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Abstract Knowledge of the distribution of Paenibacillus
larvae spores, the causative agent of American foulbrood
(AFB), among individual adult honey bees is crucial for
determining the appropriate number of adult bees to include
in apiary composite samples when screening for diseased
colonies. To study spore distribution at the individual bee
level, 500 honey bees were collected from different parts of
eight clinically diseased colonies and individually analyzed
for P. larvae. From the brood chamber and from the super,
bees were randomly collected and individually put in
Eppendorf vials. The samples were frozen as soon as
possible after collection. Concurrently with sampling, each
colony was visually inspected for clinical symptoms of
AFB. The number of clinically diseased cells in the colony
was visually estimated. All samples were cultured in the
laboratory for P. larvae. The results demonstrate that the
spores are not randomly distributed among the bees; some
bees have much higher spore loads than others. It is also
clear that as the proportion of contaminated bees increase,
the number of spores from each positive bee also increases.
The data also demonstrated a relationship between the
number of clinically diseased cells and the proportion of
positive bees in individual colonies. This relationship was
used to develop a mathematical formula for estimating the
minimum number of bees in a sample to detect clinical
disease. The formula takes into account the size of the
apiary and the degree of certainty with which one aims to
discover clinical symptoms. Calculations using the formula
suggest that adult bee samples at the colony level will

detect light AFB infections with a high probability.
However, the skewed spore distribution of the adult bees
makes composite sampling at the apiary level more
problematic, if the aim of the sampling is to locate lightly
infected individual colonies within apiaries. The results
suggest that false-negative culturing results from composite
samples of adult bees from individual colonies with clinical
symptoms of AFB are highly improbable. However, if
single colonies have light infections in large apiaries, the
dilution effect from uncontaminated bees from healthy
colonies on the positive bees from diseased colonies may
yield false-negative results at the apiary level.

Introduction

American foulbrood (AFB) is caused by the bacterium
Paenibacillus larvae [6]. The pathogen infects and kills
larvae of the honey bee (Apis mellifera). AFB is widely
distributed throughout the world and is a problem for many
beekeepers, causing great economic losses [4, 10]. To
decrease the impact of AFB, it is important to have efficient
screening methods for diseased colonies so they can be
removed from the apiary before the disease is transmitted to
adjacent colonies. Although honey has been widely used to
monitor for AFB infections [9], Nordström et al. [14]
showed that culturing of colony-level composite samples of
adult bees is more sensitive than culturing of honey
samples from the same colony. Hornitzky and Karlovskis
[12] introduced the method of culturing adult honey bees
for AFB and demonstrated that spores could also be
detected from colonies without clinical symptoms. These
false positives represent colonies that are infected by the
pathogen but where clinical symptoms are not manifested.
From an epidemiological perspective, such subclinical
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infections should not be neglected because they may be
responsible for considerable horizontal disease transmission
within beekeeping operations, also where clinical disease
symptoms have not appeared, as beekeepers move material
between colonies. Adult bees from the brood chamber has
been reported to contain more spores per bee compared
with samples from the supers [8], but the differences are
small and may not be of practical importance when
sampling for diseased colonies [13].

Whereas honey, on occasion, may produce false-negative
results (no bacterial growth in spite of clinical disease
symptoms), samples of adult bees have not produced false
negatives when sampling of adult bees, and field inspection
for clinical symptoms have been done at the same time [13].
However, the issue of false negatives is a problem that
depends on the desired detection level and how large a
sample one is prepared to collect and process.

To understand how a pathogen is transmitted and how it
is distributed in the population is crucial for understanding
the epidemiology of the disease. Furthermore, an under-
standing of the epidemiology is crucial for disease control
and disease management. Some studies on the transmission
and distribution of AFB spores at the colony and apiary
level have been published [5, 8, 11, 13], but no studies
explicitly investigate the spore load and spore distribution
among individual honey bees. The fate of P. larvae spores
in individual honey bees after they have been ingested has
been studied [16], but the spore distribution in the colony or
among bees remains elusive. In a previous study, the
distribution of P. larvae spores based on colony-level and
apiary-level sampling was described [13]. To understand
how the spores of P. larvae are distributed among adult
honey bees, this article investigates individual bee-level
sampling. The results are compared with data from the
colony level for proper dimensioning of adult bee sampling
for AFB detection.

