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Introduction

Algal blooms are mass antagonists of fisheries stock and

they rapidly suffocate aquatic life. Their recent carnage

includes over 20 million Chilean salmons at a cost of ~800

million USD [1]. In 1972 and 2001, algal blooms wiped out

14 million yellowtails in Japan [2] and 1,100 tons of salmon

in the North Seas [3]. An algal bloom is caused by the

eutrophication of water bodies, which is fueled by

excessive agricultural fertilizers and animal waste run-off.

It can trigger a near full-scale trophic cascade, such as in

Lake Erie, USA [4]. However, the more sinister side of an

algal (cyanobacterial) bloom is the production of

hepatotoxins such as microcystins. It has been known to

accumulate in aquatic produce [5, 6] and eventually make

its way to the human body. Excessive amount of microcystins

can result in eventual liver failure [7, 8].

Microcystins are mainly produced by the genera

Microcystis, Anabaena, and Planktothrix [9]. Particular strains

of Microcystis aeruginosa (M. aeruginosa) are considered as

dominant contributors of microcystin [10, 11]. M. aeruginosa

belongs to freshwater cyanobacteria or blue-green algae.

They are characterized by their microcystin synthetase

(mcy) gene. This is because microcystins are produced by

the enzyme complexes encoded in the mcy gene. Hence,

toxin-producing M. aeruginosa strains can be specifically

detected via the mcy genes [12-14]. Given the rate of

growth of an algal bloom, it is in the interest of the water

and public health authorities to identify toxin-producing

M. aeruginosa strains as soon as an algal bloom seems likely.

In this case, a portable detection system or a detection

method that can be transplanted into a portable system will

be useful. 

Various genomic methods such as qPCR assay, DNA

chip assay, and flow-based cantilever biosensor have so far

been successful in detecting toxin-producing M. aeruginosa

strains [12-18]. Furukawa et al. [15] performed qPCR assay

and detected nine cyanobacterial cells per reaction. Rudi et al.

[17] obtained a lower detection limit of 100 cyanobacterial

cells/ml using a combination of competitive PCR and

sequence-specific labeling of oligonucleotide probes.

Johnson and Mutharasan [16] presented a cantilever-based
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We demonstrated the quantitative detection of a toxin-producing Microcystis aeruginosa

(M. aeruginosa) strain with the laboratory protocol of the NanoGene assay. The NanoGene

assay was selected because its laboratory protocol is in the process of being transplanted into a

portable system. The mcyD gene of M. aeruginosa was targeted and, as expected, its

corresponding fluorescence signal was linearly proportional to the mcyD gene copy number.

The sensitivity of the NanoGene assay for this purpose was validated using both dsDNA mcyD

gene amplicons and genomic DNAs (gDNA). The limit of detection was determined to be 38

mcyD gene copies per reaction and 9 algal cells/ml water. The specificity of the assay was also

demonstrated by the addition of gDNA extracted from environmental algae into the

hybridization reaction. Detection of M. aeruginosa was performed in the environmental

samples with environmentally relevant sensitivity (~105 algal cells/ml) and specificity. As

expected, M. aeruginosa were not detected in nonspecific environmental algal gDNA over the

range of 2 × 100 to 2 × 107 algal cells/ml.
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assay for the detection of toxin-producing M. aeruginosa

and detected as low as 50 cells/ml. However, the possibility

of utilizing these methods in a portable system is not evident.

In this study, we employed the NanoGene assay to detect

and quantify the mcy gene of toxin-producing M. aeruginosa.

The NanoGene assay was selected because its laboratory

protocol is currently being transplanted into a portable

system [19-21]. Together with a variety of portable lysis

devices [19, 20], it is likely that we will be able to have a

portable system for detecting toxin-producing M. aeruginosa

in the near future. The NanoGene assay was first developed

as an inhibitor-resistant gene quantification assay with

high sensitivity and specificity [22, 23]. It has been shown

previously to have similar sensitivity as PCR in a laboratory

setting [24]. The NanoGene assay consists of two quantum

dot nanoparticles (QD565 and QD655) coupled with signaling

and probe DNAs, respectively. Both signaling and probe

DNAs hybridize with the target DNA. This allows the

fluorescence measurement of QD655 (signaling DNA) to be

normalized with that of QD565 (probe DNA). DNA

hybridization has unparalleled specificity to recognize the

target DNAs, as DNA hybridization takes place only when

the complementary DNA sequence matches. 

