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Abstract
Wild rice (Zizania spp.) has ecological and cultural importance in the Great Lakes region, but has been declining due to habitat
loss and fragmentation. We investigated the potential impact of bed area and isolation by distance on genetic structure, repro-
ductive effort, and morphometrics in populations of two wild rice species (Z. palustris and Z. aquatica) inMichigan. Leaves were
analyzed with Amplified Fragment Length Polymorphisms (AFLPs) and stem height, leaf length, panicle length, and number of
male and female flowers were recorded. Despite finding multiple genetic clusters in each species, we found no geographic pattern
to the clusters or any isolation by distance. Correlations revealed no associations between bed area and AFLP band diversity, nor
bed area and morphometric traits. The number of female flowers was positively correlated with AFLP band diversity, demon-
strating a possible impact of genetic diversity on reproductive effort. The results of this study suggest that habitat loss is not yet
affecting the genetic diversity of wild rice in Michigan, possibly because of long distance dispersal vectors facilitating gene flow.
Nevertheless, the ongoing decline of populations shows their need for protection and restoration, such as through more seeding
efforts.
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Introduction

Habitat loss and fragmentation are known to have adverse
effects on ecosystems, including a loss of species at both local
and global scales (Fahrig 1997; Brook et al. 2008). One driver
of such declines is decreased genetic diversity. Small popula-
tion size and isolation resulting from human induced habitat
changes can hinder dispersal between populations (Frankham
1995; Trakhtenbrot et al. 2005), which can increase inbreed-
ing and decrease genetic diversity (Lande 1988; DiBattista
2008). Reduced genetic diversity is problematic for popula-
tions as it can lead to the expression of deleterious genetic

traits (Couvet 2002), reduced reproductive output (Frankham
2005), reduced survival and health, and an inability to adapt to
environmental changes (Lande 1988; Bijlsma and
Loeschcke 2012). As a result, populations are more
prone to further decline and extirpation. These cascading ef-
fects are collectively termed Bthe extinction vortex^ (Soulé
and Mills 1998).

While all organisms are vulnerable to reduced genetic di-
versity via habitat loss and fragmentation, plants are particu-
larly susceptible. They rely on extrinsic factors such as ani-
mals, wind, and water to transport pollen and seeds (Cain et al.
2000; Nathan 2008). The effectiveness of wind and water as
dispersal vectors often decreases with distance from a source
population (Vittoz and Engler 2007; Nathan 2008). Habitat
fragmentation further decreases the ability of pollen or seeds
to be transferred between populations (Rathcke and Jules
1993; Aguilar 2006), thus hindering gene flow and
decreasing genetic diversity as a result. Reductions in
genetic diversity can have negative effects on vegetative
traits and reproduction. Williams (2001) observed decreased
shoot growth and reproductive effort in populations of
eelgrass with low genetic diversity. Moreover, de Vere et al.
(2009) found that thistles (Cirsium dissectum) from
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genetically depauperate populations produced seedlings with
significantly lower survival rates.

One plant whose populations may be experiencing the ex-
tinction vortex is wild rice (Zizania spp.). Wild rice is a wet-
land grass, with three annual species (Z. aquatica, Z. palustris,
and Z. texana) occurring in North America and one perennial
species (Z. latifolia) occurring in Asia (Oelke 1993; Guo et al.
2007). It is important to wetland ecosystems as it provides
habitat for wetland fauna (Moulton 1979; Haramis and
Kearns 2007) and enriches lake sediments with nutrients
(Engel and Nichols 1994). Native Americans consider wild
rice sacred. They harvest it in annual ceremonies and it plays
an important role in their economies (Vennum 1988; Kjerland
2015).

Z. aquatica and Z. palustris are native to Great Lakes wet-
lands, but populations have been declining, particularly in
Michigan (Michigan Natural Features Inventory 2009;
Pillsbury andMcGuire 2009), due to habitat loss and fragmen-
tation (Engel and Nichols 1994), high water levels (Vennum
1988; Drewes and Silbernagel 2012), competition (Clay and
Oelke 1987; Engel and Nichols 1994), herbivory (Moulton
1979; Haramis and Kearns 2007; Johnson and Havranek
2010), and agriculture (Engel and Nichols 1994; Madsen
et al. 2008; Kjerland 2015). Habitat loss and fragmentation
are the most concerning threats, as wild rice habitat has been
reduced by over 30% in the past 100 years (Vennum 1988;
Drewes and Silbernagel 2012). It has been associated with
genetic diversity loss in wild rice populations in previous
studies. Lu et al. (2005) found that small populations of
Z. palustris inWisconsin had lower isozyme diversity (protein
diversity, an analogue for genetic diversity) and fewer seed
panicles per plant than large populations. In a study on the
Asian species, Z. latifolia, Chen et al. (2012) observed high
heterozygosity and minimal genetic distance between
populations using microsatellites despite habitat loss and
fragmentation. Lastly, Xu et al. (2015) compared the genetic
structure of Zizania populations in North America to those in
East Asia using chloroplas t DNA (cpDNA) and
microsatellites and found much greater genetic differentiation
among the North American populations; however, no popula-
tions in Michigan were assessed. Similar population genetics
studies on Michigan wild rice are needed. Michigan is central
to the Great Lakes region and links east coast and Midwest
populations, yet the Lower Peninsula may also be isolated on
three sides by the Great Lakes. Wild rice populations in
Michigan are fragmented, and one of the species,
Z. aquatica, is state threatened.

We examined the genetic structure, reproductive effort, and
morphometric traits of wild rice in Michigan and potential
impacts of bed area and isolation by distance. We also inves-
tigated the potential impacts of genetic diversity on reproduc-
tive effort and morphometry. Z. aquatica and Z. palustris ge-
netic structure was investigated using Amplified Fragment

Length Polymorphisms (AFLPs). AFLPs involve the selective
amplification of DNA fragments cut by restriction enzymes.
This genetic analysis produces large quantities of polymor-
phisms and a high degree of resolution for quantifying genetic
variation in a population (Vos et al. 1995; Meudt and Clarke
2007; Mutegi et al. 2016). No previous study has used these
markers for analysis of wild rice populations. Altogether, the
aim of this study is to investigate implications of habitat loss
and fragmentation on Michigan wild rice and to understand
how populations might be prone to further decline. The results
will specifically help Native American tribes and state agen-
cies make informed management decisions for the preserva-
tion of wild rice in Michigan. The overall approach of this
study, however, may be more broadly applied to monitoring
and management strategies of many native wetland plant
species.

Methods

Study Species

Zizania palustris and Z. aquatica are annual plants that thrive
in wetland environments, particularly lakesides and river-
banks (Oelke 1993; Drewes and Silbernagel 2012).
Individuals are monoecious and have both male and female
reproductive structures. On each plant, female flowers will
open prior to male flowers, thus minimizing self-fertilization
(Oelke 1993; Lu et al. 2005). Pollen is typically wind dis-
persed, and seeds can be dispersed via water or animals (Lu
et al. 2005; Michigan Natural Features Inventory 2009).
Species can be distinguished by their flowers and stem height.
Z. palustris has purple flowers and short stems (<2 m tall),
while Z. aquatica has yellow-green flowers and is taller (2–
3 m). Z. palustris is most commonly found in shallow lakes,
while Z. aquatica is often associated with riverine habitat
(Terrell et al. 1997; Michigan Natural Features Inventory
2009).

