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1  |  INTRODUC TION

Genetic diversity is vital for the adaptive potential of species, 
but it can also be important for whole ecosystem functioning 
(Zimmermann et al., 2012). It can have substantial ecological conse-
quences at the population, community and ecosystem levels, being 
comparable to the effects of species diversity (Hughes et al., 2008). 
Spatial distribution of genetic diversity also represents information 

on evolutionary processes, including connectivity of populations, 
genetic drift, selection, and adaptation (Kitamura et al., 2018). Thus, 
factors affecting the genetic diversity and distribution of genetic di-
versity are key when species resilience to changing environmental 
conditions is assessed.

Reproductive mode (sexual vs. asexual reproduction) affects ge-
netic diversity within populations and the amount of genetic differen-
tiation among them (Ellegren & Galtier, 2016; Hamrigk & Godt, 1996). 
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Abstract
Genetic characteristics of populations can have substantial impacts on the adaptive 
potential of a species. Species are heterogeneous, often defined by variability at a 
range of scales including at the genetic, individual and population level. Using micro-
satellite genotyping, we characterize patterns underlying the genetic heterogeneity 
in marine macroalga Fucus vesiculosus, with a particular focus on two forms: attached 
and free- living. Here we demonstrate that sympatric populations representing the 
two forms display marked differences in characteristics of reproduction and genetic 
diversity.	Asexual	reproduction	was	ubiquitous	in	the	free-	living	form	despite	being	
almost entirely absent in the attached form, while signals of polyploidy were common 
in both forms despite the distinct reproductive modes. Gene flow within and between 
the forms differed, with barriers to gene flow occurring between forms at various 
spatial scales due to the reproductive modes employed by individuals of each form. 
The divergent genetic characteristics of F. vesiculosus demonstrate that intraspecific 
differences can influence the properties of populations with consequential effects 
on the whole ecosystem. The differing genetic patterns and habitat requirements of 
the two forms define separate but closely associated ecological entities that will likely 
display divergent responses to future changes in environmental conditions.
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Moreover, reproductive mode can vary intraspecifically among pop-
ulations, for instance, in plants (Johnson et al., 2020; Li et al., 2018) 
and algae (Loffler et al., 2018; Robitzch et al., 2019; Tatarenkov 
et al., 2005; Yamano et al., 2020). Both reproductive modes may 
also	occur	simultaneously	within	an	individual	(e.g.	in	plants	[Vallejo-	
Marín et al., 2010; Yang & Kim, 2016], animals [Braga- Pereira & 
Santos, 2021; Lampert, 2008], and algae [Hawkes, 1990;	Rafajlović	
et al., 2017]).	 Asexual	 reproduction	 has	 classically	 been	 miscon-
ceived as a factor that reduces genetic variation (Bengtsson, 2003), 
incurring genetic consequences similar to inbreeding in sexual 
populations, such as reduction in genetic diversity and inbreeding 
depression (Halkett et al., 2005;	 Vallejo-	Marín	 &	 Hiscock,	 2016); 
however, this notion is contentious (Bengtsson, 2003; Ellstrand & 
Roose, 1987; Suomalainen et al., 1987). In facultatively asexual spe-
cies, sexual reproduction can be limited due to biotic and abiotic 
aspects of the environment (Eckert, 2002). For example, salinity 
can influence allocation trade- offs between reproductive modes in 
marine	ecosystems	(Dańko	et	al.,	2020; Kostamo & Mäkinen, 2006; 
Lubzens et al., 1985).

Alongside	 the	 reproductive	 mode,	 polyploidization	 (whole-	
genome multiplication) is an important variable affecting population 
divergence and gene flow (Brown & Young, 2000), and the interac-
tion between asexual reproduction and polyploidization may affect 
genetic diversity and spatial genetic structure. Polyploidization often 
causes sterility as has been observed in angiosperms (Meichssner 
et al., 2021) and in some cases algae (Lewis & Neushul, 1995; Zhang 
& van der Meer, 1988). However, polyploids are often more vigorous 
compared to diploid conspecifics (Renny- Byfield & Wendel, 2014) 
although polyploidization has been seen to pose little to no advan-
tage in some algae (Patwary & van der Meer, 1984; van der Meer & 
Patwary, 1983; Zhang & van der Meer, 1988). Even if sterile, poly-
ploidization can be favorable, at least in the short term, if linked to 
improved fitness traits because many polyploids are able to repro-
duce asexually (Comai, 2005) facilitating the rapid colonization and 
dominance of new areas (Lasker & Coffroth, 1999; Wulff, 1991). 
Thus, polyploids may have a competitive short- term advantage, in-
creasing their representation within the population.

Here we investigate the genetic structure of the Baltic Sea popu-
lation of the marine macroalga Fucus vesiculosus. Fucus vesiculosus is a 
perennial, dioecious and facultatively asexual species, which occurs 
at its range margin in the brackish Baltic Sea (Takolander et al., 2017). 
In the Baltic Sea, F. vesiculosus can be found in two forms, the most 
frequently studied being the epilithic form (hereby referred to as at-
tached), but it is also found as a benthopleustophytic form (hereby 
referred to as free- living; Figure 1) on any substrate within the photic 
zone (HELCOM, 2013). Traditionally, the free- living form has been 
assumed to be entirely formed by asexual reproduction due to the 
absence (Svedelius, 1901) or sterility (Bauch, 1954;	Häyrén,	1949) of 
receptacles, but this is based on anecdotal observations.

Asexual	 reproduction	 in	 attached	 Baltic	 Sea	 F. vesiculosus has 
been	 observed	 in	 both	 natural	 populations	 (Ardehed	 et	 al.,	2016; 
Johannesson et al., 2011; Pereyra et al., 2013; Tatarenkov et al., 2005) 
and in laboratory experiments (Tatarenkov et al., 2005). Clonality 

(synonymous with asexual reproduction [De Meeûs et al., 2007]) has 
also been observed in several natural attached Fucus populations 
along the Finnish and Swedish coasts of the Bothnian Sea (Pereyra 
et al., 2009; Rinne et al., 2018), although the species identity of 
clonal samples (F. vesiculosus or F. radicans) has not always been clear. 
Although	clonality	within	the	attached	Baltic	Sea	F. vesiculosus form 
is more commonly documented, unattached forms are also observed 
to	display	clonal	growth.	An	embedded	form	of	F. vesiculosus in the 
western Baltic Sea near Glücksburg (Germany) reproduces entirely 
by clonal growth (Meichssner et al., 2021). However, the mode of 
reproduction is poorly understood in free- living F. vesiculosus. 
Nevertheless, the assumptions on the association between asexual 
reproduction and the free- living form may have some validity.

Clonal growth complicates the definition of an individual, and 
thus here we briefly define the terminology. Genet refers to the 
entire clone or genotype, while ramet refers to the unit or module 
of clonal growth denoting the smallest physiologically integrated 

F I G U R E  1 An	image	of	an	aegagropiloid	free-	living	Fucus 
vesiculosus thalli from Tvärminne, Finland (a) and a free- living F. 
vesiculosus	population	at	Askö,	Sweden	(b).

(a)

(b)
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parts of a genet (Harper, 1977;	Tuomi	&	Vuorisalo,	1989). Genet con-
sequently	 infers	a	 single	clonal	 lineage	 in	clonal	 thalli.	As	all	parts	
of the Fucus thallus are photosynthetically active (Kremer, 1975), 
any module has the potential to became an independent ramet 
(Collado-	Vides,	2001).

Polyploidy is relatively poorly understood in Phaeophyceae 
(Bringloe et al., 2020) although it has been widely reported 
(Lewis, 1996; Neiva et al., 2017; Phillips et al., 2011; Ribera Siguan 
et al., 2011; Sousa et al., 2019; Yabu & Sanbonsuga, 1987; Yabu & 
Yasui, 1983). Polyploidization has been observed in several Fucus 
species in Spain (Gómez Garreta et al., 2010) and also in the Northern 
Atlantic,	with	some	unattached	forms	being	attributed	to	polyploid	
versions of the attached Fucus in the surrounding area (Coyer, 
Hoarau, Pearson, Serrão, Stam, Olsen, 2006;	 Sjøtun	 et	 al.,	2017). 
To our knowledge, however, polyploidy has not been documented 
in the Baltic Sea F. vesiculosus and all previous genetic studies 
have	 assumed	a	diploid	 genetic	 system	 (e.g.	Ardehed	et	 al.,	2016; 
Johannesson et al., 2011; Rinne et al., 2018).

In this work, we investigate the reproductive mode and spa-
tial genetic structure in the Baltic Sea F. vesiculosus population by 
using	DNA	microsatellite	markers.	We	 focused	 on	 the	 two	 forms	
–  attached and free living –  sampling both forms from the same lo-
calities. We compared the amount of genetic variation in the two 
forms, determined the representation of reproductive modes (sexual 
vs. asexual reproduction in the form of clonal growth) in the study 
populations and assessed the spatial genetic structure across the 
study area. We hypothesized that the attached form reproduces pri-
marily sexually and the free- living form primarily asexually. We also 
hypothesized spatial structuring among all populations, although 
connectivity between sympatric populations was predicted to be 
relativity high. Finally, based on previous studies, we expected that 
polyploidy would be absent in the Baltic Sea F. vesiculosus, yet we 
also found a substantial proportion of potential polyploid samples 
in our study populations. This allowed us to consider the association 
between genome size and form.

2  |  MATERIAL S AND METHODS

2.1  |  Study location and sample collection

Fucus vesiculosus thalli were sampled during 2017– 2018 from 20 lo-
cations within the Baltic Sea along the Swedish coast of the Northern 
Baltic	proper,	the	Finnish	coasts	of	the	Archipelago	Sea	and	the	Gulf	
of Finland, the Estonian coast of the Gulf of Riga, and the German 
coast	of	the	Arkona	basin	(Appendix	S1 and S2). Where possible both 
forms were sampled from the same site, however, on occasion only 
allopatric	populations	were	available.	Attached	samples	were	taken	
from hard- bottom substrata, whereas free- living samples were from 
both soft and hard bottom substrata. Depth range for all sites varied 
between	0.5	 and	3	m	with	 free-	living	 and	 attached	 samples	 from	
the	same	localities	taken	at	the	most	similar	depth	feasible.	At	each	
site 26– 77 individual thalli per form type were randomly collected 

ensuring sufficient separation between samples depending on the 
size	of	thalli	within	the	population	(Appendix	S2). The total number 
of samples collected was 1447, with the final analyzed number total-
ling	1443.	Depending	on	depth	samples	were	collected	by	SCUBA,	
snorkeling or wading. The thalli were cleaned of epiphytes and 
stored	in	silica	gel	prior	to	DNA	extraction.

2.2  |  DNA extraction and microsatellite genotyping

Genomic	 DNA	 was	 extracted	 from	 4	 mg	 of	 dried	 apical	 tips	
using	 NucleoSpin®	 plant	 II	 DNA	 extraction	 kit	 (Machery-	Nagel,	
740770.250)	 following	 the	 standard	 kit	 protocol	 and	 PL1	 buffer	
for	cell	 lysis.	Eight	polymorphic	microsatellite	loci	–		L20,	L38,	L58,	
L85,	L94	(Engel	et	al.,	2003), FSP1, FSP2, FSP3 (Perrin et al., 2007) 
–		were	targeted	(Appendix	S3). PCR reactions were performed using 
OneTaq® 2× Master Mix with Standard Buffer (New England Biolabs, 
M0482L) or OneTaq® Hot Start 2× Master Mix with Standard 
Buffer (New England Biolabs, M0484L). The full genotyping proto-
col is provided in the Appendix.	Samples	were	genotyped	on	the	ABI	
3730	DNA	analyzer	in	the	Molecular	Ecology	and	Systematics	(MES)	
laboratory at the University of Helsinki.

2.3  |  Data analysis

Alleles	were	scored	using	Genemapper	5	(Applied	Biosystems™)	and	
checked	by	eye.	A	sizable	proportion	of	individuals	displayed	more	
than two alleles in at least one of the loci studied. Thorough valid-
ity	checks	were	performed	including	repeat	DNA	extractions,	PCR	
reactions,	and	ABI	plate	setups	with	new	reagents	to	determine	the	
validity	of	the	third	and/or	fourth	allele.	The	trend	of	≥3	observed	
alleles in the electropherograms was consistent and repeatable for 
the	apparent	polyploid	specimens.	Allele	peaks	 for	apparent	poly-
ploid specimens were often of near to equal amplitudes and thus, 
as accurate allele determination is essential for population genetic 
analysis, all called alleles were kept for determining the genotype. 
This is problematic, as the allele dosage of polyploid samples can-
not be assessed from the genotype of the sample. For instance, an 
individual	sample	appearing	as	genotype	AB	may	indeed	be	AB	if	it	is	
diploid,	but	AAB	or	ABB	if	it	is	triploid,	and	AAAB,	AABB,	or	ABBB	if	
tetraploid.	As	a	result,	we	could	not	use	standard	inference	of	diploid	
genotypic data, but used Meirmans (2020) software Genodive ver-
sion	3.05	to	infer	the	ploidy	level	and	dosage	compensation	of	indi-
vidual samples instead. Ploidy level was discerned by the maximum 
observed allele count per each sample by the software Genodive 
version	 3.05	 (Meirmans,	 2020). Missing data were corrected by 
imputation and a maximum likelihood method was used to correct 
for	the	unknown	dosage	of	the	alleles	using	Genodive	version	3.05	
(Meirmans, 2020) implementing a modified version of the method 
of De Silva et al. (2005).	As	accurate	estimation	of	allele	frequencies	
of individuals and populations is the basis for most population ge-
netic analyses, data based on dosage compensation were used here. 
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Unless otherwise indicated, all analyses were conducted by using 
Genodive	version	3.05	(Meirmans,	2020) and the significance of the 
estimated parameters was defined with permutation tests.

