
FigS1. Genome size estimation using flow cytometry. Histogram of fluorescence 
intensity for nuclei isolated from the internal reference Oryza sativa ssp. japonica 
(up) and CSLZ (down). 



FigS2. Heatmap of the intensity signal of Hi-C chromosome interactions (bin=200 kb)



FigS3. BUSCO assessment results for CSLZ and other cannabis genomes
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FigS4. Chromosome low-complexity (redundancy) map using different 
memories. The green color stands for the identification of LCRs using a setup 
of a model that uses the full memory, while the red color uses a memory of p = 
5,000 symbols. In the map, the regions with the red color overlap the green; 
therefore, regions marked with red are also green, and the green regions that 
are visible stand for low complexity related to distant patterns.



FigS5. Linear visualization of structural variants and gene synteny at the GERD 
and OSC loci.
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FigS6. Linear visualization of structural variants and gene synteny at the 
GERD_hapA loci. INS: insertion in query, DEL: deletion in query, HDR: highly 
diverged regions, SYNAL: alignment in syntenic region.



FigS7. Pairwise sequence alignment between GERD_HapA and GERD_HapB.



FigS8. Correlation analysis between roots, stem xylem, stem phloem, leaves, 
female flowers (without trichomes), and glandular trichomes.
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FigS9. Differences in HCT expression and promoter region in different 
haplotypes.



FigS10. Domains of SlEXPA12, EXPA12_hapA and EXPA12_hapB.


