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Abstract

The mating system of a plant is the prime determinant of its population genetic structure.
However, mating system effects may be modified by postzygotic mechanisms like inbreeding
depression. Furthermore, historical as well as contemporary ecological factors and population
characteristics, like the location within the species range can contribute to genetic variability.
Using microsatellite markers we assessed the population genetic structure of the wind-
pollinated Juncus atratus in 16 populations from peripheral and nearly central areas of the
distribution range and studied the mating system of the species. In three peripheral popu-
lations, outcrossing rates at seeds stage were low (mean tm = 5.6%), suggesting a highly
autogamous mating system. Despite this fact, on adult stage both individual heterozygosity
(mean HO = 0.48) and gene diversity (mean HE = 0.58) were high even in small populations.
Inbreeding coefficients were consistently low among all populations (mean FIS = 0.15).
Within the three peripheral populations indirect estimates of lifetime inbreeding depression
were surprisingly high (δeq = 0.96) and inbreeding depression could be shown to act mostly
on early seedling establishment. Similar conditions of autogamy combined with high
inbreeding depression are typical for plants with a large lifetime genomic mutation rate
that cannot avoid selfing by geitonogamy. However, the results presented here are unexpected
for small-statured, herbaceous plants. Substantial genetic differentiation among all popula-
tions was found (mean FST = 0.24). An isolation-by-distance pattern was apparent on large
scale but not on local scale suggesting that the overall pattern was largely influenced by
historical factors, e.g. colonization, whereas locally genetic drift was of greater importance than
gene flow. Peripheral populations exhibited lower genetic diversity and higher inbreeding
coefficients when compared with subcentral populations.
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Introduction

Gene flow among populations and the maintenance of
genetic diversity within populations are key factors
determining the genetic structure of plant populations.
Due to their sessile nature, plants are prone to genetic
differentiation as a result of spatial isolation followed by
reduced gene flow among individuals, populations, and
across the species range. Moreover, genetic variation and
population structure reflect both the influence of current

ecological and historical processes. It has been suggested
that life form and the mating system in particular, which
governs the transmission of genes between generations,
are the most significant factors affecting the pattern of
genetic diversity of plant populations (Loveless & Hamrick
1984; Hamrick & Godt 1996; Glemin et al. 2006). Selfing
within a population reduces pollen migration among
individuals and thus can reduce effective population size.
Also, gene flow among populations will be reduced. In
inbreeding species individuals are expected to be more
homozygous and, compared to outbreeding species, a
larger proportion of genetic diversity should be partitioned
among the populations.
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The wind-pollinated genus Juncus (Juncaceae) comprises
more than 300 herbaceous species (Kirschner et al. 2002)
which have enormous ecological importance mostly in
wetland habitats. Nevertheless, mating system, genetic
diversity and population structure have not yet been
thoroughly analysed in Juncus species yet. Juncus spp.
produce a large number of seeds per capsule which is
uncommon for wind-pollinated species and may indicate
self-fertilization (Proctor et al. 1996). In fact, Buchenau
(1890, 1892; p. 378) stated self-fertilization as ‘very frequent
and successful’ in the genus which is anecdotally confirmed
for some Juncus spp. (e.g. Graebner 1934; Edgar 1964).
However, no outcrossing rate estimates are available for
species of the genus. For the black rush, Juncus atratus, high
levels of observed heterozygosity and a low inbreeding
coefficient have been reported recently (Michalski et al. 2006).
Only two facts may account for these results. Either the
species is more outcrossed than previously believed for
the genus, or despite high selfing, the detrimental effects of
inbreeding depression (ID) on selfed progeny maintain
observed heterozygosity and a low inbreeding coefficient
in the adult generation.

In homozygous individuals, deleterious recessive
alleles can be expressed which are expected to cause ID
(Charlesworth & Charlesworth 1999; Roff 2002; Carr &
Dudash 2003). In frequently outbred species, this will lead
to a lowered survival of selfed offspring compared to
outcrossed offspring. On the other hand, in species with
repeated self-fertilization, purging effects may eventually
lead to decreased ID (Crnokrak & Barrett 2002). In a
population that is already partially selfing, this mechanism
facilitates the spread of an allele that increases selfing.
Hence, most theory on the evolution of mating systems in
plants predicts that species would be either predominantly
outcrossing with strong ID (δ > 0.5) or predominantly
selfing with weak ID (δ < 0.5) (Lande & Schemske 1985).
However, Charlesworth & Charlesworth (1987) pointed
out that if ID is caused by partially recessive, mildly dele-
terious alleles at many loci, even highly selfed populations
will only purge a fraction of their genetic load. Also, a suf-
ficiently high genome-wide mutation rate to recessive
lethal alleles can maintain severe ID in populations with
substantial levels of selfing (Lande et al. 1994; Scofield &
Schultz 2006).

Surveys dealing with the distribution of outcrossing
rates support the view of bimodality in mating systems
(e.g. Schemske & Lande 1985; Barrett & Eckert 1990).
However, significant differences in the distributions of
outcrossing rates between wind-pollinated and animal-
pollinated plants were found which have been a source of
controversy for the last 20 years (e.g. Aide 1986; Goodwillie
et al. 2005). Whereas for wind-pollinated species, as predicted,
outcrossing rates show a bimodal distribution, animal-
pollinated species more frequently exhibit a mixed mating

system (Vogler & Kalisz 2001; but see Igic & Kohn 2006).
This difference has been explained by the variability in
biotic pollination which may limit the evolutionary
response to selection on the mating system. Alternatively,
wind-pollinated taxa might lack factors that provide
evolutionary stability for mixed mating systems (Goodwillie
et al. 2005). Also, it has been argued that the difference may
be a result of biased sampling, since in the surveys of
outcrossing rates wind-pollinated species are represented
mainly by either annual, weedy, selfing grasses or by
outcrossing conifers. Hence, a wider sampling including more
wind-pollinated herbaceous plants may reveal additional
abiotic mixed mating systems (Barrett & Eckert 1990).

Together with mating system and inbreeding depression,
the genetic structure of populations is also shaped by
geographical distance to other populations, habitat suit-
ability or by the historic colonization and migration pattern
(Pannell & Dorken 2006). The quality and impact of these
factors are likely to be heterogeneous across the species
range due to several reasons. In the periphery of a species
range, abiotic and biotic environments may differ from those
in the centre and it is likely that there are less suitable
habitats. Hence, it is generally assumed that population
frequency, population size and density are decreasing in
the periphery (Brown 1984; Lawton 1993). Smaller and
less dense populations are more prone to the consequences
of founder effects, inbreeding and genetic drift which are
expected to result in a lower genetic diversity (Barrett &
Kohn 1991; Ellstrand & Elam 1993; Leimu et al. 2006).
Increased spatial isolation between peripheral populations
will reduce gene flow between populations which in turn
causes also higher genetic differentiation among these
populations.

In European species, historical effects can also contribute
to the lowered genetic diversity at the periphery of a
species range. For plants with the ability for long-distance
dispersal, postglacial range expansion from glacial
refugia may have occurred rapidly. However, the repeated
founding events along colonization routes could have lead
to decreased heterozygosity in peripheral populations
compared to that of populations closer to refugia (Hewitt
1996). Although most of the allelic variation may reside in
central populations, peripheral, disjunct populations can
contribute to genetic variation at the species level as
they often harbour distinct genotypes which make them
important for potential adaptation and for conservation
(Lesica & Allendorf 1995, e.g. Eckstein et al. 2006). Eventually,
the spatial pattern of plant population genetic structure
may be superimposed by contemporary anthropogenic
effects. The human impact may evoke habitat fragmentation
and alteration of the natural habitat also in the centre
of a species distribution leading to similar effects on
genetic diversity as expected in the periphery of a species’
range (Young et al. 1996).
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Thus, the interpretation of the population genetic
structure of a species has to take into account several factors:
(i) the mating system which determines both gene flow
and genetic variability at individual and local scales; (ii)
postzygotic mechanisms like inbreeding depression that
can counteract the effects of selfing on genetic variability at
the individual level; and (iii) contemporary ecological and
historical aspects which may vary across the species range.