Materials and Methods

Individual honey bees of unidentified mixed race from
eight randomly selected, naturally infected colonies were
collected from June to August of 2002 and individually put
in Eppendorf® vials to prevent cross-contamination. The
colonies belonged to a commercial beekeeper outside
Uppsala in central Sweden and had not been treated for
any other diseases before sampling. The brood chamber in
the sampled colonies were allowed two deep ten-frame
Langstroth boxes. Approximately 30 bees (range 30–32)
were randomly collected from the supers (n=8) and about
30 bees (range 28–33) from the brood chambers (n=8). A
total of 500 individual bees were sampled. The colonies
were visually inspected at the time of sampling and all were

clinically diseased with different intensities of AFB. The
number of clinically diseased cells that could be detected
upon careful visual inspection ranged from 1 to more than
400. Both ropey larval remains and dried-in scales were
counted as clinical symptoms and added together to give
the total number of clinically diseased cells.

Each bee was cultured individually following the
protocol in the study of Lindström and Fries [13] but
adjusted to fit for samples of one bee only. To culture a
sample, a bee was put in a fine mesh bag inside a plastic
bag, 1 mL of sterile water was added, and the bee was
crushed. The liquid, filtered by the fine mesh bag to keep
larger body parts such as legs out, was poured into a
centrifugal tube and centrifuged (27,000×g, 10 min). The
supernatant was discarded and the pellet resuspended in
200μl of sterile water. To reduce contamination, the pellet
was put in a water bath (Grant™ GLS 400) for 10 min at
91°C. Dilution series (1/1,000, 1/10,000, and 1/100,000)
was plated on MYPGP agar [3] with 3 μg/mL nalidixic
acid. Plates were incubated for 7 days in 36°C with 5%
CO2. Bacterial colonies were counted manually.

Spore numbers where log e transformed. To test for
randomness, the Poisson goodness-of-fit test was
employed. The Mann–Whitney U test was used to test for
differences in spore load between supers and brood
chambers and the two-proportions test to test for differences
in proportion of positive bees. Regression analyses were
used to test for relationships between other parameters.
SAS Institute statistical software (version 9.1.3) was used
for statistical analyses. To calculate the number of bees
needed to detect infected apiaries on different detection
levels and apiary sizes, the formula:

N ¼ Ln 1� DCð Þ
Ln 1� pð Þ ð1Þ

was used, where DC is the degree of certainty and p is the
proportion of infected bees in a sample [1].

Results

The results show that the spores are not randomly
distributed among the bees (p<0.001) when all bees from
all colonies were tested in a Poisson goodness-of-fit test.
The test instead suggests that the spores are aggregated
among the bees (Fig. 1). Furthermore, it is worth noting
that the variation in spore load per bee ranges over several
orders of magnitude (Fig. 1).

There was no significant difference between the spore
loads of individual bees in supers and brood chambers
(Mann–Whitney U test, p=0.88, n=16; Fig. 2). Nor did the
proportions of positive or contaminated bees differ signifi-
cantly between supers and brood chambers (two-proportions
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test, p=0.131, n=16). However, there is a highly significant
relationship between the proportion of positive bees of a
given colony and the spore load of individual bees from that
colony described by the equation y ¼ 0:01e6:96x r2 ¼ 0:89ð Þ
with higher spore loads per bee as the proportion of positive
bees increase as shown in Fig. 3.

The relationship between the approximate number of
clinically diseased brood cells in the colony and the spore load
of the individual bees was also highly significant described by
the equation y ¼ 1:05Ln xð Þ þ 0:77 r2 ¼ 0:63ð Þ. The results
demonstrate that the more clinical symptoms that are detected,
the heavier is the spore load found on individual bees (Fig. 4).
The relationship between the number of clinically diseased
cells and the proportion of positive bees (Fig. 5) can be
described by a function:

p ¼ 1� e�0:13x ð2Þ

where p is the proportion of positive bees in a sample and x is
the number of clinically diseased cells in the colony where the
sample was taken. If Eq. 2 is combined with Eq. 1, we get:

