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A comparative study 
on eDNA‑based detection 
of Siamese bat catfish (Oreoglanis 
siamensis) in wet and dry 
conditions
Maslin Osathanunkul 1* & Chatmongkon Suwannapoom 2*

The use of environmental DNA (eDNA) analysis has demonstrated notable efficacy in detecting the 
existence of freshwater species, including those that are endangered or uncommon. This application 
holds significant potential for enhancing environmental monitoring and management efforts. 
However, the efficacy of eDNA‑based detection relies on several factors. In this study, we assessed 
the impact of rainfall on the detection of eDNA for the Siamese bat catfish (Oreoglanis siamensis). 
Quantitative polymerase chain reaction (qPCR) analysis indicated that samples from days with 
average rainfall exceeding 35 mm (classified as heavy and very heavy rain) yielded negative results. 
While eDNA detection remains feasible on light or moderate rainy days, a noteworthy reduction in 
eDNA concentration and qPCR‑positive likelihood was observed. Analysis across 12 sampling sites 
established a statistically significant negative relationship (p < 0.001) between eDNA detection 
and rainfall. Specifically, for each 1 mm increase in rainfall, there was an observed drop in eDNA 
concentration of 0.19 copies/mL (±0.14). The findings of this study provide definitive evidence that 
precipitation has a significant impact on the detection of eDNA in Siamese bat catfish. However, in the 
case of adverse weather conditions occurring on the day of sampling, our research indicates that it is 
acceptable to continue with the task, as long as the rainfall is not heavy or very heavy. To enhance the 
effectiveness of an eDNA survey, it is crucial to consider many factors related to climatic conditions. 
The aforementioned factor holds significant importance not only for the specific species under scrutiny 
but also for the broader dynamics of the climate.
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In recent years, environmental DNA (eDNA) detection has acquired popularity as a potent tool for surveying 
and monitoring biodiversity in diverse ecosystems. The eDNA technique requires the collection and analysis of 
genetic material shed by organisms into their surrounding environment, such as water or sediment. This genetic 
material can be extracted and examined to determine the presence of particular species or communities. In 
addition to its sensitivity, eDNA detection has also been shown to be more effective than traditional survey and 
monitoring approaches (e.g.,1–7). Traditional methods often rely on direct observation or trapping of organ-
isms, which can be time-consuming, labour-intensive, and may not capture the full range of species present in 
an ecosystem. In contrast, eDNA analysis can provide a comprehensive snapshot of biodiversity in a given area, 
allowing for a more accurate assessment of species richness and community composition. Initial investigations 
suggest that eDNA techniques have higher probability to detect rare  species8. eDNA has been found to provide a 
higher resolution for detecting species than conventional methods such as fyke net catches and  electrofishing5,6. 
In addition, eDNA analysis is a nondisruptive method which reduces the need for repeated visits and labour-
intensive sampling efforts associated with traditional  methods9–11. The cost-effectiveness of eDNA detection 
is particularly evident when examining a large number of sites, as eDNA sampling has lower field labour and 
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transportation costs compared to traditional  sampling12–14. Overall, the evidence suggests that eDNA detection 
is not only more sensitive but also more effective than traditional capture-based surveys.

Future use of eDNA detection is likely to increase as technology continues to advance, contributing to our 
understanding and management of the natural world. Nonetheless, a number of biotic and abiotic factors have 
been shown to influence the detection of eDNA. Biotic factors refer to the living organisms present in the envi-
ronment, while abiotic factors encompass the non-living components such as temperature, pH, salinity, and 
hydrological  processes15–20. Biotic factors include the presence of extracellular enzymes and microorganisms, 
which can influence eDNA  decay21. Additionally, factors like currents, temperature, and species abundance pat-
terns can influence both eDNA and visual  detection22.

Several studies have investigated the effect of rainfall on the detection of eDNA in diverse aquatic and terres-
trial environments. In aquatic systems, high water flow, heavy rain, clay particles, and water turbidity can reduce 
the likelihood of eDNA  detection23. Local factors like rainfall can affect the transport and detection of eDNA in 
rivers, potentially leading to variations in detection distance and  time15. Furthermore, climate data, including 
rainfall, are important in eDNA surveys and data interpretation as rainfall can dilute eDNA concentration and 
reduce detection probabilities, highlighting the need for repeated sampling and collection of abiotic variables 
like  rainfall24. Aucone et al.25 also observed a decrease in eDNA detection in relation to significant heavy rainfall. 
They suggest that rainfall can wash away eDNA present on vegetation surfaces, impacting surface detection and 
the transport and fate of eDNA on aboveground substrates. In addition, Villacorta-Rath et al.26 hypothesise that 
rainfall can affect the detectability of eDNA by increasing water flow and diluting it. According to Johnsen et al.23, 
high water flow, heavy rain, clay particles, and water turbidity can reduce the likelihood of eDNA detection. Inter-
estingly, rainfall has been found to limit the detection of airborne eDNA particles in terrestrial  environments27. 
In contrast, Staley et al.28 discovered that an extreme rainfall event altered the eDNA profiles of creek and beach 
sites, resulting in an increased diversity of mammal and bird eDNA sequences.