Study Sites

We selected 14 sites to sample, which included most of the
large wild rice populations in the Lower Peninsula of
Michigan (Fig. 1). These sites represent most wild rice popu-
lations in the Lower Peninsula ofMichigan. Nine of these sites
contained Z. palustris: Indian River (Cheboygan County),
Redbridge (Manistee County), Manistee Lake (Manistee
County), Hamlin Lake (Mason County), Marl Lake
(Roscommon County), Deadstream Flooding (Roscommon
County), Tubbs Lake (Mecosta County), and two sites in the
St. Clair River delta (St. Clair County). The remaining five
sites contained Z. aquatica: Arcadia Marsh (Manistee
County), Manistee River (Manistee County), Grand River
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(Ottawa County), Nottawa Creek (Calhoun County), and
Short’s Road (St. Joseph County). Only one species is present
at each site, thus minimizing concerns of sampling hybrids.

Sampling Methods

Sampling occurred from August 2013 through September
2013 when plants were producing seed. We sampled twenty
wild rice plants from each site, with the exceptions of Hamlin
Lake and Lake Saint Clair. Because of its large size, we divid-
ed the rice bed at Hamlin Lake into three sub-sites: north,
middle, and south. We sampled ten plants at each sub-site
(30 total plants). St. Clair contained two distinct patches of
wild rice separated by 2.5 km, so we sampled 20 plants from
each. Plants were randomly selected throughout the entire area
of the bed, with a minimum separation of 5 m between sam-
ples. We measured stem height (from sediment to first male

flower branch) and the length of the topmost leaf. Then we
removed the panicle and stored it for later flower count. At
some Z. aquatica sites, where seeds had not yet fallen, we took
photographs of the panicle to prevent flower loss in this threat-
ened species. Because of the difficulty in getting an accurate
seed count, we used flowers as a proxy for reproductive effort.
One leaf was removed from each plant for genetic analysis.
We kept samples on ice until they could be brought back to the
laboratory, where we stored the panicles at 4 °C and the leaves
at −80 °C.

We mapped the rice bed using the program TerraSync on a
Trimble Juno SC GPS unit (Trimble Navigation Limited,
Sunnyvale, CA) to calculate bed area for use in later analyses.
In most cases, we created a polygon feature by traveling along
the perimeter of the rice bed. In some instances, however,
parts of the rice bed perimeter were impossible to access and
we plotted point features at accessible corners of the rice bed.

Fig. 1 Map of wild rice sites
sampled for genetics and
morphometrics in Michigan
August–September 2013. IR =
Indian River, A =Arcadia Marsh,
M =Manistee Lake, MR=
Manistee River, R = Redbridge,
H=Hamlin Lake, MA =Marl
Lake, D =Deadstream Flooding,
T = Tubbs Lake, G =Grand
River, S = Lake Saint Clair (2
sites), N=Nottawa Creek, SR =
Short’s Road. Asterisks (*)
indicate known seeded sites
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We exported GPS polygon and point features collected at each
bed to ArcMap v.10.1 (ESRI, Redlands, CA) for analysis. We
determined complete perimeters for those beds with incom-
plete polygons by overlaying field data on to the ESRI World
Imagery layer in ArcGIS (LANDSAT satellite imagery pro-
vided by NASA and USGS, accessed in 2014) at 3 m resolu-
tions. Once all boundaries had been completed, we recorded
the bed area from the file’s attribute table.

In the laboratory, we measured panicle length between the
node of the lowest male flower branch and the pedicel of the
topmost female flower. We estimated the number of male and
female flowers by counting pedicels because many flowers
had fallen before sampling. Male pedicels are much smaller
than female pedicels, so we distinguished the sexes with ease.

Genetic Analysis

The wild rice leaves were ground in a lysis buffer using a
Qiagen TissueRuptor (Qiagen Inc., Valencia, California,
USA) and extracted DNA using a NucleoSpin Plant II DNA
extraction kit (Macherey-Nagel Inc. , Bethlehem,
Pennsylvania, USA). We assessed DNA concentration and
quality using a NanoDrop ND-1000 spectrophotometer
(Thermo Fisher Scientific, Waltham, Massachusetts). In cases
of poor DNA quality, we performed a gel extraction using a
NucleoSpin Gel and PCR Clean-up kit (Macherey-Nagel Inc.,
Bethlehem, Pennsylvania). Amplified Fragment Length
Polymorphisms (AFLPs) were used to assess genetic structure
of Michigan wild rice sites. We digested extracted DNAwith
EcoRI and MseI restriction enzymes, followed by a pre-
selective PCR amplification and a selective PCR amplifica-
tion. For detailed AFLP methods, see Online Resource 1.

We analyzed the AFLP fragments using an ABI310
Genetic Analyzer (Thermo Fisher Scientific, Waltham,
Massachusetts) and GeneMapper (Thermo Fisher Scientific,
Waltham, Massachusetts). Peaks were produced for every
fragment of a unique length detected. Since signal sensitivity
varied among plates, we scored peaks differentially. We
scored peaks on plates with relatively low signal sensitivity
if they were greater than 100 fluorescence units, while we
scored peaks on plates with relatively high signal sensitivity
if they were greater than 300 fluorescence units. This normal-
ization produced data where the average number of fragments
per individual was consistent for all plates. Additionally, we
reran 5 randomly selected individuals from each population to
determine the error rate in band detection. The resulting
dataset was a presence/absence matrix of individuals and their
fragments.

Population Genetic Structure

We used the program Structure (Pritchard et al. 2000) to assess
the number of genetic clusters for both species (Poelchau and

Hamrick 2012; Gao et al. 2016; Zaya et al. 2017). The settings
we used for Structure were no prior location information, an
admixture model with correlated allele frequencies, and
100,000 burn-in iterations followed by 100,000 collection it-
erations. We tested a range of 2–9 genetic clusters (K). After
five replicates were completed, we used the program Structure
Harvester to determine K and likelihood (ΔK; Evanno et al.
2005). We also looked for convergence in the MCMC runs.
We performed a Principal Coordinate Analysis (PCoA;
Nguyen et al. 2013: Zaya et al. 2017) in R (R Foundation
for Statistical Computing, Vienna, Austria) using Jaccard dis-
tances of the AFLP band data, which allowed us to compare
the results of Structure to the results of a model not based on
population genetics. Using the program GenAlEx 6.5 (Peakall
and Smouse 2006), we performed an analysis of molecular
variance (AMOVA) to determine the variance among and
within sites. We also used GenAlEx to calculate Nei’s genetic
distance, which we compared to geographic distance using a
Mantel Test (Árnason et al. 2014; Tang et al. 2016; Zaya et al.
2017).