Clonal lineages were identified using a Stepwise Mutation Model 
with a threshold of 0 and set clones specific to every population. 
Tests for clonal population structure based on the concept of clonal 
diversity (Gómez & Carvalho, 2000) using Corrected Nei's diversity 
index	were	performed	during	clonal	assignment.	A	total	of	1228	mul-
tilocus genotypes (MLGs) were identified from the 1443 samples. 
Proportions of clones and shared clonal lineages were calculated 
manually. Clonal diversity was described as expected heterozy-
gosity within populations (Hs; Nei, 1987), the Shannon index (shc; 
both corrected for sample size [Chao & Shen, 2003]), the effective 
number of genotypes (eff) and the evenness of genotypes over the 
population (eve). Moreover, hidden clonal diversity was estimated 
with a rarefaction analysis using iNEXT Online (Chao et al., 2016) on 
the full dataset including clonal lineages (1000 permutations) and a 
confidence	interval	of	95%.	Proportions	of	ploidy	levels	were	calcu-
lated manually. To test the significance of ploidy levels across pop-
ulations ploidy levels were defined as groups and the test statistic 
of Hs was used to compare between diploid, triploid and tetraploid 
groups	 (1000	 permutations).	 All	 hereafter	 mentioned	 statistical	
tests were implemented on SPSS version 27.0.1.0 (IBM Corp, 2020). 
Two k independent- samples Kruskal– Wallis tests were used to test 
the significance of ploidy levels across populations and loci. Pearson 
correlation was used to test the relationship between the number 
of alleles at a locus and the ability to detect polyploids. Two Mann– 
Whitney tests were used to test the differences in amounts of total 
MLGs and clonal MLGs between forms and a one- sample t test was 
used to determine the difference in the number of clonal MLGs 
among clonal populations. Chi- square crosstabulation was used to 
test the association between ploidy level (groups: diploid, polyploid) 
and clonality.

The following analyses were performed on two datasets, either 
including a single ramet per clonal lineage per population, or includ-
ing all ramets, or on both datasets concurrently. Genetic diversity 
(Hs) was estimated within populations and for the total population. 
Spatial genetic structure was assessed using several methods. First, 
spatial structure was described visually by conducting a principal 
component	 analysis	 (PCA),	 calculated	 from	 a	 covariance	 matrix	
(1000 permutations). Second, pairwise genetic differentiation be-
tween populations was estimated using RhoST index, which is anal-
ogous to FST, but independent of the ploidy level (Meirmans, 2020; 
Ronfort et al., 1998). Significant differentiation (Rho > 0;	1000	per-
mutations) was determined and manually corrected using Bonferroni 
correction. Third, isolation by distance (IBD) was determined by 
plotting pairwise genetic differentiation against pairwise geographic 
distances generated by the Geographic Distance Matrix Generator 
(Ersts, 2012). Significance of the matrix correlation was tested with 
Mantel's test (1000 permutations). IBD was assessed for the total 
data, and for both forms separately. Finally, we described the distri-
bution	of	genetic	variation	with	hierarchical	Analysis	of	Molecular	
Variance	 (AMOVA;	Excoffier	et	 al.,	1992).	 In	 the	AMOVA,	genetic	

variation was first allocated to different hierarchical levels and then 
the associated fixation indices of Rho and their significance (Rho > 0;	
999 permutations) were determined. We used two alternative a pri-
ori	 hierarchies	 in	 AMOVA:	 (i)	 populations	were	 nested	within	 the	
form; (ii) populations were nested within subbasins. The latter anal-
ysis	was	performed	 separately	 for	 (A)	 attached	 and	 (B)	 free-	living	
populations.

3  |  RESULTS

3.1  |  Polyploidy

We found potential signals of polyploidy in all populations except 
one (TZ2.F; Figure 2).	 The	number	 of	 samples	with	≥3	 alleles	 dif-
fered significantly across populations (Kruskal– Wallis H 282.8, df 
33, p < .001).	The	average	frequency	of	potential	polyploid	samples	
was	38%	(range	among	sites:	7%–	84%)	and	over	half	of	the	samples	
appeared polyploid in five attached and six free- living populations. 
The average frequency of potential polyploidy was similar in both 
forms	 (attached:	 39%;	 free-	living:	 38%).	 However,	 the	 frequency	
varied considerably both among subbasins and between forms at the 
same sampling site. On average, triploidy appeared more common 
than	tetraploidy	 (triploid:	35%;	 tetraploid:	4%).	Attached	and	free-	
living populations had similar proportions of polyploidy (triploid, at-
tached:	36%;	free-	living:	34%;	tetraploid,	attached:	3%,	free-	living:	
5%).	Genetic	diversity	(Hs) did not vary significantly when individuals 
were grouped according to the defined ploidy level (diploid, triploid, 
tetraploid; Table 1).

Polymorphism of the loci affected the ability to detect potential 
polyploids	(Appendix	S4). There was a significant difference in the 
ability	of	each	locus	to	detect	≥3	alleles	(Kruskal–	Wallis	H	1179.928,	
df 7, p < .001,	Appendix	S4A) with greater allele variance at a given 
locus being weakly but non- significantly associated with capturing 
≥3	alleles	(Pearson	correlation	.522,	N	8,	p	.184;	Appendix	S4B). The 
determined ploidy level of the samples was significantly associated 
with	the	type	of	MLGs	observed	(Appendix	S5). Diploid thalli were 
more likely to be associated with clonal MLGs than would be ex-
pected, while potential polyploids are more likely to be unique MLGs.

3.2  |  Clonality

Clonal	MLGs	were	found	in	three	attached	populations	in	Askö	(AS3	
[3],	AS6	[1])	and	Tvärminne	(TZ8	[1]).	These	clonal	MLGs	represented	
2%–	10%	of	 the	 total	 samples	within	each	population	and	only	1%	
of the total attached sample. Tests of clonal diversity confirm that 
clonal	MLGs	at	AS6	and	TZ8	are	 likely	per	chance	 identical	geno-
types	as	a	result	of	random	mating	while	clonal	MLGs	at	AS3	likely	
represent	true	clonal	lineages	(Appendix	S6). The two populations at 
Askö	(AS3,	AS6)	shared	a	single	clonal	MLG.	All	free-	living	popula-
tions were multiclonal, but in contrast to attached populations, al-
most half of the samples belonged to site- specific or shared clonal 
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MLGs. The frequency of clonal MLGs in free- living populations 
varied significantly across populations (t = 9.061, df = 18, p < .001;	
range:	13%–	84%,	Figure 3). Single clonal MLGs were rarely domi-
nant,	even	in	populations	with	high	clonality.	The	majority	of	clonal	
MLGs	were	rare	(Appendix	S7; mean ramet number per genet = 4) al-
though	the	most	abundant	two	clonal	MLGs	represented	52%	[AS6]	
and	45%	[SA1]	of	 the	site-	specific	clonal	population.	However	 the	
representation of clonal MLGs varied strongly across populations 
(e.g.	 six	 clonal	MLGs	 represented	 36%	 (AS3)	 to	 84%	 (SA1)	 of	 the	
total population; Figure 4). Some clonal MLGs were shared between 
populations	 from	the	same	subbasin	 (Tvärminne,	Saaremaa,	Askö),	
but never across subbasins (Figure 4). Of the free- living populations 
10 shared clonal MLGs. Patterns of shared clonal MLGs were similar 
in these free- living populations, with each population sharing 1– 2 
clonal lineages. Shared clonal MLGs were not widespread, being only 

observed in a maximum of two populations. Clonal diversity, repre-
sented by the genetic diversity indices (Hs and shc), was high in all 
free- living populations (Table 2). Testing the probability of finding 
the observed clonal diversity under random mating shows that all 
free- living populations except for TZ1 deviate from what would be 
expected	under	random	mating	(Appendix	S6), suggesting that they 
are true clones. Clonal MLGs were not shared among the two forms.

The proportion of MLGs detected was significantly larger in the 
attached	form	(Appendix	S8A). Rarefaction analysis shows that the 
presence of clones within the free- living form influenced the ability 
to	capture	the	genetic	diversity	in	the	populations	(Appendix	S9). To 
capture a similar genotypic diversity in the free- living populations 
as was captured for the attached populations, the sampling effort 
in this study should have been greater than the extrapolated maxi-
mum, at least doubling that of the current sampling effort.

3.3  |  Intraspecific variation

Genetic diversity across the subbasins (Hs) did not differ significantly 
(range:	 0.58–	0.64),	 but	Hs differed significantly between the two 
forms (Table 3). Genetic diversity was greater in the attached popu-
lation compared to the free- living one, and the difference between 
the forms was boosted when all ramets of the clonal MLGs were 
included in the analysis.

F I G U R E  2 Frequency	of	ploidy	levels	
in attached (a) and free- living (b) Fucus 
vesiculosus populations [clones included]. 
Color representation: Blue, diploid; white, 
triploid;	orange,	tetraploid.	AS,	Askö;	SE,	
Seili; TZ, Tvärminne; KU, Saaremaa; HS, 
Hiddensee.

TA B L E  1 Comparison	of	genetic	diversity	(Hs, heterozygosity 
within populations) between ploidy levels with p values generated 
by 1000 permutations.

Diploid Triploid Tetraploid p value

Hs 0.710 (0.708) 0.708 (0.711) 4.429 (4.197) .686 (.788)

Note:	Values	were	calculated	from	the	data	where	a	single	ramet	per	
clonal lineage per population was included, values in brackets were 
calculated from the data where all ramets per clonal lineage per 
population was included.
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In	 the	PCA,	 the	 first	 two	principal	components	explained	33%	
of the variance in the data. Populations from subbasins Tvärminne, 
Askö	 and	 Seili	were	 loosely	 clustered	with	 each	 other.	Askö	 pop-
ulations were separated from the Finnish populations on the first 
principal component and Tvärminne and Seili populations from each 
other on the second principal component (Figure 5). Within each 
subbasin, the forms generally also grouped more closely together. 
The rest of the subbasins did not form consistent clusters.

Pairwise genetic distances (RhoST) varied widely, with a mean 
RhoST of 0.20 including a single ramet per clonal lineage per pop-
ulation	 (range:	 0.01–	0.52)	 and	 0.24	 including	 all	 ramets	 (range:	
0.02– 0.61; Figure 6). Within subbasins, there was a general trend 
of greater differentiation between populations from different forms 
compared to the same form, except for Seili, where differentiation 
was low irrespective of form. Differentiation among closely located 
attached	populations	was	 low,	particularly	 in	Askö,	while	differen-
tiation among attached populations from different subbasins was 
greater. Free- living populations show a less uniform pattern of dif-
ferentiation, but the largest pairwise RhoST values came from com-
parisons between free- living populations, both within and among 
subbasins.	A	significant	IBD	signal	was	found	in	the	attached	form	(p 
.010) and in the whole data (p .007), but not in the free- living form 
(p .119, Figure 7).

In	AMOVA,	 there	was	significant	spatial	 structuring	at	all	hier-
archical levels, both between forms and among each form (Tables 4 
and 5). However, the forms were strikingly different in their pattern 

of spatial structuring. Differences between populations within the 
forms explained much more of the total variance than the differ-
ences between the forms themselves. Likewise, genetic differenti-
ation (RhoST) was an order of magnitude larger within compared to 
between forms (Table 4). Moreover, forms also showed a distinctly 
different pattern when populations were nested within subbasins 
and forms were analyzed separately. Both forms had similar genetic 
differentiation and a similar amount of variation allocated to the 
among subbasins level. However, differentiation and the amount of 
variation increased about three fold at the within- subbasin level in 
the free- living form, while remaining the same in the attached form 
(Table 5).

4  |  DISCUSSION

In this study, we demonstrate that two forms of Baltic Sea F. vesicu-
losus are markedly different in their genetic characteristics. Overall, 
genetic diversity was similar throughout our study area, albeit signif-
icantly different between forms. Clonality was virtually absent from 
the attached form, while being far more common in the free- living 
populations, which also shared clonal lineages within subbasins. 
Contrary to our expectation, signatures of polyploidy appeared evi-
dent	throughout	the	majority	of	populations,	irrelevant	of	form.	The	
overall population was structured by both form and subbasin, but 
the free- living populations were more strongly spatially structured 

F I G U R E  3 Proportion	of	clonal	
MLGs in the free- living Fucus vesiculosus 
populations. Color representation: 
Blue, unique MLGs; orange, clonal 
MLGs. Dashed lines represent sample 
size	at	each	site.	AS,	Askö;	SE,	Seili;	TZ,	
Tvärminne; KU, Saaremaa; HS, Hiddensee. 
Numbers represent the amount of clonal 
or unique genotypes within free- living 
populations.
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within subbasins compared to the attached populations. While cor-
roborating that the forms belong to the same species, their varying 
genetic characteristics suggest that their reproductive modes, dis-
persal capabilities, and population connectivity differ. Thus, our re-
sults highlight the necessity to manage the genetic diversity of each 
form with independent but congruous efforts.

