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Abstract: Extracellular DNA (exDNA) pool in aquatic environments is a valuable source for
biomonitoring and bioassessment. However, degradation under particular environmental conditions
can hamper exDNA detectability over time. In this study, we analyzed how different biotic and abiotic
factors affect the degradation rate of extracellular environmental DNA using 16S rDNA sequences
extracted from the sediment of a eutrophic lake and Anabaena variabilis cultured in the laboratory.
We exposed the extracted exDNA to different levels of temperature, light, pH, and bacterial activity,
and quantitatively analyzed the concentration of exDNA during 4 days. The solution containing
bacteria for microbial activity treatment was obtained from the lake sediment using four consecutive
steps of filtration; two mesh filters (100 µm and 60 µm mesh) and two glass fiber filters (2.7 µm
and 1.2 µm pore-sized). We found that temperature individually and in combination with bacterial
abundance had significant positive effects on the degradation of exDNA. The highest degradation
rate was observed in samples exposed to high microbial activity, where exDNA was completely
degraded within 1 day at a rate of 3.27 day−1. Light intensity and pH had no significant effects on
degradation rate of exDNA. Our results indicate that degradation of exDNA in freshwater ecosystems
is driven by the combination of both biotic and abiotic factors and it may occur very fast under
particular conditions.

Keywords: extracellular DNA; degradation; biomonitoring; freshwater environment; microbial
activity; temperature; light; pH

1. Introduction

A variety of organisms release their genetic material into the environment, which can be collected
and analyzed to identify the presence and distribution of target organisms [1–3]. This genetic material
is collectively termed environmental DNA (eDNA), whose detection allows us to trace the habitat
use, selection, and occupancy of specific organisms [4–6]. Using water or sediment samples as
eDNA sources, eDNA-based identification by molecular approach has shown potential to replace the
traditional methods of biomonitoring and bioassessment in terms of improving the detectability of
aquatic species [7–9].

Total eDNA consists of intracellular DNA (iDNA), which is contained in living cells or organisms,
and extracellular DNA (exDNA), which is released because of cell lysis and death [10,11]. Even though
iDNA and exDNA are simply distinguished based on whether the eDNA is located inside or outside
cells at a given time, the fate of these two types of eDNAs can differ significantly. In the case of exDNA,
the lack of a living cell to produce energy and support DNA replication, synthesis, and repair makes
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it more vulnerable to environmental influences [12]. Moreover, exDNA can be used by bacteria for
natural transformation (e.g., horizontal gene transfer, HGT), and also as a nutrient source and biofilm
matrix component [13–15].

The higher bacterial abundance in the sediment than in the water column [16–18] indicates that
exDNA may be susceptible to potential biotic decay over time in natural ecosystem. The bacterial
abundance found in the lakes of other studies ranged from 107–109 cells/g of wet sediment [17,19].
Accumulation of exDNA in the sediment provides nutrient sources to microbial community [11,20–22].
The sediment provides adsorbent properties via clay and humic acids binding to the exDNA for
resistance against nucleases, and confers long persistence in the sediment [22]. The dissolved
extracellular DNA (dDNA) collected from a stratified lake were found to persist longer in deeper water
than in surface water, suggesting that dDNA can persist without degradation in the hypolimnion
area and might be important as a genetic pool for natural transformation [23]. The released exDNA
by aquatic organisms may be transported even deeper to be finally settled down with the sediment.
This may explain why detection of DNA isolated from the sediment was often reported to be higher
than those extracted from water samples [24,25].

The persistence of exDNA in the environment depends on various factors. It has been shown that
sediment-associated exDNA persistence is affected by the interaction with environmental conditions in
marine ecosystems [26]. Another study analyzed eDNA function through HGT and compared exDNA
and iDNA persistence from both sediment and water samples. It was shown that exDNA persistence
in the sediment is not just a by-product of iDNA conversion, but it is affected by environmental factors
that may alter its stability [27]. Indeed, detectability of eDNA recovered from several aquatic organisms
seems to vary with different environmental conditions. For instance, common carp was detected for
approximately 4 days [28], bullfrog for 54 days [29], and bighead carp and silver carp for 14 days [30]
using methods to assess iDNA fragments. Among other parameters tested, temperature and microbial
activity were considered the main factors underlying eDNA degradation over time [28–31]. Acidity
(pH) was also found to have a significant influence on eDNA degradation while light intensity seemed
to play a minor role [29,32–34]. However, the interaction between various environmental parameters
cannot be avoided in a real ecosystem, and might likely influence eDNA degradation depending on
the parameter levels and interacting factors [29,35].

To our knowledge, previous studies were limited to the detection or degradation of exDNA
pools in marine environments, evaluation of factors that contribute to the genetic composition, and
characterization of taxa detected in field samples [26,36,37]. Moreover, although different environmental
factors have been found to influence iDNA, the extent to which these factors affect the degradation of
exDNA recovered from freshwater ecosystems remains unclear. For a better understanding which
factors limit the detection of exDNA in freshwater environment, this study aimed to assess the effects of
different environmental factors on the degradation rates of exDNA extracted from freshwater sediment
samples. Therefore, we evaluated the effects of temperature, light intensity, pH, and microbial activity
on exDNA detection and degradation rates over time. Based on the parameters, we hypothesized
that degradation of exDNA occur rapidly in the lake sediment where microbial activity promoted by
temperature is a main driving force. We also predicted that pH and light intensity might positively
affect exDNA degradation when interacting with other factors. The findings of this study will provide
new insights on exDNA degradation in freshwater environment such as eutrophic lake sediment,
which could be useful for exDNA detection in the future studies.

2. Materials and Methods

2.1. Preparation of Extracellular eDNA Source

The sampling site was located at the littoral zone of a shallow eutrophic lake, Seoul, Korea
(37◦32′22′′ N, 127◦04′36′′ E). The sediment samples were collected using a Petersen Grab Sampler
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(Q.T. Technology, Seoul, Korea), placed in a container and transported to the laboratory within 30 min,
where they were used to isolate microorganisms and extract exDNA.

For exDNA extraction, a bulk of sediment samples taken from multiple grab samplings were
combined and divided into equivalent 0.5 g aliquots and placed in NucleoSpin® Bead Tube Type A,
which contained ceramic beads included in NucleoSpin Soil Kit (Macherey-Nagel, Düren, Germany).
This resulted in 87 sediment subsamples, which were used for exDNA extraction, following the
bead-beating mechanical lysis and column-based DNA purification according to the extraction kit
protocol [38,39]. The final elution of eDNA from the column was performed with 60 µL of elution buffer
for each sample. Each aliquot of extracted exDNA was combined before determining the concentration.

We determined the concentration of exDNA extracted from sediment samples using a NanoDrop™
UV-Vis Spectrophotometer (Thermo Fisher Scientific, Waltham, MA, USA). Based on this first
quantification, we detected that the total exDNA recovered from lake sediment would not be enough for
the whole set of experiments. Therefore, we extracted exDNA from cyanobacteria, Anabaena variabilis
AG-100064 (Korean Collection for Type Cultures, the Republic of Korea) to obtain additional DNA.
The extraction of cyanobacterial DNA was performed using the same kit and methods described for the
sediment samples. Then, we combined the DNA sample extracted from A. variabilis with previously
extracted sediment DNA samples in a 1:1 ratio.

