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Abstract

Background: A number of studies have measured selection in nature to understand how populations adapt to
their environment; however, the temporal dynamics of selection are rarely investigated. The aim of this study was
to assess the temporal variation in selection by comparing the mode, direction and strength of selection on fitness-
related traits between two cohorts of coho salmon (Oncorhynchus kisutch). Specifically, we quantified individual
reproductive success and examined selection on date of return and body length in a wild population at Big Beef
Creek, Washington (USA).

Results: Reproductive success and the mode, direction and strength of selection on date of return and body
length differed between two cohorts sampled in 2006 and 2007. Adults of the first brood year had greater success
over those of the second. In 2006, disruptive selection favored early and late returning individuals in 2-year-old
males, and earlier returning 3-year-old males had higher fitness. No evidence of selection on date of return was
detected in females. In 2007, selection on date of return was not observed in males of either age class, but
stabilizing selection on date of return was observed in females. No selection on body length was detected in males
of both age classes in 2006, and large size was associated with higher fitness in females. In 2007, selection favored
larger size in 3-year-old males and intermediate size in females. Correlational selection between date of return and
body length was observed only in 2-year-old males in 2006.

Conclusions: We found evidence of selection on body length and date of return to the spawning ground, both of
which are important fitness-related traits in salmonid species, but this selection varied over time. Fluctuation in the
mode, direction and strength of selection between two cohorts was likely to be due to factors such as changes in
precipitation, occurrence of catastrophic events (flooding), the proportion of younger- versus older-maturing males,
sex ratio and densities of spawners.

Keywords: Selection, Temporal variation, Evolution, Environmental variation, Lifetime reproductive success,
Oncorhynchus kisutch
Background
A number of studies have measured selection in nature
in an effort to understand how populations adapt to
their environment over time [1,2]. Reviews collating the
estimates of selection in natural populations have
debated their magnitude, mode and temporal stability
[1-7]. However, generalizations have been limited be-
cause many of the studies lacked temporal replication,
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reproduction in any medium, provided the or
comprised small sample sizes that reduced their statis-
tical power to detect selection, or measured fitness com-
ponents instead of total fitness [5,7]. Nonetheless, two
patterns that do emerge are that phenotypic selection is
often strong enough to cause evolutionary changes in
relatively few generations, and that directional selection
frequently prevails over stabilizing or disruptive selection
[4,7]. Several factors may interact to reduce response to
directional selection [2], including the fact that selection
can vary in strength, direction and mode over time [1,8].
Studies indicate that temporal changes in selection are

attributable to variation in environmental and ecological
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factors, such as changes in climate, sex ratio or density
[1,8,9]. Long-term investigation into patterns of selection
provides insight into how phenotypic variation in
fitness-related traits is maintained, and how populations
adapt to variable environmental conditions [1]. Such in-
formation also allows predictions on whether and how
populations evolve in response to human perturbations,
thus facilitating effective conservation and management
of exploited species [10-13].
Salmonid fishes provide an ideal study system to study

temporal changes in selection. These species are philo-
patric; in principle, it is possible to sample an entire
population at maturity, and the assessment of lifetime
reproductive success can be used to accurately measure
selection [14,15]. Also, several life history traits have
been shown to be under selection in these species [16-
21]. For example, several studies have demonstrated that
return timing in salmon is often linked to fitness and
responds to selection [17-20]. Variability in this trait is
typically affected by environmental conditions such as
rainfall, temperature or flow regime of their natal river,
all of which tend to fluctuate annually [15]. Despite such
fluctuations, however, the earlier return of males to the
spawning grounds (“protandry”) is commonly reported
in salmonids [22]. This behavior may maximize mating
opportunities in males, as females may not be reproduc-
tively active later in the season [15]. However, protan-
drous arrival may not always be beneficial, as its fitness
advantages depend on factors such as female availability,
the number of competitors present or post-arrival mor-
tality [23].
Body size in salmonids is also an example of a trait

that is acted upon by selection and might be linked to
fitness [18-20,24-26]. Male salmon exhibit high variabil-
ity in size at maturity, and such variation results in sev-
eral alternative tactics to achieve fertilization [15,24,27-
31]. Age at maturity is also linked to size variation; smal-
ler, younger-maturing males may adopt sneaking to gain
access to spawning females [24,27,28]. On the other
hand, large, late-maturating males may engage in fight-
ing and outcompete smaller males to gain access to
spawning females [24,27]. In female salmon, variability
in size and age tends to be smaller than in males, and
studies suggest that large body size may increase their
reproductive success [24,32-42].
Within the salmonids, coho salmon (Oncorhynchus

kisutch) provides a simple study subject for studies on
the effect of selection because it is strictly anadromous,
and has shorter generation time and simpler age struc-
ture compared to most other salmonids; this species typ-
ically returns from the ocean at three years of age, while
some younger-maturing males, “jacks,” return at two
years [15]. Like most Oncorhynchus, this species is
semelparous [15]; thus, there are no repeat spawners
that may hinder precise separation of parental and off-
spring generations, which could further complicate the
assessment of the magnitude and mode of selection
based on estimates of individual reproductive success.
The aim of this study was to investigate the temporal

variation in selection by comparing the mode, direction
and strength of selection on fitness related traits be-
tween two cohorts of wild coho salmon. Here, we fol-
lowed the convention of Siepielski et al. [1] and defined
the dynamics of temporal variation in selection as “the
interannual differences in selection on a given trait
within a population.” Specifically, we examined selection
on date of return and body length in the wild population
at Big Beef Creek, Washington. Information obtained
was used to illustrate how selection operates in nature
and to provide insights into the temporal dynamics of
selection. Pedigree reconstruction based on 11 highly
polymorphic DNA microsatellite loci was conducted
using more than 3000 individuals, and lifetime repro-
ductive success of two parental brood years was quanti-
fied. Younger- and older-maturing males of this species
exhibit alternative tactics to maximize reproductive suc-
cess (sneaking versus fighting). Therefore, the mode, dir-
ection and strength of selection acting on males of two
age classes and females of a single age class were esti-
mated separately. Estimated selection in this study are
the results of both natural and sexual selection, as selec-
tion estimates were obtained from regression analyses
with lifetime reproductive success as a fitness measure.