In this study, we provide a comprehensive analysis of the
genetic population structure of the herbaceous, wind-
pollinated Juncus atratus using nuclear microsatellite
markers. The black rush, J. atratus ( Juncaceae), is a diploid
(2n = 2x = 40), perennial species distributed from central
Asia to subcontinental Europe. It reaches its northwestern
range edge in Central Europe, where it grows exclusively
in wet meadows and open soils with few populations
along the floodplains of the rivers Elbe and Havel (Burkart
1995; river corridor plant, Burkart 2001). Flooding dynamics
of river systems of Central Europe have been strongly
altered by human impact (Müller 1995). Thus, in Central
Europe, suitable habitats for J. atratus, i.e. seasonal flooded
meadows along river plains, and hence, the species itself is
highly endangered (Schnittler & Günther 1999).

We first characterize the mating system of J. atratus by
analysing the outcrossing rate from maternal seed families.
As literature suggests a high selfing rate, ID might
account for the high observed heterozygosity and the low
inbreeding coefficient previously found for one population
of the species. Hence, we secondly assess ID by comparing
the change in inbreeding coefficients between different
life stages in the field and in the laboratory.

Selfing should lower effective population size and pollen
flow among individuals and populations. This in turn,
can increase genetic differentiation among populations
caused by drift. Thus, we eventually determine genetic
variation within and among populations and compare
the population genetic structure between peripheral and
subcentral populations. We hypothesize lower population
size, lower genetic diversity and increased differentiation
among peripheral populations.

Methods

Sampling and genotyping

Juncus atratus individuals were sampled from 16 natural
populations (Table 1). Because localities where the species
was sampled were coherent and clearly delimited spatially,
all plants growing at a particular site were defined as one
population. The area of single populations ranged from
~5 m2 up to 7 × 104 m2. Populations were situated in nearly
central parts of the distribution range in southeastern
Europe (subcentral populations) up to the northwestern
range edge (peripheral populations; Table 1, Fig. 1). Here,
the frequency of known populations is very low. The
sampled German populations even represent all known
occurrences of J. atratus in this country and are the most
western populations of the species. In the comparative
analysis of central and peripheral populations, the German
and Slovakian populations (Fig. 1, nos 1–9) were treated as
peripheral, and the Hungarian, Ukrainian and Polish
populations (nos 9–16) were treated as subcentral. Leaf

Table 1 Geographical position and estimated population size of sampled populations and measures of genetic diversity at eight
microsatellite loci: N, number of samples analysed; A, mean number of alleles; HO, observed heterozygosity; HE, expected heterozygosity;
FIS, inbreeding coefficient (**P < 0.001, *P < 0.05) and number of private alleles

Population ID Geographical origin
Location 
coordinates

Estimated 
population size N A HO HE FIS

Private 
alleles

GGUK Germany, Parey 52°42′N, 12°13′ E 200 24 4.03 0.464 0.562 0.158** 2
GGUS Germany, Gülpe 52°44′ N, 12°13′ E 7 7 2.50 0.357 0.434 0.178** 0
GHAV Germany, Havelberg 52°49′ N, 12°05′ E 150 24 4.07 0.484 0.614 0.189* 1
GLEN Germany, Lennewitz 52°54′ N, 11°57′ E 20 14 3.76 0.441 0.590 0.492** 1
GPRZ Germany, Pritzerbe 52°30′ N, 12°26′ E 250 24 3.51 0.490 0.554 0.214** 0
GSAN Germany, Sandau 52°48′ N, 12°02′ E 200 24 3.27 0.250 0.487 0.260** 1
GSCH Germany, Schartau 52°17′ N, 11°47′ E 350 24 2.83 0.379 0.451 0.186** 1
GVEH Germany, Vehlgast 52°49′ N, 12°11′ E 300 24 3.54 0.443 0.541 0.163** 1
SMAK Slovakia, Malacky 48°33′ N, 17°00′ E 2500 24 4.02 0.490 0.634 0.056 2
HBAT Hungary, Battonya 46°16′ N, 21°06′ E 100 15 5.26 0.647 0.684 0.053* 5
HDAR Hungary, Darvas 47°07′ N, 21°20′ E 200 11 5.28 0.602 0.694 0.172** 3
HGYO Hungary, Gyomaendröd 47°02′ N, 20°51′ E 500 13 3.26 0.525 0.521 0.119* 0
HSAT Hungary, Satoraljaújhely 48°22′ N, 21°37′ E 1500 24 5.30 0.630 0.664 −0.010 9
HSZE Hungary, Szentes 46°46′ N, 20°26′ E 500 24 3.83 0.435 0.540 0.199** 3
POLG Poland, Góry 52°22′ N, 22°39′ E 350 24 3.23 0.469 0.523 0.123* 2
UUKR Ukraine, Uschgorod 48°39′ N, 22°18′ E 25 17 4.97 0.615 0.727 0.105* 4
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tissue was sampled between 2003 and 2005 from seven to
24 (mean = 19.8) randomly chosen individual plants per
population and preserved in silica gel. During sampling,
population size was estimated as the approximate
number of distinct tufts. Habitat conditions and sizes of
habitat patches were found to be very inhomogeneous for
both peripheral and subcentral populations.

DNA was extracted with the DNeasy 96 Plant extraction
kit (QIAGEN). Samples were genotyped at eight micro-
satellite loci previously developed for J. atratus (Michalski
et al. 2006). Multiplex polymerase chain reactions (PCR) were
performed in a total volume of 15 µL. Conditions for the
amplification and detailed primer descriptions follow
Michalski et al. (2006), except for the multiplexing reaction
which comprised the loci Ja29 (Label: FAM), Ja28 (JOE), Ja31
(TAMRA) in one, and loci Ja42 (FAM), Ja07 (FAM), Ja01 (JOE),
Ja47 (JOE) and Ja21b (TAMRA) in another PCR amplifica-
tion. PCR products were separated on an ABI 310 genetic
analyser (Applied Biosystems) with internal size standard
MapMarker 400 (BioVentures). Individuals were genotyped
using genotyper version 2.0 (Applied Biosystems).

Estimation of outcrossing rate and inbreeding depression

Open-pollinated seed families were collected haphazardly
from three German populations (GPRZ, GSAN, GVEH,
Table 1). Seeds of subcentral populations were not available
at the time of sampling. By analysing seeds rather than

seedlings, possible biases resulting from early inbreeding
depression during germination and seedling establishment
can be avoided. However, the primary selfing rate at fertiliza-
tion might be higher than our estimates due to selective
postzygotic seed abortion.

Individual seeds were crushed with a glass rod on plates
with shallow slots and dissolved in 6 µL 10× PCR buffer
with (NH4)2SO4 (Fermentas). After 10 min of denaturation
at 95 °C, the mixture was held at 4 °C for 4–7 days to allow
the DNA to dissolve. For the microsatellite analysis, 1 µL of
the extract was used in each PCR amplification. The maternal
genotype did not interfere with the signal from the seeds.
Multilocus and single-locus outcrossing rates (tm, ts) and
parental inbreeding coefficients (F) were estimated using
mltr version 3.1 (Ritland 2002). For populations GPRZ
and GSAN, the maternal genotype of seed families was
known, whereas for GVEH, it was inferred from the
progeny arrays. We used iterations of the Newton-Raphson
method with predefined starting values of tm = 0.9 and F = 0.1
to obtain maximum-likelihood estimates of the mating
parameters.

Inbreeding depression (δ = 1 — relative fitness of selfed
progeny) was quantified indirectly using two approaches.
First, we used parental F-values and outcrossing rates to
quantify Ritland’s equilibrium estimator of inbreeding depres-
sion (Ritland 1990a, equation 3), assuming that populations
are at inbreeding equilibrium: δ = 1 – [2tF/(1 – t)(1 – F)].
ID assuming inbreeding equilibrium was calculated
for the three populations GPRZ, GSAN and GVEH and is
depicted as δeq. Ninety-five per cent confidence intervals of
all mating system parameters were reported based on 1000
bootstrap replicates with the progeny array as the unit of
resampling.

