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Tracing the oomycete pathogen 
Saprolegnia parasitica in aquaculture 
and the environment
Dora Pavić1, Dorotea Grbin1,2, Sandra Hudina2, Uršula Prosenc Zmrzljak3, Anđela Miljanović1, 
Rok Košir3, Filip Varga4,5, Josip Ćurko6, Zoran Marčić2 & Ana Bielen1*

Saprolegnia parasitica causes saprolegniosis, a disease responsible for significant economic losses 
in aquaculture and declines of fish populations in the wild, but the knowledge of its distribution and 
prevalence in the environment is limited. We developed a fast, sensitive and specific S. parasitica 
droplet digital PCR (ddPCR) assay and demonstrated its applicability for the detection and 
quantification of the pathogen in environmental samples: swab DNA collected from the host (trout 
skin, surface of eggs) and environmental DNA extracted from water. The developed assay was used 
to assess how abiotic (i.e. physico-chemical parameters of the water) and biotic (health status of the 
host) factors influence the S. parasitica load in the environment. The pathogen load in water samples 
was positively correlated with some site-specific abiotic parameters such as electrical conductivity (EC) 
and calcium, while fluorides were negatively correlated, suggesting that physico-chemical parameters 
are important for determining S. parasitica load in natural waters. Furthermore, skin swabs of injured 
trout had significantly higher pathogen load than swabs collected from healthy fish, confirming that 
S. parasitica is a widespread opportunistic pathogen. Our results provide new insights into various 
environmental factors that influence the distribution and abundance of S. parasitica.

Oomycete pathogens cause diseases in a wide range of plant and animal species, both in the wild and cultured 
environments, and threaten biodiversity and food security worldwide1,2. One of the most destructive oomycete 
pathogens in freshwater ecosystems is Saprolegnia parasitica (Coker, 1923). It causes saprolegniosis, a disease that 
mainly affects salmonids, from eggs to adult fish, but also other fish species, as well as amphibians, crayfish and 
other hosts3,4. Existing studies on S. parasitica mostly focus on its negative impacts in aquaculture: it is responsible 
for significant economic losses in salmonid farms and hatcheries worldwide3,5, and aquaculture facilities can 
act as pathogen pools from which S. parasitica spreads to natural environments6,7. In comparison, the potential 
negative impacts of S. parasitica on wild populations of salmonids and other animals remain largely unexplored, 
although declines in wild salmon populations caused by saprolegniosis have been reported8,9.

Existing knowledge on the abiotic and biotic factors influencing the incidence and spread of S. parasitica 
comes either from aquaculture research focusing on host health10 or from in vitro microbiological studies11,12. 
Stressful conditions commonly encountered in aquaculture facilities (e.g. temperature shock, infection by bacteria 
and fungi, stress due to overcrowding or injury) can weaken the host’s immune system and increase its suscepti-
bility to S. parasitica10,13. On the other hand, laboratory studies have shown that zoospore production decreases 
when water temperature rises above 20 °C14,15, while their germination is inhibited under acidic conditions 
(pH < 415). Humic substances, which constitute the majority of dissolved organic matter in oligotrophic freshwater 
ecosystems, can inhibit mycelial growth of the pathogen16, while Ca2+ ions regulate processes such as adhesion, 
encystment and germination11,17. Despite numerous laboratory studies, knowledge about the prevalence of S. 
parasitica in the natural environment is very limited9,18–20, making it impossible to define the pathogen’s distribu-
tion range and analyse ecological parameters that could influence its occurrence. Determining the relationship 
between the ecological and physico-chemical status of natural waters and the occurrence of S. parasitica is central 
to any attempt to predict the possibility of disease outbreaks in a realistic natural setting.
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Currently, the biggest obstacle to such studies is the lack of a fast, effective, sensitive and non-invasive moni-
toring tool for S. parasitica. Traditional S. parasitica diagnostic procedures are usually performed after the disease 
outbreak and are laborious and invasive, requiring the capture and culling of host animals12,21,22. Pathogen iden-
tification further relies on growing isolates in pure culture and then sequencing their ITS region6,23,24. In recent 
decades, environmental DNA (eDNA) has been increasingly used to detect pathogens in aquatic environments 
to circumvent invasive and labour-intensive standard methods25–28. The target species can be detected in eDNA 
samples by specific primers designed to amplify only the marker DNA region of the taxon of interest by standard 
polymerase chain reaction (PCR) or loop-mediated isothermal amplification (LAMP). For example, a LAMP 
assay has recently been developed that enables highly sensitive and rapid on-site detection of the genus Sapro-
legnia29. However, sensitive techniques that allow quantification are often more appropriate, such as quantitative 
PCR (qPCR) or droplet digital PCR (ddPCR), as they allow monitoring of the dynamics of target species in the 
environment26,30–33. Droplet digital PCR is a relatively new technology and is considered advantageous over the 
more traditional qPCR since it allows absolute quantification of target DNA without the need for standards and 
is less susceptible to inhibitors34–36. qPCR assay for detection of Saprolegnia parasitica was recently reported, but 
it has very low specificity37, leaving the need for development of more specific and effective detection methods. 
Further, ddPCR has been used for the detection and quantification of several oomycete plant pathogens such as 
Aphanomyces euteiches38, Phytophthora infestans39 and P. nicotianae30, while no ddPCR protocols have yet been 
established for oomycete pathogens of animals, including S. parasitica.

To improve the knowledge on environmental factors that might influence the distribution and abundance of 
S. parasitica in the environment, in the scope of this study we have: (i) developed S. parasitica-specific ddPCR 
assay; (ii) analysed the effect of different physico-chemical parameters of water on the presence and load of S. 
parasitica in the natural environment; and (iii) analysed the effect of host health status on the S. parasitica load.

Results
ddPCR assay for the detection of Saprolegnia parasitica.  The assay was developed to target the inter-
nal transcribed spacer region 2 (ITS 2), a common marker sequence for S. parasitica and other oomycetes40–42 
(Fig. 1a). The primer pair 333F and 580R was designed to be S. parasitica-specific (Fig. 1b), which was con-
firmed in silico using the Primer-BLAST tool43 and in vitro using gDNA from S. parasitica and closely related 
non-target species (Table 1). Four different S. parasitica isolates yielded > 10,000 ITS copies per ng gDNA, while 
gDNA from non-S. parasitica oomycetes, including the closely related species S. diclina and S. ferax, and trout/
crayfish gDNA did not yield positive droplets. Saprolegnia sp. 1 gDNA was the only exception and yielded ~ 6 
ITS copies per ng gDNA. In addition, the sensitivity of the assay was tested using a dilution series of S. parasitica 
gDNA (Fig. 2). The limit of detection (LOD), i.e. the lowest concentration of pathogen DNA that could be reli-
ably detected with the developed assay conditions, was estimated to be 14 fg S. parasitica gDNA per reaction 
(with 91.3% confidence level).

