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1. Introduction
Beekeeping has become an industry that has demonstrated 
progress in the recent years in Turkey, as in the rest of 
the world. Every year, there is an increase in the number 
of beekeepers, the number of hives, and the honey 
production per hive (1,2). Turkey is an important region 
for beekeeping in terms of its surface area, topographic 
character, climate, and vegetation. Compared to 
developed countries, the honey yield per hive in Turkey 
is at low levels. This situation suggests that proper colony 
management and the struggle with diseases are insufficient 
in beekeeping (1,2). In bees, many diseases are observed 
caused by bacteria, viruses, parasites, and fungi. One 
of the bee parasites, Nosema, is an extremely important 
and common honeybee disease caused by microsporidia 
Nosema apis and Nosema ceranae, which are quite effective 
in adult honeybees (3,4). Although the life cycles of these 
species are similar, in the studies carried out, N. ceranae 
has been reported to be more pathogenic, or in other 
words to have more damaging features (3,5).

The disease is transmitted via the fecal-oral route in 
honeybee colonies (6). The adult bees contract the disease 
through water and food contaminated with spores, or when 

moving away from contaminated feces while cleaning the 
hives. In infected colonies, in particular, digestive system 
disorders, shortening of the life span, flying failure, dull 
white and pale coloring of the intestines, collection of dead 
bees in the hive entrance, reduced colony population and 
honey production, and even collapse of the colony may be 
observed (6,7).

The microscopic technique has been used for years in 
the diagnosis of Nosema disease. However, due to the great 
similarity between the Nosema apis and Nosema ceranae 
spores, it is very difficult to distinguish between these two 
species under the microscope. Molecular techniques for 
diagnosis from the parasite’s DNA have begun to be used 
widely for this purpose (8,9).

The bee viruses that were described in the early 20th 
century have become one of the biggest threats to the 
health of honeybees. Since then, at least 18 viruses have 
been reported to infect honeybees worldwide (10). Among 
these, black queen-cell virus (BQCV) has been reported 
to cause significant losses in bees. The virus is transmitted 
to the bees by food and reproduces in the cytoplasm of 
the intestinal epithelial cells. It infects developing queen 
bee larvae and their pupae. Furthermore, it has been 
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determined that BQCV can be seen in adult bees at higher 
rates than in pupae (11). The epidemiology of BQCV is 
generally associated with Nosema infection, which is a 
protozoan disease of bees (12,13). BQCV density has 
been reported to increase in spring and summer, at which 
times Nosema spp. infection is intense. In addition, the 
virus reproduces faster in adults that are infected with 
Nosema spp. (10). Recently, especially in international 
studies (14,15), the bee viruses have been reported to play 
a role in the majority of colony collapse events. In studies 
performed, the possibility of simultaneous infection of 
viral and parasitic pathogens of honeybee colonies in 
which collapse has been observed has been found to be 
higher (14–17). This study aimed to investigate the Nosema 
species (N. apis and N. ceranae) and BQCV positivity and 
their prevalences using the PCR technique in honeybees 
collected from the province of Van.

2. Materials and methods
2.1. Sample collection
This study was conducted with 260 adult worker bees from 
26 colonies collected from 5 apiary locations belonging to 
the center of the province of Van in April and May 2015. 
The bee colonies provided from the fieldwork samples 
were determined to be distant from each other and dead 
bee samples were provided at specified times, which were 
determined with the colony owners during the study. 
At least 10 adult worker bees from each colony were 
collected. The main clinical feature in all the colonies was 
the presence of signs of diarrhea and bee death. All the bee 
samples were stored at –20 °C prior to examination.
2.2. Spore detection by microscopic investigation and 
DNA extraction
The bees obtained by sampling were dissected without 
delay and examined under a light microscope. Five apiary 
samples that represent 26 colonies were examined. The 
abdomens of 10 adult honeybees (A. mellifera) from 
each sample were macerated in 3 mL of distilled water. 
Three drops of the suspension were placed on a slide 
under a cover slip and examined microscopically at 40× 
magnification under the light microscope. In the case of 
positivity, 1 mL of suspension was filtered and centrifuged 
for 5 min at 8000 rpm and supernatants were removed. 