4.1  |  Genetic diversity in the Baltic Sea 
F. vesiculosus

When	using	 predominantly	 the	 same	DNA	microsatellite	markers,	
our results showed that the genetic diversity was at the same level 
(Hs 0.44– 0.69) when compared to previous studies in the Baltic 
Sea (Johannesson et al., 2011; Pereyra et al., 2013; Tatarenkov 
et al., 2007) and globally (Perrin et al., 2007; Wallace et al., 2004).	As	
expected based on the assumed dominance of asexual reproduction 
in the free- living form (Bauch, 1954; Svedelius, 1901), the free- living 
populations were significantly less genetically diverse than their at-
tached counterparts. Nevertheless, genetic diversity was still within 
expected limits for the species in both forms. Thus, frequent asexual 
reproduction in the free- living form did not drastically reduce the 
overall genetic variation in F. vesiculosus.

4.2  |  Polyploidy in the Baltic Sea F. vesiculosus

Polyploidy has not been found in previous genetic studies of Baltic 
Sea F. vesiculosus	 (Ardehed	et	 al.,	2016; Johannesson et al., 2011; 
Pereyra et al., 2009; Rinne et al., 2018; Tatarenkov et al., 2005, 
2007), but has infrequently been reported elsewhere in Fucus spp. 

F I G U R E  4 Proportions	of	shared	clonal	lineages	in	the	Fucus 
vesiculosus study populations. Color representation: Black, unique 
MLGs; white, site- specific clonal MLGs; colors, each represents 
a shared clonal MLGs found in multiple populations. Numbers 
in white portions indicate the number of site- specific clonal 
genotypes	represented.	A,	attached;	F,	free-	living;	AS,	Askö;	HS,	
Hiddensee;	SA,	Saaremaa;	SE,	Seili;	TZ,	Tvärminne.

TA B L E  2 Clonal	diversity	statistics	for	the	free-	living	
populations

Population Num Eff Eve Hs Shc

AS1_F 25 12.500 0.500 0.939 1.454

AS2_F 44 36.765 0.836 0.993 2.317

AS3_F 39 29.070 0.745 0.985 2.004

AS4_F 44 36.765 0.836 0.993 2.317

AS5_F 39 29.070 0.745 0.985 2.001

AS6_F 25 7.872 0.315 0.891 1.433

HS1_F 19 12.190 0.642 0.948 1.442

SA1_F 13 4.698 0.361 0.805 0.979

SA2_F 19 11.036 0.581 0.936 1.385

SE1_F 26 22.500 0.865 0.989 2.032

SE2_F 28 26.471 0.945 0.995 2.328

TZ1_F 19 12.500 0.658 0.952 1.478

TZ2_F 14 5.422 0.387 0.844 1.165

TZ3_F 20 12.857 0.643 0.954 1.540

TZ4_F 14 6.250 0.446 0.869 1.173

TZ5_F 27 19.444 0.720 0.976 1.833

Abbreviations:	AS,	Askö;	Num, number of genotypes; eff, effective 
number of genotypes; eve, evenness; Hs, heterozygosity within 
populations; shc, Shannon index corrected for size; SE, Seili; TZ, 
Tvärminne; KU, Saaremaa; HS, Hiddensee.

TA B L E  3 Genetic	diversity	within	groups	(total	population,	by	
subbasin, by form), p values determine the statistical significance of 
variation within the grouped values.

Hs

Whole population 0.613 (0.601)

Askö 0.647 (0.634)

Hiddensee 0.617 (0.600)

Saaremaa 0.623	(0.573)

Seili 0.636 (0.637)

Tvärminne 0.576	(0.566)

p value .611	(.540)

Attached 0.643 (0.643)

Free- living 0.582	(0.555)

p value .008 (.001)

Note: Maximum likelihood method was used to correct for the unknown 
dosage	of	the	alleles.	Values	were	calculated	from	the	data	where	a	
single ramet per clonal lineage per population was included, values in 
brackets were calculated from the data where all ramets per clonal 
lineage	per	population	were	included.	Abbreviations:	Hs, heterozygosity 
within populations.
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(Coyer, Hoarau, Pearson, et al., 2006; Gómez Garreta et al., 2010; 
Sjøtun	et	al.,	2017). Based on these findings, we did not expect to 
find variation in the ploidy level in our study, yet a considerable 
portion	of	our	samples	were	determined	to	possess	≥3	alleles	in	at	
least one locus. We verified this finding by meticulously scrutiniz-
ing the multiple- peak patterns in the electropherograms and by re-
analysing samples, showing that these patterns were repeatable and 
consistent.

In natural populations, tetraploidy is generally the most com-
mon polyploid level (Comai, 2005), but instead, we observed only 

a	 few	 tetraploids	 (4%)	 and	 extensive	 triploidy	 (35%).	 It	 must	 be	
noted, however, that our assessment of the ploidy level is based 
on using genetic markers and higher ploidy levels can be missed 
because allele dosage cannot always be discerned. For example, a 
heterozygote	phenotype	AB	in	the	electropherogram	may	be	gen-
otype	AB	if	diploid,	AAB	or	ABB	if	triploid,	and	AAAB,	AABB,	or	
ABBB	if	tetraploid.	Similarly,	a	single	peak	in	the	electropherogram	
may	denote	genotype	A	 if	haploid,	AA	 if	diploid,	AAA	 if	 triploid	
and	AAAA	if	tetraploid.	Thus,	the	level	of	ploidy	is	probably	down-
graded among our samples and particularly the low proportion of 

F I G U R E  5 PCA	based	on	allele	
frequencies within Fucus vesiculosus 
populations. First and second axis plotted. 
A,	attached;	F,	free-	living;	AS,	Askö;	HS,	
Hiddensee;	SA,	Saaremaa;	SE,	Seili;	TZ,	
Tvärminne.

F I G U R E  6 Pairwise	RhoST genetic 
distance matrix between 34 Fucus 
vesiculosus	populations.	Abbreviations:	
A,	attached;	F,	free-	living;	AS,	Askö;	HS,	
Hiddensee;	SA,	Saaremaa;	SE,	Seili;	TZ,	
Tvärminne. Numbers represent sympatric 
sites within a subbasin. p values all >.05	
with Bonferroni correction.
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tetraploids	may	 not	 be	 accurately	 estimated.	 As	 our	 a	 priori	 as-
sumption of F. vesiculosus being diploid in the Baltic Sea appeared 
incorrect, we could only employ a posteriori methods designed 
to accommodate polyploid data in mixed- ploidy populations, i.e. 
use dosage compensation (Meirmans, 2020). This emphasizes 
the need to assess the level of ploidy in the samples when poly-
ploidy is suspected, using e.g. micro spectrofluorometry or flow 

cytometry. Further study is warranted to affirm these signatures 
of polyploidy within Baltic Sea F. vesiculosus.

Polyploidy can arise as hybridization between two (or more) re-
lated species (allopolyploidy), or it can be a result of multiplication 
of the whole genome of a single parent species (autopolyploidy). In 
the Baltic Sea, F. vesiculosus, F. radicans and F. serratus are native, 
and F. evanescens	 is	 an	 invasive	 species	 (Bergström	 et	 al.,	 2005; 
Malm et al., 2001;	 Wikström	 et	 al.,	 2002), which suggests that 
both allopolyploid and autopolyploid forms can potentially arise. 
Outside the Baltic Sea, Fucus species are typically separated by in-
tertidal zonation (Colman, 1933; Fritsch, 1945; Lubchenco, 1980; 
Zaneveld, 1937) and species occur at the same geographical sites, 
whereas in the Baltic Sea, the distribution of different Fucus species 
is increasingly controlled by the salinity gradient (Isæus, 2004). This 
means that large sections of the Baltic coastal zone are dominated 
by a single species and sympatry is uncommon outside the tolerance 
margins of each species.

In	 our	 study	 area,	 the	 Arkona	 Basin	 (Germany,	 Hiddensee)	
and the Gulf of Riga (Estonia, Saaremaa) are the only known areas 
with	a	potential	for	multiple	species	occurring	sympatrically.	Apart	
from F. vesiculosus, F. evanescens (Dietrich and Schubert, 2017; 
Lackschewitz et al., 2013; Schueller and Peters, 1994) and F. serratus 
(HELCOM, 2013)	have	been	reported	in	the	Arkona	Basin,	although	
later surveys have failed to find them (Dietrich and Schubert, 2017; 
HELCOM, 2013). Thus, it is unlikely that F. evanescens or F. serra-
tus form sympatric populations with F. vesiculosus along the German 
Baltic coast. Both species are also genetically distinct from F. ve-
siculosus (Coyer, Hoarau, Oudot- Le Secq, Stam, Olsen, 2006), and 
hybridization between these species and F. vesiculosus would result 
in genetic differentiation of the Hiddensee populations from all 
other	sites.	As	this	was	not	the	case,	hybridisation	between	multiple	
species as a source of polyploidy seems unlikely in the Hiddensee 
population.

F I G U R E  7 Isolation-	by-	distance	in	the	whole	Fucus vesiculosus 
population (black circle; solid line), and separately in free- living 
(orange square; dashed line) and attached (blue rhombus; dotted 
line) populations. Pairwise genetic differentiation (RhoST, X axis) 
plotted against geographic distances (km, Y axis).

Variance explained by df % of variance F- index p value

RhoST Within population 1194 0.815 0.185 – 

RhoSC Among	population	
nested within form

32 0.173 0.175 .001

RhoCT Among	forms 1 0.013 0.013 .001

Abbreviation:	df,	degrees	of	freedom.

TA B L E  4 Hierarchical	AMOVA	(I)	when	
populations were nested within forms

TA B L E  5 Hierarchical	AMOVA	(II)	when	populations	were	nested	within	subbasin,	separately	for	attached	(a)	and	free-	living	(b)	
populations

A: Attached B: Free- living

F- statistic Variance explained by df % of variance F- value p value df % of variance F- value p value

RhoST Within population 793 0.840 0.160 – 399 0.722 0.278 – 

RhoSC Among	population	
nested within 
subbasin

14 0.073 0.080 .001 11 0.196 0.214 .001

RhoCT Among	subbasins 3 0.087 0.087 .001 4 0.082 0.082 .001

Abbreviation:	df,	degrees	of	freedom.
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In the Gulf of Riga, F. vesiculosus and F. radicans occur both 
sympatrically and allopatrically (Johannesson et al., 2011; Pereyra 
et al., 2013), and both allopolyploidy and autopolyploidy are pos-
sible origins of polyploidy in this area. There are several pieces of 
evidence that favor autopolyploidy in the Gulf of Riga populations. 
First, other Fucus spp. populations are geographically sufficiently 
separated from our Gulf of Riga sites; second, as above, genetic 
differentiation between the Gulf of Riga populations and our other 
study sites was relatively low; third, the occurrence of polyploidy 
was analogous to the rest of the populations. Thus, autopolyploidy is 
a more likely origin of polyploidy also in the Gulf of Riga populations, 
but further research is needed to confirm this.

Frequent fusion of reduced and unreduced gametes (Bretagnolle 
and Thompson, 1995) alongside the advantages of polyploidy (hetero-
sis, gene redundancy, asexual reproduction; Comai, 2005) may be sup-
porting the apparent triploidy. Several natural plant populations are 
known to be dominated by triploids (Kim et al., 2016; Lee et al., 2016; 
Mock et al., 2012) and thus the high amounts of observed triploids 
within	 our	 populations	 are	 not	wholly	 unexpected.	As	 triploids	 are	
unstable and frequently sterile (Ramsey and Schemske, 1998), the 
many unique MLGs in the attached populations would suggest that 
the benefits of polyploidy are not large enough to allow for triploids to 
dominate attached populations. Conflicting this, the high frequency 
of triploidy in free- living populations appears more logical, because 
infertile triploids can propagate vegetatively (Pearson, 2001).	After	a	
single event of triploid zygote formation, several events of asexual re-
production by the mature triploid thallus may lead to multiple triploid 
clones	within	the	free-	living	population.	As	triploids	are	often	more	
vigorous with higher fitness compared to diploids (Miller et al., 2012), 
triploid clones could spread rapidly through the population. However, 
if polyploids receive a fitness boost, it could be argued that tetra-
ploids should be more abundant as they are both stable and fertile 
(Comai, 2005), this should apply to both sexually and asexually repro-
ducing	populations.	Although	within	algae,	increasing	the	genome	size	
may not to provide a fitness advantage. Polyploid Gracilaria tikvahiae 
have lower fitness than their diploid conspecifics and increasing ge-
nome size (triploidy vs. tetraploidy) results in an even greater reduc-
tion of fitness (Patwary and van der Meer, 1984; van der Meer and 
Patwary, 1983; Zhang and van der Meer, 1988). Thus, the rarity of 
tetraploidy compared to triploidy may be valid or an artifact resulting 
from the resolution of the genetic markers used.