The focus here lies on the influence of rainfall amounts on the detection of environmental DNA (eDNA). 
Forecasting the occurrence of rain on the day of collecting an eDNA sample can be difficult. The sampling was 
frequently premeditated several months ahead of time and encompassed a substantial number of individuals. 
While previous research has shown that rainfall can impact the detection of environmental DNA (eDNA), our 
objective was to determine the threshold of rainfall intensity (ranging from trace to very heavy rain) at which 
eDNA detection would become unreliable, leading to unsuccessful sample collection.

Results
qPCR assay and inhibition test
Limit of detection (LOD), and the limit of quantification (LOQ) was calculated and found to be 5.75 copies/reac-
tions for both values. The Cq cut-off value for positive sample was 39 cycles. All qPCR results were reported into 
three categories which are (1) positive with quantifiable eDNA concentration, below limit of quantification (bq: 
Cq = 39.01–44.99), and non-detect (nd: Cq ≥ 45 or No amplification). All the assays without the internal control 
templates showed negative amplification. The average of ΔCq values from the internal controls of all samples 
were less than 3, which lower than the inhibition criteria (Cq shift of ≥ 3 cycles was an indication of inhibition). 
Therefore, PCR inhibition was not likely to occur in all samples.

Rainfall and eDNA detection
Surface waters at twelve sampling sites where presence of the target species known were collected on the day with 
rain and no rain at all. Rainfall occurred in the two to three days leading up to the rainy-day sampling, result-
ing in elevated water levels and increased turbidity on the day of sample collection. Furthermore, under typical 
sunny conditions, water samples exhibit clarity, but on rainy days, they manifest a murky brown appearance, 
posing challenges during the filtration process. Additionally, heightened water flow in the stream, as depicted 
in Supplementary Fig. 1, was observed during the rainy-day samplings. Despite the difficulty, 900 mL of water 
samples was filtered, the colour of filter papers was also found to be brown to dark brown comparing with light 
yellow when filtering on the non-rainy days (Supplementary Fig. 2). The DNA was extracted from the filtered 
papers and undergone the qPCR assay.

The presence of Siamese bat catfish eDNA was observed in the samples obtained during days without rainfall. 
The concentration of copies per millilitre at each site was documented and presented in Fig. 1 and Supplementary 
Table 1. Siamese bat catfish eDNA was discovered in all twelve collection sites on days without rainfall, exhibiting 
varying quantities. The concentration of eDNA at each sampling site remained consistent across the six non-
rainy days of sampling. The average concentration of eDNA was found to be 20.56 copies/mL (SD = 0.34), 17.66 
copies/mL (SD = 0.25), 2.45 copies/mL (SD = 1.00), 12.18 copies/mL (SD = 0.23), 1.39 copies/mL (SD = 0.29), 
1.36 copies/mL (SD = 0.48), 1.14 copies/mL (SD = 0.08), 2.26 copies/mL (SD = 0.11), 2.04 copies/mL (SD = 0.12), 
2.12 copies/mL (SD = 0.07), 2.15 copies/mL (SD = 0.08), and 4.15 copies/mL (SD = 0.11) for sites 1–12, respec-
tively. In contrast, the samples taken on days with heavy and very heavy rainfall did not provide any detection 
of Siamese bat catfish eDNA, even at the same places where positive results were obtained on non-rainy days 
(Fig. 1). It is worth noting that the eDNA of the Siamese bat catfish was measured in water samples obtained 
during days with moderate rainfall at certain locations (sites 1–4 and 12). The presence of eDNA was observed 
at all sample locations during days with light rain, with the exception of site 6 on the specified sampling date 
(Supplementary Table 1).

The analysis focused on examining the link between the occurrence of rainfall and the detection of eDNA 
across all twelve designated sampling sites. The findings depicted in Fig. 2A–L demonstrate a statistically signifi-
cant correlation between rainfall and eDNA detection (p < 0.0001). The largest coefficient of determination (R2) 
was observed at site 4, reaching a value of 0.98, while the least R2 was observed at site 10, with a value of 0.80. The 
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Figure 1.  eDNA concentration of Siamese bat catfish detected at each site on every sampling day, along with 
the corresponding rainfall data.

Figure 2.  Plotted data graphs obtained from regression analysis, which were used to assess the correlation 
between the concentration of eDNA measured in copies per millilitre (copies/mL) and the amount of rainfall 
recorded in millimetres (mm). The outcomes of site 1 to 12 are represented by the letters A to L, respectively. In 
each graph, a linear regression line has been incorporated, accompanied by the inclusion of a light grey stripe 
encircling the line, which represents the standard error of the estimate.
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study revealed a statistically significant inverse correlation, indicating that for each 1 mm rise in rainfall, there 
was a decrease of 0.19 copies/mL (± 0.14) in eDNA concentration (Supplementary Table 2).

Discussion
Rainfall and eDNA detection
The detection of eDNA is subject to the influence of both biotic and abiotic variables. Biotic factors pertain to 
the organisms that inhabit a given environment, whereas abiotic factors encompass the non-living constituents, 
including temperature, pH, salinity, and hydrological  processes15–20. The rainfall effect is the main focal factor in 
this study. Rainfall can have both direct and indirect effects on eDNA detection. One of the primary ways rainfall 
influences eDNA detection is through dilution. Heavy rainfall events can result in increased water volumes and 
subsequent dilution of eDNA present in the sampled environment. This dilution effect reduces the concentration 
of target DNA, potentially making it more challenging to detect low-abundance species or detectable genetic 
 signals29,30. Dilution effects can vary depending on the intensity and duration of the rainfall event, as well as the 
hydrological characteristics of the sampling site.