In this demonstration, we performed the detection and

quantification of the microcystin synthetase D (mcyD) gene

using the laboratory protocol of the NanoGene assay. The

sensitivity of the NanoGene assay for the detection of

M. aeruginosa was validated using both dsDNA mcyD gene

amplicons and un-amplified genomic DNAs (gDNA). The

assay specificity for M. aeruginosa was demonstrated with

the use of nonspecific mixed environmental algae. 

Materials and Methods

DNA Oligonucleotides 

DNA oligonucleotides were constructed based on the sequences

of the mcyD gene (accession numbers in GenBank: AB032549,

AM778952, and JQ290094). The mcyD gene was selected because

its specificity to M. aeruginosa has already been demonstrated in

previous studies [13, 25]. The DNA sequences for the DNA probes

used in this study are listed in Table 1 [26]. The probe DNA

sequences were modified at the 5’ terminus with carbon spacers of

various lengths ranging from 6 to 48 chains (i.e., C6, C12, C24, and

C48) to examine the effect of probe length. All oligonucleotides

were commercially synthesized by Bioneer Corporation (Korea).

Secondary structures of the DNA sequences were predicted using

the Mfold server and it was confirmed that none of the DNA

oligonucleotides retain the secondary structures [27].

Pure Culture of Algae

M. aeruginosa strain UTEX 2388 was purchased from the Culture

Collection of Algae at the University of Texas, USA. The strain

UTEX 2388 is well known as the producer of hepatotoxin [28].

M. aeruginosa was grown in modified Bold 3N medium [29], in

which soil water was eliminated. The M. aeruginosa cells were

cultured at ambient temperature with an agitation of 160 rpm

under continuous illumination of 20,000 lux (30 W, SL230D; City

E.L.G., Korea).

Standard Material Preparation: gDNA Extraction and mcyD

Gene Amplification

In order to use both gDNA and PCR amplicons as the target

standard materials for the gene quantification by the NanoGene

assay, DNA extraction and PCR amplification were performed

using pure M. aeruginosa culture. One milliliter of the pure

M. aeruginosa culture was centrifuged at 14,550 ×g for 3 min. The

pellet was subjected to gDNA extraction by a NucleoSpin Plant II

Kit (Macherey-Nagel, Germany). Subsequently, the mcyD gene

amplicons (297 bp) were prepared by PCR using the extracted

gDNA and the primers of mcyDF2 and mcyDR2 (Table 1). The

50 µl reaction mixture contained 400 nmol/l of each primer, 1×

Mg-free PCR buffer (Takara, Japan), 2 mmol/l MgCl2, 200 nmol/l

dNTPs, 2 U of Taq polymerase (Takara), and 20 ng of gDNA

(20 ng/µl) template. The PCR was performed with an initial

denaturation at 95ºC for 5 min, 50 cycles of 30 sec at 94ºC, 60 sec at

Table 1. Sequences of DNA oligonucleotides and PCR primers used in this study.

Oligonucleotides Sequence (5’ to 3’) Reference

Probe DNAs NH2-C6 spacer- TTCGCCTGGTCAAAGTAATT This study

NH2-C12 spacer- TTCGCCTGGTCAAAGTAATT

NH2-C24 spacer- TTCGCCTGGTCAAAGTAATT

NH2-C48 spacer- TTCGCCTGGTCAAAGTAATT

Signaling DNA TGCTTTCATGGATGCTCTAA-C6-NH2 This study

Target ssDNA TTAGAGCATCCATGAAAGCATTAGCTGCGGCATAATTACTTTGACCAGGC This study

mcyDF2 primer GGTTCGCCTGGTCAAAGTAA [26]

mcyDR2 primer CCTCGCTAAAGAAGGGTTGA

The complementary sequences of the probe and signaling DNAs corresponding to the target ssDNA are represented by underline and boldface, respectively.
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56ºC, and 30 sec at 72ºC, and a final extension at 72ºC for 15 min,

using the StepOne real-time PCR system (Applied Biosystems,

USA) [13]. The PCR product was then purified using the DNA

Clean & Concentrator kit (Zymo, USA). The amplicons were

visually checked through agarose gel electrophoresis. It was

confirmed that no artefacts or undesirable products were

generated from the PCR amplification. The quantities and purities

of the extracted gDNA as well as the purified amplicons were

measured with the NanoDrop 1000 spectrophotometer (Thermo

Fischer Scientific, USA).