Results
Characteristics of sampled fish
A total of 3512 returning adults were sampled from
2006 to 2010. On December 3rd in 2007, an atypically
large flood breached the weir, possibly allowing some
late returning adults to enter the stream unsampled. A
total of 1678 individuals were sampled in 2006 and
2007; these were considered candidate parents. In 2008
to 2010, 1834 individuals were sampled; 1240 individuals
were likely to be the offspring of the individuals col-
lected in 2006 and 2007, as 3-year-old individuals
sampled in 2008 (n = 423) and 2-year-old individuals
sampled in 2010 (n = 171) were candidate offspring of
individuals returning in 2005 and 2008, respectively.
However, all individuals collected were genotyped and
included in the analyses.
The number of fish returning in 2007 (n = 1177) was

greater than that in 2006 (n = 501; Table 1). The sex
ratio (male: female) was greater in 2006 (1.2) than in
2007 (0.8; Table 1). There were consistently more males
present in 2006, whereas the male to female sex ratio
remained low for the majority of the season in 2007
(Additional file 1). In 2006, the proportion of 2- to 3-
year-old males was 0.6:1, but this ratio decreased to



Table 1 Summary of phenotypic information and reproductive success

Year Sex Age N Sex Ratiomale/female Ratio2-year-old/3-year-old male Mean calendar day (days) Mean length (cm) Mean RS Variance RS

2006 Male 2 104 1.17 0.63 310 (6.20) 34.15 (3.60) 0.69 3.75

Male 3 166 312 (7.93) 66.57 (7.51) 2.69 20.18

Female 3 231 NA 313 (10.58) 65.48 (5.40) 2.31 14.98

2007 Male 2 30 0.83 0.06 299 (10.26) 31.56 (3.70) 0.13 0.12

Male 3 504 296 (11.19) 58.88 (7.66) 0.11 0.17

Female 3 643 NA 299 (11.23) 59.20 (5.50) 0.10 0.15

Number of individuals (N), sex ratio, ratio of 2-year-old to 3-year-old males, date of return, body length, reproductive success (RS). One standard deviation is
shown in parentheses.

Table 2 Summary of the parentage analysis

Year Both Parents Father Only Mother Only No Parents Total

2006 470 47 33 430 980

2007 46 14 5 186 251

Number of offspring that were assigned to both parents, to a father only, to a
mother only, or to no parents for the 2006 and 2007 cohort.
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0.06:1 in 2007 (Table 1). The date of return differed be-
tween the two years; individuals arrived from November
2nd to December 15th in 2006, but arrived earlier from
October 1st to November 20th in 2007. The mean date of
return by sex ranged from November 6th (males) to 9th

(females) in 2006, and from October 23rd (males) to 26th

(females) in 2007 (Table 1). Individuals tended to be
smaller in 2007 (Table 1).

Population genetic statistics
Genotyping error rate was small, with the error rate per
locus ranging from 0 to 1.0% (Additional file 2). Across
years, no consistent presence of null alleles was detected
in all loci, and no large allele dropout or accidental scor-
ing of stuttering were detected. 99.1% of the collected
samples (3481 individuals) were successfully genotyped
at more than 10 loci, and 99.8% of the collected samples
(3507 individuals) were successfully genotyped at more
than 6 loci. All loci were moderately to highly poly-
morphic, with the number of alleles ranging from 9 to
45 and observed heterozygosity ranging from 0.73 to
0.96 (Additional file 3). Among 55 tests (11 loci in each
year from 2006–2010), significant deviation from Hardy-
Weinberg equilibrium was observed in 25 tests (Add-
itional file 3). Such results may be due to the large sam-
ple sizes in 2007 and 2009; however, observed and
expected heterozygosity was similar across all loci in all
years (Additional file 3). FIS values tended to be small,
ranging from −0.03 to 0.07 across all loci in all years
(Additional file 3).

Parentage analysis
The exclusion probabilities for two-parent and single-
parent assignments were > 0.99999 according to
FRANz, indicating that the microsatellite dataset pro-
vided sufficient power to perform parentage analyses.
Results from the tests on the error in our parentage as-
signment suggest that our error in assigning parents was
between 1.7% and 3.6%. Specifically, when pedigree re-
construction was performed with individuals sampled in
2006 as candidate parents and individuals sampled in
2007 as candidate offspring, 3.6% of the assignments (84
out of 2354 assignments) calculated by FRANz had
greater than 99% posterior probability. When pedigree
reconstruction was performed with individuals sampled
in 2007 as candidate parents and individuals sampled in
2006 as candidate offspring, 3.3% of the assignments (33
out of 1002 assignments) calculated by FRANz had more
than 99% posterior probability. Assignments with more
than 99% probability obtained by FRANz were compared
with assignments obtained by COLONY for the 2006
brood year, and 1.7% of mismatches in assignments were
observed (25 out of 1490 assignments).
Among 980 returning individuals that could be the off-

spring of adults returning in 2006, 470 individuals
(48.0%) were assigned to both parents, 47 individuals
were assigned to a father only (4.8%), 33 individuals were
assigned to a mother only (3.4%), and 430 individuals
(43.9%) were not assigned to any parents (Table 2).
Among 251 returning individuals that could be the off-
spring of adults returning in 2007, 46 individuals (18.3%)
were assigned to both parents, 14 individuals were
assigned to a father only (5.6%), 5 individuals were
assigned to a mother only (2.0%), and 186 individuals
(74.1%) were not assigned to any parents (Table 2).
Among a total of 516 individuals that had both parents
assigned, 7 individuals were assigned to parents that
were sampled across different years (in 2006 or 2007).
Given that such matings were impossible, further ana-
lyses were performed with and without these assign-
ments. Because the results and their significance did not
differ, these assignments were excluded from further
analyses.
The majority of the population produced no or few

offspring in both brood years, while some individuals
produced a large number of offspring (Figure 1). In
2006, 71.2% of 2-year-old males, 42.8% of 3-year-old
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Figure 1 Reproductive success (RS) of (a) 2006 and (b) 2007 parental cohorts of coho salmon. The number of adult offspring produced by
3-year-old males (black), 2-year old males (gray) and females (white). Results are displayed as the proportion of parents producing a given
number of adult offspring.
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males and 47.6% of females produced no returning adult
offspring. In 2007, 86.7% of 2-year-old males, 92.3% of
3-year-old males and 92.2% of females produced no
returning adult offspring. Average reproductive success
in all three groups was higher for the 2006 brood year
than the 2007 brood year (Table 1). However, a signifi-
cant difference in reproductive success between 2006
and 2007 was only detected in 3-year-old males and
females (3-year-old males; Mann–Whitney U-test, P <
0.001; females; Mann–Whitney U-test, P < 0.001), and
no such difference was detected in 2-year-old males
(Mann–Whitney U-test, P = 0.052).