Rainfall also plays a role in the transport and dispersal of eDNA. During rainfall, water can carry eDNA 
through runoff and streams, causing the genetic material to be transported beyond the sampling area. This dis-
persion of eDNA can lead to a loss of localised genetic signals, making it more difficult to detect specific species 
or organisms of  interest16,31. Additionally, rainfall-induced dispersal can complicate the interpretation of eDNA 
results, as the detected DNA may originate from sources outside the immediate sampling site. The degradation of 
eDNA is another significant factor influenced by rainfall. Precipitation may introduce various agents into water 
samples that could impact DNA detection, though literature evaluating these dynamics is limited. Heavy rainfall 
can indirectly accelerate DNA degradation, reducing its detectability and potentially shortening its persistence in 
the  environment32. The extent of degradation depends on rainfall characteristics, environmental conditions, and 
the stability of the eDNA target region. Furthermore, rainfall can impact eDNA detection through the filtration 
and trapping methods used during sample collection. Heavy precipitation increases turbidity and particulate 
matter loading in aquatic ecosystems. This turbid water quality in turn causes the eDNA sampling filtrate to 
become laden with debris that can overwhelm filters, impeding their ability to effectively capture eDNA from 
water  samples33,34. Adjustments in sampling protocols, such as modifying filtration techniques or using alternative 
collection methods, may be necessary to mitigate the effects of rainfall on eDNA capture efficiency.

The results of this study, which used Siamese bat catfish as a model fish and collected samples in Thailand, 
show a strong negative relationship between the amount of eDNA found and the amount of rain. The eDNA of 
the target species was shown to be detectable on days with rainfall, but at a reduced concentration, as indicated 
in Fig. 1 and Supplementary Table 1. Nevertheless, the initial concentration of eDNA varied when sampling was 
conducted on non-rainy days, resulting in variations in the extent of reduction and detection efficacy across 
different categories of rainy days, such as light rain, moderate rain, and heavy rain. The majority of eDNA from 
Siamese bat catfish identified at the sampling sites exhibited modest concentrations, as outlined in the criteria 
described in the Methods section. The Siamese bat catfish exhibited a high concentration of eDNA at sampling 
sites 1, 2, and 4, whereas a moderate concentration was detected at sites 3 and 12. The study of correlations 
between locations reveals a strong association between the initial concentration of eDNA and the degree of 
rainfall. Specifically, the results indicate that a 1 mm increase in rainfall is associated with a reduction of around 
0.5 copies/mL of a high level of initial Siamese bat catfish eDNA (as shown in Supplementary Table 2). In contrast 
to the low and medium levels of initial eDNA, it has been observed that the measured eDNA decreases by up to 
0.14 copies/mL for every 1 mm increase in rainfall. When the results from all sites were combined, it was seen that 
there was a drop in eDNA concentration of 0.19 copies/mL (± 0.14) with every 1 mm increase in rainfall. This is 
believed to be an outcome of the phenomenon of rainfall dilution, as previously mentioned. Furthermore, it was 
discovered that water velocity at the sampling sites increased during rainy days, as depicted in Supplementary 
Fig. 1. Consequently, it is probable that the eDNA present at the sampling location was transferred downstream.

Recommendations for tropical eDNA studies
The prediction of rainfall, particularly in Thailand, is a significant challenge. In certain instances where sampling 
dates are fixed and non-negotiable, it may be prudent to take meteorological conditions into account. Based on 
the findings presented herein, it is reasonable to consider cancelling the sampling activity in the event of heavy 
or very heavy rainfall (rain more than 35 mm) on the designated date. In the event of a light rainfall and the 
availability of past eDNA data indicating moderate or high eDNA concentrations of the target species at the 
designated sites, it is feasible to proceed with the collection of water samples. In conclusion, it is imperative to 
acknowledge that the impact of precipitation on the detection of eDNA can exhibit variability across diverse 
ecosystems, species, and sampling methodologies. The complexity of this relationship is influenced by various 
factors, including the attributes of the target organism, rates of eDNA degradation, hydrological dynamics, and 
local patterns of rainfall. Hence, it is imperative to possess a thorough comprehension of these parameters in 
order to develop resilient eDNA sample techniques and appropriately interpret outcomes within the framework 
of rainfall effects.

Methods
Sampling sites and eDNA collection
The Mae Klang Phat and Mae Klang rivers in Doi Inthanon National Park, Chiang Mai, Thailand, were selected 
for field validation of the Siamese bat catfish (Oreoglanis siamensis Smith, 1993) eDNA assay. The current study 
evaluates rainfall effects across an appropriate subset of sites where Siamese bat catfish eDNA occurred based 
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on prior  data35 to examine the impact of rainfall intensity on the detection of Siamese bat catfish eDNA (Sup-
plementary Table 3).

