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corrigendum

Contemporary fisherian
life-history evolution in
small salmonid populations

Mikko T. Koskinen, Thrond 0. Haugen & Craig R. Primmer

Nature 419, 826-830 (2002).

The neutrality test equation applied in this Letter (F=
(NeaéB)/(hzazGWt)) was incorrect: the correct equation is F=
(NeoZp)/(0&t). Consequently, the numbers in the right three
columns of the original Table 1 are wrong (corrected below). In
addition, some variance estimates in Table 1 and some values of
Fig. 2 were reported incorrectly (the entire correct Table 1 and the
correct Fig. 2 are available from the authors). These errors do not
affect our conclusion that the populations evolved predominantly
as a result of natural selection. We thank W. G. Hill for bringing

these errors to our attention. O
Table 1
Trait Pairwise comparison Fi, o P Ne (sign)
Length at termination (mm) Les-Ht 37.7 o 2.5
Les-Aur 0.78 0.38 272
Ht—Aur 8.63 . 17.7
Yolk-sac volume (mm®) Les-Ht 29.0 e 3.21
Les-Aur 59.2 o 3.59
Ht-Aur 3.17 0.07 48.3
Growth rate (mm/AD) Les-Ht 20.5 o 4.55
Les-Aur 6.31 * 33.7
Ht—Aur 41.5 o 3.68
Survival (%) Les-Ht 5.90 * 15.8
Les-Aur 3.13 0.08 68.0
Ht-Aur 1.20 0.27 128
Incubation time (days) Les-Ht 4.02 * 23.1
Les-Aur 1.56x 1077  >0.99 1.36x 10°
Ht—Aur 7.82 o 19.5
Swim-up length (mm) Les-Ht 0.26 0.61 363
Les—-Aur 0.04 0.84 5.79x10°
Ht-Aur 2.73x107® >0.99 5.60x 10°
Hatching length (mm) Les—Ht 1.46x 1078 >0.99 6.38x 10°
Les-Aur 0.78 0.38 274
Ht-Aur 216x10°% >099 7.07x10°
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