Second, ID was quantified by comparing maternal and
seedling F-values through time. Assuming random out-
crossing at rate t and no selection against inbred individuals,
the offspring inbreeding coefficient Fi is related to the adult
Fi−1 as Fi = (1 – t)(1 + Fi−1)/2 (Ritland 1990a). ID should
counterbalance this relationship by decreasing the relative
fitness of the selfed offspring. The relative fitness parameter w
can be estimated according to Ritland (1990a, equation 1):
w = 2tFi/(1−t)(1 + Fi-1 – 2Fi). By replacing t, Fi and Fi−1 with
their estimates (i.e. tm, FIS seedlings and FIS parents) an estimate
for the ID (δ = 1 – w) up to this point can be derived. We
quantified ID in seedlings of J. atratus using this approach
first in the field and second under controlled conditions
without competition in the laboratory. For the field estimate
of ID, all putative mother individuals in an area of 15 × 40 m
in the population of Sandau (GSAN) were sampled. This
population was chosen because seedlings which are only
rarely encountered in the field were present in large
numbers at this location. Seedlings within the same area
were mapped and collected using quadrants of 0.04 m2.
Up to four seedlings were randomly sampled per quadrant.

Fig. 1 Map of populations sampled for this study. 1, GGUK; 2,
GGUS; 3, GHAV; 4, GLEN; 5, GPRZ; 6, GSAN; 7, GSCH; 8, GVEH;
9, SMAK; 10, HBAT; 11, HDAR; 12, HDAR; 13, HGYO; 14, HSZE;
15, UUKR; 16, POLG. The first letter of the population code refers
to the country of origin: G, Germany; S, Slovakia; H, Hungary; U,
Ukraine; P, Poland. Circles represent populations treated as subcentral
populations. Open squares represent peripheral populations. The
grey-shaded area represents the main distribution of Juncus atratus
in Europe (based on a distribution map by Eric Welk, unpublished).
The main distribution of the species reaches as far as Southwest
Siberia and Northwest China.
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Plant material was collected in August, at which time seed-
lings were 3 to 4 months old and between 2 and 18 cm high.
Thus, at this time, seedlings were already established
under conditions of competition in the natural habitat.
DNA extraction of seedlings was performed using the
protocol of Edwards et al. (1991) modified for small-scale
extraction. DNA extraction of adult plants and microsatellite
analysis were done as described above. Genotypes were
obtained from a total of 131 seedlings and 73 adults.
Inbreeding coefficients (FIS) were computed for the seed-
lings as well as for the adult generation.

For the laboratory, estimate of ID seedlings were raised
in early spring from all 23 seed families used for the initial
estimation of the outcrossing rate in the population of
Pritzerbe (GPRZ). Twenty-four seeds of each seed family
were first germinated individually in PCR plates filled
with sand and then kept in a growth chamber. After 3
months, seedlings were repotted into larger pots that were
kept at outdoor conditions. Surviving plants were genotyped
6 and 12 month after sowing and inbreeding coefficients
were obtained. All FIS values were computed using msa
software version 3.12 (Dieringer & Schlötterer 2003) and
averaged over loci. Inbreeding coefficients of adults and
offspring were considered to be not significantly different
when the FIS value of the adults fell within the 95% con-
fidence interval of the seedlings’ inbreeding coefficient
obtained from bootstrapping the offspring data 100 times.
ID at the seedling stage (δseedl) was quantified using equa-
tion 1 of Ritland (1990a). As t estimates, we used the
multilocus outcrossing rates tm obtained for the respective
population. Ninety-five per cent confidence intervals for
the ID δseedl were computed from 100 δ-values obtained by
using a constant parental FIS, the FIS values of bootstrapped
seedling populations and a randomly assigned tm boot-
strap sample of the corresponding population. Only
those loci were included in the analyses which were used
for the estimation of the outcrossing rate of the respective
population.

Genetic variation and genetic population structure

Genetic diversity at population level was characterized by
calculating observed (HO) heterozygosity and expected
heterozygosity (HE, corrected for sample size) using the
software msa version 3.12 (Dieringer & Schlötterer 2003).
Allelic richness (A), calculated by a rarefaction method,
inbreeding coefficients (FIS) and their significance levels
were all calculated by fstat version 2.9.3 (Goudet 2001).
Private alleles (AP) were assessed using gda version 1.1
(Lewis & Zaykin 2001).

We compared genetic diversity parameters between
peripheral and subcentral populations. Significance was
evaluated by t-tests and individual P values were evaluated
applying a Bonferroni correction to account for the interrela-

tion of the measures. To simultaneously control for possible
effects of population size, we also used ancova with
population size as covariable using the Akaike information
criterion (AIC) for model simplification (Crawley 2007). To
test for population subdivision among the populations,
pairwise FST values (Wright 1951), equivalent to Weir and
Cockerham’s θ (Weir & Cockerham 1984), were calculated
using fstat version 2.9.3 (Goudet 2001).

The analysis of molecular variance (amova, Excoffier
et al. 1992) was carried out using arlequin version 2.000
(Schneider et al. 2000). To test for a possible geographical
structure of genetic variability over the sampled area,
populations were grouped into two regions prior to amova.
All German populations formed one group, the Hungarian
and the Ukrainian populations a second one. The geo-
graphically intermediate Slovakian and Polish populations
were not included in this analysis because of their large
geographical distance to either group. To test whether
genetic differentiation was higher among German popula-
tions than in Hungarian and Ukrainian populations differ-
ences among mean pairwise FST values were evaluated
using a randomization procedure with 1000 permutations
implemented in fstat version 2.9.3 (Goudet 2001).

Assuming a stepping-stone model of population structure
the null hypothesis that populations are at equilibrium
between gene flow and drift can be rejected if (i) pairwise
genetic and spatial distances are unrelated and/or (ii) the
relationship found fails to be positive and monotonic over
all distances (Hutchison & Templeton 1999). Also, under
equilibrium conditions, the degree of scatter is expected to
increase with geographical distance. Thus, to test for isola-
tion by distance, pairwise FST values were related to corre-
sponding geographical distances. As a measure for the
scatter the absolute values of the residuals obtained from
a standard linear regression of genetic distances (FST’s) on
geographical distances were correlated with geographical
distances (Hutchison & Templeton 1999). Spearman’s rank
correlations between pairwise genetic and geographical
distances and between the degree of scatter and geographical
distances were done for the global scale including all
studied populations as well for a more local scale using (i)
all German populations and (ii) the Hungarian and Ukrainian
populations. The Ukrainian population was situated
only 60 km afar from the next Hungarian population
sampled, hence Hungarian and Ukrainian populations
were treated as one group. Significance of all correla-
tions was evaluated using Mantel tests running 10 000
permutations.

To visualize genetic relationships among the populations,
pairwise chord distances (Dc) were calculated following
the method of Cavalli-Sforza & Edward (1967). A tree was
obtained by the upgma method and the statistical reliability
of clusters was tested by bootstrapping the genotype
frequency data set 1000 times with loci as sampling units.
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Results

Outcrossing rate and inbreeding depression

Outcrossing rates estimated from seed families collected in
the field were low across the three German sites (mean
tm = 5.6%, Table 2). Parental inbreeding coefficients (F)
ranged between 0.065 and 0.322 and were significantly
different from zero in one population (GSAN). Minimum
estimates of apparent selfing due to biparental inbreeding
(tm− ts) were found as: 0.003, 0.005 and 0.03 for populations
GPRZ, GSAN and GVEH, respectively.

Low estimates for the outcrossing rate combined with
low to moderate estimates of F indicate that although
most of the seeds resulted from self-fertilization, surviving
and reproducing plants were almost all outbred. Accord-
ingly, based on the 95% confidence intervals, two of three
equilibrium estimates of inbreeding depression did not
differ significantly from unity (mean δeq = 0.962, Table 2).

