0 0
tg 1 | ) ) tg _5\ ‘\":.8 05
@ ///“ @ @
0 10 A
0 200 400 600 0 200 400 600 0 200 400 600
t t t
0 0 1
3 2 3 -2 © o5
« =Y oo
4 4 0
0 200 400 600 0 200 400 600 0 200 400 600
t t
0 0 1
R ° o5 N 05
o &Y =
2 -1 0
0 200 400 600 0 200 400 600 0 200 400 600
t t
0 0 1
. \ = =
@g -1 S~ 3 -05 5 05
2 1 0
0 200 400 600 0 200 400 600 0 200 400 600
t

Figure S2 QTLMAS2009 data: estimated trends of genetic effects for the 12 selected markers by using VBfun

which assumed the AR(1) residual covariance structure in the model.
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