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Abstract
Background: Geographic selection mosaics, in which species exert different evolutionary impacts
on each other in different environments, may drive diversification in coevolving species. We studied
the potential for geographic selection mosaics in plant-mycorrhizal interactions by testing whether
the interaction between bishop pine (Pinus muricata D. Don) and one of its common
ectomycorrhizal fungi (Rhizopogon occidentalis Zeller and Dodge) varies in outcome, when different
combinations of plant and fungal genotypes are tested under a range of different abiotic and biotic
conditions.

Results: We used a 2 × 2 × 2 × 2 factorial experiment to test the main and interactive effects of
plant lineage (two maternal seed families), fungal lineage (two spore collections), soil type (lab mix
or field soil), and non-mycorrhizal microbes (with or without) on the performance of plants and
fungi. Ecological outcomes, as assessed by plant and fungal performance, varied widely across
experimental environments, including interactions between plant or fungal lineages and soil
environmental factors.

Conclusion: These results show the potential for selection mosaics in plant-mycorrhizal
interactions, and indicate that these interactions are likely to coevolve in different ways in different
environments, even when initially the genotypes of the interacting species are the same across all
environments. Hence, selection mosaics may be equally as effective as genetic differences among
populations in driving divergent coevolution among populations of interacting species.

Background
The ecological outcomes of interactions between two spe-
cies, such as mutualism and parasitism, often vary spa-
tially among the different abiotic and biotic contexts in
which those interactions occur; the result of this spatial
variation in ecological dynamics is that the pattern of nat-
ural selection that species exert on each others' traits will
vary among populations, that is, there will be a geo-

graphic 'selection mosaic' [1,2]. In addition, selection by
species on each other may be strongly reciprocal in some
populations, generating coevolutionary hotspots, and not
in others, producing coevolutionary coldspots [3,4].
Finally, the processes of migration and gene flow among
populations and genetic drift within populations may
vary over space and time, influencing the distributions of
species traits in each population [5-7]. Together, these
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processes result in a geographic mosaic of coevolution,
which acts to generate and maintain much of the genetic
and ecological diversity within and among populations of
species [1,2].

Selection mosaics in species interactions result from geo-
graphic differences in how the fitness of one species
depends on the distribution of genotypes in another spe-
cies. Such geographic variation in selection can be driven
by variation in both abiotic environmental factors, such as
the nutrient content or physical composition of soils, and
biotic factors, such as the species composition of the sur-
rounding ecological community. Thus, a selection mosaic
can be defined as a genotype-by-genotype-by-environ-
ment interaction (G × G × E) on fitness, in which variation
in the 'environment' (E) can be abiotic or biotic [2,8,9].
Selection mosaics have now been suggested or character-
ized in a variety of different species interactions, including
pines and birds [10], ants and wild cotton [11], camellias
and weevils [12], and wild parsnips and parsnip web-
worms [13]. Most studies, however, have not been able to
control for genotypes of the interacting species across
environments to assess the strength of the G × G × E inter-
action.

Interactions between plants and mycorrhizal fungi have
high potential to exhibit selection mosaics. Mycorrhizal
fungi form a relationship with plants by colonizing the
plant root system and extending their hyphae into the sur-
rounding soil. Classically, this interaction has been con-
sidered a mutualism whereby fungal colonization greatly
increases plant access to mineral nutrients in the soil, and
the fungus receives organic nutrients synthesized by the
plant [14,15]. In recent years, however, it has become evi-
dent that the ecological outcomes of plant-mycorrhizal
fungus interactions are highly variable, ranging from
mutualism to parasitism depending on a variety of biotic
and abiotic environmental factors, especially ambient soil
nutrient availability [16,17]. If environmental factors
interact with plant and/or fungal genetics to change the
outcome of plant-mycorrhizal interactions among popu-
lations, then selection mosaics could emerge as a conse-
quence, driving the evolution of diversification in these
interactions. Although the effects of individual biotic and
abiotic factors on plant-mycorrhizal interactions have
been fairly well characterized [15], it is currently not
known whether these interactions, which are so pervasive
in terrestrial ecosystems, exhibit evidence of selection
mosaics. That question, however, is becoming important
for our understanding of rapid evolution in terrestrial eco-
systems as environmental conditions in many ecosystems
are changing quickly and plants and their mycorrhizal
fungi are being transported between continents [18].

In the work reported here, our goal was to explore the
potential for selection mosaics in the interactions between
bishop pine seedlings (Pinus muricata D. Don) and an
ectomycorrhizal fungus (Rhizopogon occidentalis Zeller and
Dodge) by experimentally varying lineages of the plant
and fungus, as well as one biotic environmental factor
(non-mycorrhizal soil microbes) and one abiotic environ-
mental factor (soil composition), and measuring the var-
iability in the performance of the plant and fungus. Non-
mycorrhizal soil microbial communities may have a sub-
stantial impact on the colonization of roots by mycor-
rhizal fungi, and may alter the effects that mycorrhizal
fungi have on plant growth [19]. For example, recent work
has suggested that 'mycorrhizal helper bacteria' are
present in soil, and that they are important for the success
of the plant-fungus interaction [15,20,21]. Alternatively,
rhizosphere bacteria may act to decrease the benefits con-
veyed by mycorrhizal fungi on plant growth [22]. Physical
soil structure and composition may also have substantial
impacts on the plant-mycorrhizal interaction. For exam-
ple, Chen et al. [23] found much faster growth and higher
ectomycorrhizal colonization of Eucalyptus urophylla seed-
lings grown in a laboratory potting soil mix compared
with various field soils.

Results
Mycorrhizal colonization
On average, the mycorrhizal fungus R. occidentalis colo-
nized 184.1 (± 10.1 standard error (SE), n = 128) root tips
per plant and 1.16 (± 0.072 SE, n = 128) root tips per cen-
timeter of root length. Total colonized root tips and root
tips colonized per unit root length were both significantly
affected by an interaction between plant maternal seed
family and soil type (F1,113 = 7.66, p = 0.007). Specifically,
total root tip colonization was approximately equal
between the two seed families in the lab soil, but different
between the two seed families in the field soil, with an
overall trend towards lower colonization in the field soil
(Figure 1a). When root tip colonization was standardized
per unit root length, a similar result was observed,
although the two plant families did not differ significantly
from each other in either soil (Figure 1b, F1,113 = 10.53, p
= 0.0015). Mycorrhizal colonization per unit root length
also differed between the two fungal sporocarps (F1,113 =
3.95, p = 0.049; sporocarp 132: mean = 1.05 ± 0.093 SE, n
= 64; sporocarp 133: mean = 1.28 ± 0.11 SE, n = 64). Nei-
ther the absolute levels of colonization by R. occidentalis
nor the colonization by R. occidentalis per unit root length
were related to the number of root tips colonized by con-
taminant fungi (covariate p = 0.374 and p = 0.841, respec-
tively). Colonization by contaminant mycorrhizal fungi
averaged 21.84 (± 1.97 SE, n = 128) root tips per plant and
mostly did not differ among treatments, although con-
tamination was significantly higher in the field soil than
in the lab soil (F1,113 = 9.55, p = 0.0025; field soil: mean =
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27.36 ± 2.78 SE, n = 64; lab soil: mean = 16.33 ± 2.63 SE,
n = 64). Contamination on plants that were not inocu-
lated with R. occidentalis averaged 44.75 (± 7.41 SE, n =
24).