2.2. Preparation of Microbial Solution

We prepared bacterial solution by processing the same sediment samples of our extracted exDNA
to observe the degradation by bacteria that naturally attached onto the target exDNA source. Sediment
samples were mixed with 200 mL distilled water and serially filtered to obtain microorganisms for the
microbial activity experiment. Through a consecutive filtration steps by using 100 µm and then 60 µm
mesh filters, 200 mL of solution containing microorganisms were obtained. Then, the solution was
divided into four 50 mL conical tubes in equivalent volume and centrifuged (Table Top Centrifuge
VS-5000i, Vision Scientific Co., Daejeon, Korea) at 1000 rpm for 30 min at 4 ◦C. Then, the supernatant
was discarded, distilled water was added up to the maximum volume of the 50-mL conical tubes
and the solution was centrifuged once again. To remove any small algae or protists, the solution was
consecutively filtered through 2.7-µm pore-sized GF/D and 1.2-µm pore-sized GF/C glass fiber filters
(Whatman, Product No.: 1822-047 and 1823-047, respectively). Then, the final bacterial solutions were
mixed together and divided into 3 tubes of equal volume representing different temperatures. Each
sample was maintained according to its respective temperature (5 ◦C, 25 ◦C, or 35 ◦C) in a refrigerator or
temperature-controlled incubators (Vision Scientific, VS-1203P4S, Daejeon, Korea) in the dark. Bacterial
abundance in the solutions was 1.6 ± 0.12 × 107 cells/mL or 3.2 ± 0.12 × 109 cells/g of wet sediment,
when counted using an epifluorescence microscope (Zeiss Axiostar plus, HBO 50/AC, Jena, Germany)
after 4′6-diamidino-2-phenylindole (DAPI) staining protocol [40].

2.3. Experimental Setup

2.3.1. Temperature Effect

We prepared 96-well microplates to expose exDNA samples to different temperatures (5 ◦C as
control, 15 ◦C, 25 ◦C, and 35 ◦C), which were selected based on temperatures previously reported to be
associated with DNA persistence and degradation [30,31] (Table 1). Each microplate well contained
50 µL of nuclease-free water and 50 µL of exDNA sample, making a total volume of 100 µL per
treatment sample (n = 12). Experiments were run in triplicate. All samples were incubated for 4 days
in the temperature-controlled incubators in the dark. A tray filled with distilled water was put in the
incubators to avoid the evaporative loss of samples. An aliquot of 4 µL was taken from each treatment
at 0, 24, 48, 72, and 96 h and used to quantify DNA using qPCR.
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Table 1. The summary of the treatments and their interacting factors. Other treatments than light
intensity were conducted in the dark and all treatments were run separately in triplicate over the 4 days.

Treatment Levels Interacting Factors

Temperature

5 ◦C
15 ◦C
25 ◦C
35 ◦C

None

Bacterial activity

No Bacteria
1.6 ± 0.12 × 107 cells/mL (100 fold)

1.6 ± 0.12 × 105 cells/mL (10−2 fold)
1.6 ± 0.12 × 102 cells/mL (10−5 fold)

Temperature
(5 ◦C, 25 ◦C, 35 ◦C)

pH
pH 4
pH 7

pH 10

Temperature
(5 ◦C, 35 ◦C)

Light intensity

Dark
20 µmol m−2 s−1

50 µmol m−2 s−1

100 µmol m−2 s−1

Temperature
(5 ◦C, 35 ◦C)

2.3.2. pH Effect

The effect of pH on exDNA degradation was assessed under three different pH levels (4, 7, and
10) to represent a range of acidic, neutral (control), and alkaline water in temperate freshwater systems
as suggested by Strickler et al. (2014). Acidic and alkaline conditions were adjusted with 1 M NaOH
and 1 M HCl to reach the desired pH, whereas distilled water was used as the neutral pH treatment.
To observe any combined effects of pH and temperature, we prepared two microplates containing each
pH treatment to be incubated separately at either 5 ◦C or 35 ◦C (Table 1). This was done because we
previously found that the lowest and the highest temperature had the most pronounced effects on
exDNA persistence during the temperature experiment. In each microplate well, we added 50 µL of
exDNA sample mixed with 50 µL of each solution at the desired pH, making a total volume of 100 µL
per treatment sample. Each sample was assessed in triplicate (n = 18). An aliquot of 4 µL was taken
from each treatment at 0, 24, 48, 72, and 96 h and used to quantify DNA using qPCR.

2.3.3. Light Effect

The effect of light on exDNA degradation was assessed under different light intensity levels (20, 50,
and 100 µmol m−2 s−1). One set of samples was kept in the dark as a control treatment. Fluorescence
light bulbs were set up in incubators to get desired light intensities, which were confirmed by a portable
hand-held Light Meter (Model LI-250A, LI-COR Biosciences, Lincoln, NE, USA). To observe any
combined effects of light and temperature, we prepared two microplates to be incubated at either
5 ◦C or 35 ◦C for each light intensity (Table 1). In each microplate well, we added 50 µL of exDNA
sample mixed with 50 µL of nuclease free water, making a total volume of 100 µL per treatment sample.
Each sample was assessed in triplicate (n = 24). An aliquot of 4 µL was taken from each treatment at 0,
24, 48, 72, and 96 h and used to quantify DNA using qPCR.

2.3.4. Microbial Effect

The effect of bacteria on exDNA degradation was assessed under three different temperatures (5 ◦C,
25 ◦C, and 35 ◦C). Each sample maintained in respective temperatures was treated with serial dilutions
(100, 10−2, and 10−5 fold) of solutions containing bacteria (average abundance: 1.6 ± 0.12 × 107 cells/mL,
or 3.2 ± 0.12 × 109 cells/g of wet sediment) sourced from the sediment samples. A control group in
which no bacteria was added was also assessed (Table 1). Each sample consisted of 50 µL of exDNA
mixed with 50 µL bacterial solutions per treatment (n = 36). An aliquot of 4 µL was taken from each
treatment at 0, 24, 48, 72, and 96 h and used to quantify DNA using qPCR.
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2.4. Quantification of exDNA

ExDNA was quantified in the samples by qPCR using primers designed to detect
cyanobacterial 16S rDNA sequences [41]: forward, 5′-CGGACGGGTGAGTAACGCGTG-3′, and
reverse, 5′-CCCATTGCGGAAAATTCCCC-3′. Assays were run in a Rotor-Gene Q 2plex (Qiagen,
Germantown, MD, USA). The PCR reaction mixture contained 10 µL of 2× Real-Time PCR Master Mix
(BioFACT™ A-Star 2× Real-Time PCR kit (Biofact Co., Daejeon, Korea)) which includes the SYBR®

green, each primer at a concentration of 1 pM, 2 µL of template DNA, and distilled water adjusted to
the final volume of 20 µL. The efficiency of qPCR was obtained at 99%. The qPCR reaction began with
an initial activation reaction of 15 min at 95 ◦C, followed by 35 cycles comprising 5–15 s at 95 ◦C, 10–15 s
at annealing temperature of 56 ◦C, 15–30 s at 72 ◦C. Then, final fluorescence was measured at 72 ◦C.
Melting curve analyses were used to assess primer dimers. Least-square linear regression analyses of
Ct values and gene copy numbers (NP) were calculated using the equation below (Equation (1)) [42]
to determine the sample concentrations based on standard curves, where NA is Avogadro constant,
MWbp is the average base pair molecular weight [43], and SP is the genome size:

NP =
NA

SP × MWbp × 106 (1)

Fragmentation below the length of PCR fragment (258 bp) limited DNA detection by qPCR
and indicated degradation. In this study, DNA degradation was defined by the decline of DNA
concentration from the initial concentration assigned in the treatments over the duration of the
experiment. DNA concentration was calculated as gene copy numbers using Ct values, which is
determined by the number of cycles required for the fluorescence signal to cross a threshold recognized
by the qPCR instrumentations. Since Ct levels are inversely proportional to the amount of target
nucleic acid in the sample [44], degradation of target sequence is observed when Ct levels are delayed
or below the adjusted threshold.

