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Supplemental Table S2. Proportion of markers exhibiting segregation ratio distortion (P = 0.05) summarized per linkage group (LG) and parental map (total). 

	
	LG1
	LG2
	LG3
	LG4
	LG5
	LG6
	LG7
	LG8
	LG9
	LG10
	LG11
	Total

	E. grandis BC parent
E. grandis hybrid
E. urophylla hybrid
E. urophylla BC parent
	21.3
23.6
19.5
19.4
	22.9
31.8
18.3
25.2
	32.7
36.2
40.1
38.4
	29.8
21.5
8.8
20.6
	39.4
62.6
40.5
66.6
	24.7
15.0
55.7
24.7
	25.8
39.3
74.7
67.4
	15.7
15.3
28.4
52.2
	36.1
44.6
5.6
19.0
	40.4
40.9
20.7
22.5
	25.6
27.7
33.6
21.9
	27.5
32.3
32.1
36.3


a A total of 31.1% and 35.5% of the DArT markers showed significant (P = 0.05) segregation distortion in the E. grandis and E. urophylla BC families, respectively. 

