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Varroamite-vectored viruses such as Deformed wing virus (DWV) are of great concern for

honey bee health as they can cause disease in individuals and increase colony mortality.

Two genotypes of DWV (A and B) are prevalent in the United States and may have

differential virulence and pathogenicity. Honey bee genetic stocks bred to resist Varroa

mites also exhibit differential infection responses to the Varroa mite-vectored viruses.

The goal of this project was to determine if interactions between host genotype could

influence the overall infection levels and dissemination of DWV within honey bees. To

do this, we injected DWV isolated from symptomatic adult bees into mite-free, newly

emerged adult bees from five genetic stocks with varying levels of resistance to Varroa

mites. We measured DWV-A and DWV-B dissemination among tissues chosen based

on relevance to general health outcomes for 10 days. Injury from sham injections did

not increase DWV-A levels but did increase DWV-B infections. DWV injection increased

both DWV-A and DWV-B levels over time with significant host stock interactions. While

we did not observe any differences in viral dissemination among host stocks, we found

differences in virus genotype dissemination to different body parts. DWV-A exhibited

the highest initial levels in heads and legs while the highest initial levels of DWV-B were

found in heads and abdomens. These interactions underscore the need to evaluate viral

genotype and tissue specificity in conjunction with host genotype, particularly when the

host has been selected for traits relative to virus-vector and virus resistance.

Keywords: Apis mellifera, RNA virus, pathogenesis, virulence, genotype-by-genotype interactions,

hypopharyngeal glands, Deformed wing virus

INTRODUCTION

Honey bees continue to maintain high rates of colony loss which has been attributed to multiple
stressors, especially a variety of pests and pathogens. The ectoparasitic mite Varroa destructor, a
common honey bee parasite worldwide, is considered to be a significant contributor to colony
losses, in large part due to its propensity to vector multiple viruses [(1–3)]. Of the viruses that are
vectored by Varroamites, Deformed wing virus (DWV) is the most common and prevalent honey
bee virus (4–6). The level of DWV infection at the colony level is typically positively correlated with
the level of Varroa infestation (7–9). DWV, alone and in combination with Varroa, has often been
associated with overwintering colony losses (10–13). The deadly association between DWV and
Varroamites has significantly altered the viral landscape and resulted in the collapse of millions of
bee colonies worldwide (14).
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DWV is currently recognized as a complex of three
genotypes—A, B, and C (14–16). Of these genotypes, DWV-A
was the originally dominant genotype prior to the invasion of
Varroamites and has been themost prevalent in the United States
(US) (17). However, genotype DWV-B (or Varroa destructor
virus 1 or VDV-1) is the most prevalent genotype in Europe
and has been increasing in prevalence in the US in recent years
(6, 13, 18). These genotypes are capable of cohabitation and
recombination into possibly more virulent recombinants within
the same host (19, 20). Infection by the different genotypes does
not appear to cause different symptomologies at the individual
level (21–23), but there have been debates on if one particular
genotype is more virulent than another at the colony level (6,
9, 15, 16, 24–26). Recent literature has revealed competition can
also exist between the two genotypes when cohabiting within the
same host, resulting in lower pupal mortality and higher DWV-
B loads relative to DWV-A (6, 26). Such varying and complex
differences in results highlight the importance and necessity of
investigating how host genotype, a potentially confounding factor
in these studies, contributes to the infectivity and pathogenicity of
different viral genotypes and ultimately impacts honey bee health
at individual and colony levels.

Additionally, an enhanced understanding of DWV
dissemination within the body of honey bees after infection
would offer critical insight into transmissibility and symptom
onset. DWV has been found throughout different tissues, and
specific tissues have been identified as sites of replication for the
virus and sites of infection that potentially lead to dissemination
(27). Recent research found that the presence of DWV in the
brains of honey bees could lead to changes in gene expression
associated with behavioral maturation and foraging behavior
(28). While there are differences in pathogenesis as a result
of how the virus is transmitted (vertically and/or horizontally
by conspecifics, directly, or indirectly via Varroa) (3, 29),
injection via Varroa parasitism allows DWV to directly enter the
hemolymph of developing pupae or adult bees and then spread
to different parts of the body through hemolymph circulation.
By assessing DWV dissemination, with particular emphasis on
the injection route that causes the majority of covert and overt
symptomologies, we can develop a better understanding of DWV
transmission, pathogenicity, and epidemiology.

Honey bees have demonstrated variability in susceptibility to
pests and pathogens, which may influence DWV dissemination
and overall infection rates. Varroa resistant honey bee stocks
have been bred to display hygienic behavior against Varroa
mites, reducingVarroa numbers and DWV levels within colonies
(30–34). In addition to Varroa resistance, multiple honey bee
stocks demonstrate virus tolerance which has led to reduced
individual mortality (35–38). Assessing the susceptibility and
progression of DWV among different honey bee stocks will give
a better understanding of DWV epidemiology and enable us to
better manage DWV infection in honey bees. To achieve our
study goals, we injected DWV into newly emerged adult bees
from five genetic stocks (Carniolan, Italian, Pol-Line, Russian,
and Saskatraz) varying in their susceptibility to Varroa mite
(39–41) and potentially to some mite-vectored viruses (35, 37).
Whereas Italian and Carniolan bees, commonly used throughout

the industry, have been bred for honey production and colony
size, Russian, Pol-Line, and Saskatraz bees have been specifically
bred for Varroa resistance (42–45). Using these bee stocks, we
determined the viral titer of two DWV genotypes (A and B) in
different tissue types (abdomens, heads, hypopharyngeal glands,
and rear legs) over the first 10 days of viral infection. These
specific tissues were chosen because the abdomen is the site of
Varroa feeding and DWV-injection (46–48); legs have been good
indicators of viral dissemination in other species and can be non-
destructively sampled if needed (27, 49); the head has been an
indicator of bee infections that cause overt effects (29, 50); and
hypopharyngeal glands in the head are food-related organs and
provide possible transmission by food trophallaxis and had yet to
be directly tested (3, 29, 51).

MATERIALS AND METHODS

Source Colonies
All colonies were started from 2 to 2.5 lb. “packages” made on 3
May 2018 from 10 previously established Italian colonies at the
USDA Honey Bee Breeding, Genetics, and Physiology Research
Laboratory, Baton Rouge, LA (30◦22′56′′N, 91◦10′40′′W).
Naturally-mated queens (n = 3 per stock) from the five genetic
stocks were sourced from the USDA Bee Lab [Pol-Line and
Russian, Saelao et al. (41)], a Canadian collaborating breeder
(Saskatraz), or purchased from commercial suppliers (Carniolan
and Italian). To increase worker acceptance of new queens, all
queens were placed into new colonies on 4May 2018 using plastic
cages with a candy plug blocking the entrance that the queen
and workers would chew through over a period of days for final
release (52). Colonies were checked for the presence of the queen
and the number of brood frames; those with fewer than three
frames of bees were supplemented with additional brood frames
on 17 May 2018 to equalize starting populations. All colonies
were maintained following standard management practices in
three apiaries within 6 km of each other (with Carniolan, Italian,
and Saskatraz sharing an apiary, while Pol-Line and Russian
colonies were kept in two separate apiaries). Colonies were not
sampled until after 6 weeks post brood supplementation to allow
time for population turnover to reflect queen genetics.