Water samples were collected in triplicate (sample1–sample3) at the same location, on non-rainy days six 
times, and on rainy days, twelve times (Table 1). The samples were gathered in accordance with Rodpai et al.35, 
surface water samples were collected in sterile pails (each pail was disinfected with 10% bleach and then rinsed 
twice with distilled water). 300 mL of water sample were filtered in the field using Whatman glass fibre filters 
(pore size: 0.7 µm) in filter housings connected to BD Luer-LokTM 50 mL syringes. At each site, a multi-filter 
was collected (3 filters of 300 mL each or 9 filters of 100 mL each on rainy days), with a total of 900 mL of water 
used for filtration to constitute a single sample replicate. One negative field control of 900 mL  ddH2O was also 
filtered per location. At each location, this protocol was executed with 3 samples and 1 negative control and then 
filters were placed in 1.5 mL microcentrifuge containers using tweezers. To prevent cross-contamination, the 
tweezers were rinsed with 10% bleach and 70% ethanol, and the mitts were replaced between each sample. All 
cylinders were stored in a polystyrene box containing dry ice until they were transferred to − 20 °C.

eDNA extraction
Within 48 h after sampling, DNA was extracted using a DNeasy Blood and Tissue Kit (Qiagen, Hilden, Germany) 
with a slight modification to the protocol from the manufacturer’s following the Osathanunkul &  Minamoto29,30. 
Each extracted DNA sample was then treated with the OneStep PCR Inhibitor Removal Kit (Zymo Research) to 
remove potential PCR inhibitors prior stored at − 20 °C until further processing.

qPCR assay and sensitivity testing
All tissue samples of Siamese bat catfish were provided by the Department of Fisheries, Thailand. Total DNA was 
extracted from the tissue sample using the DNeasy Blood and Tissue Kit (Qiagen, Hilden, Germany). Extracted 
DNA was used as a template for assay validation. Species-specific primers for Siamese bat catfish (forward 
primer: 5′-CCT TGC AGG TGT ATC GTC TATTC-3′ and reverse primer: 5′-AGC TGC CAA GAC TGG TAG T-3′) 
and 5′-6-FAM labelled TaqMan® minor groove binding probe (5′-CCT CCA GCA ATT TCC CAA TAC CAA ACC-
3′) targeting a portion of the mitochondrial cytochrome oxidase I (COI) gene were designed using PRIMER 
EXPRESS 3.0 (Applied Biosystems-Roche, Branchburg, NJ) with total amplicon size of 160 bp (based on DNA 
sequences shown in Supplementary Table 4). Probe and primers were matched against the nucleotide database 
with BLASTn (Basic Local Alignment Search Tool) to confirm the species specificity for Siamese bat catfish. 
The primers were also validated on DNA of Siamese bat catfish, closely related fish species (Oreoglanis colurus 
Vidthayanon, Saenjundaeng & Ng, 2009 and Oreoglanis vicina Vidthayanon, Saenjundaeng & Ng, 2009) and 
co-occurring non-target species including Barbonymus gonionotus (Bleeker, 1849), Channa aurolineatus (Cuvier, 
1831), C. micropeltes (Cuvier, 1831), C. striata (Bloch, 1793), Chitala ornate (Gray, 1831), Garra cambodgiensis 
(Tirant, 1883), Hypsibarbus malcolmi (Smith, 1945), Labiobarbus siamensis (Sauvage, 1881), Pangasianodon 
gigas Chevey, 1931, P. hypophthalmus (Sauvage, 1878), Pangasius bocourti Sauvage, 1880, P. larnaudii Bocourt, 
1866, Probarbus jullieni Sauvage, 1880, and Puntioplites proctozysron (Bleeker, 1865) using conventional PCR 
amplification and visualisation on a 1.5% agarose gel stained with SYBR® Safe–DNA Gel Stain (Life Technologies).

Table 1.  Average rainfall of each sampling day. Rainfall was categorised into five categories according to Thai 
Meteorological Department criteria, as follows: (#) trace is when rainfall volume is less than 0.1 mm; (*) light 
rain is 0.1–10.0 mm; (**) moderate rain is 10.1–35.0 mm; (***) heavy rain is 35.1–90.0 mm; and (****) very 
heavy rain is when it exceeds 90.1 mm.