In the laboratory, of all seeds sown for the estimation
of inbreeding depression from progeny arrays 8.7% (48 of
552) survived until genotyping at an age of 6 months and
2.4% (13 of 552) survived for 12 months until the following
spring. In both the field and the laboratory population,
seed FIS values were higher than maternal FIS and
decreased with seedling age (Fig. 2). Seedlings almost
reached maternal FIS after 4 months in the field or equalled
the maternal values after 12 months in the laboratory.
However, only after 12 months in the laboratory, seedling
FIS differed significantly from that of the seeds. Inbreeding
depression was estimated as δseedl = 0.821 (95% CI
0.338–0.914) in the field population after four months, and
0.954 (CI 0.537–1.005) and 0.990 (CI 0.943–1.004) after 6 and
12 months in the laboratory population, respectively.

Genetic diversity at species and population level

In a total of 317 individuals and at eight microsatellite
loci analysed, we identified 120 alleles (mean of 15 alleles
per locus). The observed heterozygosity (HO) and the
expected heterozygosity (HE) per locus ranged from 0.233

to 0.631 and from 0.285 to 0.788, respectively. The
inbreeding coefficient FIS (Weir & Cockerham 1984) varied
from –0.192 to 0.469 per locus. Five of the eight loci had
significant positive FIS values (Ja07, Ja21b, Ja28, Ja31 and Ja47),
indicating heterozygote deficiency. Genetic parameters at
the population level are displayed in Table 1. Genetic
diversity was found to be similar among all populations
with a mean HO (SD) of 0.483 (0.106) and a mean HE of 0.576
(0.087). Across all sampled populations allele number,
observed and expected heterozygosities were not signific-
antly related with population size (data not shown). However,
the inbreeding coefficient was negatively correlated with

Table 2 Parental inbreeding coefficient, multilocus outcrossing rate, and inbreeding depression in three populations of Juncus atratus.
GPRZ, Germany, Pritzerbe; GSAN, Germany, Sandau; GVEH, Germany, Vehlgast. Note that for GPRZ and GVEH inbreeding depression
did not differ significantly from unity

Population ID

Sample size 
N families/
total progeny

No. 
of loci

Parental F 
(95% CI)

Multilocus 
outcrossing 
rate tm (95% CI)

Inbreeding 
depression δeq 
(95% CI)

GPRZ 23/491 2 0.233 (−0.200–0.509) 0.013 (0.001–0.032) 0.992 (0.956–1.001)
GSAN 70/1538 5 0.322 (0.227–0.437) 0.092 (0.054–0.135) 0.904 (0.805–0.955)
GVEH 5/236 8 0.065 (−0.200–0.273) 0.062 (0.039–0.090) 0.991 (0.932–1.021)
Mean 0.207 0.056 0.962 

Fig. 2 FIS values of maternal plants, seeds and seedlings under
field (a) and laboratory (b) conditions. 95% confidence intervals
for FIS values of seeds and seedlings were obtained by bootstrapping
the respective populations 100 times.
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population size (Pearson correlation r = –0.489, P = 0.05).
The two largest populations (HSAT, SMAK) were even
found to be at Hardy–Weinberg equilibrium (Fig. 3).

Peripheral populations had lower parameters of genetic
diversity than subcentral populations (Table 3). However,
controlling the type I error rate by a Bonferroni correction,
only HO differed significantly, whereas for other parameters,
significance was marginal (Table 3). The inbreeding coeffi-
cient was found to be higher in the peripheral populations,
but also without statistical significance. Population size
was not significantly different between the groups. As FIS
values were significantly correlated with population
size, FIS values were compared between peripheral and
central populations by ancova with population size as
covariable. In the final model, after removing the interac-
tion, both population size as well as location were retained
with statistical significant effects on variability in FIS values
(adjusted R2 = 0.37, with t = –2.374, P = 0.03 and t = –2.374,
P = 0.04 for population size and location, respectively).

In a upgma phenogram of pairwise genetic distances (Dc)
depicting the genetic relationships (Fig. 4), the peripheral

German populations formed one distinct cluster supported
by high bootstrap values. All other populations were tied
by relatively long branches without clear groupings.

Population differentiation

An analysis of molecular variance (amova, Table 4) revealed
that the majority of genetic variation (71%) resided within
the populations. The remaining variation was partitioned
to nearly equal amounts among the two groups of peripheral
(German) and subcentral (Hungarian/Ukrainian) pop-
ulations (15%) and among the populations within the
groups (14%). Similar results were obtained in an analysis
in which all non-German populations formed the second
group. Genetic differentiation among the 16 populations
measured by pairwise FST values was found to be
moderately pronounced [mean FST = 0.243 (SD = 0.094)]
and significant in all but one comparison of two German
populations (GGUS vs. GHAV, FST = 0.043, P = 0.07). Among
peripheral German populations, the same genetic differenti-
ation as among subcentral Hungarian and Ukrainian
populations was found (mean FST = 0.14 (SD = 0.08) and

Fig. 3 Inbreeding coefficients FIS plotted against estimated popula-
tion size. Pearson’s correlation r = –0.489, P = 0.05. The inbreeding
coefficients of the two largest populations did not differ
significantly from Hardy–Weinberg expectations.

Table 3 Comparison (t-test) of genetic diversity of Juncus atratus at eight microsatellite loci between northwestern range edge (German,
Slovakian, n = 9) populations and subcentral populations (Hungarian, Ukrainian, Polish, n = 7). Populations size was not significantly
different between the groups (t-test P = 0.97). *Significant after Bonferroni correction

Range edge populations Subcentral populations

Mean (SD) Mean (SD) t-test P

Observed heterozygosity, HO 0.42 (0.08) 0.56 (0.08) 0.005*
Expected heterozygosity, HE 0.54 (0.07) 0.62 (0.09) 0.062
No. of alleles, A 3.50 (0.55) 4.45 (0.97) 0.027
No. of private alleles, AP 1.00 (0.71) 3.71 (2.81) 0.014
Inbreeding coefficient, FIS 0.21 (0.12) 0.11 (0.07) 0.065

Fig. 4 upgma tree of 16 populations of Juncus atratus based upon
Cavalli-Sforza & Edward’s (1967) chord distances. Bootstrap
values > 50% are displayed above the branches. The first letter of
the population code refers to the country of origin: G, Germany; U,
Ukraine; H, Hungary; S, Slovakia; P, Poland.
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mean FST = 0.19 (0.05), respectively; P = 0.44). Isolation by
distance was tested by the association between pairwise
genetic differentiation (FST) and pairwise geographical
distances (Fig. 5). Correlations were analysed over all
populations [n = 16, mean pairwise spatial distance 516.1 km
(SD = 367.0 km)] and on more local scales for only the
peripheral German populations [n = 8, 30.5 km (21.6 km)], or
all Hungarian and Ukrainian populations [n = 6, 142.4 km
(80.5 km)]. Across all populations, there was a significant
positive correlation (Spearman’s rank correlation r = 0.664,
Mantel P < 0.001). For the peripheral German populations,
a statistically supported positive correlation was also found
(r = 0.667, P < 0.05), whereas no correlation was found in
the Hungarian/Ukrainian populations (r = 0.12). The degree
of scatter of pairwise FST values was not significantly
related to geographical distance on both scales (P > 0.19).

Discussion

The main result of our study is the paradox of high selfing
rates found in three German populations of Juncus atratus

together with high levels of individual heterozygosity and
gene diversity at population level across all populations.
Selfing species are expected to exhibit much lower levels
of individual heterozygosity and gene diversity than species
with intermediate or high outcrossing rates. However,
in all populations studied, the within-population genetic
diversity (HO and HE) was in a similar range as for species
with a mixed mating system (see Nybom 2004). Although
generalizations for J. atratus as a whole cannot be derived
by our study, the results for the three German populations
could be explained by a very strong selection against
inbred progeny. This fact is quite unexpected for an her-
baceous species as we discuss in the following. We also
assess the possible effects of the mating system on the
population genetic structure of peripheral and subcentral
populations of J. atratus.

