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We present a genome assembly from an individual female Solea solea (Linnaeus, 1758) (the common sole; Chordata; 
Actinopterigii; Pleuronectiformes; Soleidae). The genome sequence spans 643.80 megabases. Most of the assembly 
(97.81 %) is scaffolded into 21 chromosomal pseudomolecules. The mitochondrial genome has also been assembled 
and is 17.03 kilobases in length. Gene annotation of this assembly on Ensembl identified 21,646 protein-coding genes. 
We compare the common sole genome with Senegal sole Solea senegalensis and thickback sole Microchirus variegatus 
in a synteny, structural variation and phylogenetic analysis. This reference genome represents a valuable resource to 
understand the biology of common sole and teleost fishes, support conservation, fisheries management and a budding 
aquaculture industry. 
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