Root length
Plant root length averaged 175.1 cm (± 5.81 SE, n = 128)
overall, and was influenced separately by both the type of
soil used and the fungal sporocarp with which the plant
was inoculated. Specifically, plants had a greater root
length when planted in field soil than they did when
planted in lab soil (F1,112 = 5.36, p = 0.022; field soil: mean

= 193.9 ± 9.86 SE, n = 64; lab soil: mean = 156.3 ± 5.24
SE, n = 64). Plants inoculated with spores from fungal
sporocarp 132 had a greater root length than those inocu-
lated with spores from fungal sporocarp 133 (F1,112 = 4.29,
p = 0.0406; sporocarp 132: mean = 186.9 ± 8.26 SE, n =
64; sporocarp 133: mean = 163.3 ± 7.95 SE, n = 64). Root
length was also positively associated with colonization by
contaminant mycorrhizal fungi (F1,112 = 16.64, p <
0.0001; regression slope = 34.12 ± 8.64 SE, regression
intercept = -36.88 ± 10.59 SE).

Response of root length to mycorrhizal inoculation
Overall, the response of root length to mycorrhizal inocu-
lation was negative (mean LRR (log response ratio) = -
0.409 ± 0.0474 SE, n = 128), and was influenced by a
three-way interaction among plant family, soil type, and
the presence/absence of microbial filtrate (Figure 2; F1,112
= 19.48, p < 0.0001). In both soil types, with microbial fil-
trate added, plant family M19 had a more negative
response of root length to mycorrhizal inoculation than
M18. Without microbial filtrate added, soil type affected
the mycorrhizal response of the two plant families very
differently: M19 exhibited a negative response regardless
of the soil type, while M18 exhibited a negative response
in lab soil and a positive response in field soil. The latter
treatment combination (plant family M18 in field soil
without microbial filtrate) was the only one to exhibit a
positive response of root length to mycorrhizal inocula-
tion (Figure 2). The response of root length to mycorrhizal
inoculation also depended on which fungal sporocarp
was used for inoculation (F1,112 = 4.12, p = 0.0447). Plants
inoculated with spores from fungal sporocarp 133 had a
more negative root length response to inoculation than
those inoculated with spores from fungal sporocarp 132
(F1,112 = 4.29, p = 0.0406; sporocarp 132: mean = -0.332 ±
0.065 SE, n = 64; sporocarp 133: mean = -0.485 ± 0.0679
SE, n = 64). Finally, the response of root length to mycor-
rhizal inoculation was positively associated with coloni-
zation by contaminant mycorrhizal fungi (F1,112 = 20.17,
p < 0.0001; regression slope = 0.248 ± 0.0572 SE, regres-
sion intercept = -0.268 ± 0.070 SE).

Relative growth rate
Plant relative growth rate (RGR) averaged 0.0178 g/g/day
(± 0.000391 SE, n = 128) and was significantly influenced
by an interaction between plant family and soil type
(F1,113 = 4.08, p = 0.0458). Specifically, plant family M19
had a lower RGR than family M18 in lab soil, but approx-
imately the same RGR as M18 in field soil (Figure 3a).
RGR was also significantly influenced by an interaction
between microbial filtrate and soil type (F1,113 = 13.74, p
= 0.0003). Specifically, in field soil the addition of the
microbial filtrate increased RGR, while the opposite
response to the microbial filtrate was observed in lab soil
(Figure 3b). RGR was not associated with the number of

Mycorrhizal colonization of Pinus muricata root tipsFigure 1
Mycorrhizal colonization of Pinus muricata root tips. 
Mycorrhizal colonization of Pinus muricata root tips colonized 
by Rhizopogon occidentalis as influenced by maternal seed fam-
ily of P. muricata and soil type used. (a) Total colonization. (b) 
Root tips colonized per unit root length. Means with differ-
ent letters are significantly different from each other (p < 
0.05) according to Tukey HSD post-hoc tests.
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root tips colonized by contaminant mycorrhizal fungi (p
= 0.772).

Response of relative growth rate to mycorrhizal 
inoculation
On average, RGR responded negatively to mycorrhizal
inoculation (mean LRR = -0.0795 ± 0.0236 SE, n = 128),
and the response was significantly more negative when
plants were inoculated with microbial filtrate than when
they were not (F1,113 = 4.53, p = 0.0356; with microbial fil-
trate: mean LRR = -0.1262 ± 0.03349 SE, n = 64, difference
from zero: p < 0.0001; without microbial filtrate: mean
LRR = -0.03284 ± 0.03257 SE, n = 64, difference from
zero: p = 0.289). The two maternal seed families also dif-
fered in their response of RGR to mycorrhizal inoculation
(F1,113 = 5.59, p = 0.0197; family M18: mean LRR = -
0.1314 ± 0.03169 SE, n = 64, difference from zero: p <
0.0001; family M19: mean LRR = -0.02763 ± 0.03408 SE,
n = 64, difference from zero: p = 0.372). Finally, the
response of RGR to mycorrhizal inoculation was depend-
ent on the type of soil used (F1,113 = 15.92, p = 0.0001). A
significantly negative response to mycorrhizal inoculation
occurred for plants growing in lab soil (mean LRR = -
0.1671 ± 0.03146 SE, n = 64, difference from zero: p <
0.0001). In contrast, in field soil plants exhibited no sig-
nificant response of RGR to mycorrhizal inoculation
(mean LRR = 0.008044 ± 0.03190 SE, n = 64, difference
from zero: p = 0.7946). Response of RGR to inoculation
by R. occidentalis was not associated with the number of

root tips colonized by contaminant mycorrhizal fungi (p
= 0.393).

