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complementary information. We compare SNPs from represen-

tative populations originating from throughout the range of

Chinook salmon to equivalent data from allozymes and Assay Name Locus description Published assay type
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described in the literature The genotyping assays used for this study utilize the 5-exonuclease activity - 85 : loci (Table 1).
provide information potentially of DNA polymerase to digest allele-specific probes in the course of the
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Conversion of genetic markers from PCR-RFLP, DNA sequencing and DGGE to high-throughput SNP
genotyping assays was successful. These SNP assays are cheaper and faster to run than genetic
markers presently being used for stock structure analyses (Fig 7). Further, since the required number
of individuals in baseline samples increases with increasing numbers of alleles per locus, SNP
procedure™. baselines should be relatively smaller and thus cheaper to produce.

A second advantage of SNP markers over microsatellites and allozymes is that SNP data are discrete
. . . Microsatellites Bistraya (nucleotide bases) rather than continuous (relative mobilities). This allows immediate standardization
Flg 1. AIIozyme and microsatellite alleles both of SNP allele definitions among laboratories, an exercise that has proven difficult and expensive (in

distinguished known Iineages of Chinook salmon some cases prohibitively so) in multi-agency studies of microsatellite and allozyme variation.
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Allele frequencies for ~ MethowSp |Tog|ak Mean genetic distance and F, estimates were higher for SNPs than for the other two loci (Fig 6),
Allete SMEP-1, Fst =0.45 an allozyme locus (1a) srosedadt reflecting the fact that SNP loci were chosen based on a priori knowledge of their information content.
and a microsatellite |
locus (1b). - - . 5 Patterns of variation revealed by the three marker types were largely concordant (Fig 5). The correla-
Populations (x-axis) tion was higher between allozymes and SNPs (r?=0.57) than between either allozymes and
correspond to those microsatellites (r?=0.35) or between SNPs and microsatellites (r?=0.23). All correlations were highly
shown in Fig 4. The “beschutesr significant (P<0.01)
size of each bubble
represents the Given that the time and monetary requirements for running SNP genotyping assays are low relative to
frequency of the Fig 3. Rapid analysis of raw SNP data other classes of genetic markers and that a wealth of previously described polymorphisms may be
corresponding allele. SNP Bistraya accessed using these new technologies, it is likely that SNPs will become increasingly important tools

Colors indicate larger ) S . for population genetic studies in fisheries.
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