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1. Introduction
Brucellosis is a zoonotic disease with a considerable impact 
on human and animal health and remains an important 
infectious disease, both in Turkey and the rest of the world 
(1,2). It is well known that this disease causes considerable 
economic loss by causing a decrease in calving and milk 
efficiency. It also causes an increase in infertility and 
poses a great risk to public health when the infection is 
transmitted to humans (3–5). To date, many studies have 
been carried out to reduce brucellosis prevalence through 
standardization of the traditional diagnostic methods and/
or implementation of novel methods (6–8), as exact species 
identification is required to control and reduce brucellosis 
prevalence. In this regard, much importance has been 
attached to the studies carried out to keep brucellosis 
under control in endemic regions (9,10). It is necessary 
to diagnose new endemic regions and to implement strict 
eradication programs beyond national borders, because 
studies have revealed that it is possible there will be a 
serious increase in the incidence of the disease in the near 

future, and the problem is growing more severe each year 
(11). In particular, increase in the surveillance of human 
brucellosis results from changes in disease epidemiology 
in some countries (11). In light of this information, 
several eradication programs have been launched in many 
countries, but the success of these programs still has not 
reached the desired level. In these programs, the important 
steps can be listed as follows: vaccination of the animals 
open to exposure, carrying out of studies to identify the 
infected farm animals, and the slaughter of animals and 
limitation of movement areas in the regions where the 
infection has been detected. 

Diagnosis of brucellosis, which is a cornerstone 
for eradication programs, is currently dependent on 
traditional and serologic techniques. The use of a serologic 
test is a method proposed for indirect diagnosis of the 
disease; however, today the sensitivity and specificity of 
serologic tests are not at the desired level because of false 
positive and/or negative reactions (11,12). This technique 
is not reliable in early phases of the disease because of 
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its low sensitivity, cross-reactions, and failure in making 
distinction between active and inactive infections due to 
posttreatment antibody responses (6,13). It is diagnosed 
through blood culture, which is regarded as the gold 
standard for laboratory diagnosis of this pathogen, and 
many difficulties are experienced in routine applications, 
such as the length of time for the process of diagnosis, 
difficulties in development due to low amounts of living 
Brucella in the samples, and the risk to the laboratory 
personnel due to the possibility of aerosol infection 
(3,6,14,15). 

In recent years, studies for the use and development 
of the low-cost polymerase chain reaction (PCR)-based 
test techniques proved them to be fast and sensitive in the 
diagnosis of brucellosis, and it was also shown that they 
give results in a very short time (less than 4 h) (6,15–17). 
It is a very important advantage for the technique to be 
able to detect a few cells of the pathogen or targeted gene 
copies (16,18). For these reasons, the aim of this study 
was to develop a one-stage diagnostic PCR test to detect 
brucellosis in infected and noninfected cow milk samples.

2. Materials and methods
2.1. Milk samples
Milk samples were collected from 334 Eastern Red cows in 
urban and rural areas of Erzurum, located in the Eastern 
Anatolia Region of Turkey. These cows had a history of 
abortion or shared the same barn. In addition, samples 
for the study were chosen from positive ones with MRT 
applications. The samples were collected in a sterile cup 
with a lid and brought to the laboratory as soon as possible, 
divided into 0.5 mL of sterile 2-mL Eppendorf tubes, and 
kept frozen until use (15,19).
2.2. Reference strain 
Brucella abortus RSK-03026 reference strain, used as a 
positive control in this study, was provided by the Refik 
Saydam Hygiene Center Presidency, Ankara, Turkey.
2.3. Isolation of genomic DNA from bacteria
Total genomic DNA was extracted from bacterial samples 
using the method previously described by Adıgüzel (20). 
2.4. Extraction of genomic DNA from milk samples
Total genomic DNA was extracted from milk using a 
modified method previously described by Arasoğlu 
(19). Half a milliliter of frozen milk was thawed at room 
temperature and mixed with 100 µL of NET buffer (50 
mM NaCl, 125 mM EDTA, 50 mM Tris-HCl, pH 7.6). 
To this mixture, 100 µL of 24% sodium dodecyl sulfate 
(SDS) was added as a denaturing agent. The mixture was 
cooled after incubation at 80 °C for 10 min. RNase A (75 
µg/mL) was added and the mixture was kept at 50 °C for 
2 h. Proteinase K (650 µg/mL) was added and the mixture 
was kept at 50 °C for 1.5 h. Next, a 0.2 volume of 5 M 