Root:shoot ratio
Plant root:shoot ratio (overall mean = 1.098 ± 0.025 SE, n
= 128) was affected by an interaction between plant
maternal seed family and the soil type used (F1,112 =
13.58, p = 0.0004). In lab soil, plant family M19 had a
greater root:shoot ratio than M18; in field soil, however,
the root:shoot ratio of family M19 was not significantly
different from that of family M18 (Figure 4a). The
root:shoot ratio of the plants was also affected by an inter-
action between the fungal sporocarp used and the soil
type (F1,112 = 4.19, p = 0.0430). Specifically, in lab soil the
two sporocarps produced equal root:shoot ratios, whereas
in field soil sporocarp 133 induced a significantly lower
root:shoot ratio than sporocarps 132 (Figure 4b).
Root:shoot ratio was positively associated with coloniza-
tion by contaminant mycorrhizal fungi (F1,112 = 6.19, p =
0.0144; regression slope = 0.089 ± 0.037 SE, regression
intercept = -0.096 ± 0.045 SE).

Additional file 1 contains summary statistics for all 8
response variables in the 16 different experimental treat-
ment combinations. Additional file 2 contains the full sta-
tistical results (Wald F-tests from SAS PROC MIXED) of
the separate univariate analyses of each of the eight
response variables.

Discussion
Our results demonstrate wide variability in a plant-mycor-
rhizal interaction in response to variation in both biotic
and abiotic environmental factors, under conditions in
which the same plant and fungal genotypes interact in
every environment. Despite the inclusion of only four dif-
ferent combinations of plant and fungal lineages, the
responses of plants and fungi to each other varied widely,
and changed in response to different experimental soil
environments. These results emphasize the contextual
nature of ecological outcomes in such interactions, show-
ing the potential for them to exhibit selection mosaics
across landscapes, and highlighting the importance of
exploring multiple conditions when evaluating the eco-
logical outcomes and potential for evolution of interac-
tions between plants and mycorrhizal fungi.

Interactive effects of genotype and environment, and the 
potential for selection mosaics
The two experimental soil factors consistently interacted
with plant or fungal lineages to influence plant and fungal
performance in our experiments (Figures 1, 2, 3, 4). Fun-
gal performance measures, in particular, demonstrate the
potential for genotype-by-genotype-by-environment
interactions (G × G × E) and thus selection mosaics. Root
tip colonization by R. occidentalis (both total and per unit

Mean response of Pinus muricata root length to mycorrhizal colonizationFigure 2
Mean response of Pinus muricata root length to myc-
orrhizal colonization. Mean response of P. muricata root 
length to mycorrhizal colonization (log response ratio = 
ln(Xm/Xn) where Xm is the root length of inoculated plants 
and Xn is the root length of non-inoculated plants), as influ-
enced by a three-way interaction between P. muricata mater-
nal seed family, soil type (lab versus field), and the addition of 
a microbial filtrate. Means with different letters are signifi-
cantly different from each other (p < 0.05) according to 
Tukey HSD post-hoc tests, and means with an asterisk are sig-
nificantly different from zero.
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root length) was significantly influenced by an interaction
between plant lineage and soil type (Figure 1), showing
the potential for fungal fitness (assuming it is correlated
with fungal colonization levels) to depend on both plant
genotype and abiotic soil conditions. The experimental
soil conditions we manipulated were not designed to
match natural environmental variation among popula-
tions, and we specifically used plant and fungal lineages
from only one population. Hence, our goal was not to
demonstrate actual selection mosaics among natural pop-
ulations of bishop pine and R. occidentalis. Rather, our
goal was to evaluate the potential for selection mosaics,
and to ask whether such mosaics, rather than initial
genetic difference among populations, could potentially

serve as the starting point for divergent selection on coe-
volving interactions.

Effects of plant and fungal genetic variation, and potential 
coevolutionary selection
The existence of differences in symbiotic compatibility
among the four combinations of plant and fungal line-
ages suggests the potential for ongoing coevolutionary
dynamics between bishop pine and its mycorrhizal fungi
at Pt. Reyes. For example, the two plant maternal seed
families exhibited a more than four-fold difference in
their response of RGR to mycorrhizal inoculation, with
one exhibiting a significantly negative response. Not only
does this result suggest significant genetic variation
between plants for compatibility with mycorrhizal fungi,
but it also may indicate that the relationship between the
pine and fungus is not strictly a mutualism. Parasitic inter-
actions are predicted to drive negative frequency-depend-
ent selection between species, promoting genetic diversity
[24]. Thus, our observation of parasitic effects of fungi on
plants, as well as genetic variability among plants for
response to fungi, shows the potential for negative fre-
quency-dependent coevolutionary selection at a local
scale. Alternatively, within-population genetic variability
in a symbiosis could also be driven by gene flow from
another population in which the pattern and intensity of
coevolutionary selection differs from that at the study site.
Neutral genetic diversity within and between populations
of both P. muricata [25,26] and R. occidentalis [27] has
been shown to be substantial, suggesting that processes
such as genetic drift are not likely to limit the genetic var-
iability available for coevolutionary selection.

The two fungal lineages differed in their impacts on plant
growth, in a way that suggests that variation in compati-
bility between plants and fungi may sometimes be driven
by feedbacks between plant and fungal growth responses.
The colonization difference between the two fungal line-
ages provides an informative example of the interactive
nature of plant and fungal genetic effects on symbiotic
compatibility. Regardless of the plant family, fungal spore
family 133 was found to have colonized more root tips
per centimeter of root length than spore family 132. This
result was driven by the fact that both fungal families actu-
ally colonized relatively similar absolute numbers of root
tips, but plants growing with fungal spore family 132 pro-
duced greater root length (and a less negative response of
root length to mycorrhizal inoculation) than plants colo-
nized by fungal spore family 133. This result indicates that
the variation between fungal lineages in intensity of myc-
orrhizal colonization may be due less to variation in fun-
gal growth rates and more to variation in effects on plant
growth, which feed back to influence mycorrhizal coloni-
zation intensity. Of course, this kind of feedback between
plants and specific lineages of fungi would only be possi-

Relative growth rate of Pinus muricataFigure 3
Relative growth rate of Pinus muricata. (a) Mean P. muri-
cata relative growth rate, as influenced by interaction 
between soil type and plant family. (b) Mean P. muricata rela-
tive growth rate, as influenced by an interaction between soil 
type and the presence or absence of microbial filtrate. Means 
with different letters are significantly different from each 
other (p < 0.05) according to Tukey HSD post-hoc tests.
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ble when individual plants are colonized by one or very
few species or lineages of mycorrhizal fungi, as occurs in
early succession after wildfires in P. muricata habitats [28].
The fact that the two fungal lineages colonized similar
absolute numbers of root tips suggests that differences
between the two sporocarps in average spore maturity or
inoculum potential do not explain the variability
observed.