NanoGene Assay and Assay Sensitivity

The schematic diagram of the NanoGene assay for M. aeruginosa

detection is depicted in Fig. 1. Aminated magnetic beads (MB;

2 × 107 beads/ml, Dynabead M270; Invitrogen, USA) were conjugated

with carboxyl quantum dot nanoparticles (QD565, 2 µmol/l,

Invitrogen) by the formation of amide bonds mediated with

ethylcarbodiimide (Sigma-Aldrich, USA) and N-hydroxysuccinimide

(Sigma-Aldrich). The beads were employed for easy collection of

the quantum dot nanoparticles via magnetic force. The aminated

probe and signaling DNAs (100 µmol/l) were immobilized on the

surface of MB-QD565 and QD665 (2 µmol/l; Invitrogen) via covalent

bonds between the amine group of DNAs and the carboxylic

group of QD, respectively. The detailed preparation procedure of

MB-QD565-probe DNA and QD655-signaling DNA conjugates has

been previously described [24]. The target DNAs (DNA amplicons

or un-amplified gDNA) were hybridized with MB-QD565-probe

DNA and QD655-signaling DNA in 300 µl of DIG Easy Hybridization

buffer (Roche, Switzerland) at 37ºC for 15 h under a gentile tilt

rotation. As a negative control, ultrapure deionized water

(DNase/RNase/Protease free; Intron Biotechnology, Korea) was

added to the hybridization reaction instead of the target DNA. In

order to characterize the NanoGene assay’s sensitivity, both

dsDNA amplicons and un-amplified gDNA were serially diluted.

The target concentrations of dsDNA amplicons ranged from

6.5 × 101 to 6.5 × 108 gene copy number per reaction. The mcyD

gene copy numbers were calculated from the Avogadro’s number

(i.e., 6.022 × 1023 molecules/mole) and the DNA weight in daltons,

with the assumption that the average weight of a base pair (bp) is

650 daltons. The target gDNA concentration of M. aeruginosa

ranged from 2 × 100 to 2 × 107 algal cells/ml. Note that the cell

density of M. aeruginosa was estimated from the relationship

between absorbance at 750 nm and cell density (Fig. S1).

Subsequently, the target amplicons or un-amplified gDNA were

denatured at 95ºC for 5 min prior to the hybridization with MB-

QD565-probe DNA and QD655-signaling DNA complexes [30]. After

washing off the unbound hybrids of target DNAs and QD655-

signaling DNA conjugates, which did not hybridize with MB-

QD565-probe DNA, using 0.1 mol/l phosphate buffer (0.022 mol/l

of NaH2PO4·H2O and 0.077 mol/l of Na2HPO4, adjusted pH to 7.4)

three times, the fluorescence intensity of QD565 and QD655 was

measured on black 96-microplates (Thermo Fisher Scientific)

using a SpectraMax M2 spectrofluorometer (Molecular Devices,

USA) with emission wavelengths at 570 and 660 nm and

excitation wavelength at 360 nm, respectively. The normalized

fluorescence (i.e., QD655/QD565) was used as an output of the gene

quantities. All experiments were performed in biological and

technical triplicates unless otherwise indicated.

Fig. 1. Schematics of the NanoGene assay for the detection of the Microcystis aeruginosa strain.
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Spacer Effect of Probe DNA

Various spacer lengths of the probe DNA were investigated in

relation to the performance of DNA hybridization. MB-QD565-probe

DNA and QD655-signaling DNA were conjugated as described

above. Four probe DNAs labeled with different spacers (C6, C12,

C24, and C48) were used when probe DNA was conjugated to the

MB-QD565 complex via covalent bond. For clear comparison, the

target DNA selected for this experiment was commercially

synthesized as 50 bp single-stranded DNA (ssDNA). The detailed

sequence of the target ssDNA is listed in Table 1. The

concentrations of target ssDNAs for various spacers (C6, C12, C24,

and C48) ranged from 10-11 to 10-18 mol/l. The procedures post

DNA hybridization were the same as described above. 

Validation with Mixed Environmental Algae

The specificity of the presented method was demonstrated by

its ability to discriminate the toxin-producing M. aeruginosa strain

from environmental algae. In the experiment, un-amplified gDNA

of M. aeruginosa was used as a gene quantification target by the

NanoGene assay. The gDNA of the environmental algae was

added to each reaction. The environmental algae was obtained

from Sum River in Wonju, Gangwondo in Korea by courtesy of

Dr. Sang-Don Lee’s group at Ewha Womans University in Korea.

