
1

Vol.:(0123456789)

Scientific Reports |        (2021) 11:23417  | https://doi.org/10.1038/s41598-021-02975-9

www.nature.com/scientificreports

Evidence of unidirectional gene 
flow in a fragmented population 
of Salmo trutta L.
Rafał Bernaś1*, Anna Wąs‑Barcz2, Mariann Árnyasi3, Piotr Dębowski1, Grzegorz Radtke1, 
Anita Poćwierz‑Kotus4 & Patrick Berrebi5

Selection, genetic drift, and gene flow affect genetic variation within populations and genetic 
differences among populations. Both drift and selection tend to decrease variation within populations 
and increase differences among populations, whereas gene flow increases variation within populations 
but leads to populations being related. In brown trout (Salmo trutta L.), the most important factor 
in population fragmentation is disrupted river‑segment connectivity. The main goal of the study 
was to use genetic analysis to estimate the level of gene flow among resident and migratory brown 
trout in potential hybridization areas located downstream of impassable barriers in one river basin 
in the southern Baltic Sea region. First, spawning redds were counted in the upper river basin 
downstream of impassable barriers. Next, samples were collected from juveniles in spawning areas 
located downstream of barriers and from adults downstream and upstream of barriers. Subsequently, 
genetic analysis was performed using a panel of 13 microsatellite loci and the Salmo trutta 5 K SNP 
microarray. The genetic differentiation estimated between the resident form sampled upstream of the 
barriers and the anadromous specimens downstream of the barriers was high and significant. Analysis 
revealed that gene flow occurred between the two forms in the hybridization zone investigated and 
that isolated resident specimens shared spawning grounds with sea trout downstream of the barriers. 
The brown trout population from the river system investigated was slightly, internally diversified in 
the area accessible to migration. Simultaneously, the isolated part of the population was very different 
from that in the rest of the basin. The spawning areas of the anadromous form located downstream of 
the barriers were in a hybridization zone and gene flow was confirmed to be unidirectional. Although 
they constituted a small percentage, the genotypes typical upstream of the barriers were admixed 
downstream of them. The lack of genotypes noted upstream of the barriers among adult anadromous 
individuals might indicate that migrants of upstream origin and hybrids preferred residency.

Brown trout (Salmo trutta L.) is a Palearctic salmonid species naturally distributed in Europe from the White 
Sea to North Africa and from the UK to western  Asia1. It is a highly polymorphic teleost fish with several life 
strategies. Anadromous trout, referred to as sea trout, migrate from natal rivers or streams to the sea, where 
they feed until reaching sexual maturity, and subsequently return to their natal rivers to spawn. In contrast, 
resident trout spend their entire lives in rivers or streams and often spawn in the same area in smaller tributaries 
 upstream2. Brown trout populations are of great economic importance as they are a significant component of 
fishery resources, and they play an important role in angling tourism in many European countries.

In Poland, there are about 25 rivers in which sea trout occur. Resident brown trout populations inhabit 
parts of Polish river catchments, mainly in northern and southern Poland, which is generally consistent with 
the historical range of the migratory form before river-sea connectivity was destroyed by human activity. All 
river populations are considered to be admixed with domestic strains after more than 40 years of  stocking3 with 
several domestic  lineages4.

The phenomenon of migratory and resident individuals coexisting in the same population is a common 
expression of life history plasticity in  fishes5. Among individuals, the decision to migrate is controlled by both 
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genetic and environmental  factors6–8. Despite clear differences in life cycles, the extent of direct and indirect 
biological interactions that are in sympatry through competition for food or space and the extent of reproduc-
tive isolation between these two forms are still disputed. The two forms can use the same locations for spawning 
during overlapping periods and are morphologically identical at the juvenile  stage9. In general, several laboratory 
techniques have been used to identify resident and anadromous fishes, including carotenoid pigment  profiling10, 
strontium content of scales and bony  tissues11,12, stable isotope ratio  analysis13, and microsatellite analysis by, e.g., 
parentage  analysis14, or a combination of techniques, which can lead to a significant increase in the proportion of 
fish for which life history can be reliably  determined15. However, with the exception of genetic studies and com-
bined studies, these methods are used only to identify adult fish that have spent time in the marine environment 
or very recently hatched juvenile fry spawned from a sea trout mother. Studies from Normandy based on stable 
isotope ratios revealed gene flow between resident and anadromous brown trout  forms16,17. In the Kerguelen 
Islands, an experiment showed that an Atlantic hatchery strain released in a troutless river produced both resident 
and anadromous  forms18 demonstrating that, fundamentally, fry can manifest resident or migratory lifestyles.

It is known that an impassable barrier can induce genetic differentiation between upstream and downstream 
fish  populations19. Thus far, issues related to the organization of the brown trout population in the river basin 
analyzed have not been studied specifically in terms of differences resulting from the presence of impassable 
barriers. The contributions of migrants from the upper part of the catchment isolated by an impassable barrier, 
if indeed it is impassable, remain unknown. Earlier  studies20 suggested that some form of gene flow could occur 
between populations isolated by barriers and those located downstream. The hypothesis that unidirectional, 
downstream migration from isolated areas mitigates discontinuity in correlation with genetic and geographic 
distance will be tested.

The main objectives of this work were to estimate the level of gene flow between resident and migratory 
brown trout using genetic analysis in potential hybridization areas located downstream of impassable barriers 
in the Parsęta River. Microsatellite and SNP microarray genotyping results were also compared to check the 
complementarity of markers and the efficiency of estimations.

Material and methods
Study area. The Parsęta River is the largest Pomeranian river with a length of 143 km and a catchment 
area of 3084  km2 (Fig. 1). The average flow is about 30  m3  s–1. The Parsęta and most of its main tributaries flow 
through forested valleys with meadows and through areas of fields and forest. The river passes some small towns 
on its way to the sea, and it enters the Baltic proper at the harbor town of Kołobrzeg (ICES rectangle no. 25). The 
majority of the Parsęta River and its main tributaries remain largely  natural21. The fish fauna is represented by 
approximately 20 species with Salmo trutta L. and Cottus gobio L. being  dominant22.

There are about 100 hydrotechnical barriers located in the Parsęta basin. Among the studied tributaries, the 
Pokrzywnica River is fully free-flowing up to 18 km and almost along its entire length at higher water levels. The 
Mogilica River is unaffected by any barriers up to 27 km, where there is a smagll hydroelectric plant on the site 
of an old mill dating from 1850, and another old mill is located about 4 km above this point. The Dębnica River 
has 21 km that are free for migration, but its tributary the Wogra is only free for 8 km (Fig. 1). The anadromous 
sea trout form can migrate a distance of 144 km along the Parsęta River (Fig. 1). The locations of the impassable 
and passable barriers are presented in Fig. 1. Several hundred sea trout are caught annually by electrofishing in 
the middle part of the river basin for use in artificial spawning; catches are made by fishers authorized to exploit 
these river stocks. The number of sea trout entering the Parsęta River annually is up to several  thousand3. Sea 
trout spawning is monitored by counting redds in the tributaries and the upper part of the main river. Female 
trout excavate nests in gravel substrates, deposit eggs that are fertilized externally by one or more males, then 
quickly cover these with gravel and begin to dig other nests. A contiguous series of these nests is called a  redd23. 
In many salmonid rivers, long time-series of redd count data is sometimes available for salmonid  populations24. 
In 2017 and 2018, several potential hybridization zones located downstream of barriers were selected based on 
redd counts at sites where hybridization between isolated and potentially differentiated residents upstream of 
barriers (or their descendants) and anadromous forms was anticipated (Fig. 1).