Viral Isolation
To obtain the DWV viral solution, 20 adult bees with DWV
infection symptoms were collected and ground in liquid nitrogen
to a fine powder, homogenized in 10ml PBS, and centrifuged at
5,000 rpm for at 4◦C for 20min following established protocols
(29, 53, 54). The resulting supernatant containing viruses was
filtered through a 0.2-micron filter (milex-GS syringe filter
unit #SLGS033SS, Millipore Sigma, Burlington, MA, USA) to
remove small tissue debris, fungi, and bacteria. qPCR was
conducted to test for the presence of non-target viruses (Acute
Bee Paralysis Virus, Black Queen Cell Virus, Chronic Bee
Paralysis Virus, Israeli Acute Paralysis Virus, Kashmir Bee Virus,
and Lake Sinai Virus) using the methods described below
(primers in Supplementary Table 1). Viral quantification for
non-specific DWV was performed by absolute quantification
using the Standard Curve Method. All methods were previously
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established based on standard protocols (27, 34). One sample
stock solution for DWV (measured using non-specific DWV
primers) was selected based on negative results for non-target
viruses and used to create the injection stock solution. Stock
solutions were diluted to 105, a biologically relevant, sublethal
functional titer level for adult bees (1).

Viral Injection
From July to October 2018, frames with emerging adult bees
were brought into the lab where emerging bees from each colony
were immediately uncapped and removed from the frame. Bees
were inspected for Varroa mites and those with mites on them
or in their pupal cells were discarded to try to mitigate the
impacts of prior feeding and DWV transmission. To simulate
the vectoring of DWV through the feeding of Varroa mites
in a standardized way, bees were injected with 3.0 µL of
DWV inoculum (DWV treatment). Three microliters of 1X PBS
injection (PBS treatment) and no injection (included as bees
may have had naturally occurring DWV infections, hereafter
referred to as “control”) were implemented as controls. To reduce
movement during injection, bees (including controls) were
placed on ice for 2min then injected (PBS and DWV treatments)
using an UltraMicroPump with a SYS-Micro4 Controller (World
Precision Instruments, Sarasota, FL, USA) with an infusion flow
rate of 0.1 µL/s, following manufacturer’s parameters. For the
injection, a 30G needle (Hamilton Company, Reno, NV, USA)
was inserted into the lateral abdomen between the fourth and
fifth tergites, based on established protocols (54, 55). Following
injections, bees were housed in cages (maximum of n = 30
bees) of the same treatment and colony according to standard
methods (56). All cages were provided 50% sucrose solution and
pollen substitute to ensure hypopharyngeal gland development;
food was replenished as needed or when desiccated (56, 57).
Cages were maintained in an incubator at 34◦C and 85% relative
humidity. A subset of three bees from each of the three treatments
and 15 colonies were sacrificed at 1, 2-, 4-, 7-, and 10-days post-
injection for a total of 675 bees and stored in sterile 1.5mL
centrifuge tube at −80◦C. Given inherent mortality differences,
more bees were treated as needed to obtain the necessarily time
point samples.

Dissection and RNA Isolation
To determine virus movement within the body of honey
bees over time, the three-bee subset was dissected from each
colony/treatment/stock/time point combination. Dissections
were conducted over dry ice with each bee dissected with a
new, sterilized blade. For each bee, the body was separated into
legs, head, and abdomen with other body segments removed.
The head was then embedded into beeswax (replaced for each
dissection) and the hypopharyngeal gland removed according to
previously published methods (58). Dissected tissues were stored
in separate sterilized tubes on dry ice during dissection and
long-term at−80◦C until RNA extraction.

RNA was extracted for a single rear leg, the head (sans
hypopharyngeal gland), the hypopharyngeal gland, and the
abdomen for each of the three bees representing each
combination of colony/treatment/stock/time (n = 2,700 RNA

extractions in total). To extract virus RNA from hypopharyngeal
glands, samples were placed in 30 µL lysis buffer and 30
µL Maxwell Homogenization buffer and vortexed. For legs
(cut into pieces), heads, and abdomens, samples were placed
in 200 µL lysis buffer and 200 µL Maxwell homogenization
buffer, manually ground with a pestle (Sigma-Aldrich, St.
Louis, Missouri, USA), and vortexed. All samples were then
incubated for 90min at 4◦C. After incubation, 320 µL Maxwell
Homogenization buffer was added to hypopharyngeal gland
samples. Total RNA of each tissue sample was extracted using
the Maxwell RSC 48 cartridges (Promega Corporation, Madison,
Wisconsin, USA) according to standard procedures of Maxwell
RSC simplyRNA tissue extraction kits and program (Promega
Corporation, Madison, Wisconsin, USA). RNA was quantified
via NanoDrop One (Thermo-Fisher Scientific Inc., Waltham,
Massachusetts, USA) twice using 1 µL of sample each time. The
mean ng/µL NanoDrop One readings were calculated per sample
then used to determine the quantities of sample and nuclease-
free water required to reach a sample concentration of 250 ng
of RNA. RNA was stored in 0.6mL elution tubes wrapped in
parafilm (Bemis NA, Neenah, Wisconsin, USA) at −80◦C until
cDNA synthesis (59, 60).

cDNA Synthesis and RT-qPCR
Frozen RNA samples were thawed on −20◦C metal beads,
briefly vortexed, then centrifuged. cDNA was then synthesized
in two steps using Qiagen QuantiTect Reverse Transcription kits
(Thermo-Fisher Scientific Inc., Waltham, Massachusetts, USA).
For step one, 2 µL of gDNA wipeout solution was added to
the mix of RNA and water for a total reaction volume of 14
µL per sample. Samples were incubated at 42◦C for 2min in
a Bio-Rad T100 Thermal Cycler (Bio-Rad, Hercules, California,
USA). Samples were briefly vortexed and centrifuged before the
addition of 4 µL 5X Buffer, 1 µL of RT Primer mix, and 1 µL
of RT enzyme per sample. Samples were again briefly vortexed
and centrifuged then placed into the Bio-Rad T100 Thermal
Cycler (42◦C for 25min then 95◦C for 3min). Synthesized
cDNA was stored in strips tubes wrapped in parafilm at −80◦C
until RT-qPCR.

To quantify DWV-A and DWV-B levels (1, 22, 61, 62), each
sample was replicated two times per primer pair for RT-qPCR
analyses. All RT-qPCRs consisted of 5 µL SsoFast Universal
SYBR Green supermix (Bio-Rad, Hercules, California, USA), 3
µL nuclease-free water, 0.5 µL forward primer, 0.5 µL reverse
primer, and 1 µL cDNA from the sample. All reactions were
run in Bio-Rad CFC 96 or Connect Thermal Cyclers (Bio-
Rad, Hercules, California, USA) with all reactions of a specific
primer occurring in the same machine. All samples were tested
with DWV-A and DWV-B primers to determine infection levels
(primers in Supplementary Table 1). The PCR cycling protocol
for DWV-A was 95◦C for 1min followed by 40 cycles of 95◦C
for 10 s and 60◦C for 15 s then 65◦C for 5 s; while the protocol
for DWV-B was 95◦C for 5min followed by 40 cycles of 95◦C
for 5 s and 52.5◦C for 10 s then 72◦C for 10 s. The thermal
protocols included a melt-curve dissociation analysis to confirm
product size. DWV-A and DWV-B results were quantified using
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the Standard Curve Method using linearized plasmid constructs.
Quantified virus titer levels were log-transformed for analyses.