4.3  |  The occurrence of clonality in F. vesiculosus

Many of our study populations included samples that shared their 
multilocus	genotype.	As	the	probability	of	clonal	MLGs	arising	under	
random	mating	within	most	 populations	was	minimal	 (Appendix	S6), 
samples sharing genotypes can be considered true clones (ramets). 
Thus	we	describe	them	as	clonal	MLGs.	As	algae	are	known	to	asexually	
reproduce through various methods (e.g. stoloniferous growth, frag-
mentation,	adventitious	branches	[Collado-	Vides,	2001; Fritsch, 1935, 
1945]) the exact mechanisms underlining clonal production cannot be 

determined from microsatellite analysis alone. We suggest that the 
fragility of F. vesiculosus thalli, particularly of the free- living form (R. 
Preston, pers. comm.), alongside the frequent occurrence of adventi-
tious branches (Kinnby et al., 2019) indicates that fragmentation and/
or	adventitious	branches	are	credible	methods.	As	the	free-	living	form	
has previously been presumed to be sterile (Bauch, 1954;	Häyrén,	1949; 
Svedelius, 1901), the origin of clonal MLGs would therefore have to be 
either entirely or predominantly through clonal growth.

The proportion of clonal MLGs significantly varied among pop-
ulations and was far larger in free- living populations compared to 
attached	populations	on	average	(Appendix	S8B). In attached pop-
ulations, we found clonal MLGs only in three populations and the 
average	amount	was	small	(1%).	This	is	less	than	in	previous	studies	
on attached Baltic Sea F. vesiculosus, where most populations stud-
ied	 had	 clonal	 MLGs	 and	 the	 overall	 proportion	 was	 larger	 (7%–	
36%;	 Ardehed	 et	 al.,	 2016; Johannesson et al., 2011; Tatarenkov 
et al., 2005). In fact, the proportion of clones in the studies above 
resembles more what we found in the free- living populations, 
where clonal MLGs were found in all populations and some were 
dominated	by	clonal	MLGs.	A	number	of	clonal	MLGs	were	 found	
in more than one population. These were always located within the 
same subbasin, i.e. within a restricted geographic region, but clonal 
MLGs were not shared with pairs of attached and free- living popu-
lations. Previously, only Johannesson et al. (2011) reported shared 
clonal MLGs between closely located F. vesiculosus populations. The 
presence of shared clonal MLGs are a direct indication of dispersal 
between populations and will be discussed below.

Asexual	 reproduction	has	been	suggested	to	 increase	towards	the	
range margins of the species (Billingham et al., 2003; Eckert, 2001; 
Kearney, 2003). In the studies above, many of the study populations 
were located north of our study area, in the Bothnian Sea, and the lower 
salinity of these study sites may have contributed to the higher preva-
lence of clonal MLGs. However, one of our attached populations with a 
higher	amount	of	clonal	MLGs	(AS3)	was	not	among	the	sites	with	low-
est	salinity.	Additionally	in	attached	populations	at	Öland	and	Öregrund,	
with similar salinity ranges to our study sites, clonal MLGs were pervasive 
(Ardehed	et	al.,	2016; Johannesson et al., 2011; Tatarenkov et al., 2005). 
Interestingly,	both	Ardehed	et	al.	(2016) and our study found that clon-
ality	was	absent	for	the	attached	form	in	the	Archipelago	Sea.	Thus,	it	is	
possible that the prevalence of clonality varies due to selective and/or 
neutral	processes	(Rafajlović	et	al.,	2017) in attached populations in the 
Baltic Sea and is rare at our study sites.

4.4  |  Spatial genetic structure

The Baltic Sea F. vesiculosus population was structured at various 
levels, with both spatial factors and form influencing the connec-
tivity among populations. When the data were organized according 
to the forms (populations nested within forms), forms were signifi-
cantly genetically differentiated from each other. However, this hi-
erarchical	level	explained	only	a	minor	part	(1%)	of	the	total	variance	
in the data and the among- populations level explained more than an 
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order	of	magnitude	more	(17%,	Table 4). When attached and free- 
living	populations	were	analyzed	separately	in	the	AMOVA,	popula-
tions were significantly differentiated both within and among the 
subbasins in both forms, but the spatial structuring among local pop-
ulations within the subbasins was clearly stronger in the free- living 
compared to the attached form. Moreover, the attached populations 
showed a weak but significant isolation- by- distance effect, as ex-
pected when gene flow does not cover the whole study area.

Previous results on spatial genetic structuring of the Baltic Sea 
F. vesiculosus population have been somewhat mixed. Our work is 
in line with previous results showing strong structure among spa-
tially closely located populations along the Swedish east coast 
(Pereyra et al., 2009; Tatarenkov et al., 2007), the Finnish west coast 
(Rinne et al., 2018),	and	also	at	 larger	scales	(Ardehed	et	al.,	2016; 
Johannesson et al., 2011). Contrary to this, a wide- scale study only 
found significant genetic structuring among local attached F. vesic-
ulosus populations in the Gulfs of Bothnia and Riga, but not among 
the regions (Pereyra et al., 2013). Previous results on the effects 
of geographic components on the spatial genetic structure have 
also been mixed. Tatarenkov et al. (2007) showed an isolation- by- 
distance signal at both local (<10 km) and large (<1000 km)	scales	in	
F. vesiculosus,	while	(Ardehed	et	al.,	2016) did not find such signal in 
F. vesiculosus nor F. radicans, although the scale and distribution of 
these studies were not directly comparable.

Our results on the spatial genetic structuring suggest that the 
gene flow between the two F. vesiculosus forms is not completely 
free with the two forms representing different spatial genetic struc-
tures. The spatial genetic structure within the free- living form ap-
pears to be increasingly driven by the strong genetic differentiation 
among local free- living populations, while gene flow is equally re-
stricted at both large and small spatial scales in the attached form. 
Free- living populations thus appear far more isolated at a local scale 
indicating geographically close populations may have markedly dif-
ferent origins with genetic differences maintained by clonal growth. 
Our results also suggest a difference in gene flow between the two 
forms. In the attached form, gene flow extends further than in the 
free- living form and it seems that it is not restricted to the scale of 
subbasins, which shows as a significant IBD signal. On the contrary, 
gene flow in the free- living form appears to be random and more 
restricted to the within subbasins scale. This effect can be partly 
explained by the fashion in which these populations emerge; if new 
free- living populations are founded by a small number of individu-
als, genetic differentiation among populations increases due to the 
founder	effect.	Another	possible	explanation	 for	 this	difference	 is	
the	potential	 for	dispersal	 in	the	forms.	Attached	populations	pre-
dominantly reproduce sexually, which means that most dispersal 
takes place by actively released sexual propagules, which attach to 
the bottom in the target population. Conversely, sexual reproduc-
tion would seem to be limited in the free- living form and dispersal 
takes	 place	 largely	 by	 freely	 floating	 pieces	 of	 detached	 thalli.	 A	
difference in the dispersal of sexual propagules and detached thalli 
would thus contribute to the observed difference in the gene flow. 
The origin of free- living populations is discussed next in more detail.

4.5  |  Origin and maintenance of free- living 
F. vesiculosus

It is conceivable that free- living F. vesiculosus populations emerge 
either by asexual (clonal growth) or sexual reproduction and subse-
quent dispersal of propagules to a new location. Both modes of repro-
duction could take place in either attached or free- living populations 
and moreover, these alternatives are not mutually exclusive. Our 
study does not provide direct answers to the origin of the free- living 
populations, but clonal diversity and distribution, and the spatial 
structure of the population allow us to discuss these scenarios. Free- 
living forms of Fucus spp. populations have classically been assumed 
to derive from attached populations through clonal growth whereby 
pieces of thalli (either as pieces of typical adult thalli or adventi-
tious branches) would detach from attached individuals, float freely 
and eventually aggregate in still locations and persist over a longer 
time (Bauch, 1954; Cotton, 1912; Den Hartog, 1959; Fritsch, 1945; 
Häyrén,	1949; Luther, 1981; Svedelius, 1901).	Alternatively,	pieces	
of thalli may detach from other free- living populations and eventu-
ally aggregate in a new location.

Another	scenario	for	the	origin	of	free-	living	populations	involves	
sexual reproduction in attached populations and, theoretically, also 
in free- living populations. Instead of attaching to the substratum, 
zygotes could attach to an inadequate anchoring surface leading 
to subsequent detachment (Baker and Bohling, 1916; Boney, 1966; 
Chapman and Chapman, 1973; Fritsch, 1945) or they may settle in 
a quiet environment where attachment substrates are unavailable 
and develop in situ (Lee, 1989). The typically soft sediment domi-
nated coastal environments associated with free- living populations 
provide unfavorable conditions for colonization from small sexually 
recruited stages due to the effects of sedimentation including burial, 
altered light conditions and altered chemical micro- environment 
(Berger et al., 2003; Chapman and Fletcher, 2002;	D'Antonio,	1986; 
Daly and Mathieson, 1977;	Devinny	and	Volse,	1978; Eriksson and 
Johansson, 2003). In fact, recruitment of new F. vesiculosus in soft 
sediment dominated environments has previously been unsuccessful 
(Shaughnessy, 1982). Unique MLGs found in free- living populations 
could be contributed by sexual reproduction of free- living thalli, but 
there is no direct evidence of sexual reproduction in free- living pop-
ulations. The closest available comparison comes from an embedded 
Fucus population in the western Baltic Sea near Glücksburg, which 
is largely infertile in the wild and maintains low fertility under labo-
ratory conditions (Meichssner et al., 2021). Thus, free- living popula-
tions most likely emerge from detached pieces of thalli aggregating 
in sheltered locations, but further tests are required to confirm zy-
gote viability and successful development of unattached zygotes 
into mature free- living individuals on suboptimal substrates.

There are indications that unattached algal populations can 
partially maintain themselves once a small input of source material 
has aggregated (Lobban and Harrison, 1997). Free- living F. vesicu-
losus populations could be maintained with the same manner they 
originally arose, through clonal growth of resident free- living thalli 
or by a continued supply of detached pieces of thalli from other 
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populations. In fact, clonal growth may be the only option for free- 
living F. vesiculosus when the soft sediment prevents attachment and 
hinder the survival of small sexual stages. If free- living populations 
were solely maintained by within population clonal growth, they 
would be expected to be locally differentiated (Neiva et al., 2012) 
and dominated by one to a few clones as a signature of recurrent 
asexual reproduction (Barrett, 2015). Several free- living populations 
are locally differentiated from both nearby attached and free- living 
populations.	However	the	majority	of	free-	living	populations	consti-
tute a mosaic of mostly poorly represented clonal MLGs and a myr-
iad of unique MLGs. This indicates the founder effect and passive 
clonal growth resulting from random proliferation of many resident 
genets. Clonal growth is generally an effective mode of reproduction 
and allows rapid colonization and domination of habitat patches. It 
poses clear short- term fitness advantages, but is potentially inferior 
in the long run due to the limited possibilities to adapt to changing 
environments.	As	the	longevity	of	free-	living	populations	is	poorly	
understood, the consequences of recurrent asexual reproduction on 
the population is questionable.

If free- living populations are supplemented by other popula-
tions, they are expected to share clonal MLG's with other pop-
ulations and consequently, spatial genetic structure is expected 
to be shallow. Our results were almost completely the opposite, 
however. The proportion of clonal MLGs shared by multiple pop-
ulations was low and populations were significantly differentiated 
from each other, which suggests no extensive supply from neigh-
boring attached populations to maintain free- living populations. 
However, finding many unique MLGs in free- living populations is 
contrary to this, because vegetative growth is expected to rule 
out unique MLGs (see above). In one potential scenario, propa-
gules with different genotypes gather in sheltered locations and 
free- living population arise when emerging individuals fragment 
further at their own pace, resulting in a mix of clonal and unique 
MLGs. In an alternative scenario, detached pieces of thalli from 
one or more populations immigrate to a free- living population. 
This would result in unique MLGs in the free- living population, 
but shared clonal MLGs would then also be expected. While we 
confirmed that the nearest attached populations were not sources 
of the free- living populations due to the lack of shared clonal 
MLGs, this scenario is feasible, if the immigrants are derived from 
a larger area and founder effect boosts genetic differentiation 
among populations. Detached thalli have a large dispersal capa-
bility (Rothäusler et al., 2015, 2020), but this scenario could be 
verified only by extending the study area considerably. It seems 
that once a free- living population has emerged, it is maintained 
in multiple ways. Clonal growth is recurrent within the free- living 
populations, but additional supply from other populations must 
also be relatively frequent. Overall it seems that free- living pop-
ulations are heterogeneous and processes maintaining the popu-
lations vary.