The water quality data of the algae containing river water are

described in Table S1. Three milliliters of the environmental algae

sample was centrifuged at 14,550 ×g for 3 min. The gDNA of the

pelleted environmental algae was extracted in duplicate using the

DNA extraction kit as described above and then combined

together. Ten nanograms of the gDNA of the environmental algae

was added to all the hybridization reactions to simulate the

interference by environmental algae. As a negative control, the

gDNAs of the environmental algae with concentration range of

2 × 100 – 2 × 107 algal cells/ml were used for NanoGene assay, and

the results were compared with that of M. aeruginosa only. The

optical density of environmental algae was measured at 750 nm

using a SpectraMax M2 spectrophotometer (Molecular Devices)

and the absorbance (OD750 nm) was converted to algal cell

concentration (algal cells/ml) based on the equation below.

Algal cells/ml = 1 × 107 × (OD750 nm)

The above equation was derived from a report that evaluated

freshwater algal cell densities (Ankistrodesmus, Scenedesmus, and

Selenastrum spp.) in Australia [31]. Since Ankistrodesmus, Scenedesmus,

and Selenastrum spp. were dominant in the environmental algal

sample, the average conversion factor of 1 × 107 was used to

estimate the algal cell concentration of the environmental algae.

Results and Discussion

Effect of the Length of the Spacers

Probe DNAs with various carbon spacers were used to

examine the effect of the length of the probes on the gene

quantification. The quantification result with C6, C12, C24,

and C48 spacers are presented in Figs. 2A-2D, respectively.

The results in Fig. 2 indicated that the fluorescence values

varied with the spacer length of the probe DNA. The slopes

of the normalized fluorescence in the y-axis versus the

target ssDNA concentrations in the x-axis decreased as the

spacer length increased. The probe DNA labeled with C6

spacer showed the greatest slope value of 0.90 (Fig. 2A),

and the lowest slope value of 0.48 was achieved in the

longest carbon spacer (C48) (Fig. 2D). The slope was inversely

proportional to the spacer length of the probe DNA. 

Another observation pertaining to the spacer experiment

is that the normalized fluorescence of negative controls

(i.e., background fluorescence or noise) increased with the

length of the carbon spacer. The background fluorescence

was proportional to the spacer length, meaning that the

longer the spacers are, the higher the noise becomes. The

shortest C6 spacer showed the lowest value of noise (1.8 ±

0.4 RFU) as compared with those (3.4 ± 0.2 – 4.3 ± 1.9 RFU)

of the C12-48 spacer. 

On the basis of the slope and noise values from the mcyD

gene quantification, the C6 spacer is the optimum length for

the probe DNA of NanoGene assay, particularly for the

detection of mcyD gene. This is not as we expected, since

we hypothesized that the probe DNA with longer length

spacer will enhance the hybridization reaction of the

NanoGene assay by improving the accessibility with target

DNA. This is probably due to highly extended configurations

in the probe DNA with longer length spacer. Steel et al. [32]

investigated the effect of DNA length on the immobilization

of nucleic acids at a gold surface and reported that the

surface coverage begins to decrease notably with probe

lengths. They presented a model that would be applicable

for probe lengths greater than 24 nucleotides. Longer

probes are expected to exist as more flexible that coiling

commences, presumably reflecting increasingly polymeric

behavior. This probably can cause nonspecific binding

between MB-QD565-probe DNA and QD655-signaling DNA,

which resulted in increase of noise values with increasing

probe length. Lim et al. [33] also reported that the oligo

binding capacity of magnetic particles with long spacer

probes of C54 was decreased, probably due to the formation

of secondary structures on the spacer. These results are

consistent with our observation. Therefore, it can be

concluded that the reduced capability of the NanoGene

assay for the gene quantification with longer spacers is

probably caused by the steric and polymeric effects of the

probe DNA with longer spacers. Therefore, we employed
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the C6 spacer for the NanoGene assays for the following

gene quantification.

Quantitative Detection of Microcystis aeruginosa with

Amplified dsDNA 

The sensitivity of the NanoGene assay for mcyD gene

detection was validated using amplified dsDNA. The

standard curve was established via the serial dilution of the

mcyD gene fragments (i.e., 297 bp of PCR amplicon). As

shown in Fig. 3, the NanoGene assay successfully detected

the mcyD gene of M. aeruginosa, ranging from 6.5 × 101 to

6.5 × 108 mcyD gene copy number per reaction. The LOD of

the quantification was 38 mcyD gene copies per reaction as

determined from the following equation:

LOD = Xb + 3Sb

where Xb is the mean normalized fluorescence of the blank

sample and Sb is the standard deviation of the blank sample

[34-37]. 