Morphometric Variation and Correlation Analyses

We evaluated differences in mean morphometric traits be-
tween wild rice species using a t-test or Mann-Whitney U
Test (if data were not normal) in Minitab v.16 (Minitab Inc.,
State College, PA).We performed Pearson correlations to look
for relationships between bed area, AFLP band diversity, and
morphometric traits. For these correlations, we averaged mor-
phometric characteristics at each site to investigate population
level effects. Since there were few Z. aquatica sites, we only
performed correlations using Z. palustris data. Bed area did
not have a normal distribution and had to be log transformed.
Because number of male and female flowers are not continu-
ous variables, Spearman rank correlations were used to test
these variables for associations. In order to reduce the risk of
Type I errors, we applied Bonferroni corrections to t-test and
correlation analyses.

Results

Genetic Structure

We were able to amplify and score 195 AFLP bands for both
species. The mean percentage of polymorphic loci within sites
was 52.54 ± 3.28% for Z. palustris and 43.90 ± 5.89% for
Z. aquatica. Our quality control measures for band identity
across the 70 individuals was 97%. Structure indicated that
there were most likely 3 genetic clusters of Z. palustris from
the 9 sites across the lower peninsula of Michigan (ΔK =
141.52; Fig. 2a). Alpha values converged to a range of ap-
proximately 0.1, which is well within the range of alpha
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values that suggest convergence in the MCMC models of
alpha ranging within 0.2 (Pritchard et al. 2000; Gilbert et al.
2012). Further inspection of the Q-plot, however, suggested
that this structuring is weak (Fig. 3a). All sites except Hamlin
Lake and Marl Lake contained a mixture of the genetic clus-
ters. Between 25 and 60% of individuals in these sites could
not be assigned to a single genetic cluster with assignment
probability of ≥80% (Sacks et al. 2004; Menchari et al.
2007; Baumgartner et al. 2010). The Principal Coordinate
analysis (PCoA) supports these results (Fig 4a). AFLP band
composition is similar among 6 sites. Hamlin Lake and Marl
Lake have AFLP band combinations distinct from those 6
sites; however, Marl Lake has a band combination similar to
that of Indian River. Weak genetic structure in Z. palustriswas
further supported by AMOVA results. Though significant
(d.f. = 8, ΦPT = 0.152, p = 0.01), variation among sites only
explained 15% of total genetic variation. Nei’s genetic dis-
tance (0.005–0.021) indicated little genetic differentiation be-
tween sites (Table 1a), and was not related to geographic dis-
tance (Mantel test, p = 0.230, R2 = 0.0393; Fig. 5a).

All AFLP bands observed at Z. palustris sites occurred
with a frequency ≥ 5%, except for Hamlin Lake, where only

half of the bands occurred at a frequency of 5% or more
(Fig. 6a). Hamlin Lake and Marl Lake had the lowest band
diversity, while Deadstream,Manistee Lake, and Saint Clair B
had the highest band diversity. The proportion of private
bands was low (0–2.5%) at all sites (Fig. 6).

Structure revealed two genetic clusters of Z. aquatica from
the 5 sites across the lower peninsula of Michigan (ΔK =
331.20; Fig. 2b) and alpha values converged to a range of
approximately 0.1. However, structuring was also weak.
Based on the Q-plot, geographic populations did not include
single genetic clusters, with the possible exception of Grand
River and Short’s Road (Fig. 3b). Between 10 and 30% of
individuals could not be assigned to a genetic cluster with
confidence based on an assignment probability of ≥80%.
The Principal Coordinate analysis (PCoA) supports these re-
sults (Fig. 4b). AFLP band composition is similar among all 6
sites, although Grand River and Short’s Road appear some-
what distinct. Weak genetic structure in Z. aquatica was fur-
ther supported by AMOVA results. Though significant (d.f. =
4, ΦPT = 0.134, p = 0.01), variation among sites only ex-
plained 13% of total genetic variation. Nei’s genetic distances
(0.014–0.035) indicated little genetic differentiation between
sites (Table 1b), and similarly to Z. palustris, genetic distance
was not related to geographic distance (Mantel test, p = 0.08,
R2 = 0.0995; Fig. 5b).

At Z. aquatica sites, all AFLP bands occurred at a frequen-
cy ≥ 5% or more (Fig. 6b). Average band diversity was rela-
tively consistent across sites, except for Grand River which
had half the average band diversity of the other sites. The
proportion of private bands was variable (0–19%) among
sites, with Arcadia Marsh having the greatest number and
Grand River the fewest (Fig. 6).

Morphometric Variation and Correlation Analyses

There were significant differences in all 5 morphometric traits
between species and variation in traits within each species was
apparent (Table 2). Z. aquatica was taller, had longer leaves,
longer panicles, and produced more male and female flowers.
These differences remained significant after Bonferroni cor-
rections, although differences in panicle length became mar-
ginally significant. The coefficient of variation (CV) for each
trait, except number of flowers, was similar between the two
rice species. The CV for number of male and female flowers
was higher for Z. aquatica than Z. palustris.

Correlations were performed to look for relationships be-
tween bed area, AFLP band diversity, and morphometrics in
Z. palustris. Rice bed area ranged from 40m2 (Manistee Lake)
to 2.7 million m2 (Hamlin Lake), and bed area was more
variable for Z. palustris than Z. aquatica (Fig. 7). No signifi-
cant relationship was found between bed area and AFLP band
diversity (p = 0.060). Bed area was positively related to stem
height (p = 0.047), but this relationship was deemed

Fig. 2 Delta K plots for Z. palustris (a) and Z. aquatica (b) sites sampled
in Michigan in 2013. They show possible number of genetic clusters (K)
and their likelihood (Delta K) and were generated using the program
Structure Harvester
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insignificant after a Bonferroni correction. No other plant
traits were correlated with bed area. AFLP band diversity
was not significantly associated with stem height, leaf length,
panicle length, or number of male flowers. However, the cor-
relation between AFLP band diversity and number of female
flowers was marginally significant after a Bonferroni correc-
tion (corrected α = 0.005, p = 0.006, r = 0.828; Fig. 8).

Discussion

The results of this study show that habitat size and geographic
distance have little impact on the genetic structure, reproduc-
tive effort, and morphometrics of Michigan wild rice.
Structure and Nei’s genetic distance suggest that Z. palustris
and Z. aquatica sites are connected through gene flow despite
geographic distance and have maintained similar levels of
genetic variation regardless of bed area. We did, however,
observe lower genetic diversity compared to other studies
evaluating grasses with AFLP markers (Ozbek et al. 2007;
Wang et al. 2010; Todd et al. 2011). Thus, Michigan wild rice
may not be at risk of extirpation by means of the extinction
vortex, although some isolated populations may be vulnerable
to genetic drift in the future. Our data show that reproductive
effort (number of female flowers) decreases in beds with low
AFLP band diversity. While evidence for gene flow is a prom-
ising indication that genetic diversity can be maintained in

populations, excessive amounts of gene flow may be deleteri-
ous because introduced genes can break apart coadapted gene
complexes (Burton et al. 1999; Stelkens et al. 2015; Arnold
2016).