To conclude, attached populations predominantly reproduce 
sexually, and connectivity among populations is often higher than 
in the free- living form. This suggests that the attached populations 

are able to maintain genetic diversity and adaptive potential in the 
face of changing environmental conditions as a network of popu-
lations. Conversely, free- living populations are often dominated by 
clonal lineages with many populations showing greater isolation, 
resulting in decreased genetic diversity. Nevertheless, clonally 
dominated free- living populations may benefit temporarily from 
the predicted changes in the salinity regimes and increasing tem-
perature within the Baltic Sea (Meier et al., 2021). If one genotype 
is particularly well- suited to the new conditions, asexual reproduc-
tion would allow rapid colonization by this genotype (Lasker and 
Coffroth, 1999; Wulff, 1991). In the long run, it is more likely that 
populations deprived of genetic diversity are vulnerable, as clon-
ally reproducing organisms often are less able to adapt to chang-
ing environments (Nieuwenhuis and James, 2016). Free- living 
populations are more unstable than their attached counterparts 
because the free- living form is generally found in sheltered, shal-
low areas, often close to shore, which are particularly vulnerable 
to the effects of environmental change and eutrophication (Brito 
et al., 2012). Whole populations have also been lost in unfavorable 
flood situations (Bauch, 1954) or winter storms (Norberg, 1995), 
which have also been predicted to increase under climate change 
(Meehl et al., 2007). Consequently, free- living populations show 
an increased vulnerability to local extinctions compared to the 
attached populations, emphasizing the need to consider the form 
independently.

AUTHOR CONTRIBUTIONS
Roxana Preston: Conceptualization (equal); data curation (lead); 
formal analysis (lead); funding acquisition (lead); investigation 
(lead);	 methodology	 (lead);	 project	 administration	 (lead);	 re-
sources (equal); supervision (equal); visualization (lead); writing –  
original draft (lead). Jaanika Blomster: Conceptualization (equal); 
supervision (equal); writing –  review and editing (equal). Ellen 
Schagerström: Conceptualization (equal); resources (equal); writ-
ing –  review and editing (equal). Perttu Seppä: Formal analysis 
(supporting); writing –  review and editing (equal).

ACKNOWLEDG MENTS
We are grateful to Sven Dahlke and Irmgard Blindow (University 
of Greifswald, Germany) for obtaining samples from the Biological 
Station Hiddensee. We also wish to thank the staff, particularly Kirsi 
Kähkönen,	 at	 the	MES	 laboratory,	University	of	Helsinki,	 for	 their	
advice and assistance with the microsatellite genotyping.

FUNDING INFORMATION
Funding	 for	 this	 project	 was	 provided	 through	 grants	 from	 the	
Walter	 and	 Andrée	 de	 Nottbeck	 Foundation	 and	 the	 Onni	 Talas	
Foundation.

CONFLIC T OF INTERE S T
The authors declare that they have no known competing financial 
interests or personal relationships that could have appeared to influ-
ence the work reported in this paper.



    |  13 of 16PRESTON et al.

DATA AVAIL ABILIT Y S TATEMENT
Individual genotype data are openly available on Figshare: https://
doi.org/10.6084/M9.FIGSHARE.19361759.

OPEN RE SE ARCH BADG E S

This article has earned an Open Data badge for making publicly 
available the digitally- shareable data necessary to reproduce the 
reported results. The data is available at https://doi.org/10.6084/
m9.figshare.19361759.

ORCID
Roxana Preston  https://orcid.org/0000-0002-4587-4989 
Jaanika Blomster  https://orcid.org/0000-0003-1347-7919 
Ellen Schagerström  https://orcid.org/0000-0003-2085-0013 
Perttu Seppä  https://orcid.org/0000-0001-5393-6943 

R E FE R E N C E S
Ardehed,	A.,	Johansson,	D.,	Sundqvist,	L.,	Schagerström,	E.,	Zagrodzka,	

Z.,	 Kovaltchouk,	N.	 A.,	 Bergström,	 L.,	 Kautsky,	 L.,	 Rafajlovic,	M.,	
Pereyra, R. T., & Johannesson, K. (2016). Divergence within and 
among seaweed siblings (Fucus vesiculosus and F. radicans) in the 
Baltic Sea. PLoS One, 11, 1– 16. https://doi.org/10.1371/JOURN 
AL.PONE.0161266

Baker, S. M., & Bohling, M. H. (1916). On the brown seaweeds of the 
salt marsh.– part II. Their systematic relationships, morphology, 
and ecology. Journal of the Linnean Society of London, Botany, 43, 
325–	380.

Barrett,	S.	C.	H.	(2015).	Influences	of	clonality	on	plant	sexual	reproduc-
tion. Proceedings of the National Academy of Sciences, 112,	 8859–	
8866. https://doi.org/10.1073/PNAS.15017	12112

Bauch,	R.	(1954).	Biologisch-	ökologische	Studien	an	der	Gattung	Fucus: 
I. Populationsdynamik der Fucus- Formen von Hiddensee. Flora oder 
Allgemeine Botanische Zeitung, 142, 1– 24. https://doi.org/10.1016/
S0367	-	1615(17)33059	-	8

Bengtsson, B. O. (2003). Genetic variation in organisms with sexual and 
asexual reproduction. Journal of Evolutionary Biology, 16, 189– 199.

Berger, R., Henriksson, E., Kautsky, L., & Malm, T. (2003). Effects of fil-
amentous algae and deposited matter on the survival of Fucus ve-
siculosus L. germlings in the Baltic Sea. Aquatic Ecology, 37, 1– 11. 
https://doi.org/10.1023/A:10221	36900630

Bergström,	 L.,	 Tatarenkov,	 A.,	 Johannesson,	 K.,	 Jönsson,	 R.	 B.,	 &	
Kautsky,	 L.	 (2005).	 Genetic	 and	 morphological	 identification	 of	
Fucus radicans sp. nov. (Fucales, Phaeophyceae) in the brack-
ish Baltic Sea. Journal of Phycology, 41,	 1025–	1038.	 https://doi.
org/10.1111/J.1529-	8817.2005.00125.X

Billingham,	M.	R.,	Reusch,	T.	B.	H.,	Alberto,	 F.,	&	Serrão,	 E.	A.	 (2003).	
Is	asexual	 reproduction	more	 important	at	geographical	 limits?	A	
genetic study of the seagrass Zostera marina in the ria Formosa, 
Portugal. Marine Ecology Progress Series, 265, 77– 83. https://doi.
org/10.3354/MEPS2	65077

Boney,	A.	D.	(1966).	A biology of marine algae. Hutchinson Educational Ltd.
Braga-	Pereira,	G.	 F.,	&	 Santos,	A.	 J.	 (2021).	Asexual	 reproduction	 in	 a	

sexual population of the Brazilian yellow scorpion (Tityus serrulatus, 
Buthidae) as evidence of facultative parthenogenesis. Journal of 
Arachnology, 49,	185–	190.	https://doi.org/10.1636/JOA-	S-	20-	001

Bretagnolle,	 F.,	 &	 Thompson,	 J.	 D.	 (1995).	 Gametes	 with	 the	 somatic	
chromosome number: Mechanisms of their formation and role in 
the evolution of autopolyploid plants. The New Phytologist, 129, 1– 
22. https://doi.org/10.1111/J.1469-	8137.1995.TB030	05.X

Bringloe,	T.	T.,	Starko,	S.,	Wade,	R.	M.,	Vieira,	C.,	Kawai,	H.,	De	Clerck,	
O.,	Cock,	J.	M.,	Coelho,	S.	M.,	Destombe,	C.,	Valero,	M.,	Neiva,	J.,	
Pearson,	G.	A.,	Faugeron,	S.,	Serrão,	E.	A.,	&	Verbruggen,	H.	(2020).	
Phylogeny and evolution of the brown algae. Critical Reviews 
in Plant Sciences, 39, 281– 321. https://doi.org/10.1080/07352	
689.2020.1787679

Brito,	A.	C.,	Newton,	A.,	Tett,	P.,	&	Fernandes,	T.	F.	(2012).	How	will	shal-
low	coastal	lagoons	respond	to	climate	change?	A	modelling	inves-
tigation. Estuarine Coastal and Shelf Science, 112, 98– 104. https://
doi.org/10.1016/J.ECSS.2011.09.002

Brown,	A.	H.	D.,	&	Young,	A.	G.	 (2000).	Genetic	diversity	 in	tetraploid	
populations of the endangered daisy Rutidosis leptorrhynchoides and 
implications for its conservation. Heredity, 85, 122– 129. https://doi.
org/10.1046/J.1365-	2540.2000.00742.X

Chao,	 A.,	 Ma,	 K.	 H.,	 &	 Hsieh,	 T.	 C.	 (2016).	 iNEXT	 (iNterpolation	 and	
EXTrapolation). Online: Software for Interpolation and Extrapolation 
of Species Diversity. Program and User’s Guide published at http://
chao.stat.nthu.edu.tw/wordp	ress/softw	are_downl	oad/

Chao,	A.,	&	Shen,	T.-	J.	 (2003).	Nonparametric	estimation	of	Shannon's	
index of diversity when there are unseen species in sample. 
Environmental and Ecological Statistics, 104, 429– 443. https://doi.
org/10.1023/A:10260	96204727

Chapman,	V.	J.,	&	Chapman,	D.	J.	 (1973).	The algae. Macmillan and Co. 
Ltd.

Chapman,	 A.	 S.,	 &	 Fletcher,	 R.	 L.	 (2002).	 Differential	 effects	 of	 sedi-
ments on survival and growth of Fucus serratus embryos (Fucales, 
Phaeophyceae). Journal of Phycology, 38, 894– 903. https://doi.
org/10.1046/J.1529-	8817.2002.T01-	1-	02025.X

Collado-	Vides,	 L.	 (2001).	 Clonal	 architecture	 in	 marine	 macroalgae:	
Ecological and evolutionary perspectives. Evolutionary Ecology, 15, 
531–	545.	https://doi.org/10.1007/978-	94-	017-	1345-	0_17

Colman, J. (1933). The nature of the intertidal zonation of plants and 
animals. Journal of the Marine Biological Association of the United 
Kingdom, 18,	 435–	476.	 https://doi.org/10.1017/S0025	31540	
0043794

Comai,	L.	(2005).	The	advantages	and	disadvantages	of	being	polyploid.	
Nature Reviews. Genetics, 6, 836– 846. https://doi.org/10.1038/
NRG1711

Cotton,	A.	D.	(1912).	Clare	Island	survey.	Marine	algae.	Proceedings of the 
Royal Irish Academy. Section B, 31, 1– 178.

Coyer,	 J.	 A.,	Hoarau,	G.,	Oudot-	Le	 Secq,	M.-	P.,	 Stam,	W.	 T.,	&	Olsen,	
J.	L.	(2006).	A	mtDNA-	based	phylogeny	of	the	brown	algal	genus	
Fucus (Heterokontophyta; Phaeophyta). Molecular Phylogenetics 
and Evolution, 39, 209– 222. https://doi.org/10.1016/J.
YMPEV.2006.01.019

Coyer,	 J.	 A.,	 Hoarau,	 G.,	 Pearson,	 G.	 A.,	 Serrão,	 E.	 A.,	 Stam,	W.	 T.,	 &	
Olsen, J. L. (2006). Convergent adaptation to a marginal habitat 
by homoploid hybrids and polyploid ecads in the seaweed genus 
Fucus. Biology Letters, 2,	 405–	408.	 https://doi.org/10.1098/
RSBL.2006.0489

Daly,	M.	A.,	&	Mathieson,	A.	C.	(1977).	The	effects	of	sand	movement	on	
intertidal seaweeds and selected invertebrates at bound rock, New 
Hampshire,	USA.	Marine Biology, 43,	45–	55.

Dańko,	A.,	Schaible,	R.,	&	Dańko,	M.	J.	(2020).	Salinity	effects	on	survival	
and reproduction of hydrozoan Eleutheria dichotoma. Estuaries and 
Coasts, 43, 360– 374. https://doi.org/10.1007/S1223	7-	019-	00675	-	2

D'Antonio,	C.	M.	(1986).	Role	of	sand	in	the	domination	of	hard	substrata	
by the intertidal alga Rhodomela larix. Marine Ecology Progress Series, 
27,	263–	275.