Selection analysis
Date of return
In the 2006 brood year, a positive quadratic selection
gradient (P < 0.001) on return timing was observed in
2-year-old males, indicating that disruptive selection
favored both early and late returning individuals
(Table 3); the univariate cubic spline also supported this
finding (Figure 2a). A linear gradient in 3-year-old males
was negative (P < 0.01), indicating that earlier returning
individuals had greater reproductive success (Table 3).
This trend is also illustrated by the univariate cubic
splines (Figure 2a). Neither the linear nor quadratic gra-
dients were significant in females (Table 3), although the
cubic spline showed that early returning individuals
tended to produce more offspring (Figure 2a).
In the 2007 brood year, there was less evidence of selec-

tion on return timing. No statistical support for selection
on date of return was observed in males of either age class
(Table 3). No strong relationship was detected via univari-
ate cubic splines in 3-year-old males. However, the cubic
spline implied that both early and late returning indivi-
duals tended to produce more offspring for 2-year-old
males (Figure 2b). The pattern for 2-year-old males may
reflect the lack of power to detect selection in this dataset,
as 2-year-old males were rare in 2007 (104 individuals in
2006, 30 individuals in 2007). In females, a significant
negative quadratic gradient (P < 0.05) was observed, indi-
cating that females returning in the middle of the season
had higher fitness than early or late returning females
(Table 3). However, no strong relationship was detected
via univariate cubic splines in females (Figure 2b).

Body Length
In the 2006 brood year, no significant support for selec-
tion was detected for body length in males of either age



Table 3 Selection gradients for body length and date of return

Year Sex Age N Intercept Date Length Date2 Length2 Date*Length

2006 Male 2 104 -0.57* (0.29) -0.77 (0.53) -0.29 (0.32) 0.77*** (0.20) 0.27 (0.20) -3.23*** (0.92)

Male 3 166 -0.03 (0.24) -0.50** (0.16) NA NA NA NA

Female 3 231 0.34 (0.21) -0.10 (0.36) 0.30* (0.12) -0.12 (0.14) NA -0.14 (0.15)

2007 Male 2 30 0.14 (0.50) NA -0.12 (0.58) NA NA NA

Male 3 504 0.01 (0.25) -0.25 (0.28) 0.83*** (0.24) NA -0.12 (0.15) 0.19 (0.18)

Female 3 643 2.12** (0.76) 0.32 (0.25) -0.12 (0.27) -0.53* (0.23) -0.63** (0.23) -0.09 (0.30)

*** P < 0.001, ** P < 0.01, * P < 0.05
Coefficients of the best models of relative fitness for the 2006 and 2007 parental cohort. Models were chosen based on the Akaike information criterion (AIC)
score. Because of the log-link used with the zero-inflated model, these coefficients are in log space and quadratic terms are not transformed (doubled). One
standard deviation is shown in parentheses.
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class (Table 3). However, the univariate cubic spline
showed that large individuals tended to produce more
offspring in both groups (Figure 2c). A significant nega-
tive bivariate selection gradient on date of return and
length (P < 0.001) for 2-year-old males (Table 3) indi-
cated that higher reproductive success of younger- or
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reproductive success also supported the trend that larger
females tended to produce more offspring (Figure 2c).
In the 2007 brood year, no significant selection gradi-

ent on length was detected in 2-year-old males (Table 3),
and no trend was observed via univariate cubic splines
(Figure 2d). In 3-year-old males, selection favored large
size, as the linear gradient was positive (P < 0.001;
Table 3); the cubic splines also showed that larger indivi-
duals tended to produce more offspring in this group
(Figure 2d). The quadratic gradient in females was nega-
tive (P < 0.01), indicating that intermediate-sized
females had higher fitness than bigger-sized or smaller-
sized females (Table 3). The univariate cubic spline also
implied that intermediate-sized individuals tended to
produce more offspring (Figure 2d).

Environmental influence on return date
In 2006, the majority of the population returned at the
beginning of the run (Figure 3c). In contrast, fish in
2007 returned episodically over a series of peaks
throughout the run (Figure 3d). A significant correlation
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2006.

Discussion
The aim of our study was to determine the temporal
variation in the mode, magnitude and direction of selec-
tion in a natural coho salmon population using measures
of individual fitness. Our results have shown that repro-
ductive success, as well as selection on body size and
date of return to the spawning ground differed markedly
between two parental cohorts. Adults in the 2006 brood
year had higher reproductive success than those in 2007,
and direction and strength of selection differed for both
traits between two cohorts. In the first parental cohort,
there was significant selection on date of return for 2-
and 3-year-old males (disruptive selection on return tim-
ing and directional selection favoring earlier return, re-
spectively), and on body length for females (directional
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selection favoring larger size). In the second parental co-
hort, there was significant directional selection favoring
larger size in 3-year-old males and stabilizing selection
on both date of return and size in females. The only evi-
dence for bivariate selection on timing and size was in
2-year-old males in 2006. Observed fluctuations in selec-
tion may be due to factors such as changes in precipita-
tion, proportion of 2-year-old versus 3-year-old males,
sex ratio and spawner density, as well as the occurrence
of catastrophic events (flooding). Although stream dis-
charge itself did not explain variation in relative fitness
in all groups, results suggest that precipitation affects re-
turn timing of Big Beef Creek coho in some years, po-
tentially explaining the variation in the intensity and the
direction of selection on this trait.
Pedigree quality and incorrect assignments can affect

the estimated reproductive success and selection gradi-
ents [43]. Calculated exclusion probabilities showed that
our microsatellite dataset was sufficient for identifying
parents, and the addition of more markers is less likely
to improve our estimates. Low error rates in our parent-
age assignment affirmed that microsatellites used in our
analyses provided enough statistical power to exclude
non-candidate parents. Nevertheless, our overall assign-
ment rate of offspring to one parent or both parents was
approximately 50% in the first cohort and 25% in the
second cohort. Such results may have occurred due to
genotyping errors, to unsampled parents in the candi-
date parent generations, or to immigration from a non-
natal stream during the candidate offspring generations.
It is possible that a large number of parents were not
sampled at the weir, especially in 2007 when there was a
late flood, and this could have led to reduction in assign-
ment success. However, traps were maintained well past
the return season and flooding occurred after this
period. Additionally, if the number of unsampled parents
returned randomly during the season, we would expect
to see a larger number of assignments to single parents
than to both parents, especially given the number of
individuals with unassigned parents. This outcome was
not the case. Assignment to single parents varied be-
tween two to six percent, and these figures are compar-
able between both cohorts. While we cannot rule out
inefficiency in trapping, especially in 2007, the most
plausible explanation for unassigned fish in the offspring
generations is that they were immigrants. Parentage esti-
mates in similar systems [17,18,26] acknowledged that
not all parents were sampled. In these studies, there was
a greater proportion of single parent assignments (32 to
42%) than we observed in this study. All information
combined indicates that our sampling was not biased,
and the results obtained here were sufficient to gain
insights into the factors associated with reproductive
success and the process of natural selection on adult size
and return timing. Because the estimates of selection
were calculated on the parental generation using individ-
ual reproductive success, the rate of immigrants in the
offspring generation has no bearing on selection esti-
mates. However, we do acknowledge that offspring of
the adults that might have emigrated to neighboring
streams were not measured in our study, and we might
have underestimated individual reproductive success.
We assumed that offspring straying was not affected by
parental phenotype.
In both 2006 and 2007, the majority of the fish did not