NaCl and 0.1 volume of CTAB-NaCl were added, and the 
mixture was kept at 65 °C for 10 min. An equal volume 
of phenol, chloroform, and isoamyl alcohol (25:24:1) was 
added and shaken for 20 s and centrifuged at 16,000 rpm 
for 10 min. The supernatant was transferred into a fresh 
tube and added to a 0.1 volume of CTAB-NaCl, and the 
mixture was kept at 65 °C for 10 min. All tubes had an 
equal volume of chloroform and isoamyl alcohol (24:1) 
added, and they were shaken for 20 s and centrifuged at 
16,000 rpm for 15 min. The supernatant was transferred 
into a fresh tube and precipitated with isopropanol. The 
pellets were washed with 70% ethanol 3 times, dried, and 
suspended in 50 µL of TE buffer. The purity of the DNA 
was determined spectrophotometrically by reading at A260 
and A280 and stored at –20 °C until further use (21).
2.5. Primer design
There were 2 primer sets, including AF/
AR, 5’-ATGCGCACTCTTAAGTCTC-3’ and 
5’-GCCSAGGATGTTGTCCGT-3’ (Alpha DNA, Canada) 
(22) and B4/B5, 5’-TGGCTCGGTTGCCAATATCAA-3’ 
and 5’-CGCGCTTGCCTTTCAGGTCTG-3’ (Alpha 
DNA) (6,19,23,24), selected and used to amplify a 
target sequence of 490 bp within a gene encoding outer 
membrane protein omp25 (omp3a) of 26–23 kDa and a 
target sequence of 223 bp within the bcsp31 gene encoding 
a 31-kDa Brucella spp. antigen, respectively. 
2.6. Amplification of Brucella DNA by PCR
An amplification reaction mixture was prepared in a 
volume of 30 µL containing 3 µL of 10× PCR buffer, 0.6 
µL of dNTP mixture (10 mM each of dATP, dGTP, dCTP, 
and dTTP, Sigma-Aldrich Co., USA), 4 µL of each primer 
(5 µM), 1.2 µL of MgCl2 (25 mM), 0.3 µL of Taq DNA 
polymerase (5 U/µL, Sigma-Aldrich Co.), 12.9 µL of sterile 
ddH2O, and 3 µL of genomic DNA. 

The reactions were performed in a thermal cycler 
(Corbett Research CG1-96, Australia) without mineral 
oil. PCR master mix (without genomic DNA) and ddH2O 
were used as a negative control and DNA from B. abortus 
RSK-03026 was used as a positive control with the sample 
set. After an initial denaturation at 95 °C for 2 min, the 
PCR profiles were set as follows: 1 min of denaturation at 
94 °C, 1 min of annealing at 59 °C for AF/AR primers and 
61°C for B4/B5 primers, and 1 min extension at 72 °C, for 
a total of 35 cycles, with a final extension at 72 °C for 7 
min. The samples were analyzed by electrophoresis in a 
2% agarose gel and then stained with ethidium bromide 
(0.5 µg/mL). The PCR product bands were photographed 
under ultraviolet light (21).
2.7. Nucleotide sequence analysis
Gel-purified PCR products (Sigma-Aldrich Co.) were 
sequenced by RefGen Biotechnology (METU Technopolis, 
Turkey). Sequences were edited with the BioEdit program 
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(Ibis Biosciences, USA) and compared for similarities 
with the nucleotide sequences in the National Center for 
Biotechnology Information library (21).
2.8. Determination of the limit of detection of B. abortus 
in raw milk
The sensitivity of the 2 pairs of primers (AF/AR and B4/
B5) was evaluated by using serial dilutions of DNA of B. 
abortus. PCR master mix (without genomic DNA) was 
used as a negative control and DNA from B. abortus RSK-
03026 was used as a positive control with the sample set. 
For this purpose, 2 different studies were carried out. In the 
first study, the genomic DNA obtained from contaminated 
milk in different amounts (75 ng, 50 ng, 5 ng, 500 pg, 50 
pg, 5 pg, 0.5 pg, and 0.05 pg) of the B. abortus RSK-03026 
strain were used. In the second study, different amounts 
(75 ng, 50 ng, 5 ng, 500 pg, 50 pg, 5 pg, 0.5 pg, and 0.05 
pg) of the genomic DNA obtained directly from the RSK-
03026 strain were used.