Spores were kept below –20 °C until nucleic acid extraction 
(18). After removal of the supernatant, DNA extraction 
was performed from the sediment at the bottom using a 
tissue kit (Thermo, GeneJET Genomic DNA Purification 
Kit). The extracts were kept below –20 °C until the PCR.
2.3. PCR amplification
The specific primer pairs of the 16S rRNA gene of N. 
ceranae and N. apis were used in PCR, which were 
designed for multiplex PCR by Martín-Hernández et al. 
(18), and the characteristics of the primers are presented 
in Table 1. PCR was carried out in a final volume of 50 
µL, containing 29.25 µL of DNase- and RNase-free sterile 
distilled water (BioBasic, Inc.), 5 µL of 10X PCR buffer, 
5 µL of 25 mM MgCl2, 6 µL of 1 mM dNTP mix, 1 µL of 
each primer (20 pmol), 2.5 µL of template DNA (100–200 
ng), and 0.25 µL of Taq DNA polymerase (1.25 IU) (MBI 
Fermentas). The PCR conditions were as follows: 2 min at 
95 °C (initial denaturation); 35 cycles of 1 min at 95 °C, 1 
min at 50 °C, and 1 min at 72 °C; and finally 5 min at 72 
°C (final extension). The PCR products were separated on 
agarose gels (1.5%), stained with ethidium bromide, and 
visualized and photographed on an UV transilluminator 
(3).
2.4. Virus extraction
Every 10 bees collected from the same colony were 
accepted as one sample. The wings and the heads of the 
bees that were collected in a sterile tube were plucked. 
The remaining chests and abdomens were homogenized 
with 10 mL of phosphate-buffered saline at 4 °C. The 
homogenized preparation was centrifuged at 4500 rpm for 
15 min, and the obtained supernatant was used for viral 
RNA extraction. RNA extraction was performed using a 
viral nucleic acid isolation kit (Thermo Scientific GeneJET 
Viral DNA and RNA Purification Kit). 

Reverse-transcriptase PCR (RT-PCR) assays were 
performed using a cDNA synthesis kit (Thermo Scientific 
RevertAid First Strand K1622, USA). Initially the content 
of mixture 1 (containing 3 µL of sterile distilled water, 0.5 
µL of random hexamer primer (0.2 µg/ µL), and 3 µL of 
RNA) was prepared. The tubes were then placed into a 
thermal cycler and incubated for 5 min at 70 °C. The tubes 
were immediately placed on an ice box for cooling. In the 
second step, mixture 2 was prepared (containing 2.0 µL of 

Table 1. Sequences of the primers used in multiplex PCR for detecting Nosema spp.

Primers Primer sequence (5’ - 3’) Amplification target Length of amplicon

218MITOC 
218MITOC

CGGCGACGATGTGATATGAAAATATTAA
CCCGGTCATTCTCAAACAAAAAACCG

 16S rRNA
(N. ceranae)  218–219

321APIS
321APIS

GGGGGCATGTCTTTGACGTACTATGTA
GGGGGGCGTTTAAAATGTGAAACAACTATG

16S rRNA
(N. apis)      321
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5X reaction buffer, 1.0 µL of 10 mM dNTP mix, and 0.5 
µL of M-MuLV reverse transcriptase) and was distributed 
in amounts of 3.5 µL for each tube. These tubes were 
incubated for 45 min at 48 °C in a thermal cycler (19).

Finally the PCR mix was prepared with a total volume 
of 30 µL that contained 3 µL of cDNA, 3 µL of Taq buffer 
(10X,750 mM Tris-HCl, 200 mM (NH4)2SO4, 0.1% (v/v) 
Tween 20), 2 µL of MgCl2 (25 mM), 1 µL of each primer 
(10 mM), 1 µL of the solution of four deoxynucleoside 
triphosphates (10 mM), 0.25 µL of Taq DNA polymerase 
(5 U/µL), and 18.75 µL of molecular biology-grade water 
(MBI Fermentas, Lithuania). 

For general BQCV detection, universal primers (P1, 
5’–3’ TGG TCA GCT CCC ACT ACC TTA AAC; and 
P2, 5’–3’ GCA ACA AGA AGA AAC GTA AAC CAC) 
were used according to Benjeddou et al. (19) to amplify 
specifically a 700-bp product.