Weak genetic clustering in Structure and the genetic simi-
larity of sites implies gene flow among Z. palustris sites. Two
of the sites, Hamlin Lake and Marl Lake, consisted of a single
dominant genetic cluster. These sites also had the lowest ge-
netic diversity, which suggests that these sites may be receiv-
ing few alleles through gene flow and may be vulnerable to
genetic drift (Slatkin 1987; Frankham 2005). Marl Lake, a
small site, had a low number of AFLP bands and lacked both
rare and private bands. When few bands dominate the gene
pool of a small group of individuals, genetic drift may be
occurring, as the strength of genetic drift is inversely related
to effective population size. Hamlin Lake, a large site, presents
a different situation as it has maintained private and rare bands
despite low AFLP band diversity. This site is likely less af-
fected by genetic drift. Although no significant correlation
existed between AFLP band diversity and bed area, the mas-
sive bed area of Hamlin Lake might protect it from the nega-
tive effects of genetic drift and inbreeding.

Likewise, weak genetic clustering and genetic similarity
also implies gene flow among Z. aquatica sites. The Short’s
Road and Nottawa Creek sites were dominated by different
genetic clusters. However, these sites are on the same stream
less than 8 km apart. So, it is unlikely that they represent

Fig. 3 Structure Q-plots for
Z. palustris (K = 3) (a) and
Z.aquatica (K = 2) (b) sites
sampled in Michigan in 2013.
The horizontal axis shows
individuals and their site
locations. The vertical axis shows
the proportion of each
individual’s genetic make-up that
belongs to each genetic cluster,
represented by different colors.
The corresponding pie charts
show assignment of individuals to
genetic clusters. An individual
was assigned to a genetic cluster if
80% or more of its genetic make-
up could be attributed to that
cluster. Wedges with parallel lines
indicate individuals who could
not be assigned based on this
benchmark
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naturally occurring distinct genetic strains. Dispersal
should connect these sites, albeit likely in one direction
only, and maintain genetic similarity. In addition, both
sites were historically sown (Fig. 1), likely with seed from
the same source. Indeed, Nei’s genetic distance (0.035)
indicated little genetic differentiation. So, we argue that
only one genetic cluster truly exists for Z. aquatica in
Michigan. Dominance by one distinct genetic cluster at
the Grand River site could be explained by low genetic

diversity (AFLP bands) compared to other Z. aquatica
sites. Among Z. aquatica sites, Grand River is most in
danger of the extinction vortex. The high percentage of
private AFLP bands at Arcadia Marsh (50%) suggests that
this site may have recently developed from a seed bank
with novel genetic diversity.

Lu et al. (2005) performed a similar study on
Wisconsin Z. palustris populations using isozymes and
found much different results. Low genetic diversity and
high genetic distances between populations were revealed,
and bed size and isolation appear to drive these trends. In
contrast, Z. latifolia populations in China were found to
have high genetic diversity and weak genetic structuring
(Chen et al. 2012) with microsatellite markers. Xu et al.
(2015) found significant genetic structure in Zizania pop-
ulations across North America with two genetic clusters
corresponding to Z. aquatica and Z. palustris. Each spe-
cies also separated out into two clusters. Within the Great
Lakes region, however, each species was considered a
single genetic population. Interestingly, the findings of
the latter studies are more similar to our results than the
Wisconsin study. This suggests that population response
to habitat fragmentation varies across localities and is not
necessarily consistent across closely related species.
Demographic and evolutionary factors, such as effective
population size and time since divergence, may play a
role (Richardson et al. 2016) and genetic markers experi-
ence differential sensitivities to these effects.

Based on the genetic similarity of Michigan wild rice
sites, it is clear that these populations are well connected
via dispersal, either natural or anthropogenic. Wild rice
is a wind-pollinated plant, and while wind can occasion-
ally carry wild rice pollen long distances, most dispersal
occurs within a site or among nearby sites (Lu et al.
2005). An experiment by Oxley et al. (2008) found that
Zizania texana pollen rarely traveled more than 0.75 m
from the source plant. If pollen dispersal was a main
mechanism for gene flow, our data would have shown
stronger differentiation of wild rice sites and a signifi-
cant relationship between geographic and genetic dis-
tance. Therefore, other long-distance dispersal mecha-
nisms must exist.

Seeds are likely the primary dispersing structures for wild
rice, and it has been suggested that possible vectors for such
dispersal include water and animals (Lu et al. 2005; Chen et al.
2012). Water is an unlikely vector over long distances, be-
cause the wild rice seeds are heavy and do not float for long
(Kjerland 2015). Animals, particularly migratory waterfowl,
are effective at carrying seeds long distances because of their
mobility and ability to traverse different types of terrain
(Nathan 2008). In the field, we frequently observed mute
swans and Canada geese foraging in wild rice beds. It is pos-
sible that the long awns of wild rice seeds get lodged in the

Fig. 4 Principal Coordinate Analysis (PCoA) of AFLP bands from
Z. palustris (a) and Z. aquatica (b) individuals sampled in Michigan in
2013. AFLP band data were initially a presence/absence matrix, but were
transformed into a Jaccard distance matrix prior to analysis. Symbols for
individual points represent site locations. Ninety-five percent confidence
ellipses are shown for select sites that appear distinct
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feathers of waterfowl and are dispersed when the birds move
between foraging sites (Vivian-Smith and Stiles 1994).

Humans may also be an important dispersal vector that
functions independently of distance. As wild rice is an

important part of their culture, Native Americans in the
Great Lakes region have planted rice seed to supplement pop-
ulations and promote growth in new locations. Trade between
tribes has also occurred (Vennum 1988; Drewes and
Silbernagel 2005). In addition, managers and duck hunters
are responsible for sowing wild rice seed, as this maintains
stable wild rice populations and attracts waterfowl (Engel and
Nichols 1994; Drewes and Silbernagel 2012). Sowed and
traded seed from genetically distinct locations would facilitate
gene flow, producing beds of mixed genetic origin.

Historical records document the planting of rice in
Michigan (Fig. 1). The Indian River site (Z. palustris) was
planted by the Michigan Department of Natural Resources
in 1918, but the seed source is unknown. The Little River
Band of Ottawa Indians planted Manistee Lake and
Redbridge (Z. palustris) in 2003 with seed from Minnesota
(personal communication, A. Smart, Little River Band of
Ottawa Indians). The Grand River site (Z. aquatica) was sown
by state funded environmental managers in the early 1900s,
but their efforts were unsuccessful (personal communication,
M. Manion, Ottawa County Parks and Recreation). The
Nottawa Creek and Short’s Road sites are believed to have
been sown in the 1950s, but no information exists regarding
seed source. These planting records support our hypothesis
that humans are facilitating high rates of gene flow among
wild rice sites. Human planting—with seeds from outside
sources—and waterfowl mediated dispersal could explain
why Michigan wild rice sites include a mixture of genetic
clusters.

Considering the history of seeding, we have developed
new hypotheses to explain the current genetic structure of
Z. palustris in Michigan. The Hamlin Lake and Marl Lake
sites could represent an original Michigan Z. palustris genetic

Table 1 Nei’s genetic distance between Z. palustris (a) and Z. aquatica (b) sites in sampled in Michigan in 2013

a.