Implications for experimental tests and applications of 
plant-mycorrhizal interactions
Often, Pt. Reyes field soil elicited more variation in the
outcome of the interactions between plant and fungus,
compared with the lab soil (for example, Figures 1, 2, and

4b, but see also Figures 3 and 4a). For example, both total
colonization by R. occidentalis and root:shoot ratio dif-
fered significantly between the two maternal seed families
when grown in field soil, but did not differ when grown
in lab soil. A potential reason for the observed increase in
phenotypic responses in field soil may lie in the difference
in texture of the two soil types. During the course of the
experiment, we observed that the field soil did not retain
water as well as the lab soil, most likely due to its lower
organic matter content. Plants in field soil produced more
root length than those in lab soil, perhaps to compensate
for this lower water availability (Figure 2). Despite greater
average root length in field soil, there were fewer total root
tips colonized by R. occidentalis in the field soil compared
with the lab soil (Figure 1a), a result consistent with recent
experimental results for multiple ectomycorrhizal fungal
species on bishop pine roots [29]. In contrast, contami-
nant mycorrhizal fungi, although rare overall, were more
abundant in field soil than lab soil. As the contaminants
we observed were always common greenhouse contami-
nants that disperse via airborne spores (likely a Wilcoxina
sp. and a Thelephora sp.), and observed contaminants were
never fungi such as Rhizopogon species that do not produce
airborne spores, it is likely that contamination occurred
via aerial spore deposition and all of our experimental
treatments received approximately equal input of spores
of contaminant fungi. Thus, the higher level of contami-
nant colonization in field soil compared with potting mix
likely reflects a response by the contaminant fungi to the
differing conditions in those treatments.

Furthermore, the difference between soil types in coloni-
zation by R. occidentalis was much more pronounced for
one plant lineage than the other (Figure 1a). This combi-
nation of results suggests that the reduced water availabil-
ity in field soil may have resulted in a more stressful
environment in which genetic variability in the plant-fun-
gus interaction was more likely to be expressed. In gen-
eral, stronger differences were observed between plant and
fungal families in their responses to the field soil com-
pared with the lab soil, despite the probability that there
was more heterogeneity in soil conditions among field
soil pots within each plant-fungus treatment combination
compared with lab soil. The field soil was screened to
remove large debris and was mixed to homogenize it, but
still contained significant heterogeneity compared with
the lab soil.

Fungal performance did not appear to directly depend on
the presence or absence of a non-mycorrhizal microbial
community added as a filtrate. At first glance, this result
appears to be in contrast to several studies suggesting that
the soil microbial community is an important third mem-
ber in the mycorrhizal-plant relationship [21]. Our
results, however, may simply represent one of a range of

Root:shoot ratio of Pinus muricataFigure 4
Root:shoot ratio of Pinus muricata. (a) Mean P. muricata 
root:shoot ratio, as influenced by interaction between P. 
muricata maternal seed family used and soil type. (b) Mean P. 
muricata root:shoot ratio, as influenced by interaction 
between R. occidentalis sporocarp and soil type (lab versus 
field). Means with different letters are significantly different 
from each other (p < 0.05) according to Tukey HSD post-hoc 
tests.
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results that can occur in these interactions. We used a sin-
gle species of fungus, and the soil microbial filtrate was
composed of organisms of unknown identity and
number. Bowen and Theodorou [30] found fungal spe-
cies-specific reactions to different bacteria isolated from
soil. The specificity they found was between species,
whereas our study focused on within-species variation.
The apparent lack of response of R. occidentalis in our
study to the non-mycorrhizal microbial community could
be due to the presence of a wide array of genotypes in that
community, having a diversity of effects on the different
fungal genotypes in our experiment. Regardless, labora-
tory measurements of colonization by R. occidentalis may
not be very dependent on the presence of non-mycor-
rhizal microbes.

In contrast, plant performance and the response to mycor-
rhizal inoculation were influenced by augmentation of
the non-mycorrhizal microbial community. With the
addition of the microbial filtrate, root length was consist-
ently greater in non-mycorrhizal controls than in mycor-
rhizal treatments, especially for plant family M19 (Figure
2). This observation may indicate that when the microbial
filtrate was added, plants generally experienced reduced
access to soil nutrients in the absence of mycorrhizal fungi
and responded by increased root allocation. In contrast,
without the microbial filtrate, one plant family × soil
combination exhibited a positive response of root length
to mycorrhizal inoculation (Figure 2).

The response of plant RGR to mycorrhizal inoculation
was significantly negative in the presence of the microbial
filtrate, and was neutral in its absence. The reason for this
result is not readily apparent, and is in contrast to findings
by Heinonsalo et al. [19], which showed that shoot vol-
ume of mycorrhizal inoculated Douglas fir seedlings was
higher than in control treatments regardless of bacterial
inoculation. Furthermore, we found that addition of the
microbial filtrate had opposite effects on plant RGR
depending on whether plants were growing in lab versus
field soil (Fig. 3b), suggesting that the impact of non-myc-
orrhizal microbes on plants may be strongly contingent
on the abiotic environmental context.

Numerous previous studies have also demonstrated sig-
nificant genetic variability within plant and/or fungal spe-
cies for symbiotic compatibility in mycorrhizal
interactions. For example, in an inoculation study utiliz-
ing 20 Pisolithus isolates, Burgess et al. [31] found that
Eucalyptus grandis varied greatly in its growth response to
the different fungal genotypes. Similarly, studies of
within-population compatibility in plant-Rhizobium inter-
actions have also found significant variability in perform-
ance. Estaún et al. [32] found substantial differences
among pea genotypes in their responses to different spe-

cies of arbuscular mycorrhizal fungi, ranging from posi-
tive to neutral. As discussed by Trappe [33] three decades
ago, such genetically based variation in compatibility
between the partners in a putative mutualism points to
the need to consider plant and fungal genotypes as factors
in inoculations for forestry and nursery production. When
using a limited number of plant or fungal genotypes, prac-
titioners may be reducing the chances of seedling success.
Our results highlight the need not only to consider plant
and fungal genetic variation, but also their interactions
with biotic and abiotic environmental factors.

The variation found in these experiments is likely to be
modified within natural populations, where each interac-
tion between a plant species and a fungal species is often
part of a larger network of interactions, and in which plant
roots and mycorrhizal fungi are not restricted within the
artificial conditions of a pot. Ectomycorrhizal fungus
communities are typically diverse, with multiple species
colonizing the roots of individual trees simultaneously
[34], and two or more plant root systems can be intercon-
nected by a common mycorrhizal network [35] with the
potential to transfer nutrients among the plants (see, for
example, [36]). In addition to the variation we observed
in compatibility among different genetic combinations of
plants and fungi, there may also be variation among
plants or fungi in their response to mycorrhizal networks
or ectomycorrhizal fungus community composition. For
example, a particular plant-fungus combination may
exhibit low performance when compared with other com-
binations in the laboratory, but may exhibit superior per-
formance in the context of a diverse community and the
potential to connect with mycorrhizal networks.

