from samples cryopreserved in 2006 Control of karyotype, barcode • July 2021 : 27 million cells produced and transferred at Genoscope (sequencing center) for : o DNA & RNA extraction o sequencing (long reads, short reads, Hi-C…) o genome assembly • Mars 2022 : Assembly v1 • May 2022 : Assembly v2 European mink karyotype (2N=38) Bertrand Bed'hom (MNH Paris) https://www.erga-biodiversity.eu/pilot-project Main threats: habitat loss and fragmentation, road collision, animal bites, confusion with american mink, rat poison. • Current distribution into three isolated areas • High risk of inbreeding depression in western Europe (~ 500 individuals estimated) => Level of genomic diversity in Europe? Using 3RAD and Whole-genome resequencing • large sets of markers that increase the ability to detect and quantify genetic variation in the population • Identify chromosomal tracts of ancestry • Demographic modeling • Deleterious mutation
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