Deadstream Flooding Hamlin Lake Indian River Manistee Lake Marl Lake Redbridge Saint Clair A Saint Clair B

Hamlin Lake 0.018

Indian River 0.021 0.010

Manistee Lake 0.012 0.010 0.012

Marl Lake 0.020 0.013 0.009 0.016

Redbridge 0.018 0.010 0.005 0.009 0.010

Saint Clair A 0.011 0.014 0.014 0.012 0.021 0.013

Saint Clair B 0.010 0.014 0.016 0.010 0.021 0.014 0.005

Tubbs Lake 0.013 0.005 0.008 0.006 0.013 0.007 0.010 0.010

b.

Arcadia Marsh Grand River Manistee River Nottawa Creek

Grand River 0.025

Manistee River 0.021 0.015

Nottawa Creek 0.021 0.025 0.025

Short’s Road 0.030 0.029 0.014 0.035

Fig. 5 Relationship between geographic distance and Nei’s genetic
distance for Z. palustris (p = 0.230, R2 = 0.0393) (a) and Z.aquatica
(p = 0.08, R2 = 0.0995) (b) sites sampled in Michigan in 2013
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cluster because both contain the same genetic cluster of wild
rice (white on the Structure Q-plot; Fig. 3a) and neither have
any known seeding history. Since the Manistee Lake and
Redbridges sites were sown with seed from Minnesota and
have individuals that are likely from a second genetic cluster
(black on the Structure Q-plot), we believe these sites could
represent a Minnesota strain of wild rice. The Deadstream
Flooding and Saint Clair sites contain individuals likely from
a third genetic cluster. While we do not have information on
other seed sources, we suggest that this could represent a
Wisconsin or Canada source. Limited planting records and
low genetic differentiation between sites provide little support
for two genetic clusters of Z. aquatica in Michigan. At this
time, it is most parsimonious to conclude that Z. aquatica
represents a single genetic cluster. More information on plant-
ing attempts and seed sources of both Z. aquatica and
Z. palustris sites, however, is necessary to support these con-
clusions. Comparing DNA from Minnesota, Wisconsin, and
Canada wild rice to Michigan wild rice through next-
generation DNA sequencing and SNP panels would provide

more concrete information about seed origin. The
codominance of SNP markers would allow us to estimate
observed heterozygosity and therefore inbreeding, which
was a limitation of the current study.

Reproductive effort was the only plant trait that was corre-
lated with genetic diversity. Wild rice populations with greater
AFLP band diversity had increased female flower production.
Lu et al. (2005) also observed increased reproductive output
with greater genetic diversity in Wisconsin Z. palustris popu-
lations. Furthermore, they documented significant positive re-
lationships between genetic diversity and vegetative traits,
such as plant height and leaf length. Relationships between
genetic diversity and physical traits have been observed in
other wetland plants facing decline. Lienert et al. (2002) found
a significant positive association between heterozygosity and
several fitness traits in the endangered fen dwelling Swertia
perennis. Likewise, Schmidt and Jensen (2000) observed sig-
nificant positive correlations between genetic variation and
seed capsules per plant, seeds per plant, and seedlings per
plant in Pedicularis palustris, another rare fen species.

Fig. 6 AFLP band frequencies
and band diversity in Z. palustris
(a) and Z. aquatica (b) sites
sampled in Michigan in 2013
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Conclusions and Management Concerns

Although we expected to see evidence of genetic isolation by
distance and genetic drift, our results indicate that most sample
sites shared a similarly low amount of genetic variation.While
bed area may have declined over time, inter-population dis-
persal may have buffered the negative effects of genetic drift.
Nevertheless, efforts to preserve Michigan rice beds should
still be taken because drift may eventually occur in small beds.

Furthermore, rice is culturally important to tribes and provides
crucial habitat for waterfowl so small populations should be
augmented.

Sowing efforts with seeds from genetically diverse beds
could be a good management strategy to restore Michigan
wild rice populations as well as other wetland plant popula-
tions facing decline. Monitoring growth and reassessing ge-
netic diversity after restoration would help ensure that popu-
lations rebound. Several studies have explored the effective-
ness of seeding in restoration efforts (Cobbaert et al. 2004;
Nishihiro et al. 2006; Ramp et al. 2006; Kettering and
Galatowitsch 2011). However, caution must also be taken
with such human mediated dispersal. While gene flow is often
perceived as beneficial to populations, in some cases it can be
detrimental by introducing maladaptive alleles. Consequently,
adaptation to local conditions by means of natural selection
becomes hindered (Hufford and Mazer 2003; Richardson
et al. 2016). When attempting restoration of declining

Table 2 Summary of morphometric traits of Zizania palustris and
Zizania aquatica and results of pairwise comparison (Mann-Whitney
U-test or t-test) from plants sampled in Michigan in 2013.
Measurements include mean (x ± 1sd), coefficient of variation (CV),
and sample size (n)

Z. palustris Z. aquatica Z. palustris
vs. Z. aquatica

Stem Height (cm) �x =140 ± 38.4 �x =172 ± 51.1 W = 17,604

CV = 27.4% CV= 29.7% p < 0.0001

n = 189 n = 100

Leaf Length (cm) �x =26.5 ± 14.0 �x =34.5 ± 15.6 W = 17,479

CV = 52.8% CV= 45.2% p < 0.0001

n = 184 n = 100

Panicle Length (cm) �x =37.3 ± 10.8 �x =49.1 ± 10.0 t = 2.44

CV = 29.0% CV= 20.4% p = 0.016

n = 189 n = 80

Number of Male
Flowers

�x =80 ± 47 �x =382 ± 309 W= 7331.5

CV = 58.8% CV= 80.9% p < 0.0001

n = 117 n = 55

Number of
Female Flowers

�x =36 ± 21 �x =221 ± 178 W= 19,053

CV = 58.3% CV= 80.5% p < 0.0001

n = 188 n = 100

Fig. 7 Bed area of wild rice sites
sampled in Michigan in 2013

Fig. 8 Correlation between average AFLP band diversity and the average
number of female flowers produced in Z. palustris sites sampled in
Michigan in 2013. Statistical values were derived from a Pearson
correlation
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populations of wetland plants, managers should use seed from
local populations with similar environmental conditions to
ensure success and the maintenance of adaptive genotypes
(as described in McKay et al. 2005 and Vander Mijnsbrugge
et al. 2010).

In addition to gaining a better understanding of seed selec-
tion for sowing efforts, future studies should investigate non-
human dispersal vectors, such as waterfowl, to understand
more natural gene flow mechanisms. Taking additional steps
to study and preserve natural dispersal processes would help
ensure that plant populations can thrive beyond initial resto-
ration (Amezaga et al. 2002). Simultaneous examination of
morphological traits and genetic structure within a fragmented
population is an approach that is widely applicable for the
conservation of wetland plant species across the globe.
Following up with these suggested investigations could help
create a more complete understanding of wetland plant popu-
lation dynamics and evolutionary processes for the benefit of
developing better restoration strategies.

Acknowledgements We thank the Little River Band of Ottawa Indians
for funding and guidance with this project, Central Michigan University
for providing equipment, facilities, and additional support, and Keith
Turnquist of University of Wisconsin-Stevens Point for assisting with
genetic analyses. We also appreciate the help of several field assistants:
L. Dunklee, J. Jeplawy, S. Thoma, M. Ong, H. Dame, and S. Chertos.