Next, the applicability of the developed ddPCR assay for quantifying S. parasitica load in environmental DNA 
(eDNA) samples was demonstrated using trout eggs infected with S. parasitica in the laboratory. Swab samples 
taken from the infected eggs had a significantly higher S. parasitica load (average 6,195 ITS copies per ng of total 
eDNA, min = 63, max 18,148) than healthy eggs from the hatchery (average 1.5 ITS copies per ng of total eDNA, 
min = 0, max 7; Mann–Whitney U test, W = 0, p < 0.01) and healthy eggs used as negative controls in the infection 
trial (average 2.2 ITS copies per ng of total eDNA, min = 0, max 9; Mann–Whitney U test, W = 0, p = 0.01). No 
significant difference in S. parasitica load was found between the healthy eggs from the hatchery and the healthy 
eggs used as negative controls in the infection trial (Mann–Whitney U test, W = 12, p = 1).

Variations of Saprolegnia parasitica load in the environment.  We used the newly developed ddPCR 
assay to analyse the effect of water composition and health status of the host on S. parasitica load in water and on 
the skin surface of its fish hosts, respectively.

Effect of physico‑chemical parameters of water quality on Saprolegnia parasitica load in the 
water.  We collected water samples from stagnant and flowing water bodies in Croatia (Fig. 3, Supplementary 
Table S1) and S. parasitica was detected in 13 of 21 water samples (62%). The average S. parasitica load in water 
samples was 3.24 ITS copies per ng of total eDNA (min = 0, max 14). Physico-chemical analyses showed overall 
good quality of collected water samples, but some samples exceeded legal limits (Official Gazette, 96/2019): 
nitrates were elevated in 6 out of 21 samples (28.6%), ammonium in 2/21 (9.5%) and total phosphorus in 2/21 
(9.5%) (Supplementary Table S2).

Using the PLS-R modelling, we analysed the relationship between S. parasitica load (response variable, Y) and 
various physico-chemical parameters of the water (explanatory variables, X). As for the model quality indices 
R2X and R2Y in component 1, 35% of the variance in the set of explanatory variables (X) was used to explain 
37% of the variance for the response variable (Y). In component 2, 61% of the set of explanatory variables (X) 
was used to explain 41% of the response variable (Y). Q2, as a measure of goodness of prediction, showed that 
component 1 contributed 15% and component 2 contributed 5% to model quality. The relationship between 
blocks of predictor and response variables is visually represented in the form of a correlation radar (Fig. 4a), with 
positively correlated variables close together and negatively correlated ones far apart. Multivariate PLS-R analysis 
showed that Ca2+ (r = 0.56) and EC (r = 0.49) were the most important parameters that positively influenced the S. 
parasitica load in the water samples, followed by Na+ (r = 0.47), SO4

2− (r = 0.45), Cl− (r = 0.44) and NO3
− (r = 0.35), 

while the most pronounced negative correlation was found for F− (r = − 0.35), followed by COD (r = − 0.27), 
TOC (r = − 0.27), K+ (r = − 0.26), TP (r = − 0.23), NH4

+ (r = − 0.21) and pH (r = − 0.20) (Fig. 4a, Supplementary 
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Figure 1.   (a) Position of Saprolegnia parasitica-specific primers 333F and 580R in the internal transcribed 
spacer (ITS) region (including ITS 1, 5.8S rDNA, and ITS 2) between small subunit (SSU) and large subunit 
(LSU) rDNA. (b) Multiple sequence alignment (MSA) of primer sequences and ITS 2 segments of a range of 
Saprolegnia spp. and other oomycetes. Primer sequences are framed, with a degenerate position (A/G) in the 
primer 580F marked in bold. Nucleotides that differ between S. parasitica and other species within a particular 
MSA column are shaded in grey. Acc. No.—Genbank accession numbers.

Table 1.   Specificity of the assay. The S. parasitica isolates yielded > 10,000 ITS copies per ng of genomic DNA 
(marked with +), while the other tested species yielded no ITS copies (no positive droplets, marked with −), 
except for Saprolegnia sp. 1 (SAP-3) that yielded 6 ITS copies per ng of genomic DNA.

Species Isolate/code Amplification with primers 333F/580R Source/reference of the isolate/tissue

Saprolegnia parasitica BF1 + Pavić et al. 6

Saprolegnia parasitica BF2 + Pavić et al.6

Saprolegnia parasitica Z42 + Pavić et al.6

Saprolegnia parasitica Z46 + Pavić et al.6

Saprolegnia australis Z25 − Pavić et al.6

Saprolegnia delica BF5 − Pavić et al.6

Saprolegnia diclina SAP-1 − Provided by J. Diéguez-Uribeondo

Saprolegnia ferax Z106 − Pavić et al.6

Saprolegnia litoralis SAP-2 − Provided by J. Diéguez-Uribeondo

Saprolegnia sp. 1 SAP-3 − Provided by J. Diéguez-Uribeondo

Aphanomyces astaci PEC8 − Provided by F. Grandjean

Pythium sp. VU3 3 − Pavić et al.6

Oncorhynchus mykiss T-DNA − Provided by E. Teskeredžić

Pacifastacus leniusculus C-DNA − Provided by I. Maguire
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Figure 2.   Relation of ITS copy number determined by ddPCR and quantity of S. parasitica gDNA (in fg per 
reaction). Limit of detection (LOD) is marked by an arrow. Error bars represent standard deviation (n ≥ 3).

Figure 3.   Positions of 21 water sampling locations in Croatia. P—Pannonian region, D—Dinaric region, F—
lotic water system (flowing), S—lentic water system (stagnant). The map was generated using QGIS 3.10.7.
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Table S3). Ca2+, EC, Na+, SO4
2− and Cl− also had VIP values > 1, meaning that they are considered highly relevant 

in explaining the S. parasitica load in water and contribute significantly to the model44,45 (Fig. 4b).