Sampling date Average rainfall (mm) Category

14 Dec 19 0 Non-rainy day 

10 Feb 20 0 Non-rainy day

28 Jun 20 37 Rainy day/heavy ***

9 Sep 20 46 Rainy day/heavy ***

4 Oct 20 4 Rainy day/light *

22 Nov 20 0 non-rainy day

6 Feb 21 0 non-rainy day

23 Mar 21 3 rainy day/light *

6 Apr 21 56 Rainy day/heavy ***

10 May 21 5 Rainy day/light *

28 Aug 21 18 rainy day/moderate **

19 Nov 21 0 non-rainy day

20 Feb 22 17 Rainy day/moderate **

2 Mar 22 0 non-rainy day

21 May 22 128 rainy day/very heavy ****

27 Aug 22 19 Rainy day/moderate **

10 Sep 22 88 Rainy day/heavy ***

1 Oct 22 76 Rainy day/heavy ***
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The qPCR assay was performed following the Osathanunkul &  Minamoto36,37. A qPCR reaction of 20 µL 
included: 10.0 µL of TaqMan Environmental Master Mix 2.0 (Thermo Fisher Scientific), 2.0 µL of DNA tem-
plate, 900 nM each of the F/R primers, and 125 nM of the probe. Reactions were run on a Qiagen Rotor gene Q 
thermal cycler with the following conditions: an initial step of 95 °C for 10 min, followed by 50 cycles of 95 °C 
for 15 s and 60 °C for 1 min. The standard curve for Siamese bat catfish was generated with serial dilutions series 
of synthesised target gene fragment standards (gBlocks™ Gene Fragments, IDT) with known copy numbers 
(150,000, 15,000, 1,500, 150, 15, and 1.5 copies per reaction with 12 technical replicates used for each of the 
dilution steps) as template for qPCR. The standard curve (y =  − 3.252x + 43.157; R2 = 0.99, efficiency = 103.00%) 
was generated using a 2 μL DNA template in a total reaction volume of 20 μL. All field samples were quantified 
in triplicate (three technical replicates). The average Cq across technical replicates was used for quantification. 
To determine an LOD and LOQ, curve-fitting model approach of Klymus et al.38 was used according to their 
published R script. As recommended by MIQE  guidelines39, a Cq cut-off value was used to distinguish a positive 
signal from background based on the LOD for the qPCR  assay40–42.

PCR inhibition test
The inhibition of the PCRs of water samples was performed as described in previous  study43. Primers and probe 
targeting the 16S rRNA of jellyfish species, Chiropsoides buitendijki, a marine species which does not inhabit 
the streams, were used to test for inhibition as internal controls (forward primer: 5′-CCC CAA TCG AAA TTA 
AGT TAGCC-3′; reverse primer: 5′-CAC AGG TAG AGT GGA GAA ATA GAG -3′; probe: 5′-FAM-GTG AAG ACG 
CAG CTT TGT CT-TAMRA-3′). The oligo synthesis of C. buitendijki (1.5 ×  102 copies) was added to the samples 
(gBlocks™ Gene Fragments, IDT). ΔCq or Cq shift of ≥ 3 cycles of the internal controls in the water sample from 
the IPC in negative controls indicates of  inhibition44.

Statistical analysis
Linear regression is employed to elucidate the correlation between the quantity of rainfall and the detection of 
eDNA at individual sampling sites. The studies were conducted via the linear regression function and visualised 
using the R programming language. The eDNA detected on days without rain, which will be referred to as the 
initial eDNA concentration in this investigation, was classified into three unique groups according to their levels 
of concentration: high (when eDNA concentration exceeded 10 copies/mL), moderate (when eDNA concentration 
ranged from 10 to 3.0 copies/mL), low (when eDNA concentration ranged from 2.99 to 1.0 copies/mL), and very 
low (when eDNA concentration was below 1.0 copies/mL). Consequently, three sites (1, 2, and 4) were classified 
as exhibiting high concentration, while two sites (3 and 12) were classified as displaying moderate concentra-
tion. The remaining sites were designated as having low concentrations. Furthermore, the Thai Meteorological 
Department employed a classification system to categorise rainfall into five distinct groups based on specific 
criteria. These categories are outlined as follows: The term "trace" is used to describe rainfall volume that is 
below 0.1 mm. Rainfall between 0.1 and 10.0 mm is classified as "light rain," while rainfall ranging from 10.1 to 
35.0 mm is classified as "moderate rain." "Heavy rain" refers to rainfall between 35.1 and 90.0 mm, while rainfall 
above 90.1 mm is referred to as "very heavy rain."
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in the ARRIVE guidelines.

Data accessibility
The datasets generated and/or analysed during the current study are available in the GenBank repository, [Acces-
sion Numbers were provided in Supplementary Table S4].

Received: 22 November 2023; Accepted: 2 April 2024

References
 1. Pilliod, D. S., Goldberg, C. S., Arkle, R. S. & Waits, L. P. Estimating occupancy and abundance of stream amphibians using environ-

mental DNA from filtered water samples. Can. J. Fish. Aquat. Sci. 8, 1123–1130. https:// doi. org/ 10. 1139/ cjfas- 2013- 0047 (2013).
 2. Biggs, J. et al. Using eDNA to develop a national citizen science-based monitoring programme for the great crested newt (Triturus 

cristatus). Biol. Conserv. 183, 19–28. https:// doi. org/ 10. 1016/j. biocon. 2014. 11. 029 (2015).
 3. Schneider, J. et al. Detection of invasive mosquito vectors using environmental DNA (eDNA) from water samples. PloS one 11, 

e0162493. https:// doi. org/ 10. 1371/ journ al. pone. 01624 93 (2016).
 4. Hinlo, R., Furlan, E., Suitor, L. & Gleeson, D. Environmental DNA monitoring and management of invasive fish: Comparison of 

eDNA and fyke netting. Manag. Biol. Invasions 8, 89–100. https:// doi. org/ 10. 3391/ mbi. 2017.8. 1. 09 (2017).
 5. Fernandez, S. et al. Environmental DNA for freshwater fish monitoring: Insights for conservation within a protected area. PeerJ 

6, e4486. https:// doi. org/ 10. 7717/ peerj. 4486 (2018).
 6. Weldon, L. et al. comparison of European eel Anguilla anguilla eDNA concentrations to fyke net catches in five Irish lakes. Envi-

ronmental DNA 2, 587–600. https:// doi. org/ 10. 1002/ edn3. 91 (2020).