Sample collection and DNA extraction. Sampling began in summer 2017 when 260 juveniles aged 
0 + were collected at 7 locations and 65 anadromous adults were collected in the middle part of the main river 
(Fig. 1, Table 1). The mean size of anadromous spawners was 60.5 cm (53.5–86.0 cm). In 2018, 204 juveniles 
0 + and 50 anadromous adults were collected from 6 locations (Fig. 1, Table 1). The mean size of anadromous 
spawners from 2018 was 61.5 cm (51.5 – 81.0 cm). In total, fin clip samples (approximately 2–5  mm2) were 
collected from 579 individuals. Genomic DNA was extracted from fin tissue preserved in 96% ethanol with 
Genomic Mini Kits (A&A Biotechnology) and diluted to a concentration of 30–100 ng/µl. DNA solutions were 
measured in a Qubit fluorimeter (Thermo Fisher) and normalized to a concentration of 50 ng/µl to perform 
genotyping via an SNP microarray. Sampling details are presented in Table 1. The key to sample abbreviation is 
as follows: the numbers indicate the sampling year, the first letter indicates the name of the river, the second—
a special feature (U = upstream, D = downstream), the third—additional details (H = hybrid zone, L = lower, 
M = main, U = upstream).

Microsatellite analysis. A set of 13 fluorescently labelled polymorphic microsatellite loci—OneU9, Strut-
ta58P, Ssosl438, Ssosl311, Str15INRA, Str543INRA, Str60INRA, Str73INRA, Ssosl417, Str85INRA, Ssa85, Bs131, 
Ssa40725–32—were amplified in a single multiplex PCR reaction using Qiagen Multiplex PCR Kits (Qiagen, Ger-
many). The 7 µl multiplex PCR reaction was performed with about 100 ng of template DNA, multiplex PCR 
master mix, and 0.2–0.6 µM of each primer. Amplifications were carried out in a TProfessional Basic Gradient 
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thermal cycler (Biometra) with an initial heat of 95 °C for 5 min followed by 38 cycles of denaturation at 94 °C 
for 30 s, annealing at 55 °C for 90 s, and extension at 72 °C for 60 s. The PCR was terminated after 30 min and the 
final extension was at 60 °C. PCR products were genotyped in single capillary electrophoresis on an ABI Prism 
3130xl genetic analyzer (Applied Biosystems) along with GeneScan 600LIZ size standard (Applied Biosystems). 
DNA fragments were estimated using a Peak Scanner v1.2 (Applied Biosystems).

SNP genotyping and SNP validation. Part of the samples collected in 2017 and 2018 were genotyped 
with a brown trout (S. trutta) Illumina iSelect SNP microarray that was custom developed at the Centre for 
Integrative Genetics (CIGENE),  Norway33,34. In total, 144 trout were genotyped. The array was based on assays 
for 5509 SNP loci. The results were manually inspected using  GenomeStudio® (version 2011.1, Illumina Inc., San 
Diego, CA, USA), and 1538 SNPs were excluded for one or more of the following reasons: (1) cluster patterns 
suggested multi-site or paralogous site variants; (2) unknown nearby variant (null allele); (3) a SNP was mono-
morphic or mitochondrial. The results were transferred to a spreadsheet and the acceptable threshold of missing 
data across samples was determined at 5%, which led to the removal of 14 more SNPs. Another 75 loci with 
minor allele frequencies (MAF) of less than 0.01 were also discarded. After filtering, the data from the remaining 
a set of 3882 polymorphic SNPs were analyzed.

Figure 1.  Parsęta River basin with migration barriers, potential hybridization zones and sampling sites (created 
by author in ArcMap 10.7.1).
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Statistical analysis. The following estimates were made for the calculations based on microsatellite DNA. 
Observed and expected heterozygosity and the mean number of alleles (total number of alleles at all loci divided 
by the number of loci) were calculated using Arlequin 3.5.2.235. Population specific  FIS, pairwise weighted  FST 
values over all loci based on the number of different alleles, and Nei’s genetic distances were also determined 
with this software. Departures from the Hardy–Weinberg Equilibrium (HWE) were detected with Chi-square 
tests in GenAlex 6.536. HPRARE was used to calculate allelic richness (which allows comparison of allele num-
bers without the bias associated with different sample sizes) and the richness of private alleles (alleles limited 
in a single population)37. Overall, the F-statistic  (FST,  FIT,  FIS) was estimated by analyzing molecular variance 
(AMOVA) implemented in Arlequin 3.5.2.2. STRU CTU RE 2.3.4 was applied to detect genetic structure and 
gene  flow38. The Evanno method (∆K) was  chosen39 to infer the best number of clusters (K) based on the rate of 
change in log probability among consecutive K values. Five iterations of each K were performed with 100,000 
burn-ins and 200,000 Markov Chain Monte Carlo (MCMC) repetitions. Then the Clumpak program identified 
the optimal alignment of inferred clusters across different values of  K40. Next, STRU CTU RE results were used 
to detect hybrids. The membership coefficients (q) obtained for optimal K were averaged from five independent 
runs. When the value of q was higher than 0.8 for any cluster, the fish were categorized as clade members. When 
q values were estimated between 0.8 and 0.2, which are conservative thresholds, the fish were categorized as 
hybrids. Additionally, genetic heterogeneity and hybrid detection was tested with the pairwise assignment tests 
in GenAlex 6.536. A second hybrid detection method was used to validate and authenticate the results from the 
STRU CTU RE algorithm. Individuals for which the values of the difference of the assessment logarithms of like-
lihood were closest to zero and were up to 20% of this value were assumed to be potential hybrids. Individuals 
with higher values of belonging to genotypes upstream of a barrier (MD) were treated as F0 migrants.

The same scheme was performed for calculations based on SNPs except for allelic richness and private allele 
estimations. Instead, the number of polymorphic loci and the mean number of alleles are shown, both of which 
were calculated in Arlequin 3.5.2.2. The sequential Bonferroni  correction41 was also applied to detect deviations 
from HWE.

Ethical approval. All methods were carried out in accordance with relevant guidelines and regulation. The 
study complies with the current laws of the Republic of Poland. All applicable international, national, and insti-
tutional guidelines for the care and use of animals were followed (Certificate no. 3798/2016 for Rafał Bernaś 
by the Polish Laboratory Animal Science Association). Field protocols for the capture, handling, and release of 
fish were approved by the Department of Environmental Protection, Marshal’s Office of the West Pomeranian 

Table 1.  Details of brown trout sampling in the Parsęta basin in 2017–2018. Sites are ordered according to 
sampling year, blocked tributaries (bold black line), and distance to the Baltic Sea. Black lines indicate separate 
rivers.