Statistical Analyses
We analyzed DWV levels in four tissue types per bee for
three individual bees per timepoint (n = 5) and treatment
(n = 3). This was replicated simultaneously for three colonies
for each of five honey bee stocks for a total of 2,700 RNA
extractions and 675 individual bees (Figure 1). The factors
influencing levels of DWV-A and DWV-B were conducted using
two general linear mixed models (one per virus genotype) or
GLMMs (lme4 package) in R v 3.6.1 (63, 64). For all models,
colony and bee ID were used as random effects to account for
variation among colonies and individual bees (for tissue type)
that were unaccounted for by stock. The following variables were
considered for the fixed effects: treatment (no injection control,
PBS injection, and DWV injection), tissue type (abdomen,
head, hypopharyngeal gland, and legs), genetic stock (Carniolan,
Italian, Pol-Line, Russian, and Saskatraz), time since treatment
(1, 2, 4, 7, and 10 days), Log DWV (genotype B for the genotype
A model and vice versa), all double and triple interaction
effects of the previous variables, and a quadratic time term. The
no injection control treatment (given that there was naturally
occurring DWV infection present), the abdominal tissue (site of
Varroa feeding), and the Italian bee stock (commercial standard)
were specified as the intercept values; model results indicated in
tables are relative to these values. Model fit was evaluated using
estimated AICc and BIC scores using the ANOVA function in
lmer; those with significantly lower scores (1AICc > 4) were
used. When the scores were not different, the model containing
more variables was used for ease of comparison between DWV-
A and DWV-B models. P-values were estimated for all models
using Satterthwaite’s method in the lmerTest package (65). Post-
hoc Tukey tests with a Sidak correction were conducted using
emmeans package (66). All graphs were made using ggplot2 (67).

RESULTS

Progression of Virus Genotypes
In both virus genotype models, the level of the alternate
virus genotype was significant. Note, strains were not further
characterized and these data are based on the primers
(Supplementary Table 1). In the DWV-Amodel, both the model
(Table 1) and fixed effects (Supplementary Table 2) indicated
that greater levels of DWV-B were positively associated with
an increase in DWV-A levels (Figure 2). The same occurred
in the DWV-B model when DWV-A was included. In general
(all treatments and tissue types combined), DWV-B levels were
higher thanDWV-A (ANOVA, DF= 1, 5,230, F= 1,125.482, and
p < 0.001). Furthermore, DWV-B levels were higher than DWV-
A when split out by day 1 (ANOVA, DF= 1, 1,037, F = 105.883,
and p< 0.001) and day 10 (ANOVA, DF= 1, 1,064, F = 246.818,
and p < 0.001). The higher DWV-B levels compared to DWV-A
for all treatments are potentially due to higher levels of naturally
occurring DWV-B infections. Bees (based on control treatments)
started with naturally occurring DWV infections with an average

FIGURE 1 | Experimental design where DWV types A and B were measured in

four tissue types per bee which were collected from three individual bees for

each combination of three treatments (no injection control/naturally occurring

infection, PBS sham injection, or DWV injection) and five time points post

treatment (days post treatment). This was repeated for three colonies of each

of the five bee stocks.

of 106.08 for DWV-A and 106.92 for DWV-B, which continued to
develop throughout the observation period.

There was a strong treatment effect for both DWV-A and
DWV-B (Table 1). Of the treatments, only the DWV injection
treatment was significantly related to DWV-A levels in the fixed
effects (Supplementary Table 2). Control and PBS treatments
were similar to each other, and both had significantly lower
DWV-A levels than the DWV treatment due to naturally
occurring DWV infections (Table 2). There was a slightly
different pattern for the DWV-B model—both PBS and DWV
injection treatments were significant predictors of DWV-B copy
number (Supplementary Table 2). Using Tukey comparisons,
PBS had significantly greater levels of DWV-B than did the
control but still lower levels than the DWV treatment (Table 2).

In the DWV-A model, neither the time nor the quadratic
time term was statistically significant without interaction terms
(in the corresponding sections below) in explaining levels of
DWV-A (Tables 1, 2). However, there was a significant positive
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TABLE 1 | ANOVA summaries for DWV-A and DWV-B general linear mixed models.

Log DWV-A Log DWV-B

Variable Sum Sq Mean Sq NumDF DenDF F-value P-value Sum Sq Mean Sq NumDF DenDF F-value P-value

Treatment 23.24 11.62 2 605.95 14.94 <0.001 12.59 6.293 2 641.62 16.34 <0.001

Tissue type 396.19 132.06 3 1,900.45 169.77 <0.001 386.81 128.935 3 1,876.53 334.77 <0.001

Stock 4.43 1.11 4 12.85 1.42 0.28 0.74 0.186 4 12.62 0.48 0.75

Log DWV-A 204.44 204.44 1 2,271.56 530.82 <0.001

Log DWV-B 339.13 339.13 1 2,417.48 435.95 <0.001

Time 0.94 0.94 1 697.18 1.21 0.27 73.75 73.746 1 641.51 191.48 <0.001

Time2 1.40 1.40 1 662.89 1.80 0.18 52.35 52.354 1 636.6 135.93 <0.001

Treatment*Stock 16.65 2.08 8 591.16 2.68 0.01 2.95 0.369 8 632.71 0.96 0.47

Treatment* Tissue 28.62 4.77 6 1,817.96 6.13 0.00 5.28 0.88 6 1,859.27 2.28 0.03

Tissue *Stock 10.43 0.87 12 1,817.26 1.12 0.34 6.29 0.524 12 1,858.18 1.36 0.18

Treatment*Time 3.94 1.97 2 588.76 2.53 0.08 0.02 0.009 2 631.55 0.02 0.98

Tissue *Time 192.17 64.06 3 1,831.26 82.34 <0.001 80.19 26.731 3 1,866.7 69.40 <0.001

Stock*Time 0.83 0.21 4 590.39 0.27 0.90 4.68 1.171 4 631.05 3.04 0.02

Treatment*Stock*Time 13.59 1.7 8 588.79 2.18 0.03 1.73 0.216 8 631.3 0.56 0.81

A total of 675 adult bees presenting the five stocks (135 bees/stock), three treatments (n = 45 bees/stock/treatment), and five timepoints (n = 9 bees/stock/treatment/time) were used

in this analysis. These bees were dissected into four tissue types which were used for isolation of DWV titers (n = 2,700 RNA extractions total).

FIGURE 2 | Log DWV-A titers as a function of log DWV-B titers relative to bee

stock (n = 135 bees/stock) with all times, tissue types, and treatments pooled.

Gray areas represent the standard error for each line. For individual and colony

variation (see Supplementary Figure 1).

relationship of time (and negative with the quadratic term)
to DWV-B levels (Table 1; Supplementary Table 2). There was
only marginal evidence for a treatment by time interaction
in the DWV-A model (Table 1). In the DWV-A model fixed
effects, neither PBS nor DWV treatments were significant
(Supplementary Table 2). Nor we did not find any evidence,
even marginal, for a treatment by time interaction in the DWV-B
model (Table 1; Supplementary Table 2). However, virus levels
varied with other variables and interaction combinations over
time (in the corresponding sections below).

Virus Dissemination
When we looked at overall DWV-A and DWV-B viral levels
(controlling for treatment, stock, and time), the tissue type
variable was significant (Figure 3; Supplementary Figure 2;
Table 1), with all tissue types having significant fixed
effects (Supplementary Table 2). However, we saw opposite
interactions between the two virus genotypes. In the DWV-A
model, legs had the greatest virus levels while abdomens had the
lowest levels among all examined tissues (Table 2). Alternatively,
for DWV-B, abdomens had the greatest level while legs had the
least (Table 2). For each virus genotype, head tissue consistently
had relatively high levels of the virus compared to other tissues,
making it potentially useful as an indicator of both DWV
virus genotypes.