The PCR reactions were performed using a thermal 
cycler (Prime, Techne, Bibby Scientific Ltd., UK) and 
using an initial denaturation at 95 °C for 2 min followed 
by 40 cycles consisting of denaturation (95 °C for 30 s), 
annealing (55 °C for 60 s), and elongation (68 °C for 120 s) 
as action conditions and a final extension step at 68 °C for 
7 min. The PCR products were analyzed by 1.5 % agarose 
gel electrophoresis.
2.5. DNA sequence analysis 
After purification of the samples selected from the 
obtained positive products with a commercial purification 
kit (High Pure PCR Cleanup Micro Kit, Roche, Germany), 
prior to sequence analysis, they were subjected to capillary 
electrophoretic separation in a specialized laboratory 
(Refgen, Ankara, Turkey) and sequence analyses of 
the products were performed. The sequence results of 
the samples were obtained through examination of the 
sequencing results with the BioEdit sequence alignment 
program. The BLAST analyses of the obtained sequences 
were performed on the Internet in GenBank, and the 
percentage of their similarity to the same strains around 
the world was identified. The samples were recorded in 
GenBank-NCBI and accession numbers were obtained 
(KU521775, KU521776, KU521777, and KU521778).

3. Results
In this study, a total of 260 adult worker bees from 26 
colonies in 5 apiary locations (Erek, Kasımoğlu, Özalp 
Yolu, Bostaniçi, Kale Yolu) that belonged to the center of 
the province of Van were investigated. In the dissection 
study, spores that belonged to Nosema spp. were found 
in the intestines and in the body cavity (Figure 1). 
Nosema spp. spores were detected in 8 out of 26 colonies 
(32.5%). All of the bees that were found to be positive by 
microscopic examination were also found to be positive by 
the PCR technique. Following agarose gel electrophoresis 

and staining of the obtained products with ethidium 
bromide, 8 amplicons exhibited a length of 218–219 bp, 
which corresponds to Nosema ceranae (Figure 2). No 
coinfections (mixed N. apis/N. ceranae) were found. The 
nucleotide sequences of amplification products from the 
Nosema-infected honeybee samples were 99% identical 
to the N. ceranae sequence deposited in the GenBank 
database. The detected sequence analysis data belonging 
to N. ceranae are listed in Table 2.

The results of RT-PCR tests of the Nosema-positive 
colonies demonstrated BQCV positivity in 23 (88.5%) of 
26 colonies. As a result of the gel electrophoresis of the 
obtained PCR products, specific bands were detected at a 
molecular weight of 700 bp (Figure 3). Sequence analysis 
of 4 BQCV-positive samples was performed and the results 
were evaluated and recorded in GenBank (KU521775, 
KU521776, KU521777, and KU521778).

4. Discussion
Nosemosis is an extremely important and common 
honeybee disease caused by Nosema apis and Nosema 
ceranae (3,4). As in the rest of the world, Nosema disease has 
a wide range of distribution in Turkey, and it is speculated 
to cause major losses from time to time. The diagnosis of 
the disease is made by traditional microscopic methods 
and some molecular techniques (20,21). In previous 
studies from Turkey, the prevalence of Nosema disease 
was found to be between 4% and 54.16% by microscopic 
techniques (1,22). However, the spores of these species 
are very similar to each other morphologically, and hence 
such distinctions between them are quite difficult with 
traditional microscopic methods. The diagnosis of the 
disease is made by traditional microscopic methods and 

Figure 1. The presence of a Nosema spore (macerated abdomen 
suspension of adult honeybees).
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some molecular techniques (20–22). Therefore, molecular 
biological techniques such as PCR, multiplex-PCR, 
DNA sequencing, and PCR-RFLP are used today in the 
diagnosis of infections or mixed infections caused by the 
two pathogens (3). 

Having used multiplex-PCR diagnosis for Nosema 
spores and different primer pairs targeting the rRNA gene 
for discrimination of the species, Michalczyk et al. (23) 
reported that Nosema ceranae was the dominant species 
in European honeybees. Traver and Fell (24) studied 586 
managed A. mellifera colonies from Virginia in 2009 using 
real-time PCR to detect Nosema apis and Nosema cerenea. 
Nabian et al. (25) determined N. ceranae for the first time 
in European honeybee colonies in Iran by sequencing the 
16S rRNA gene. In Hungary, differentiation between N. 
ceranae and N. apis spores by PCR analysis reported a low 

incidence of N. apis in Hungarian apiaries (26). Webster et 
al. (27) noted that PCR analysis was more sensitive than 
examination for spores by light microscopy in detecting 
N. apis infection. Different researchers who used the 
same technique determined N. ceranae for the first time 
in European honeybee colonies in Canada and the central 
USA (28), France (20), Spain (29), Jordan (30), and the 
United States (31). On the other hand, Klee et al. (21) and 
Szalanski et al. (32) reported that the PCR-RFLP method 
was quite fast and reliable in diagnosing the species and 
discriminating the pathogen species. 