Rinta-Kanto et al. [13] reported a LOD of 25 mcyD gene

copies per reaction via qPCR. Vaitomaa et al. [14] quantified

mcyE gene at a range of 6.6 × 102 to 6.6 × 106 copies using

qPCR and the LOD was 660 mcyE gene copies in a reaction

mixture. Foulds et al. [38] were able to detect down to three

copies of mcyA gene per sample using 5’-Nuclease PCR.

The NanoGene assay demonstrated comparable sensitivity

with the above-mentioned studies.

The normalized fluorescence was proportional (y = 0.24

log10 x + 1.12, r2 = 0.50) to the mcyD gene copies per

reaction. The linearity is reasonable for gene quantification,

but the slope (i.e., 0.24) of the quantification is fairly low. It

still requires more optimization and improvement for

quantification efficiency.

Quantitative Detection of Microcystis aeruginosa with

Un-Amplified gDNA in the Presence of Environmental

Algae

Sensitivity. As shown in Fig. 4 (circles), the NanoGene

Fig. 2. Effects of probe DNA on the NanoGene assay by various spacers: (A) C6 spacer, (B) C12 spacer, (C) C24 spacer, and (D) C48

spacer.
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assay successfully quantified the cell numbers of M. aeruginosa.

The normalized fluorescence was (y = 0.38 log10 x + 2.98)

proportional to the cell concentrations of M. aeruginosa. The

NanoGene assay was able to detect toxin-producing M.

aeruginosa strain in the range of 2 × 100 – 2 × 107 algal cells/

ml with the LOD of 9 algal cells/ml, which was estimated

from the equation described above. However, as shown in

Fig. 4 (circles), the results at lower concentrations (2 × 100 –

2 × 102 algal cells/ml) showed large standard deviations. It

may be due to the use of untreated (i.e., un-fragmented) algal

gDNA. Previous study has shown that the fragmentation of

gDNA improves the accuracy and sensitivity of NanoGene

assay [30]. Owing to the large standard deviation in the

lower concentrations, the quantification range of 2 × 103 –

2 × 107 algal cells/ml will be more appropriate.

Specificity. gDNA (10 ng/µl) extracted from environmental

algae in the environmental sample was added to validate

the specificity of M. aeruginosa detection with gDNA. Based

on microscopic observation, the majority of the environmental

algae sample appears to consist of green algae, including

Ankistrodesmus sp., which are phylogenetically far from

microcystin-producing blue-green algae. The addition of

the environmental algal gDNA interfered with the detection

of M. aeruginosa by the NanoGene assay. As shown by

markers in the form of inverted triangles in Fig. 4, the

NanoGene assay was not able to detect M. aeruginosa at low

concentration of 2 × 100 – 2 × 104 algal cells/ml in the

presence of environmental algal gDNA. The normalized

fluorescence increased in the range of 2 × 104 – 2 × 107

cells/ml. In particular, 2 × 107 cells/ml has shown a similar

level (i.e., 5.2 ± 0.8 RFU) of detection as the corresponding

value (i.e., 5.4 ± 0.2 RFU) in the absence of gDNA of

environmental algae. The quantification signal was

somehow interfered by co-existing nonspecific target and

seems to be recovered by having more gDNA target

template. The same inhibition pattern was observed in

previous studies [22, 39] and the possible explanation is

due to the nonspecific binding between gDNA target and

interfering materials (or non-target genes), as described in

Kim et al. [22]. Such interference can be improved by

further purification and/or fragmentation for increasing

hybridization proximity and buffer optimization, as partly

described in the previous work [30, 40]. 

As expected, the NanoGene assay did not detect

M. aeruginosa in environmental algal gDNA (i.e., nonspecific

target) over the range of 2 × 100 to 2 × 107 algal cells/ml

(represented by markers in the form of squares in Fig. 4).

The WHO guideline for microcystin concentration in

drinking water for human consumption is 1 µg/l [41]. The

Fig. 3. Sensitivity validation of the developed NanoGene

assay for the detection and quantification of the mcyD gene of

the toxic M. aeruginosa strain. 