produce any returning adult offspring. However, overall
reproductive success of the 2006 parental cohort was
higher than the 2007 parental cohort across both sexes
and age groups. Such a drastic decrease in reproductive
success may be explained by the substantial autumn
flood that occurred in late 2007. In this year, all indivi-
duals arrived by November 20th, therefore nests of all
females were susceptible to disturbance from the flood
that occurred on December 3rd. This large flood likely
scoured egg pockets of the nests, destroying fish eggs
during incubation [44]. A decrease in reproductive suc-
cess may also be explained by density dependent effects;
there was a greater number of spawners present in 2007.
Long-term data from Big Beef Creek coho salmon has
shown that there is an inverse relationship between the
number of female spawners and the number of coho
smolts produced by each female [45]. This relationship
is likely due to overspawning mortality because greater
density of female spawners results in nest destruction
and use of less suitable habitat [46-48].
The direction and strength of selection differed for

both traits across all groups between the two parental
brood years, and these results might be attributable to
variation in return numbers, sex ratios and differences
in environment. In 2006, precipitation did not occur
until the beginning of November, delaying the return
timing of the population (Figure 3c). Over 80% of the
population returned in the first seven days of the return
season, and the male–female sex ratio was particularly
high at the beginning of the season (Additional file 1).
Selection favoring early return in 3-year-old males sug-
gests that earlier returning individuals may have had
increased opportunities for mating under these circum-
stances [15,22]. Changes in male to female sex ratio dur-
ing the season revealed that there were consistently
more males present; an absence of selection in females
thus implies that they were able to secure high-quality
sites for nests and obtain mates throughout the spawn-
ing season. Interestingly, males of both age classes
returned from November 2nd to 22nd and from Decem-
ber 12th to 14th. These were the periods of high density
in the stream, possibly explaining significant disruptive
selection on date of return in 2-year-old males. As the
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ability of older, larger males to monopolize access to
females tends to decrease at higher densities of spawners
[49], “sneaking tactics” employed by 2-year-old males
were likely more effective during these periods.
In 2007, the return period was protracted, and indivi-

duals returned earlier over a series of peaks from Octo-
ber 1st to November 20th (Figure 3d). The male to
female sex ratio remained low for the majority of the
season (Additional file 1), therefore earlier return might
not have been necessary for males to maximize mating
opportunities. In females, however, the low male to fe-
male sex ratio and the high number of returning females
suggest that the opportunity for intrasexual competition
among females would have been high. Therefore, return
in mid-season may have been important to both secure
high-quality sites for nests and gain mates.
Mating success of male salmon is often determined by

female choice and intrasexual competition, and studies
suggest that there is a positive relationship between male
social status and body length [15,50,51]. Unlike in 2006,
males were more abundant in 2007; therefore, intrasexual
competition among males in 2007 might have resulted in
directional selection, favoring larger size in 3-year-old
males of this cohort. Although no selection on size was
detected in 2-year-old males in 2007, this result may be
due to a lack of power because these males were rarer in
2007. Mating success of small, younger-maturing males
(“jacks”) is frequency-dependent relative to large, older-
maturing males [15,27], and jacks enjoy reproductive
advantages when their form is rarer [15,24,27,29-31].
Therefore, it is possible that 2-year-old males had repro-
ductive advantages in 2007, as they were uncommon (39%
of all males in 2006; 6% of all males in 2007). In females,
selection favored large size in 2006 but intermediate size
in 2007. These results were unexpected, as numerous re-
productive advantages are known to accompany greater
size [16,24,32-42]. However, several studies have suggested
that selection may not always favor large size, because
efforts of attaining large size also increase the cost asso-
ciated with growth rate [18,52,53].
Observed patterns of selection can be compared to

other studies on natural populations of steelhead trout
(19 cohorts, [18]), coho salmon (two cohorts, [19]), and
a colonizing population of coho salmon (three cohorts,
[20]). All studies estimated selection on body length and
return date in males and females. Consistent directional
selection toward later return date was observed by Ford
et al. [19]. In contrast, our findings support the results
of Seamons et al. [18] and Anderson et al. [20], who
observed fluctuation in the mode, direction and strength
of selection on return date in both sexes. Variation in se-
lection might have been observed because of the large
number of replicates in Seamons et al. [18] and Ander-
son et al. [20]. As we observed, environmental
conditions (e.g., precipitation) likely affect return date in
salmon; thus, accurate patterns of selection on this trait
may only be obtained using sufficient replicates. Ander-
son et al. [20] observed consistent directional selection
on body length, favoring large size in both sexes. In con-
trast, and similar to our study, Seamons et al. [18] and
Ford et al. [19] observed fluctuations in the mode and
direction of selection on this trait in both sexes. Such
results may reflect temporal variation in intraspecific
competition. In particular, Ford et al. [19] observed
changing proportions of younger- and older-maturing
males between two cohorts; different frequencies of
these males potentially resulted in variation in intensity
of intraspecific competition, leading to fluctuating selec-
tion. Additionally, Seamons et al. [18] attributed changes
in sex ratio and breeding density in both sexes as a po-
tential cause of fluctuating selection. Our findings sup-
port both studies because changes in the proportion of
younger- and older-maturing males, sex ratio and breed-
ing density likely caused fluctuations in selection.
Because coho salmon at Big Beef Creek is a long estab-

lished population, the distribution of studied traits was
presumed to be at a stable optimum, and weak selection
was expected. However, strong selection was observed in
some years, and the direction and strength of selection
were not consistent between two cohorts in this study.
The extensive review on selection in natural populations
found that the direction and strength of selection vary
substantially and that quadratic selection is typically
quite weak in wild [2,5]. Established wild populations
may be “chasing” fluctuating optima, and that selection
can be quite strong in some years, and not so in others,
and that the direction of selection varies over time [1].
Such fluctuations in selection may act to maintain
phenotypic variation in the traits in question, and we
may have observed this process in our study.