Along with extensive studies on the determination 
of the species of Nosema spores at the molecular level in 
the world (23,32,33), the number of studies related to the 
agent for the disease seems to be high in Turkey; however, 
these studies have been limited to the general presence 

Figure 2. PCR analysis of extracted DNA from Nosema spore using primers (218MITOC) 
specific for Nosema ceranae derived from 16 S rRNA of the protozoa (lanes 1–4) and the 
negative control (lane 5).  

Table 2. Sequence of N. ceranae detected in Van Province. 

Sequencing results

GTATTACaTAaTTGAATTTGAGTTTTTTGGCTCTGGGGATAGTATGATCA

GCAAGATTGAAAATTAAAGAAATTGACGGAAGAATACCACAAGGAGTG

GATTGTGCGGCTTAATTTGACTCAACGCGAGGTAACTTACCAATATTTT

TTATTTTGAGAGAACGGTTTTTTGTttgAGAATGACCGGGA
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of the disease in content. In the last few years, however, 
determination of the disease at species level and species-
specific molecular biological studies have been carried 
out (3,4,34,35). Ütük et al. (3) detected N. ceranae for 
the first time in two bee samples that were sent to their 
laboratory from the Samsun and Giresun provinces of 
Turkey by using multiplex PCR. In the same year, in the 
samples they studied by PCR technique in the Eastern 
Black Sea Region, Whitaker et al. (4) detected N. ceranae 
and N. apis. Similarly, in the samples collected from 
Hatay and the South Marmara regions, Muz et al. (34) 
determined Nosema by detecting spores and their species 
at the molecular level. As a result of PCR performed with 
specific primers that replicated the 16S rRNA gene region, 
Tosun (35) reported only the presence of N. ceranae in 
the province of Ordu. Utuk et al. (36) reported Nosema 
ceranae as the dominant species in Turkey using the PCR 
method. In this study, while Nosema ceranae was detected 
in adult honeybees as a result of PCR in 5 apiaries in the 
province of Van, no N. apis or mixed N. apis/N. ceranae 
infections were detected in the samples. Our results 
show that N. ceranae is the only Nosema species found 
to infect honeybees in the geographic territory of Van. 
The prevalence of the disease was identified to be 32.5%, 
and the species was confirmed by sequence analysis. In 
addition, this study is the first microscopic and molecular 
examination for detection of Nosema spp. in the province of 
Van. The benefits of molecular methods include increased 
sensitivity, specificity, and, perhaps more significantly, 

ability to identify all developmental stages of Nosema sp. 
(18).

BQCV is a common virus that affects honeybees; 
however, its implication in honeybee mortality is currently 
poorly understood (37). The virus was detected in 86% 
of adult samples and 23% of pupae in a survey of healthy 
French bee colonies (11), and recently in Austrian apiaries 
(13). Limited data are available regarding the distribution 
of BQCV in Turkey. In studies determining the presence of 
the infection in Turkey, the rate was determined as 21.42% 
in colonies in the Black Sea region and 32.2% in colonies 
in the province of Hakkari (38,39). In the current study, 
the presence of BQCV was determined as 88.5%. This 
determined prevalence rate has attracted attention, as it is 
higher than that of the Black Sea region and the province 
of Hakkari. 