When tissue type by treatment interactions were analyzed,
we found significant relationships for both virus models
(Figure 3; Table 1), primarily due to the DWV treatment
(Supplementary Table 2). The DWV treatment had higher levels
of DWV-A than did PBS and control treatments for each tissue
type (post-hoc tests not in Table 2). A similar pattern occurred for
DWV-B; however, tissue types with PBS treatments had greater
virus levels than did their associated control treatments (post-hoc
tests not in Table 2).

We did not find any tissue type by bee stock
interactions for either DWV-A or DWV-B models (Table 1;
Supplementary Table 2) though there was a significant
interaction of tissue type with time (Figure 3; Table 1).
For the DWV-A model, legs were driving this trend
(Supplementary Table 2), with the ending virus levels (day
10) being even lower than the starting levels (day 1). There
was also an earlier (though not significantly so) peak at day 4
(Table 2). For the DWV-B model, all tissue types were significant
(Supplementary Table 2), with legs having a significantly later
peak than hypopharyngeal glands and heads (Table 2). We did
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TABLE 2 | Log-transformed mean virus levels combined for all time points combined (mean) and time of highest virus titers (peak day) for both DWV-A and DWV-B with

the standard errors (SE).

Type Variable Log DWV-A Log DWV-B

Mean (SE) Tukey Peak day (SE) Tukey Mean (SE) Tukey Peak day (SE) Tukey

Treatment

(n = 225 bees/

treatment)

Control 6.90 ± 0.23 A 5.85 ± 0.58 A 8.73 ± 0.23 A 6.10 ± 0.43 A

PBS 6.87 ± 0.23 A 7.85 ± 0.58 B 9.47 ± 0.23 B 7.00 ± 0.43 A

DWV 8.37 ± 0.23 B 6.80 ± 0.58 AB 10.05 ± 0.23 C 6.85 ± 0.43 A

Tissue

(n = 675 bees/tissue type)

Abdomen 6.81 ± 0.22 A 7.07 ± 0.67 A 9.91 ± 0.22 A 6.60 ± 0.46 AB

Hypo. Gland 7.39 ± 0.22 B 7.00 ± 0.67 A 9.06 ± 0.22 B 6.00 ± 0.46 A

Head 7.44 ± 0.22 B 7.80 ± 0.67 A 9.86 ± 0.22 A 6.00 ± 0.46 A

Leg 7.88 ± 0.22 C 5.47 ± 0.67 A 8.85 ± 0.22 C 8.00 ± 0.46 B

Stock

(n = 135 bees/stock)

Italian 7.13 ± 0.49 A 7.75 ± 0.76 A 9.62 ± 0.49 A 5.50 ± 0.50 A

Russian 8.21 ± 0.49 A 5.58 ± 0.76 A 8.84 ± 0.49 A 5.75 ± 0.50 A

Pol-Line 6.59 ± 0.49 A 7.58 ± 0.76 A 10.03 ± 0.49 A 6.50 ± 0.50 AB

Carniolan 7.20 ± 0.49 A 6.92 ± 0.76 A 9.58 ± 0.49 A 7.75 ± 0.50 B

Saskatraz 7.77 ± 0.49 A 6.33 ± 0.76 A 9.01 ± 0.49 A 7.75 ± 0.50 B

“Tukey” letters denote significant differences within each type using post-hoc Tukey tests (α = 0.05). “Type” sections were analyzed independently from each other as were the two

DWV types. For “Treatment,” all tissue types and bee stocks were pooled; for “Tissue,” all treatments and stocks were pooled; and for “Stock” all treatments and tissue types were

pooled for analyses.

not see any significant triple interactions for either virus using
tissue type in combination with treatment or time in relation to
stock; this makes sense given the lack of an initial interaction of
stock and tissue type.

Host Genotype Differences
When we compared genetic stocks using only the control
treatment (pooled across time), we found no differences inDWV-
A levels (ANOVA, DF = 4, 883, F = 1.961, and p = 0.098),
though numerically, Russian bees had the highest DWV-A levels
(6.589 ± 0.105 log-transformed functional titer level) while Pol-
Line (6.205 ± 0.105) had the lowest levels. When we separated
the control treatment bees further by time, we found stock
differences in DWV-A levels only for day 1 (ANOVA, DF = 4,
178, F = 10.645, and p < 0.001) but not for any other time point
(ANOVA, Day 2: DF = 4, 171, F = 1.189, and p = 0.318; Day
4: DF = 4, 175, F = 1.040, and p = 0.388; Day 7: DF = 4, 178,
F = 2.024, and p = 0.093; Day 10: DF = 4, 177, F = 1.756,
and p = 0.140). On day 1, Russian bees had significantly higher
DWV-A levels than all other stocks (Figure 4; Tukey HSD, α =

0.05). When we analyzed DWV-B levels in control bees for all
times combined, we found significant differences among stocks
(ANOVA, DF= 4, 855, F = 15.236, and p < 0.001). Using Tukey
HSD comparisons combining all times (α = 0.05, letters denote
significant differences), Russian (7.864 ± 0.156 a) and Saskatraz
bees (7.677± 0.155 a) had significantly lower DWV-B levels than
Carniolan (8.704 ± 00.157 b), Italian (8.717 ± 0.155 b), and
Pol-Line bees (9.085 ± 0.156 b). When we separated the control
treatment bees by time, we found stock differences in DWV-B
levels for all days (Tukey HSD, α = 0.05). On day 1, Russian bees
had higher DWV-B levels than Pol-Line and Saskatraz. However,
by day 2, Pol-Line bees had the highest levels but were only
significantly higher than Saskatraz. This trend further solidified
on day 4, where Pol-Line and Italian bees had higher levels of

DWV-B than Carniolan, Russian, and Saskatraz bees. Day 7 was
very similar, but with Carniolan bees joining the ranks of Pol-
Line and Italian. On the final day, day 10, Pol-Line had similar
DWV-B levels to Carniolan but higher levels than all other stocks
and Carniolan had higher levels than Russian bees.

Without considering interaction terms, when we grouped all
treatments, the genetic stock of the bees had no impact on the
levels of either DWV-A or DWV-B (Table 1). When looking at
the fixed effects of the DWV-A model (Supplementary Table 2),
Russian bees were marginally positively correlated with increased
DWV-A virus levels. This trend does not hold for DWV-
B. In general, the Russian stock tended to have higher
levels of DWV-A while Pol-Line had the lowest with Italian,
Carniolan, and Saskatraz stocks middling (Table 2), though
none were significantly different. The opposite (though again
not statistically significant) occurred for DWV-B, with Pol-Line
having the higher trending levels and Russian bees having the
lowest. This suggests potential viral genotype by host genotype
interactions between viral genotypes.

There was a treatment by stock interaction in
DWV-A (Table 1), primarily driven in the fixed effects
(Supplementary Table 2) by the Pol-Line and DWV treatment
when compared to the intercept (Italian Control). However,
we did not see any treatment by stock interactions in the
DWV-B model (Figure 5). Even in the model fixed effects, no
stock/treatment combinations were even marginally significant.
For the stock by time interaction variable in the DWV-A
model, the Russian stock exhibited significant fixed effects
within the model (Supplementary Table 2) though the overall
interaction variable was not significant (Table 1; Figure 5;
Supplementary Figures 3–6). Alternatively, the DWV-B did
have a significant stock by time interaction (Table 1) where
DWV-B levels peaked at different times based on stocks
(Table 2).
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FIGURE 3 | The mean Log DWV-A and DWV-B levels (color scale) 1, 2, 4, 7, and 10 days after inoculation for the four tissue types (head, hypopharyngeal gland, rear

leg, and abdomen) for control and DWV-injection treatments with stocks pooled. Gray and black areas were not tested for either virus genotype. Information for the

PBS-injection treatment can be found in Supplementary Figure 2.