Mating system

Juncus atratus develops elaborate inflorescences, and as
in other Juncus species, its flowers are apparently adapted
to wind-pollination. Although it is undisputed that wind
is the pollen vector accomplishing the rare outcrossing
events, self-fertilization was predominant in the three
populations studied. Like other Juncus species, J. atratus
exhibits no self-incompatibility mechanism and very low
pollen/ovule ratios (P/O) which seem a common feature
throughout the genus (Michalski, unpublished data). Low
P/O ratios are very unusual for wind-pollinated species
and are often associated with a high degree of autogamy
(Cruden 1977). Hence, these morphological features sub-
stantiate the low outcrossing rate determined in J. atratus
which is also in line with earlier observations and
assumptions referring to the whole genus that self-
fertilization might be prevalent (e.g. Buchenau 1892;
Proctor et al. 1996).

Mating system estimates for J. atratus were only derived
from German populations from the northwestern periphery
of the species distribution. Lower values of observed
heterozygozity (HO) and the slightly higher inbreeding
coefficients (FIS) in peripheral populations may indicate a
higher degree of inbreeding in peripheral than in subcentral
populations. Differences in the mating system between
populations may arise due to a number of facts. First, the
mating system in plants can be strongly influenced by
population characteristics which can differ throughout the
species distribution. In self-compatible plants, population
size and/or density can affect the outcrossing rate (Karron
et al. 1995; Routley et al. 1999). However, these population
characteristics were not different between studied peripheral
and central populations. Second, pollination in anemo-
philous species should be favoured by certain environmental
factors, such as dry conditions (Regal 1982; Ackerman
2000). However, it remains an open question whether

Table 4 Analysis of molecular variance (amova) displaying the
genetic variation between the two groups of German and the Hung-
arian and Ukrainian populations, populations within the groups,
and individuals (***P < 0.001)

Source of variation d.f.
Sum of 
squares

Percentage 
of variation

Among groups 1 136.9 14.50***
Among populations within groups 12 231.4 14.25***
Within populations 524 1176.1 71.25***
Total 537 1544.4

Fig. 5 Scatterplot of pairwise FST vs. spatial distances of all
sampled populations of J. atratus. Spearman’s rank correlation
r = 0.664, Mantel P < 0.001.
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environmental factors differ between peripheral and
subcentral populations. Third, it is expected that indivi-
duals with higher selfing ability would have a selective
advantage for the establishment of new sexually reproducing
populations following founder events (Baker 1955). Hence,
German populations may have been founded by more
self-fertilizing individuals during colonization after
postglacial range expansion.

Inbreeding depression

In the three populations in which the mating system was
assessed, extremely low outcrossing rates were found
(tm < 0.1). These estimates are in sharp contrast to the high
levels of individual heterozygosity and the low to moderate
inbreeding coefficients in these populations. This discrepancy
might indicate a strong selection against selfed offspring.
In fact, estimates of inbreeding depression (ID) determined
with the two methods resulted in similarly high values of
ID close to unity.

First, the equilibrium estimator of Ritland (1990a)
revealed high levels of ID due to low tm and only moderate
adult F-values. Although population estimates of ID are
often charged with large errors (Ritland 1990a; see Eckert
& Barrett 1994), we obtained very consistent estimates of
ID in the three studied German populations. However,
in the evaluation of the results, one has to take into account
that the equilibrium estimate of ID is based upon several
assumptions. (i) The populations are at inbreeding
equilibrium. Thus, a bias would arise if the inbreeding
coefficient of the population is currently increasing or
decreasing (Eckert & Barrett 1994); (ii) The outcrossing
rate (t) and the inbreeding coefficient (F) do not vary
among years; and (iii) the inbreeding coefficient (F) is not
influenced by the effects of genetic drift. However, the
influence of deviations from the assumptions of Ritland’s
model generally appear to be small (Lynch & Walsh 1998).
Studies that have compared experimental estimates of ID
and indirect methods using Ritland’s estimator often
found lower ID in experimental approaches (Eckert &
Barrett 1994; Kohn & Biardi 1995). However, glasshouse
studies may often underestimate ID because plants are
usually not followed to reproductive maturity or do not
undergo severe episodes of selection that may occur in
the field. Thus, although our sampling is far from being
extensive, any existing bias by our approach is probably
small. Even if assumptions (i) and (ii) were not met, the
estimate of ID would be biased downwards only (Ritland
1990a; Eckert & Barrett 1994). Also, it has been stated
that the use of genetic markers to estimate inbreeding
depression is reliable only for populations with moderate
levels of inbreeding (Ritland 1990a). However, despite of
high selfing rates, all studied populations of J. atratus
exhibited a genetic structure similar to mixed-mating

populations. Inbreeding coefficients were in the range of
the greatest power to estimate inbreeding depression by
this approach (Ritland 1990b).

Second, ID was an effective factor selecting on seedling
survival and early establishment as shown by the decrease
of inbreeding coefficients between seeds and seedlings
(Fig. 4). This timing seems reasonable as seedlings of
rushes are very delicate and vulnerable to physical irrita-
tion. For seedlings of a number of Juncus species, a low
competitive ability has been described (e.g. Lazenby 1955;
Welch 1967; Eleuterius 1984). It has been recently shown
that establishment is the limiting life stage in J. atratus
which depends on disturbance by flooding events or by the
creation of open soils (M. Burkart et al. in preparation).
Also, at least in the German populations, natural condi-
tions for germination and establishment of the offspring
seem critical, since seedlings are only rarely encountered,
although adults flower regularly.

In an earlier study of ID in four Juncus-species, only little
evidence for inbreeding depression was found (Edgar
1964). The study examined morphological characters of
adults raised from open-pollinated and selfed progeny.
If the results for J. atratus are transferable to other Juncus
species, then the failure to find evidence for ID may be
explained by both the breeding system and early inbreeding
depression. First, open-pollinated seeds are not necessarily
outcrossed but may be highly selfed. Second, even if
seed sources differed in the degree of outcrossing, early
acting inbreeding depression at the germination and
seedling-stage will level out most differences before
reproductive maturity.

Strong selection against inbred individuals in combina-
tion with the maintenance of high levels of self-fertilization
is hard to explain by traditional concepts of mating system
evolution. If ID is caused by highly deleterious recessive
alleles, purging should lower the genetic load as the
selfing rate increases and, eventually, autogamy as an
evolutionary stable strategy should be associated with low
ID (Lande & Schemske 1985). Despite these predictions, a
number of species practicing mixed mating or even high
degrees of selfing are known which maintain substantial
levels of ID (examples in Husband & Schemske 1996;
Routley et al. 1999; Goodwillie et al. 2005).

How the magnitude of ID will evolve with the level of
inbreeding, however, may also depend on the mutation
rate, the effects of individual alleles and the degree of
their expression in heterozygotes. For example, recessive
mutations with only slightly deleterious effects or a low
dominance coefficient may be an important component of
ID that can be maintained even in highly inbred popula-
tions (Charlesworth et al. 1990; Charlesworth et al. 1991).
Lande et al. (1994) suggested that both selective interfer-
ence among loci with recessive deleterious mutations and
a sufficiently high genomic lethal mutation rate can result
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in severe ID. If ID approaches unity, lacking variability in
the fitness of selfed progeny may even prevent purging of
the genetic load despite of high selfing (Lande et al. 1994).
Scofield & Schultz (2006) hypothesized that the level of ID
is associated with the life time mutation rate. Because
plants in general do not produce a separate germ line, very
high levels of ID (δ ≈ 1) should be more likely in long-lived,
large-statured plants like trees. This assumption is consistent
with the observation that early, severe ID appears to be
more frequent in large-statured rather than in small-
statured plants (Husband & Schemske 1996). Hence, severe
ID and its expression in early life stages in an herbaceous,
small-statured plant such as J. atratus are quite surprising.
The joint maintenance of high ID and high selfing
would rather be expected in trees and shrubs that cannot
avoid substantial levels of geitonogamous selfing (exam-
ple in Ishida 2006; Scofield & Schultz 2006).