The solid line depicts the normalized fluorescence value of no DNA

template (negative control) for the NanoGene assay. Symbols and

error bars indicate the mean and standard deviations of biological

triplicates. The regression equation is y = 0.24 log10 x + 1.12.

Fig. 4. Specificity validation of the developed NanoGene assay

for the detection and quantification of the toxic M. aeruginosa

strain from unamplified gDNA in the presence of

environmental algae. 

Solid line depicts the normalized fluorescence value of no gDNA

template (negative control) for the NanoGene assay. Symbols and error

bars indicate the mean and standard deviations of biological triplicates.
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study by Oh et al. [42] reported that 1 g dry cell weight

(DCW) of M. aeruginosa produces 90 to 339 µg of microcystin

for corresponding specific growth rates of 0.1 to 0.8/day.

Long et al. [43] reported that for specific growth rates of 0.1

to 0.9/day, the DCW of M. aeruginosa varies from 18 to 43

picogram per algal cell. This means the average weight per

single M. aeruginosa cell is ~30 picogram, and 1 g DCW of

M. aeruginosa consists of 3.33 × 1010 algal cells. With

reference to the study by Oh et al. [42] as mentioned above,

3.33 × 1010 algal cells produce 90 to 339 µg of microcystin

for corresponding specific growth rates of 0.1 to 0.8/day.

Inversely, 1 µg of microcystin is produced by 9.83 × 107 –

3.70 × 108 algal cells (depending on their specific growth

rate), and 1 µg/l of microcystin is produced by 9.83 × 107 –

3.70 × 108 algal cells/l. This is equivalent to 9.83 × 104 – 3.70

× 105 algal cells/ml. If assuming that all microcystins are

derived only from M. aeruginosa, the environmentally

relevant M. aeruginosa concentration would be ~105 algal

cells/ml. The NanoGene assay was able to detect the toxin-

producing M. aeruginosa strain at environmentally relevant

concentrations. 

One of the limitations of the NanoGene assay for

M. aeruginosa detection in environmental samples lies in

the DNA extraction process. This process is originally

developed for other bioassays such as qPCR. It is not

amenable for portable detection because it requires a

number of purification steps. Therefore, a NanoGene

assay-specific DNA extraction process will need to be

developed and optimized in future studies. Algae

containing environmental samples tend to be turbid. This

means the washing step after hybridization needs to be

more elaborate and optimized in order to minimize

interference with the fluorescence measurement. A lower

limit of detection (i.e., increased sensitivity) of M. aeruginosa

or microcystin would be beneficial to ensure the safety of

drinking water system. 

The future perspective of the presented method is the

portable system for algae detection. The first generation of

system [21] consists of incubation with probe and target

DNA followed by magnetic separation. The incubation,

washing, and separation were implemented in the

microfluidic chip with micro-pumps and a linear actuator

controlled by a micro-controller. The second generation

contains various pretreatment modules, such as a portable

cell-wall lysis cartridge [19, 20]. The last generation contains

the portable fluorescence detection with photodiodes and

data logger (manuscript in preparation). Each generation

presents a module that can be integrated or stand alone for

the purpose. 

Acknowledgments

This project was made possible by funding provided

by National Research Foundation of Korea (NRF-

2014R1A1A1003129 and NRF-2014R1A1A3051952). The

authors appreciate the generous donation of environmental

algae samples by Dr. Sang-Don Lee and Hyomin Park at

Ewha Womans University. 

References

1. Esposito A. 2016. Chile’s salmon farms losing up to $800

million from algal bloom. Reuters, USA.

2. Hallegraeff GM. 2010. On the global increase of harmful

algal bloom. Wetl. Aust. J. 12: 2-15.

3. Johns DG, Reid PC. 2001. An overview of plankton ecology

in the North Sea, United States. Technical report produced for

Strategic Environmental Assessment. SAHFOS, Plymouth, UK.

4. Foster JM. 2013. Lake Erie is dying again, and warmer

waters and wetter weather are to blame.  Available at https://

thinkprogress.org/lake-erie-is-dying-again-and-warmer-waters-

and-wetter-weather-are-to-blame-96956c15f046#.6pe6d0i0c.

5. Kotak BG, Zurawell RW, Prepas EE, Holmes CF. 1996.

Microcystin-LR concentration in aquatic food web compartments

from lakes of varying trophic status. Can. J. Fish. Aquat. Sci.

53: 1974-1985.