Abbreviation River Date GPS location Distance to 
the sea (km) Ecotype N Age

17MU Mogilica July 2017 53.863522, 15.946299 101 resident 39 0+

17G Gęsia July 2017 53.801358, 16.380875 124 facultatively anadromous 13 0+

17W Wogra July 2017 53.778078, 16.113362 117 facultatively anadromous 23 0+

17MDH Mogilica July 2017 53.834525, 15.934432 96 facultatively anadromous 50 0+

17PU Pokrzywnica July 2017 53.882772, 15.705264 76 facultatively anadromous 46 0+

17PD Pokrzywnica July 2017 53.895527, 15.711371 71 facultatively anadromous 44 0+

17PDL Pokrzywnica July 2017 53.942362, 15.754710 62 facultatively anadromous 45 0+

17PAM Parsęta November 2017 53.997299, 15.900618 54 anadromous 65 adult

18MUU Mogilica August 2018 53.828895, 15.935930 104 resident 28 0+

18MU Mogilica August 2018 53.863522, 15.946299 101 resident 34 0+

18MDH Mogilica August 2018 53.834525, 15.934432 96 facultatively anadromous 36 0+

18PU Pokrzywnica August 2018 53.882772, 15.705264 76 facultatively anadromous 45 0+

18PD Pokrzywnica August 2018 53.895527, 15.711371 71 facultatively anadromous 22 0+

18PDL Pokrzywnica August 2018 53.942362, 15.754710 62 facultatively anadromous 39 0+

18PAM Parsęta November 2018 53.997299, 15.900618 54 anadromous 50 adult
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Voivodeship (Certificate no. WRiR-I.7143.29.2017.TM) and the Water Management Department in the Union 
of Towns and Communes of the Parsęta River Basin (Certificate no. ZDPII.04.611.15.2017.AM).

Results
Microsatellites genetic polymorphism and diversity. The mean number of alleles in individuals from 
the stocks investigated ranged between 3.23 and 11.46 (Table 2; Fig. 2). The lowest values were found for trout 
sampled upstream of barriers, especially above the second mill (18MUU). In general, the mean number of alleles 
decreased in tributaries according to the distance from the main river. Observed heterozygosity was also lowest 
in trout upstream of the barriers and was the highest in adult anadromous spawners, similar to allelic richness 
and private alleles (Table 2; Fig. 2). The highest number of loci with significant departures from the HWE  (Chi2 
p < 0.05) was found in specimens that originated from the upper part of the Pokrzywnica River (17PU and 
18PU). Population-specific  FIS values were insignificant (p < 0.05) in all stocks.

The highest  FST values for pairwise difference were observed between populations upstream of the barriers in 
the Mogilica River (17MU, 18MUU and 18MU) and all other populations across catchment (0.098 <  FST < 0.216, 
Table 3). The level of this differentiation was very high and was the highest for the pair of 18MUU vs. 17G 
 (FST = 0.216). Samples collected upstream of the first barrier on this river (17MU and 18MU) were rela-
tively closely related to samples collected at the uppermost site (18MUU) upstream of the second barrier 
(0.040 <  FST < 0.053). Values between all other populations were largely lower (0.005 <  FST < 0.067). The lowest 
pairwise difference was detected for samples collected in the Pokrzywnica River pair 17PD vs. 18PDL  (FST = 0.05) 
and between adult anadromous spawners (17PAM) and samples from the Pokrzywnica River (17PD) (0.007, 
Table 3). Overall  FST obtained by AMOVA for all pairs of loci was 0.067 and was significant. The highest percent-
age of variation was detected within individuals at 90.94%. Overall,  FIS and  FIT were 0.02 and 0.09, respectively, 
and were significant (p < 0.05).

Microsatellite genetic structure. To understand the spatial distribution in the brown trout population 
from the Parsęta River, the genetic structure of all samples collected in 2017 and 2018 was analyzed. The Bayes-
ian estimation of genetic structure and individual membership indicated that the maximum value of ΔK was 
K = 2 in both 2017 (ΔK = 125.4) (Supplementary Fig. S1) and in 2018 (ΔK = 493.65) (Supplementary Fig. S2). 
Brown trout from a tributary blocked by barriers clustered separately (17MU, 18MU, and 18MUU). All other 
locations were in one cluster that corresponded to the part of the river basin that was open to migration (Fig. 3). 
In both years, evidence of mixed genotypes was detected in samples collected from spawning areas downstream 
of impassable barriers in the Mogilica River (17MDH and 18MDH).

Hybrid detection based on microsatellites. The results obtained from genetic structure analysis 
showed a potential hybridization zone located in the Mogilica River, and further calculations were done for this 
area. In other potential locations either migration was not completely blocked (Pokrzywnica and Gęsia rivers) 
or there were no trout upstream of the barriers (Wogra River). Juvenile trout from the hybridization zone in the 
Mogilica River were compared to trout upstream of the barrier and anadromous spawners from the same years. 
Hybrid detection based on the STRU CTU RE membership coefficient showed the presence of potential hybrids 
in both 2017 and 2018 (Figs. 4, 5). The number of potential hybrids among juveniles (17MDH and 18MDH) 

Table 2.  Basic statistics of brown trout collected in the Parsęta basin in 2017 and 2018. N number of fish, 
MNA  mean allele number in the population, HO observed heterozygosity, HE expected heterozygosity, AR 
allelic richness, PAR private allele richness, DHWE number of loci with deviations from HWE, FIS stock-specific 
inbreeding coefficient.

Abbreviation N MNA HO HE AR PAR DHWE FIS

17MU 44 3.62 0.481 0.496 3.01 0.03 1 − 0.01

17G 13 6.54 0.649 0.686 4.92 0.28 1 0.05

17W 23 6.77 0.709 0.675 4.62 0.26 1 − 0.05

17MDH 50 9.54 0.645 0.706 4.98 0.2 2 0.09

17PU 46 8.23 0.634 0.679 4.61 0.09 4 0.07

17PD 44 9.85 0.701 0.687 5.02 0.22 1 − 0.02

17PDL 45 10.31 0.711 0.716 5.21 0.22 2 0.01

17PAM 65 11.08 0.653 0.705 5.22 0.18 3 0.07

18MUU 28 3.23 0.536 0.534 2.74 0.05 1 0

18MU 34 3.62 0.514 0.502 2.71 0 1 − 0.02

18MDH 36 6.54 0.63 0.632 4.17 0.07 0 0

18PU 45 8.31 0.653 0.668 4.63 0.11 3 0.02

18PD 22 7 0.643 0.662 4.65 0.18 0 0.03

18PDL 39 9.23 0.71 0.705 5.09 0.17 1 − 0.01

18PAM 50 11.46 0.734 0.737 5.44 0.63 1 0
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Figure 2.  Allelic patterns and heterozygosity in brown trout from the Parsęta River basin sampled in 2017 
(left) and 2018 (right). MNA mean allele number in the population, HO observed heterozygosity, HE expected 
heterozygosity, AR allelic richness PAR private allele richness, Sea dist distance to the sea (km). Red dots show 
location of impassable barriers.

Table 3.  Genetic diversity indices for brown trout samples collected in the Parsęta basin in 2017 and 2018. FST 
values for pairwise comparisons, which were all significant (p = 0.05), are below the diagonal (bold value); the 
average numbers of within-stock pairwise differences are on the diagonal (bold value); Nei’s genetic distances 
 DA are above the diagonal (bold value).