Conclusions
We found evidence of selection on body length and date of
return to the spawning ground, both of which are import-
ant fitness-related traits in salmonids. Reproductive success
and the mode, direction and strength of selection widely
varied between two parental brood years; differences may
be due to factors such as annual changes in precipitation,
occurrence of catastrophic events (flooding), the proportion
of younger- versus older-maturing males, sex ratio and
densities of spawners. As these factors are seldom consist-
ent each year, long-term studies may be important to gain
insights into anticipated evolutionary change.

Methods
Study Area and sampling
This study was conducted at Big Beef Creek (47°39’N,
122°46’W) in Washington State, USA, situated on Hood
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Canal in Puget Sound. Big Beef Creek is routinely moni-
tored as an indicator stream for long-term ecological
studies in the region, and the amount of water discharge
(cubic feet per second) from the creek is measured on a
daily basis [54].
The creek supports a healthy native run of anadro-

mous coho salmon, which is indigenous to the system
and has been monitored by the Washington Department
of Fish and Wildlife (WDFW) over the past 30 years. As
hatchery practices have never been conducted at this
creek, we expect no or little effects on the current gen-
etic structure of the population. A weir is placed at the
mouth of the creek, and only naturally spawned fish (all
hatchery fish are externally marked) are passed over the
weir for subsequent spawning. Therefore, intrusion of
hatchery fish into the wild population at this creek has
been prevented as far as possible.
Returning adults of coho salmon were sampled every

year from 2006 to 2010. Records indicate that peak river
entry of coho salmon to this creek occurs from late-
October to mid-November [55]. The brood class of this
species returns on average at 3 years, but early maturing
males return at 2 years; therefore, sampling provided 2
full cohorts, for parental brood years 2006 and 2007 and
their adult offspring returning in 2008 to 2010.
As each individual passed the weir, date of return,

body length (length from the tip of snout to fork of tail)
and sex were recorded, and a fin clip was obtained for
DNA analysis. In coho salmon, returning males smaller
than 35cm in body length are typically 2 years old, and
returning males larger than 45cm are 3 years old [45].
Scales from all individuals ranging between 35cm and
45cm were collected and read by WDFW to verify exact
age. Once measurements were taken, individuals were
allowed to swim upstream for spawning. Data from Big
Beef Creek coho suggest that retuning coho spawn for
up to three weeks after river entry [45].
This study was reviewed and approved by the Univer-

sity of Washington's Institutional Animal Care and Use
Committee (IACUC).

Microsatellite analysis and parentage
Genomic DNA from sampled individuals was extracted
using the DNeasy extraction kit (QIAGEN, Valencia,
CA, USA) following the manufacturer’s procedures.
Extracted DNA was used to amplify 11 microsatellite
loci (Additional file 2) via multiplex Polymerase Chain
Reaction (PCR) using a QIAGEN Multiplex PCR kit.
Specifically, reaction mixtures consisted of 10-200ng
genomic DNA, 1x QIAGEN Multiplex PCR Master Mix,
0.03 μM – 0.4μM of each primer, making up a total vol-
ume of 10μl (Additional file 2). Cycling conditions con-
sisted of a 15-min, initial activation step at 95°C, 30
cycles of 30-s denaturing step at 94°C, 90-s annealing
step at 57–60 °C and 90-s extension step at 72 °C, and a
30-min, final extension step at 60°C (Additional file 2).
The forward primer of every locus was labeled with
fluorescent dye. Individuals were genotyped using a 96-
capillary system Molecular Dynamics MegaBACE 1000
automatic genotyper (GE Healthcare, Piscataway, NJ,
USA), and Genetic Profiler version 2.2 was used to de-
termine fragment sizes of all loci. To calculate our geno-
typing error rate, 96 individuals from samples obtained
in 2006 were randomly chosen, re-extracted and geno-
typed. The genotyping error rate was estimated by calcu-
lating the percentage of allele calls that were different
between two analyses.
MICROCHECKER v. 2.2.3 was used to estimate the

frequency of null alleles, as well as to screen for large al-
lele dropout and accidental scoring of stuttering [56].
GenePop v. 4.0.10 was used to perform exact tests for
deviations from Hardy-Weinberg equilibrium [57]. Gen-
AlEx v.6.41 was used to calculate observed and expected
heterozygosities, as well as Weir and Cockerham’s FIS
values [58]. FRANz v. 1.9.999 was used to calculate ex-
clusion probabilities for two-parent and single-parent
assignments based on the 11 loci used for the analyses,
as well as to perform pedigree reconstruction [59]. This
program uses a log-ratio, the parent-pair log-odds ratio
(LOD) score to assign parentage, and it estimates statis-
tical confidence for each assignment using Markov
Chain Monte Carlo (MCMC) sampling. All adults
returned in 2006 and 2007 were considered as candidate
parents for individuals returned in 2008 to 2010. Only
individuals that were genotyped at more than 6 loci were
included in the analysis. Parentage assignments that had
a posterior probability higher than 0.99 were used for
further analysis.
We performed two tests to assess our assignment

error rate. First, FRANz v. 1.9.999 was used to perform
pedigree reconstruction with unlikely parent-offspring
pairings: 1) individuals sampled in 2006 as candidate
parents and individuals sampled in 2007 as candidate
offspring, and 2) individuals sampled in 2007 as candi-
date parents and individuals sampled in 2006 as candi-
date offspring. Paternity and maternity assignments that
had more than 99% posterior probability from these
trials were used to calculate our parentage error rate.
Second, COLONY v. 2.0 was used to perform pedigree
reconstruction for the first parental brood year (2006)
and their candidate offspring as a comparison [60-62].
This program implements a maximum likelihood
method to assign parentage among individuals using
multilocus genotype data, and provides the approxi-
mated probability for each assignment. Both sexes were
allowed to be polygamous. Only parentage assignments
that had probability of more than 0.99 were employed
and compared with assignments obtained from FRANz
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v. 1.9.999 that had probability of more than 0.99. It was
not possible to perform a similar comparison on the
whole dataset, because COLONY was computationally
intensive.

