Supplementary Figures for “Comparison of recombination rate, reference bias, and novel pangenomic
haplotypes across Cannabis sativa using seven de novo genome assemblies” by Stack et al.
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Supplementary Figure S1. Heatmap clustered by Jaccard similarity scores of 100 haplotypes from 50
chromosome-level phased C. sativa assemblies based on an autosomal 31-mer PanKmer index.
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Supplementary Figure S2. Alignment of Chr08 from haplotypes of ‘T)’s CBD’ and ‘FL 58’ showing large

structural variants in the first 20 Mb.
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Supplementary Figure S3. Heatmap clustered by Jaccard similarity scores of 120 haplotypes from 60
phased C. sativa assemblies based on a whole-genome 31-mer PanKmer index.