Conclusion
We found significant genetic variation for symbiotic com-
patibility within the Pt. Reyes population of bishop pine
and the ectomycorrhizal fungus Rhizopogon occidentalis, as
well as substantial dependence of the plant-fungal interac-
tion on variation in biotic and abiotic experimental soil
characteristics. This variation in plant and fungal
responses to experimental conditions illustrates the broad
plasticity of the interaction, and the potential for mycor-
rhizal interactions to exhibit geographic selection mosaics
across landscapes, as abiotic and biotic factors vary and
induce corresponding changes in the impacts that species
have on each other.

Methods
We tested for the overall and interactive effects of plant
lineage, fungal lineage, and two environmental factors
(soil type and the presence or absence of a non-mycor-
rhizal soil microbial assemblage) on pine seedling per-
formance and mycorrhizal colonization of seedling roots
by growing bishop pines from seeds in individual pots in
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a growth chamber. We employed a completely rand-
omized 2 × 2 × 2 × 2 factorial experimental design, using
maternal half-sib families of seeds from two different
individual bishop pine trees, spores from two different R.
occidentalis fungal sporocarps (full-sib families of spores),
two soil types (a commercial lab potting mix to which we
refer hereafter as 'lab soil' or field-collected 'field soil'),
and the addition of a microbial filtrate from non-steri-
lized field soil in some treatments. Each of the 16 treat-
ment combinations was replicated eight times (n = 8), for
a total of 128 pots. In addition, for the purpose of calcu-
lating plant response to mycorrhizal inoculation, each of
the eight treatment combinations of maternal seed family,
soil type, and microbial filtrate had three replicates (n = 3)
of a corresponding 'no fungus' treatment that was not
inoculated with mycorrhizal fungi, for an additional 24
pots.

Preparation of pine seedlings and mycorrhizal fungus 
inoculum
Mycorrhizal fungus spores from two different fungal spo-
rocarps of R. occidentalis were collected from beneath
bishop pines (greater than 50 m apart to insure collection
from separate fungal genets) in the Mount Vision area of
Pt. Reyes National Seashore (Marin County, California,
USA, N38 03.46' W122 14.92') in December 2004. Fungal
sporocarps were coarsely chopped and refrigerated (at
4°C) in tap water for 1 month, and then a spore slurry was
prepared by blending the sporocarp material with de-ion-
ized water. The two slurries were then diluted to ~6.25 ×
107 spores/ml and stored at 4°C. Portions of each sporo-
carp were saved and dried separately, and have been
deposited in the Pullen Herbarium at the University of
Mississippi.

Seeds from two different maternal families of bishop pine
were extracted from cones collected in the Mt. Vision area
of Pt. Reyes National Seashore in December 2003. For use
in the experiment, they were surface-sterilized by soaking
in a 1% bleach solution for 5 minutes, followed by exten-
sive rinsing in both tap water and de-ionized water. The
seeds were then soaked in water at 4°C for 48 hours, pat-
ted dry, and stored in moist paper towels at 4°C for 3
weeks. After stratification, the seeds were sown in a sterile
peat-vermiculite mixture and placed in a growth chamber
for germination. We deliberately chose two maternal fam-
ilies of seeds with similar average seed mass (family M18
mean = 0.0119 g, SD = 0.0022, n = 10; family M19 mean
= 0.0157 g, SD = 0.0018, n = 10) to minimize potential
effects of maternal environment on seedling growth rates
and other performance measures.

Preparation of microbial filtrate and experimental soil 
media
Field soil was collected in June 2005 by removing the
upper 15 cm from multiple patches of soil within the

same bishop pine stand where the sporocarps and seeds
were collected. The field-collected soil was divided into
two 5-gallon buckets and returned to the laboratory,
where each was filled with tap water. The soil was allowed
to soak for 2 hours, after which the liquid was drained,
and passed via vacuum filtration through a 5 μm nylon
mesh screen to remove mycorrhizal fungus spores. The fil-
trate from the two buckets was combined and stored at
4°C to be used later for the microbial filtrate treatment.
The field soil was then prepared for use in the experiment
by sifting over a 2 mm sieve to remove large debris (such
as branches, pine cones, and rocks) and then mixed thor-
oughly to reduce heterogeneity among pots. Both the field
soil and the lab soil (Promix PGX, a peat/vermiculite/
limestone mixture with added macro- and micro-nutri-
ents; Premier Horticulture, Inc., 1785 55th Avenue, Dor-
val, Quebec, Canada H9P 2W3) were then autoclaved at
121°C for 3 hours. The soil at the field collection site in
the Mt. Vision area of Pt. Reyes National Seashore is clas-
sified as part of the Inverness Loam series, which is a fine-
loamy, mixed, active, isomesic Ultic Haplustalf. In the
field, it has a moderately low pH (5.1–6.0), a bulk density
of 0.66–1.5 g/cc, and 2–4% organic matter (USDA Soil
Survey, Marin County, CA; [37]). The lab potting soil,
Promix PGX, has a similar pH (5.0–6.5), lower bulk den-
sity (0.13–0.16 g/cc), and a much higher organic matter
content (50–60%) compared with the field soil (Premier
Horticulture, Inc.). Previously, we found that Promix pot-
ting soils did not exhibit substantial changes in nutrient
availability in response to autoclaving, with extractable P
and K actually decreasing slightly in response to autoclav-
ing and no evidence of N or C volatilization (unpublished
data). Many forest soils, however, are known to exhibit
increases in nutrient availability in response to autoclav-
ing treatments, with these increases being similar to those
caused by heating treatments designed to mimic those
caused by wildfires [38,39]. As the ecological context in
which P. muricata seedlings and Rhizopogon species inter-
act most directly is in post-wildfire soils, our autoclaved
experimental soils are not likely to be much less realistic
as a growth medium compared with non-autoclaved
experimental soils.

Experimental set-up
After 3 months the two different maternal families of
seedlings were transplanted to pots (5.0 cm diameter ×
17.5 cm deep) and the 16 different experimental treat-
ment combinations were initiated. Half of the pots were
filled with autoclaved field soil, and the other half with
autoclaved lab soil. The microbial filtrate treatment was
applied to half of these pots by pipetting 10 ml of the fil-
trate onto the surface. Mycorrhizal inoculations were per-
formed by pipetting 1 ml of mycorrhizal spore slurry
(containing ~6.25 × 107 spores) onto the surface. Each pot
was topped with a layer of sterile sand to avoid splashing
of spores or bacteria during watering, which took place
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twice a week using de-ionized water. The plants were kept
in a fluorescently lit growth chamber at 60% humidity
with 14-hour days (with around 225 μmol m-2 s-1 of light
at plant height) at 23°C and 10-hour nights at 10°C. The
pots were distributed in racks randomly with respect to
treatment, with re-randomization every 6 weeks through-
out their growth period.

