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Fast evolving recombination landscapes support a role of PRDM9 in
directing hotspot location in Salmon genomes

RAYNAUD M. (1), GAGNAIRE P-A.(1), GALTIER N.(1)
(1) ISEM, Univ Montpellier, CNRS, EPHE, IRD, Montpellier, France
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Limited enrichment of recombination rates at promoter-like features in Salmons, compared to the non-
PRDM9 teleost D. labrax. Recombination does not increase at transcription start and end sites (TSS/TES) and
in TSS in CpG islands (CGl), as in human and mice (on the left). On the contrary, the alternative mecanism
directing recombination sites in species lacking functional PRDM9 such as D. labrax (on the right, two
populations) targets these regions (as in birds, dogs, swordtail fish).
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Fine scale recombination landscapes. Recombination rates p are very heterogeneous along
chromosomes (~90% of the recombination in 20% of the genome) and concentrate into hotspots.
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