Effect of host health status on Saprolegnia parasitica load on the trout skin.  We also inspected 
whether the health status of the trout host influences S. parasitica skin load. At the trout farms, we sampled ani-
mals (brown trout, Salmo trutta Linnaeus, 1758, and rainbow trout, Oncorhynchus mykiss Walbaum, 1792) that 
were apparently healthy as well as animals that had skin injuries, but without gross signs of saprolegniosis (Sup-
plementary Table S4). No significant differences in S. parasitica load were found between rainbow and brown 
trout (data not shown), and thus data from both species were pooled together in subsequent analyses. The results 
have shown that the health status of the host significantly influenced S. parasitica skin load, and swab samples 
of injured trout had significantly higher S. parasitica load (on average 9154 ITS copies per ng of total eDNA; 
min = 0, max 118,094) than the apparently healthy specimens (average 1.1 ITS copies per ng of total eDNA; 
min = 0, max 11; Mann–Whitney U test, W = 27, p < 0.001, Supplementary Table S4). Noteworthy is the fact that 
one fish with skin lesions (B10) was S. parasitica negative.

Figure 4.   (a) Correlation radar describing the relationship between S. parasitica load (response variable, Y, blue 
line) and the physico-chemical parameters of the water (explanatory variables, X, red lines). The percentages of 
variances in X and Y explained by each variable are indicated on the respective axes. (b) The variable importance 
in projection (VIPs) for explanatory variables of the first component (t1). VIPs > 1 indicate the explanatory 
variables that contribute most to the PLS model, while VIPs < 0.8 contribute little.
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Discussion
The developed S. parasitica-specific ddPCR assay is highly sensitive and allows absolute quantification of patho-
gen DNA in the environment, enabling for the first time rapid and simple monitoring of the pathogen. In this 
study, we have demonstrated its applicability in S. parasitica monitoring in the environment and in aquaculture. 
Most importantly, our results provide insights into the environmental factors that influence the abundance of 
the pathogen in different types of freshwater ecosystems.

We designed S. parasitica-specific primers targeting the ITS region of rDNA, a standard high copy number 
nuclear marker for oomycetes that is abundantly represented in DNA databases42,46,47. We maximised the specific-
ity of the assay by selecting S. parasitica-specific primer sequences from the regions of highest divergence with 
closely related Saprolegnia species and other oomycetes, and by using touchdown PCR. This is a step forward 
in comparison to the previously reported qPCR assay for the detection and quantification of S. parasitica37 that 
also targeted the ITS region, but with very low specificity: the specificity was tested with only two oomycete 
species, S. diclina and A. astaci, and the selected primers were not discriminatory for closely related species, i.e. 
the forward primer had the identical sequence to S. australis, S. delica, S. diclina, S. ferax and Saprolegnia sp. 
1 among many others, while the reverse primer differed from related species by only one or two bp. Our assay 
showed high discrimination between S. parasitica (> 10,000 copies per ng gDNA) and closely related species 
(no amplification). Only one closely related non-target species, Saprolegnia sp. 1 (one bp difference along the 
333F primer), was amplified but yielded only one positive droplet per reaction (or ~ 6 ITS copies per ng gDNA), 
which was considered a false positive. Saprolegnia sp. 1 was rarely detected during sampling at salmonid fish 
farms and hatcheries23,24, indicating a low risk of false positives in ddPCR monitoring of S. parasitica. Further-
more, the sensitivity of the ddPCR method developed here, with LOD of 14 fg S. parasitica gDNA per ddPCR 
reaction (~ 3 ITS copies), is high and comparable to or more sensitive than other published qPCR/ddPCR assays 
for oomycetes30,39,48. Although the ITS copy number per S. parasitica genome is not known, considering the 
S. parasitica genome size of 63 Mb49, 14 fg corresponds to about 0.2 genomic units and implies that the copy 
number of S. parasitica ITS should be about 10, at least for isolate BF1 used here. This is in line with available 
data for other oomycete species: the ITS copy number varies between several tens and several hundreds between 
different oomycete species, but also between different isolates of the same species30,38.

We used the developed assay as a non-invasive monitoring approach and showed that S. parasitica is ubiq-
uitous in the environment, as we detected it in a number of water samples (62% of analysed samples), on the 
surface of trout eggs and adult trout from aquaculture facilities, and on the surface of the crayfish exoskeleton in 
the wild (unpublished results for signal crayfish Pacifastacus leniusculus Dana, 1852 and narrow-clawed crayfish 
Pontastacus leptodactylus (Eschscholtz, 1823), previously reported as carriers/hosts of S. parasitica50,51). The 
developed method allowed us to gain insights into the ecology of the pathogen in relation to biotic and abiotic 
parameters in both wild populations and aquaculture. In aquaculture, for example, trout with injuries (i.e. skin 
lesions) had significantly higher S. parasitica skin loads than the healthy specimens. Saprolegnia parasitica was 
detected in 91% of swabs from injured fish, indicating that it is a dominant opportunistic skin pathogen of trout. 
Only one swab sample from trout with injuries (B10) was S. parasitica-negative, presumably because another 
pathogen has outcompeted S. parasitica. In contrast, S. parasitica was mostly not detected (or its load was low) 
in the skin swabs of apparently healthy adult trout and trout eggs. Overall, our results show that S. parasitica is 
ubiquitous in fresh waters (both in the water column and on the host surface) and can infect stressed, immuno-
compromised or injured host individuals at any time, as previously reported52,53.

By combining absolute quantification of the pathogen with the data on physico-chemical properties of natural 
waters, we found for the first time a correlation between S. parasitica load and some water parameters. The posi-
tive correlation was strongest for Ca2+ and EC, while the parameter with the strongest negative influence was 
F−. Calcium concentrations in water samples within our dataset ranged from 2.15 to 119.4 mg/L, with a median 
of 37.1 mg/L, which is higher than the global freshwater median of 4 mg/L54. Based on in vitro microbiological 
studies, calcium ions may positively influence the developmental stages and infection process of oomycetes11,17,55. 
For example, in S. parasitica, the number and length of long hooked hairs on cysts increased after the addition 
of 5550 mg/L CaCl2, enhancing the adhesion of cysts to the host surface11. Our results show for the first time 
that higher than average Ca2+ concentrations in surface waters, which are common in karst areas56, favour the 
growth/development of S. parasitica. This is in line with the above-mentioned in vitro studies showing the posi-
tive effect of (even) higher concentrations of calcium ions expected when the pathogen invades host tissues57,58.