17MU 17G 17W 17MDH 17PU 17PD 17PDL 17PAM 18MUU 18MU 18MDH 18PU 18PD 18PDL 18TPAM

17MU 6.537 1.732 1.946 1.012 1.605 1.446 1.447 1.439 0.366 0.263 1.46 1.573 1.299 1.44 1.528

17G 0.198 8.788 0.503 0.304 0.23 0.323 0.258 0.172 1.94 1.54 0.589 0.396 0.55 0.348 0.528

17W 0.209 0.054 8.781 0.562 0.532 0.491 0.349 0.511 1.967 1.763 0.496 0.567 0.517 0.454 0.625

17MDH 0.111 0.032 0.058 9.184 0.234 0.197 0.166 0.079 1.252 0.883 0.327 0.34 0.248 0.181 0.201

17PU 0.17 0.025 0.057 0.025 8.833 0.198 0.237 0.169 1.804 1.466 0.443 0.105 0.359 0.218 0.369

17PD 0.156 0.035 0.052 0.021 0.022 8.933 0.09 0.06 1.633 1.23 0.325 0.191 0.099 0.041 0.144

17PDL 0.152 0.027 0.037 0.018 0.025 0.01 9.301 0.06 1.518 1.264 0.378 0.306 0.162 0.14 0.178

17PAM 0.148 0.018 0.053 0.009 0.018 0.007 0.006 9.166 1.677 1.278 0.373 0.263 0.197 0.076 0.12

18MUU 0.053 0.216 0.209 0.132 0.185 0.17 0.155 0.166 6.403 0.271 1.648 1.776 1.575 1.626 1.712

18MU 0.039 0.18 0.192 0.098 0.157 0.134 0.134 0.133 0.04 6.531 1.154 1.474 1.115 1.276 1.32

18MDH 0.165 0.067 0.056 0.036 0.049 0.036 0.041 0.04 0.181 0.135 8.211 0.387 0.266 0.336 0.418

18PU 0.169 0.044 0.061 0.037 0.012 0.021 0.033 0.028 0.185 0.159 0.044 8.683 0.337 0.174 0.394

18PD 0.152 0.06 0.056 0.026 0.039 0.011 0.017 0.021 0.177 0.133 0.031 0.037 8.609 0.148 0.207

18PDL 0.154 0.036 0.048 0.019 0.024 0.005 0.015 0.008 0.168 0.138 0.037 0.019 0.016 9.165 0.147

18TPAM 0.155 0.052 0.062 0.021 0.038 0.015 0.019 0.013 0.168 0.136 0.044 0.041 0.021 0.015 9.578
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was 12 in 2017 (24%) and 6 (16.6%) in 2018 at a threshold of q 0.2–0.8. Additionally, analysis based on samples 
from 17MDH indicated the presence 4 individuals (8%) that were F0 migrants from upstream of the barriers. In 
18MDH, one upstream F0 migrant was found.

The results obtained from the pairwise assignment tests in GenAlex 6.5 were generally congruent with Bayes-
ian estimations, and, in most cases, the same fish were detected as hybrids or F0 upstream migrants. In the com-
putations, the trout upstream of the barrier (17MU in 2017 and 18MU in 2018) were compared to juveniles from 
the potential hybridization zone (17MDH in 2017 and 18MDH in 2018). Among the juveniles from the 17MDH 
samples collected in 2017, 7 fish were marked as putative hybrids (14%) and 4 as F0 migrants (8%) upstream of 
the barrier (Fig. 6). These were the same fish detected as migrants from upstream with the structure algorithm. 
Among the juveniles collected in the hybridization zone (18MDH) in 2018, the pairwise assignment test also 
indicated 11 potential hybrids (27.7%) (Fig. 7); all of the hybrids detected with STRU CTU RE were among them. 
The presence of F0 migrants was not confirmed. All the hybrid fish detected with the assignment test were also 
detected with the Bayesian method. 

SNP diversity and microarray hybrid detection. Basic statistics were calculated on the SNP genotype 
matrix limited to samples from five sites totalizing 144 trout (Table 4). The number of polymorphic loci (NPL) 
was higher in adult anadromous trout (17PAM) and juveniles from the hybridization zone sampled in 2017 
(17MDH). The mean number of alleles varied between 1.662 and 1.996. The lowest values were found in samples 
originating upstream of the barriers in the Mogilica River (18MUU and 17MU) at 1.662 and 1.768, respectively. 
The observed heterozygosity was also the lowest in these locations (Table 4). The number of loci with significant 

Figure 3.  Clustering of brown trout collected in the Parsęta basin in 2017 (upper bar) and 2018 (lower 
bar), K = 2. Each individual is represented by a column divided into K shades with each shade representing 
membership of a particular cluster (created by author in ArcMap 10.7.1).
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Figure 4.  Average membership coefficient q from five independent runs for K = 2 calculated for 50 juveniles 
sampled in the potential hybridization zone in 2017. Green bars represent clade 1 (upstream of the barriers) and 
blue bars represent clade 2 (area of free migration).

Figure 5.  Average membership coefficient q from five independent runs for K = 2 calculated for 36 juveniles 
sampled in the potential hybridization zone in 2018. Green bars represent clade 1 (upstream of barriers) and 
blue bars represent clade 2 (area of free migration).
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Figure 6.  Results of the pairwise assignment test calculated as the difference between log likelihood of 
assignment to the 17MU and 17MDH locations for 50 juveniles from the hybridization zone in 2017. Specimens 
with negative values were more strongly related to the population downstream of the barrier. Green bars = F0 
migrants, orange bars = hybrids, blue bars = anadromous genotypes.

-12

-10

-8

-6

-4

-2

0

2

4

18
M
D
H
1

18
M
D
H
2

18
M
D
H
3

18
M
D
H
4

18
M
D
H
5

18
M
D
H
6

18
M
D
H
7

18
M
D
H
8

18
M
D
H
9

18
M
D
H
10

18
M
D
H
11

18
M
D
H
12

18
M
D
H
13

18
M
D
H
14

18
M
D
H
15

18
M
D
H
16

18
M
D
H
17

18
M
D
H
18

18
M
D
H
19

18
M
D
H
20

18
M
D
H
21

18
M
D
H
22

18
M
D
H
23

18
M
D
H
24

18
M
D
H
25

18
M
D
H
26

18
M
D
H
27

18
M
D
H
28

18
M
D
H
29

18
M
D
H
30

18
M
D
H
31

18
M
D
H
32

18
M
D
H
33

18
M
D
H
34

18
M
D
H
35

18
M
D
H
36

Di
ffr

en
ce

 o
f l

og
 li

ke
lih

od
s

Figure 7.  Results of the pairwise assignment test calculated as the difference between the log likelihood of 
assignment to 18MU and 18MDH locations for 36 juveniles from the hybridization zone in 2018. Specimens 
with negative values were more strongly related to the population downstream of the barrier. Green bars = F0 
migrants, orange bars = hybrids, blue bars = anadromous genotypes.
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departures from the HWE was low and observed only in the 17PAM and 17MDH samples. Population-specific 
 FIS was insignificant (p < 0.05) in all stocks demonstrating general panmixia across these sites.