https://doi.org/10.1139/cjfas-2013-0047
https://doi.org/10.1016/j.biocon.2014.11.029
https://doi.org/10.1371/journal.pone.0162493
https://doi.org/10.3391/mbi.2017.8.1.09
https://doi.org/10.7717/peerj.4486
https://doi.org/10.1002/edn3.91


7

Vol.:(0123456789)

Scientific Reports |         (2024) 14:8885  | https://doi.org/10.1038/s41598-024-58752-x

www.nature.com/scientificreports/

 7. Piggott, M. P., Banks, S. C., Broadhurst, B. T., Fulton, C. J. & Lintermans, M. Comparison of traditional and environmental DNA 
survey methods for detecting rare and abundant freshwater fish. Aquat. Conserv. Mar. Freshw. Ecosyst. 31, 173–184. https:// doi. 
org/ 10. 1002/ aqc. 3474 (2021).

 8. Blackman, R. C. et al. Mapping biodiversity hotspots of fish communities in subtropical streams through environmental DNA. 
Sci. Rep. 11, 10375. https:// doi. org/ 10. 1038/ s41598- 021- 89942-6 (2021).

 9. Hunter, M. E. et al. Environmental DNA (eDNA) sampling improves occurrence and detection estimates of invasive Burmese 
pythons. PLoS One 10, 1–17. https:// doi. org/ 10. 1371/ journ al. pone. 01216 55 (2015).

 10. Knudsen, S. W. et al. Species-specific detection and quantification of environmental DNA from marine fishes in the Baltic Sea. J. 
Exp. Mar. Biol. Ecol. 510, 31–45. https:// doi. org/ 10. 1016/j. jembe. 2018. 09. 004 (2019).

 11. Li, J. et al. Ground-truthing of a fish-based environmental DNA metabarcoding method for assessing the quality of lakes. J. Appl. 
Ecol. 56, 1232–1244. https:// doi. org/ 10. 1111/ 1365- 2664. 13352 (2019).

 12. Akre, T. S. et al. Concurrent visual encounter sampling validates eDNA selectivity and sensitivity for the endangered wood turtle 
(Glyptemys insculpta). PLoS One 14, 1–22. https:// doi. org/ 10. 1371/ journ al. pone. 02155 86 (2019).

 13. Miya, M. et al. MiFish, a set of universal PCR primers for metabarcoding environmental DNA from fishes: Detection of more than 
230 subtropical marine species. R. Soc. Open Sci. 2, 150088. https:// doi. org/ 10. 1098/ rsos. 150088 (2015).

 14 Stoeckle, B. C., Kuehn, R. & Geist, J. Environmental DNA as a monitoring tool for the endangered freshwater pearl mussel (Mar-
garitifera margaritifera L.): A substitute for classical monitoring approaches?. Aquat. Conserv. Mar. Freshw. 26, 1120–1129. https:// 
doi. org/ 10. 1002/ aqc. 2611 (2016).

 15. Deiner, K., Fronhofer, E. A., Mächler, E., Walser, J. C. & Altermatt, F. Environmental DNA reveals that rivers are conveyer belts of 
biodiversity information. Nat. Commun. 7, 12544. https:// doi. org/ 10. 1038/ ncomm s12544 (2016).

 16. Lacoursière-Roussel, A., Côté, G., Leclerc, V. & Bernatchez, L. Quantifying relative fish abundance with eDNA: A promising tool 
for fisheries management. J. Appl. Ecol. 53, 1148–1157. https:// doi. org/ 10. 1111/ 1365- 2664. 12598 (2016).

 17. Seymour, M. et al. Acidity promotes degradation of multi-species environmental DNA in lotic mesocosms. Commun. Biol. 1, 4. 
https:// doi. org/ 10. 1038/ s42003- 017- 0005-3 (2018).

 18. Marshall, N. T., Vanderploeg, H. A. & Chaganti, S. R. Environmental (e) RNA advances the reliability of eDNA by predicting its 
age. Sci. Rep. 11, 2769. https:// doi. org/ 10. 1038/ s41598- 021- 82205-4 (2021).

 19. Sengupta, S. et al. Circadian control of lung inflammation in influenza infection. Nat. Commun. 10, 4107. https:// doi. org/ 10. 1038/ 
s41467- 019- 11400-9 (2019).

 20. Danziger, O., Patel, R. S., DeGrace, E. J., Rosen, M. R. & Rosenberg, B. R. Inducible CRISPR activation screen for interferon-
stimulated genes identifies OAS1 as a SARS-CoV-2 restriction factor. PLOS Pathogens 18, e1010464. https:// doi. org/ 10. 1371/ journ 
al. ppat. 10104 64 (2022).

 21. Sassoubre, L. M., Yamahara, K. M., Gardner, L. D., Block, B. A. & Boehm, A. B. Quantification of environmental DNA (eDNA) 
shedding and decay rates for three marine fish. Environ. Sci. Technol. 50, 10456–10464. https:// doi. org/ 10. 1021/ acs. est. 6b031 14 
(2016).

 22. Port, J. et al. Assessing vertebrate biodiversity in a kelp forest ecosystem using environmental DNA. Mol. Ecol. 2, 527–541. https:// 
doi. org/ 10. 1111/ mec. 13481 (2015).