In addition, electrical conductivity, which is related to the total ion content of the water and mainly to the 
sodium, chloride and calcium ions’ concentration, was found to correlate positively with S. parasitica load. 
Sodium chloride in high concentrations (> 1000 mg/L) is used as an effective and non-toxic method to control 
Saprolegnia sp. as it can reduce the vegetative growth of the pathogen and the formation, release and prolifera-
tion of sporangia59. In freshwater ecosystem sodium and chloride concentrations vary from country to country. 
For example, the range of groundwater limits set by European Union countries for chloride is between 24 and 
12,300 mg/L, while limits for sodium in drinking water are between 50 and 450 mg/L60. In our study, water 
samples with S. parasitica load > 5 ITS copies/ng had higher average chloride (40.2 mg/L) and sodium (1.3 mg/L) 
concentration than the water samples with lower S. parasitica load (17.9 and 0.6 mg/L, respectively). Our results 
thus suggest that moderate salt concentrations in natural waters may have a positive effect on S. parasitica, which 
is also consistent with the fact that sodium and chloride concentrations are higher in host tissues than in water61.

Fluoride concentration was the most important factor that negatively correlated with S. parasitica load in 
water, although it did not contribute significantly to the model (VIP < 1). It is known that excessive fluoride 
concentrations in the environment can affect microbial communities due to its negative effects on microbial 
physiology62,63. The World Health Organization (WHO) limit for fluoride concentrations in drinking water is 
1.5 mg/L, while fluoride concentrations in unpolluted freshwaters range from 0.01 to 0.3 mg/L64. In our dataset, 
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water samples with S. parasitica load > 5 ITS copies/ng had an average of 0.38 mg F−/L, compared to 0.47 mg/L in 
the water samples with lower S. parasitica loads. To our knowledge, there are no data on the toxicity of fluoride 
to oomycetes, but this result suggests an inhibitory effect of environmentally relevant fluoride concentrations on 
S. parasitica. However, further studies, including more extensive monitoring, are needed to confirm this since 
the negative correlation of fluorides and S. parasitica load in water was not significant in our study.

Overall, we have shown that the newly developed ddPCR method allows sensitive detection and quantifica-
tion of S. parasitica load in various environmental DNA samples and avoids the qualitative and labour-intensive 
cultivation used so far. The novel method could be used in salmonid aquaculture to monitor variations in S. 
parasitica loads in both skin/egg swabs and water. Currently, toxic antioomycetic chemicals are continuously used 
to prevent disease outbreaks, regardless of the actual load of the pathogen. If outbreaks could be predicted in a 
timely manner through ddPCR-based monitoring, the use of antioomycetic chemicals could be adjusted to the 
current pathogen load. In this way, both chemical pollution and pathogen transmission to downstream waters 
could be reduced. Here, we have used the developed method to gain new insights into the ecological require-
ments of the pathogen and provide a basis for identifying natural habitats at increased risk for outbreaks of S. 
parasitica. For example, environmentally relevant Ca2+ and EC levels were found to have a positive effect on S. 
parasitica load, while F− had a negative effect. However, more extensive field monitoring is needed to confirm 
and support our conclusions. In addition, laboratory experiments are needed to evaluate how the selected water 
parameters affect the virulence of the pathogen by examining various experimental endpoints such as sporula-
tion efficiency, zoospore germination, host mortality, etc.

Methods
Samples used for assay development and validation.  For the development of the assay (i.e. to ana-
lyse the sensitivity and specificity of the designed primers), we used mycelia from pure cultures of S. parasitica 
(positive control) and other oomycetes as well as tissue samples from known host/carrier species, namely the 
skin of healthy rainbow trout (Oncorhynchus mykiss) and the abdominal cuticle of the signal crayfish (Pacifasta-
cus leniusculus)50,53 (Table 1). Oomycete mycelia were grown in liquid glucose-yeast extract (GY) medium65 for 
two days at 18 °C, then washed with sterile distilled water and centrifuged at 10,000×g for 15 min6. The resulting 
pellets (approx. 30 mg wet weight per sample) were stored at − 20 °C until DNA extraction6.

For assay validation, we used environmental water samples collected at 21 different locations in Croatia (Fig. 3, 
Supplementary Table S1), as well as samples from aquaculture (trout farms), i.e. 45 swabs collected from trout 
skin and eggs (rainbow trout, O. mykiss, and brown trout, S. trutta) (Supplementary Table S4).

Water samples were collected in winter 2018/2019 (Supplementary Table S1, Fig. 3) into autoclaved polyeth-
ylene bottles washed three times with the water sample before filling and then kept in the dark and on ice during 
transport. Then, 500 mL of water per sampling location for determination of physico-chemical parameters of the 
water was freezed at − 20 °C, until the analyses of pH, electrical conductivity (EC), NH4

+, NO3
−, SO4

2−, F−, Cl−, 
Na+, K+, Mg2+, Ca2+, total organic carbon (TOC), total phosphorus (TP) and chemical oxygen demand (COD) 
(Supplementary Table S2 and Supplementary Methods). For DNA extraction, 2 L of the water per sampling 
location was filtered immediately upon return to the laboratory through a 3-branch stainless steel manifolds 
(Sartorius, Germany) using hydrophilic sterile polyethersulfone filters (d = 47 mm, pore size = 0.22 µm; Millipore 
Express® PLUS, Germany). Filters with the microbial biomass were stored at − 20 °C until DNA extraction.

Swab samples containing the epibiotic community of S. parasitica hosts (including S. parasitica, if present) 
were collected from adult trout (N = 30) and trout eggs (N = 15) sampled in four selected trout farms in Croatia: 
Gračani (with rainbow trout O. mykiss), Kostanjevac (with brown trout S. trutta), Radovan (O. mykiss) and 
Solin (O. mykiss), in winter 2018/2019 (Supplementary Table S1). After capture at the farm, each animal was 
transported separately in a plastic bag or container and taken directly to the laboratory, where swab samples 
were collected as described in Pavić et al.26.

Live, healthy, fertilised trout eggs were collected at trout farms. About 30–50 eggs were placed in a sterile 
50 mL Falcon tube filled with farm water and this constituted one sample. Since no S. parasitica-infected eggs 
were available at the trout farms at the time of sampling, some of the collected egg samples were infected with 
S. parasitica in the laboratory. A total of 15 egg samples were collected: five samples of healthy eggs analysed 
directly after collection at the farms, five samples of healthy eggs used as negative controls in a laboratory infec-
tion trial, and five egg samples infected with S. parasitica in the laboratory (Supplementary Table S4). Infection 
of the eggs with S. parasitica and collection of the epibiotic community from the surface of the eggs (infected and 
healthy) was performed according to Liu et al.66 with some modifications (details in Supplementary Methods).

