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Supplemental Data 4.

Boxplots overlain with imputed values for all 32 of the traits included in this manuscript. Boxes
show the 1st and 3rd quatrtiles (i.e., 25th and 75th percentiles) and the horizontal line shows the
median. Whiskers extend to either the largest (upper whisker) or smallest (lower whisker) value
no further than 1.5x of the inter-quartile range (distance between the 1st and 3rd quartile).
Points show raw data, and any points that are beyond the whiskers represent outliers.
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SecBolts boxplots
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