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a b s t r a c t
Six simple methods for extraction of ribosomal and mitochondrial DNA from Toxocara canis, Toxocara cati
and Toxascaris leonina were compared by evaluating the presence, appearance and intensity of PCR products visualized on agarose gels and ampliﬁed from DNA extracted by each of the methods. For each species, two isolates were obtained from the intestines of their respective hosts: T. canis and T. leonina from
dogs, and T. cati from cats. For all isolates, total DNA was extracted using six different methods, including
grinding, boiling, crushing, beating, freeze–thawing and the use of a commercial kit. To evaluate the efﬁcacy of each method, the internal transcribed spacer (ITS) region and the cytochrome c oxidase subunit 1
(cox1) gene were chosen as representative markers for ribosomal and mitochondrial DNA, respectively.
Among the six DNA extraction methods, the beating method was the most cost effective for all three species, followed by the commercial kit. Both methods produced high intensity bands on agarose gels and
were characterized by no or minimal smear formation, depending on gene target; however, beating
was less expensive. We therefore recommend the beating method for studies where costs need to be kept
at low levels.
Ó 2013 Elsevier Inc. All rights reserved.

1. Introduction
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Toxocara canis, Toxocara cati and Toxascaris leonina are ascaridoid nematodes of dogs and cats. Adult nematodes lodge within
the lumen of the small intestine of deﬁnitive hosts. Humans infected by larval stages of T. canis and T. cati may develop clinical
toxocariasis, including one or more of a variety of very different
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symptoms (Stensvold et al., 2009). When Toxocara eggs containing
infective larvae are accidentally ingested by humans, the larvae
hatch in the small intestine and migrate through somatic organs,
preferably liver and eye. Larvae of T. leonina can also invade the tissues of laboratory animals and has the potential to cause human
disease (Despommier, 2003).
The polymerase chain reaction (PCR) has broad applicability
mainly because its sensitivity permits the ampliﬁcation of genes
or gene fragments from minute amounts of parasite material
(Gasser, 1999). DNA techniques targeting genetic markers in ribosomal DNA (rDNA) have been employed to resolve taxonomic issues pertinent to various parasitic groups, including cestodes
(Bowles et al., 1995), trematodes (Blair et al., 1996) and nematodes (Chilton et al., 1995; Hoste et al., 1995; Stevenson et al.,
1995). The second internal transcribed spacer (ITS-2) rDNA region
has proven to be particularly valuable in this context for studies
of parasitic nematodes (Gasser et al., 1994; Stevenson et al.,
1996). However, there is a paucity of information on the genetic
variation in populations of some important parasite groups, such
as ascaridoid nematodes of human and animal health signiﬁcance
(Gasser, 1999).
Isolation of high purity and intact nucleic acids is essential for
techniques such as PCR, Southern blotting and genomic DNA library construction. It can be difﬁcult to obtain sufﬁcient and pure
DNA template from some parasites and stages, for example from
parasitic helminths, because of their robust cuticle (Dawkins and
Spencer, 1989) and ﬂocculate substance(s) found to co-precipitate
with nucleic acids during isolation which inhibit subsequent enzymatic ampliﬁcation (McManus et al., 1985).
In most molecular studies commercial kits are used for the
extraction of total genomic DNA. However, such kits are still relatively expensive and not always readily available in some
countries. Identifying and optimizing the best protocol that produces the highest quality and quantity of nucleic acids is therefore
essential. A few comparative studies of different DNA extraction
methods are available for organisms, such as fungi (Noor Adila
et al., 2007; Yamada et al., 2002; Fredricks et al., 2005; Grifﬁths
et al., 2006; Van Burik et al., 1998), bacteria (Dauphin et al., 2010
Mygind et al., 2003), viruses (Dokanehiifard and Bidmeshkipour,
2010) and parasites (Shayan et al., 2007; Yu et al., 2009; Sharbatkhori et al., 2009; Lachaud et al., 2001; Alfonso et al., 2008; Babaei
et al., 2011; Adamska et al., 2010; Capuano et al., 2007); however,
to our knowledge, no study has addressed the efﬁciency of different methods for DNA extraction from Toxocara and Toxascaris
nematodes.
In this study, a comparative assessment of six methods was
conducted for DNA extraction based on the mitochondrial
cytochrome c oxidase subunit 1 (cox1) and nuclear ribosomal
(ITS region) genes from two Toxocara species and T. leonina. The
aim of the study was to compare the ability of different protocols
for DNA extraction to produce the most useful yield of ribosomal
and mitochondrial DNA suitable for molecular genetics analyses
such as PCR.