No permissions were needed for the experimental work with trout eggs and adult trout performed within this 
study. Regarding the experimental infection of fertilized trout eggs with S. parasitica, no permission was needed 
since the infection experiment lasted up to 1 week post-fertilization. According to the EU Directive 2010/63/EU67 
on the protection of animals used for scientific purposes, the early life stages of vertebrates, including fish, are not 
protected as animals until being capable of independent feeding. For trout, the first independent feeding typically 
takes place about 8 weeks’ post-fertilization, and our experiment was terminated much earlier. Thus, the infec-
tion experiment does not fall into the regulatory frameworks dealing with animal experimentation (including 
ARRIVE guidelines). Regarding the adult trout, permissions were not needed to perform the sampling as animals 
were already dead at the beginning of sampling and were collected as a part of routine harvesting at the fish farms.

DNA extraction.  DNA from (i) pure culture oomycete mycelia (listed in Table 1), (ii) pellets of epibiotic 
communities from the surface of trout skin and eggs, and (iii) filters containing microbial communities from 
water was extracted using the NucleoSpin® Microbial DNA Kit (Macherey Nagel, Germany) according to the 
protocol provided by the manufacturer with minor modifications. Samples were lysed by shaking (medium 
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strength, 20 min) on a Vortex Mixer (Corning, USA) using Macherey Nagel Bead Tubes type B. DNA was eluted 
from the column using the initial 100 µL eluate for a second elution to increase DNA yield and concentration 
of the final sample. The NucleoSpin® Tissue Kit (Macherey Nagel, Germany) was used to extract genomic DNA 
from trout and crayfish, following the protocol provided. The quantity and quality of DNA samples was assessed 
by agarose gel electrophoresis and QuantiFluor ONE dsDNA Dye on a Quantus Fluorometer (Promega, Ger-
many).

Design of S. parasitica‑specific primers.  ITS sequences of S. parasitica and a number of Saprolegnia 
spp. and other oomycetes (Supplementary Table S5) were selected based on an available study on the molecular 
taxonomy of Saprolegnia42. Sequences were retrieved from the National Center for Biotechnology Information 
(NCBI) database using the Batch Entrez tool (https://​www.​ncbi.​nlm.​nih.​gov/​sites/​batch​entrez) and aligned using 
MAFFT68. Alignment was edited in SeaView69 and BioEdit70. Potential S. parasitica-specific primer sequences 
were selected after manual inspection of the alignment and positioned in the region of maximum divergence to 
other closely related Saprolegnia spp. (Fig. 1b): forward primer 333F (5’ CAA ACT TGT TTC ATT TCT TGA 
TTG GG 3’) and reverse primer 580R (5’ CCT TAC GTG CCY TGT ACT TTG 3’) amplifying a S. parasitica 
DNA segment of 247 bp.

Droplet digital polymerase chain reaction (ddPCR).  The ddPCR assay was performed using the 
QX200™ Droplet Digital™ PCR System (Bio-Rad, USA). Droplet digital PCR reactions and preparations were 
performed in a dedicated pre-PCR room and PCR hood, separated from both the DNA extraction room and the 
post-PCR room. Each reaction mixture contained 10 µL of 2 × QX200™ ddPCR™ EvaGreen® Supermix, 200 nM 
forward and reverse primers, DNA template (1 µL gDNA, 4 µL swab DNA and 8 µL filter DNA) and DNase/
RNase-free H2O in a total volume of 20 µL. These reaction mixtures were mixed with 70 µL of droplet generation 
oil and droplets were generated using the QX200™ droplet generator, and then transferred to 96-well PCR plates 
to perform PCR amplifications using the C1000 Touch Thermal Cycler.

Amplification conditions were developed starting with the melting temperatures (Tm, salt-adjusted) of the 
primers predicted using the OligoCalc tool (http://​bioto​ols.​nubic.​north​weste​rn.​edu/​Oligo​Calc.​html): 62 °C for 
333F and 60 to 61 °C for 580R. Thus, during the assay development, we have tested annealing temperatures of 
58 °C, 60 °C and 63 °C. Annealing at 60 °C gave optimal results with S. parasitica gDNA template, but at this 
temperature several related species also yielded some positive droplets (data not shown). Therefore, we adopted 
a touchdown cycling protocol starting with annealing at 63 °C and ending at 60 °C as follows: denaturation at 
95 °C for 5 min, followed by 15 cycles of 95 °C for 30 s and 63 °C for 1 min, followed by another 30 cycles of 95 °C 
for 30 s and 60 °C for 1 min. Finally, the signal stabilisation step was performed at 4 °C for 5 min and 90 °C for 
another 5 min, with a final hold at 4 °C.

After the PCR reaction, the droplets were checked for fluorescence using the QX200 Droplet Reader and the 
data were analysed using QuantaSoft™ version 1.7.4. Four positive controls (genomic DNA from S. parasitica 
pure culture) and one negative control (no template control, NTC) were included in the specificity and sensitiv-
ity assays, while one positive control and one NTC were used in the analyses of filters and swabs. Only samples 
with more than 10,000 droplets were used for the analysis. The limit of detection (LOD) of the ddPCR assay was 
determined using a serial fivefold dilution of S. parasitica gDNA, starting with a concentration of 0.06 ng/µL. 
Each dilution was tested in triplicate.

Next, we applied the developed S. parasitica ddPCR detection assay to analyse the pathogen load in environ-
mental DNA (eDNA) extracted from 21 water samples and 45 trout skin/egg biofilm samples (Supplementary 
Tables S1 and S2). To obtain a comparable quantification of S. parasitica between eDNA samples of different 
origin/type, the pathogen load was expressed as the number of S. parasitica ITS copies per ng of total eDNA.

Data analyses.  We analysed the effects of physico-chemical properties of water samples (as abiotic environ-
mental parameters) and health status of eggs and adult fish (as biotic parameters) on S. parasitica load, as listed 
in Table 2.

Partial least squares regression (PLS-R) approach was used to examine the effects of the water composition 
variables (explanatory variables, X) on the S. parasitica load expressed as the number of S. parasitica ITS cop-
ies per ng of total eDNA (response variable, Y). The PLS-R analyses were performed using XLSTAT version 
2021.3.1.1189 software for data analysis and visualisation (Addinsoft, Microsoft Excel).