Data collection
After 22 weeks, the seedlings were removed from the pots,
and the soil gently rinsed from the roots. Roots were sep-
arated from shoots, and total root length was estimated
using the grid-line intercept method [40]. All root tips
were examined, and the number of pine root tips colo-
nized by R. occidentalis was counted, as well as the number
of root tips colonized by contaminant morphotypes of
mycorrhizal fungi. Two different contaminant morpho-
types were observed and were generally rare, occupying
approximately 10% of all colonized root tips. Coloniza-
tion by R. occidentalis was analyzed on an absolute basis
per plant, as well as relative to total root length to control
for effects of final plant size and available root coloniza-
tion sites.

Both the roots and the shoots were placed in a drying oven
at 60°C for 48 hours, after which the dried roots and
shoots were weighed separately. Final root length,
root:shoot ratio, and total estimated RGR were used as
measures of plant performance. At the time of initial myc-
orrhizal inoculation, we measured the length of the nee-
dle-bearing stem on each plant, a measurement we have
found previously to be predictive of total dry mass. As in
Hoeksema and Thompson [41], we then used a previously
established regression equation of total dry mass (in
grams) on needle-bearing stem length (green length, in
millimeters) to estimate total dry mass of each plant at the
time of inoculation (ln(mass) = ln(green length) × 1.97 –
7.823). RGR from inoculation to the end of the experi-
ment was estimated as (ln(m2)-ln(m1))/(number of days),
where m1 is estimated total dry mass at time of inoculation
and m2 is measured total dry mass at the end of the exper-
iment. For root length and RGR, we also calculated the rel-
ative response to mycorrhizal inoculation, by comparing
performance (RGR or root length) in inoculated replicates
to the mean performance of the three non-inoculated rep-
licates for each treatment group. Specifically, for each
inoculated replicate, we calculated a log response ratio
(LRR) of RGR and root length:

LRR = ln(Xm/Xn)

where Xm is the performance (RGR or root length) in myc-
orrhizal inoculated pairings and Xn is the mean perform-
ance of the three non-inoculated replicates. This metric is
positive when a positive response to mycorrhizal inocula-

tion is observed, and negative when a negative response to
mycorrhizal inoculation is observed. We chose to use the
LRR because it provides a relative measure of response to
mycorrhizal inoculation, and is linear with respect to var-
iation in the numerator and the denominator. Also, LRRs
have been determined to have particularly favorable prop-
erties for any subsequent meta-analyses, compared with
other comparable metrics such as the standardized mean
difference [42].

Collectively, our measures of pine seedling performance
provide complementary information on plant growth and
the outcome of interactions with other species. RGR is
thought to be an important measure of plant perform-
ance, as it integrates a variety of plant physiological com-
ponents and is independent of plant size [43,44]. Root
length may be an indicator of competitive ability for soil
resources [45]. We also calculated plant root:shoot bio-
mass ratio because it is often predicted to vary signifi-
cantly among plants depending on the relative
importance of limitation by aboveground and below-
ground resources [46-48]. In general, early performance of
seedlings has been found to be an important predictor of
later success in field studies of demography in pine popu-
lations [49] and a variety of other species (see, for exam-
ple, [50] and the review in [51]). In addition, evidence
from at least one forest system suggests that the functional
traits of trees are more adapted to their early successional
environments (that is, the regeneration niche) than to
their late successional environments [52]. In early succes-
sion following wildfires, individual P. muricata seedlings
are usually colonized by only one or two ectomycorrhizal
fungal species, mostly members of the genus Rhizopogon
and a few species of Ascomycetes including Wilcoxina spe-
cies and Tomentella sublilacina [28]. Thus, measurements
of P. muricata seedling growth and response to R. occiden-
talis in different environments should be somewhat corre-
lated with P. muricata fitness and the probability of
reaching the age of reproduction.

It is inherently problematic to quantify the fitness of
clonal soil microbes such as mycorrhizal fungi (see [53]
for a discussion of the problem). Nevertheless, ectomycor-
rhizal fungi such as Rhizopogon are obligate symbionts on
their host plants, and thus the total extent to which they
colonize their hosts is expected to correlate with their abil-
ity to obtain fixed carbon for growth and sexual reproduc-
tion. When controlling for the size of the host plant's root
system, the extent of fungal colonization is expected to
reflect overall compatibility between the host plant and
the fungus. Thus, although we could not directly measure
fitness of the plants and fungi in these experiments, our
measures of success are likely to be closely correlated with
fitness, and thus informative for arguments about coevo-
lution and adaptation [53].
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Data analysis
We analyzed eight response variables in separate analyses:
total root tips colonized (by the target fungus R. occidenta-
lis), root tips colonized per centimeter of root length, total
contaminant-colonized root tips, root length, LRR of root
length to mycorrhizal inoculation, RGR, LRR of RGR to
mycorrhizal inoculation, and root:shoot ratio. We ana-
lyzed our data with four-way ANOVA using the MIXED
procedure in SAS v. 9.1 (SAS Institute Inc., Cary, NC,
USA). The four independent variables were soil type (lab
soil or field soil), maternal seed family (M18 or M19),
fungal sporocarp (132 or 133) and microbial filtrate
(presence or absence). For all of the response variables
besides contaminant-colonized root tips, the number of
contaminant-colonized root tips was initially included as
a covariate. This covariate was eliminated from statistical
models when it was found to be highly non-significant (p
> 0.37). When the covariate was significant, its relation-
ship with the response variable was explored using simple
linear regression of residuals (from the model lacking the
covariate) on the covariate. The normality of all response
variables was assessed by inspection of histograms of
residuals, and one variable (contaminant-colonized root
tips) was log-transformed to achieve normality. All four-
way interactions were found to be highly non-significant
(p > 0.25), and were excluded from all final statistical
models; this result was consistent with our expectations,
since we designed the study only to have power to exam-
ine three-way interactions. For all significant (p < 0.05)
statistical interactions we tested for differences among
individual treatment groups using post-hoc Tukey HSD
(honestly significantly different) comparison of means.
For the two variables that measured response to mycor-
rhizal inoculation, we also tested whether individual
means for treatment combinations were significantly dif-
ferent from zero, using t-tests.

