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Figure S12. Correlation analysis of plastome transfer to nuclear genomic regions. (a). The length

proportion of the plastome transfer to genic regions on each chromosome in O. sativa. (b). The
length proportion of the plastome transfer to genic regions on each chromosome in A. thaliana. (¢).
The total number of TEs of plastome transferred to genic regions in O. sativa. (d). The total number
of TEs of plastome transferred to genic regions in A. thaliana. (e). Intersection statistics of the length
proportion of TEs of plastome transferred to genic regions in O. sativa. (f). Intersection statistics of
the number of TEs of plastome transferred to genic regions in O. sativa. (g). Intersection statistics
of the length proportion of TEs of plastome transferred to genic regions of A. thaliana. (h).
Intersection statistics of the number of TEs of plastome transferred to genic regions of A. thaliana.