The overall  FST for SNP loci obtained with molecular variance analysis was 0.069 and significant (AMOVA 
p < 0.05). The highest percentage of variation was detected within individuals at 91.75%. Overall  FIS and  FIT were 
0.013 and 0.082, respectively, and were significant (P < 0.05). The value of general  FST was caused by the distinct-
ness of the samples collected upstream of the barriers (18MUU and 17MU). The dissimilarity of these samples 
was well evidenced by  FST pairwise comparisons (Table S1). All the tests were significant (p < 0.05). The highest 
values of pairwise  FST were obtained for the 17PAM vs. 18MC and 18MC vs. 18MDH comparisons.  Next, Bayes-
ian assignment analysis of genetic structure was performed using STRU CTU RE 2.3.4. for the 144 brown trout 
genotyped on the microarray. The analysis confirmed that the maximum value of ΔK was K = 2 (ΔK = 195.5) 
(Supplementary Fig. S3). Brown trout from the tributary blocked by barriers comprised one cluster (17MU and 
18MUU) and anadromous spawners (17PAM) with juveniles from the hybridization zone (17MDH and 18MDH) 
comprised the second cluster (Fig. S4). After computing the genetic structure, hybrid detection analysis was 
performed. Hybrid detection based on the STRU CTU RE membership coefficient (0.8–0.2 threshold) indicated 
the presence of potential hybrids in both 2017 and 2018 (Figs. 8, 9). The number of potential hybrids among 
juveniles (17MDH and 18MDH) was 16 in 2017 (37%) and 7 in 2018 (29.6%). Additionally, analysis based on 
samples from 2017 indicated the presence of 3 migrants (F0) (6.9%) upstream of the barriers. In 2018, one F0 
migrant was found.

Table 4.  Genetic diversity for five brown trout stocks from the Parsęta River basin based on the SNP 
genotypes. N number of individuals, NPL number of polymorphic loci, MNA mean number of alleles, HO 
observed heterozygosity, HE expected heterozygosity, DHWE loci deviating from the HWE after Bonferroni 
correction and population-specific  FIS (insignificant: p < 0.05 for the whole sampling).

Abbreviation N NPL MNA HO HE DHWE FIS

18MUU 13 2566 1.662 0.361 0.35 0 − 0.032

17MU 24 2978 1.768 0.33 0.329 0 0

17MDH 43 3846 1.995 0.332 0.347 2 0.045

18MDH 24 3678 1.949 0.372 0.359 0 − 0.038

17PAM 40 3852 1.996 0.343 0.351 2 0.023

Figure 8.  Average membership coefficient q from five independent runs for K = 2 calculated for 43 juveniles 
sampled in the potential hybridization zone in 2017 and genotyped with an SNP microarray. Green bars 
represent clade 1 (upstream of barriers) and blue bars represent clade 2 (area of free migration).
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Discussion
The current study provided evidence that unidirectional gene flow occurred and that spawning grounds located 
downstream of impassable barriers could be hybridization zones between facultative anadromous and resident 
brown trout inhabiting upstream sections of rivers to which migration was blocked. Furthermore, this phenom-
enon occurred despite the large genetic distance between the downstream population in the free migration area 
and the upstream one in the blocked tributary. The results obtained from the 2 years studied showed not only 
the presence of hybrids but also recent migrants from upstream that could signal that some specimens from 
above the barrier either migrated or were moved downstream, e.g., with currents or high waters. The following 
discussion focuses on the genetic diversity of brown trout in the Parsęta River basin, the reliability of hybrid 
estimations, and the impact hybrids have had on the genetic structure of the population.

Genetic diversity and genetic structure. The overall level of genetic diversity of the brown trout from 
the Parsęta River basin was moderate. The results for both molecular markers were similar. The genetic differen-
tiation between populations situated upstream of barriers and those downstream of them in the rest of the basin 
was high or even very high (pairwise  FST from 0.11 up to 0.216). On the other hand, the population from the rest 
of the basin was rather homogeneous probably because free migration was possible. The level of gene flow was 
illustrated well by the results of genetic structure analysis, which showed the extent of anadromous alleles. The 
overall  FST was much lower (0.024) when only the free migration area was considered without juveniles from 
hybridization zones. This level of internal population differentiation was similar to that of neighboring Pomera-
nian rivers or the Vistula  River42,43 and to that in anadromous populations from larger Baltic Sea rivers such as 
the Umealven, Laisalven, or  Luga44,45. Evidence of genetic differentiation among brown trout populations that 
are fragmented by barriers are reported by many  authors46–48; however, such high differences among neighbor-
ing locations in one river are reported less  frequently49.

The genetic diversity calculated from microsatellite polymorphism data indicated very clearly that individuals 
from locations upstream of barriers had the lowest heterozygosity (mean Ho upstream = 0.51, downstream = 0.69), 
the lowest number of alleles, the lowest level of allelic richness and, almost no private alleles. In turn, the highest 
values of these parameters were noted in adult anadromous individuals. This tendency was also visible in the 
analysis with the SNP microarray, indicating that an isolated population had, typically, about 30% fewer poly-
morphic loci. Most likely, the loss of genetic diversity in isolated upstream zones resulted from genetic drift and 
probably the small population sizes in a small area of the basin of about 65  km2; this effect was similar to that of 
the founder effect. Considering that the barriers discussed date from the mid-nineteenth century, the high dif-
ferentiation noted could have arisen over this period of time. An analysis of stocking history in the Parsęta River 
basin dating to the 1970s showed no evidence of stocking in this part of the basin and especially not upstream 
of barriers on the Mogilica River. Studies published recently on the genetic diversity of brown trout breeding 
lineages in Poland indicated that, despite high genetic  diversity43, this isolated population was clustered together 
with breeding lineages from northern Poland.
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Level of hybridization, method reliability, and compatibility. The average number of hybrids in the 
hybridization zone was calculated at about 25% in each year. The number varied depending on the method, but 
the results obtained with SNP analysis were slightly higher than those based on microsatellites. This appeared 
to stem from differences in marker characteristics and because not all the individuals used in the microsatellite 
analysis were used in the SNP microarray analysis; insufficient DNA concentration in some samples from juve-
niles (due to in vivo sampling and small fish size) precluded their use in the SNP analysis. However, the compat-
ibility of the two methods was confirmed as that (1) all the fish detected with microsatellite data as hybrids in the 
assignment test were also detected with the Bayesian method, and (2) all the hybrids detected from the micros-
atellite data were also detected in microarray analysis. In addition to the hybrids, the analysis also showed there 
were recent upstream migrants (F0) among the samples collected downstream of the barriers. This indicated that 
some individuals from upstream of the barriers swim (or are carried) down and cohabit with the progeny of ana-
dromous fish. It is possible that some of them spawned with anadromous females as precocious  males50. It would 
be interesting to know whether these individuals smoltify with the offspring of anadromous fish. The analysis 
of the genotypes of large, adult anadromous individuals in no way revealed the presence of a complete genotype 
that originated upstream of the barriers. However, taking into account their small numbers comparison with the 
entire population, this is not surprising. A recently published  study51 indicated that in populations from the Imsa 
River in Norway that had been isolated by barriers for 25 years, the offspring of the resident form were less likely 
to choose an anadromous life strategy. This could indicate that, apart from the growth-density factor, genetic 
factors are also responsible for migration decisions. Hence, F0 migrants from upstream of the barriers probably 
preferred a resident strategy and did not migrate to the sea.