When we considered the stock, treatment, and time
interactions, DWV-A had significant effects while DWV-B did
not (Table 1). When we looked at the DWV-A model fixed
effects, only stock interactions with the DWV treatment were
significant over time (Supplementary Table 2), with all stocks
but Carniolan being significant. When looking at Figure 5A, we
saw few stock differences in DWV-A levels over time within the
control treatment. In the PBS treatment, we observed that Pol-
Line and Saskatraz appeared to increase over time with a positive
peak; but Russian, Italian, and Carniolan stocks had a smaller
increase or even a decrease in DWV-A over time. For DWV
treatments, we observed that all stocks but Pol-Line peak and
start decreasing in DWV-A over time. Pol-Line started on the
lower end of DWV-A levels and increased linearly over time, with
day 10 levels still being at the lower end of DWV-A levels. When
we looked at the same three-way interaction term for DWV-
B levels (Figure 5B), we did not see a significant relationship
(Table 1), with no significant interactions in the fixed effects
(Supplementary Table 2).

DISCUSSION

Despite the presence of naturally occurring DWV infection in
the no injection and PBS controls, our DWV injection was
effective—both DWV-A and DWV-B titers increased for the
DWV injection. DWV-A levels did not change over the 10-day
study period in either the PBS injection or the no manipulation

control treatments. For DWV-B, we observed that injection
alone, as indicated by the PBS injection, increased DWV-B titers
with a synergistic effect seen in the DWV injection. Such a
reaction to PBS injections might indicate that damage from
mite feeding in adults can be compounded when the bee has
a previously existing DWV-B infection, particularly if the mite
also vectors DWV. This is particularly concerning if DWV-
A and DWV-B are routinely co-occurring (6). We also found
that DWV-A and DWV-B levels were positively associated,
similar to prior work in injected pupae (23). Prior work on
injected pupae has found that these genotypes do compete
(26), and the data in this experiment do not necessarily refute
this given that either genotype might have replicated more so
when not in the presence of the other. However, the extent
of this association seemed to differ based on host genotype
(Figure 2), suggesting possible interactions between host and
viral genotypes.

In general, we found that DWV-B levels were greater than that
of DWV-A and accumulatedmore quickly.While this could be in
part due to the ∼1-log fold higher natural starting infections of
DWV-B, for both virus genotypes, we found similar titer levels at
the peak of infection (1010−12) and systemic, multi-day infections
(68). In terms of DWV dissemination within the adult body
over time, we observed viral genotype but not host genotype
interactions. For DWV-A, rear legs and heads had the highest
initial levels while abdomens had the lowest. Rear legs had on
average the highest levels of DWV-A for the entire experiment,
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FIGURE 4 | DWV levels in bee heads at time point 1 for (A) Log DWV-A and (B) DWV-B for the five genetic stocks and the three treatment groups (non-manipulated

control bees, PBS injected bees, and DWV injected bees). Boxplots are in the style of Tukey where the box limits represent the lower 25% quantile and upper 75%

quantile with the line representing the median. Individual points indicate individual bees tested with shapes indicate the colony replicate within each stock (indicated by

color) and treatment (indicated by shade).

but there were no differences among tissue types in peak time.
For DWV-B, heads and abdomens started with the highest levels,
while rear legs had the lowest levels. The heads and abdomens
also had a significantly shorter time to peak DWV-B levels
than did the rear legs. The viral titers in hypopharyngeal glands
were intermediate for both virus genotypes throughout the
experiment, indicating a potential route of the virus transmission
to larva from nurse bees along with worker-worker and worker-
queen transmission (69). While legs are used in other insect
systems to track virus titers over time (70), legs may not be
entirely reliable for these two DWV genotypes in honey bees.
Given the PBS injection data, the removal of the leg may induce
virus replication, skewing later samples (22, 71). Differences
between A and B maybe due in part to recombination of the
two types (19, 26), so need to be more precisely evaluated in
further studies.

The five tested honey bee genetic stocks differed in their
levels of DWV-A and DWV-B and how infection levels varied
over time. Overall, Russian bees had the highest levels of both
virus genotypes in the control treatment heads, though only

DWV-A was significant. After 1 day of treatment, Russian bees
in the control treatment heads had higher levels of both DWV-
A compared to all other stocks and higher levels of DWV-B
compared to Pol-Line and Saskatraz bees, indicating potential
baseline differences in virus levels that may have influenced stock
interaction with the PBS and DWV treatments. Additionally,
we observed bee stock differences in DWV-A and DWV-B
in response to PBS and DWV injections, indicating baseline
differences in how genetic stocks react to physical damage
in addition to differences in potential virus resistance. For
DWV-A levels, we observed few differences among stocks over
time in the control treatment; but PBS and DWV injection
treatments altered DWV-A levels over time based on stock. In
PBS injections, Italian and Russian bees were similar (concave
pattern over time), Pol-Line and Saskatraz were similar (convex
pattern over time), and Carniolan bees were in between the
two groups (a straight line over time, Figure 5). In the DWV
injection, all stocks but Pol-Line exhibited convex patterns over
time, while Pol-Line started at a lower level than all other
stocks and linearly increased over time. Results were different for
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FIGURE 5 | DWV levels in bee heads for five genetic stocks over time (1, 2, 4, 7, and 10 days after inoculation) for (A) Log DWV-A and (B) DWV-B levels. Gray areas

represent the standard error for each line. Similar patterns were noted for the other tissue types (see Supplementary Figures 4–6). Additionally, data for PBS and

DWV injections made relative to control treatments for the same colony and time point indicate similar trends (Supplementary Figure 3).

DWV-B levels, which only showed differences among bee stocks
in the control and PBS treatments but not the DWV injection
(Figures 4, 5).

How the bee stocks interact with injection treatment and
virus genotype over time indicate that there are clusters of
stocks but that these groupings differ based on the DWV
genotype being evaluated. Saelao et al. (41) indicated several
genetic clusters of bee stocks, with Pol-Line differentiated from
Carniolan, Italian, and Russian stocks. These genetic clusters
based on breeding practices for hygienic behavior or Varroa-
mite suppression might also result in stock-related mite-vectored
virus resistance (34, 72). Furthermore, host genotype by viral
genotype interactions may help account for variation in the
prevalence and distribution of DWV genotypes globally (6, 26,
73). The mechanisms for these bee genetic differences have
not been well-studied but may involve the genetic differences
in host physiological responses such as immune response and
vitellogenin expression. For instance, vitellogenin and related
physiological responses for the individual and the colony (74,
75) is differentially expressed by different bee genotypes (76,
77). Other bee stock-related differences, such as gut microbiota
community structure, could also influence their ability to resist
virus genotypes differentially (78–81).

Our results suggest that the interaction between genetic
background of honey bee hosts and viral genotype may influence
DWV infection levels over time. These data may indicate some

tradeoff in resistance to different virus genotypes within the bee
stocks bred for Varroamite resistance. Additionally, we observed
virus genotype differences in dissemination through the adult
body. Future studies should focus on potential physiological
differences in how viral genotypes operate interact with host
immune responses. Such differences may be important for how
the bees later cope physically or behaviorally with the virus
infection and replication (82). We recommend that future work
is necessary to evaluate bee host genotype by virus genotype
interactions to better understand how breeding for Varroa mite
resistance might confer virus resistance and influence virus
genotype tradeoffs.