2.5. Statistical Analyses

All exDNA concentration data were analyzed to estimate any significant relationship between
treatments and exDNA amount detected over the duration of the experiment. We applied log (x + 1)
transformation to all exDNA data to achieve normality. One-way ANOVA was used to test for
differences in exDNA degradation rates among the different levels of temperature, light intensity, pH,
and microbial activity. The difference between samples was considered significant at p < 0.05.

We calculated the degradation rates of exDNA using the exponential decay model [N(t) = N0e−rt],
which represents our data decay pattern. This pattern is similar to those observed in other studies [29,45].
In the decay model, N(t) is the concentration of exDNA at time t, N0 is the initial concentration of
exDNA, and r is the degradation rate. All data obtained from the different treatments were fitted to
standard curves created using SigmaPlot® v. 10.0 (Systat Software Inc. (SSI), San Jose, CA, USA).
All statistical analyses were run using PASW® Statistic v. 18 (SPSS Inc., Chicago, IL, USA).

3. Results

3.1. Temperature Effect

The concentration of exDNA declined rapidly after day 1 at all temperatures. The highest
degradation rate (0.2547 ± 0.0536 day−1, p = 0.0177) was observed at 35 ◦C, in which approximately 60%
of exDNA was degraded by the end of the experiment (Table 2, Figure 1B). No significant degradation
was observed in control treatment (5 ◦C). There were statistically significant differences between
35 ◦C and other temperatures, including control (5 ◦C), starting at day 2 (F(3,8) = 15.75, p = 0.01)
(Figure 1A). The concentration of exDNA incubated at 25 ◦C was different from that of the control
treatment only at day 3 (F(3,8) = 14.66, p = 0.001). By the end of experiment, exDNA was degraded
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by up to 60% from the initial concentration in both 25 ◦C and 35 ◦C treatments. The remaining
exDNA concentrations in these treatments were significantly lower (4.56 ± 0.19 × 1011 copies/µg DNA,
p = 0.001, and 5.15 ± 0.38 × 1011 copies/µg DNA, p = 0.002, for 25 ◦C and 35 ◦C, respectively) than
those incubated at 5 ◦C and 15 ◦C at the end of the experiment (Figure 1B).

Table 2. Degradation rates of exDNA under different temperature treatments (5 ◦C, 15 ◦C, 25 ◦C, and
35 ◦C) during incubation for 4 days. Degradation rates were estimated by fitting the number of copies
of each set of DNA to an exponential decay curve. SE: standard error.

Temperature (◦C) Degradation Rate (r) (day−1) SE p-Value

5 0.0692 0.0298 0.0353

15 0.1201 0.0339 0.0383

25 0.1942 0.0599 0.0479

35 0.2547 0.0536 0.0177
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Figure 1. ExDNA concentration in samples exposed to different temperatures. (A) Changes in exDNA
concentration detected under different temperature treatments (5 ◦C, 15 ◦C, 25 ◦C, and 35 ◦C). (B) Total
exDNA degradation (%) at the end of the experiment (4 days). Different letters indicate statistically
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3.2. Microbial Effect

We found that higher bacterial abundance resulted in more degradation of exDNA, and
microorganism activity had an interaction with high temperature, which in concert strongly accelerated
the degradation to the level of the limit of detection as early as 24 h after incubation (Figure 2). The slowest
degradation was observed in samples exposed to microbial activity at 5 ◦C, where approximately 90%
of the initial exDNA remained by the end of experiment (Figure 2D). Bacterial treatments did not
significantly influence the degradation of exDNA concentration at this low temperature (F(3,20) = 1.542,
p = 0.234). On the other hand, when temperature was elevated to 25 ◦C, the undiluted bacterial solution
(1.6 ± 0.12 × 107 cells/mL) caused a rapid decline in exDNA after 2 days, from there on exDNA was not
detected anymore (Figure 2B). Similarly, the bacterial solution diluted by 10−2 (1.6 ± 0.12 × 105 cells/mL)
drastically reduced exDNA levels at day 3, reaching undetectable levels at the fourth day (Figure 2B).
The effect of microbial activity was further enhanced by high temperature, in which exDNA degradation
rate was the highest at 35 ◦C (Figure 2C). At this temperature, the undiluted bacterial treatment strongly
reduced exDNA during the first 24 h of experiment (Figure 2C, Table 3).
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Figure 2. ExDNA concentration in samples exposed to different bacterial abundance and temperatures.
(A–C) Changes in exDNA concentration detected under different bacterial treatments (no bacteria
added and diluted bacterial solutions by 100, 10−2, and 10−5-fold) at different temperatures (5 ◦C, 25 ◦C,
and 35 ◦C). Average bacterial abundance before dilutions was 1.6 ± 0.12 × 107 cells/mL. (D–F) Total
exDNA degradation (%) at the end of the experiments (4 days). NO BAC: no bacteria added. Different
letters indicate statistically significant differences defined by p < 0.05 between treatments. Error bars
represent the standard deviations among replicates within treatments.
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Table 3. Degradation rates of exDNA under different bacterial treatments at 35 ◦C during incubation
for 4 days. Three serial dilutions of 100, 10−2, 10−5 fold were made from the prepared bacterial solution.
Average bacterial abundance in solution before dilution was 1.6 ± 0.12 × 107 cells/mL. Degradation
rates were estimated by fitting the number of copies of each set of DNA to an exponential decay curve.
SE: standard error.

Dilution Factor Bacterial Concentration Degradation Rate (r) (day−1) SE p-Value

None 0 0.1297 0.0472 0.0709
100 1.6 ± 0.12 × 107 cells/mL 3.2706 0.2178 0.0006

10−2 1.6 ± 0.12 × 105 cells/mL 0.4112 0.0505 0.0039
10−5 1.6 ± 0.12 × 102 cells/mL 0.4513 0.0987 0.0196

3.3. Light Effect

The amount of exDNA declined within 1 day in all light treatments, probably because of the
bottle effect (i.e., adhesion) [46]. In all light treatments, there were no notable differences in the
degradation pattern during the first 3 days of experiment. We did not find any significant differences
in exDNA degradation among the different light intensity levels at 5 ◦C throughout the experimental
period, indicating a great persistence of exDNA under these conditions (Figure 3A,C). However, at the
end of the experiment at 35 ◦C, there was a significant difference in percentage of degraded exDNA
(F(3,8) = 4.075, p = 0.050) between samples kept in the dark and those exposed to 50 µmol m−2

·s−1

(Figure 3B,D). The lowest exDNA concentration was detected in the treatment of 50 µmol m−2 s−1

under 35 ◦C, with the amount of 32.9 ± 1.70 × 1011 copies/µg DNA on the last day (Figure 3B).
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Figure 3. ExDNA concentration in samples exposed to different light intensity levels and temperatures.
(A,B) Changes in exDNA concentration detected under different light treatments at different
temperatures (5 ◦C and 35 ◦C). (C,D) Total exDNA degradation (%) at the end of the experiments
(4 days). Different letters indicate statistically significant differences defined by p < 0.05 treatments
between treatments. Error bars represent the standard deviations among replicates within treatments.
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3.4. pH Effect

Different pH treatments had no significant effects on the degradation rate of exDNA (Figure 4).
The remaining exDNA concentration at the end of the experiment at both 5 ◦C (F (2,6) = 2.956, p = 0.128)
and 35 ◦C (F (2,6) = 0.365, p = 0.709) did not differ (Figure 4A,B) and showed long persistence at all pH
conditions. In terms of total degradation, we found that exDNA was more degraded at pH 10 than at
pH 7 when incubated at 5 ◦C (F (2,8) = 8.341, p = 0.019) (Figure 4C), in which 37% of the initial exDNA
was degraded.