However, a high number of somatic mutations per
sexual generation may also be accumulated by long-lived
herbaceous plants with a great extent of vegetative repro-
duction (e.g. Klekowski 1988). Juncus species are known for
their rhizomatous growth (Richards & Clapham 1941) and
a number of species can form extensive stands by vegetative
propagation (Snogerup 1993). J. atratus produces a creeping
rhizome with short internodes (Kirschner et al. 2002).
However, extensive clonality should result in a large
fraction of identical multilocus genotypes within popula-
tions, which could not be detected for J. atratus. In only two
of three German populations studied for ID did we find two
multilocus genotypes occurring twice. Therefore, although
vegetative spread may occur very locally, at population level
clonality does not play a significant role in J. atratus.

The strong ID that could be demonstrated in the German
populations of J. atratus involves severe selective mortality
and hence a loss of parental investment. Although the
selective significance of such an adaptation is difficult to
explain, our results are no complete exception among
mating system studies. A very similar pattern to that of
J. atratus has been demonstrated for the herbaceous, peren-
nial Aquilegia canadensis (Herlihy & Eckert 2002). As in the
black rush, most ovules were self-fertilized despite high
levels of ID. These results challenge the theory on mating
system evolution and should provoke further theoretic
and experimental work.

Genetic variation within and among populations

Self-fertilization should lead to both reduced effective
population size and reduced effective pollen flow which
in turn will result in lower genetic diversity and increased
genetic differentiation among populations (Charlesworth
2003). However, in species with high selfing rates strong
ID can result in the genetic structure of adult plants to
converge on that of an outcrossing population (Goodwillie

et al. 2005; Scofield & Schultz 2006). Despite of high selfing
rates in the German populations, individual heterozygosity
was high in all populations. Also, J. atratus showed
considerable high within-population diversity with high
gene diversity (HE, Table 1). Supposedly, high levels of
inbreeding depression, as found in the German popula-
tions, maintain allelic richness by favouring heterozygosity.
This can contribute to a genetic diversity pattern resembling
that of more outcrossed populations.

Limited pollen flow due to high levels of self-fertilization
and the patchy distribution of the species may contribute
to the genetic differentiation pattern in J. atratus. Mean
pairwise FST values were moderately high when compared
to other wind-pollinated herbs studied with microsatellite
markers. For example, Ambrosia artemisiifolia (Genton et al.
2005) is only weakly differentiated (mean FST < 0.1) across
its natural distribution. The self-compatible Typha angustifolia,
T. latifolia (Tsyusko et al. 2005) and Elymus athericus
(Bockelmann et al. 2003), and the endangered Oryza
officinalis (Gao 2005) exhibited population differentiation
(FST or analogues = 0.15–0.44) similar to J. atratus. However,
FST values of J. atratus appear low in comparison to strong
selfers which typically exhibit values of FST > 0.5, like
Arabidopsis thaliana (Stenoien et al. 2005) or Alliaria petiolata
(Durka et al. 2005).

High levels of gene flow by seeds can maintain genetic
diversity within selfing species, and at population level,
allelic variation is not necessarily decreased (Allard et al.
1968; Chauvet et al. 2004). J. atratus produces numerous
seeds which can be easily dispersed by the frequent
flooding events occurring in its habitat. Seed trap and
buoyancy experiments have shown that the seeds of
J. atratus have the potential for long-distance dispersal
(Alsleben et al. 2004). Thus, seed flow may provide oppor-
tunities for gene migration between extant populations
that can maintain genetic diversity. However, at least at
the periphery of the species range, minimal geographical
distances of several kilometres between neighbouring
populations make recent gene flow quite unlikely. In the
cladogram, long branches for individual populations
indicate a high degree of isolation between the populations
and hence suggest an independent history due to limited
gene flow. This pattern is substantiated by the analysis
of molecular variance that found the largest part of the
variation resided within the populations. Obviously, seed
dispersal cannot counteract the effects of genetic drift at
the regional scale.

Perennial plant species with long-lasting seed banks are
able to resist the effects of fragmentation and isolation on
the genetic structure for a longer period of time (Templeton
& Levin 1979; Cabin 1996). Juncus species are known to
build-up highly persistent seed banks (Thompson et al. 1997;
Jensen 2004). This fact could contribute to the temporal
maintenance of genetic variation.
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Juncus atratus populations of the peripheral region showed
lower genetic diversity values than subcentral populations
independent of the population size. Generally it is sug-
gested that the extant localities of J. atratus are at least partly
of relict nature (Snogerup 1978). Lowered genetic diversity
in peripheral populations would be concordant with the
decline of populations and suitable habitats of the species
in Central Europe (Burkart 1995) resulting in hindered
gene migration between populations. However, the degree
of genetic differentiation was not different between peri-
pheral German populations and subcentral populations.

Declining genetic diversity towards the periphery of
the species’ range is a common phenomenon of European
plant species (e.g. Kuittinen et al. 1997; King & Ferris 1998;
Durka 1999; Persson et al. 2004; Eckstein et al. 2006). This
fact has also been interpreted as an effect of repeated
founding events along colonization routes during post-
glacial range expansion (Hewitt 1996). The reduction of
gene diversity and particularly the loss of private alleles
in peripheral populations of J. atratus may be explained by
such historical factors, because after bottleneck or founding
events with drastically reduced effective population size,
expected heterozygosity should increase faster than
allelic richness (Nei et al. 1975). Postglacial colonization of
J. atratus is likely to have started from refugia in southeastern
Europe and around the Black Sea, where the Juncus species
group these days still maintains a centre of diversity with
J. thomasii, J. alpigenus and J. anatolicus (Snogerup 1978).

In J. atratus, an overall increase of genetic differentiation
between populations with increasing distance was found
(Fig. 2), which would be expected if the populations were
at gene flow–drift equilibrium. However, in a pattern
consistent with regional equilibrium, the degree of scatter
should also increase with spatial distances (Hutchison &
Templeton 1999). This could not be validated. Also, at the
local scales, the pattern was inconsistent. Genetic and
geographical distances were significantly and positively
related among peripheral German populations, but not
among the Ukrainian and Hungarian populations. At this
scale which is only slightly larger than the German area,
genetic drift seems more important than gene flow. Despite
the expectation that in the centre of a species’ range gene
flow between populations should be stronger than in peri-
pheral populations, this pattern indicates a high degree of
isolation also among subcentral populations. It is likely
that the pattern found at the large scale primarily reflects
species history, i.e. a fast postglacial colonization combined
with various levels of recent gene flow–drift equilibria,
depending on local conditions.

References

Ackerman JD (2000) Abiotic pollen and pollination: ecological,
functional, and evolutionary perspectives. In: Pollen and Pollination

(eds Pacini E, Dafni A, Hesse M), pp. 167–185. Springer Verlag,
Vienna, Austria.

Aide TM (1986) The influence of wind and animal pollination on
variation in outcrossing rates. Evolution, 40, 434–435.

Allard RW, Jain SK, Workman PL (1968) The genetics of inbreeding
populations. Advances in Genetics, 14, 55–131.

Alsleben K, Burkart M, Wichmann M (2004) Germination, estab-
lishment and spreading of Juncus atratus — a species adapted to
disturbances. Verhandlungen der Gesellschaft für Ökologie, 34, 243.

Baker HG (1955) Self-compatibility and establishment after
‘long-distance’ dispersal. Evolution, 9, 347–348.

Barrett SCH, Eckert CG (1990) Variation and evolution of mating
systems in seed plants. In: Biological Approaches and Evolutionary
Trends in Plants (ed. Kawano S), pp. 229–254. Academic Press,
London.