Selection analysis
Reproductive success (RS), defined as the number of
returning adult offspring produced by each parent, was
calculated using the estimated parentage assignments, and
was used as a measure of fitness for selection analysis.
The Mann–Whitney U-test was used [63] to test differ-
ences in reproductive success of 2-year-old males, 3-year-
old males and females between the two parental brood
years. Body length and date of return were standardized
within each sex, age in males and cohort to a mean of zero
and to a standard deviation of one, denoted as zl (body
length) and zd (date of return). Relative fitness, w, was cal-
culated for each individual by dividing its reproductive
success by the within-sex, within-age (in males) and
within-brood year mean [64,65]. Selection analyses were
performed using the zero-inflated regression model imple-
mented in the pscl package in R [66], with negative bino-
mial error distribution and the canonical log link. Zero-
inflated models describe the data better than the simple
generalized linear model, as relative fitness exhibited over-
dispersion and a large number of true zero values (parents
with no returning offspring). In order to impose relative
fitness as a response variable, all zero-inflated models in
our analysis included an offset term of the logarithm
within-sex, within-age and within-brood year mean repro-
ductive success. Regression was performed separately on
2-year-old males, 3-year-old males and females in each
brood year. The initial model for all groups included five
coefficients z1;zd; zl2; zd2;zlzd

� �
for each of the explanatory

variables:

w ¼ αþ zl þ zd þ zl
2 þ zd

2 þ z1zd

w is relative fitness, α is the y-intercept of the fitness func-
tion, and zl and zd are standardized body length and date
of return for each individual, respectively. Originally,
stream discharge on each individual’s return date was also
included in the initial model, however it was removed be-
cause discharge itself did not explain variation in relative
fitness in all groups of both cohorts. Final model selection
using the Akaike information criterion (AIC) was based
on a stepwise method recommended by Zuur et al. [67].
Final models were validated by fitting the residuals against
each explanatory variable.
Univariate cubic splines were calculated following

Schluter [68], in order to visualize the relationship be-
tween reproductive success and measured traits in both
males and females. Specifically, these analyses were per-
formed using the generalized additive model, GAM
function, implemented in R with negative binomial error
distribution and an additional overdispersion parameter,
θ [69]. θ was calculated for 2-year-old males, 3-year-old
males and females within each parental brood year
according to the equation:

θ ¼ mean RSð Þ2
var RSð Þ �mean RSð Þ

The smoothing parameter, λ, was estimated for each
curve using the generalized cross-validation (GCV) cri-
terion implemented in the GAM function, available from
the mgcv library in R [70].

Environmental influence on return date
It is known that upstream migration is influenced by
precipitation in coho salmon [15]. Spearman’s rank cor-
relation test was performed to investigate the relation-
ship between the number of arrived spawners counted
on a daily basis and the amount of daily water discharge
in each parental brood year, as neither variable was nor-
mally distributed [63].

Additional files

Additional file 1: Changes in male to female sex ratio. Plot (a) is for
the 2006 parental cohort, and plot (b) is for the 2007 parental
cohort. Note the different scales on y axes.

Additional file 2: Microsatellite loci used for parentage analysis of
coho salmon. Ta = annealing temperature. Repeat units and allele
ranges are given in base pairs (bp) [71-76].

Additional file 3: Population genetic data at 11 microsatellite loci
in coho salmon samples. N = number of genotyped inidividuals, NA =
number of alleles, HO = observed heterozygosity, HE = expected
heterozygosity, PHWE = probability of Hardy-Weinberg equilibrium
(significant results in bold), FIS = inbreeding coefficient.

Competing interests
The authors declare that they have no competing interests in relation to this
manuscript.

Authors’ contributions
KAN and JJH designed and supervised the study. MK processed the genetic
data, performed the analyses and prepared the first draft of the manuscript
in partial fulfillment of a graduate degree at the University of Washington.
KAN was the PI for the overall project. All authors have read and approved
the final manuscript.

Acknowledgements
We thank Matthew Gillum and Eric Kummerow for field sampling and
collection of phenotypic data, and Mara Zimmerman and Clayton Kinsel for
help assessing WDFW unpublished data. We also thank Isadora Jimenez-
Hidalgo for assistance with molecular analyses. Dave Beauchamp, Todd
Seamons and Joseph Anderson provided thoughtful discussions and helpful
suggestions. Kotaro Ono and Eric Ward provided invaluable comments on
statistical methods. Funding for this study was provided by NOAA Fisheries/
Federal Columbia River Power System (FCRPS) Biological Opinion Remand
Funds, School of Aquatic and Fishery Sciences and Graduate Opportunities
and Minority Achievement Program (GO-MAP), University of Washington.

http://www.biomedcentral.com/content/supplementary/1471-2148-12-116-S1.pdf
http://www.biomedcentral.com/content/supplementary/1471-2148-12-116-S2.ods
http://www.biomedcentral.com/content/supplementary/1471-2148-12-116-S3.ods


Kodama et al. BMC Evolutionary Biology 2012, 12:116 Page 11 of 12
http://www.biomedcentral.com/1471-2148/12/116
Author details
1School of Aquatic and Fishery Sciences, University of Washington, Seattle,
WA 98105, USA. 2National Marine Fisheries Service, Northwest Fisheries
Science Center, Seattle, WA 98112, USA.

Received: 3 May 2012 Accepted: 20 June 2012
Published: 17 July 2012
References
1. Siepielski AM, DiBattista JD, Carlson SM: It’s about time: the temporal

dynamics of phenotypic selection in the wild. Ecol Lett 2009, 12:1261–1276.
2. Kingsolver JG, Diamond SE: Phenotypic selection in natural populations:

what limits directional selection? Am Nat 2011, 177:346–357.
3. Conner JK: How strong is natural selection? Trends Ecol Evol 2001, 16:215–217.
4. Hoekstra HE, Hoekstra JM, Berrigan D, Vignieri SN, Hoang A, Hill CE, Beerli P,

Kingsolver JG: Strength and tempo of directional selection in the wild. P
Natl Acad Sci USA 2001, 98:9157–9160.

5. Kingsolver JG, Hoekstra HE, Hoekstra JM, et al: The strength of phenotypic
selection in natural populations. Am Nat 2001, 157:245–261.

6. Hereford J, Hansen TF, Houle D: Comparing strengths of directional
selection: how strong is strong? Evolution 2004, 58:2133–2143.

7. Kingsolver JG, Pfennig DW: Patterns and power of phenotypic selection in
nature. Bioscience 2007, 57:561–572.

8. Bell G: Fluctuating selection: the perpetual renewal of adaptation in
variable environments. Philos T Roy Soc B 2010, 365:87–97.

