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Abstract

There is the tendency to assume that endangered species have been both genetically and demographically healthier in
the past, so that any genetic erosion observed today was caused by their recent decline. The Iberian lynx (Lynx pardinus)
suffered a dramatic and continuous decline during the 20th century, and now shows extremely low genome- and species-
wide genetic diversity among other signs of genomic erosion. We analyze ancient (N¼ 10), historical (N¼ 245), and
contemporary (N¼ 172) samples with microsatellite and mitogenome data to reconstruct the species’ demography and
investigate patterns of genetic variation across space and time. Iberian lynx populations transitioned from low but
significantly higher genetic diversity than today and shallow geographical differentiation millennia ago, through a
structured metapopulation with varying levels of diversity during the last centuries, to two extremely genetically de-
pauperate and differentiated remnant populations by 2002. The historical subpopulations show varying extents of
genetic drift in relation to their recent size and time in isolation, but these do not predict whether the populations
persisted or went finally extinct. In conclusion, current genetic patterns were mainly shaped by genetic drift, supporting
the current admixture of the two genetic pools and calling for a comprehensive genetic management of the ongoing
conservation program. This study illustrates how a retrospective analysis of demographic and genetic patterns of
endangered species can shed light onto their evolutionary history and this, in turn, can inform conservation actions.
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