CONCLUSION

Our study aimed to determine if five honey bee genotypes
with differential levels of Varroa mite resistance also differed
in dissemination patterns of two Varroa mite vectored DWV
genotypes (A and B) in newly emerged adult bees. We found
that titers of the two DWV genotypes were positively associated
with each other and varied significantly but differently with our
treatments. The two virus genotypes also significantly differed
in dissemination location over time, while bee genotype did
not impact dissemination trends. Aside from dissemination,
overall infection levels were impacted by an interaction of bee
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and virus genotypes. This may indicate that while different
breeding programs might have similar outcomes for Varroamite
resistance, mite-resistant bee stocks are not necessarily consistent
in their interactions with mite-vectored viruses.

DATA AVAILABILITY STATEMENT

The raw data supporting the conclusions of this article will be
made available by the authors, without undue reservation.

AUTHOR CONTRIBUTIONS

MS-F, KH, and JC designed the research. HP and SL performed
the experiments and wrote the manuscript. HP conducted
the statistics and analyzed the data. All authors edited the
manuscript, contributed to this article, and approved the
submitted version.

FUNDING

This work was possible from USDA NIFA Grant 2017-69004-
26515 and the USDA ARS, research plan 6050-21000-014-00D.

ACKNOWLEDGMENTS

We would like to thank Phil Tokarz for his assistance in
creating injection solutions and for troubleshooting extraction
protocols. We would like to thank Evan Bramlet for help pulling
pupae, Hunter Martin for assistance via bee injections, Natalie
Martin and RaeDiance Fuller for assistance with dissections
and molecular analyses, and Lilia de Guzman for supplying
the Russian honey bee queens. Finally, we would like to
thank Perot Saelao, Michael Goblirsch, and Kate Ihle for
their comments on the manuscript draft. Mention of trade
names or commercial products in this publication is solely for
the purpose of providing specific information and does not
imply recommendation or endorsement by the U.S. Department
of Agriculture. USDA is an equal opportunity provider
and employer.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/finsc.
2021.756690/full#supplementary-material

REFERENCES

1. Gisder S, Aumeier P, Genersch E. Deformed wing virus: replication and

viral load in mites (Varroa destructor). J Gen Virol. (2009) 90:463–

7. doi: 10.1099/vir.0.005579-0

2. McMenamin AJ, Flenniken ML. Recently identified bee viruses and

their impact on bee pollinators. Curr Opin Insect Sci. (2018) 26:120–

9. doi: 10.1016/j.cois.2018.02.009

3. Chen Y, Evans J, Feldlaufer M. Horizontal and vertical transmission of

viruses in the honey bee, Apis mellifera. J Invertebr Pathol. (2006) 92:152–

9. doi: 10.1016/j.jip.2006.03.010

4. Ellis JD, Munn PA. The worldwide health status of honey

bees. Bee World. (2005) 86:88–101. doi: 10.1080/0005772X.2005.

11417323

5. de Miranda JR, Genersch E. Deformed wing virus. J Invertebr Pathol. (2010)

103:S48–S61. doi: 10.1016/j.jip.2009.06.012

6. Kevill JL, de Souza FS, Sharples C, Oliver R, Schroeder DC, Martin SJ. DWV-

A lethal to honey bees (Apis mellifera): a colony level survey of DWV variants

(A, B, and C) in England, Wales, and 32 states across the US. Viruses. (2019)

11:426. doi: 10.3390/v11050426

7. Tentcheva D, Gauthier L, Zappulla N, Dainat B, Cousserans F, Colin

ME, et al. Prevalence and seasonal variations of six bee viruses in Apis

mellifera L. and Varroa destructor mite populations in France. Appl

Environ Microbiol. (2004) 70:7185–91. doi: 10.1128/AEM.70.12.7185-7191.

2004

8. Traynor KS, Pettis JS, Tarpy DR, Mullin CA, Frazier JL, Frazier M, et al.

In-hive pesticide exposome: assessing risks to migratory honey bees from in-

hive pesticide contamination in the eastern United States. Sci Rep. (2016)

6:33207. doi: 10.1038/srep33207

9. Barroso-Arévalo S, Fernández-Carrión E, Goyache J, Molero F,

Puerta F, Sánchez-Vizcaíno JM. High load of Deformed wing

virus and Varroa destructor infestation are related to weakness

of honey bee colonies in southern Spain. Front Microbiol. (2019)

10:1331. doi: 10.3389/fmicb.2019.01331

10. Highfield AC, Nagar AE, Mackinder LCM, Noël LM-LJ, Hall MJ,

Martin SJ, et al. Deformed wing virus implicated in overwintering

honeybee colony losses. Appl Environ Microbiol. (2009) 75:7212–

20. doi: 10.1128/AEM.02227-09

11. Berthoud H, Imdorf A, Haueter M, Radloff S, Neumann P. Virus infections

and winter losses of honey bee colonies (Apis mellifera). J Apic Res. (2010)

49:60–5. doi: 10.3896/IBRA.1.49.1.08

12. Genersch E, von der Ohe W, Kaatz H, Schroeder A, Otten C, Büchler R,

et al. The German bee monitoring project: a long term study to understand

periodically high winter losses of honey bee colonies. Apidologie. (2010)

41:332–52. doi: 10.1051/apido/2010014

13. Dainat B, Evans JD, Chen YP, Gauthier L, Neumann P. Dead

or alive: deformed wing virus and Varroa destructor reduce the

life span of winter honeybees. Appl Environ Microbiol. (2012)

78:981–7. doi: 10.1128/AEM.06537-11

14. Martin SJ, Highfield AC, Brettell L, Villalobos EM, Budge GE, Powell M, et al.

Global honey bee viral landscape altered by a parasitic mite. Science. (2012)

336:1304–6. doi: 10.1126/science.1220941

15. Mordecai GJ, Wilfert L, Martin SJ, Jones IM, Schroeder DC.

Diversity in a honey bee pathogen: first report of a third master

variant of the Deformed wing virus quasispecies. ISME J. (2016)

10:1264–73. doi: 10.1038/ismej.2015.178

16. Mordecai GJ, Brettell LE, Martin SJ, Dixon D, Jones IM, Schroeder DC.

Superinfection exclusion and the long-term survival of honey bees in Varroa-

infested colonies. ISME J. (2016) 10:1182–91. doi: 10.1038/ismej.2015.186

17. Loope KJ, Baty JW, Lester PJ,Wilson Rankin EE. Pathogen shifts in a honeybee

predator following the arrival of the Varroa mite. Proc R Soc B. (2019)

286:20182499. doi: 10.1098/rspb.2018.2499

18. Ryabov EV, Childers AK, Chen Y, Madella S, Nessa A, vanEngelsdorp D, et al.

Recent spread of Varroa destructor virus-1, a honey bee pathogen, in the

United States. Sci Rep. (2017) 7:17447. doi: 10.1038/s41598-017-17802-3

19. Moore J, Jironkin A, Chandler D, Burroughs N, Evans DJ, Ryabov EV.

Recombinants between Deformed wing virus and Varroa destructor virus-

1 may prevail in Varroa destructor-infested honeybee colonies. J Gen Virol.

