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The legend for Fig 1 is incorrect. Please read the corrected legend below:
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Fig 1. Mean accuracies of cross-validation for prediction of grain yield (Kg/ha) (top row), flowering time (days to 50% flowering) (middle row), and
plant height (cm) (bottom row) in the 2012 dry season, using 10 selections of SNP subsets either distributed evenly throughout the genome (left
column) or chosen at random (right column) and five different statistical methods, error bars constructed using 1 standard error from themean.
The training population consisted of data from years 2009–2011, both seasons per year.
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