In studies conducted in previous years, a positive 
correlation was reported between BQCV epidemiology 
and Nosema parasites (6,11). In a study by Berényi et 
al. (13), which was conducted in Austria, Nosema apis 
infection was detected as 78%, while in the same bees, the 
density of BQCV was determined as 75%. Similarly, in 
cases in which the viruses and parasites are seen together, 
the bee mortality has been reported to increase (12,40,41). 
In the present study, N. ceranae and BQCV infections were 
determined to have been seen simultaneously in the bee 
colonies. Concurrent detection of BQCV and Nosema 
parasites is a common finding obtained by different 
researchers (14,40,41). In contrast with the above-

Figure 3. RT-PCR from a 700-bp section of black queen-cell virus RNA. M: Molecular weight marker (MBI 
Fermentas Vilnius, Lithuania). Lanes 1–8: positive samples.
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mentioned articles, in different studies conducted in Spain 
and France, no clinical signs were detected in N. apis 
infections, which have a high number of spores and it is 
not seen simultaneously with BQCV (22). Again, in cases 
in which BQCV and N. apis were seen simultaneously, 
there is no precise information on the presence of clinical 
signs. This situation seems to support other studies that 
indicated that N. apis is less pathogenic compared to N. 
ceranae (8,36).

As a result of this study, the presence of Nosema ceranae 
and BQCV species and their spread were determined for 
the first time in honeybees in the province of Van using the 

PCR method. The possibility that a coinfection between 
Nosema spp. and BQCV could weigh down the clinical 
course should be taken into account. In the future, it will 
be necessary to establish the relationships between all the 
factors implicated in bee mortality.

Acknowledgments
This work was supported financially by a grant from 
Yüzüncü Yıl University Scientific Research Projects 
(YYUBAP/2015-HIZ-VF223). The authors thank Şükrü 
Onelan for technical assistance.

References

1. 	 Şimşek H. An investigation on some parasitic and fungal 
diseases in honey bee in Elazığ. Ankara Univ Vet Fak Derg 
2005; 52: 123-126 (in Turkish with summary in English).

2. 	 Büyük M, İvgin Tunca R, Taşkın A. The studies on presence 
of Nosema spp. in Turkey. Turkish Journal of Agricultural and 
Natural Sciences 2014; 1: 234-238 (in Turkish with abstract in 
English).

3. 	 Ütük AE, Pişkin FÇ, Kurt M. First molecular detection of 
Nosema ceranae in Turkey. Ankara Univ Vet Fak Derg 2010; 
57: 275-278 (in Turkish with summary in English).

4. 	 Whitaker J, Szalanski AL, Kence M. Molecular detection of 
Nosema ceranae and Nosema apis from Turkish honey bees. 
Apidologie 2011; 42: 174-180.

5. 	 Somerville D, Hornitzky M. Nosema disease. Primefacts 2007; 
699: 3. 

6. 	 Bailey L, Ball BV. Honey Bee Pathology. 2nd ed. London, UK: 
Academic Press; 1991.

7. 	 Fries I, Chauzat MP, Chen YP, Doublet V, Genersch E, Gisder S, 
Higes M, McMahon DP, Martín-Hernández R, Natsopoulou M 
et al. Standard methods for Nosema research. J Apic Res 2013; 
52: 1-28. 

8. 	 Paxton RJ, Klee J, Korpela S, Fries I. Nosema ceranae has 
infected Apis mellifera in Europe since at least 1998 and may be 
more virulent than Nosema apis. Apidologie 2007; 38: 558-565.

9. 	 Traver BE, Fell RD. Prevalence and infection intensity of 
Nosema in honey bee (Apis mellifera L.) colonies in Virginia. J 
Invertebr Pathol 2011; 107: 43-49. 

10. 	 Maramorosch K, Shatkin A. Honey bee viruses. In: Ziebuhr 
J, editor. Advances in Virus Research. Amsterdam, the 
Netherlands: Elsevier; 2007. pp. 33-80.

11. 	 Tentcheva D, Gauthier L, Zappulla N, Dainat B, Cousserans F, 
Colin ME, Bergoin M. Prevalence and seasonal variations of 
six bee viruses in Apis mellifera L. and Varroa destructor mite 
populations in France. Appl Environ Microbiol 2004; 70: 7185-
7191.

12. 	 Ritter W. Diagnostik und Bekämpfung der Bienenkrankheiten. 
Stuttgart, Germany: Fischer; 1996.

13. 	 Berényi O, Bakonyi T, Derakhshifar I, Köglberger H, Nowotny 
N. Occurrence of six honeybee virus in diseased Austrian 
apiaries. Appl Environ Microbiol 2006; 72: 2414-2420.