References

Aguilar R, Ashworth L, Galetto L, Aizen MA (2006) Plant reproductive
susceptibility to habitat fragmentation: review and synthesis through
a meta-analysis. Ecol Lett 9:968–980. https://doi.org/10.1111/j.
1461-0248.2006.00927.x

Amezaga JM, Santamaría L, Green AJ (2002) Biotic wetland
connectivity-supporting a new approach for wetland policy. Acta
Oecol 23:213–222. https://doi.org/10.1016/S1146-609X(02)01152-
9

Árnason SH, Thórsson AET, Magnússon B, Philipp M, Adsersen H,
Anamthawat-Jónsson K (2014) Spatial genetic structure of the sea
sandwort (Honckenya peploides) on Surtsey: an immigrant’s jour-
ney. Biogeosciences 11:6495–6507. https://doi.org/10.5194/bg-11-
6495-2014

ArnoldML (2016) Divergence with genetic exchange. Oxford University
Press, Oxford, United Kingdom

Baumgartner K, Travadon R, Bruhn J, Bergemann SE (2010) Contrasting
patterns of genetic diversity and population structure of Armillaria
mellea sensu stricto in the eastern and western United States.
Phytopathology 100:708–718. https://doi.org/10.1094/PHYTO-
100-7-0708

Bijlsma R, Loeschcke V (2012) Genetic erosion impedes adaptive re-
sponses to stressful environments. Evol Appl 5:117–129. https://
doi.org/10.1111/j.1752-4571.2011.00214.x

Brook BW, Sodhi NS, BradshawCJA (2008) Synergies among extinction
drivers under global change. Trends in Ecology and Evolution 23:
453–460. https://doi.org/10.1016/j.tree.2008.03.011

Burton RS, Rawson PD, Edmands S (1999) Genetic architecture of phys-
iological phenotypes: empirical evidence of coadapted gene com-
plexes. Am Zool 39:451–462. https://doi.org/10.1093/icb/39.2.451

Cain ML, Milligan BG, Strand AE (2000) Long-distance seed dispersal
in plant populations. Am J Bot 87:1217–1227

Chen YY, Chu HJ, Liu H, Liu YL (2012) Abundant genetic diversity of
the wild rice Zizania latifolia in central China revealed by
microsatellites. Ann Appl Biol 161:192–201. https://doi.org/10.
1111/j.1744-7348.2012.00564.x

Clay SA, Oelke EA (1987) Effects of Giant burred (Sparganium
eurycarpum) and shade on wild Rice (Zizania palustris). Weed Sci
35:640–646

Cobbaert D, Rochefort L, Price JS (2004) Experimental restoration of a
fen plant community after peat mining. Appl Veg Sci 7:209–220.
h t t ps : / / do i . o rg /10 .1658 /1402 -2001(2004)007 [0209 :
EROAFP]2.0.CO;2

Couvet D (2002) Deleterious effects of restricted gene flow in fragmented
populations. Conservation Biology 16:369–376. https://doi.org/10.
1046/j.1523-1739.2002.99518.x

DiBattista JD (2008) Patterns of genetic variation in anthropogenically
impacted populations. Conservation Genetics 9:141–156. https://
doi.org/10.1007/s10592-007-9317-z

Drewes A, Silbernagel J (2005) Setting up an integrative research ap-
proach for sustaining wild rice (Zizania palustris) in the upper
Great Lakes region of North America. In: Tress B, Tress G, Fry G,
Opdam P (eds) From landscape research to landscape planning:
aspects of integration. Education and Application. Springer
Science & Business Media, pp 377–386

Drewes AD, Silbernagel J (2012) Uncovering the spatial dynamics of
wild rice lakes, harvesters, and management across Great Lakes
landscapes for shared regional conservation. Ecol Model 229:97–
107. https://doi.org/10.1016/j.ecolmodel.2011.09.015

Engel S, Nichols SA (1994) Restoring Rice Lake atMilltown,Wisconsin,
Technical Bulletin No. 186, Wisconsin Department of Natural
Resources, Madison

Evanno G, Regnaut S, Goudet J (2005) Detecting the number of clusters
of individuals using the software STRUCTURE: a simulation study.
University of Lausanne Department of Ecology and Evolution,
Lausanne

Fahrig L (1997) Relative effects of habitat loss and fragmentation on
population extinction. J Wildl Manag 61:603–610. https://doi.org/
10.2307/3802168

Frankham R (1995) Conservation genetics. Annu Rev Genet 29:305–
327. https://doi.org/10.1046/j.1523-1739.2003.01236.x

Frankham R (2005) Genetics and extinction. Biol Conserv 126:131–140.
https://doi.org/10.1016/j.biocon.2005.05.002

Gao JH, Zhang W, Li JY, Long HL, He W, Li XQ (2016) Amplified
fragment length polymorphism analysis of the population structure
and genetic diversity of Phoebe zhennan (Lauraceae), a native spe-
cies to China. Biochem Syst Ecol 64:149–155. https://doi.org/10.
1016/j.bse.2015.11.001

Gilbert KJ, Andrew RL, Bock DG, Franklin MT, Kane NC, Moore JS,
Moyers BT, Renaut S, Rennsion DJ, Veen T, Vines TH (2012)
Recommendations for utilizing and reporting population genetic
analyses: the reproducibility of genetic clustering using the program
STRUCTURE. Mol Ecol 21:4925–4930. https://doi.org/10.1111/j.
1365-294X.2012.05754.x

Guo HB, Li SM, Peng J, Ke WD (2007) Zizania latifolia Turcz.
Cultivated in China. Genet Resour Crop Evol 54:1211–1217

Haramis GM, Kearns GD (2007) Herbivory by resident geese: the loss
and recovery of wild rice along the tidal Patuxent River. J Wildl
Manag 71:788–794. https://doi.org/10.2193/2006-350

Hufford KM, Mazer SJ (2003) Plant ecotypes: genetic differentiation in
the age of ecological restoration. Trends Ecol Evol 18:147–155.
https://doi.org/10.1016/S0169-5347(03)00002-8

Johnson JA, Havranek AJ (2010) Effects of carp on the survival and
growth of wild rice in Upper Clam Lake–Burnett County, WI.
Final report to St. Croix Tribal Environmental Services–Natural