Influence of hybrids on population genetic structure. The results of clustering indicated the con-
solidation of a small proportion of upstream genotypes among anadromous individuals. Thus, a certain level of 
gene flow occurred, which we would envisage as being a constant phenomenon. On the other hand, a certain 
proportion of anadromous genotypes was noted in individuals upstream of the first barrier (17MU, 18MU), but 
they were absent upstream of the next barrier (18MUU). So what was the effect of the exchange of the gene pool 
with the isolated upstream population on the anadromous population? The analysis indicated that this exchange 
did not increase variability in the whole population, but indeed, it probably reduced it. Among individuals 
from the isolated part of the river basin, lower rates of polymorphism were found with a simultaneous lack of 
private alleles. A study from  Denmark48 on the effects of medieval dams on genetic divergence and the demo-
graphic history of brown trout populations in the Gudenå River suggested that the most important consequence 
of the dams was local adaptation and evolutionary potential where barriers imposed strong selection against 
anadromy. The results obtained in this study indicated a similar impact, and the isolated upstream part of the 
population became a reservoir of forced residency.

Conclusions
Several conclusions can be drawn based on the results of this study. The brown trout population from the Parsęta 
River was slightly diversified internally in the area that was accessible to migration. At the same time, the isolated 
upstream part of the population was very different from that in the rest of the basin. The spawning areas of the 
anadromous form located downstream of the barriers were in a hybridization zone and unidirectional gene flow 
was observed. A few juveniles from blocked tributaries migrated downstream and shared nursery areas near 
anadromous spawning grounds, and genotypes typical of populations upstream of the barrier were admixed 
downstream in the population, but they constituted a small percentage. The lack of genotypes noted upstream 
of the barriers among anadromous adult individuals could have indicated that migrants of upstream origin and 
hybrids preferred residency.

Data availability
The datasets used and analysed during the current study are available as Supplementary files Table S1 and 
Table S2.

Received: 22 April 2021; Accepted: 25 November 2021

References
 1. Klemetsen, A. et al. Atlantic salmon Salmo salar L., brown trout Salmo trutta L. and Arctic charr Salvelinus alpinus (L.): A review 

of aspects of their life histories. Ecol. Freshw. Fish. 12, 1–59. https:// doi. org/ 10. 1034/j. 1600- 0633. 2003. 00010.x (2003).
 2. Elliott, J. M. Quantitative Ecology and the Brown Trout (Oxford University Press, 1994).
 3. ICES. Baltic Salmon and Trout Assessment Working Group (WGBAST). ICES Sci. Rep. 2(22), 261. https:// doi. org/ 10. 17895/ ices. 

pub. 5974 (2020).
 4. Berrebi, P., Horvath, Á., Splendiani, A., Palm, S. & Bernaś, R. Genetic diversity of domestic brown trout stocks in Europe. Aqua-

culture 544, 737043. https:// doi. org/ 10. 1016/j. aquac ulture. 2021. 737043 (2021).
 5. Jonsson, B. & Jonsson, N. Partial migration: Niche shift versus sexual maturation in fishes. Rev. Fish Biol. Fish. 3, 348–365. https:// 

doi. org/ 10. 1007/ BF000 43384 (1993).
 6. Jonsson, B. Diadromous and resident Trout Salmo Trutta: Is their difference due to genetics?. Oikos 38, 297–300. https:// doi. org/ 

10. 2307/ 35446 68 (1982).
 7. Olsson, I. C., Greenberg, L. A., Bergman, E. & Wysujack, K. Environmentally induced migration: The importance of food. Ecol. 

Lett. 9, 45–51. https:// doi. org/ 10. 1111/j. 1461- 0248. 2006. 00909.x (2006).
 8. Wysujack, K., Greenberg, L. A., Bergman, E. & Olsson, I. C. The role of the environment in partial migration: Food availability 

affects the adoption of a migratory tactic in brown trout Salmo trutta. Ecol. Freshw. Fish. 18, 52–59. https:// doi. org/ 10. 1111/j. 
1600- 0633. 2008. 00322.x (2009).

https://doi.org/10.1034/j.1600-0633.2003.00010.x
https://doi.org/10.17895/ices.pub.5974
https://doi.org/10.17895/ices.pub.5974
https://doi.org/10.1016/j.aquaculture.2021.737043
https://doi.org/10.1007/BF00043384
https://doi.org/10.1007/BF00043384
https://doi.org/10.2307/3544668
https://doi.org/10.2307/3544668
https://doi.org/10.1111/j.1461-0248.2006.00909.x
https://doi.org/10.1111/j.1600-0633.2008.00322.x
https://doi.org/10.1111/j.1600-0633.2008.00322.x


13

Vol.:(0123456789)

Scientific Reports |        (2021) 11:23417  | https://doi.org/10.1038/s41598-021-02975-9

www.nature.com/scientificreports/

 9. Charles, K., Roussel, J. M. & Cunjak, R. A. Estimating the contribution of sympatric anadromous and freshwater resident brown 
trout to juvenile production. Mar. Freshw. Res. 55, 185–191. https:// doi. org/ 10. 1071/ MF031 73 (2004).

 10. Youngson, A. F., Mitchell, A. I., Noack, P. T. & Laird, L. M. Carotenoid pigment profiles distinguish anadromous and nonanadro-
mous brown trout (Salmo trutta). Can. J. Fish. Aquat. Sci. 54, 1064–1066. https:// doi. org/ 10. 1139/ f97- 023 (1997).

 11. Eek, D. & Bohlin, T. Strontium in scales verifies that sympatric sea-run and stream-resident brown trout can be distinguished by 
coloration. J. Fish Biol. 51, 659–661. https:// doi. org/ 10. 1111/j. 1095- 8649. 1997. tb015 22.x (1997).

 12. Veinott, G., Northcote, T., Rosenau, M. & Evans, R. D. Concentrations of strontium in the pectoral fin rays of the white sturgeon 
(Acipenser transmontanus) by laser ablation sampling—inductively coupled plasma—mass spectrometry as an indicator of marine 
migrations. Can. J. Fish. Aquat. Sci. 56, 1981–1990. https:// doi. org/ 10. 1139/ f99- 120 (1999).

 13. Jardine, T. D., Cartwright, D. F., Dietrich, J. P. & Cunjak, R. A. Resource use by salmonids in riverine, lacustrine and marine envi-
ronments: Evidence from stable isotope analysis. Environ. Biol. Fishes. 73, 309–319. https:// doi. org/ 10. 1007/ s10641- 005- 2259-8 
(2005).

 14. Jones, A. G. & Ardren, W. R. Methods of parentage analysis in natural populations. Mol. Ecol. 12, 2511–2523. https:// doi. org/ 10. 
1046/j. 1365- 294X. 2003. 01928.x (2003).

 15. Goodwin, J. C. A., King, R. A., Jones, J. I., Ibbotson, A. & Stevens, J. R. A small number of anadromous females drive reproduction 
in a brown trout (Salmo trutta) population in an English chalk stream. Freshw. Biol. 61, 1075–1089. https:// doi. org/ 10. 1111/ fwb. 
12768 (2016).

 16. Charles, K., Guyomard, R., Hoyheim, B., Ombredane, D. & Baglinière, J.-L. Lack of genetic differentiation between anadromous 
and resident sympatric brown trout (Salmo trutta) in a Normandy population. Aquat. Living Resour. 18, 65–69. https:// doi. org/ 
10. 1051/ alr: 20050 06 (2005).