14. 	 Bakonyi T, Farkas R, Szendroi A, Dobos Kovacs M, Rusvai M. 
Detection of acute bee paralysis virus by RT-PCR in honey 
bee and Varroa destructor field samples: rapid screening of 
representative Hungarian apiaries. Apidologie 2002; 33: 63-74.

15. 	 Bakonyi T, Grabensteiner E, Kolodziejek J, Rusvai M, Topolska 
G, Ritter W, Nowotny N. Phylogenetic analysis of acute bee 
paralysis virus strains. Appl Environ Microbiol 2002; 68: 
16446-16450.

16. 	 Yue C, Genersch E. RT-PCR analysis of deformed wing virus in 
honeybees (Apis mellifera) and mites (Varroa destructor). J Gen 
Virol 2005; 86: 3419-3424.

17. 	 Higes M, Garcia-Palencia P, Martín-Hernandez R, Meana 
A. Experimental infection of Apis mellifera honeybees with 
Nosema ceranae (Microsporidia). J Invertebr Pathol 2007; 94: 
211-217.

18. 	 Martin-Hernández R, Meana A, Prieto L, Salvador AM, Bailon 
EG, Higes M. Outcome of colonization of Apis mellifera by 
Nosema ceranae. Appl Environ Microbiol 2007; 73: 6331-6338.

19. 	 Benjeddou M, Leat N, Allsopp M, Davison S. Detection of 
acute bee paralysis virus and black queen cell virus from honey 
bees by reverse transcriptase PCR. Appl Environ Microbiol 
2001; 67: 2384-2387.

20. 	 Chauzat MP, Higes M, Hernández RM, Meana A, Cougoule N, 
Faucon JP. Presence of Nosema ceranae in French honey bee 
colonies. J Apic Res 2007; 46: 127-128.

21. 	 Klee J, Besana AM, Genersch E, Gisder S, Nanetti A, Tam 
DQ, Chinh TX, Puerta F, Ruz JM, Kryger P et al. Widespread 
dispersal of the microsporidian Nosema ceranae, an emergent 
pathogen of the western honey bee, Apis mellifera. J Invertebr 
Pathol 2007; 96: 1-10.

22. 	 Çakmak İ, Aydın L, Gülegen AE. Honeybee pests and diseases 
in Southern Marmara Region of Turkey. Uludağ Bee Journal 
2003; 1: 33-35 (in Turkish with abstract in English). 

http://dx.doi.org/10.1051/apido/2010045
http://dx.doi.org/10.1051/apido/2010045
http://dx.doi.org/10.1051/apido/2010045
http://dx.doi.org/10.3896/IBRA.1.52.4.10
http://dx.doi.org/10.3896/IBRA.1.52.4.10
http://dx.doi.org/10.3896/IBRA.1.52.4.10
http://dx.doi.org/10.3896/IBRA.1.52.4.10
http://dx.doi.org/10.1051/apido:2007037
http://dx.doi.org/10.1051/apido:2007037
http://dx.doi.org/10.1051/apido:2007037
http://dx.doi.org/10.1016/j.jip.2011.02.003
http://dx.doi.org/10.1016/j.jip.2011.02.003
http://dx.doi.org/10.1016/j.jip.2011.02.003
http://dx.doi.org/10.1128/AEM.70.12.7185-7191.2004
http://dx.doi.org/10.1128/AEM.70.12.7185-7191.2004
http://dx.doi.org/10.1128/AEM.70.12.7185-7191.2004
http://dx.doi.org/10.1128/AEM.70.12.7185-7191.2004
http://dx.doi.org/10.1128/AEM.70.12.7185-7191.2004
http://dx.doi.org/10.1128/AEM.72.4.2414-2420.2006
http://dx.doi.org/10.1128/AEM.72.4.2414-2420.2006
http://dx.doi.org/10.1128/AEM.72.4.2414-2420.2006
http://dx.doi.org/10.1051/apido:2001004
http://dx.doi.org/10.1051/apido:2001004
http://dx.doi.org/10.1051/apido:2001004
http://dx.doi.org/10.1051/apido:2001004
http://dx.doi.org/10.1099/vir.0.81401-0
http://dx.doi.org/10.1099/vir.0.81401-0
http://dx.doi.org/10.1099/vir.0.81401-0
http://dx.doi.org/10.1016/j.jip.2006.11.001
http://dx.doi.org/10.1016/j.jip.2006.11.001
http://dx.doi.org/10.1016/j.jip.2006.11.001
http://dx.doi.org/10.1016/j.jip.2006.11.001
http://dx.doi.org/10.1128/AEM.00270-07
http://dx.doi.org/10.1128/AEM.00270-07
http://dx.doi.org/10.1128/AEM.00270-07
http://dx.doi.org/10.1128/AEM.67.5.2384-2387.2001
http://dx.doi.org/10.1128/AEM.67.5.2384-2387.2001
http://dx.doi.org/10.1128/AEM.67.5.2384-2387.2001
http://dx.doi.org/10.1128/AEM.67.5.2384-2387.2001
http://dx.doi.org/10.1080/00218839.2007.11101380
http://dx.doi.org/10.1080/00218839.2007.11101380
http://dx.doi.org/10.1080/00218839.2007.11101380
http://dx.doi.org/10.1016/j.jip.2007.02.014
http://dx.doi.org/10.1016/j.jip.2007.02.014
http://dx.doi.org/10.1016/j.jip.2007.02.014
http://dx.doi.org/10.1016/j.jip.2007.02.014
http://dx.doi.org/10.1016/j.jip.2007.02.014


