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FIGURE S3. Comparative mapping between the turbot map and the five model teleost genomes. Turbot linkage groups: LG1-LG24; stickleback (Gac), Tetraodon (Tni), Medaka (Ola), Fugu
(Tru) and zebrafish (Dre). Markers yielding significant matches against at least one model fish genome are ordered on the left of each turbot linkage group (framework markers in boldface,
markers at LOD<3.0 in normal type and accessory markers in italic type; see Figure 1 and Table S1). Details on similarity matches against each model genome are recorded as either the
number of the specific chromosome or as the code of the unallocated genomic regions of the model species: (sc) stickleback or medaka scaffolds, (uc) medaka ultracontigs, (un) unrandom
genomic or unassigned chromosomal sequences of Tetraodon and fugu. The significant unique hits under E< 10-° threshold are presented in boldface type; the remaining at E < 10'1%in italic
type.
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