Authors' contributions
BJP participated in planning the study, took primary
responsibility for executing the experiment and collecting
the data, and took the lead in interpretation of the data
and drafting of the manuscript. JDH participated in plan-
ning the study, participated in executing the experiment
and collecting the data, performed the data analysis, and
contributed to interpretation of data and writing of the
manuscript. JNT participated in planning the study, inter-
pretation of data, and writing the manuscript. All authors
read and approved the final manuscript.

Additional material

Acknowledgements
We thank Catherine Fernandez, Samantha Forde, Kate Rich, and Sarah 
Dwiggins for input throughout the project, Jim Velzy for logistical support, 
and Bala Chaudhary, Justine Karst, Roger Koide, and two anonymous 
reviewers for their comments on earlier drafts of the manuscript. This 
work was supported by a grant to BP from the UCSC STEPS Institute for 
Innovation in Environmental Research, a National Science Foundation Post-
doctoral Fellowship in Microbial Biology to JDH (DBI-0200129), and a 
National Science Foundation Grant to JNT (DEB-344147).

References
1. Thompson JN: The Coevolutionary Process Chicago, IL: University of

Chicago Press; 1994. 
2. Thompson JN: The Geographic Mosaic of Coevolution Chicago, IL: Uni-

versity of Chicago Press; 2005. 
3. Benkman CW: The selection mosaic and diversifying coevolu-

tion between crossbills and lodgepole pine.  Am Nat 1999,
153(Suppl):S75-S91.

4. Brodie ED Jr, Ridenhour BJ, Brodie ED III: The evolutionary
response of predators to dangerous prey: hotspots and
coldspots in the geographic mosaic of coevolution between
newts and snakes.  Evolution 2002, 56:2067-2082.

5. Forde SE, Thompson JN, Bohannan BJM: Adaptation varies
through time and space in a coevolving host-parasitoid inter-
action.  Nature 2004, 431:841-844.

6. Garant D, Forde SE, Hendry AP: The multifarious effects of dis-
persal and gene flow on contemporary adaptation.  Funct Ecol
2007, 21:434-443.

7. Morgan AD, Gandon S, Buckling A: The effect of migration on
local adaptation in a coevolving host-parasite system.  Nature
2005, 437:253-256.

8. Gomulkiewicz R, Drown DM, Dybdahl MF, Godsoe W, Nuismer SL,
Pepin KM, Ridenhour BJ, Smith CI, Yoder JB: Dos and don'ts of
testing the geographic mosaic theory of coevolution.  Heredity
2007, 98:249-258.

9. Wade MJ: The co-evolutionary genetics of ecological commu-
nities.  Nat Rev Genet 2007, 8:185-195.

10. Siepielski AM, Benkman CW: Convergent patterns in the selec-
tion mosaic for two North American bird-dispersed pines.
Ecol Monogr 2007, 77:203-220.

Additional file 1
Summary statistics. Additional file 1 is an Excel file (Summary_stats.xls) 
containing summary statistics for all 8 response variables in the 16 differ-
ent experimental treatment combinations.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1741-
7007-6-23-S1.xls]

Additional file 2
Statistical analysis results. Additional file 2 is an Excel file (Statis-
tics.xls) containing the full statistical results (Wald F-tests from SAS 
PROC MIXED) of the separate univariate analyses of each of the eight 
response variables.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1741-
7007-6-23-S2.xls]
Page 10 of 11
(page number not for citation purposes)

http://www.biomedcentral.com/content/supplementary/1741-7007-6-23-S1.xls
http://www.biomedcentral.com/content/supplementary/1741-7007-6-23-S2.xls
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12449493
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12449493
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12449493
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15483611
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15483611
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15483611
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16148933
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16148933
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17344805
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17344805
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17279094
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17279094


BMC Biology 2008, 6:23 http://www.biomedcentral.com/1741-7007/6/23
Publish with BioMed Central   and  every 
scientist can read your work free of charge

"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."

Sir Paul Nurse, Cancer Research UK

Your research papers will be:

available free of charge to the entire biomedical community

peer reviewed and published immediately upon acceptance

cited in PubMed and archived on PubMed Central 

yours — you keep the copyright

Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp

BioMedcentral

11. Rudgers JA, Strauss SY: A selection mosaic in the facultative
mutualism between ants and wild cotton.  Proc R Soc Lond B Biol
Sci 2004, 271:2481-2488.

12. Toju H, Sota T: Imbalance of predator and prey armament:
geographic clines in phenotypic interface and natural selec-
tion.  Am Nat 2006, 167:105-117.

13. Zangerl AR, Berenbaum MR: Phenotypic matching in wild pars-
nip and parsnip webworms: causes and consequences.  Evolu-
tion 2003, 57:806-815.

14. Allen MF: The Ecology of Mycorrhizae Cambridge: Cambridge Univer-
sity Press; 1991. 

15. Smith SE, Read DJ: Mycorrhizal Symbiosis San Diego, CA: Academic
Press; 1997. 

16. Johnson NC, Graham JH, Smith FA: Functioning of mycorrhizas
along the mutualism-parasitism continuum.  New Phytol 1997,
135:1-12.

17. Jones MD, Smith SE: Exploring functional definitions of mycor-
rhizas: Are mycorrhizas always mutualisms?  Can J Bot 2004,
82:1089-1109.

18. Schwartz MW, Hoeksema JD, Gehring CA, Johnson NC, Klironomos
JN, Abbott LK, Pringle A: Global movement of mycorrhizal fun-
gus inoculum: promise and possible consequences.  Ecol Lett
2006, 9:501-515.

19. Heinonsalo J, Frey-Klett P, Pierrat JC, Churin JL, Vairelles D, Garbaye
J: Fate, tree growth effect and potential impact on soil micro-
bial communities of mycorrhizal and bacterial inoculation in
a forest plantation.  Soil Biol Biochem 2004, 36:211-216.

20. Founoune H, Duponnois R, Ba AM, Sall S, Branget I, Lorquin J, Neyra
M, Chotte JL: Mycorrhiza helper bacteria stimulate ectomyc-
orrhizal symbiosis of Acacia holosericea with Pisolithus alba.
New Phytol 2002, 153:81-89.

21. Garbaye J: Tansley Review No. 76. Helper bacteria: a new
dimension to the mycorrhizal symbiosis.  New Phytol 1994,
128:197-210.

22. Krishna KR, Balakrishna AN, Bagyaraj DJ: Interaction between a
vesicular-arbuscular mycorrhizal fungus and Streptomyces
cinnamomeous and their effects on finger millet.  New Phytol
1982, 92:401-405.