6. Xue Q, Su X, Steinman AD, Cai Y, Zhao Y, Xie L. 2016.

Accumulation of microcystins in a dominant chironomid

larvae (Tanypus chinensis) of a large, shallow and eutrophic

Chinese lake, Lake Taihu. Sci. Rep. 6: 31097.

7. Campos A, Vasconcelos V. 2010. Molecular mechanisms of

microcystin toxicity in animal cells. Int. J. Mol. Sci. 11: 268-287.

8. Jochimsen EM, Carmichael WW, An JS, Cardo DM, Cookson

ST, Holmes CEM, et al. 1998. Liver failure and death after

exposure to microcystins at a hemodialysis center in Brazil.

N. Engl. J. Med. 338: 873-878.

9. Sivonen K, Jones G. 1999. Cyanobacterial toxins, pp. 41-111.

In Chorus I, Bartram J (eds.). Toxin Cyanobacteria in Water: A

Guide to Their Public Health Consequences, Monitoring, and

Management. E & FN Spon, London, UK, for World Health

Organization, Routledge.

10. Fleming LE, Rivero C, Burns J, Williams C, Bean JA, Shea

KA, Stinn J. 2002. Blue green algal (cyanobacterial) toxins,

surface drinking water, and liver cancer in Florida. Harmful

Algae 1: 157-168.

11. Paerl H. 2008. Nutrient and other environmental controls of

harmful cyanobacterial blooms along the freshwater–marine

continuum, pp. 217-237. In Hudnell HK (ed.). Cyanobacterial

Harmful Algal Blooms: State of the Science and Research Needs.

Springer, New York. USA.

12. Dittmann E, Fewer DP, Neilan BA. 2013. Cyanobacterial

toxins: biosynthetic routes and evolutionary roots. FEMS



Detection of Microcystis aeruginosa by NanoGene Assay  815

April 2017⎪Vol. 27⎪No. 4

Microbiol. Rev. 37: 23-43.

13. Rinta-Kanto JM, Ouellette AJ, Boyer GL, Twiss MR,

Bridgeman TB, Wilhelm SW. 2005. Quantification of toxic

Microcystis spp. during the 2003 and 2004 blooms in western

Lake Erie using quantitative real-time PCR. Environ. Sci.

Technol. 39: 4198-4205.

14. Vaitomaa J, Rantala A, Halinen K, Rouhiainen L, Tallberg P,

Mokelke L, Sivonen K. 2003. Quantitative real-time PCR for

determination of microcystin synthetase E copy numbers for

Microcystis and Anabaena in lakes. Appl. Environ. Microbiol.

69: 7289-7297.

15. Furukawa K, Noda N, Tsuneda S, Saito T, Itayama T,

Inamori Y. 2006. Highly sensitive real-time PCR assay for

quantification of toxic cyanobacteria based on microcystin

synthetase A gene. J. Biosci. Bioeng. 102: 90-96.

16. Johnson BN, Mutharasan R. 2013. A cantilever biosensor-based

assay for toxin-producing cyanobacteria Microcystis aeruginosa

using 16S rRNA. Environ. Sci. Technol. 47: 12333-12341.

17. Rudi K, Skulberg OM, Larsen F, Jakobsen KS. 1998.

Quantification of toxic cyanobacteria in water by use of

competitive PCR followed by sequence-specific labeling of

oligonucleotide probes. Appl. Environ. Microbiol. 64: 2639-2643.

18. Sipari H, Rantala-Ylinen A, Jokela J, Oksanen I, Sivonen K.

2010. Development of a chip assay and quantitative PCR for

detecting microcystin synthetase E gene expression. Appl.

Environ. Microbiol. 76: 3797-3805.

19. Lee E-H, Lim HJ, Son A, Chua B. 2015. A disposable

bacterial lysis cartridge (BLC) suitable for an in situ water-

borne pathogen detection system. Analyst 140: 7776-7783.

20. Lee E-H, Chua B, Son A. 2015. Micro corona discharge

based cell lysis method suitable for inhibitor resistant

bacterial sensing systems. Sensor. Actuat. B Chem. 216: 17-23.

21. Mitchell KA, Chua B, Son A. 2014. Development of first

generation in-situ pathogen detection system (Gen1-IPDS)

based on NanoGene assay for near real time E. coli O157:H7

detection. Biosens. Bioelectron. 54: 229-236.

