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Abstract
Honey bee samples collected between 1995 and 2007 from 12 states were examined for the presence of Nosema infections. Our results
showed that Nosema ceranae is a wide-spread infection of the European honey bee, Apis mellifera in the United States. The discovery of
N. ceranae in bees collected a decade ago indicates that N. ceranae was transferred from its original host, Apis cerana to A. mellifera
earlier than previously recognized. The spread of N. ceranae infection in A. mellifera warrants further epidemiological studies to identify
conditions that resulted in such a widespread infection.
Published by Elsevier Inc.
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Nosema disease is one of the most prevalent adult honey
bee diseases (Bailey, 1981; Matheson, 1993) and is caused
by two described species of microsporidia, Nosema apis
and Nosema ceranae. Transmission of Nosema in honey
bee colonies is mainly via the fecal-oral route in which
pathogens are spread by transferring feces of diseased hosts
to uninfected hosts via ingestion. Adult bees ingest Nosema
spores when they are eating contaminated food and when
they are cleaning up fecal material from infected bees.
The spores geminate within the midgut and release polar
tubes that transfer their sporoplasm into midgut epithelial
cells where they generate more spores. Millions of new
spores can be found inside of a bee’s midgut a few weeks
after initial infection (Bailey and Ball, 1991) and the spores
excreted with feces become new sources of the infection in
the colonies. Although infected bees do not exhibit obvious
external disease symptoms, infection of Nosema causes
digestive disorders, shortened life spans of honey bees,
decrease of population size of honey bee colonies (Hassan*
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ein, 1953; Rinderer and Sylvester, 1978; Malone et al.,
1995), and reduction of honey production and crop products that rely on bees for pollination (Anderson and Giacon, 1992; Fries et al., 1984; Goodwin et al., 1990).
Since late 2006, a mysterious illness, termed ‘‘Colony
Collapse Disorder’’ (CCD), has been devastating massive
numbers of honey bee colonies and threatens the beekeeping industry in the United States. As part of our eﬀorts to
identify the causes of sudden disappearances and extensive
die-oﬀs of colonies in the hope of designing appropriate
control strategies to safeguard bee health in the future,
the status of Nosema infections in honey bees collected from
states aﬀected by CCD was also examined. While our investigation did not show a direct correlation between Nosema
infection and CCD, the results revealed that N. ceranae, a
species of Nosema originally found in the Asian honey
bee, Apis cerana (Fries et al., 1996), was the only Nosema
species found in infected European honey bees (Apis melllifera) and had a wide geographical distribution in the United
States. For years, Nosema disease of the European honey
bee was exclusively attributed to N. apis. However, two
recent reports showed that N. ceranae has been discovered
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in the European honey bee in Taiwan and Spain (Higes
et al., 2006; Huang et al., 2007). In addition, Klee et al.
(2007) reported that N. ceranae was a widespread infection
of the European honey bee worldwide. In light of the discovery that N. ceranae is a widespread infection of European honey bees, we hypothesized that N. ceranae might
have been present in the European honey bees in the United
States long before we realized. To clarify this, honey bee
samples collected a decade ago were examined for the presence of N. ceranae. Here we present evidence that N. ceranae is a long-established and wide-spread infection of the
European honey bee in the United States.
Bee samples were collected from the ﬁeld and sent to our
laboratory by beekeepers. The samples came from diﬀerent
geographic regions of the United States from the years
1995–2007. All the bee samples were stored in 70% ethanol
at room temperature prior to examination. Ten bees were
randomly selected from each group and a total 180 bees
were examined for the presence of Nosema. Genomic
DNA was extracted from individual bees using a DNA
puriﬁcation kit, DNAzol (Invitrogen, Carlsbad, CA)
according to the manufacturer’s protocol. The complete
sequences of rRNA including small subunit ribosomal
RNA gene, internal transcribed spacer, and large subunit
ribosomal RNA gene, for both N. apis (GenBank Accession No: U97150) and N. ceranae (GenBank Accession
No: DQ486027) were retrieved from GenBank and aligned
with the MegAlign (DNASTAR Lasergene software program, Madison, WI). Based on the alignment of rRNA, a
set of generic primers, Nosema F (5 0 -ggcagttatgggaagtaaca-3 0 )/Nosema R (5 0 -ggtcgtcacatttcatctct-3 0 ) was designed
in the region conserved in both N. apis and N. ceranae to
allow for ampliﬁcation of rRNA in both species. To diﬀerentiate between two the Nosema species, one set of primers,
N. ceranae F (5 0 -cggataaaagagtccgttacc-3 0 )/N. ceranae R
(5 0 -tgagcagggttctagggat-3 0 ) was designed in the region complimentary only to N. ceranae, while another set of primers,
N. apis F (5 0 -ccattgccggataagagagt-3 0 /N. apis R (5 0 -cacgcattgctgcatcattgac-3 0 ) was designed in the region complimentary only to N. apis. DNA from individual bees was
ampliﬁed with three sets of Nosema primers separately.