De	 Meeûs,	 T.,	 Prugnolle,	 F.,	 &	 Agnew,	 P.	 (2007).	 Asexual	 reproduc-
tion: Genetics and evolutionary aspects. Cellular and Molecular 
Life Sciences, 64(11),	 1355–	1372.	 https://doi.org/10.1007/S0001 
8-	007-	6515-	2

De	Silva,	H.	N.,	Hall,	A.	J.,	Rikkerink,	E.,	McNeilage,	M.	A.,	&	Fraser,	L.	
G.	 (2005).	 Estimation	 of	 allele	 frequencies	 in	 polyploids	 under	

https://doi.org/10.6084/M9.FIGSHARE.19361759
https://doi.org/10.6084/M9.FIGSHARE.19361759
https://doi.org/10.6084/m9.figshare.19361759
https://doi.org/10.6084/m9.figshare.19361759
https://orcid.org/0000-0002-4587-4989
https://orcid.org/0000-0002-4587-4989
https://orcid.org/0000-0003-1347-7919
https://orcid.org/0000-0003-1347-7919
https://orcid.org/0000-0003-2085-0013
https://orcid.org/0000-0003-2085-0013
https://orcid.org/0000-0001-5393-6943
https://orcid.org/0000-0001-5393-6943
https://doi.org/10.1371/JOURNAL.PONE.0161266
https://doi.org/10.1371/JOURNAL.PONE.0161266
https://doi.org/10.1073/PNAS.1501712112
https://doi.org/10.1016/S0367-1615(17)33059-8
https://doi.org/10.1016/S0367-1615(17)33059-8
https://doi.org/10.1023/A:1022136900630
https://doi.org/10.1111/J.1529-8817.2005.00125.X
https://doi.org/10.1111/J.1529-8817.2005.00125.X
https://doi.org/10.3354/MEPS265077
https://doi.org/10.3354/MEPS265077
https://doi.org/10.1636/JOA-S-20-001
https://doi.org/10.1111/J.1469-8137.1995.TB03005.X
https://doi.org/10.1080/07352689.2020.1787679
https://doi.org/10.1080/07352689.2020.1787679
https://doi.org/10.1016/J.ECSS.2011.09.002
https://doi.org/10.1016/J.ECSS.2011.09.002
https://doi.org/10.1046/J.1365-2540.2000.00742.X
https://doi.org/10.1046/J.1365-2540.2000.00742.X
http://chao.stat.nthu.edu.tw/wordpress/software_download/
http://chao.stat.nthu.edu.tw/wordpress/software_download/
https://doi.org/10.1023/A:1026096204727
https://doi.org/10.1023/A:1026096204727
https://doi.org/10.1046/J.1529-8817.2002.T01-1-02025.X
https://doi.org/10.1046/J.1529-8817.2002.T01-1-02025.X
https://doi.org/10.1007/978-94-017-1345-0_17
https://doi.org/10.1017/S0025315400043794
https://doi.org/10.1017/S0025315400043794
https://doi.org/10.1038/NRG1711
https://doi.org/10.1038/NRG1711
https://doi.org/10.1016/J.YMPEV.2006.01.019
https://doi.org/10.1016/J.YMPEV.2006.01.019
https://doi.org/10.1098/RSBL.2006.0489
https://doi.org/10.1098/RSBL.2006.0489
https://doi.org/10.1007/S12237-019-00675-2
https://doi.org/10.1007/S00018-007-6515-2
https://doi.org/10.1007/S00018-007-6515-2


14 of 16  |     PRESTON et al.

certain patterns of inheritance. Heredity, 95, 327– 334. https://doi.
org/10.1038/SJ.HDY.6800728

Den	Hartog,	C.	 (1959).	The	epilithic	algal	communities	occurring	along	
the coast of The Netherlands. Wentia, 1, 1– 241.

Devinny,	J.	S.,	&	Volse,	L.	A.	(1978).	Effects	of	sediments	on	the	devel-
opment of Macrocystis pyrifera gametophytes. Marine Biology, 48, 
343– 348.

Dietrich,	 A.,	 &	 Schubert,	H.	 (2017).	Fucus evanescens or Fucus edenta-
tus? Taxonomic problems with a non- indigenous species, which 
arrived	 at	 the	 coast	 of	 Mecklenburg-	Vorpommern.	 Rostocker 
Meeresbiologische Beiträge, 27, 117– 126.

Eckert, C. G. (2001). The loss of sex in clonal plants. Evolutionary Ecology, 
154(15),	501–	520.	https://doi.org/10.1023/A:10160	05519651

Eckert, C. G. (2002). The loss of sex in clonal plants. In Ecology and evolu-
tionary biology of clonal plants (pp. 279– 298). Springer.

Ellegren, H., & Galtier, N. (2016). Determinants of genetic diversity. 
Nature Reviews. Genetics, 17, 422– 433. https://doi.org/10.1038/
NRG.2016.58

Ellstrand, N. C., & Roose, M. L. (1987). Patterns of genotypic diversity in 
clonal plant species. American Journal of Botany, 74, 123– 131.

Engel, C. R., Brawley, S. H., Edwards, K. J., & Serrão, E. (2003). Isolation 
and cross- species amplification of microsatellite loci from the fu-
coid seaweeds Fucus vesiculosus, F. serratus and Ascophyllum no-
dosum (Heterokontophyta, Fucaceae). Molecular Ecology Notes, 3, 
180– 182. https://doi.org/10.1046/J.1471- 8286.2003.00390.X

Eriksson, B. K., & Johansson, G. (2003). Sedimentation reduces recruit-
ment success of Fucus vesiculosus (Phaeophyceae) in the Baltic 
Sea. European Journal of Phycology, 38, 217– 222. https://doi.
org/10.1080/09670 26031 00012 1688

Ersts, P. J. (2012). Geographic distance matrix generator (version 1.23.). 
Am.	Museum	Nat.	Hist.	Cent.	Biodivers.	Conserv.	http://biodi versi 
tyinf	ormat	ics.amnh.org/open_sourc	e/gdmg.	Accessed	14	Dec	2021.

Excoffier,	L.,	Smouse,	P.	E.,	&	Quattro,	J.	M.	(1992).	Analysis	of	molecular	
variance	 inferred	 from	metric	 distances	 among	DNA	haplotypes:	
Application	to	human	mitochondrial	DNA	restriction	data.	Genetics, 
131, 479– 491. https://doi.org/10.1093/GENET ICS/131.2.479

Fritsch,	F.	E.	(1935).	The structure and reproduction of the algae. Volume I. 
Cambridge University Press.

Fritsch,	F.	E.	(1945).	The structure and reproduction of the algae. Volume II. 
Cambridge University Press.

Gómez,	A.,	&	Carvalho,	G.	R.	(2000).	Sex,	parthenogenesis	and	genetic	
structure of rotifers: Microsatellite analysis of contemporary 
and resting egg bank populations. Molecular Ecology, 9, 203– 214. 
https://doi.org/10.1046/J.1365-	294X.2000.00849.X

Gómez	Garreta,	A.,	Siguan,	M.	A.	R.,	Soler,	N.	S.,	Lluch,	J.	R.,	&	Kapraun,	
D. F. (2010). Fucales (Phaeophyceae) from Spain characterized by 
large-	scale	 discontinuous	 nuclear	 DNA	 contents	 consistent	 with	
ancestral cryptopolyploidy. Phycologia, 49, 64– 72. https://doi.
org/10.2216/09- 14.1

Halkett,	F.,	Simon,	J.,	&	Balloux,	F.	(2005).	Tackling	the	population	genetics	
of clonal and partially clonal organisms. Trends in Ecology & Evolution, 
20, 194– 201. https://doi.org/10.1016/J.TREE.2005.01.001

Hamrigk, J. L., & Godt, M. J. W. (1996). Effects of life history traits on 
genetic diversity in plant species. Philosophical Transactions of the 
Royal Society London Series B: Biological Sciences, 351, 1291– 1298. 
https://doi.org/10.1098/RSTB.1996.0112

Harper, J. L. (1977). Population biology of plants.	Academic	Press.
Hawkes, M. W. (1990). Biology of the red algae. In K. M. Cole & R. G. 

Sheath (Eds.), Biology of the red algae	 (pp.	 455–	476).	 Cambridge	
University Press.

Häyrén,	 E.	 (1949).	 Studier	 över	 vattnets	 vegetation	 och	 flora	 i	 Stor-	
Pernêaviken.	Bidr.	Till	Kännedom	Af	Finlands	Natur	Och	Folk	93.

HELCOM. (2013). HELCOM Red List Species Information Sheets (SIS) 
Macrophytes. Copenhagen.

Hughes,	A.	R.,	Inouye,	B.	D.,	Johnson,	M.	T.	J.,	Underwood,	N.,	&	Vellend,	M.	
(2008). Ecological consequences of genetic diversity. Ecology Letters, 
11, 609– 623. https://doi.org/10.1111/J.1461- 0248.2008.01179.X

IBM	Corp.	(2020).	IBM	SPSS	Statistics	for	Windows,	Version	27.0.
Isæus, M. (2004). Factors structuring Fucus communities at open and 

complex coastlines in the Baltic Sea. Botaniska institutionen.
Johannesson, K., Johansson, D., Larsson, K. H., Huenchuñir, C. J., Perus, 

J., Forslund, H., Kautsky, L., & Pereyra, R. T. (2011). Frequent 
clonality in fucoids (Fucus radicans and Fucus vesiculosus; Fucales, 
Phaeophyceae) in the Baltic Sea. Journal of Phycology, 47, 990– 998. 
https://doi.org/10.1111/J.1529-	8817.2011.01032.X

Johnson,	 A.	 J.,	 Orth,	 R.	 J.,	 &	Moore,	 K.	 A.	 (2020).	 The	 role	 of	 sexual	
reproduction in the maintenance of established Zostera ma-
rina meadows. Journal of Ecology, 108,	 945–	957.	 https://doi.
org/10.1111/1365-	2745.13362

Kearney,	M.	R.	 (2003).	Why	 is	sex	so	unpopular	 in	 the	Australian	des-
ert? Trends in Ecology & Evolution, 18,	 605–	607.	 https://doi.
org/10.1016/J.TREE.2003.09.021

Kim, J. H., Truong, N. X., Song, Y. S., & Kim, N. S. (2016). Natural triploid 
Lilium leichtlinii var. maximowiczii populations in Korea. Plant Species 
Biology, 31, 98– 106. https://doi.org/10.1111/1442- 1984.12090

Kinnby,	A.,	Pereyra,	R.	T.,	Havenhand,	J.	N.,	De	Wit,	P.,	 Jonsson,	P.	R.,	
Pavia, H., & Johannesson, K. (2019). Factors affecting formation 
of adventitious branches in the seaweeds Fucus vesiculosus and F. 
radicans. BMC Ecology, 19, 1– 11. https://doi.org/10.1186/S1289 
8- 019- 0239- 7

Kitamura,	K.,	Nakanishi,	A.,	 Lian,	C.,	&	Goto,	 S.	 (2018).	Distinctions	 in	
fine- scale spatial genetic structure between growth stages of Picea 
jezoensis carr. Frontiers in Genetics, 9, 490. https://doi.org/10.3389/
FGENE.2018.00490

Kostamo,	 K.,	 &	 Mäkinen,	 A.	 (2006).	 Observations	 on	 the	 mode	 and	
seasonality of reproduction in Furcellaria lumbricalis (Gigartinales, 
Rhodophyta) populations in the northern Baltic Sea. Botanica 
Marina, 49, 304– 309. https://doi.org/10.1515/BOT.2006.037

Kremer,	 B.	 P.	 (1975).	 Physiologisch-	chemische	 Charakteristik	 ver-
schiedener Thallusbereiche von Fucus serratus. Helgoländer 
Wissenschaftliche Meeresuntersuchungen, 27,	 115–	127.	https://doi.
org/10.1007/BF016 11691

Lackschewitz, D., Reise, K., Buschbaum, C., (2013). Neobiota. Monitoring 
und Bewertung des Benthos, der Lebensraumtypen/ Biotope 
und	 der	 Gebietsfremden	 Arten	 (Cluster	 4,	 Benthosmonitoring),	
Synthetischer Jahresbericht.

Lampert, K. P. (2008). Facultative parthenogenesis in vertebrates: 
Reproductive error or chance? Sexual Development, 2, 290– 301. 
https://doi.org/10.1159/00019	5678

Lasker,	H.	R.,	&	Coffroth,	M.	A.	(1999).	Responses	of	clonal	reef	taxa	to	
environmental change. American Zoologist, 39, 92– 103. https://doi.
org/10.1093/ICB/39.1.92

Lee, R. E. (1989). Phycology. Cambridge University Press. https://doi.
org/10.1017/CBO97	80511	812897

Lee, S. I., Nguyen, X. T., Kim, J. H., & Kim, N. S. (2016). Genetic diver-
sity and structure analyses on the natural populations of diploids 
and triploids of tiger lily, Lilium lancifolium Thunb., from Korea, 
China, and Japan. Genes and Genomics, 38, 467– 477. https://doi.
org/10.1007/S1325	8-	016-	0398-	2

Lewis, R. J. (1996). Chromosomes of the brown algae. Phycologia, 35, 19– 
40. https://doi.org/10.2216/I0031	-	8884-	35-	1-	19.1

Lewis,	 R.	 J.,	 &	 Neushul,	 M.	 (1995).	 Intergeneric	 hybridization	 among	
five genera of the family Lessoniaceae (Phaeophyceae) and ev-
idence for polyploidy in a fertile Pelagophycus × Macrocystis 
hybrid. Journal of Phycology, 31, 1012– 1017. https://doi.
org/10.1111/J.0022-	3646.1995.01012.X

Li,	L.,	Lan,	Z.,	Chen,	J.,	&	Song,	Z.	(2018).	Allocation	to	clonal	and	sexual	
reproduction and its plasticity in Vallisneria spinulosa along a water- 
depth gradient. Ecosphere, 9, e02070. https://doi.org/10.1002/
ECS2.2070

Lobban, C. S., & Harrison, P. J. (1997). Seaweed ecology and physiology. 
Cambridge University Press.

