Table S6. Scaffolds from the field pennycress assembly were aligned to conserved genes using BUSCO method.
	Species
	Genome Size
	BUSCO annotation assessment results

	Field pennycress
	527.15Mb
	C: 95.9% [D:16%], F:1.4%, M:2.1%, n:1440


C: Complete Single-Copy BUSCOs 
D: Complete Duplicated BUSCOs
F: Fragmented BUSCOs
M: Missing BUSCOs
n: Total BUSCO groups searched
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