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Supplementary Figure S1. (A,B) In Figure A and B, we display the user candidate gene analysis
visualizations. (A) This figure displays a marginal plot with the histogram plot in blue showing
the frequency distribution of the selected gene features (three-prime UTR length) of all maize
genes along with the single candidate gene highlighted in green. This plot will enable the user to
easily identify where their candidate gene lies among the other maize genes for the selected feature.
(B) This is the MFS candidate gene univariate analysis in the form of histogram plot. The colors
and the legends in the plot indicate the candidate genes and the downsampled other maize genes.
In addition to the graph, to increase the interpretability of the data, we have also included p-values,
mean and standard deviations of the selected datasets. For details on the interpretation of the plots,
see (https://mfs.maizegdb.org/user_Structure).
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