 17. Charles, K., Roussel, J.-M., Lebel, J.-M., Bagliniere, J.-L. & Ombredane, D. Genetic differentiation between anadromous and 
freshwater resident brown trout (Salmo trutta L.): Insights obtained from stable isotope analysis. Ecol. Freshw. Fish. 15, 255–263. 
https:// doi. org/ 10. 1111/j. 1600- 0633. 2006. 00149.x (2006).

 18. Jarry, M. et al. Sea trout (Salmo trutta L.) growth patterns during early steps of invasion in the Kerguelen Islands. Polar Biol. 41, 
925–934. https:// doi. org/ 10. 1007/ s00300- 018- 2253-1 (2018).

 19. Brauer, C. J. & Beheregaray, L. B. Recent and rapid anthropogenic habitat fragmentation increases extinction risk for freshwater 
biodiversity. Evol. Appl. 13, 2857–2869. https:// doi. org/ 10. 1111/ eva. 13128 (2020).

 20. Griffiths, A. M., Koizumi, I., Bright, D. & Stevens, J. R. A case of isolation by distance and shortterm temporal stability of popula-
tion structure in brown trout (Salmo trutta) within the River Dart, southwest England. Evol. Appl. 2, 537–554. https:// doi. org/ 10. 
1111/j. 1752- 4571. 2009. 00092.x (2009).

 21. HELCOM. Sea Trout and Salmon Populations and Rivers in Poland—HELCOM Assessment of Salmon (Salmo salar) and Sea 
Trout (Salmo trutta) Populations and Habitats in Rivers Flowing to the Baltic Sea. Balt. Sea Environ. Proc. No. 126B. 2011.

 22. Dębowski, P. Fish assemblages in the Parsęta River drainage basin. Pol. Arch. Hydrobiol. 46, 161–172 (1999).
 23. Kuligowski, D. R., Ford, M. J. & Berejikian, B. A. Breeding structure of steelhead inferred from patterns of genetic relatedness 

among nests. Trans. Am. Fish. Soc. 134, 1202–2121. https:// doi. org/ 10. 1577/ T04- 187.1 (2005).
 24. Dauphin, G., Prévost, E., Adams, C. E. & Boylan, P. Using redd counts to estimate salmonids spawner abundances: A Bayesian 

modelling approach. Fish. Res. 106, 32–40. https:// doi. org/ 10. 1016/j. fishr es. 2010. 06. 014 (2010).
 25. Cairney, M., Taggart, J. B. & Hoyheim, B. Characterization of microsatellite and minisatellite loci in Atlantic salmon (Salmo salar 

L.) and cross-species amplification in other salmonids. Mol. Ecol. 9, 2175–2178. https:// doi. org/ 10. 1046/j. 1365- 294X. 2000. 105312.x 
(2000).

 26. Estoup, A., Presa, P., Krieg, F., Vaiman, D. & Guyomard, R. (CT)n and (GT)n microsatellites: A new class of genetic markers for 
Salmo trutta L. brown trout. Heredity 71, 488–496. https:// doi. org/ 10. 1038/ hdy. 1993. 167 (1993).

 27. O’Reilly, P. T., Hamilton, L. C., McConnell, S. K. & Wright, J. M. Rapid analysis of genetic variation in Atlantic salmon (Salmo 
salar) by PCR multiplexing of dinucleotide and tetranucleotide microsatellites. Can. J. Fish. Aquat. Sci. 53, 2292–2298. https:// doi. 
org/ 10. 1139/ f96- 192 (1996).

 28. Poteaux, C., Bonhomme, F. & Berrebi, P. Microsatellite polymorphism and genetic impact of restocking in Mediterranean brown 
trout (Salmo trutta L.). Heredity 82, 645–653. https:// doi. org/ 10. 1046/j. 1365- 2540. 1999. 00519.x (1999).

 29. Presa, P. & Guyomard, R. Conservation of microsatellites in three species of salmonids. J. Fish Biol. 49, 1326–1329. https:// doi. 
org/ 10. 1111/j. 1095- 8649. 1996. tb018 00.x (1996).

 30. Scribner, K. T., Gust, J. R. & Fields, R. L. Isolation and characterization of novel salmon microsatellite loci: Cross species amplifica-
tion and population genetics applications. Can. J. Fish. Aquat. Sci. 53, 833–841. https:// doi. org/ 10. 1139/ cjfas- 53-4- 833 (1996).

 31. Slettan, A., Olsaker, I. & Lie, O. Atlantic salmon, Salmo salar, microsatellites at the SSOSL25, SSOSL85, SSOSL311, SSOSL417 loci. 
Anim. Genet. 26, 281–282. https:// doi. org/ 10. 1111/j. 1365- 2052. 1995. tb032 62.x (1995).

 32. Slettan, A., Olsaker, I. & Lie, O. Polymorphic Atlantic salmon, Salmo salar L., microsatellites at the SSOSL438, SSOSL429 and 
SSOSL444 loci. Anim. Genet. 27, 57–58 (1996).

 33. Linløkken, A. N., Haugen, T. O., Kent, M. P. & Lien, S. Genetic differences between wild and hatchery-bred brown trout (Salmo 
trutta L.) in single nucleotide polymorphisms linked to selective traits. Ecol. Evol. 7, 4963–4972. https:// doi. org/ 10. 1002/ ece3. 3070 
(2017).

 34. Bernaś, R. et al. Genetic differentiation in hatchery and stocked populations of sea trout in the Southern Baltic: Selection evidence 
at SNP loci. Genes 11, 184. https:// doi. org/ 10. 3390/ genes 11020 184 (2020).

 35. Excoffier, L. & Lischer, H. E. L. Arlequin suite ver 35: A new series of programs to perform population genetics analyses under 
Linux and Windows. Mol. Ecol. Resour. 10, 564–567. https:// doi. org/ 10. 1111/j. 1755- 0998. 2010. 02847.x (2010).

 36. Peakall, R. & Smouse, P. GenAlEx 6.5: Genetic analysis in Excel. Population genetic software for teaching and research—an update. 
Bioinformatics 28, 2537–2539. https:// doi. org/ 10. 1093/ bioin forma tics/ bts460 (2012).

 37. Kalinowski, S. T. hp-rare 1.0: A computer program for performing rarefaction on measures of allelic richness. Mol. Ecol. Notes 5, 
187–189. https:// doi. org/ 10. 1111/j. 1471- 8286. 2004. 00845.x (2005).

 38. Pritchard, J. K., Stephens, M. & Donnelly, P. Inference of population structure using multilocus genotype data. Genetics 155, 
945–959 (2000).

 39. Evanno, G., Regnaut, S. & Goudet, J. Detecting the number of clusters of individuals using the software structure: A simulation 
study. Mol. Ecol. 14, 2611–2620. https:// doi. org/ 10. 1111/j. 1365- 294X. 2005. 02553.x (2005).

 40. Kopelman, N. M., Mayzel, J., Jakobsson, M., Rosenberg, N. A. & Mayrose, I. Clumpak: A program for identifying clustering modes 
and packaging population structure inferences across K. Mol. Ecol. Resour. 15, 1179–1191. https:// doi. org/ 10. 1111/ 1755- 0998. 
12387 (2015).

 41. Rice, W. R. Analyzing tables of statistical tests. Evolution 43, 223–225. https:// doi. org/ 10. 1111/j. 1558- 5646. 1989. tb042 20.x (1989).
 42. Bernaś, R., Burzyński, A., Dębowski, P., Poćwierz-Kotus, A. & Wenne, R. Genetic diversity within sea trout population from an 

intensively stocked southern Baltic river, based on microsatellite DNA analysis. Fish. Manage. Ecol. 21, 398–409. https:// doi. org/ 
10. 1111/ fme. 12090 (2014).