Barrett SCH, Kohn JR (1991) Genetic and evolutionary consequences
of small population size in plant: implications for conservation.
In: Genetics and Conservation of Rare Plants (eds Falk DA,
Holsinger KE), pp. 3–30. Oxford University Press, New York.

Bockelmann AC, Reusch TBH, Bijlsma R, Bakker JP (2003) Habitat
differentiation vs. isolation by distance: the genetic population
structure of Elymus athericus in European salt marshes. Molecular
Ecology, 12, 505–515.

Brown JH (1984) On the relationship between abundance and
distribution of species. American Naturalist, 124, 255–279.

Buchenau F (1890) Monographia Juncacearum. Botanische Jahr-
bücher für Systematik, Pflanzengeschichte und Pflanzengeographie,
12, 1–495.

Buchenau F (1892) Ueber die Bestäubungs-Verhältnisse bei den
Juncaceen. Jahrbücher für Wissenschaftliche Botanik, 24, 363–424.

Burkart M (1995) Juncus atratus krocker in Nordostdeutschland.
Verhandlungen des Botanischen Vereins Von Berlin und Brandenburg,
128, 83–107.

Burkart M (2001) River corridor plants (Stromtalpflanzen) in
Central European lowland: a review of a poorly understood
plant distribution pattern. Global Ecology and Biogeography, 10,
449–468.

Cabin RJ (1996) Genetic comparisons of seed bank and seedling
populations of a perennial desert mustard, Lesquerella fendleri.
Evolution, 50, 1830–1841.

Carr DE, Dudash MR (2003) Recent approaches into the genetic
basis of inbreeding depression in plants. Philosophical Transactions
of the Royal Society of London. Series B, Biological Sciences, 358,
1071–1084.

Cavalli-Sforza LL, Edwards AWF (1967) Phylogenetic analysis:
models and estimation procedures. American Journal of Human
Genetics, 19, 233–257.

Charlesworth D (2003) Effects of inbreeding on the genetic diver-
sity of populations. Philosophical Transactions of the Royal Society
of London. Series B, Biological Sciences, 358, 1051–1070.

Charlesworth D, Charlesworth B (1987) Inbreeding depression
and its evolutionary consequences. Annual Review of Ecology and
Systematics, 18, 237–268.

Charlesworth B, Charlesworth D (1999) The genetic basis of
inbreeding depression. Genetical Research, 74, 329–340.

Charlesworth D, Morgan MT, Charlesworth B (1990) Inbreeding
depression, genetic load, and the evolution of outcrossing rates
in a multilocus system with no linkage. Evolution, 44, 1469–1489.

Charlesworth B, Morgan MT, Charlesworth D (1991) Multilocus
models of inbreeding depression with synergistic selection and
partial self-fertilization. Genetical Research, 57, 177–194.



4726 S .  G .  M I C H A L S K I  and W.  D U R K A

© 2007 The Authors
Journal compilation © 2007 Blackwell Publishing Ltd

Chauvet S, Van der Velde M, Imbert E et al. (2004) Past and current
gene flow in the selfing, wind-dispersed species Mycelis muralis
in Western Europe. Molecular Ecology, 13, 1391–1407.

Crawley MJ (2007) The R Book. Wiley & Sons, Chichester, UK.
Crnokrak P, Barrett SCH (2002) Perspective: purging the

genetic load: a review of the experimental evidence. Evolution,
56, 2347–2358.

Cruden RW (1977) Pollen-ovule ratios: a conservative indicator of
breeding systems in flowering plants. Evolution, 31, 32–46.

Dieringer D, Schlötterer C (2003) A platform independent analysis
tool for large microsatellite data sets. Molecular Ecology Notes, 3,
167–169.

Durka W (1999) Genetic diversity in peripheral and subcentral
populations of Corrigiola litoralis L. (Illecebraceae). Heredity, 83,
476–484.

Durka W, Bossdorf O, Prati D, Auge H (2005) Molecular evidence
for multiple introductions of garlic mustard (Alliaria petiolata,
Brassicaceae) to North America. Molecular Ecology, 14, 1697–
1706.

Eckert CG, Barrett SCH (1994) Inbreeding depression in partially
self-fertilizing Decodon verticillatus (Lythraceae) — population
genetic and experimental analyses. Evolution, 48, 952–964.

Eckstein RL, O’Neill RA, Danihelka J, Otte A, Köhler W (2006)
Genetic structure among and within peripheral and central
populations of three endangered floodplain violets. Molecular
Ecology, 15, 2367–2379.

Edgar E (1964) The leafless species of Juncus in New Zealand. New
Zealand Journal of Botany, 2, 177–204.

Edwards K, Johnstone C, Thompson C (1991) A simple and rapid
method for the preparation of plant genomic DNA for PCR
Analysis. Nucleic Acids Research, 19, 1349.

Eleuterius LN (1984) Autecology of the black needlerush Juncus
roemerianus. Gulf Research Reports, 7, 339–350.

Ellstrand NC, Elam DR (1993) Population genetic consequences of
small population size — implications for plant conservation.
Annual Review of Ecology and Systematics, 24, 217–242.

Excoffier L, Smouse PE, Quattro JM (1992) Analysis of molecular
variance inferred from metric distances among DNA haplotypes
— Application to human mitochondrial-DNA restriction data.
Genetics, 131, 479–491.

Gao LZ (2005) Microsatellite variation within and among popula-
tions of Oryza officinalis (Poaceae), an endangered wild rice from
China. Molecular Ecology, 14, 4287–4297.

Genton BJ, Shykoff JA, Giraud T (2005) High genetic diversity in
French invasive populations of common ragweed, Ambrosia
artemisiifolia, as a result of multiple sources of introduction.
Molecular Ecology, 14, 4275–4285.

Glemin S, Bazin E, Charlesworth D (2006) Impact of mating
systems on patterns of sequence polymorphism in flowering
plants. Proceedings of the Royal Society B-Biological Sciences, 273,
3011–3019.

Goodwillie C, Kalisz S, Eckert CG (2005) The evolutionary enigma
of mixed mating systems in plants: Occurrence, theoretical
explanations, and empirical evidence. Annual Review of Ecology,
Evolution and Systematics, 36, 47–79.

Goudet J. fstat, a program to estimate and test gene diversities
and fixation indices (version 2.9.3). Available from http://
www.unil.ch/izea/softwares/fstat.html.

Graebner P (1934) Juncaceae. In: Lebensgeschichte der Blütenpflanzen
Mitteleuropas, Band I, Abteilung 3 (eds Kirchner O, Loew E,
Schröter C, Wangerin W), pp. 80–221. Verlag für Landwirtschaft
und Naturwissenschaften, Stuttgart.

Hamrick JL, Godt MJW (1996) Effects of life-history traits on
genetic diversity in plant species. Philosophical Transactions of
the Royal Society of London. Series B, Biological Sciences, 351,
1291–1298.

Herlihy CR, Eckert CG (2002) Genetic cost of reproductive assur-
ance in a self-fertilizing plant. Nature, 416, 320–323.

Hewitt GM (1996) Some genetic consequences of ice ages, and
their role in divergence and speciation. Biological Journal of the
Linnean Society, 58, 247–276.

Husband BC, Schemske DW (1996) Evolution of the magnitude
and timing of inbreeding depression in plants. Evolution, 50, 54–
70.

Hutchison DW, Templeton AR (1999) Correlation of pairwise
genetic and geographic distance measures: Inferring the relative
influences of gene flow and drift on the distribution of genetic
variability. Evolution, 53, 1898–1914.

Igic B, Kohn JR (2006) The distribution of plant mating systems:
study bias against obligately outcrossing species. Evolution, 60,
1098–1103.

Ishida K (2006) Maintenance of inbreeding depression in a highly
self-fertilizing tree, Magnolia obovata Thunb. Evolutionary
Ecology, 20, 173–191.

Jensen K (2004) Dormancy patterns, germination ecology, and
seed-bank types of twenty temperate fen grassland species.
Wetlands, 24, 152–166.