227

OĞUZ et al. / Turk J Vet Anim Sci

23. 	 Michalczyk M, Sokół R, Szczerba-Turek A, Bancerz-Kisiel A. A 
comparison of the effectiveness of the microscopic method and 
the multiplex PCR method in identifying and discriminating 
the species of Nosema spp. spores in worker bees (Apis 
mellifera) from winter hive debris. Pol J Vet Sci 2011; 14: 385-
391.

24. 	 Traver BE, Fell RD. Prevalence and infection intensity of 
Nosema in honey bee (Apis mellifera L.) colonies in Virginia. J 
Invert Pathol 2011; 107: 43-49.

25. 	 Nabian S, Ahmadi K, Nazem Shirazi MH, Gerami Sadeghian A. 
First detection of Nosema ceranae, a microsporidian protozoa 
of European honeybees (Apis mellifera) in Iran. Iran J Parasitol 
2011; 6: 89-95.

26. 	 Tapaszti Z, Forgách P, Kövágó C, Békési L, Bakonyi T, Rusvai 
M. First detection and dominance of Nosema ceranae in 
Hungarian honeybee colonies. Acta Vet Hung 2009; 57: 383-
388.

27. 	 Webster TC, Thacker EM, Pomper K, Lowe J, Hunt G. Nosema 
apis  infection in honey bee (Apis mellifera) queens.  J Apicult 
Res 2008; 47: 53-57.

28. 	 Williams GR, Shafer ABA, Rogers REL, Shutler D, Stewart DT. 
First detection of Nosema ceranae, a microsporidian parasite of 
European honey bees (Apis mellifera), in Canada and Central 
USA. J Invertebr Pathol 2008; 97: 189-192.

29. 	 Higes M, Hernández RM, Meana A. Nosema ceranae, a new 
microsporidian parasite in honeybees in Europe. J Invertebr 
Pathol 2006; 92: 93-95.

30. 	 Haddad NJ. First detection of Nosema ceranae in Jordan. 
European Scientific Journal 2014; 10: 91-96.

31. 	 Chen Y, Evans JD, Smith IB, Pettis JS. Nosema ceranae is a 
long-present and wide-spread microsporidian infection of the 
European honey bee (Apis mellifera) in the United States. J 
Invertebr Pathol 2008; 97: 186-188.

32. 	 Szalanski AL, Tripodi AD, Trammel CE. Molecular detection 
of Nosema apis and N. ceranae from Southwestern and South 
Central USA feral Africanized and European honey bees, Apis 
mellifera (Hymenoptera: Apidae). Fla Entomol 2014; 97: 585-
589.

33. 	 Razmaraii N, Sadegh-Eteghad S, Babaei H, Paykari H, 
Esmaeilnia K, Froghy L. Molecular identification of Nosema 
species in East-Azerbaijan province, Iran. Archives of Razi 
Institute 2013; 68: 23-27.

34. 	 Muz MN, Girisgin AO, Muz D, Aydin L. Molecular detection 
of Nosema ceranae and Nosema apis infections in Turkish 
apiaries with collapsed colonies. J Apic Res 2010; 49: 342.