3. Results
We collected a total of 334 milk samples from the Erzurum 
region to use in this study. Samples were collected from the 
places where the number of cases of brucellosis was high. 
Cattle that had experienced abortion and were sharing the 
same stable or using the same pastures were preferred.

The 2 independent PCR assays resulted in the 
amplification of 223- and 490-bp bands from the targeted 
bcsp31 and omp25 genes of the Brucella abortus reference 
strain, respectively. All PCR analyses were repeated twice. 
The results are given in Figure 1. The accuracy and reliability 
of PCR data obtained from the B. abortus reference strain 
were confirmed by DNA sequence analysis. In a similar 
way, the total genomic DNA isolated from the collected 
milk samples in this study was amplified for bcsp31 and 
omp25 genes by PCR as described above (Figures 2–5). 
The results showed that 273 (82%) and 317 (95%) out of 

334 milk samples were found to be positive for brucellosis 
detected by either both or one of the primer sets used in 
the present study, respectively. 

Only 17 milk samples were negative for brucellosis, 
based on both PCR assays used. The number of brucellosis-
positive samples detected either by bcsp31-PCR or omp25-
PCR was 297 (94%) and 294 (93%) out of 334 total milk 
samples tested, respectively (Table). The detection limit 
of PCR for pure Brucella DNA was determined as 5 pg 
DNA by each primer set of B4/B5 and AF/AR, as shown 
in Figures 6 and 7. 

4. Discussion 
In the present study, we evaluated different methods of 
extraction of bacterial DNA from bovine milk in order to 
improve the direct detection of Brucella by PCR, and we 
compared the sensitivity of 2 different PCR methods for 
the detection of Brucella spp. using the same extraction 
procedure of DNA with conventional PCR.

The extraction of Brucella DNA from a whole-milk 
sample is generally a difficult procedure, as Brucella is an 
intracellular pathogen with a very high affinity to the milk 
fat layer. Therefore, it is important and better to take the 
DNA extraction sample for Brucella spp. from the upper 
surface of milk samples under the fatty cream layer. Gram-
negative bacterial cell membranes are very sensitive to 
Tris and EDTA solutions. However, Brucella is resistant 
to nonionic detergents, such as EDTA, but is more 
sensitive to ionic detergents, such as SDS (25). Thus, high 
concentrations of Tris, EDTA, and SDS, with increased 
incubation temperature, were used in our study. The present 
study included a phenol-chloroform step at the end of the 
extraction protocol and it had a protein impurity reducing 
effect on total genomic DNA, which conflicts with some 
of previous reports (25,26) and confirms the findings of 
Matrone et al. (27). Therefore, these data indicate that the 
modified DNA extraction protocol used in our study can 
also be applied for PCR detection of many other bacterial 
pathogens in milk.

The detection limit of both primer sets (B4/B5 and AF/
AR) for Brucella in milk samples was determined as 5 pg 
pure genomic DNA. Our results demonstrate agreement 
with the results of Navarro et al. (24), but oppose the 
results of other studies in the literature (9,23,28). This 
conflict may be explained by different PCR programs, 
sample type and preparation, storage conditions, and 
DNA extraction procedures. This is the first study using 
the primers set B4/B5 for the detection of Brucella spp. 
from dairy products; all other studies with this primer 
set concentrated particularly on the reference strains and 
clinical samples such as blood and serum (16,25,29–31).

The prevalence of Brucella in milk samples were 
determined to be as high as 95% (317 of 334 samples) for 
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Figure 1. omp25 and bcsp31 gene amplification results of B. 
abortus strain.
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Figure 2. omp25 PCR amplification results of milk samples collected from Yukarı 
Danişment and Kırkgöze villages. M: marker, P: positive control, 1–11 Yukarı Danişment 
village milk samples; 1–10 Kırkgöze village milk samples.