N ¼ Ln 1� DCð Þ

Ln 1�
Pn

i¼1

1�e�0:13xið Þ
niþnh

0

B
@

1

C
A

ð3Þ

which allows us to sum the proportions of positive bees for
each colony in the apiary based on the clinical symptoms and
calculate the proportion of positive bees in the composite
sample. In the denominator, ni denotes the number of
clinically diseased colonies sampled, and nh denotes the
number of healthy colonies sampled. This formula assumes
that the colonies that do not show any clinical symptoms are
spore-free and can therefore be used to calculate the worst-
case scenario. In Fig. 6, the formula has been used to calculate
sample sizes of adult bees for different detection levels and
apiary sizes. It should be pointed out that this formula is based
on data from a limited number of colonies and do not
represent the great variation in virulence of the bacterium nor
the variation in resistance on behalf of the bees. It is therefore
likely that if this experiment is repeated in other populations,
results will vary accordingly.

The lowest proportion of positive bees in a sample from
a clinically diseased colony according to Eq. 2 is 12%,
corresponding to one clinically diseased cell (Fig. 5). If
Eq. 1 is solved for DC, the probability for a positive result
can be calculated. The empirical data suggest that if 100
bees are sampled from a colony with one clinically diseased
cell the probability of a positive culturing result is result is
greater than 99.99% (Fig. 7).

Figure 2 A comparison between the mean number of colony-forming
units (cfu) of bees taken from the supers and the brood chambers,
respectively (n=8). The bars show the SEM

Figure 1 The frequencies of
different numbers of colony-
forming units (cfu) when culti-
vating P. larvae from individual
bees
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Discussion

The spores of P. larvae are not randomly distributed among
adult bees. This distribution is important to know for
dimensioning sample sizes when colonies are monitored for
AFB, using cultivation for the causative agent from adult
bees. The presented results strongly suggest that samples of
adult bees from individual colonies are highly effective in
detecting clinically diseased colonies (Fig. 5). However, the
skewed distribution of spores among bees in colonies with
few visibly infected cells make composite samples includ-
ing many colonies more problematic. In samples of 100
bees from individual colonies, the chance of a false

negative is negligible (Fig. 6). With inclusion of noninfect-
ed colonies in an apiary composite sample, the probability
of a false negative result will increase.

There were no significant difference in spore load
between the brood chamber and the super. This is
congruent with what has been reported by Lindström and
Fries [13] but contrary to that of Goodwin et al. [8].
However, Goodwin et al. [8] reported that when clustering
bees are shaken from the brood combs, the remaining
young bees have a significantly lower spore load than the
bees from the super. The reported difference corresponds to
a few positive bees (~130 colonies/plate). This supports the
data from this study that the spores are unevenly distributed.

Figure 3 The relationship be-
tween the proportion of positive
bees and the mean number of
colony-forming units (cfu; n=8).
Vertical bars represent the stan-
dard error

Figure 4 Relationship between
the spore load of individual bees
measured as number of colony
forming units (cfu) and the
estimated number of clinically
diseased cells in the colony
where the sample was taken
(n=8). Vertical bars represent
the standard error
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During their lifetime, honey bees have different tasks in the
colony [17], which would expose them to spores to varying
degrees.

The figures also show that a number of bees will be
positive for P. larvae without any clinical symptoms
manifested, in the colony so-called false-positive samples.
Because the spores are not uniformly distributed, single
honey bee individuals that contain high spore levels may be
sampled and present a skewed image of the situation in the
colony.

If we use the model from Fig. 5, we can calculate the
proportions of positive bees for different levels of clinical
disease. The calculations show that already with six

clinically diseased cells, 50% of the bees are positive and
with 36 and 112 clinically diseased cells, 99 and 100% of
the bees in the colony, respectively, will be positive for
P. larvae. This means that as the level of clinical disease
increase in a colony included in an apiary composite bee
sample, the probability of false negative results decrease
drastically. Provided an equal number of bees from each
colony is included in the apiary composite bee sample to be
investigated, we can make the following calculation: In an
apiary composite sample from ten colonies with one colony
containing one clinically diseased cell and all other colonies
being free of spores (unlikely because of subclinical
infections), 12% of the adult bees from the clinically