2. Material and methods
2.1. Parasites
Adult stages of T. canis and T. leonina were collected from the
intestinal tracts of infected dogs, and T. cati from cats, two isolates
for each species. Individual helminths were washed extensively in
physiological saline, identiﬁed to species level according to their
morphological features using existing keys and descriptions (Muller, 2002) and ﬁxed in 70% (v/v) ethanol until extraction of genomic
DNA.

2.2. DNA isolation
Step 1 included DNA extraction. Equal fragments (approximately 0.5 cm) of each adult worm isolate were washed twice with
sterile distilled water. Subsequently, six different easy-to-use
methods were applied for DNA extraction:
(1) Mechanical grinding: Sample material was mixed with 50 lL
lysis buffer (100 mM NaCl, 1 mM EDTA, 10 mM Tris–HCl, 2%
Triton X100, and 0.5% SDS) and crushed for 3 min using a
mechanical grinder (Micro Multi Mixer, Ieda Trading Corporation, Tokyo, Japan).
(2) Boiling: 50ll lysis buffer was added to the sample and incubated in boiling water for 10 min.
(3) Crushing: The sample was crushed between 2 microscope
glass slides for about 2–3 min and the product was transferred to a tube for further processing.
(4) Beating with steel pellet: A steel pellet was added to a 2 mL
Eppendorf tube containing the sample, and the tube was
kept in liquid nitrogen for 1.5 min and shaken 1 min to convert the sample to powder.
(5) Freeze–thawing method: 50ll lysis buffer was added to the
sample and frozen in liquid nitrogen and thawed in boiling
water three times, each time for 1.5 min.
(6) Commercial kit: Samples were grinded for 3 min using a
mechanical grinder and was subsequently puriﬁed using
the commercially available QIAamp DNA mini Kit (QIAGEN,
Germany) according to the manufacturer’s instructions.
Step 2 included DNA puriﬁcation. Except for the QIAGEN method, a conventional phenol chloroform DNA puriﬁcation protocol
was used. Brieﬂy, 300 lL lysis buffer and 30 lL of proteinase K
were added, and the mixture was incubated at 56 °C overnight.
300 lL phenol chloroform was added to the sample and centrifuged at 5000 rpm for 5 min. The supernatant was extracted by
chloroform once again and DNA in the supernatant was precipitated by an equal volume of Isopropanol (Merck, Germany) and
0.1  volume of 3 M sodium acetate pH 5.2 (Merck, Germany).
After 10 min of incubation at 20 °C, tubes were centrifuged at
12,000 rpm for 12 min. The pellet was washed using 300 lL of
70% ethanol (v/v), diluted in 50 lL deionized water, and stored at
20 °C until use.
2.3. PCR ampliﬁcation
For PCR ampliﬁcation, two primer sets were used: The forward
primer (JB3: 50 -TTTTTTGGGCATCCTGAGGTTTAT-30 ) and the reverse
primer (JB4.5: 50 - TAAAGAAAGAACATAATGAAAATG-30 ) were used
to amplify cox1 (Li et al., 2008); and the forward primer (NC5: 50 GTAGGTGAACCTGCGGAAGGATCATT-30 ) and the reverse primer
(NC2: 50 -TTAGTTTCTTTTCCTCCGCT-30 ) were used for ampliﬁcation
of the nuclear ITS region (Li et al., 2007). All PCRs were carried out
in a ﬁnal reaction volume of 25 lL, including 12.5 lL of PCR mix
containing 1.25 U Taq DNA polymerase, 200 lM of dNTPs and
1.5 mM MgCl2 (2x Master Mix RED Ampliqon, Denmark); 25 pmol
of each primer and 5 lL of template DNA. The temperature proﬁle
was one cycle of 95 °C for 5 min (primary denaturation), followed
by 35 cycles of 94 °C for 45 s (denaturation), 55 °C (for cox1) or
60 °C (for ITS) for 1 min (annealing), and 72 °C for 1 min (extension), and a ﬁnal extension 72 °C for 7 min. A sample containing
water instead of template DNA was included in each run as a negative control. PCR products were analyzed using a 1.5% TBE (Tris
0.09 M, Borate 0.09 M, EDTA 0.02 M) agarose gel. Gels were stained
with 0.5 lg/mL ethidium bromide (Roche, Germany). Electrophoresis was carried out at 80 V for 1 h. The bands were visualized
using a UV Transilluminator and digitally photographed.
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3. Results