Invitrogen recombinant TaqDNA polymerase was used
for PCR ampliﬁcation and the reaction mixture as well as
PCR thermal cycling proﬁles was performed according to
the manufacturer’s recommended protocol. The speciﬁcity
of PCR ampliﬁcation of each pair of primers was conﬁrmed by purifying PCR fragments from agarose gels using
Wizard PCR Prep DNA Puriﬁcation System (Promega,
Madison, WI), sequencing the PCR fragments, and comparing sequence results with sequences deposited in the
GenBank database, NCBI, NIH. DNA extracted from
Nosema infected bees (provided by Dr. Stephen F. Pernal
from Agriculture Agri-Food Canada) that were conﬁrmed
to be positive for both N. ceranae and N. apis by PCR
method and sequencing analysis was used as a positive control. Negative controls (H2O) were also included in each
run of PCR ampliﬁcation.
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Our results showed that N. ceranae is the only Nosema
species found to infect European honey bees from our
widespread geographic collections in the United States.
N. ceranae infected bees were found in samples collected
from each of 12 states including Oregon, California,
Hawaii, Idaho, North Dakota, Minnesota, Texas, Ohio,
Tennessee, Connecticut, Maryland and Florida, representing the Northeast, Southeast, Midwest, Southwest, and the
West regions of the U.S. Among 180 bees examined for
Nosema, 16% of the bees (28/180) were positive for N. ceranae. The results of PCR ampliﬁcation with generic
Nosema primer pair perfectly matched the results of ampliﬁcation with speciﬁc N. ceranae primer pair. However, the
results showed that all examined bees were negative for N.
apis when ampliﬁed with speciﬁc N. apis primer pair.
In an attempt to investigate the historical incidence of
N. ceranae infection in European honey bees, we found
infections of N. ceranae in samples collected during the period from 1995 to 2007 in the United States (Fig. 1). The
detection of N. ceranae in bees collected a decade ago indicated that N. ceranae is not a new emerging pathogen for
European honey bees and in fact had transferred from its
original host to Apis mellifera earlier than previously
recognized.
Our studies of N. ceranae infection in European honey
bees in the U.S. conﬁrm and extend the previous observations by Fries et al. (2006), Higes et al. (2006, 2007) and
Huang et al. (2007) that infection of N. ceranae was not
restricted to its original host. Detection of a pathogen in
bees stored over a long period of time suggests that N. ceranae has adapted to and established an infection in European honey bees for quite a while and also demonstrates
the power of PCR technique in handling historical samples
for pathogen infections. However, the discovery of N. ceranae in European honey bees raises several questions. First,
assuming A. cerana was the original host of N. ceranae,
when was the exact time that N. ceranae expanded its host
range from A. cerana to A. mellifera? Which transmission
pathway(s) provided opportunities for N. ceranae to infect
new host populations? And while host speciﬁcity is a characteristic of microsporidia and the host range of most
microsporidia is relatively narrow (Solter and Becnel,
2003; Solter et al., 2005), how did N. ceranae overcome
the species barrier to expand its host range and establish
infection in a new host? What pathogenic traits of N. ceranae provide N. ceranae with the ability to take over the
N. apis and to become a predominant infection in A. mellifera in the U.S. populations? In addition, when did this displacement occur, or for how long has Nosema disease in the
U.S. been misclassiﬁed as arising solely from N. apis.
Indeed, is it possible that the parasite identiﬁed genetically
as N. ceranae (Fries et al., 1996) is in fact the historical
source of this disease in the U.S. The data presented in this
study indicate a strong need for epidemiological and pathogenetic studies to identify the conditions that results in
widespread infection of N. ceranae in European honey
bees.
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Fig. 1. PCR ampliﬁcation of representative bee samples collected from 1995 to 2007 in the United States. For x-axis, No. 1 indicates that DNA was
ampliﬁed with generic primers, Nosema F/R; No. 2 and 3 indicates DNA was ampliﬁed with speciﬁc primers, N. apis F/R and N. ceranae F/R,
respectively. The primer pairs, Nosema F/R, N. apis F/R, and N. ceranae F/R generated PCR fragments of 208, 401, and 250 bp, respectively. DNA that
was extracted from bees collected from Canada and identiﬁed to be positive for both N. ceranae and N. apis was used as a positive control (P.C.). Water
was used as a negative control (N.C.). The PCR ampliﬁcation bands are seen in samples ampliﬁed both with primer pairs Nosema F/F and N. ceranae F/R
but in samples ampliﬁed with primer pair N. apis F/R.