Loffler,	Z.,	Graba-	Landry,	A.,	Kidgell,	J.	T.,	McClure,	E.	C.,	Pratchett,	M.	S.,	
&	Hoey,	A.	S.	(2018).	Holdfasts	of	Sargassum swartzii are resistant 

https://doi.org/10.1038/SJ.HDY.6800728
https://doi.org/10.1038/SJ.HDY.6800728
https://doi.org/10.1023/A:1016005519651
https://doi.org/10.1038/NRG.2016.58
https://doi.org/10.1038/NRG.2016.58
https://doi.org/10.1046/J.1471-8286.2003.00390.X
https://doi.org/10.1080/0967026031000121688
https://doi.org/10.1080/0967026031000121688
http://biodiversityinformatics.amnh.org/open_source/gdmg
http://biodiversityinformatics.amnh.org/open_source/gdmg
https://doi.org/10.1093/GENETICS/131.2.479
https://doi.org/10.1046/J.1365-294X.2000.00849.X
https://doi.org/10.2216/09-14.1
https://doi.org/10.2216/09-14.1
https://doi.org/10.1016/J.TREE.2005.01.001
https://doi.org/10.1098/RSTB.1996.0112
https://doi.org/10.1111/J.1461-0248.2008.01179.X
https://doi.org/10.1111/J.1529-8817.2011.01032.X
https://doi.org/10.1111/1365-2745.13362
https://doi.org/10.1111/1365-2745.13362
https://doi.org/10.1016/J.TREE.2003.09.021
https://doi.org/10.1016/J.TREE.2003.09.021
https://doi.org/10.1111/1442-1984.12090
https://doi.org/10.1186/S12898-019-0239-7
https://doi.org/10.1186/S12898-019-0239-7
https://doi.org/10.3389/FGENE.2018.00490
https://doi.org/10.3389/FGENE.2018.00490
https://doi.org/10.1515/BOT.2006.037
https://doi.org/10.1007/BF01611691
https://doi.org/10.1007/BF01611691
https://doi.org/10.1159/000195678
https://doi.org/10.1093/ICB/39.1.92
https://doi.org/10.1093/ICB/39.1.92
https://doi.org/10.1017/CBO9780511812897
https://doi.org/10.1017/CBO9780511812897
https://doi.org/10.1007/S13258-016-0398-2
https://doi.org/10.1007/S13258-016-0398-2
https://doi.org/10.2216/I0031-8884-35-1-19.1
https://doi.org/10.1111/J.0022-3646.1995.01012.X
https://doi.org/10.1111/J.0022-3646.1995.01012.X
https://doi.org/10.1002/ECS2.2070
https://doi.org/10.1002/ECS2.2070


    |  15 of 16PRESTON et al.

to herbivory and resilient to damage. Coral Reefs, 37,	1075–	1084.	
doi:10.1007/S00338-	018-	01745-	W

Lubchenco,	 J.	 (1980).	 Algal	 zonation	 in	 the	 New	 England	 rocky	 inter-
tidal	community:	An	experimental	analysis.	Ecology, 61, 333– 344. 
https://doi.org/10.2307/1935192

Lubzens,	E.,	Minkoff,	G.,	&	Marom,	S.	 (1985).	Salinity	dependence	of	
sexual and asexual reproduction in the rotifer Brachionus plicati-
lis. Marine Biology, 85, 123– 126. https://doi.org/10.1007/BF003 
97430

Luther, H. (1981). Occurrence and ecological requirements of Fucus vesic-
ulosus	in	semi-	enclosed	inlets	of	the	Archipelago	Sea,	SW	Finland.	
Annales Botanici Fennici, 18, 187– 200.

Malm, T., Kautsky, L., & Engkvist, R. (2001). Reproduction, recruitment 
and geographical distribution of Fucus serratus L. in the Baltic 
Sea. Botanica Marina, 44, 101– 108. https://doi.org/10.1515/
BOT.2001.014

Meehl,	G.	A.,	Stocker,	T.	F.,	Collins,	W.	D.,	Friedlingstein,	P.,	Gaye,	A.	T.,	
Gregory,	J.	M.,	Kitoh,	A.,	Knutti,	R.,	Murphy,	J.	M.,	Noda,	A.,	Raper,	
S.	C.	B.,	Watterson,	I.	G.,	Weaver,	A.	J.,	&	Zhao,	Z.-	C.	(2007).	Global	
climate	projections.	In	S.	Solomon,	D.	Qin,	M.	Manning,	Z.	Chen,	M.	
Marquis,	K.	B.	Averyt,	&	M.	T.	H.	L.	Mill	(Eds.),	Climate Change 2007: 
The Physical Science Basis. Contribution of Working Group I to the 
Fourth Assessment Report of the Intergovernmental Panel on Climate 
Change. Cambridge Univ. Press.

Meichssner,	 R.,	 Krost,	 P.,	 &	 Schulz,	 R.	 (2021).	 Vegetative	 aquaculture	
of Fucus in the Baltic Sea— Obtaining low- fertility biomass from 
attached or unattached populations? Journal of Applied Phycology, 
333(33), 1709– 1720. doi:10.1007/S10811- 021- 02419- X

Meier,	 H.	 E.	 M.,	 Kniebusch,	 M.,	 Dieterich,	 C.,	 Gröger,	 M.,	 Zorita,	 E.,	
Elmgren,	 R.,	 Myrberg,	 K.,	 Ahola,	 M.,	 Bartosova,	 A.,	 Bonsdorff,	
E.,	 Börgel,	 F.,	 Capell,	 R.,	 Carlén,	 I.,	 Carlund,	 T.,	 Carstensen,	 J.,	
Christensen,	 O.,	 Dierschke,	 V.,	 Frauen,	 C.,	 Frederiksen,	 M.,	 …	
Zhang,	W.	(2021).	Climate	change	in	the	Baltic	Sea	region:	A	sum-
mary. Earth System Dynamics Discussions, 13,	 1–	205.	 https://doi.
org/10.5194/ESD-	2021-	67

Meirmans,	P.	G.	 (2020).	GENODIVE	version	3.0:	Easy-	to-	use	 software	
for the analysis of genetic data of diploids and polyploids. Molecular 
Ecology Resources, 20, 1126– 1131.

Miller, M., Zhang, C., & Chen, Z. J. (2012). Ploidy and hybridity effects on 
growth vigor and gene expression in Arabidopsis thaliana hybrids 
and their parents. G3 Genes|Genomes|Genetics, 2,	505–	513.	https://
doi.org/10.1534/G3.112.002162

Mock, K. E., Callahan, C. M., Islam- Faridi, M. N., Shaw, J. D., Rai, H. S., 
Sanderson,	S.	C.,	Rowe,	C.	A.,	Ryel,	R.	J.,	Madritch,	M.	D.,	Gardner,	
R. S., & Wolf, P. G. (2012). Widespread triploidy in Western north 
American	aspen	(Populus tremuloides). PLoS One, 7, e48406. https://
doi.org/10.1371/JOURN	AL.PONE.0048406

Nei, M. (1987). Molecular evolutionary genetics. Columbia University 
Press.

Neiva,	J.,	Hansen,	G.	I.,	Pearson,	G.	A.,	van	de	Vliet,	M.	S.,	Maggs,	C.	
A.,	&	Serrão,	E.	A.	(2012).	Fucus cottonii (Fucales, Phaeophyceae) 
is not a single genetic entity but a convergent salt- marsh mor-
photype with multiple independent origins. European Journal 
of Phycology, 47, 461– 468. https://doi.org/10.1080/09670 
262.2012.736536

Neiva,	J.,	Serrão,	E.	A.,	Anderson,	L.,	Raimondi,	P.	T.,	Martins,	N.,	Gouveia,	
L.,	 Paulino,	C.,	Coelho,	N.	C.,	Miller,	K.	A.,	Reed,	D.	C.,	 Ladah,	 L.	
B.,	&	Pearson,	G.	A.	 (2017).	Cryptic	diversity,	geographical	ende-
mism and allopolyploidy in NE Pacific seaweeds. BMC Evolutionary 
Biology, 17, 1– 12. https://doi.org/10.1186/S1286 2- 017- 0878- 2

Nieuwenhuis, B. P. S., & James, T. Y. (2016). The frequency of sex in fungi. 
Philosophical Transactions of the Royal Society B, 371,	 20150540.	
https://doi.org/10.1098/RSTB.2015.0540

Norberg,	 Y.	 (1995).	Morphological variation in the reduced, free floating 
Fucus vesiculosus, in the Baltic proper. Stockholms Universitet.

Patwary, M. U., & van der Meer, J. P. (1984). Growth experiments on au-
topolyploids of Gracilaria tikvahiae (Rhodophyceae). Phycologia, 23, 
21– 27. https://doi.org/10.2216/I0031 - 8884- 23- 1- 21.1

Pearson, P. L. (2001). Triploidy. In S. Brenner & J. H. Miller (Eds.), 
Encyclopedia of genetics	(pp.	2055–	2056).	Academic	Press.	https://
doi.org/10.1006/RWGN.2001.1338

Pereyra,	 R.	 T.,	 Bergström,	 L.,	 Kautsky,	 L.,	 &	 Johannesson,	 K.	 (2009).	
Rapid speciation in a newly opened postglacial marine environ-
ment, the Baltic Sea. BMC Evolutionary Biology, 9, 1– 9. https://doi.
org/10.1186/1471- 2148- 9- 70

Pereyra, R. T., Huenchuñir, C., Johansson, D., Forslund, H., Kautsky, 
L., Jonsson, P. R., & Johannesson, K. (2013). Parallel speciation 
or long- distance dispersal? Lessons from seaweeds (Fucus) in the 
Baltic Sea. Journal of Evolutionary Biology, 26, 1727– 1737. https://
doi.org/10.1111/JEB.12170

Perrin,	C.,	Daguin,	C.,	Vliet,	M.,	Engel,	C.	R.,	Pearson,	G.	A.,	&	Serrão,	
E.	 A.	 (2007).	 Implications	 of	 mating	 system	 for	 genetic	 diver-
sity of sister algal species: Fucus spiralis and Fucus vesiculosus 
(Heterokontophyta, Phaeophyceae). European Journal of Phycology, 
42, 219– 230. https://doi.org/10.1080/09670	26070	1336554

Phillips,	N.,	Kapraun,	D.	 F.,	Garreta,	A.	G.,	 Siguan,	M.	A.	R.,	 Rull,	 J.	 L.,	
Soler,	N.	S.,	Lewis,	R.,	&	Kawai,	H.	(2011).	Estimates	of	nuclear	DNA	
content in 98 species of brown algae (Phaeophyta). AoB Plants, 
2011, plr001. https://doi.org/10.1093/AOBPL	A/PLR001

Rafajlović,	 M.,	 Kleinhans,	 D.,	 Gulliksson,	 C.,	 Fries,	 J.,	 Johansson,	 D.,	
Ardehed,	A.,	Sundqvist,	L.,	Pereyra,	R.	T.,	Mehlig,	B.,	Jonsson,	P.	R.,	
& Johannesson, K. (2017). Neutral processes forming large clones 
during colonization of new areas. Journal of Evolutionary Biology, 30, 
1544–	1560.	https://doi.org/10.1111/JEB.13124

Ramsey, J., & Schemske, D. W. (1998). Pathways, mechanisms, and rates 
of polyploid formation in flowering plants. Annual Review of Ecology 
and Systematics, 29,	 467–	501.	 https://doi.org/10.1146/ANNUR	
EV.ECOLS	YS.29.1.467

Renny- Byfield, S., & Wendel, J. F. (2014). Doubling down on genomes: 
Polyploidy and crop plants. American Journal of Botany, 101, 1711– 
1725.	https://doi.org/10.3732/AJB.1400119

Ribera	Siguan,	M.	A.,	Gómez	Garreta,	A.,	Salvador	Soler,	N.,	Rull	Lluch,	
J. R., & Kapraun, D. F. (2011). Nuclear content estimates suggest 
a synapomorphy between Dictyota and six other genera of the 
Dictyotales (Phaeophyceae). Cryptogamie Algologie, 32,	 205–	219.	
https://doi.org/10.7872/CRYA.V32.ISS2.2011.205

Rinne,	H.,	 Björkman,	U.,	 Sjöqvist,	 C.,	 Salovius-	Laurén,	 S.,	 &	Mattila,	 J.	
(2018). Morphological and genetic variation of Fucus in the eastern 
Gulf of Bothnia, northern Baltic Sea. European Journal of Phycology, 
53, 369– 380. https://doi.org/10.1080/09670	262.2018.1453089

Robitzch,	V.,	Arakaki,	N.,	Mauger,	S.,	Zapata	Rojas,	J.	C.,	&	Guillemin,	M.	
L. (2019). Stranded alone: The first reported Peruvian population 
of Agarophyton chilensis is a single- male's clone. Algal Research, 41, 
101527.	https://doi.org/10.1016/J.ALGAL.2019.101527

Ronfort,	J.,	Jenczewski,	E.,	Bataillon,	T.,	&	Rousset,	F.	(1998).	Analysis	of	
population structure in autotetraploid species. Genetics, 150, 921– 
930. https://doi.org/10.1093/GENET	ICS/150.2.921

Rothäusler,	E.,	Corell,	H.,	&	Jormalainen,	V.	(2015).	Abundance	and	dis-
persal	 trajectories	 of	 floating	 Fucus vesiculosus in the northern 
Baltic Sea. Limnology and Oceanography, 60, 2173– 2184. https://
doi.org/10.1002/LNO.10195