9. Siepielski AM, DiBattista JD, Evans JA, Carlson SM: Differences in the
temporal dynamics of phenotypic selection among fitness components
in the wild. P Roy Soc B-Biol Sci 2010, 12:1572–1580.

10. Hendry AP, Letcher BH, Gries G: Estimating natural selection acting on
stream-dwelling Atlantic salmon: implications for the restoration of
extirpated populations. Conserv Biol 2003, 17:795–805.

11. Stockwell CA, Hendry AP, Kinnison MT: Contemporary evolution meets
conservation biology. Trends Ecol Evol 2003, 18:94–101.

12. Carlson SM, Seamons TR: A review of quantitative genetic components of
fitness in salmonids: implications for adaptation to future change. Evol
Appl 2008, 1:222–238.

13. Waples RS, Hendry AP: Special Issue: Evolutionary perspectives on
salmonid conservation and management. Evol Appl 2008, 1:183–188.

14. Sandercock FK: Life history of coho salmon (Oncorhynchus kisutch). Vancouver:
University of British Columbia Press; 1991.

15. Quinn TP: The behavior and ecology of Pacific salmon and trout. Seattle:
University of Washington Press; 2005.

16. van den Berghe EP, Gross MR: Natural selection resulting from female
breeding competition in a Pacific salmon (Coho: Oncorhynchus kisutch).
Evolution 1989, 43:125–140.

17. Seamons TR, Bentzen P, Quinn TP: The effects of adult length and arrival
date on individual reproductive success in wild steelhead trout
(Oncorhynchus mykiss). Can J Fish Aquat Sci 2004, 61:193–204.

18. Seamons TR, Bentzen P, Quinn TP: DNA parentage analysis reveals inter-
annual variation in selection: results from 19 consecutive brood years in
steelhead trout. Evol Ecol Res 2007, 9:409–431.

19. Ford MJ, Hard JJ, Boelts B, Lahood E, Miller J: Estimates of natural selection
in a salmon population in captive and natural environments. Conserv Biol
2008, 22:783–794.

20. Anderson JH, Faulds PL, Atlas WI, Pess GR, Quinn TP: Selection on breeding
date and body size in colonizing coho salmon, Oncorhynchus kisutch.
Mol Ecol 2010, 19:2562–2573.

21. Serbezov D, Bernatchez L, Olsen EM, Vøllestad LA: Mating patterns and
determinants of individual reproductive success in brown trout (Salmo
trutta) revealed by parentage analysis of an entire stream living
population. Mol Ecol 2010, 19:3193–3205.

22. Morbey Y: Protandry in Pacific salmon. Can J Fish Aquat Sci 2000, 57:1252–1257.
23. Morbey YE, Abrams PA: The interaction between reproductive lifespan

and protandry in seasonal breeders. J Evolution Biol 2004, 17:768–778.
24. Fleming IA: Pattern and variability in the breeding system of Atlantic

salmon (Salmo salar), with comparisons to other salmonids. Can J Fish
Aquat Sci 1998, 55:59–76.

25. Garant D, Dodson JJ, Bernatchez L: A genetic evaluation of mating system
and determinants of individual reproductive success in Atlantic salmon
(Salmo salar L.). J Hered 2001, 92:137–145.
26. Theriault V, Bernatchez L, Dodson JJ: Mating system and individual
reproductive success of sympatric anadromous and resident brook
charr, Salvelinus fontinalis, under natural conditions. Behav Ecol Sociobiol
2007, 62:51–65.

27. Gross MR: Disruptive selction for alternative life histories in salmon.
Nature 1985, 313:47–48.

28. Holtby LB, Healey MC: Sex-specific life history tactics and risk-taking in
coho salmon. Ecology 1990, 71:678–690.

29. Gross MR: Salmon breeding behavior and life history evolution in
changing environments. Ecology 1991, 72:1180–1186.

30. Foote CJ, Brown GS, Wood CC: Spawning success of males using
alternative mating tactics in sockeye salmon, Oncorhynchus nerka. Can J
Fish Aquat Sci 1997, 54:1785–1795.

31. Koseki Y, Fleming IA: Large-scale frequency dynamics of alternative male
phenotypes in natural populations of coho salmon (Oncorhynchus
kisutch): patterns, processes, and implications. Can J Fish Aquat Sci 2007,
64:743–753.

32. Beacham TD, Murray CB: Fecundity and egg size variation in North
American Pacific salmon (Oncorhynchus). J Fish Biol 1993, 42:485–508.

33. Fleming IA: Reproductive strategies of Atlantic salmon: ecology and
evolution. Rev Fish Biol Fisher 1996, 6:379–416.

34. Andersson M: Sexual selection. Princeton: Princeton University Press; 1994.
35. Steen RP, Quinn TP: Egg burial depth by sockeye salmon (Oncorhynchus

nerka): implications for survival of embryos and natural selection on
female body size. Can J Zool 1999, 77:836–841.

36. Dickerson BR, Quinn TP, Willson MF: Body size, arrival date, and
reproductive success of pink salmon, Oncorhynchus gorbuscha. Ethol Ecol
Evol 2002, 14:29–44.

37. van den Berghe EP, Gross MR: Female size and nest depth in coho
salmon (Oncorhynchus kisutch). Can J Fish Aquat Sci 1984, 41:204–206.

38. Olsen EM, Vøllestad LA: Microgeographical variation in brown trout
reproductive traits: possible effects of biotic interactions. Oikos 2003,
100:483–492.

39. van den Berghe EP, Gross MR: Length of breeding life of coho salmon
(Oncorhynchus kisutch). Can J Zool 1986, 64:1482–1486.

40. Morita K, Takashima Y: Effect of female size on fecundity and egg size in
white-spotted charr: comparison between sea-run and resident forms. J
Fish Biol 1998, 53:1140–1142.

41. Kitano S: Size-related factors causing individual variation in seasonal
reproductive success of fluvial male Dolly Varden (Salvelinus malma). Ecol
Fresh Fish 1996, 5:59–67.

42. Foote CJ: An experimental comparison of male and female spawning
territoriality in a Pacific salmon. Behaviour 1990, 115:283–313.

43. Araki H, Blouin MS: Unbiased estimation of relative reproductive success
of different groups: evaluation and correction of bias caused by
parentage assignment errors. Mol Ecol 2005, 14:4097–4109.

44. Lapointe M, Eaton B, Driscoll S, Latulippe C: Modelling the probability of
salmonid egg pocket scour due to floods. Can J Fish Aquat Sci 2000,
57:1120–1130.