(2011) 92:156–61. doi: 10.1099/vir.0.025965-0

20. Zioni N, Soroker V, Chejanovsky N. Replication of Varroa destructor virus 1

(VDV-1) and a Varroa destructor virus 1-Deformed wing virus recombinant

(VDV-1-DWV) in the head of the honey bee. Virology. (2011) 417:106–

12. doi: 10.1016/j.virol.2011.05.009

21. Brettell L, Mordecai G, Schroeder D, Jones I, da Silva J, Vicente-Rubiano M,

et al. A comparison of Deformed wing virus in deformed and asymptomatic

honey bees. Insects. (2017) 8:28. doi: 10.3390/insects8010028

Frontiers in Insect Science | www.frontiersin.org 10 November 2021 | Volume 1 | Article 756690

https://www.frontiersin.org/articles/10.3389/finsc.2021.756690/full#supplementary-material
https://doi.org/10.1099/vir.0.005579-0
https://doi.org/10.1016/j.cois.2018.02.009
https://doi.org/10.1016/j.jip.2006.03.010
https://doi.org/10.1080/0005772X.2005.11417323
https://doi.org/10.1016/j.jip.2009.06.012
https://doi.org/10.3390/v11050426
https://doi.org/10.1128/AEM.70.12.7185-7191.2004
https://doi.org/10.1038/srep33207
https://doi.org/10.3389/fmicb.2019.01331
https://doi.org/10.1128/AEM.02227-09
https://doi.org/10.3896/IBRA.1.49.1.08
https://doi.org/10.1051/apido/2010014
https://doi.org/10.1128/AEM.06537-11
https://doi.org/10.1126/science.1220941
https://doi.org/10.1038/ismej.2015.178
https://doi.org/10.1038/ismej.2015.186
https://doi.org/10.1098/rspb.2018.2499
https://doi.org/10.1038/s41598-017-17802-3
https://doi.org/10.1099/vir.0.025965-0
https://doi.org/10.1016/j.virol.2011.05.009
https://doi.org/10.3390/insects8010028
https://www.frontiersin.org/journals/insect-science
https://www.frontiersin.org
https://www.frontiersin.org/journals/insect-science#articles


Penn et al. Bee Genotype × DWV Dissemination

22. Tehel A, Vu Q, Bigot D, Gogol-Döring A, Koch P, Jenkins C, et al. The two

prevalent genotypes of an emerging infectious disease, Deformed wing virus,

cause equally low pupal mortality and equally high wing deformities in host

honey bees. Viruses. (2019) 11:114. doi: 10.3390/v11020114

23. Dubois E, Dardouri M, Schurr F, Cougoule N, Sircoulomb F, Thiéry R.

Outcomes of honeybee pupae inoculated with Deformed wing virus genotypes

A and B. Apidologie. (2020) 51:18–34. doi: 10.1007/s13592-019-00701-z

24. McMahon DP, Natsopoulou ME, Doublet V, Fürst M, Weging S, Brown

MJF, et al. Elevated virulence of an emerging viral genotype as a driver

of honeybee loss. Proc R Soc B. (2016) 283:20160811. doi: 10.1098/rspb.20

16.0811

25. Gisder S, Möckel N, Eisenhardt D, Genersch E. In vivo evolution of

viral virulence: switching of Deformed wing virus between hosts results in

virulence changes and sequence shifts. Environ Microbiol. (2018) 20:4612–

28. doi: 10.1111/1462-2920.14481

26. Norton AM, Remnant EJ, Buchmann G, Beekman M. Accumulation and

competition amongst Deformed wing virus genotypes in naïve Australian

honeybees provides insight into the increasing global prevalence of genotype

B. Front Microbiol. (2020) 11:620. doi: 10.3389/fmicb.2020.00620

27. Boncristiani HF, Prisco GD, Pettis JS, Hamilton M, Chen YP. Molecular

approaches to the analysis of Deformed wing virus replication

and pathogenesis in the honey bee, Apis mellifera. Virol J. (2009)

6:221. doi: 10.1186/1743-422X-6-221

28. Traniello IM, Bukhari SA, Kevill J, Ahmed AC, Hamilton AR, Naeger NL,

et al. Meta-analysis of honey bee neurogenomic response links Deformed

wing virus type a to precocious behavioral maturation. Sci Rep. (2020)

10:3101. doi: 10.1038/s41598-020-59808-4

29. Möckel N, Gisder S, Genersch E. Horizontal transmission of Deformed wing

virus: pathological consequences in adult bees (Apis mellifera) depend on the

transmission route. J Gen Virol. (2011) 92:370–7. doi: 10.1099/vir.0.025940-0

30. Spivak M, Reuter GS. Varroa destructor infestation in untreated honey

bee (Hymenoptera: Apidae) colonies selected for hygienic behavior. J Econ

Entomol. (2001) 94:326–31. doi: 10.1603/0022-0493-94.2.326

31. Büchler R, Berg S, Le Conte Y. Breeding for resistance to Varroa destructor in

Europe. Apidologie. (2010) 41:393–408. doi: 10.1051/apido/2010011

32. Rinderer TE, Harris JW, Hunt GJ, de Guzman LI. Breeding for resistance

to Varroa destructor in North America. Apidologie. (2010) 41:409–

24. doi: 10.1051/apido/2010015

33. Toufailia HMA, Amiri E, Scandian L, Kryger P, Ratnieks FL. Towards

integrated control of Varroa: effect of variation in hygienic behaviour among

honey bee colonies on mite population increase and Deformed wing virus

incidence. J Apic Res. (2014) 53:555–62. doi: 10.3896/IBRA.1.53.5.10

34. de Guzman LI, Simone-Finstrom M, Frake AM, Tokarz P. Comb irradiation

has limited, interactive effects on colony performance or pathogens in bees,

Varroa destructor and wax based on two honey bee stocks. Insects. (2019)

10:15. doi: 10.3390/insects10010015

35. Locke B, Forsgren E, de Miranda JR. Increased tolerance and resistance

to virus infections: a possible factor in the survival of Varroa

destructor-resistant honey bees (Apis mellifera). PLoS One. (2014)

9:e99998. doi: 10.1371/journal.pone.0099998

36. Khongphinitbunjong K, de Guzman LI, Tarver MR, Rinderer TE,

Chen Y, Chantawannakul P. Differential viral levels and immune

gene expression in three stocks of Apis mellifera induced by

different numbers of Varroa destructor. J Insect Physiol. (2015)

72:28–34. doi: 10.1016/j.jinsphys.2014.11.005

37. Khongphinitbunjong K, de Guzman LI, Rinderer TE, Tarver MR, Frake

AM, Chen Y, et al. Responses of Varroa-resistant honey bees (Apis

mellifera L.) to Deformed wing virus. J Asia Pac Entomol. (2016) 19:921–

7. doi: 10.1016/j.aspen.2016.08.008

38. Thaduri S, Stephan JG, de Miranda JR, Locke B. Disentangling host-parasite-

pathogen interactions in a Varroa-resistant honeybee population reveals virus

tolerance as an independent, naturally adapted survival mechanism. Sci Rep.

(2019) 9:6221. doi: 10.1038/s41598-019-42741-6

39. Guzman-Novoa E, Emsen B, Unger P, Espinosa-Montaño LG, Petukhova

T. Genotypic variability and relationships between mite infestation levels,

mite damage, grooming intensity, and removal of Varroa destructor mites in

selected strains of worker honey bees (Apis mellifera L). J Invertebr Pathol.