Data on S. parasitica load in biofilm samples were tested for normality using the Shapiro–Wilk test. As they 
did not follow a normal distribution, non-parametric Mann–Whitney U test was used to examine correlations 
and differences in S. parasitica load between different sub-groups of biofilm samples. Tests were performed in R 
v. 3.2.0 (R Core Team, 2020), with significance level set at p = 0.05.

https://www.ncbi.nlm.nih.gov/sites/batchentrez
http://biotools.nubic.northwestern.edu/OligoCalc.html
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All data generated or analysed during this study are included in this published article and its Supplementary 
Information files.

Received: 21 April 2022; Accepted: 12 July 2022

References
	 1.	 Fisher, M. C. et al. Emerging fungal threats to animal, plant and ecosystem health. Nature 484, 186–194 (2012).
	 2.	 Phillips, A. J., Anderson, V. L., Robertson, E. J., Secombes, C. J. & van West, P. New insights into animal pathogenic oomycetes. 

Trends Microbiol. 16, 13–19 (2008).
	 3.	 van den Berg, A. H., McLaggan, D., Diéguez-Uribeondo, J. & van West, P. The impact of the water moulds Saprolegnia diclina and 

Saprolegnia parasitica on natural ecosystems and the aquaculture industry. Fungal Biol. Rev. 27, 33–42 (2013).
	 4.	 van West, P. Saprolegnia parasitica, an oomycete pathogen with a fishy appetite: New challenges for an old problem. Mycologist 20, 

99–104 (2006).
	 5.	 Hussein, M. M. A., Hatai, K. & Nomura, T. Saprolegniosis in salmonids and their eggs in Japan. J. Wildl. Dis. 37, 204–207 (2001).
	 6.	 Pavić, D. et al. Identification and molecular characterization of oomycete isolates from trout farms in Croatia, and their upstream 

and downstream water environments. Aquaculture 540, 736652 (2021).
	 7.	 Tedesco, P. et al. Evaluation of potential transfer of the pathogen Saprolegnia parasitica between farmed salmonids and wild fish. 

Pathogens 10, 926 (2021).
	 8.	 Diéguez-Uribeondo, J., Cerenius, L. & Söderhäll, K. Physiological characterization of Saprolegnia parasitica isolates from brown 

trout. Aquaculture 140, 247–257 (1996).
	 9.	 Ravasi, D., De Respinis, S. & Wahli, T. Multilocus sequence typing reveals clonality in Saprolegnia parasitica outbreaks. J. Fish Dis. 

41, 1653–1665 (2018).
	10.	 Bly, J. E., Lawson, L. A., Szalai, A. J. & Clem, L. W. Environmental factors affecting outbreaks of winter saprolegniosis in channel 

catfish, Ictalurus punctatus (Rafinesque). J. Fish Dis. 16, 541–549 (1993).
	11.	 Rezinciuc, S., Sandoval-Sierra, J. V., Ruiz-León, Y., Van West, P. & Diéguez-Uribeondo, J. Specialized attachment structure of the 

fish pathogenic oomycete Saprolegnia parasitica. PLoS ONE 13, 1–17 (2018).
	12.	 Tandel, R. S. et al. Morphological and molecular characterization of Saprolegnia spp. from Himalayan snow trout, Schizothorax 

richardsonii: A case study report. Aquaculture 531, 735824 (2021).
	13.	 Howe, G. E. & Stehly, G. R. Experimental infection of rainbow trout with Saprolegnia parasitica experimental infection of rainbow 

trout. J. Aquat. Anim. Health 10, 397–404 (1998).
	14.	 Dieguez-Uribeondo, J. Adaptation to parasitism of some animal pathogenic Saprolegniaceae. Comprehensive Summaries of Uppsala 

Dissertations from the Faculty of Science and Technology 122. Acta Universitatis Upsalienis (1995).
	15.	 Kitancharoen, N., Yuasa, K. & Hatai, K. Effects of pH and temperature on growth of Saprolegnia diclina and S. parasitica isolated 

from various sources. Mycoscience 37, 385–390 (1996).
	16.	 Meinelt, T. et al. Reduction in vegetative growth of the water mold Saprolegnia parasitica (Coker) by humic substance of different 

qualities. Aquat. Toxicol. 83, 93–103 (2007).
	17.	 Burr, A. W. & Beakes, G. W. Characterization of zoospore and cyst surface structure in saprophytic and fish pathogenic Saprolegnia 

species (oomycete fungal protists). Protoplasma 181, 142–163 (1994).
	18.	 Elameen, A. et al. Genetic analyses of saprolegnia strains isolated from salmonid fish of different geographic origin document the 

connection between pathogenicity and molecular diversity. J. Fungi 7, 1–13 (2021).
	19.	 Masigol, H. et al. Taxonomical and functional diversity of Saprolegniales in Anzali lagoon, Iran. Aquat. Ecol. 51, 323–336 (2020).
	20.	 Singer, D. et al. High-throughput sequencing reveals diverse oomycete communities in oligotrophic peat bog micro-habitat. Fungal 

Ecol. 23, 42–47 (2016).
	21.	 Hatai, K. & Hoshiai, G. Mass mortality in cultured coho salmon (Oncorhynchus kisutch) due to Saprolegnia parasitica Coker. J. 

Wildl. Dis. 28, 532–536 (1992).
	22.	 Sarowar, M. N., Cusack, R. & Duston, J. Saprolegnia molecular phylogeny among farmed teleosts in Nova Scotia, Canada. J. Fish 

Dis. 42, 1745–1760 (2019).
	23.	 Sakaguchi, S. O. et al. Molecular identification of water molds (oomycetes) associated with chum salmon eggs from hatcheries in 

Japan and possible sources of their infection. Aquac. Int. 27, 1739–1749 (2019).
	24.	 Sandoval-Sierra, J. V., Latif-Eugenin, F., Martín, M. P., Zaror, L. & Diéguez-Uribeondo, J. Saprolegnia species affecting the salmonid 

aquaculture in Chile and their associations with fish developmental stage. Aquaculture 434, 462–469 (2014).
	25.	 Amarasiri, M., Furukawa, T., Nakajima, F. & Sei, K. Pathogens and disease vectors/hosts monitoring in aquatic environments: 

Potential of using eDNA/eRNA based approach. Sci. Total Environ. 796, 148810 (2021).
	26.	 Pavić, D. et al. Non-destructive method for detecting Aphanomyces astaci, the causative agent of crayfish plague, on the individual 

level. J. Invertebr. Pathol. 169, 107274 (2020).

