RAD-Seq: A Powerful New Tool for Next Generation Applications
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¢ Large datasets produced can be noisy

Comparing RAD-Seq with Microsattelite Approaches: Case Study: Clonal patterns of a highly inbred endangered killifish

icrosatellite are tracts of DNA containing 2-8 bp motifs typically repeated 5-50
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M icrosatellites are also often specific to the population in which they were devel-
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