Wetlands

https://doi.org/10.1111/j.1461-0248.2006.00927.x
https://doi.org/10.1111/j.1461-0248.2006.00927.x
https://doi.org/10.1016/S1146-609X(02)01152-9
https://doi.org/10.1016/S1146-609X(02)01152-9
https://doi.org/10.5194/bg-11-6495-2014
https://doi.org/10.5194/bg-11-6495-2014
https://doi.org/10.1094/PHYTO-100-7-0708
https://doi.org/10.1094/PHYTO-100-7-0708
https://doi.org/10.1111/j.1752-4571.2011.00214.x
https://doi.org/10.1111/j.1752-4571.2011.00214.x
https://doi.org/10.1016/j.tree.2008.03.011
https://doi.org/10.1093/icb/39.2.451
https://doi.org/10.1111/j.1744-7348.2012.00564.x
https://doi.org/10.1111/j.1744-7348.2012.00564.x
https://doi.org/10.1046/j.1523-1739.2002.99518.x
https://doi.org/10.1046/j.1523-1739.2002.99518.x
https://doi.org/10.1007/s10592-007-9317-z
https://doi.org/10.1007/s10592-007-9317-z
https://doi.org/10.1016/j.ecolmodel.2011.09.015
https://doi.org/10.2307/3802168
https://doi.org/10.2307/3802168
https://doi.org/10.1046/j.1523-1739.2003.01236.x
https://doi.org/10.1016/j.biocon.2005.05.002
https://doi.org/10.1016/j.bse.2015.11.001
https://doi.org/10.1016/j.bse.2015.11.001
https://doi.org/10.1111/j.1365-294X.2012.05754.x
https://doi.org/10.1111/j.1365-294X.2012.05754.x
https://doi.org/10.2193/2006-350
https://doi.org/10.1016/S0169-5347(03)00002-8


Resources Department, Webster (WI). Freshwater Scientific
Services LLC, Maple Grove (MN)

Kettenring KM, Galatowitsch SM (2011) Carex seedling emergence in
restored and natural prairie wetlands. Wetlands 31: 273–281. doi:
https://doi.org/10.1007/s13157-011-0160-0

Kjerland T (2015) Wild Rice monitoring handbook. The University of
Minnesota Sea Grant Program, Duluth

Lande R (1988) Genetics and demography in biological conservation.
Science 241:1455–1460

Lienert J, Fischer M, Schneller J, DiemerM (2002) Isozyme variability of
the wetland specialist Swertia perennis (Gentianaceae) in relation to
habitat size, isolation, and plant fitness. Am J Bot 89:801–811.
https://doi.org/10.3732/ajb.89.5.801

Lu YQ,Waller DM, David P (2005) Genetic variability is correlated with
population size and reproduction in american wild-rice (Zizania
palustris var. palustris, Poaceae) populations. Am J Bot 92:990–
997. https://doi.org/10.3732/ajb.92.6.990

Madsen JD, Wersal RM, Getsinger KD, Nelson LS (2008) Sensitivity of
wild rice (Zizania palustris L.) to the aquatic herbicide triclopyr. J
Aquat Plant Manag 46:150–154

McKay JK, Christian CE, Harrison S, Rice KJ (2005) BHow local is
local?^-a review of practical and conceptual issues in the genetics
of restoration. Restor Ecol 13:432–440. https://doi.org/10.1111/j.
1526-100X.2005.00058.x

Menchari Y, Délye C, Le Corre V (2007) Genetic variation and popula-
tion structure in black-grass (Alopecurus myosuroidesHuds.), a suc-
cessful, herbicide resistant, annual grass weed of winter cereal fields.
Mol Ecol 16:3161–3172. https://doi.org/10.1111/j.1365-294X.
2007.03390.x

Meudt HM, Clarke AC (2007) Almost forgotten or latest practice? AFLP
applications, analyses, and advances. Trends Plant Sci 12:106–117.
https://doi.org/10.1016/j.tplants.2007.02.001

Michigan Natural Features Inventory (2009) Michigan Natural Features
Inventory, Michigan State University, Michigan's Special Plants.
Available http://mnfi.anr.msu.edu/data/ specialplants.cfm

Moulton DW (1979) Evaluation of Methiocarb for repelling blackbirds
from cultivated wild Rice. J Wildl Manag 43:747–751. https://doi.
org/10.2307/3808754

Mutegi SM, Muchugi A, Carsan S, Kariba R, Jamnadass R, Oballa P,
Brunner AM, Runo S (2016) Genetic diveresity of the African pop-
lar (Populus ilicifolia) populations in Kenya. Tree Genetics &
Genomics 12: 66. doi: https://doi.org/10.1007/s11295-016-1014-z

Nathan R (2008) Mechanisms of long-distance seed dispersal. Trends in
Ecology and Evolution 23:638–647. https://doi.org/10.1016/j.tree.
2008.08.003

Nguyen XV, Thirunavukarassu T, Papenbrock J (2013) Genetic variation
among Halophila ovalis (Hydrocharitaceae) and closely related
seagrass species from the coast of Tamil Nadu, India- an AFLP
fingerprint approach. Syst Biodivers 11:467–476. https://doi.org/
10.1080/14772000.2013.838317

Nishihiro J, Nishihiro MA, Washitani I (2006) Restoration of wetland
vegetation using soil seed banks: lessons from a project in Lake
Kasumigaura, Japan. Landsc Ecol Eng 2:171–176. https://doi.org/
10.1007/s11355-006-0005-9

Oelke EA (1993) Wild rice: domestication of a native north American
genus. John Wiley and Sons, New York

Oxley FM, Echlin A, Power P, Tolley-Jordan L, Alexander ML (2008)
Travel of pollen in experimental raceways in the endangered Texas
wild Rice (Zizania texana). Southwest Nat 53:169–174. https://
doi.org/10.1894/0038-4909(2008)53[169:TOPIER]2.0.CO;2

Ozbek O, Millet E, Anikster Y, Arslan O, Feldman M (2007) Spatio-
temporal genetic variation in populations of wild emmer wheat,
Triticum turgidum spp. dicoccoides, as revealed by AFLP analysis.
Theor Appl Genet 115:19–26. https://doi.org/10.1007/s00122-007-
0536-y

Peakall R, Smouse PE (2006) GENALEX 6: genetic analysis in excel.
Population genetic software for teaching and research. Mol Ecol
Notes 6:288–295. https://doi.org/10.1093/bioinformatics/bts460

Pillsbury RW, McGuire MA (2009) Factors affecting the distribution of
wild rice (Zizania palustris) and the associated macrophyte commu-
nity. Wetlands 29:724–734. https://doi.org/10.1672/08-41.1

Poelchau MF, Hamrick JL (2012) Differential effects of landscape-level
environmental features on genetic structure in three codistributed
tree species in central America. Mol Ecol 21:4970–4982. https://
doi.org/10.1111/j.1365-294X.2012.05755.x

Pritchard JK, Stephens M, Donnelly P (2000) Inference of population
structure using multilocus genotype data. Genetics 155:945–959

Ramp JM, Collinge SK, Ranker TA (2006) Restoration genetics of the
vernal pool endemic Lasthenia conjugens (Asteraceae). Conserv
Genet 7:631–649. https://doi.org/10.1007/s10592-005-9052-2

Rathcke BJ, Jules ES (1993) Habitat fragmentation and plant pollinator
interactions. Curr Sci 65:273–277

Richardson JL, Brady SP, Wang IJ, Spear SF (2016) Navigating the
pitfalls and promise of landscape genetics. Mol Ecol 25:849–863.
https://doi.org/10.1111/mec.13527

Sacks BN, Brown SK, Ernest HB (2004) Population structure of
California coyotes corresponds to habitat-specific breaks and illumi-
nates species history. Mol Ecol 13:1265–1275. https://doi.org/10.
1111/j.1365-294X.2004.02110.x

Schmidt K, Jensen K (2000) Genetic structure and AFLP variation of
remnant populations in the rare plant Pedicularis palustris
(Scrophulariaceae) and its relation to population size and reproduc-
tive components. Am J Bot 87:678–689