 23. Johnsen, S. I., Strand, D. A., Rusch, J. C. & Vrålstad, T. Environmental DNA (eDNA) monitoring of noble crayfish Astacus astacus 
in lentic environments offers reliable presence-absence surveillance–but fails to predict population density. Front. Environ. Sci. 8, 
612253. https:// doi. org/ 10. 3389/ fenvs. 2020. 612253 (2020).

 24. Chen, Y., Tournayre, O., Tian, H. & Lougheed, S. C. Assessing the breeding phenology of a threatened frog species using eDNA 
and automatic acoustic monitoring. PeerJ 11, e14679. https:// doi. org/ 10. 7717/ peerj. 14679 (2023).

 25 Aucone, E. et al. Drone-assisted collection of environmental DNA from tree branches for biodiversity monitoring. Sci. Robot. 8, 
eadd5762. https:// doi. org/ 10. 1126/ sciro botics. add57 62 (2023).

 26. Villacorta-Rath, C., Espinoza, T., Cockayne, B., Schaffer, J. & Burrows, D. Environmental DNA analysis confirms extant popula-
tions of the cryptic Irwin’s turtle within its historical range. BMC Ecol. Evol. 22, 1–14. https:// doi. org/ 10. 1186/ s12862- 022- 02009-6 
(2022).

 27. Johnson, M. D. et al. Environmental DNA metabarcoding from flowers reveals arthropod pollinators, plant pests, parasites, and 
potential predator–prey interactions while revealing more arthropod diversity than camera traps. Environ. DNA 5, 551–569. https:// 
doi. org/ 10. 1002/ edn3. 411 (2023).

 28. Staley, Z. R. et al. Fecal source tracking and eDNA profiling in an urban creek following an extreme rain event. Sci. Rep. 8, 14390. 
https:// doi. org/ 10. 1038/ s41598- 018- 32680-z (2018).

 29. Stat, M. et al. Ecosystem biomonitoring with eDNA: Metabarcoding across the tree of life in a tropical marine environment. Sci. 
Rep. 7, 12240. https:// doi. org/ 10. 1038/ s41598- 017- 12501-5 (2017).

 30. Bista, I. et al. Annual time-series analysis of aqueous eDNA reveals ecologically relevant dynamics of lake ecosystem biodiversity. 
Nat. Commun. 8, 14087. https:// doi. org/ 10. 1038/ ncomm s14087 (2017).

 31. Harper, L. R. et al. Prospects and challenges of environmental DNA (eDNA) monitoring in freshwater ponds. Hydrobiologia 826, 
25–41. https:// doi. org/ 10. 1007/ s10750- 018- 3750-5 (2019).

 32. Brinkman, T. J., Schwartz, M. K., Person, D. K., Pilgrim, K. L. & Hundertmark, K. J. Effects of time and rainfall on PCR success 
using DNA extracted from deer fecal pellets. Conserv. Genet. 11, 1547–1552. https:// doi. org/ 10. 1007/ s10592- 009- 9928-7 (2010).

 33. Jerde, C. L., Mahon, A. R., Chadderton, W. L. & Lodge, D. M. “Sight-unseen” detection of rare aquatic species using environmental 
DNA. Conserv. Lett. 4, 150–157. https:// doi. org/ 10. 1111/j. 1755- 263X. 2010. 00158.x (2011).

 34. Ficetola, G. F., Miaud, C., Pompanon, F. & Taberlet, P. Species detection using environmental DNA from water samples. Biol. Lett. 
4, 423–425. https:// doi. org/ 10. 1098/ rsbl. 2008. 0118 (2008).

 35. Rodpai, T., Suwannapoom, C. & Osathanunkul, M. Detection of the endangered siamese bat catfish (Oreoglanis siamensis Smith 
1993) in Doi Inthanon national park using environmental DNA. Animals 13, 538. https:// doi. org/ 10. 3390/ ani13 030538 (2023).

 36. Osathanunkul, M. & Minamoto, T. A molecular survey based on eDNA to assess the presence of a clown featherback (Chitala 
ornata) in a confined environment. PeerJ 8, e10338. https:// doi. org/ 10. 7717/ peerj. 10338 (2020).

 37. Osathanunkul, M. & Minamoto, T. eDNA-based detection of a vulnerable crocodile newt (Tylototriton uyenoi) to influence govern-
ment policy and raise public awareness. Divers. Distrib. 27, 1958–1965. https:// doi. org/ 10. 1111/ ddi. 13236 (2021).

 38. Klymus, K. E. et al. Reporting the limits of detection and quantification for environmental DNA assays. Environ. DNA 2, 271–282. 
https:// doi. org/ 10. 1002/ edn3. 29 (2020).

 39. Bustin, S. A. et al. The MIQE guidelines: Minimum information for publication of quantitative real-time PCR experiments. Clin. 
Chem. 55, 611–622. https:// doi. org/ 10. 1373/ clinc hem. 2008. 112797 (2009).

 40. Hobbs, C. A. D., Potts, R. W. A., Bjerregaard Walsh, M., Usher, J. & Griffiths, A. M. Using DNA barcoding to investigate patterns 
of species utilisation in UK shark products reveals threatened species on sale. Sci. Rep. 9, 1028. https:// doi. org/ 10. 1038/ s41598- 
018- 38270-3 (2019).