Int. J. Environ. Res. Public Health 2019, 16, x 9 of 15 

 

3.4. pH Effect 

Different pH treatments had no significant effects on the degradation rate of exDNA (Figure 4). 
The remaining exDNA concentration at the end of the experiment at both 5 °C (F (2,6) = 2.956, p = 0.128) 
and 35 °C (F (2,6) = 0.365, p = 0.709) did not differ (Figure 4A,B) and showed long persistence at all pH 
conditions. In terms of total degradation, we found that exDNA was more degraded at pH 10 than at 
pH 7 when incubated at 5 °C (F (2,8) = 8.341, p = 0.019) (Figure 4C), in which 37% of the initial exDNA 
was degraded. 

 
Figure 4. ExDNA concentration in samples exposed to different pH levels combined and 
temperatures. (A,B) Changes in exDNA concentration detected under different pH levels at different 
temperatures (5 °C and 35 °C). (C,D) Total exDNA degradation (%) at the end of the experiments (4 
days). Different letters indicate statistically significant differences defined by p < 0.05 between 
treatments. Error bars represent the standard deviations among replicates within treatments. 

4. Discussion 

This study evaluated how different levels of biotic (microbial activity) and abiotic factors 
(temperature, light, and pH) affect the persistence of exDNA from a eutrophic freshwater system. 
Our results of exDNA degradation followed an exponential decay pattern, which is similar to that of 
iDNA recorded in previous studies [28,29,31,47]. Observations under controlled conditions resulted 
in 7–99% degradation of the initial amount of exDNA after 4 days. The degradation rates 0.0931–
3.2706 day−1 fell within the estimated rates in other studies (Table 4). 
  

0 1 2 3 4
0

10

20

30

40

50

60

70

80

pH 4 
pH 7 
pH 10 

eD
N

A
(×

10
11

co
pi

es
/μ

g D
N

A)

(B)

Time (day)

0 1 2 3 4
0

10

20

30

40

50

60

70

80

pH 4 
pH 7 
pH 10 

eD
N

A
(×

10
11

co
pi

es
/μ

g D
N

A)

To
ta

l d
eg

ra
da

tio
n 

(%
)

0

20

40

60

80

100

4 7 10

b

a
ab

(D)

To
ta

l d
eg

ra
da

tio
n 

(%
)

0

20

40

60

80

100

4 7 10

a a
a

pH

(A) (C)

(B) (D)

(5 ℃) (5 ℃)

(35 ℃) (35 ℃)

Figure 4. ExDNA concentration in samples exposed to different pH levels combined and temperatures.
(A,B) Changes in exDNA concentration detected under different pH levels at different temperatures
(5 ◦C and 35 ◦C). (C,D) Total exDNA degradation (%) at the end of the experiments (4 days). Different
letters indicate statistically significant differences defined by p < 0.05 between treatments. Error bars
represent the standard deviations among replicates within treatments.

4. Discussion

This study evaluated how different levels of biotic (microbial activity) and abiotic factors
(temperature, light, and pH) affect the persistence of exDNA from a eutrophic freshwater system.
Our results of exDNA degradation followed an exponential decay pattern, which is similar to
that of iDNA recorded in previous studies [28,29,31,47]. Observations under controlled conditions
resulted in 7–99% degradation of the initial amount of exDNA after 4 days. The degradation rates
0.0931–3.2706 day−1 fell within the estimated rates in other studies (Table 4).
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Table 4. Comparison of eDNA decay rates among different eDNA types, sources, and environmental
factors. * indicate the factors that had a significant effect on eDNA degradation in the respective study.
eDNA: Environmental DNA, UV-B: Ultraviolet B light, OECD: Organization for Economic Co-operation
and Development.

Reference eDNA Type Source Environmental Factor Decay Rate, (r) (day−1)

This study Extracellular
Sediment sample
Cyanobacterium

Anabaena variabilis

Temperature *, microbial activity *,
pH, light intensity 0.0931–3.2706

[32] Intracellular

Crustacean
Daphnia magna

pH *, temperature, microbial
activity, total dissolved nitrogen

Water derived 6.552–23.568
Mayfly

Ephemera danica

Biofilm derived 1.176–17.256Eel
Anguilla anguilla

[31] Intracellular

Ayu sweetfish
Plecoglossus altivelis altivelis Temperature *, microbial

abundance
0.48–7.2

Common carp
Cyprinus carpio

[35] Intracellular Common carp
Cyprinus carpio Temperature *, trophic state * 0.35–2.42

[29] Intracellular American bullfrog
Lithobates catesbeianus UV-B *, temperature *, pH 0.243

[28] Intracellular Common carp
Cyprinus carpio Microbial community *, pH 2.52

[27] Extracellular Sediment and water samples Based on simplified OECD
endurance test 0.009–0.133

The amount of exDNA preserved in the sediment as a whole is known to be large because it is
pooled and accumulated in the sediment [37,48]. However, the exDNA content varies widely over
the whole sediment due to its spatial heterogeneity. One past study reported that PCR amplification
on DNA recovered from marine sediment did not contain targeted prokaryotic 16S rDNA genes
even though the purity of exDNA recovered was sufficiently high [24]. After isolation from the
lake sediment and quantification by qPCR using specific primers, we confirmed that the amount of
cyanobacterial exDNA were not that high in the total exDNA obtained, which led us to add exDNA
from Anabaena variabilis culture. Based on our results, we suspect that the rapid degradation of exDNA
under various environmental parameters in the natural sediment might be attributable to the small
quantity of exDNA found in our samples.

Previous studies observed a strong influence of temperature on the degradation of eDNA, where
a slow degradation rate was often associated with low temperature and high temperature tends to
enhance eDNA degradation [29–31,35]. Accordingly, we found that incubation at room temperature or
higher promotes the degradation of exDNA at an exponential rate. The sudden decline at 25 ◦C that
occurred between days 3 and 4 relative to 35 ◦C likely happened because of bacterial contamination
during extraction or sampling. Such a minor cross-contamination is unfavorable, but it is hard to
avoid as observed in similar eDNA degradation studies, where the movement of small water droplets
by aeration occurs even within samples separated by 0.2 m [28,29]. Contamination involving DNA
extraction kits and their reagents have also been reported as a challenge for low biomass studies and
significantly influence the result of microbiota studies [49]. Therefore, the non-template negative
control should be considered to monitor the probability of cross-contamination across all samples and
thus improve the accuracy of results. In our experiment, we only assigned non-treatment negative
controls, in which we expected long persistence of exDNA throughout the test. Even though the
possibility of bacterial cross-contamination cannot be ruled out in our treatments, it should not affect
our results of temperature effects because we used specific primers that target only cyanobacterial
16S rDNA.