35. 	 Tosun O. Presence, Distribution and Characterization of 
Pathogens of Nosemosis (Nosematosis) Disease in Honeybees 
(Apis mellifera L., 1758) Colonies in the Black Sea Region. 
Trabzon, Turkey: Karadeniz Technical University; 2012.

36. 	 Utuk AE, Piskin FC, Girisgin AO, Selcuk O, Aydin L. 
Microscopic and molecular detection of Nosema spp. in 
honeybees of Turkey. Apidologie 2016; 47: 267-271.

37. 	 Higes M, Esperon F, Sanchez-Vizcaino JM. First report of black 
queen-cell virus detection in honey bees (Apis mellifera) in 
Spain. Span J Agric Res 2007; 5: 322-325.

38. 	 Okur Gumusova S, Albayrak H, Kurt M, Yazici Z. Prevalence 
of three honey bee viruses in Turkey. Vet Arhiv 2010; 80: 779-
785.

39. 	 Rüstemoğlu M. Molecular Characterization and the 
Investigation of Important Honey Bee (Apis mellifera) Viruses 
in Hakkari Province (Turkey) by Using RT-PCR. Van, Turkey: 
Yüzüncü Yıl University; 2015.

40. 	 Benjeddou M, Leat N, Allsopp M, Davison S. Development 
of infectious transcripts and genome manipulation of black 
queen-cell virus of honey bees. J Gen Virol 2002; 83: 3139-
3146.

41. 	 Hung ACF, Shimanuki H, Knox DA. Inapparent infection of 
acute paralysis virus and Kashmir bee virus in the U. S. honey 
bee. Am Bee J 1996; 136: 874-876.

http://dx.doi.org/10.1016/j.jip.2011.02.003
http://dx.doi.org/10.1016/j.jip.2011.02.003
http://dx.doi.org/10.1016/j.jip.2011.02.003
http://dx.doi.org/10.1556/AVet.57.2009.3.4
http://dx.doi.org/10.1556/AVet.57.2009.3.4
http://dx.doi.org/10.1556/AVet.57.2009.3.4
http://dx.doi.org/10.1556/AVet.57.2009.3.4
http://dx.doi.org/10.1080/00218839.2008.11101423
http://dx.doi.org/10.1080/00218839.2008.11101423
http://dx.doi.org/10.1080/00218839.2008.11101423
http://dx.doi.org/10.1016/j.jip.2007.08.005
http://dx.doi.org/10.1016/j.jip.2007.08.005
http://dx.doi.org/10.1016/j.jip.2007.08.005
http://dx.doi.org/10.1016/j.jip.2007.08.005
http://dx.doi.org/10.1016/j.jip.2006.02.005
http://dx.doi.org/10.1016/j.jip.2006.02.005
http://dx.doi.org/10.1016/j.jip.2006.02.005
http://dx.doi.org/10.1016/j.jip.2007.07.010
http://dx.doi.org/10.1016/j.jip.2007.07.010
http://dx.doi.org/10.1016/j.jip.2007.07.010
http://dx.doi.org/10.1016/j.jip.2007.07.010
http://dx.doi.org/10.1653/024.097.0233
http://dx.doi.org/10.1653/024.097.0233
http://dx.doi.org/10.1653/024.097.0233
http://dx.doi.org/10.1653/024.097.0233
http://dx.doi.org/10.1653/024.097.0233
http://dx.doi.org/10.3896/IBRA.1.49.4.09
http://dx.doi.org/10.3896/IBRA.1.49.4.09
http://dx.doi.org/10.3896/IBRA.1.49.4.09
http://dx.doi.org/10.1007/s13592-015-0394-6
http://dx.doi.org/10.1007/s13592-015-0394-6
http://dx.doi.org/10.1007/s13592-015-0394-6
http://dx.doi.org/10.5424/sjar/2007053-263
http://dx.doi.org/10.5424/sjar/2007053-263
http://dx.doi.org/10.5424/sjar/2007053-263
http://dx.doi.org/10.1099/0022-1317-83-12-3139
http://dx.doi.org/10.1099/0022-1317-83-12-3139
http://dx.doi.org/10.1099/0022-1317-83-12-3139
http://dx.doi.org/10.1099/0022-1317-83-12-3139