45. Kinsel C, Hanratty P, Zimmerman M, Glaser B, Gray S, Hillson T, Rawding D,
VanderPloeg S: Intensively Monitored Watersheds:2008 Fish Population Studies
in the Hood Canal and Lower Columbia Stream Complexes. Olympia:
Washington Department of Fish and Wildlife; 2009.

46. Fukushima M, Quinn TJ, Smoker WW: Estimation of eggs lost from
superimposed pink salmon (Oncorhynchus gorbuscha) redds. Can J Fish
Aquat Sci 1998, 55:618–625.

47. Essington TE, Quinn TP, Ewert VE: Intra- and inter-specific competition and
the reproductive success of sympatric Pacific salmon. Can J Fish Aquat Sci
2000, 57:205–213.

48. Blanchfield PJ, Ridgway MS: The relative influence of breeding
competition and habitat quality on female reproductive success in
lacustrine brook trout (Salvelinus fontinalis). Can J Fish Aquat Sci 2005,
62:2694–2705.

49. Fleming IA, Gross MR: Breeding competition in a Pacific salmon (Coho:
Oncorhynchus kisutch): measures of natural and sexual selection.
Evolution 1994, 48:637–657.

50. Quinn TP, Foote CJ: The effects of body size and sexual dimorphism on
the reproductive behaviour of sockeye salmon, Oncorhynchus nerka.
Anim Behav 1994, 48:751–761.

51. Quinn TP, Hendry AP, Buck GB: Balancing natural and sexual selection in
sockeye salmon: interactions between body size, reproductive



Kodama et al. BMC Evolutionary Biology 2012, 12:116 Page 12 of 12
http://www.biomedcentral.com/1471-2148/12/116
opportunity and vulnerability to predation by bears. Evol Ecol Res 2001,
3:917–937.

52. Healey MC: Optimum size and age at maturity in Pacific salmon and effects
of size-selective fisheries. Can Spec Publ Fish Aquat Sci 1986, 89:29–52.

53. Holtby LB, Healey MC: Selection for adult size in female coho salmon
(Oncorhynchus kisutch). Can J Fish Aquat Sci 1986, 43:1946–1959.

54. USGS Water Data for Washington. [http://waterdata.usgs.gov/wa/nwis].
55. Weitkamp LA, Wainwright TC, Bryant GJ, Milner GB, Teel DJ, Kope RG,

Waples RS: Status review of coho salmon from Washington, Oregon, and
California. U.S. Department of Commerce: NOAA Technical Memorandum
NMFS-NWFSC-24; 1995.

56. Van Oosterhout C, Hutchinson WF, Wills DPM, Shipley P: MICRO-CHECKER:
software for identifying and correcting genotyping errors in
microsatellite data. Mol Ecol Notes 2004, 4:535–538.

57. Raymond M, Rousset F: GENEPOP (Version 1.2): Population genetics
software for exact tests and ecumenicism. J Hered 1995, 86:248–249.

58. Peakall R, Smouse PE: GENALEX 6: genetic analysis in Excel. Population
genetic software for teaching and research. Mol Ecol Notes 2006, 6:288–295.

59. Riester M, Stadler PF, Klemm K: FRANz: reconstruction of wild multi-
generation pedigrees. Bioinformatics 2009, 25:2134–2139.

60. Wang J: Sibship reconstruction from genetic data with typing errors.
Genetics 2004, 166:1963–1979.

61. Jones OR, Wang J: COLONY: a program for parentage and sibship inference
from multilocus genotype data. Mol Ecol Resour 2009, 10:551–555.

62. Wang J, Santure AW: Parentage and sibship inference from multilocus
genotype data under polygamy. Genetics 2009, 181:1579–1594.

63. Zar JH: Biostatistical analysis. Englewood Cliffs: Prentice Hall; 1999.
64. Brodie ED, Moore AJ, Janzen FJ: Visualizing and quantifying natural

selection. Trends Ecol Evol 1995, 10:313–318.
65. Lande R, Arnold SJ: The measurement of selection on correlated

characters. Evolution 1983, 37:1210–1226.
66. Zeileis A, Kleiber C, Jackman S: Regression models for count data in R. J

Stat Softw 2008, 27:1–26.
67. Zuur AF, Ieno EN, Walker N, Saveliev AA, Smith GM: Mixed effects models and

extensions in ecology with R. New York: Springer; 2009.
68. Schluter D: Estimating the form of natural selection on a quantitative

trait. Evolution 1988, 42:849–861.
69. Hilborn R, Mangel M: The Ecological detective. Princeton: Princeton University

Press; 1997.
70. Wood SN: mgcv: GAMs and generalized ridge regression for R. R News

2001, 1:20–25.
71. Condrey MJ, Bentzen P: Characterization of coastal cutthroat trout

(Oncorhynchus clarki clarki) microsatellites and their conservation in
other salmonids. Mol Ecol 1998, 7:787–789.

72. de Fromentel CC, Pakdel F, Chapus A, Baney C, May P, Soussi T: Rainbow
trout p53: cDNA cloning and biochemical characterization. Gene 1992,
112:241–245.

73. Naish KA, Park LK: Linkage relationships for 35 new microsatellite loci in
chinook salmon Oncorhynchus tshawytscha. Anim Genet 2002, 33:316–318.

74. Rexroad CE, Coleman RL, Gustafson AL, Hershberger WK, Killefer J:
Development of rainbow trout microsatellite markers from repeat
enriched libraries. Mar Biotechnol 2002, 4:12–16.

75. Rexroad C III, Palti Y: Development of ninety-seven polymorphic
microsatellite markers for rainbow trout. T Am Fish Soc 2003, 132:1214–1221.

76. Scribner KT, Gust JR, Fields RL: Isolation and characterization of novel
salmon microsatellite loci: cross-species amplification and population
genetic applications. Can J Fish Aquat Sci 1996, 53:833–841.

doi:10.1186/1471-2148-12-116
Cite this article as: Kodama et al.: Temporal variation in selection on
body length and date of return in a wild population of coho salmon,
Oncorhynchus kisutch. BMC Evolutionary Biology 2012 12:116.
Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

http://waterdata.usgs.gov/wa/nwis

	Abstract
	Background
	Results
	Conclusions

	Background
	Results
	Characteristics of sampled fish
	Population genetic statistics
	Parentage analysis
	Selection analysis
	Date of return
	Body Length

	Environmental influence on return date

	Discussion
	Conclusions
	Methods
	Study Area and sampling
	Microsatellite analysis and parentage
	Selection analysis
	Environmental influence on return date

	Additional files
	show [dan]
	Acknowledgements
	Author details
	References