 41. Mauvisseau, Q. et al. Influence of accuracy, repeatability and detection probability in the reliability of species-specific eDNA based 
approaches. Sci. Rep. 9, 580. https:// doi. org/ 10. 1038/ s41598- 018- 37001-y (2019).

 42. Agersnap, S. et al. Monitoring of noble, signal and narrow-clawed crayfish using environmental DNA from freshwater samples. 
PLoS ONE 12, e0179261. https:// doi. org/ 10. 1371/ journ al. pone. 01792 61 (2017).

https://doi.org/10.1002/aqc.3474
https://doi.org/10.1002/aqc.3474
https://doi.org/10.1038/s41598-021-89942-6
https://doi.org/10.1371/journal.pone.0121655
https://doi.org/10.1016/j.jembe.2018.09.004
https://doi.org/10.1111/1365-2664.13352
https://doi.org/10.1371/journal.pone.0215586
https://doi.org/10.1098/rsos.150088
https://doi.org/10.1002/aqc.2611
https://doi.org/10.1002/aqc.2611
https://doi.org/10.1038/ncomms12544
https://doi.org/10.1111/1365-2664.12598
https://doi.org/10.1038/s42003-017-0005-3
https://doi.org/10.1038/s41598-021-82205-4
https://doi.org/10.1038/s41467-019-11400-9
https://doi.org/10.1038/s41467-019-11400-9
https://doi.org/10.1371/journal.ppat.1010464
https://doi.org/10.1371/journal.ppat.1010464
https://doi.org/10.1021/acs.est.6b03114
https://doi.org/10.1111/mec.13481
https://doi.org/10.1111/mec.13481
https://doi.org/10.3389/fenvs.2020.612253
https://doi.org/10.7717/peerj.14679
https://doi.org/10.1126/scirobotics.add5762
https://doi.org/10.1186/s12862-022-02009-6
https://doi.org/10.1002/edn3.411
https://doi.org/10.1002/edn3.411
https://doi.org/10.1038/s41598-018-32680-z
https://doi.org/10.1038/s41598-017-12501-5
https://doi.org/10.1038/ncomms14087
https://doi.org/10.1007/s10750-018-3750-5
https://doi.org/10.1007/s10592-009-9928-7
https://doi.org/10.1111/j.1755-263X.2010.00158.x
https://doi.org/10.1098/rsbl.2008.0118
https://doi.org/10.3390/ani13030538
https://doi.org/10.7717/peerj.10338
https://doi.org/10.1111/ddi.13236
https://doi.org/10.1002/edn3.29
https://doi.org/10.1373/clinchem.2008.112797
https://doi.org/10.1038/s41598-018-38270-3
https://doi.org/10.1038/s41598-018-38270-3
https://doi.org/10.1038/s41598-018-37001-y
https://doi.org/10.1371/journal.pone.0179261


8

Vol:.(1234567890)

Scientific Reports |         (2024) 14:8885  | https://doi.org/10.1038/s41598-024-58752-x

www.nature.com/scientificreports/

 43. Doi, H. et al. Detection of an endangered aquatic heteropteran using environmental DNA in a wetland ecosystem. R. Soc. Open 
Sci. 4, 170568. https:// doi. org/ 10. 1098/ rsos. 170568 (2017).

 44. Hartman, L. J., Coyne, S. R. & Norwood, D. A. Development of a novel internal positive control for Taqman® based assays. Mol. 
Cell. Probes 19, 51–59. https:// doi. org/ 10. 1016/j. mcp. 2004. 07. 006 (2005).

Acknowledgements
This research was partially supported by Chiang Mai University. We are thankful to the Department of Fisheries, 
for providing the tissue samples and the Doi Inthanon National Park, Chiang Mai, Thailand for providing rainfall 
statistics. We thank our students for helping with samplings. Our thanks also to the Thailand science research 
and innovation fund and the University of Phayao (Unit of Excellence 2024 on Integrative diversity assessment 
of aquatic animals from Thailand). We are grateful to Dr Lauren R. Clark for English editing.

Author contributions
M.O. conceived the project and designed the experiments. M.O. and C.S. collected samples. M.O. and C.S per-
formed the experiments and analysed the data. M.O. and C.S. participated in data interpretation, discussed the 
experiment, and revised the manuscript. M.O. wrote the draft manuscript. M.O. and C.S. prepared figures. All 
authors read and approved the final version of 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- 024- 58752-x.

Correspondence and requests for materials should be addressed to M.O. or C.S.

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) 2024

https://doi.org/10.1098/rsos.170568
https://doi.org/10.1016/j.mcp.2004.07.006
https://doi.org/10.1038/s41598-024-58752-x
https://doi.org/10.1038/s41598-024-58752-x
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	A comparative study on eDNA-based detection of Siamese bat catfish (Oreoglanis siamensis) in wet and dry conditions
	Results
	qPCR assay and inhibition test
	Rainfall and eDNA detection

	Discussion
	Rainfall and eDNA detection
	Recommendations for tropical eDNA studies

	Methods
	Sampling sites and eDNA collection
	eDNA extraction
	qPCR assay and sensitivity testing
	PCR inhibition test
	Statistical analysis

	Ethics statement
	References
	Acknowledgements