Figure 3. bcsp31-PCR amplification results of milk samples collected from Yukarı Danişment and 
Kırkgöze villages. M: marker, P: positive control, 1–11 Yukarı Danişment village milk samples; 1–10 
Kırkgöze village milk samples.

Figure 4. omp25-PCR amplification results of milk samples collected from Değirmenler 
village. M: marker, P: positive control, 1–15 Değirmenler village milk samples. 
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Figure 5. bcsp31-PCR amplification results of milk samples collected from Değirmenler 
village. M: marker, P: positive control, 1–15 Değirmenler village milk samples.

Table. The bcsp31-PCR (primers B4/B5) and the omp25-PCR (AF/AR primers) amplification results according to the distribution of 
settlements to milk samples.

Settlement Number of 
samples

Number 
of positive 

samples
Primer pairs

Test results of positive samples
Number of positive samples 

and percentage
Number of negative samples 

and percentage

Yeşilyayla village 20 19 B4/B5 16 84% 3 16%
AF/AR 19 100% 0 0%

Yarımca village 20 18 B4/B5 16 89% 2 11%
AF/AR 15 83% 3 17%

Küçüktüy village 20 17 B4/B5 16 94% 1 6%
AF/AR 16 94% 1 6%

Çiftlik village 14 14 B4/B5 9 64% 5 36%
AF/AR 11 79% 3 21%

Değirmenler village 15 13 B4/B5 10 77% 3 23%
AF/AR 13 100% 0 0%

Dumlu village 11 10 B4/B5 9 90% 1 10%
AF/AR 9 90% 1 10%

Tınazlı village 60 57 B4/B5 56 98% 1 2%
AF/AR 51 89% 6 11%

Tebrizcik village 5 4 B4/B5 4 100% 0 0%
AF/AR 4 100% 0 0%

Adnan Menderes village 1 1 B4/B5 1 100% 0 0%
AF/AR 1 100% 0 0%

Ova village 1 1 B4/B5 1 100% 0 0%
AF/AR 1 100% 0 0%

Büyükgeçit village 8 8 B4/B5 6 75% 2 25%
AF/AR 8 100% 0 0%

Yukarı Danişment village 11 10 B4/B5 10 100% 0 0%
AF/AR 9 90% 1 10%

Kırkgözeler village 10 10 B4/B5 10 100% 0 0%
AF/AR 10 100% 0 0%

Ağcalar village 33 33 B4/B5 33 100% 0 0%
AF/AR 30 91% 3 9%

Özbek village 3 3 B4/B5 3 100% 0 0%
AF/AR 3 100% 0 0%

Alaca village 18 15 B4/B5 14 93% 1 7%
AF/AR 13 87% 2 13%

Çukurca village 15 15 B4/B5 15 100% 0 0%
AF/AR 14 93% 1 7%

Hınıs district 19 19 B4/B5 19 100% 0 0%
AF/AR 19 100% 0 0%
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farm animals in our study, which is not surprising, since the 
animal husbandries and pasture areas in the region from 
which the samples were taken were highly contaminated 
with miscarriages, fecal waste, and the spread of animal 
byproducts and secretions. 

This study found 17 of 334 milk samples to be negative. 
This may not mean that these animals are healthy or not 
infected with Brucella spp. The pathogen Brucella can be 
located in the lymph nodes of animals and may not be 
transferred or reach the milk during the time the sample 
is sample taken, or there may be a low number of bacteria 
present in these milk samples (19). 

Our data have shown that both the DNA isolation 
procedure from milk and PCR amplification assays from 
bcsp31 and omp25 gene regions are accurate, reliable, and 
useful methods for the rapid diagnosis of brucellosis in 
cattle. When the risk of contamination during operation 
and the need for a short period of time for diagnosis of 
brucellosis in bovine milk are taken into consideration, the 
use of PCR is extremely advantageous. Experimental results 
can be reached within 4 h after acceptance of laboratory 
samples and extraction. This is a very short time period 
compared to conventional methods, and it also provides a 
significantly convenient, routine application. In addition, 
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Figure 7. Susceptibility testing of DNA isolation from B. abortus. A: B4/B5 primer pair, 
223-bp PCR product; B: AF/AR primer pair, 500-bp PCR product.
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it can be concluded that both the DNA extraction protocol 
and PCR assay used in our study would be appropriate and 
useful for brucellosis epidemiological research in Turkey.

