Supplementary Table S4. Microsatellite and SNP analysis of SALTAS broodstock families in which the sex-determining gene resides on Ssa06 (AS-4). Markers are arranged in order
corresponding to their placement on the female European Atlantic salmon linkage map (See Phillips et al. 2009 for nomenclature) www.asalbase.org. The seven families originally analyzed

are highlighted yellow.
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'Family (2009 year class where family ID's are given as XX, values below). ? Chromosome number shown in Ssa0X. *Number of offspring for which genotype/phenotype agreee / number of

offspring for which genotype/phenotype disagree. “LOD score corresponding to the ratio of correct genotype/phenotype matches:incorrect genotype/pheotype matches in a given family.
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