Disclaimer
Mention of trade names or commercial products in this
article is solely for the purpose of providing speciﬁc information and does not imply recommendation or endorsement by the U.S. Department of Agriculture.
Acknowledgments
The authors express their sincere gratitude to Dr. Stephen F. Pernal, from Agriculture Agri-Food Canada for
providing us the N. apis and N. ceranae infected bee samples, to Michele Hamilton, Nathan Rice, and Andrew
Ulsamer for excellent technical assistance. The work was
supported in part by the 2006 California State Bee-keepers’
Association (CSBA) research fund.
References
Anderson, D.L., Giacon, H., 1992. Reduced pollen collection by honey
bee (Hymenoptera: Apidae) colonies infected with Nosema apis and
sacbrood virus. J. Econ. Entomol. 85, 47–51.
Bailey, L., 1981. Honey Bee Pathology. Academic Press, London, UK, 124
pp.
Bailey, L., Ball, B.V., 1991. Honey Bee Pathology, 2nd ed. Academic
Press, London.
Fries, I., Ekbohm, G., Villumstad, E., 1984. Nosema apis, sampling
techniques and honey yield. J. Api. Res. 23, 102–105.
Fries, I., Feng, F., Silva, A.D., Slemenda, S.B., Pieniazek, N.J., 1996.
Nosema ceranae n. sp. (Microspora, Nosematidae), morphological and
molecular characterization of a microsporidian parasite of the Asian
honey bee Apis cerana (Hymenoptera, Apidae). Eur. J. Protistol. 32,
356–365.

Fries, I., Martı́n, R., Meana, A., Garcı́a-Palencia, P., Higes, M., 2006.
Natural infections of Nosema ceranae in European honey bees. J. Api.
Res. 45, 230–233.
Goodwin, M., Ten Houten, A., Perry, J., Blackman, R., 1990. Cost beneﬁt
analysis of using fumagillin to treat nosema. New Zealand Beekeeper
208, 11–12.
Hassanein, M.H., 1953. The inﬂuence of Nosema apis on the larval
honeybee. Ann. Appl. Biol. 38, 844–846.
Higes, M., Garcı́a-Palencı́a, P., Martı́n-Hern?ndez, R., Meana, A., 2007.
Experimental infection of Apis mellifera honeybees with Nosema
ceranae (microsporidia). J. Inverteb. Pathol. 94, 211–217.
Higes, M., Martı́n, R., Meana, A., 2006. Nosema ceranae, a new
microsporidian parasite in honey bees in Europe. J. Invert. Pathol.
92, 93–95.
Huang, W.-F., Jiang, J.-H., Chen, Y.-W., Wang, C.-H., 2007. A Nosema
ceranae isolate from the honeybee Apis mellifera. Apidologie 38, 30–37.
Klee, J., Besana, A.M., Genersch, E., Gisder, S., Nanetti, A., Tam,
D.Q., Chinh, T.X., Puerta, F., Ruz, J.M., Kryger, P., Message, D.,
Hatjina, F., Korpela, S., Fries, I., Paxton, R.J., 2007. Widespread
dispersal of the microsporidian Nosema ceranae, an emergent
pathogen of the western honey bee, Apis mellifera. J. Inverteb.
Pathol. 96, 1–10.
Malone, L.A., Giacon, H.A., Newton, M.R., 1995. Comparison of the
responses of some New Zealand and Australian honey bees (Apis
mellifera L) to Nosema apis Z. Apidologie 26, 495–502.
Matheson, A., 1993. World bee health report. Bee World 74, 176–212.
Rinderer, T.E., Sylvester, H.A., 1978. Variation in response to Nosema
apis, longevity, and hoarding behavior in a free-mating population of
the honey bee. Ann. Entomol. Soc. Am. 71, 372–374.
Solter, L.F., Becnel, J.J., 2003. Environmental safety of microsporidia.
In: Hokkanen, H., Hajek, A. (Eds.), Environmental Impacts of
Microbial Insecticides. Kluwer Academic Publishers, Netherlands,
pp. 93–118.
Solter, L.F., Maddox, J.V., Vossbrinck, C.R., 2005. Physiological host
speciﬁcity: a model using the European corn borer, Ostrinia nubilalis
(Hubner) (Lepdioptera: Crambidae) and microsporidia of row crop
and other stalk-boring hosts. J. Inverteb. Pathol. 90, 127–130.