Acknowledgments 
This study was supported by grants from the research 
funds appropriated to Atatürk University. We would like to 
thank the Scientific and Technological Research Council 
of Turkey (TÜBİTAK) for scholarship program 2211.

References

1.	 Ertek M, Yazgı H, Özkurt Z, Ayyıldız A, Parlak M. Comparison 
of the diagnostic value of the standard tube agglutination test 
and the ELISA IgG and IgM in patients with brucellosis. Turk J 
Med Sci 2006; 363: 159–63.

2.	 Motaharinia Y, Rezaee MA, Hazhir MS, Zandi F, Shapouri R, 
Hakhamaneshi MS et al. Evaluation of the antibacterial activity 
of Zataria multiflora Boiss., Rhus coriaria L. (sumac), Mentha 
piperita L., and Ocimum basilicum L. extracts on Brucella 
strains isolated from brucellosis patients. Turk J Med Sci 2012; 
425: 816–22.

3.	 Bounaadja L, Albert D, Chenais B, Henault S, Zygmunt MS, 
Poliak S et al. Real-time PCR for identification of Brucella spp.: 
a comparative study of IS711, bcsp31 and per target genes. Vet 
Microbiol 2009; 137: 156–64.

4.	 Güllüce M. Kars ve çevresinde, sığırlarda, B. abortus’a karşı 
oluşan antikorların ELİSA ve diğer serolojik yöntemlerle (RBPT, 
SAT, MRT) saptanması ve sonuçlarının karşılaştırılması. PhD, 
Kafkas University Veterinary Faculty, Kars, Turkey; 1993 (in 
Turkish).

5.	 Munir R, Farooq U, Fatima Z, Afzal M, Anwar Z, Jahangir 
M. Sero-prevalence of brucellosis in bovines at farms under 
different management conditions. Brit J Dairy Sci 2011; 2: 
35–9.

6.	 Baddour MM, Alkhalifa DH. Evaluation of 3 PCR techniques 
for detection of Brucella DNA in peripheral human blood. 
Egyptian J Med Microbiol 2007; 16: 201–9.

7.	 Kurtaran B, Candevir, İnal AS, Kömür S, Akyıldız Ö, Saltoğlu 
N et al. Clinical appearance of brucellosis in adults: fourteen 
years of experience. Turk J Med Sci 2012; 42: 497–505.

8.	 Keid LB, Soares RM, Vasconcellos SA, Salgado VR, Megid J, 
Richtzenhain LJ. Comparison of a PCR assay in whole blood 
and serum specimens for canine brucellosis diagnosis. Vet Rec 
2010; 167: 96–9. 

9.	 Salehi M, Pishva E, Salehi R, Rahmani M. Isolation of Brucella 
abortus using PCR-RFLP analysis. Iranian J Publ Health 2006; 
35: 22–7.

10.	 Çalık Ş, Gökengin AD. Human brucellosis in Turkey: a review 
of the literature between 1990 and 2009. Turk J Med Sci 2011; 
41: 549–5.

11.	 Cutler SJ. Brucellosis, the most common bacterial zoonosis? 
Biomed Sci 2006; 63: 336–41.

12.	 Abdoel TH,  Smits HL. Rapid latex agglutination  test for the 
serodiagnosis of human brucellosis. Diagn Micr Infec Dis 
2007; 57: 123–8.

13.	 Mukherjee F, Jain J, Patel V, Nair M. Multiple genus-specific 
markers in PCR assays improve the specificity and sensitivity 
of diagnosis of brucellosis in field animals. J Med Microbiol 
2007; 56: 1309–16.

14.	 Leal-Klevezas DS, Martínez-Vázquez IO, García-Cantú J, 
López-Merino A, Martínez-Soriano JP. Use of polymerase 
chain reaction to detect Brucella abortus biovar 1 in infected 
goats. Vet Microbiol 2000; 75: 91–7.