Table 2.   Analyses of the effect of different variables on S. parasitica load.

eDNA sample type for which the 
S. parasitica load was determined Variable

Number of analysed samples per 
variable Statistical analysis

Microbial community from water Physico-chemical properties of 
water samples

Values for the following param-
eters: pH, EC, NH4

+, NO3
−, SO4

2−, 
F−, Cl−, Na+, K+, Mg2+, Ca2+, TOC, 
TP and COD

21 sites Partial least squares regression 
(PLS-R)

Biofilm of trout eggs Health status S. parasitica infected or healthy

15 in total
5 laboratory infected
5 healthy infection trial neg. 
controls
5 healthy from the hatchery

Mann–Whitney U test

Biofilm of adult trout skin col-
lected at the fish farms Health status Injured or healthy

30 in total
17 injured
13 healthy

Mann–Whitney U test



10

Vol:.(1234567890)

Scientific Reports |        (2022) 12:16646  | https://doi.org/10.1038/s41598-022-16553-0

www.nature.com/scientificreports/

	27.	 Sapkota, R. & Nicolaisen, M. An improved high throughput sequencing method for studying oomycete communities. J. Microbiol. 
Methods 110, 33–39 (2015).

	28.	 Strand, D. A. et al. Monitoring a Norwegian freshwater crayfish tragedy: eDNA snapshots of invasion, infection and extinction. J. 
Appl. Ecol. 56, 1661–1673 (2019).

	29.	 Ghosh, S., Straus, D. L., Good, C. & Phuntumart, V. Development and comparison of loop-mediated isothermal amplification with 
quantitative PCR for the specific detection of Saprolegnia spp. PLoS ONE 16, 1–17 (2021).

	30.	 Blaya, J., Lloret, E., Santísima-Trinidad, A. B., Ros, M. & Pascual, J. A. Molecular methods (digital PCR and real-time PCR) for 
the quantification of low copy DNA of Phytophthora nicotianae in environmental samples. Pest Manag. Sci. 72, 747–753 (2016).

	31.	 Davison, P. I., Copp, G. H., Créach, V., Vilizzi, L. & Britton, J. R. Application of environmental DNA analysis to inform invasive 
fish eradication operations. Sci. Nat. 104, 1–7 (2017).

	32.	 Tuffs, S. & Oidtmann, B. A comparative study of molecular diagnostic methods designed to detect the crayfish plague pathogen, 
Aphanomyces astaci. Vet. Microbiol. 153, 343–353 (2011).

	33.	 Rusch, J. C. et al. Simultaneous detection of native and invasive crayfish and Aphanomyces astaci from environmental DNA samples 
in a wide range of habitats in Central Europe. NeoBiota 58, 1–32 (2020).

	34.	 Hindson, C. M. et al. Absolute quantification by droplet digital PCR versus analog real-time PCR. Nat. Methods 10, 1003–1005 
(2013).

	35.	 Hoshino, T. & Inagaki, F. Molecular quantification of environmental DNA using microfluidics and digital PCR. Syst. Appl. Microbiol. 
35, 390–395 (2012).

	36.	 Pinheiro, L. B. et al. Evaluation of a droplet digital polymerase chain reaction format for DNA copy number quantification. Anal. 
Chem. 84, 1003–1011 (2012).

	37.	 Rocchi, S. et al. Quantification of Saprolegnia parasitica in river water using real-time quantitative PCR: From massive fish mortality 
to tap drinking water. Int. J. Environ. Health Res. 27, 1–10 (2017).

	38.	 Gibert, S. et al. Risk assessment of Aphanomyces euteiches root rot disease: Quantification of low inoculum densities in field soils 
using droplet digital PCR. Eur. J. Plant Pathol. 161, 503–528 (2021).

	39.	 Ristaino, J. B., Saville, A. C., Paul, R., Cooper, D. C. & Wei, Q. Detection of Phytophthora infestans by loop-mediated isothermal 
amplification, real-time LAMP, and droplet digital PCR. Plant Dis. 104, 708–716 (2020).

	40.	 Lévesque, C. A. & De Cock, A. W. Molecular phylogeny and taxonomy of the genus Pythium. Mycol. Res. 108, 1363–1383 (2004).
	41.	 Oidtmann, B., Geiger, S., Steinbauer, P., Culas, A. & Hoffmann, R. W. Detection of Aphanomyces astaci in North American crayfish 

by polymerase chain reaction. Dis. Aquat. Organ. 72, 53–64 (2006).
	42.	 Sandoval-Sierra, J. V., Martín, M. P. & Diéguez-Uribeondo, J. Species identification in the genus Saprolegnia (Oomycetes): Defining 

DNA-based molecular operational taxonomic units. Fungal Biol. 118, 559–578 (2013).
	43.	 Ye, J. et al. Primer-BLAST: A tool to design target-specific primers for polymerase chain reaction. BMC Bioinform. 13, 1–11 (2012).
	44.	 Jain, P. et al. A multivariate approach to investigate the combined biological effects of multiple exposures. J. Epidemiol. Community 

Health 72, 564–571 (2018).
	45.	 Lew, S., Glińska-Lewczuk, K. & Lew, M. The effects of environmental parameters on the microbial activity in peat-bog lakes. PLoS 

ONE 14, e0224441 (2019).
	46.	 Montalva, C. et al. First report of Leptolegnia chapmanii (Peronosporomycetes: Saprolegniales) affecting mosquitoes in central 

Brazil. J. Invertebr. Pathol. 136, 109–116 (2016).
	47.	 Robideau, G. P. et al. DNA barcoding of oomycetes with cytochrome c oxidase subunit I and internal transcribed spacer. Mol. Ecol. 