23. Chen YL, Kang LH, Dell B: Inoculation of Eucalyptus urophylla
with spores of Scleroderma in a nursery in south China: com-
parison of field soil and potting mix.  For Ecol Manage 2006,
222:439-449.

24. Lively CM: Host-parasite coevolution and sex.  Bioscience 1996,
46:107-114.

25. Wu J, Krutovskii KV, Strauss SH: Abundant mitochondrial
genome diversity, population differentiation and convergent
evolution in pines.  Genetics 1998, 150(4):1605-1614.

26. Wu J, Krutovskii KV, Strauss SH: Nuclear DNA diversity, popu-
lation differentiation, and phylogenetic relationships in the
California closed-cone pines based on RAPD and allozyme
markers.  Genome 1999, 42:893-908.

27. Grubisha LC, Bergemann SE, Bruns TD: Host islands within the
California Northern Channel Islands create fine-scale
genetic structure in two sympatric species of the symbiotic
ectomycorrhizal fungus Rhizopogon.  Mol Ecol 2007,
16:1811-1822.

28. Baar J, Horton TR, Kretzer AM, Bruns TD: Mycorrhizal coloniza-
tion of Pinus muricata from resistant propagules after a
stand-replacing wildfire.  New Phytol 1999, 143:409-418.

29. Kennedy PG, Peay KG: Different soil moisture conditions
change the outcome of the ectomycorrhizal symbiosis
between Rhizopogon species and Pinus muricata.  Plant Soil
2007, 291:155-165.

30. Bowen GD, Theodorou C: Interactions between bacteria and
ectomycorrhizal fungi.  Soil Biol Biochem 1979, 11:119-126.

31. Burgess T, Dell B, Malajczuk N: Variation in mycorrhizal devel-
opment and growth stimulation by 20 Pisolithus isolates inoc-
ulated on to Eucalyptus grandis W. Hill ex Maiden.  New Phytol
1994, 127:731-739.

32. Estaún V, Calvet C, Hayman DS: Influence of plant genotype on
mycorrhizal infection: response of three pea cultivars.  Plant
Soil 1987, 103:295-298.

33. Trappe JM: Selection of fungi for ectomycorrhizal inoculation
in nurseries.  Annu Rev Phytopathol 1977, 15:203-222.

34. Horton TR, Bruns TD: The molecular revolution in ectomycor-
rhizal ecology: peeking into the black box.  Mol Ecol 2001,
10:1855-1871.

35. Simard SW, Durall DM: Mycorrhizal networks: a review of their
extent, function, and importance.  Can J Bot 2004, 82:1140-1165.

36. Simard SW, Perry DA, Jones MD, Myrold DD, Durall DM, Molina R:
Net transfer of carbon between ectomycorrhizal tree spe-
cies in the field.  Nature 1997, 388:579-582.

37. Grogan P, Baar J, Bruns TD: Below-ground ectomycorrhizal
community structure in a recently burned bishop pine for-
est.  J Ecol 2000, 88:1051-1062.

38. Serrasolsas I, Khanna PK: Changes in heated and autoclaved for-
est soils of S.E. Australia. I. Carbon and nitrogen.  Biogeochem-
istry 1995, 29:3-24.

39. Serrasolsas I, Khanna PK: Changes in heated and autoclaved for-
est soils of S.E. Australia. II. Phosphorus and phosphatase
activity.  Biogeochemistry 1995, 29:25-41.

40. Newman EJ: A method of estimating the total root length of a
root in a sample.  J Appl Ecol 1966, 3:139-145.

41. Hoeksema JD, Thompson JN: Geographic structure in a wide-
spread plant-mycorrhizal interaction: Pines and false truf-
fles.  J Evol Biol 2007, 20:1148-1163.

42. Hedges LV, Gurevitch J, Curtis PS: The meta-analysis of response
ratios in experimental ecology.  Ecology 1999, 80:1150-1156.

43. Hunt R: Basic Growth Analysis London: Unwin Hyman; 1990. 
44. Hunt R, Cornelissen JHC: Components of relative growth rate

and their interrelations in 59 temperate plant species.  New
Phytol 1997, 135:395-417.

45. Craine JM, Fargione J, Sugita S: Supply pre-emption, not concen-
tration reduction, is the mechanism of competition for nutri-
ents.  New Phytol 2005, 166:933-940.

46. Aikio S, Markkola AM: Optimality and phenotypic plasticity of
shoot-to-root ratio under variable light and nutrient availa-
bilities.  Evol Ecol 2002, 16:67-76.

47. Bloom AJ, Chapin FS, Mooney HA: Resource limitation in plants
– an economic analogy.  Annu Rev Ecol Syst 1985, 16:363-392.

48. Tilman D: Plant Strategies and the Dynamics and Structure of Plant Com-
munities Princeton, NJ: Princeton University Press; 1988. 

49. Landis RM, Gurevitch J, Fox GA, Fang W, Taub DR: Variation in
recruitment and early demography in Pinus rigida following
crown fire in the pine barrens of Long Island, New York.  J
Ecol 2005, 93:607-617.

50. Young TP: Lobelia telekii herbivory, mortality, and size at
reproduction: Variation with growth rate.  Ecology 1985,
66:1879-1883.

51. Harper JL: The Population Biology of Plants London: Academic Press;
1977. 

52. Poorter L: Are species adapted to their regeneration niche,
adult niche, or both?  Am Nat 2007, 169:433-442.

53. Pringle A, Taylor JW: The fitness of filamentous fungi.  Trends
Microbiol 2002, 10:474-481.
Page 11 of 11
(page number not for citation purposes)

http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16475103
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16475103
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16475103
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12778550
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12778550
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16643296
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16643296
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9832536
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9832536
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9832536
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17444894
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11555231
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11555231
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17465924
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17465924
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17465924
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15869653
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15869653
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15869653
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17427120
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17427120
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12377558
http://www.biomedcentral.com/
http://www.biomedcentral.com/info/publishing_adv.asp
http://www.biomedcentral.com/

	Abstract
	Background
	Results
	Conclusion

	Background
	Results
	Mycorrhizal colonization
	Root length
	Response of root length to mycorrhizal inoculation
	Relative growth rate
	Response of relative growth rate to mycorrhizal inoculation
	Root:shoot ratio

	Discussion
	Interactive effects of genotype and environment, and the potential for selection mosaics
	Effects of plant and fungal genetic variation, and potential coevolutionary selection
	Implications for experimental tests and applications of plant-mycorrhizal interactions

	Conclusion
	Methods
	Preparation of pine seedlings and mycorrhizal fungus inoculum
	Preparation of microbial filtrate and experimental soil media
	Experimental set-up
	Data collection
	Data analysis

	Authors' contributions
	Additional material
	Acknowledgements
	References