 43. Bernaś, R. & Wąs-Barcz, A. Genetic structure of important resident brown trout breeding lines in Poland. J. Appl. Genet. 61, 
239–247. https:// doi. org/ 10. 1007/ s13353- 020- 00548-6 (2020).

 44. Ostergren, J. & Nilsson, J. Importance of life-history and landscape characteristics for genetic structure and genetic diversity of 
brown trout (Salmo trutta L.). Ecol. Freshw. Fish. 21, 119–133 (2012).

https://doi.org/10.1071/MF03173
https://doi.org/10.1139/f97-023
https://doi.org/10.1111/j.1095-8649.1997.tb01522.x
https://doi.org/10.1139/f99-120
https://doi.org/10.1007/s10641-005-2259-8
https://doi.org/10.1046/j.1365-294X.2003.01928.x
https://doi.org/10.1046/j.1365-294X.2003.01928.x
https://doi.org/10.1111/fwb.12768
https://doi.org/10.1111/fwb.12768
https://doi.org/10.1051/alr:2005006
https://doi.org/10.1051/alr:2005006
https://doi.org/10.1111/j.1600-0633.2006.00149.x
https://doi.org/10.1007/s00300-018-2253-1
https://doi.org/10.1111/eva.13128
https://doi.org/10.1111/j.1752-4571.2009.00092.x
https://doi.org/10.1111/j.1752-4571.2009.00092.x
https://doi.org/10.1577/T04-187.1
https://doi.org/10.1016/j.fishres.2010.06.014
https://doi.org/10.1046/j.1365-294X.2000.105312.x
https://doi.org/10.1038/hdy.1993.167
https://doi.org/10.1139/f96-192
https://doi.org/10.1139/f96-192
https://doi.org/10.1046/j.1365-2540.1999.00519.x
https://doi.org/10.1111/j.1095-8649.1996.tb01800.x
https://doi.org/10.1111/j.1095-8649.1996.tb01800.x
https://doi.org/10.1139/cjfas-53-4-833
https://doi.org/10.1111/j.1365-2052.1995.tb03262.x
https://doi.org/10.1002/ece3.3070
https://doi.org/10.3390/genes11020184
https://doi.org/10.1111/j.1755-0998.2010.02847.x
https://doi.org/10.1093/bioinformatics/bts460
https://doi.org/10.1111/j.1471-8286.2004.00845.x
https://doi.org/10.1111/j.1365-294X.2005.02553.x
https://doi.org/10.1111/1755-0998.12387
https://doi.org/10.1111/1755-0998.12387
https://doi.org/10.1111/j.1558-5646.1989.tb04220.x
https://doi.org/10.1111/fme.12090
https://doi.org/10.1111/fme.12090
https://doi.org/10.1007/s13353-020-00548-6


14

Vol:.(1234567890)

Scientific Reports |        (2021) 11:23417  | https://doi.org/10.1038/s41598-021-02975-9

www.nature.com/scientificreports/

 45. Lehtonen, P. K., Tonteri, A., Sendek, D., Titov, S. & Primmer, C. R. Spatio-temporal genetic structuring of brown trout (Salmo trutta 
L.) populations within the River Luga, northwest Russia. Conserv. Genet. 10, 281–289. https:// doi. org/ 10. 1007/ s10592- 008- 9577-2 
(2009).

 46. Cross, T. F., Mills, C. P. R. & de CourcyWilliams, M. An intensive study of allozyme variation in freshwater resident and anadromous 
trout, Salmo trutta L., in western Ireland. J. Fish Biol. 40, 25–32. https:// doi. org/ 10. 1111/j. 1095- 8649. 1992. tb025 50.x (1992).

 47. Stelkens, R., Jaffuel, G., Escher, M. & Wedekind, C. Genetic and phenotypic population divergence on a microgeographic scale in 
brown trout. Mol. Ecol. 21, 2896–2915. https:// doi. org/ 10. 1111/j. 1365- 294X. 2012. 05581.x (2012).

 48. Hansen, M. M., Limborg, M. T., Ferchaud, A.-L. & Pujolar, J.-M. The effects of Medieval dams on genetic divergence and demo-
graphic history in brown trout populations. BMC Evol. Biol. 14, 122. https:// doi. org/ 10. 1186/ 1471- 2148- 14- 122 (2014).

 49. Kohlmann, K. & Wüstemann, O. Tracing the genetic origin of brown trout (Salmo trutta) re-colonizing the Ecker reservoir in the 
Harz National Park, Germany. Environ. Biotechnol. 8, 39–44 (2012).

 50. Dellefors, C. & Faremo, U. Early sexual maturation in males of wild sea trout, Salmo trutta L. inhibits smoltification. J. Fish Biol. 
33, 741–749. https:// doi. org/ 10. 1111/j. 1095- 8649. 1988. tb055 19.x (1988).

 51. Jonsson, B. & Jonsson, N. Differences in growth between offspring of anadromous and freshwater brown trout Salmo trutta. J. Fish 
Biol. 20, 1–7. https:// doi. org/ 10. 1111/ jfb. 14693 (2021).

Acknowledgements
The authors would like to thanks the employees of the Union of Towns and Communes of the Parsęta River 
Basin for their help in field work.

Author contributions
R.B. designed the research; R.B., P.D., G.R. did the sampling; A.W.-B., R.B., M.A., A.P.-K. did the laboratory work 
and ran the molecular data analyses; R.B., A.W.-B., A.P.-K., P.B. analyzed and interpreted the results; R.B., A.W.-
B., P.B. wrote the manuscript; all the authors have read and agreed to the published version of the manuscript.

Funding
This work was supported by a Grant for Rafał Bernaś’s project 2016/21/D/NZ9/00405 from the Ministry of 
Science and Higher Education in Poland and statutory topic S-005 at the Inland Fisheries Institute in Olsztyn.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 021- 02975-9.

Correspondence and requests for materials should be addressed to R.B.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2021

https://doi.org/10.1007/s10592-008-9577-2
https://doi.org/10.1111/j.1095-8649.1992.tb02550.x
https://doi.org/10.1111/j.1365-294X.2012.05581.x
https://doi.org/10.1186/1471-2148-14-122
https://doi.org/10.1111/j.1095-8649.1988.tb05519.x
https://doi.org/10.1111/jfb.14693
https://doi.org/10.1038/s41598-021-02975-9
https://doi.org/10.1038/s41598-021-02975-9
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Evidence of unidirectional gene flow in a fragmented population of Salmo trutta L.
	Material and methods
	Study area. 
	Sample collection and DNA extraction. 
	Microsatellite analysis. 
	SNP genotyping and SNP validation. 
	Statistical analysis. 
	Ethical approval. 

	Results
	Microsatellites genetic polymorphism and diversity. 
	Microsatellite genetic structure. 
	Hybrid detection based on microsatellites. 
	SNP diversity and microarray hybrid detection. 

	Discussion
	Genetic diversity and genetic structure. 
	Level of hybridization, method reliability, and compatibility. 
	Influence of hybrids on population genetic structure. 

	Conclusions
	References
	Acknowledgements