Resour. 11, 1002–1011 (2011).
	48.	 Catal, M., Erler, F., Fulbright, D. W. & Adams, G. C. Real-time quantitative PCR assays for evaluation of soybean varieties for 

resistance to the stem and root rot pathogen Phytophthora sojae. Eur. J. Plant Pathol. 137, 859–869 (2013).
	49.	 Jiang, R. H. Y. et al. Distinctive expansion of potential virulence genes in the genome of the oomycete fish pathogen Saprolegnia 

parasitica. PLoS Genet. 9, e1003272 (2013).
	50.	 Dieguez-Uribeondo, J., Cerenius, L. & Soderhall, K. Saprolegnia parasitica and its virulence on three different species of freshwater 

crayfish. Aquaculture 120, 219–228 (1994).
	51.	 Söderhäll, K., Dick, M. W., Clark, G., Fürst, M. & Constantinescu, O. Isolation of Saprolegnia parasitica from the crayfish Astacus 

leptodactylus. Aquaculture 92, 121–125 (1991).
	52.	 Bly, J. E. et al. Winter saprolegniosis in channel catfish. Dis. Aquat. Organ. 13, 155–164 (1992).
	53.	 Gozlan, R. E. et al. Current ecological understanding of fungal-like pathogens of fish: What lies beneath?. Front. Microbiol. 5, 1–16 

(2014).
	54.	 Weyhenmeyer, G. A. et al. Widespread diminishing anthropogenic effects on calcium in freshwaters. Sci. Rep. 9, 1–10 (2019).
	55.	 Deacon, J. W. & Donaldson, S. P. Molecular recognition in the homing responses of zoosporic fungi, with special reference to 

Pythium and Phytophthora. Mycol. Res. 97, 1153–1171 (1993).
	56.	 Ford, D. C. & Williams, P. W. Karst Hydrogeology and Geomorphology (Wiley, 2007).
	57.	 Baldisserotto, B., Chowdhury, M. J. & Wood, C. M. Effects of dietary calcium and cadmium on cadmium accumulation, calcium 

and cadmium uptake from the water, and their interactions in juvenile rainbow trout. Aquat. Toxicol. 72, 99–117 (2005).
	58.	 Barszcz, A. A., Siemianowska, E., Sidoruk, M. & Skibniewska, K. A. Influence of farming technology on bioaccumulation of cal-

cium, magnesium and sodium in muscle tissue of rainbow trout (Oncorhynchus mykiss Walbaum). Environ. Prot. Nat. Resour. 25, 
15–19 (2014).

	59.	 Ali, E. H. Morphological and biochemical alterations of oomycete fish pathogen Saprolegnia parasitica as affected by salinity, 
ascorbic acid and their synergistic action. Mycopathologia 159, 231–243 (2005).

	60.	 Schuler, M. S. et al. Regulations are needed to protect freshwater ecosystems from salinization. Philos. Trans. R. Soc. B 374, 20180019 
(2019).

	61.	 Boisen, A. M. Z., Amstrup, J., Novak, I. & Grosell, M. Sodium and chloride transport in soft water and hard water acclimated 
zebrafish (Danio rerio). Biochim. Biophys. Acta 1618, 207–218 (2003).

	62.	 Marquis, R. E., Clock, S. A. & Mota-Meira, M. Fluoride and organic weak acids as modulators of microbial physiology. FEMS 
Microbiol. Rev. 26, 493–510 (2003).

	63.	 Mendes, G. et al. Biochar enhances Aspergillus niger rock phosphate solubilization by increasing organic acid production and 
alleviating fluoride toxicity. Appl. Environ. Microbiol. 80, 3081–3085 (2014).

	64.	 Camargo, J. A. Fluoride toxicity to aquatic organisms: A review. Chemosphere 50, 251–264 (2003).
	65.	 Min, H., Hatai, K. & Bai, S. Some inhibitory effects of chitosan on fish-pathogenic oomycete, Saprolegnia parasitica. Fish Pathol. 

29, 73–77 (1998).
	66.	 Liu, Y. et al. Deciphering microbial landscapes of fish eggs to mitigate emerging diseases. ISME J. 8, 2002–2014 (2014).
	67.	 ‘Directive 2010/63/EU of the European Parliament and of the Council on the protection of animals used for scientific purposes’. 

Off. J. Eur. Union L276, 33 (2010).
	68.	 Katoh, K. & Standley, D. M. MAFFT multiple sequence alignment software version 7: Improvements in performance and usability. 

Mol. Biol. Evol. 30, 772–780 (2013).
	69.	 Gouy, M., Guindon, S. & Gascuel, O. Sea view version 4: A multiplatform graphical user interface for sequence alignment and 

phylogenetic tree building. Mol. Biol. Evol. 27, 221–224 (2010).
	70.	 Hall, T., Biosciences, I. & Carlsbad, C. BioEdit: An important software for molecular biology. GERF Bull. Biosci. 2, 60–61 (2011).



11

Vol.:(0123456789)

Scientific Reports |        (2022) 12:16646  | https://doi.org/10.1038/s41598-022-16553-0

www.nature.com/scientificreports/

Acknowledgements
This study was financed by the project “Interactions of freshwater pathogenic oomycetes and the environment” 
(InteractOomyc, UIP-2017-05-6267), funded by the Croatian Science Foundation, and “ddPCR Grant challenge 
project”, funded by Labena Ltd., Ljubljana, Slovenia. The authors are thankful to Javier Díeguez-Uribeondo, 
Frederic Grandjean, Ivana Maguire, and Emin Teskeredžić for providing us the isolates and samples crucial for 
the assay development, to Lidija Šver and Tomislav Vladušić for help with the water sampling, and to Amalija 
Blagajac and Lucija Surać for help with physico-chemical analyses of water.

Author contributions
D.P.: Investigation, Formal analysis, Writing—Original Draft, Visualization. D.G.: Software, Formal analysis, 
Visualization, Project administration. S.H.: Methodology, Writing—Review & Editing. U.P.Z.: Methodology, Vali-
dation, Investigation. A.M.: Investigation. R.K.: Methodology. F.V.: Software, Formal analysis, Visualization. J.Ć.: 
Methodology, Investigation. Z.M.: Investigation. A.B.: Conceptualization, Resources, Writing—Review & Editing, 
Visualization, Supervision, Project administration, Funding acquisition. All authors reviewed the manuscript.

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-​022-​16553-0.

Correspondence and requests for materials should be addressed to A.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) 2022

https://doi.org/10.1038/s41598-022-16553-0
https://doi.org/10.1038/s41598-022-16553-0
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Tracing the oomycete pathogen Saprolegnia parasitica in aquaculture and the environment
	Results
	ddPCR assay for the detection of Saprolegnia parasitica. 
	Variations of Saprolegnia parasitica load in the environment. 
	Effect of physico-chemical parameters of water quality on Saprolegnia parasitica load in the water. 
	Effect of host health status on Saprolegnia parasitica load on the trout skin. 

	Discussion
	Methods
	Samples used for assay development and validation. 
	DNA extraction. 
	Design of S. parasitica-specific primers. 
	Droplet digital polymerase chain reaction (ddPCR). 
	Data analyses. 

	References
	Acknowledgements