Slatkin M (1987) Gene flow and the geographic structure of natural pop-
ulations. Science 236:787–792. https://doi.org/10.1126/science.
3576198

Soulé ME, Mills LS (1998) Population genetics- no need to isolate ge-
netics. Science 282:1658–1659. https://doi.org/10.1126/science.
282.5394.1658

Stelkins RB, Scmid C, Seehausen O (2015) Hybrid breakdown in cichlid
fish. PLoS One 10:e0127207. https://doi.org/10.1371/journal.pone.
0127207

Tang HX, Xing SY, Li JH, Wang X, Sun LM, Du SH, Liu XJ (2016)
Genetic diversity ofGinkgo biloba half-sib families based on AFLP
technology. Biochem Syst Ecol 68:58–65. https://doi.org/10.1016/j.
bse.2016.06.009

Terrell EE, Peterson PM, Reveal JL, Duvall MR (1997) Taxonomy of
north American species of Zizania (Poaceae). SIDA contributions
to. Botany 17:533–549

Todd J, Yu YQ,Wang Z, Samuels T (2011) Genetic diversity in tetraploid
switchgrass revealed by AFLP marker polymorphisms. Genet Mol
Res 10:2976–2986. https://doi.org/10.4238/2011.November.29.8

Trakhtenbrot A, Nathan R, Richardson DM (2005) The importance of
long distance dispersal in biodiversity conservation. Divers Distrib
11:173–181. https://doi.org/10.1111/j.1366-9516.2005.00156.x

Vander Mijnsbrugge K, Bischoff A, Smith B (2010) A question of origin:
where and how to collect seed for ecological restoration. Basic and
Applied Ecology 11:300–311. https://doi.org/10.1016/j.baae.2009.
09.002

Vennum T (1988) Wild rice and the Ojibway people. Minnesota
Historical Society Press, St. Paul

de Vere N, Jongejans E, Plowman A, Williams E (2009) Population size
and habitat quality affect genetic diversity and fitness in the clonal
herb Cirsium dissectum. Oecologia 159:59–68

Vittoz P, Engler R (2007) Seed dispersal distances: a typology based on
dispersal modes and plant traits. Bot Helv 117:109–124. https://doi.
org/10.1007/s00035-007-0797-8

Vivian-Smith G, Stiles EW (1994) Dispersal of salt marsh seeds on the
feet and feathers of waterfowl. Wetlands 14:316–319. https://doi.
org/10.1007/BF03160638

Wetlands

https://doi.org/10.1007/s13157-011-0160-0
https://doi.org/10.3732/ajb.89.5.801
https://doi.org/10.3732/ajb.92.6.990
https://doi.org/10.1111/j.1526-100X.2005.00058.x
https://doi.org/10.1111/j.1526-100X.2005.00058.x
https://doi.org/10.1111/j.1365-294X.2007.03390.x
https://doi.org/10.1111/j.1365-294X.2007.03390.x
https://doi.org/10.1016/j.tplants.2007.02.001
http://mnfi.anr.msu.edu/data
https://doi.org/10.2307/3808754
https://doi.org/10.2307/3808754
https://doi.org/10.1007/s11295-016-1014-z
https://doi.org/10.1016/j.tree.2008.08.003
https://doi.org/10.1016/j.tree.2008.08.003
https://doi.org/10.1080/14772000.2013.838317
https://doi.org/10.1080/14772000.2013.838317
https://doi.org/10.1007/s11355-006-0005-9
https://doi.org/10.1007/s11355-006-0005-9
https://doi.org/10.1007/s00122-007-0536-y
https://doi.org/10.1007/s00122-007-0536-y
https://doi.org/10.1093/bioinformatics/bts460
https://doi.org/10.1672/08-41.1
https://doi.org/10.1111/j.1365-294X.2012.05755.x
https://doi.org/10.1111/j.1365-294X.2012.05755.x
https://doi.org/10.1007/s10592-005-9052-2
https://doi.org/10.1111/mec.13527
https://doi.org/10.1111/j.1365-294X.2004.02110.x
https://doi.org/10.1111/j.1365-294X.2004.02110.x
https://doi.org/10.1126/science.3576198
https://doi.org/10.1126/science.3576198
https://doi.org/10.1126/science.282.5394.1658
https://doi.org/10.1126/science.282.5394.1658
https://doi.org/10.1371/journal.pone.0127207
https://doi.org/10.1371/journal.pone.0127207
https://doi.org/10.1016/j.bse.2016.06.009
https://doi.org/10.1016/j.bse.2016.06.009
https://doi.org/10.4238/2011.November.29.8
https://doi.org/10.1111/j.1366-9516.2005.00156.x
https://doi.org/10.1016/j.baae.2009.09.002
https://doi.org/10.1016/j.baae.2009.09.002
https://doi.org/10.1007/s00035-007-0797-8
https://doi.org/10.1007/s00035-007-0797-8
https://doi.org/10.1007/BF03160638
https://doi.org/10.1007/BF03160638


Vos P, Hogers R, Bleeker M, Reijans M, van de Lee T, Hornes M, Frijters
A, Pot J, Peleman J, Kupier M, Zabeau M (1995) AFLP: a new
technique for DNA fingerprinting. Nucleic Acids Res 23:4407–
4414. https://doi.org/10.1093/nar/23.21.4407

Wang Z, Kenworthy KE, Wu Y (2010) Genetic diversity of common
Carpetgrass revealed by AFLP markers. Crop Sci 50:1366–1374.
https://doi.org/10.2135/cropsci2009.08.0472

Williams SL (2001) Reduced genetic diversity in eelgrass transplanta-
tions affects both population growth and individual fitness. Ecol

App l 11 :1472–1488 . h t t p s : / / do i . o rg /10 .1890 /1051 -
0761(2001)011[1472:RGDIET]2.0.CO;2

Xu XW, Wu JW, Qi MX, Lu QX, Lee PF, Lutz S, Ge S, Wen J (2015)
Comparative phylogeography of the wild-rice genus Zizania
(Poaceae) in eastern Asia and North America. Am J Bot 102:239–
247. https://doi.org/10.3732/ajb.1400323

Zaya DN, Molano-Flores B, Feist MA, Koontz JA, Coons J (2017)
Assessing genetic diversity for the USA endemic carnivorous plant
Pinguicula ionantha R.K. Godfrey (Lentibulariaceae). Conserv
Genet 18:171–180. https://doi.org/10.1007/s10592-016-0891-9

Wetlands

https://doi.org/10.1093/nar/23.21.4407
https://doi.org/10.2135/cropsci2009.08.0472
https://doi.org/10.3732/ajb.1400323
https://doi.org/10.1007/s10592-016-0891-9

	Genetic Structure and Morphometric Variation among Fragmented Michigan Wild Rice Populations
	Abstract
	Introduction
	Methods
	Study Species
	Study Sites
	Sampling Methods
	Genetic Analysis
	Population Genetic Structure
	Morphometric Variation and Correlation Analyses

	Results
	Genetic Structure
	Morphometric Variation and Correlation Analyses

	Discussion
	Conclusions and Management Concerns

	References


