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1 0.053 5 0.00 0.00 0.00 1.00 0.07 0.27 0.76 0.74 0.94 0.90 0.83 0.83 0.00 0.00 0.00 0.00 0.00 0.00 1.05
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1 0.051 16 0.00 0.00 0.00 0.00 0.00 0.00 0.91 0.78 0.96 0.94 0,84 0.90 0.00 0.00 0.00 0.00 0.00 0.00 1.05
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*No calls were assigned at 7 different loci in this sample due to bad spectrum (non-predictable variation in peak height)
