Table S3. Easy-Prime parameter specification.

	Parameter
	Default values
	References

	PBS_length
	[10,15]
	13nt1, 12-14nt2

	RTT_length
	[10,20], up to 50nt if not found, step size = 5
	10-16nt1, 10-20nt2

	ngRNA_pos (nicking distance)
	[0-100], up to 150nt if not found, step size = 20
	50nt1, 0-100nt2

	Target_end_flank (downstream homology)
	Minimum 5 nt
	Minimum 5 nt2

	Target_pos
	[0-10], up to 30 if not found, step size = 5
	98% data fall in this range (n=477)1

	PAM disruption
	Choose a pegRNA that disrupts the PAM sequence when possible
	Recommend PAM disruption whenever possible1
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