4. Discussion

In this study, we compared six different methods for DNA
extraction from adult T. canis, T. cati and T. leonina, by evaluating
their potential for ampliﬁcation of individual extracts by PCR and
gel visualization. Amplicons of ITS and cox1 genes (1000–1100
and 450 bp, respectively) were ampliﬁed individually and subjected to agarose gel electrophoresis.
Fig. 1 shows PCR products of the ITS region ampliﬁed using
genomic DNA extracted by the six different methods. The sizes
of PCR products ampliﬁed from DNA samples using the primer
set NC5–NC2 varied in size from 1000 to 1100 bp. No ampliﬁcation was seen in negative controls. Fig. 2 shows cox1 gene PCR
products ampliﬁed using mitochondrial DNA extracted by the
same six different methods. As seen, target DNA was successfully
ampliﬁed from all samples except for negative controls, producing an expected band size (450 bp); band intensity however
was variable.
Smears were present on the agaorse gel for all ITS PCR products
(Fig. 1), but cox1 PCR amplicons gave no smears. The beating method as well as the commercial method enabled DNA extraction sufﬁcient to yield high intensity bands in electrophoresis of PCR
products of both ribosomal and mitochondrial DNA for the majority of samples. However, while the beating method proved particularly useful for extraction of mitochondrial DNA, the commercial
kit method appeared especially useful for extraction of ribosomal
DNA (Figs. 1 and 2). The freeze–thawing method yielded high
intensity bands in electrophoresis of PCR products of ribosomal
and mitochondrial DNA for T. canis.
The processing time for each DNA extraction method was determined. For the crushing, boiling and beating methods, step 1 took
15, 10 and 15 min, respectively, for six samples, while it took
20 min with the grinding, freeze–thawing and commercial kit
methods. Step 2 was similar for all methods, and took about one
and half hours on average. Hence, boiling was the fastest method
for the DNA extraction.

Genetic variation is widespread in parasite populations, and
accurate analysis of genetic variation in parasites has important
implications for studies of taxonomy, population biology, epidemiology, genetic structure, pathogenesis and diagnosis of parasites
(Gasser, 1999; Stensvold et al., 2011). Isolation of high quality nucleic acids is essential for molecular analyses since any DNA-based
analysis requires DNA extraction as the ﬁrst step and signiﬁcantly
inﬂuences downstream analyses. A suitable method for extraction
of nucleic acids should be efﬁcient, sensitive, rapid, simple and cost
effective. The important critical point for the DNA extraction from
adult nematodes is to ensure that the worm is well disrupted,
homogenized, and the cells completely lysed.
In the present study, six different DNA extraction protocols,
including grinding, boiling, crushing, beating, freeze–thawing and
application of a commercial kit, were evaluated to identify how
to cost-effectively produce the highest yield of ribosomal and
mitochondrial DNA for molecular genetics analyses such as PCR.
In this study, DNA extraction by the QIAGEN kit showed bright
and distinct bands in electrophoresis of PCR products of ribosomal
DNA of both Toxocara and Toxascaris, but yielded high intensity
bands in electrophoresis of PCR products of mitochondrial DNA
for only T. leonina. In most molecular studies on T. canis, T. cati
and T. leonina commercial DNA extraction kits, such as Wizard
Genomic DNA Puriﬁcation Kit (Li et al., 2007, 2008; Jacobs et al.,
1997), Easy DNA kit (Wickramasinghe et al., 2009) and QIAamp
DNA mini Kit (QIAGEN, Hilden, Germany) (Epe et al., 1999) have
been used for DNA extraction. The application of commercial kits
is quick and easy, especially when a large numbers of samples
are processed and usually yields high quality nucleic acids. However, such kits are relatively expensive and are not always readily
available in some countries.
The beating method yielded sufﬁcient mitochondrial DNA and
showed sharp bands in electrophoresis of PCR products of cox1
gene in all three nematode species. However, it showed some

Fig. 1. PCR products of ITS region ampliﬁed to extract ribosomal DNA of Toxocara canis, Toxocara cati and Toxascaris leonina by six different extraction methods including: (A).
Crushing, (B). Grinding, (C). Boiling, (D). Beating, (E). Freezing-thawing, and (F). Commercial kit. 1, 5 T. canis, 3, 4 T. cati, 2, 6 T. leonina, M: 100 bp DNA marker N: negative
control.