Karron JD, Thumser NN, Tucker R, Hessenauer AJ (1995) The
influence of population density on outcrossing rates in Mimulus
ringens. Heredity, 75, 175–180.

King RA, Ferris C (1998) Chloroplast DNA phylogeography of
Alnus glutinosa (L.) Gaertn. Molecular Ecology, 7, 1151–1161.

Kirschner J, Balslev H, Clemants SE et al. (2002) Juncaceae 2: Juncus
subg. Juncus, species Plantarum: flora of the world part 7.
Australian Biological Resource Study. Canberra.

Klekowski EJ (1988) Progressive cross-sterility and self-sterility
associated with aging in fern clones and perhaps other plants.
Heredity, 61, 247–253.

Kohn JR, Biardi JE (1995) Outcrossing rates and inferred levels of
inbreeding depression in gynodioecious Cucurbita foetidissima
(Cucurbitaceae). Heredity, 75, 77–83.

Kuittinen H, Mattila A, Savolainen O (1997) Genetic variation at
marker loci and in quantitative traits in natural populations of
Arabidopsis thaliana. Heredity, 79, 144–152.

Lande R, Schemske DW (1985) The evolution of self-fertilization
and inbreeding depression in plants. I. Genetic models. Evolution,
39, 24–40.

Lande R, Schemske DW, Schultz ST (1994) High inbreeding
depression, selective interference among loci, and the threshold
selfing rate for purging recessive lethal mutations. Evolution, 48,
965–978.

Lawton JH (1993) Range, population abundance and conserva-
tion. Trends in Ecology & Evolution, 8, 409–413.

Lazenby A (1955) Germination and establishment of Juncus effusus
L. Journal of Ecology, 43, 103–119.

Leimu R, Mutikainen P, Koricheva J, Fischer M (2006) How
general are positive relationships between plant population
size, fitness and genetic variation? Journal of Ecology, 94, 942–952.

Lesica P, Allendorf FW (1995) When are peripheral populations
valuable for conservation? Conservation Biology, 9, 753–760.

Lewis PO, Zaykin D (2001) Genetic Data Analysis: Computer Pro-
gram for the Analysis of Allelic Data (version 1.1). Available at
http://lewis.eeb.uconn.edu/lewishome/software.html.

Loveless MD, Hamrick JL (1984) Ecological determinants of

http://www.unil.ch/izea/softwares/fstat.html
http://lewis.eeb.uconn.edu/lewishome/software.html


H I G H  S E L F I N G  A N D  I N B R E E D I N G  D E P R E S S I O N  I N  J U N C U S  AT R AT U S 4727

© 2007 The Authors
Journal compilation © 2007 Blackwell Publishing Ltd

genetic structure in plant populations. Annual Review of Ecology
and Systematics, 15, 65–95.

Lynch M, Walsh B (1998) Genetics and Analysis of Quantitative Traits.
Sinauer Associates, Sunderland, Massachusetts.

Michalski S, Gautschi B, Burkart M, Durka W (2006) Isolation and
characterization of microsatellite loci in the rush Juncus atratus
(Juncaceae). Conservation Genetics, 7, 149–151.

Müller N (1995) River dynamics and floodplain vegetation and
their alterations due to human impact. Archive of Hydrobiology, 9,
477–512.

Nei M, Maruyama T, Chakraborty R (1975) The bottleneck effect
and genetic variability in populations. Evolution, 29, 1–10.

Nybom H (2004) Comparison of different nuclear DNA markers
for estimating intraspecific genetic diversity in plants. Molecular
Ecology, 13, 1143–1155.

Pannell JR, Dorken ME (2006) Colonisation as a common denom-
inator in plant metapopulations and range expansions: effects
on genetic diversity and sexual systems. Landscape Ecology, 21,
837–848.

Persson H, Widen B, Andersson S et al. (2004) Allozyme diversity
and genetic structure of marginal and central populations of
Corylus avellana L. (Betulaceae) in Europe. Plant Systematics and
Evolution, 244, 157–179.

Proctor M, Yeo P, Lack A (1996) The Natural History of Pollination.
Timber Press, Portland, Oregon.

Regal PJ (1982) Pollination by wind and animals: ecology of
geographic patterns. Annual Review of Ecology and Systematics,
13, 497–524.

Richards PW, Clapham AR (1941) Biological flora of the British
Isles — Juncus L. Journal of Ecology, 29, 362–368.

Ritland K (1990a) Inferences about inbreeding depression based
on changes of the inbreeding coefficient. Evolution, 44, 1230–
1241.

Ritland K (1990b) Gene identity and the genetic demography of
plant populations. In: Plant Population Genetics, Breeding, and
Genetic Resources (eds Brown AHD, Clegg MT, Kahler AL, Weir
BS), pp. 181–199. Sinauer Associates, Sunderland, Massachusetts.

Ritland K (2002) Extensions of models for the estimation of mating
systems using n independent loci. Heredity, 88, 221–228.

Roff DA (2002) Inbreeding depression: tests of the overdominance
and partial dominance hypotheses. Evolution, 56, 768–775.

Routley MB, Mavraganis K, Eckert CG (1999) Effect of population
size on the mating system in a self-compatible, autogamous
plant, Aquilegia canadensis (Ranunculaceae). Heredity, 82, 518–
528.

Schemske DW, Lande R (1985) The evolution of self-fertilization
and inbreeding depression in plants. II. Empirical observations.
Evolution, 39, 41–52.

Schneider S, Roessli D, Excoffier L (2000) ARLEQUIN (Version 2.000)
A Software for Population Genetics Data Analysis. Available at
http://lgb.unige.ch/arlequin/.

Schnittler M, Günther KF (1999) Central European vascular
plants requiring priority conservation measures — an analysis
from national Red Lists and distribution maps. Biodiversity and
Conservation, 8, 891–925.

Scofield DG, Schultz ST (2006) Mitosis, stature and evolution of
plant mating systems: low-Phi and high-Phi plants. Proceedings
of the Royal Society of London. Series B,  Biological Sciences, 273,
275–282.

Snogerup S (1978) A revision of the Juncus atratus group. Botaniska
Notiser, 131, 189–196.

Snogerup S (1993) A revision of Juncus subgen. Juncus (Juncaceae).
Willdenowia, 23, 23–73.

Stenoien HK, Fenster CB, Tonteri A et al. (2005) Genetic variability
in natural populations of Arabidopsis thaliana in northern
Europe. Molecular Ecology, 14, 137–148.

Templeton AR, Levin DA (1979) Evolutionary consequences of
seed pools. American Naturalist, 114, 232–249.

Thompson K, Bakker J, Bekker R (1997) The Soil Seed Banks of North
West Europe: Methodology, Density and Longevity. Cambridge
University Press, Cambridge, UK.

Tsyusko OV, Smith MH, Sharitz RR et al. (2005) Genetic and clonal
diversity of two cattail species, Typha latifolia and T. angustifolia
(Typhaceae), from Ukraine. American Journal of Botany, 92, 1161–
1169.

Vogler DW, Kalisz S (2001) Sex among the flowers: the distribution
of plant mating systems. Evolution, 55, 202–204.

Weir BS, Cockerham CC (1984) Estimating F-statistics for the
analysis of population structure. Evolution, 38, 1358–1370.

Welch D (1967) Studies in germination and establishment of Juncus
squarrosus. New Phytologist, 66, 89–98.

Wright S (1951) The genetical structure of populations. Annals of
Eugenics, 15, 323–354.

Young A, Boyle T, Brown T (1996) The population genetic con-
sequences of habitat fragmentation for plants. Trends in Ecology
& Evolution, 11, 413–418.

This work represents a part of the PhD thesis of S. G. Michalski. He
is interested in the ecology, genetics and mating system evolution
of wind pollinated plants. W. Durka leads the population genetics
group at the Department of Community Ecology in the Helmholtz
Centre for Environmental Research — UFZ. His research comprises
conservation-, invasion- and landscape genetics and databasing
plant traits related to reproduction.

http://lgb.unige.ch/arlequin/