In the microbial activity experiments, we evaluated the degradation effect by interacting various
levels of bacterial concentration under different temperatures to mimic low to high microbial activity.
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To the best of our knowledge, this is the first study that simultaneously combined bacterial levels and
temperature to observe microbial activity effects on eDNA degradation. Our findings provide strong
evidence that high temperature associated with high bacterial abundance can accelerate the degradation
of exDNA even within 24 h. This result indicates that microbial effect leads to a faster degradation
of exDNA than that of iDNA reported in previous studies, probably owing to its vulnerability to
environmental factors. The significance of microbial activity as a strong driver of eDNA degradation
has been acknowledged previously, even though its role seems to be complex and varied under
interaction with other environmental factors [28,30,35]. For example, the relative decay of eDNA
sourced from bighead carp biowaste and silver carp sperm in the combined treatments including
microbial loads, temperature, and pH resulted in 90% loss of eDNA within only 5 days [30]. On the
other hand, any bacterial abundance levels in combination with different temperatures did not
significantly affect common carp eDNA degradation [31]. Microbial activity is well recognized to be
temperature-dependent [50]. However, one study conducted using common carp eDNA revealed that
bacterial enzymatic activity did not have significant effects on eDNA degradation, although higher
bacterial abundance was positively correlated with higher water temperature [31]. In contrast with our
experiment, this study only allowed a single concentration of bacteria to interact with three levels of
temperature (10 ◦C, 20 ◦C, and 30 ◦C). Our study independently controlled known levels of bacterial
concentration (1.6 ± 0.12 × 107 cells/mL) ranging from high to low concentration through serial dilution
(100, 10−2 and 10−5 fold) and different temperatures (5 ◦C, 25 ◦C, and 35 ◦C) to create different levels of
microbial activity. Increased microbial activity is likely to release more DNase that ultimately degrade
and utilize exDNA as a source of carbon, nitrogen, phosphorus, and nucleic acid precursors [14,51].

Because of the depletion of the stratospheric ozone layer, UV-B radiation can penetrate into the
water column and induce eDNA degradation by disrupting DNA base-pairs bonds [52]. In contrast
with our expectation, different levels of light intensity had little significant effect on the degradation
rate of exDNA in our study. This may be explained by the fact that light intensity levels selected in this
experiment might be lower than those expected to influence exDNA degradation. Most of previous
eDNA degradation studies examined the effect of light using UV radiation. One study observed
in an outdoor experiment that the effect of solar radiation levels had little effect on the persistence
of eDNA among the treatments including sun exposure, 20% UV exposure, and dark treatments,
concluding that degradation occurs even in the absence of light [47]. Surprisingly, in a recent study,
UV radiation, regardless of UVA or UVB radiation type, has been found to have no effect on eDNA
detectability [33]. By co-varying light intensity and temperature to simulate natural conditions,
we found a significant difference only by the end of experiment at 35 ◦C treatment compared to 5 ◦C
treatment (Figure 3A–D). This result implies that temperature would be a stronger driving factor
than light intensity for exDNA degradation. A similar degradation experiment using a full-factorial
design, involving UVB, temperature, and pH effects, conducted by [29] showed that while UVB and
temperature had positive effect on degradation of eDNA independently, opposite effects occurred
when interaction with other factors were included. Nevertheless, in a real ecosystem, we must consider
a potential effect of UV on exDNA degradation, which may depend on UV transparency of the water
column, being altered by geographic characteristics and the concentration of dissolved organic carbon,
organic matter, and humic acids [53]. Therefore, further studies should include a broader range of
light intensity along with factors that can affect its penetrability into the water column, in order to
understand the total light effect on the decay rate of exDNA.

Past studies reported DNA hydrolysis is favored under acidic conditions [54,55]. However, it was
found that the higher eDNA degradation rate in pH 4 was because of interactions with other variables,
and that the acidic condition itself did not affect degradation [29]. Across an acid-base gradient of
stream mesocosms, the decay rate of lotic multispecies eDNA was accelerated to non-detectable levels
within 2 days in acidic environments [32]. The effects of pH on eDNA persistence might be complex.
In another study, applying a fairly narrow range of pH near 7.0, eDNA degradation rate was higher
under pH 8 than that under pH 6.5 [30]. In practice, the effect of pH on eDNA degradation under
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laboratory-controlled conditions may not be always consistent with that observed in real ecosystems.
In a recent study, the exposure of eDNA to different pH levels revealed that eDNA yield was highest
under acidic conditions [56]. The difference between the yields of two experiments in that study
indicated that pH effects were complex and might be related to other factors such as adsorption effects
during filtration process and the type of eDNA filtered. Our study used exDNA and the pH effect was
only significant when comparing pH 10 to pH 7 in terms of total degradation (Figure 4C). Nevertheless,
there was no pH interaction with temperature at all levels in relation to the degradation rate of exDNA
(Figure 4A,B). Due to small volumes in our treatment, we were concerned about pH changes in the
samples (i.e., dilution effect) when placing a water tray to avoid evaporation that might happen inside
a 35 ◦C incubator. Therefore, we took precautionary steps by using microplates with covers and placing
the water tray 30 cm below the microplates in the incubator chambers. Nonetheless, we suspect that
pH effects in our experiment might be different from those in other studies because of the limitation of
the small volumes used in our treatment.

Other variables may affect eDNA persistence and it becomes uncertain if spatiotemporal context is
also taken into account. A previous comparative study between water samples and sediment samples
demonstrated that sedimentary eDNA was 8–1800 times more concentrated than that in water samples
and indicated the sediment might be the key source of long-lasting genetic material for species detection
based on eDNA approach [25]. Sediment-derived exDNA, such as that used in our study, may be
associated with inhibitory properties of sediment and preserved in a stable form. Sediment-associated
DNA binds to clay minerals, sand, and humic substances, which may prolong DNA persistence [37,57].
Thus, certain environmental conditions might reduce the degradation of exDNA recovered from the
sediment rather than from water column. However, the high level of bacterial abundance in the
sediment could affect degradation of exDNA accumulated over a long period of time no matter how
its binding properties protected them from nuclease degradation. Bacterial abundance found in our
sediments samples was 1.6 ± 0.12 × 107 cells/mL or 3.2 ± 0.12 × 109 cells/g of sediment and within the
range of those measured in past studies which was between 107 cells and 109 cells/g of sediment [17,19].
Based on our result, we assume that in real ecosystem, the high bacterial abundance associated with
relevant physiochemical factors can accelerate the degradation of exDNA and affect the target species
detectability over time.

5. Conclusions

This study demonstrated that different environmental conditions can affect exDNA degradation
rate. Among all factors tested, temperature and microbial activity showed the strongest positive effects
on degradation rate of exDNA within a short period of time. Even though light intensity and pH did
not significantly influence exDNA degradation rate, combined treatment of temperature with these
factors accelerated the exponential decay. We expect that interaction between various environmental
factors under natural settings could reduce exDNA detectability over time. Using controlled
conditions simulating a range of natural freshwater ecosystem parameters, our results provide
a new insight on the degradation rate of exDNA, whose fast degradation occurs within 1 or 2 days.
Our results provide evidence that supports the understanding of factors underlying degradation of
extracellular eDNA and might be useful in further research on extracellular eDNA detectability in
natural freshwater environments.