Fig. 2. PCR products of cox1 gene ampliﬁed to extract mitochondrial DNA of Toxocara canis, Toxocara cati and Toxascaris leonina by six different methods including: (A).
Crushing, (B). Grinding, (C). Boiling, (D). Beating, (E). Freezing-thawing, and (F). Commercial kit. 1, 5 T. canis, 3, 4 T. cati, 2, 6 T. leonina, M: 100 bp DNA marker N: negative
control.
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variability for the ribosomal DNA (Fig. 1, Panel. D, Lane. 5).
Although this method requires liquid nitrogen and the application
of liquid nitrogen is laborious, expensive to purchase and must be
kept under suitable conditions, it appears appropriate for the
extraction of mitochondrial DNA of high quantity and quality .
The freeze–thawing method showed variable results in different studies. Grifﬁths et al. (2006) reported that the freeze-boil
method was the least reliable technique for the extraction of
DNA from Aspergillus fumigatus. Sharbatkhori et al. (2009) reported that freeze–thaw method extracted sufﬁcient DNA and
showed sharp bands in electrophoresis of PCR-product of ribosomal DNA from Echinococcus granulosus protoscoleces. Babaei
et al. (2011) recommend rupturing the cyst wall of Giardia intestinalis with freeze–thawing cycles in addition to agitating the
samples with glass beads before using the QIAamp Stool DNA
Mini Kit (Qiagen), when using stool for Giardia cyst DNA extraction. For DNA extraction from Toxocara and Toxascaris nematodes,
the freeze–thawing method yielded high intensity bands in electrophoresis of PCR products of ribosomal and mitochondrial DNA
from T. canis. This method also requires liquid nitrogen and application of liquid nitrogen is problematic, especially when there are
a large number of samples to be examined. Other disadvantages
of this method include difﬁculties during handlings and safety
hazards.
In the boiling method, samples incubated in boiling water for
only 10 min, making this method the fastest. This technique is inexpensive and needs only minimal equipment that is available in most
laboratories. However, faint PCR bands and smears in the PCR
amplicons of ribosomal DNA and pale PCR bands of ampliﬁed mitochondrial DNA indicate that boiling is not an appropriate method for
DNA extraction from Toxocara and Toxascaris nematodes.
The crushing method followed by the mechanical grinding
method was more time-consuming than the other methods. This
method showed a high degree of DNA smear in gel electrophoresis
of PCR amplicons of ribosomal DNA and pale bands in most of the
samples in the PCR amplicons of mitochondrial DNA. The crushing
method is the most inexpensive method and does not need any
equipment other than two glass slides; its disadvantage is that it
is more time-consuming because each sample has to be crushed
separately.
The mechanical grinding method homogenizes the sample completely, but needs a mechanical grinder that is not available in all
molecular laboratories and it takes more time, since each sample
should be grinded separately. Thus, the crushing and grinding
methods do not appear to be the most convenient methods when
a large number of samples need to be analyzed (Van Burik et al.,
1998; Sharbatkhori et al., 2009).
In conclusion, this is the ﬁrst comparative approach for studying Toxocara and Toxascaris DNA extraction methods. Use of the
commercial kit was the most expensive method, whereas the
crushing and boiling methods were the cheapest. The boiling
method was also inexpensive and quick but showed only smears
and faint PCR bands of ribosomal and mitochondrial DNA, respectively. The crushing and grinding methods were more time consuming; therefore these methods do not appear to be convenient
when many samples need to be analyzed. The Freeze–thawing
method requires liquid nitrogen which is problematic, since this
may often not be available. Although the beating method also
needs liquid nitrogen, this method showed very distinct and bright
PCR bands for mitochondrial DNA and produced a relatively low
degree of smear in the ITS PCR. Hence, the beating method is the
most cost-effective for mitochondrial DNA extraction from adult
Toxocara and Toxoascaris while the commercial kit is recommended
for ribosomal DNA extraction. These two techniques produced the
highest yield of ribosomal and mitochondrial DNA suitable for
molecular genetics analyses such as PCR.
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Adamska, M., Leońska-Duniec, A., Maciejewska, A., Sawczuk, M., Skotarczak, B.,
2010. Comparison of efﬁciency of various DNA extraction methods from cysts of
Giardia intestinalis measured by PCR and TaqMan real time PCR. Parasite 17,
299–305.
Alfonso, Y., Fraga, J., Cox, R., Bandera, F., Pomier, O., Fonseca, C., Ginorio, D., Torres,
G., Capo, V., 2008. Comparison of four DNA extraction methods from
cerebrospinal ﬂuid for the detection of Toxoplasma gondii by polymerase
chain reaction in AIDS patients. Med. Sci. Monit. 14, 1–6.
Babaei, Z., Oormazdi, H., Rezaie, S., Rezaeian, M., Razmjou, E., 2011. Giardia
intestinalis: DNA extraction approaches to improve PCR results. Exp. Parasitol.
128, 159–162.
Blair, D., Campos, A., Cummings, M.P., Laclette, J.P., 1996. Evolutionary biology of
the parasitic platyhelminths: the role of molecular phylogenetics. Parasitol.
Today 12, 66–71.
Bowles, J., Blair, D., McManus, D.P., 1995. A molecular phylogeny of the genus
Echinococcus. Parasitology 110, 317–328.
Capuano, F., Rinaldi, L., Maurelli, M.P., Perugini, A.G., Musella, V., Cringoli, G., 2007. A
comparison of ﬁve methods for DNA isolation from liver and rumen ﬂukes to
perform ITS-2+ ampliﬁcation. Parassitologia 49, 27–31.
Chilton, N.B., Gasser, R.B., Beveridge, I., 1995. Differences in a ribosomal DNA
sequence of the Hypodontus macropi complex. Int. J. Parasitol. 25, 647–651.
Dauphin, L.A., Stephens, K.W., Euﬁnger, S.C., Bowen, M.D., 2010. Comparison of ﬁve
commercial DNA extraction kits for the recovery of Yersinia pestis DNA from
bacterial suspensions and spiked environmental samples. J. Appl. Microbiol.
108, 163–172.
Dawkins, H.J.S., Spencer, T.L., 1989. The isolation of nucleic acid from nematodes
requires an understanding of the parasite and its cuticular structure.
Parasitology 5, 73–76.
Despommier, D., 2003. Toxocariasis: clinical Aspects, epidemiology, medical
ecology, and molecular aspects. Clin. Microbiol. Rev. 16, 265–272.
Dokanehiifard, S., Bidmeshkipour, A., 2010. Comparison of three methods for
hepatitis B virus DNA extraction from infected serum samples. Eur. J. Biol. Sci. 2,
26–30.
Epe, C., Meuwissen, M., Stoye, M., Schnieder, T., 1999. Transmission trials, ITS2-PCR
and RAPD-PCR show identity of Toxocara canis isolates from red fox and dog.
Vet. Parasitol. 84, 101–112.
Fredricks, D.N., Smith, C., Meier, A., 2005. Comparison of six DNA extraction
methods for recovery of fungal DNA as assessed by quantitative PCR. J. Clin.
Micribiol. 43, 5122–5128.
Gasser, R.B., Chilton, N.B., Hoste, H., Stevenson, L.A., 1994. Species identiﬁcation of
trichostrongyle nematodes by PCR-linked RFLP. Int. J. Parasitol. 24, 291–293.
Gasser, R.B., 1999. PCR-based technology in veterinary parasitology. Vet. Parasitol.
84, 229–258.
Grifﬁths, L.J., Anyim, M., Doffman, S.R., Wilks, M., Millar, M.R., Agrawal, S.G., 2006.
Comparison of DNA extraction methods for Aspergillus fumigatus using realtime PCR. J. Med. Microbiol. 55, 1187–1191.
Hoste, H., Chilton, N.B., Gasser, R.B., Beveridge, I., 1995. Differences in the second
internal transcribed spacer (ribosomal DNA) between ﬁve species of
Trichostrongylus (Nematode: Trichostrongylidae). Int. J. Parasitol. 25, 75–80.
Jacobs, D.E., Zhu, X., Gasser, R.B., Chilton, N.B., 1997. PCR-based methods for
identiﬁcation of potentially zoonotic ascaridoid parasitesof the dog fox and cat.
Acta Tropica 68, 191–200.
Lachaud, L., Chabbert, E., Dubessay, P., Reynes, J., Lamothe, J., Bastien, P., 2001.
Comparison of various sample preparation methods for PCR diagnosis of
visceral leishmaniasis using peripheral blood. J. Clin. Microbiol. 39, 613–617.
Li, M.W., Lin, R.Q., Chen, H.H., Sani, R.A., Song, H.Q., Zhu, X.Q., 2007. PCR tools for the
veriﬁcation of the speciﬁc identity of ascaridoid nematodes from dogs and cats.
Mol. Cell. Probes 21, 349–354.
Li, M.W., Lin, R.Q., Song, H.Q., Sani, R.A., Wu, X.Y., Zhu, X.Q., 2008. Electrophoretic
analysis of sequence variability in three mitochondrial DNA regions for
ascaridoid parasites of human and animal health signiﬁcance. Electrophoresis
29, 2912–2917.
McManus, D.P., Knight, M., Simpson, A.J.G., 1985. Isolation and characterisation of
nucleic acids from the hydatid organism, Echinococcus spp. (Cestoda). Mol.
Biochem. Parasitol. 16, 251–266.
Muller, R., 2002. Worms and human disease, 2nd ed. CABI International publishing,
pp. 289–330.
Mygind, T., Østergaard, L., Birkelund, S., Lindholt, J.S., Christiansen, G., 2003.
Evaluation of ﬁve DNA extraction methods for puriﬁcation of DNA from
atherosclerotic tissue and estimation of prevalence of Chlamydia pneumoniaein
tissue from a danish population undergoing vascular repair. BMC Microbiol. 3,
1–12.