Rothäusler,	 E.,	 Rugiu,	 L.,	 Tiihonen,	 T.,	 &	 Jormalainen,	 V.	 (2020).	 It	
takes two to stay afloat: Interplay of morphology and physiolog-
ical acclimation ensures long- term floating dispersal of the blad-
derwrack Fucus vesiculosus (Phaeophyceae, Fucales). European 
Journal of Phycology, 55,	 242–	252.	https://doi.org/10.1080/09670 
262.2019.1694706

Schueller,	 G.	 H.,	 &	 Peters,	 A.	 F.	 (1994).	 Arrival	 of	 Fucus evanescens 
(Phaeophyceae) in Kiel bight (Western Baltic). Botanica Marina, 37, 
471– 478. https://doi.org/10.1515/BOTM.1994.37.5.471

https://doi.org/10.1007/S00338-018-01745-W
https://doi.org/10.2307/1935192
https://doi.org/10.1007/BF00397430
https://doi.org/10.1007/BF00397430
https://doi.org/10.1515/BOT.2001.014
https://doi.org/10.1515/BOT.2001.014
https://doi.org/10.1007/S10811-021-02419-X
https://doi.org/10.5194/ESD-2021-67
https://doi.org/10.5194/ESD-2021-67
https://doi.org/10.1534/G3.112.002162
https://doi.org/10.1534/G3.112.002162
https://doi.org/10.1371/JOURNAL.PONE.0048406
https://doi.org/10.1371/JOURNAL.PONE.0048406
https://doi.org/10.1080/09670262.2012.736536
https://doi.org/10.1080/09670262.2012.736536
https://doi.org/10.1186/S12862-017-0878-2
https://doi.org/10.1098/RSTB.2015.0540
https://doi.org/10.2216/I0031-8884-23-1-21.1
https://doi.org/10.1006/RWGN.2001.1338
https://doi.org/10.1006/RWGN.2001.1338
https://doi.org/10.1186/1471-2148-9-70
https://doi.org/10.1186/1471-2148-9-70
https://doi.org/10.1111/JEB.12170
https://doi.org/10.1111/JEB.12170
https://doi.org/10.1080/09670260701336554
https://doi.org/10.1093/AOBPLA/PLR001
https://doi.org/10.1111/JEB.13124
https://doi.org/10.1146/ANNUREV.ECOLSYS.29.1.467
https://doi.org/10.1146/ANNUREV.ECOLSYS.29.1.467
https://doi.org/10.3732/AJB.1400119
https://doi.org/10.7872/CRYA.V32.ISS2.2011.205
https://doi.org/10.1080/09670262.2018.1453089
https://doi.org/10.1016/J.ALGAL.2019.101527
https://doi.org/10.1093/GENETICS/150.2.921
https://doi.org/10.1002/LNO.10195
https://doi.org/10.1002/LNO.10195
https://doi.org/10.1080/09670262.2019.1694706
https://doi.org/10.1080/09670262.2019.1694706
https://doi.org/10.1515/BOTM.1994.37.5.471


16 of 16  |     PRESTON et al.

Shaughnessy, F. J. (1982). Effects of sand on the density, growth, mor-
phology and photosynthate of Fucus vesiculosus L. at Seabrook, New 
Hampshire. University of New Hampshire.

Sjøtun,	K.,	Heesch,	S.,	Rull	Lluch,	J.,	Martín	Martín,	R.,	Gómez	Garreta,	A.,	
Brysting,	A.	K.,	&	Coyer,	J.	A.	(2017).	Unravelling	the	complexity	of	
salt marsh ‘Fucus cottonii’ forms (Phaeophyceae, Fucales). European 
Journal of Phycology, 52, 360– 370. https://doi.org/10.1080/09670 
262.2017.1309688

Sousa,	F.,	Neiva,	J.,	Martins,	N.,	Jacinto,	R.,	Anderson,	L.,	Raimondi,	P.	T.,	
Serrão,	E.	A.,	&	Pearson,	G.	A.	(2019).	Increased	evolutionary	rates	
and conserved transcriptional response following allopolyploidiza-
tion in brown algae. Evolution, 73,	59–	72.	https://doi.org/10.1111/
EVO.13645

Suomalainen,	E.,	Saura,	A.,	&	Lokki,	 J.	 (1987).	Cytology and evolution in 
parthenogenesis. CRC Press.

Svedelius, N. E. (1901). Studier öfver Östersjöns hafsalgflora.	Akademisk	
avhandlingaktiebolag, Uppsala universitet.

Taberlet,	P.,	Zimmermann,	N.	E.,	Englisch,	T.,	Tribsch,	A.,	Holderegger,	R.,	
Alvarez,	N.,	Niklfeld,	H.,	Coldea,	G.,	Mirek,	Z.,	Moilanen,	A.,	Ahlmer,	
W.,	Marsan,	P.	A.,	Bona,	E.,	Bovio,	M.,	Choler,	P.,	Cieślak,	E.,	Colli,	
L.,	Cristea,	V.,	Dalmas,	J.-	P.,	…	Gugerli,	F.	(2012).	Genetic	diversity	
in widespread species is not congruent with species richness in 
alpine plant communities. Ecology Letters, 15, 1439– 1448. https://
doi.org/10.1111/ELE.12004

Takolander,	 A.,	 Leskinen,	 E.,	 &	 Cabeza,	M.	 (2017).	 Synergistic	 effects	
of extreme temperature and low salinity on foundational mac-
roalga Fucus vesiculosus in the northern Baltic Sea. Journal of 
Experimental Marine Biology and Ecology, 495, 110– 118. https://doi.
org/10.1016/J.JEMBE.2017.07.001

Tatarenkov,	 A.,	 Bergström,	 L.,	 Jönsson,	 R.	 B.,	 Serrão,	 E.	 A.,	
Kautsky,	 L.,	 &	 Johannesson,	 K.	 (2005).	 Intriguing	 asexual	
life in marginal populations of the brown seaweed Fucus 
vesiculosus. Molecular Ecology, 14,	 647–	651.	 https://doi.
org/10.1111/J.1365-	294X.2005.02425.X

Tatarenkov,	 A.,	 Jönsson,	 R.	 B.,	 Kautsky,	 L.,	 &	 Johannesson,	 K.	
(2007). Genetic structure in populations of Fucus vesic-
ulosus (Phaeophyceae) over spatial scales from 10 m to 
800 km. Journal of Phycology, 43,	 675–	685.	 https://doi.
org/10.1111/J.1529-	8817.2007.00369.X

Tuomi,	J.,	&	Vuorisalo,	T.	(1989).	What	are	the	units	of	selection	in	mod-
ular organisms? Oikos, 54, 227. https://doi.org/10.2307/3565271

Vallejo-	Marín,	M.,	Dorken,	M.	E.,	&	Barrett,	S.	C.	H.	(2010).	The	ecolog-
ical and evolutionary consequences of clonality for plant mating. 
Annual Review of Ecology, Evolution, and Systematics, 41, 193– 213. 
https://doi.org/10.1146/ANNUR	EV.ECOLS	YS.110308.120258

Vallejo-	Marín,	M.,	&	Hiscock,	S.	J.	(2016).	Hybridization	and	hybrid	spe-
ciation under global change. The New Phytologist, 211, 1170– 1187. 
https://doi.org/10.1111/NPH.14004

van der Meer, J. P., & Patwary, M. U. (1983). Genetic modification 
of Gracilaria tikvahiae (Rhodophyceae). The production and 

evaluation of polyploids. Aquaculture, 33, 311– 316. https://doi.
org/10.1016/0044- 8486(83)90411 - 8

Wallace,	A.	L.,	Klein,	A.	S.,	&	Mathieson,	A.	C.	(2004).	Determining	the	af-
finities of salt marsh Fucoids using microsatellite markers: Evidence 
of hybridization and introgression between two species of Fucus 
(Phaeophyta) in a Maine estuary. Journal of Phycology, 40, 1013– 
1027. https://doi.org/10.1111/J.1529-	8817.2004.04085.X

Wikström,	 S.	A.,	Wachenfeldt,	 T.,	&	Kautsky,	 L.	 (2002).	 Establishment	
of the exotic species Fucus evanescens C. ag. (Phaeophyceae) in 
Öresund,	Southern	Sweden.	Botanica Marina, 45,	510–	517.	https://
doi.org/10.1515/BOT.2002.054

Wulff,	 J.	 L.	 (1991).	 Asexual	 fragmentation,	 genotype	 success,	 and	
population dynamics of erect branching sponges. Journal of 
Experimental Marine Biology and Ecology, 149, 227– 247. https://doi.
org/10.1016/0022- 0981(91)90047 - Z

Yabu, H., & Sanbonsuga, Y. (1987). Chromosome count in Macrocystis 
integrifolia Bory. Bulletin of Fisheries Sciences, Hokkaido University, 
38, 339– 342.

Yabu, H., & Yasui, H. (1983). Occurrence of a tetraploid in Sargassum con-
fusum. The Japanese Journal of Psychology, 31, 86– 87.

Yamano,	 S.,	Akita,	 S.,	Hayakawa,	Y.,	&	Fujita,	D.	 (2020).	 Finding	of	 re-
generation in a large number of wounded receptacles in sargassum 
ringgoldianum (Phaeophyceae, Fucales). Phycological Research, 68, 
183– 186. https://doi.org/10.1111/PRE.12415

Yang, Y. Y., & Kim, J. G. (2016). The optimal balance between sexual 
and	asexual	 reproduction	 in	 variable	 environments:	A	 systematic	
review. Journal of Ecology and Environment, 40, 1– 18. https://doi.
org/10.1186/S4161 0- 016- 0013- 0

Zaneveld, J. S. (1937). The littoral zonation of some Fucaceae in rela-
tion to desiccation. Journal of Ecology, 25, 431– 468. https://doi.
org/10.2307/2256204

Zhang, X., & van der Meer, J. P. (1988). Polyploid gametophytes of 
Gracilaria tikvahiae (Gigartinales, Rhodophyta). Phycologia, 27, 312– 
318. https://doi.org/10.2216/I0031 - 8884- 27- 3- 312.1

SUPPORTING INFORMATION
Additional	 supporting	 information	 can	 be	 found	 online	 in	 the	
Supporting Information section at the end of this article.

How to cite this article: Preston, R., Blomster, J., 
Schagerström,	E.,	&	Seppä,	P.	(2022).	Clonality,	polyploidy	
and spatial population structure in Baltic Sea Fucus 
vesiculosus. Ecology and Evolution, 12, e9336. https://doi.

org/10.1002/ece3.9336

https://doi.org/10.1080/09670262.2017.1309688
https://doi.org/10.1080/09670262.2017.1309688
https://doi.org/10.1111/EVO.13645
https://doi.org/10.1111/EVO.13645
https://doi.org/10.1111/ELE.12004
https://doi.org/10.1111/ELE.12004
https://doi.org/10.1016/J.JEMBE.2017.07.001
https://doi.org/10.1016/J.JEMBE.2017.07.001
https://doi.org/10.1111/J.1365-294X.2005.02425.X
https://doi.org/10.1111/J.1365-294X.2005.02425.X
https://doi.org/10.1111/J.1529-8817.2007.00369.X
https://doi.org/10.1111/J.1529-8817.2007.00369.X
https://doi.org/10.2307/3565271
https://doi.org/10.1146/ANNUREV.ECOLSYS.110308.120258
https://doi.org/10.1111/NPH.14004
https://doi.org/10.1016/0044-8486(83)90411-8
https://doi.org/10.1016/0044-8486(83)90411-8
https://doi.org/10.1111/J.1529-8817.2004.04085.X
https://doi.org/10.1515/BOT.2002.054
https://doi.org/10.1515/BOT.2002.054
https://doi.org/10.1016/0022-0981(91)90047-Z
https://doi.org/10.1016/0022-0981(91)90047-Z
https://doi.org/10.1111/PRE.12415
https://doi.org/10.1186/S41610-016-0013-0
https://doi.org/10.1186/S41610-016-0013-0
https://doi.org/10.2307/2256204
https://doi.org/10.2307/2256204
https://doi.org/10.2216/I0031-8884-27-3-312.1
https://doi.org/10.1002/ece3.9336
https://doi.org/10.1002/ece3.9336

	Clonality, polyploidy and spatial population structure in Baltic Sea Fucus vesiculosus
	Abstract
	1|INTRODUCTION
	2|MATERIALS AND METHODS
	2.1|Study location and sample collection
	2.2|DNA extraction and microsatellite genotyping
	2.3|Data analysis

	3|RESULTS
	3.1|Polyploidy
	3.2|Clonality
	3.3|Intraspecific variation

	4|DISCUSSION
	4.1|Genetic diversity in the Baltic Sea F. vesiculosus
	4.2|Polyploidy in the Baltic Sea F. vesiculosus
	4.3|The occurrence of clonality in F. vesiculosus
	4.4|Spatial genetic structure
	4.5|Origin and maintenance of free-­living F. vesiculosus

	AUTHOR CONTRIBUTIONS
	ACKNOWLEDGMENTS
	FUNDING INFORMATION
	CONFLICT OF INTEREST
	DATA AVAILABILITY STATEMENT
	OPEN RESEARCH BADGES

	REFERENCES