Author Contributions: All authors contributed to the study. N.S.Z. performed DNA analyses, conducted
laboratory experiments and wrote the draft manuscript. K.-H.K. helped in the field sampling, supervised
DNA analyses, and participated in the experimental design. S.-J.H. was responsible for the entire research and
was instrumental in reviewing and revising the manuscript. All co-authors participated in discussions and
manuscript review.

Funding: This study was supported by Konkuk University in 2018.

Conflicts of Interest: The authors declare no conflict of interest.



Int. J. Environ. Res. Public Health 2019, 16, 3339 13 of 15

References

1. Taberlet, P.; Coissac, E.; Hajibabaei, M.; Rieseberg, L.H. Environmental DNA. Mol. Ecol. 2012, 21, 1789–1793.
[CrossRef] [PubMed]

2. Davy, C.M.; Kidd, A.G.; Wilson, C.C. Development and validation of environmental DNA (eDNA) markers
for detection of freshwater turtles. PLoS ONE 2015, 10, e0130965. [CrossRef] [PubMed]

3. Keller, S.R.; Hilderbrand, R.H.; Shank, M.K.; Potapova, M. Environmental DNA genetic monitoring of the
nuisance freshwater diatom, Didymosphenia geminata, in eastern North American streams. Divers. Distrib.
2017, 23, 381–393. [CrossRef]

4. Foote, A.D.; Thomsen, P.F.; Sveegaard, S.; Wahlberg, M.; Kielgast, J.; Kyhn, L.A.; Salling, A.B.; Galatius, A.;
Orlando, L.; Gilbert, M.T.P. Investigating the potential use of environmental DNA (eDNA) for genetic
monitoring of marine mammals. PLoS ONE 2012, 7, e41781. [CrossRef] [PubMed]

5. Takahara, T.; Minamoto, T.; Yamanaka, H.; Doi, H.; Kawabata, Z.I. Estimation of fish biomass using
environmental DNA. PLoS ONE 2012, 7, e35868. [CrossRef] [PubMed]

6. Tréguier, A.; Paillisson, J.M.; Dejean, T.; Valentini, A.; Schlaepfer, M.A.; Roussel, J.M. Environmental DNA
surveillance for invertebrate species: Advantages and technical limitations to detect invasive crayfish
Procambarus clarkii in freshwater ponds. J. Appl. Ecol. 2014, 51, 871–879. [CrossRef]

7. Ficetola, G.F.; Miaud, C.; Pompanon, F.; Taberlet, P. Species detection using environmental DNA from water
samples. Biol. Lett. 2008, 4, 423–425. [CrossRef] [PubMed]

8. Rees, H.C.; Maddison, B.C.; Middleditch, D.J.; Patmore, J.R.; Gough, K.C. The detection of aquatic animal
species using environmental DNA–A review of eDNA as a survey tool in ecology. J. Appl. Ecol. 2014, 51,
1450–1459. [CrossRef]

9. De Souza, L.S.; Godwin, J.C.; Renshaw, M.A.; Larson, E. Environmental DNA (eDNA) detection probability
is influenced by seasonal activity of organisms. PLoS ONE 2016, 11, e0165273. [CrossRef]

10. Levy-Booth, D.J.; Campbell, R.G.; Gulden, R.H.; Hart, M.M.; Powell, J.R.; Klironomos, J.N.; Pauls, K.P.;
Swanton, C.J.; Trevors, J.T.; Dunfield, K.E. Cycling of extracellular DNA in the soil environment. Soil Biol.
Biochem. 2007, 39, 2977–2991. [CrossRef]

11. Pietramellara, G.; Ascher, J.; Borgogni, F.; Ceccherini, M.; Guerri, G.; Nannipieri, P. Extracellular DNA in soil
and sediment: Fate and ecological relevance. Biol. Fertil. Soils 2009, 45, 219–235. [CrossRef]

12. Torti, A.; Lever, M.A.; Jørgensen, B.B. Origin, dynamics, and implications of extracellular DNA pools in
marine sediments. Mar. Genom. 2015, 24, 185–196. [CrossRef] [PubMed]

13. Jakubovics, N.; Shields, R.; Rajarajan, N.; Burgess, J. Life after death: The critical role of extracellular DNA in
microbial biofilms. Lett. Appl. Microbiol. 2013, 57, 467–475. [CrossRef] [PubMed]

14. Vorkapic, D.; Pressler, K.; Schild, S. Multifaceted roles of extracellular DNA in bacterial physiology. Curr. Genet.
2016, 62, 71–79. [CrossRef] [PubMed]

15. Flemming, H.C.; Wingender, J. The biofilm matrix. Nat. Rev. Microbiol. 2010, 8, 623. [CrossRef] [PubMed]
16. Schallenberg, M.; Kalff, J. The ecology of sediment bacteria in lakes and comparisons with other aquatic

ecosystems. Ecology 1993, 74, 919–934. [CrossRef]
17. Jiang, H.; Dong, H.; Zhang, G.; Yu, B.; Chapman, L.R.; Fields, M.W. Microbial diversity in water and sediment

of Lake Chaka, an Athalassohaline lake in northwestern China. Appl. Environ. Microbiol. 2006, 72, 3832–3845.
[CrossRef] [PubMed]

18. Sommers, P.; Darcy, J.L.; Porazinska, D.L.; Gendron, E.M.; Fountain, A.G.; Zamora, F.; Vincent, K.;
Cawley, K.M.; Solon, A.J.; Vimercati, L. Comparison of microbial communities in the sediments and
water columns of frozen cryoconite holes in the McMurdo Dry Valleys, Antarctica. Front. Microbiol. 2019, 10.
[CrossRef] [PubMed]

19. Kuwae, T.; Hosokawa, Y. Determination of abundance and biovolume of bacteria in sediments by dual
staining with 4′, 6-diamidino-2-phenylindole and acridine orange: Relationship to dispersion treatment and
sediment characteristics. Appl. Environ. Microbiol. 1999, 65, 3407–3412. [PubMed]

20. Jørgensen, N.O.G.; Jacobsen, C. Bacterial uptake and utilization of dissolved DNA. Aquat. Microb. Ecol. 1996,
11, 263–270. [CrossRef]

21. Nielsen, K.M.; Johnsen, P.J.; Bensasson, D.; Daffonchio, D. Release and persistence of extracellular DNA in
the environment. Environ. Biosaf. Res. 2007, 6, 37–53. [CrossRef] [PubMed]