22. Kim GY, Wang XF, Ahn H, Son A. 2011. Gene quantification

by the NanoGene assay is resistant to inhibition by humic

acids. Environ. Sci. Technol. 45: 8873-8880.

23. Wang XF, Liles MR, Son A. 2013. Quantification of

Escherichia coli O157:H7 in soils using an inhibitor-resistant

NanoGene assay. Soil Biol. Biochem. 58: 9-15.

24. Kim GY, Son A. 2010. Development and characterization of

a magnetic bead-quantum dot nanoparticles based assay

capable of Escherichia coli O157:H7 quantification. Anal.

Chim. Acta 677: 90-96.

25. Ouellette AJA, Wilhelm SW. 2003. Toxic cyanobacteria: the

evolving molecular toolbox. Front. Ecol. Environ. 1: 359-366.

26. Kaebernick M, Neilan BA, Borner T, Dittmann E. 2000.

Light and the transcriptional response of the microcystin

biosynthesis gene cluster. Appl. Environ. Microbiol. 66: 3387-3392.

27. Zuker M. 2003. Mfold web server for nucleic acid folding

and hybridization prediction. Nucleic Acids Res. 31: 3406-3415.

28. Joung SH, Oh HM, Ko SR, Ahn CY. 2011. Correlations

between environmental factors and toxic and non-toxic

Microcystis dynamics during bloom in Daechung Reservoir,

Korea. Harmful Algae 10: 188-193.

29. UTEX. 2016. Medium instructions of the UTEX Culture

Collection of Algae, University of Texas at Austin. 

30. Wang X, Son A. 2013. Effects of pretreatment on the

denaturation and fragmentation of genomic DNA for DNA

hybridization. Environ. Sci. Process. Impacts 15: 2204-2212.

31. Padovan A. 1992. Isolation and culture of five species of

freshwater algae from the alligator rivers region, Northern

territory. Technical Memorandum 37. Australian Government

Publishing Services, Canberra. Australia.

32. Steel AB, Levicky RL, Herne TM, Tarlov MJ. 2000.

Immobilization of nucleic acids at solid surfaces: effect of

oligonucleotide length on layer assembly. Biophys. J. 79: 975-

981.

33. Lim SH, Bestvater F, Buchy P, Mardy S, Yu ADC. 2009.

Quantitative analysis of nucleic acid hybridization on

magnetic particles and quantum dot-based probes. Sensors

(Basel) 9: 5590-5599.

34. Armbruster DA, Pry T. 2008. Limit of blank, limit of

detection and limit of quantitation. Clin. Biochem. Rev.

29: S49-S52.

35. Blahova L, Babica P, Adamovsky O, Kohoutek J, Marsalek B,

Blaha L. 2008. Analyses of cyanobacterial toxins (microcystins,

cylindrospermopsin) in the reservoirs of the Czech Republic

and evaluation of health risks. Environ. Chem. Lett. 6: 223-227.

36. Committee AM. 1987. Recommendations for the definition,

estimation and use of the detection limit. Analyst 112: 199-204.

37. Shrivastava A, Gupta VB. 2011. Methods for the

determination of limit of detection and limit of quantitation

of the analytical methods. Chron. Young Sci. 2: 21-25.

38. Foulds IV, Granacki A, Xiao C, Krull UJ, Castle A, Horgen

PA. 2002. Quantification of microcystin-producing cyanobacteria

and E. coli in water by 5’-nuclease PCR. J. Appl. Microbiol.

93: 825-834.

39. Kim GY, Wang XF, Son A. 2011. Inhibitor resistance and in

situ capability of nanoparticle based gene quantification. J.

Environ. Monitor. 13: 1344-1350.

40. Wang X, Lim HJ, Son A. 2014. Characterization of denaturation

and renaturation of DNA for DNA hybridization. Environ.

Health Toxicol. 29: e2014007.

41. Oberholster P, Botha A, Grobbelaar J. 2004. Microcystis

aeruginosa: source of toxic microcystins in drinking water.

Afr. J. Biotechnol. 3: 159-168.

42. Oh HM, Lee SJ, Jang MH, Yoon BD. 2000. Microcystin

production by Microcystis aeruginosa in a phosphorus-limited

chemostat. Appl. Environ. Microbiol. 66: 176-179.

43. Long BM, Jones GJ, Orr PT. 2001. Cellular microcystin

content in N-limited Microcystis aeruginosa can be predicted

from growth rate. Appl. Environ. Microbiol. 67: 278-283.




