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Supplemental Figure S6. Direct comparison of the Kim genome and the Thompson genome. (4) SVs in the Kim genome
with the Thompson genome as a reference. (B) Length of SVs in the Kim genome. (C-H) Distribution of unaligned bases.
(I) Comparing SVs found in the Thompson genome and the Kim genome. ‘Subset’ case means an SV from one genome
are completely included within an SV of the other genome, and the ‘intersection’ case means that the two SVs partially
overlap each other.