http://dx.doi.org/10.1111/j.1365-294X.2012.05542.x
http://www.ncbi.nlm.nih.gov/pubmed/22486819
http://dx.doi.org/10.1371/journal.pone.0130965
http://www.ncbi.nlm.nih.gov/pubmed/26200348
http://dx.doi.org/10.1111/ddi.12536
http://dx.doi.org/10.1371/journal.pone.0041781
http://www.ncbi.nlm.nih.gov/pubmed/22952587
http://dx.doi.org/10.1371/journal.pone.0035868
http://www.ncbi.nlm.nih.gov/pubmed/22563411
http://dx.doi.org/10.1111/1365-2664.12262
http://dx.doi.org/10.1098/rsbl.2008.0118
http://www.ncbi.nlm.nih.gov/pubmed/18400683
http://dx.doi.org/10.1111/1365-2664.12306
http://dx.doi.org/10.1371/journal.pone.0165273
http://dx.doi.org/10.1016/j.soilbio.2007.06.020
http://dx.doi.org/10.1007/s00374-008-0345-8
http://dx.doi.org/10.1016/j.margen.2015.08.007
http://www.ncbi.nlm.nih.gov/pubmed/26452301
http://dx.doi.org/10.1111/lam.12134
http://www.ncbi.nlm.nih.gov/pubmed/23848166
http://dx.doi.org/10.1007/s00294-015-0514-x
http://www.ncbi.nlm.nih.gov/pubmed/26328805
http://dx.doi.org/10.1038/nrmicro2415
http://www.ncbi.nlm.nih.gov/pubmed/20676145
http://dx.doi.org/10.2307/1940816
http://dx.doi.org/10.1128/AEM.02869-05
http://www.ncbi.nlm.nih.gov/pubmed/16751487
http://dx.doi.org/10.3389/fmicb.2019.00065
http://www.ncbi.nlm.nih.gov/pubmed/30778338
http://www.ncbi.nlm.nih.gov/pubmed/10427027
http://dx.doi.org/10.3354/ame011263
http://dx.doi.org/10.1051/ebr:2007031
http://www.ncbi.nlm.nih.gov/pubmed/17961479


Int. J. Environ. Res. Public Health 2019, 16, 3339 14 of 15

22. Nielsen, K.M.; Calamai, L.; Pietramellara, G. Stabilization of extracellular DNA and proteins by transient
binding to various soil components. In Nucleic Acids and Proteins in Soil; Springer: Berlin, Germany, 2006;
pp. 141–157.

23. Matsui, K.; Honjo, M.; Kawabata, Z. Estimation of the fate of dissolved DNA in thermally stratified lake
water from the stability of exogenous plasmid DNA. Aquat. Microb. Ecol. 2001, 26, 95–102. [CrossRef]

24. Corinaldesi, C.; Danovaro, R.; Dell’Anno, A. Simultaneous recovery of extracellular and intracellular DNA
suitable for molecular studies from marine sediments. Appl. Environ. Microbiol. 2005, 71, 46–50. [CrossRef]
[PubMed]

25. Turner, C.R.; Uy, K.L.; Everhart, R.C. Fish environmental DNA is more concentrated in aquatic sediments
than surface water. Biol. Conserv. 2015, 183, 93–102. [CrossRef]

26. Corinaldesi, C.; Beolchini, F.; Dell’Anno, A. Damage and degradation rates of extracellular DNA in marine
sediments: Implications for the preservation of gene sequences. Mol. Ecol. 2008, 17, 3939–3951. [CrossRef]
[PubMed]

27. Mao, D.; Luo, Y.; Mathieu, J.; Wang, Q.; Feng, L.; Mu, Q.; Feng, C.; Alvarez, P. Persistence of extracellular
DNA in river sediment facilitates antibiotic resistance gene propagation. Environ. Sci. Technol. 2013, 48,
71–78. [CrossRef] [PubMed]

28. Barnes, M.A.; Turner, C.R.; Jerde, C.L.; Renshaw, M.A.; Chadderton, W.L.; Lodge, D.M. Environmental
conditions influence eDNA persistence in aquatic systems. Environ. Sci. Technol. 2014, 48, 1819–1827.
[CrossRef] [PubMed]

29. Strickler, K.M.; Fremier, A.K.; Goldberg, C.S. Quantifying effects of UV-B, temperature, and pH on eDNA
degradation in aquatic microcosms. Biol. Conserv. 2015, 183, 85–92. [CrossRef]

30. Lance, R.F.; Klymus, K.E.; Richter, C.A.; Guan, X.; Farrington, H.L.; Carr, M.R.; Thompson, N.; Chapman, D.;
Baerwaldt, K.L. Experimental observations on the decay of environmental DNA from bighead and silver
carps. Manag. Biol. Invasions 2017, 8, 343–359. [CrossRef]

31. Tsuji, S.; Ushio, M.; Sakurai, S.; Minamoto, T.; Yamanaka, H. Water temperature-dependent degradation
of environmental DNA and its relation to bacterial abundance. PLoS ONE 2017, 12, e0176608. [CrossRef]
[PubMed]

32. Seymour, M.; Durance, I.; Cosby, B.J.; Ransom-Jones, E.; Deiner, K.; Ormerod, S.J.; Colbourne, J.K.; Wilgar, G.;
Carvalho, G.R.; de Bruyn, M.; et al. Acidity promotes degradation of multi-species environmental DNA in
lotic mesocosms. Commun. Biol. 2018, 1, 4. [CrossRef] [PubMed]

33. Mächler, E.; Osathanunkul, M.; Altermatt, F. Shedding light on eDNA: Neither natural levels of UV radiation
nor the presence of a filter feeder affect eDNA-based detection of aquatic organisms. PLoS ONE 2018, 13,
e0195529. [CrossRef] [PubMed]

34. Andruszkiewicz, E.A.; Sassoubre, L.M.; Boehm, A.B. Persistence of marine fish environmental DNA and the
influence of sunlight. PLoS ONE 2017, 12, e0185043. [CrossRef] [PubMed]

35. Eichmiller, J.J.; Best, S.E.; Sorensen, P.W. Effects of temperature and trophic state on degradation of
environmental DNA in lake water. Environ. Sci. Technol. 2016, 50, 1859–1867. [CrossRef] [PubMed]

36. Vuillemin, A.; Horn, F.; Alawi, M.; Henny, C.; Wagner, D.; Crowe, S.A.; Kallmeyer, J. Preservation and
significance of extracellular DNA in ferruginous sediments from Lake Towuti, Indonesia. Front. Microbiol.
2017, 8, 1440. [CrossRef] [PubMed]

37. Corinaldesi, C.; Tangherlini, M.; Luna, G.M.; Dell’Anno, A. Extracellular DNA can preserve the genetic
signatures of present and past viral infection events in deep hypersaline anoxic basins. Proc. R. Soc. Lond. B
Biol. Sci. 2014, 281, 20133299. [CrossRef] [PubMed]

38. Lazarevic, V.; Gaïa, N.; Girard, M.; François, P.; Schrenzel, J. Comparison of DNA extraction methods in
analysis of salivary bacterial communities. PLoS ONE 2013, 8, e67699. [CrossRef]

39. Dunbar, J.; Takala, S.; Barns, S.M.; Davis, J.A.; Kuske, C.R. Levels of bacterial community diversity in four
arid soils compared by cultivation and 16S rRNA gene cloning. App. Environ. Microbiol. 1999, 65, 1662–1669.