F. Mikaeili et al. / Experimental Parasitology 134 (2013) 155–159
Noor Adila, A.K., Farah Diba, A.B., Zamri, Z., Wan Mohtar, W.Y., Aidil, A.H., Mahadi,
N.M., Murad, A.M.A., 2007. Comparison of methods for isolating high quality
DNA and RNA from an oleaginous fungus Cunninghamella bainieri strain 2a1.
Malays. J. Microbiol. 3, 7–13.
Sharbatkhori, M., Kia, E.B., FasihiHarandi, M., Jalalizand, N., Zahabiun, F., Mirhendi,
H., 2009. Comparison of ﬁve simple methods for DNA extraction from
Echinococcus granulosus protoscoleces for PCR ampliﬁcation of ribosomal DNA.
Iran. J. Parasitol. 4, 54–60.
Shayan, P., Borji, H., Eslami, A., Zakeri, S., 2007. Isolation of DNA from A single
helminth using new developed kit in Iran and its PCR analysis. Iran. J. Parasitol.
2, 34–39.
Stensvold, C.R., Skov, J., Møller, L.N., Jensen, P.M., Kapel, C.M., Petersen, E., Ni elsen,
H.V., 2009. Seroprevalence of human toxocariasis in Denmark. Clin. Vaccine
Immunol. 16, 1372–1373.
Stensvold, C.R., Lebbad, M., Verweij, J.J., 2011. The impact of genetic diversity in
protozoa on molecular diagnostics. Trends Parasitol. 27, 53–58.
Stevenson, L.A., Chilton, N.B., Gasser, R.B., 1995. Differentiation of Haemonchus
placei from H.contortus (Nematode: Trichostrongylidae) by the ribosomal
second internal transcribed spacer. Int. J. Parasitol. 25, 483–488.

