D N=250, r=1 '
B N=125,r=2 ]
B N=83,r=3 i
© W N=63,1=4 . m
o 7 ]
]
[
1 1
1
o | 1
(=] 1
I
< 1
~ ]
]
=+ 1
[=) ]
]
]
]
]
o] ]
= ]
]
]
]
o | L] v U L
(=]
oLs RR-BLUP oLs RR-BLUP
Plot h®=0.2 Plot h® = 0.6
q 7 C_O 5
- O N=167,r=1 i .
o N=100,r=2 |
B N=T1,r=3 ]
- ]
- B N=56,r=4 ' -
o | ]
]
]
]
]
@« | - I
[=] ]
[ —
< ]
had ]
]
= | ]
= ]
]
]
]
]
™~ ]
o ]
]
]
]
1
e | L] L L |
o
oLs RR-BLUP oLs RR-BLUP
Plot h” = 0.2 Ploth” = 0.6
S _
- D N=125,r=1 ' ( :1
O N=83, r=2 I
B N=63, =3 i
© W N=50,1=4 .
o 7 ] -
]
1
1
1
o | 1
(=] — 1
I
< 1
~ ]
]
=+ | ]
[=) ]
]
]
]
]
o] ]
= ]
]
]
]
o | L] ; L
(=]
oLs RR-BLUP oLs RR-BLUP
Plot h®=0.2 Plot h® = 0.6

Figure S2 Prediction accuracy (r,) for two statistical models as affected by tradeoffs between replication (r) and
population size (n) for various levels of relative genotyping costs (C) expressed in field plot equivalents. Total budget is
set to 250 field plot equivalents.
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