Supplementary Table 1. Number of segregating loci (ne) in a cross between evolved genotypes and the non-evolved ancestor, using the CW estimator (with and without the correction suggested by [Zeng 1992]) and the number of mutations fixed estimated by the maximum likelihood (ML) program.

	Cross
	ne based on CW estimator
	ne based on CW with correction
	# fixations estimated by ML program

	A
	0.42
	-0.16
	1

	B
	2.7
	4.42
	2

	C
	2.46
	3.92
	2

	D
	1.75
	2.5
	2

	E
	2.2
	3.4
	2

	F
	0.78
	0.57
	1

	G
	1.18
	1.37
	1

	H
	1.29
	1.58
	2

	I
	1.7
	2.39
	3

	J
	1.72
	2.39
	3

	K
	0.73
	0.46
	1

	L
	0.95
	0.9
	1

	M
	0.76
	0.5
	2

	N
	3.09
	5.18
	2

	O
	2.46
	3.92
	2


