Figure S1. The distributions of the major repeat types in the Lychnis kiusiana transcriptome.
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Figure S2. Box plots of the sizes of different repeat motifs. The box represents values between quartiles,
solid lines extend to minimum and maximum values, outliers are shown as circles and horizontal lines in
boxes show median values.
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Figure S3. Box plots of the sizes of different repeat motifs in different genic regions. The box
represents values between quartiles, solid lines extend to minimum and maximum values, outliers are shown
as circles and horizontal lines in boxes show median values.
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Figure S4. Linkage Disequilibrium (LD) map for the 25 transcriptomic SSR markers. Shading is based on
the LD test statistic. White are significant at the p < 0.05 level after Bonferroni correction for 300 pairwise tests.