Figure 5 The relationship
between the proportion of bees
positive for P. larvae in a sample
and the number of clinically
diseased cells in the colony
where the sample was taken
(n=8). The relationship can be
described by the formula
y=1−e−0.13x

Figure 6 Number of bees
needed in a subsample from an
apiary composite sample if only
one colony is diseased with one
cell. The lines represent differ-
ent probabilities for detection of
P. larvae when the samples are
cultivated
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diseased colony are positive (Fig. 5). The probability that
the composite sample will give a false-negative result is
approximately 30% if 100 bees are cultured as a subsample
of the composite sample. In Fig. 6, it can be seen that if we
want to be 95% sure to detect one colony diseased with one
cell in a composite sample from ten colonies, we have to
take a subsample that consists of 245 bees. Thus, if the
lowest level of infection should be detected with a high
probability, the results demonstrate that individual colony
samples should be preferred. However, the data also
suggest that composite apiary samples could be useful for
more general screening purposes.

Using composite samples of adult bees from individual
colonies, Lindström and Fries [13] report no false negatives
from colony-level samples. However, Goodwin et al. [8]
report 2.5% false-negative samples from individual colo-
nies. Partly, the results of Goodwin et al. [8] may be
attributed to culturing the bacteria for 3 days only and
inspections for symptoms at a time different from the
sampling of bees. It has been shown that samples have to
be incubated for at least a week to let the majority of spores
germinate [15].

The results show no significant difference in spore load
or proportion of spore carriers between bees from the brood
chamber and the supers. This is congruent with earlier data
both at the colony and apiary level of sampling [13].
Although bees from the brood chamber sometimes carry
more spores compared with adult bees sampled in the super
[8, 13], the differences are slight. Thus, the increased
amount of work to sample from the brood chamber, when
samples are collected from colonies with honey supers, is
hardly justified.

It is interesting to note that there is a strong correlation
between the number of colony-forming units and the
proportion of positive bees (Fig. 4). Goodwin et al. [8]
reported the proportion of positive bees in their samples

but did not relate this proportion to the level of clinically
diseased cells or to amount of spores carried by each
individual bee. Goodwin et al. [7] stated “that most bees in
an AFB infected colony carry B. larvae (later renamed to
P. larvae [6]) spores, even those with low level of clinical
infection.” Unfortunately, they did not give any data or
reference to support their claim. Figure 3 clearly shows
that as more bees become spore carriers, each bee also
tends to be contaminated with increasing number of
spores. Increased number of spores per bee may possibly
translate to more efficient transmission of spores to
susceptible larvae, and additional larvae can potentially
be infected by each contaminated bee [2]. The spores are
stored in the intestines of the bees for several days and
may be accumulated there if the bee constantly ingests
more spores [16], as would probably be the case in a
heavily infected colony.

There was a strong relationship between the number of
clinically diseased cells in a colony and the mean number
of bacterial colonies per bee that grew on the agar plates
(Fig. 4). This is congruent with data from composite
samples of adult bees [13]. The spore load of the adult
bees rise fast as the number of clinically diseased cells
increase. If the infection level is low and kept under control
by the colony, then clinically diseased cells are probably
only manifested at irregular intervals. Then, the proportion
of adult bees that carry spores will indeed be small, and
samples from such colonies may suggest that the disease
disappears, only to reappear, although it is a continuously
ongoing low-grade infection.

Microbiological methods was used to measure the spore
loads in the samples. Although molecular methods have a
lower detection threshold, the culturing of P. larvae spores
is sufficiently accurate for the purposes of this study.
Moreover, for molecular methods to be applicable spore
walls need to be broken, which requires special equipment.

Figure 7 The degree of certain-
ty with which a colony with one,
two, five, or ten clinically dis-
eased cells is discovered (the
sample is positive for P. larvae)
in composite samples of 100
bees from 1 to 25 colonies
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The results suggest that false-negative culturing results
from composite samples of adult bees from individual
colonies with clinical symptoms of AFB are highly improb-
able. At the apiary level, the outcome is strongly dependant
on the number of healthy and clinically diseased colonies in
the apiary.
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