159

Stevenson, L.A., Gasser, R.B., Chilton, N.B., 1996. The ITS-2 rDNA of Teladorsagia
circumcincta, T. trifurcataand T. davtiani (Nematode: Trichostrongylidae)
indicates that these taxa are one species. Int. J. Parasitol. 26, 1123–1126.
Van Burik, J.A.H., Schreckhise, R.W., White, T.C., Bowden, R.A., Myerson, D., 1998.
Comparison of six extraction techniques for isolation of DNA from ﬁlamentous
fungi. Med. Mycol. 36, 299–303.
Wickramasinghe, S., Yatawara, L., Rajapakse, R.P.V.J., Agatsuma, T., 2009. Toxocara
canis and Toxocara vitulorum: molecular characterization, discrimination, and
phylogenetic analysis based on mitochondrial (ATP synthase subunit 6 and 12S)
and nuclear ribosomal (ITS-2 and 28S) genes. Parasitol. Res. 104, 1425–1430.
Yamada, Y., Makimura, K., Merhendi, H., Ueda, K., Nishiyama, Y., Yamaguchi, H.,
Osumi, M., 2002. Comparison of different methods for extraction of
mitochondrial DNA from human pathogenic yeasts. Japn. J. Infect. Dis. 55,
122–125.
Yu, X., Michele, I., Dyke, V., Portt, A., Huck, P.M., 2009. Development of a direct DNA
extraction protocol for real-time PCR detection of Giardia lamblia from surface
water. Ecotoxicology 18, 661–668.