40. Porter, K.G.; Feig, Y.S. The use of DAPI for identifying and counting aquatic microflora 1. Limnol. Oceanogr.
1980, 25, 943–948. [CrossRef]

41. Lin, S.; Shen, J.; Liu, Y.; Wu, X.; Liu, Q.; Li, R. Molecular evaluation on the distribution, diversity, and toxicity
of Microcystis (Cyanobacteria) species from Lake Ulungur—A mesotrophic brackish desert lake in Xinjiang,
China. Environ. Monit. Assess. 2011, 175, 139–150. [CrossRef]

http://dx.doi.org/10.3354/ame026095
http://dx.doi.org/10.1128/AEM.71.1.46-50.2005
http://www.ncbi.nlm.nih.gov/pubmed/15640168
http://dx.doi.org/10.1016/j.biocon.2014.11.017
http://dx.doi.org/10.1111/j.1365-294X.2008.03880.x
http://www.ncbi.nlm.nih.gov/pubmed/18643876
http://dx.doi.org/10.1021/es404280v
http://www.ncbi.nlm.nih.gov/pubmed/24328397
http://dx.doi.org/10.1021/es404734p
http://www.ncbi.nlm.nih.gov/pubmed/24422450
http://dx.doi.org/10.1016/j.biocon.2014.11.038
http://dx.doi.org/10.3391/mbi.2017.8.3.08
http://dx.doi.org/10.1371/journal.pone.0176608
http://www.ncbi.nlm.nih.gov/pubmed/28448613
http://dx.doi.org/10.1038/s42003-017-0005-3
http://www.ncbi.nlm.nih.gov/pubmed/30271891
http://dx.doi.org/10.1371/journal.pone.0195529
http://www.ncbi.nlm.nih.gov/pubmed/29624607
http://dx.doi.org/10.1371/journal.pone.0185043
http://www.ncbi.nlm.nih.gov/pubmed/28915253
http://dx.doi.org/10.1021/acs.est.5b05672
http://www.ncbi.nlm.nih.gov/pubmed/26771292
http://dx.doi.org/10.3389/fmicb.2017.01440
http://www.ncbi.nlm.nih.gov/pubmed/28798742
http://dx.doi.org/10.1098/rspb.2013.3299
http://www.ncbi.nlm.nih.gov/pubmed/24523277
http://dx.doi.org/10.1371/journal.pone.0067699
http://dx.doi.org/10.4319/lo.1980.25.5.0943
http://dx.doi.org/10.1007/s10661-010-1500-x


Int. J. Environ. Res. Public Health 2019, 16, 3339 15 of 15

42. Oh, K.H. Screening of Conserved DNA Sequences in Microcystin-Producing Cyanobacteria and Application of
the Sequences to Monitor Microcystins in Water Reservoirs. Ph.D. Thesis, Graduate School of Seoul National
University, Seoul, Korea, February 2009.

43. Vaitomaa, J.; Rantala, A.; Halinen, K.; Rouhiainen, L.; Tallberg, P.; Mokelke, L.; Sivonen, K. Quantitative
real-time PCR for determination of microcystin synthetase E copy numbers for Microcystis and Anabaena in
lakes. Appl. Environ. Microbiol. 2003, 69, 7289–7297. [CrossRef] [PubMed]

44. Heid, C.A.; Stevens, J.; Livak, K.J.; Williams, P.M. Real time quantitative PCR. Genome Res. 1996, 6, 986–994.
[CrossRef] [PubMed]

45. Dejean, T.; Valentini, A.; Duparc, A.; Pellier-Cuit, S.; Pompanon, F.; Taberlet, P.; Miaud, C. Persistence of
environmental DNA in freshwater ecosystems. PLoS ONE 2011, 6, e23398. [CrossRef] [PubMed]

46. Bowling, R.A. A theoretical review of particle adhesion. In Particles on Surfaces 1; Springer: Berlin, Germany,
1988; pp. 129–142.

47. Pilliod, D.S.; Goldberg, C.S.; Arkle, R.S.; Waits, L.P. Factors influencing detection of eDNA from
a stream-dwelling amphibian. Mol. Ecol. Resour. 2014, 14, 109–116. [CrossRef] [PubMed]

48. Corinaldesi, C.; Tangherlini, M.; Manea, E.; Dell’Anno, A. Extracellular DNA as a genetic recorder of
microbial diversity in benthic deep-sea ecosystems. Sci. Rep. 2018, 8, 1839. [CrossRef] [PubMed]

49. Salter, S.J.; Cox, M.J.; Turek, E.M.; Calus, S.T.; Cookson, W.O.; Moffatt, M.F.; Turner, P.; Parkhill, J.; Loman, N.J.;
Walker, A.W. Reagent and laboratory contamination can critically impact sequence-based microbiome
analyses. BMC Biol. 2014, 12, 87. [CrossRef]

50. Barja, M.I.; Proupin, J.; Núnez, L. Microcalorimetric study of the effect of temperature on microbial activity
in soils. Thermochim. Acta 1997, 303, 155–159. [CrossRef]

51. Mulcahy, H.; Charron-Mazenod, L.; Lewenza, S. Pseudomonas aeruginosa produces an extracellular
deoxyribonuclease that is required for utilization of DNA as a nutrient source. Environ. Microbiol. 2010, 12,
1621–1629.

52. Häder, D.P.; Sinha, R.P. Solar ultraviolet radiation-induced DNA damage in aquatic organisms: Potential
environmental impact. Mutat. Res. Fundam. Mol. Mech. Mutagen. 2005, 571, 221–233. [CrossRef]

53. Häder, D.P.; Lebert, M.; Schuster, M.; Ciampo, L.D.; Helbling, E.W.; McKenzie, R. ELDONET—A decade of
monitoring solar radiation on five continents. Photochem. Photobiol. 2007, 83, 1348–1357. [CrossRef]

54. Lindahl, T. Instability and decay of the primary structure of DNA. Nature 1993, 362, 709. [CrossRef] [PubMed]
55. Gates, K.S. An overview of chemical processes that damage cellular DNA: Spontaneous hydrolysis, alkylation,

and reactions with radicals. Chem. Res. Toxicol. 2009, 22, 1747–1760. [CrossRef] [PubMed]
56. Tsuji, S.; Yamanaka, H.; Minamoto, T. Effects of water pH and proteinase K treatment on the yield of

environmental DNA from water samples. Limnology 2017, 18, 1–7. [CrossRef]
57. Crecchio, C.; Stotzky, G. Binding of DNA on humic acids: Effect on transformation of Bacillus subtilis and

resistance to DNase. Soil Biol. Biochem. 1998, 30, 1061–1067. [CrossRef]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1128/AEM.69.12.7289-7297.2003
http://www.ncbi.nlm.nih.gov/pubmed/14660378
http://dx.doi.org/10.1101/gr.6.10.986
http://www.ncbi.nlm.nih.gov/pubmed/8908518
http://dx.doi.org/10.1371/journal.pone.0023398
http://www.ncbi.nlm.nih.gov/pubmed/21858099
http://dx.doi.org/10.1111/1755-0998.12159
http://www.ncbi.nlm.nih.gov/pubmed/24034561
http://dx.doi.org/10.1038/s41598-018-20302-7
http://www.ncbi.nlm.nih.gov/pubmed/29382896
http://dx.doi.org/10.1186/s12915-014-0087-z
http://dx.doi.org/10.1016/S0040-6031(97)00262-1
http://dx.doi.org/10.1016/j.mrfmmm.2004.11.017
http://dx.doi.org/10.1111/j.1751-1097.2007.00168.x
http://dx.doi.org/10.1038/362709a0
http://www.ncbi.nlm.nih.gov/pubmed/8469282
http://dx.doi.org/10.1021/tx900242k
http://www.ncbi.nlm.nih.gov/pubmed/19757819
http://dx.doi.org/10.1007/s10201-016-0483-x
http://dx.doi.org/10.1016/S0038-0717(97)00248-4
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Preparation of Extracellular eDNA Source 
	Preparation of Microbial Solution 
	Experimental Setup 
	Temperature Effect 
	pH Effect 
	Light Effect 
	Microbial Effect 

	Quantification of exDNA 
	Statistical Analyses 

	Results 
	Temperature Effect 
	Microbial Effect 
	Light Effect 
	pH Effect 

	Discussion 
	Conclusions 
	References