15.	 Gupta VK, Verma DK, Rout PK, Singh SV, Vihan VS. 
Polymerase chain reaction for detection of Brucella melitensis 
in goat milk. Small Ruminant Res 2006; 65: 79–84.

16.	 Ilhan Z, Aksakal A, Ekin IH, Gülhan T, Solmaz H, Erdenlig S. 
Comparison of culture and PCR for the detection of Brucella 
melitensis in blood and lymphoid tissues of serologically 
positive and negative slaughtered sheep. Lett Appl Microbiol 
2008; 46: 301–6. 

17.	 Bricker BJ. Diagnostic strategies used for the identification of 
Brucella. Vet Microbiol 2002; 90: 433–4.

18.	 Güler L, Gündüz K, Ok Ü. Comparison of polymerase chain 
reaction and bacteriological culture for the diagnosis of sheep 
brucellosis using aborted fetus samples. Vet Microbiol 2003; 
93: 53–61.

19.	 O’Leary S, Sheahan M, Sweeney T. Brucella abortus detection 
by PCR assay in blood, milk and lymph tissue of serologically 
positive cows. Res Vet Sci 2006; 81: 170–6.

20.	 Adıgüzel A. Bazı termal tesislerden alınan su örneklerinden 
izole edilen termofilik bakterilerin moleküler karakterizasyonu. 
PhD, Atatürk University Institute of Sciences, Erzurum, 
Turkey; 2006 (in Turkish).

21.	 Arasoğlu T. Erzurum İli inek sütlerinde PZR yöntemi ile 
Brucella abortus ve Brucella melitensis türlerinin tanilanması. 
PhD, Atatürk University Graduate School of Natural and 
Applied Sciences, Erzurum, Turkey; 2010 (in Turkish).

22.	 Whatmore AM, Perrett L, MacMillan AP. Characterisation 
of the genetic diversity of Brucella by multilocus sequencing. 
BMC Microbiol 2007; 7: 1–15.

23.	 Elfaki MG, Uz-Zaman T, Al-Hokail AA, Nakeeb SM. Detection 
of Brucella DNA in sera from patients With brucellosis by 
polymerase chain reaction. Diagn Microbiol Infect Dis 2005; 
53: 1–7.

24.	 Navarro E, Escribano J, Fernandez JA, Solera J. Comparison of 
three different PCR methods for detection of Brucella spp. in 
human blood samples. FEMS Immunol Med Microbiol 2002; 
34: 147–51.

25.	 Romero C, Lopez-Goni I. Improved method for purification of 
bacterial DNA from bovine milk for detection of Brucella spp. 
by PCR. Appl Environ Microbiol 1999; 65: 3735–7.



508

ARASOĞLU et al. / Turk J Med Sci

26.	 Fredricks DN, Relman DA. Improved amplification of 
microbial DNA from blood cultures by removal of the PCR 
inhibitor sodium polyanetholesulfonate. J Clin Microbiol 1998; 
36: 2810–6.

27.	 Matrone M, Keid LB, Rocha VCM, Vejarano MP, Ikuta CY, 
Rodriguez CAR et al. Evaluation of DNA extraction protocols 
for Brucella abortus PCR detection in aborted fetuses or calves 
born from cows experimentally infected with strain 2308. Braz 
J Microbiol 2009; 40: 480–9.

28.	 Matar GM, Khneisser IA, Abdelnoor AM. Rapid laboratory 
confirmation of human brucellosis by PCR analysis of a target 
sequence on the 31-kilodalton Brucella antigen DNA. J Clin 
Microbiol 1996; 34: 477–8.

29.	 Leal-Klevezas DS, Martínez-Vázquez IO, López-Merino A, 
Martínez-Soriano JP. Single-step PCR for detection of Brucella 
spp. from blood and milk of infected animals. J Clin Microbiol 
1995; 33: 3087–90.

30.	 Rijpens PN, Jannes G, Asbroeck MV, Rossau R, Herman LMF. 
Direct detection of Brucella spp. in raw milk by PCR and 
reverse hybridization with 16S-23S rRNA spacer probes. Appl 
Environ Microbiol 1996; 62: 1683–8.