(2012) 110:314–20. doi: 10.1016/j.jip.2012.03.020

40. Bak B, Wilde J. Grooming behavior by worker bees of various subspecies of

honey bees to remove Varroa destructor mites. J Apic Res. (2015) 54:207–

15. doi: 10.1080/00218839.2016.1147791

41. Saelao P, Simone-Finstrom M, Avalos A, Bilodeau L, Danka R, de

Guzman L, et al. Genome-wide patterns of differentiation within

and among U.S. commercial honey bee stocks. BMC Genom. (2020)

21:704. doi: 10.1186/s12864-020-07111-x

42. de Guzman LI, Rinderer TE, Frake AM. Growth of Varroa destructor

(Acari: Varroidae) populations in Russian honey bee (Hymenoptera: Apidae)

colonies. Ann Entomol Soc Am. (2007) 100:187–95. doi: 10.1603/0013-

8746(2007)100[187:GOVDAV]2.0.CO;2

43. Robertson AJ, Trost B, Scruten E, Robertson T, Mostajeran M, Connor W,

et al. Identification of developmentally-specific kinotypes and mechanisms of

Varroamite resistance throughwhole-organism, kinome analysis of honeybee.

Front Genet. (2014) 5:139. doi: 10.3389/fgene.2014.00139

44. Danka RG, Harris JW, Dodds GE. Selection of VSH-derived “Pol-line” honey

bees and evaluation of their Varroa-resistance characteristics. Apidologie.

(2016) 47:483–90. doi: 10.1007/s13592-015-0413-7

45. Caron DM. Honey bee strains. In: Honey Bee Medicine for the Veterinary

Practitioner, Kane TR, Faux CM, editors. Hoboken, NJ: John Wiley and Sons,

Ltd. (2021). p. 73–80.

46. Nazzi F, Conte YL. Ecology of Varroa destructor, the major ectoparasite of

the western honey bee, Apis mellifera. Annu Rev Entomol. (2016) 61:417–

32. doi: 10.1146/annurev-ento-010715-023731

47. Martin SJ, Brettell LE. Deformed wing virus in honeybees

and other insects. Annu Rev Virol. (2019) 6:49–

69. doi: 10.1146/annurev-virology-092818-015700

48. Ramsey SD, Ochoa R, Bauchan G, Gulbronson C, Mowery JD, Cohen

A, et al. Varroa destructor feeds primarily on honey bee fat body tissue

and not hemolymph. Proc Natl Acad Sci U S A. (2019) 116:1792–

801. doi: 10.1073/pnas.1818371116

49. Diagne CT, Diallo D, Faye O, Ba Y, Faye O, Gaye A, et al. Potential

of selected Senegalese Aedes spp. mosquitoes (Diptera: Culicidae) to

transmit Zika virus. BMC Infect Dis. (2015) 15:492. doi: 10.1186/s12879-015-

1231-2

50. 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–

24. doi: 10.1099/vir.0.81401-0

51. Chen YP, Pettis JS, Collins A, Feldlaufer MF. Prevalence and

transmission of honeybee viruses. Appl Environ Microbiol. (2006)

72:606–11. doi: 10.1128/AEM.72.1.606-611.2006

52. Szabo TI. Behavioural Studies of queen introduction in the

honeybee 6. Multiple queen introduction. J Apic Res. (1977)

16:65–83. doi: 10.1080/00218839.1977.11099865

53. Benaets K, Geystelen AV, Cardoen D, Smet LD, de Graaf DC, Schoofs L,

et al. Covert Deformed wing virus infections have long-term deleterious

effects on honeybee foraging and survival. Proc R Soc B. (2017)

284:20162149. doi: 10.1098/rspb.2016.2149

54. Simone-Finstrom M, Aronstein K, Goblirsch M, Rinkevich F, de Guzman

L. Gamma irradiation inactivates honey bee fungal, microsporidian,

and viral pathogens and parasites. J Invertebr Pathol. (2018) 153:57–

64. doi: 10.1016/j.jip.2018.02.011

55. Boncristiani HF, Evans JD, Chen Y, Pettis J, Murphy C, Lopez DL, et al. In vitro

infection of pupae with Israeli acute paralysis virus suggests disturbance of

transcriptional homeostasis in honey bees (Apis mellifera). PLoS One. (2013)

8:e73429. doi: 10.1371/journal.pone.0073429

56. Williams GR, Alaux C, Costa C, Csáki T, Doublet V, Eisenhardt D, et al.

Standard methods for maintaining adult Apis mellifera in cages under in vitro

laboratory conditions. J Apic Res. (2013) 52:1–36. doi: 10.3896/IBRA.1.52.1.04

57. Keller I, Fluri P, Imdorf A. Pollen nutrition and colony

development in honey bees-Part II. Bee World. (2005) 86:27–

34. doi: 10.1080/0005772X.2005.11099650

58. Corby-Harris V, Snyder LA. Measuring hypopharyngeal gland

acinus size in honey bee (Apis mellifera) workers. JoVE. (2018)

139:e58261. doi: 10.3791/58261

59. Evans JD, Schwarz RS, Chen YP, Budge G, Cornman RS, Rua PD, et al.

Standard methods for molecular research in Apis mellifera. J Apic Res. (2013)

52:1–54. doi: 10.3896/IBRA.1.52.4.11

Frontiers in Insect Science | www.frontiersin.org 11 November 2021 | Volume 1 | Article 756690

https://doi.org/10.3390/v11020114
https://doi.org/10.1007/s13592-019-00701-z
https://doi.org/10.1098/rspb.2016.0811
https://doi.org/10.1111/1462-2920.14481
https://doi.org/10.3389/fmicb.2020.00620
https://doi.org/10.1186/1743-422X-6-221
https://doi.org/10.1038/s41598-020-59808-4
https://doi.org/10.1099/vir.0.025940-0
https://doi.org/10.1603/0022-0493-94.2.326
https://doi.org/10.1051/apido/2010011
https://doi.org/10.1051/apido/2010015
https://doi.org/10.3896/IBRA.1.53.5.10
https://doi.org/10.3390/insects10010015
https://doi.org/10.1371/journal.pone.0099998
https://doi.org/10.1016/j.jinsphys.2014.11.005
https://doi.org/10.1016/j.aspen.2016.08.008
https://doi.org/10.1038/s41598-019-42741-6
https://doi.org/10.1016/j.jip.2012.03.020
https://doi.org/10.1080/00218839.2016.1147791
https://doi.org/10.1186/s12864-020-07111-x
https://doi.org/10.1603/0013-8746(2007)100[187:GOVDAV]2.0.CO;2
https://doi.org/10.3389/fgene.2014.00139
https://doi.org/10.1007/s13592-015-0413-7
https://doi.org/10.1146/annurev-ento-010715-023731
https://doi.org/10.1146/annurev-virology-092818-015700
https://doi.org/10.1073/pnas.1818371116
https://doi.org/10.1186/s12879-015-1231-2
https://doi.org/10.1099/vir.0.81401-0
https://doi.org/10.1128/AEM.72.1.606-611.2006
https://doi.org/10.1080/00218839.1977.11099865
https://doi.org/10.1098/rspb.2016.2149
https://doi.org/10.1016/j.jip.2018.02.011
https://doi.org/10.1371/journal.pone.0073429
https://doi.org/10.3896/IBRA.1.52.1.04
https://doi.org/10.1080/0005772X.2005.11099650
https://doi.org/10.3791/58261
https://doi.org/10.3896/IBRA.1.52.4.11
https://www.frontiersin.org/journals/insect-science
https://www.frontiersin.org
https://www.frontiersin.org/journals/insect-science#articles


Penn et al. Bee Genotype × DWV Dissemination

60. de Miranda JR, Bailey L, Ball BV, Blanchard P, Budge GE, Chejanovsky N,

et al. Standard methods for virus research in Apis mellifera. J Apic Res. (2013)

52:1–56. doi: 10.3896/IBRA.1.52.4.22

61. Amiri E, Meixner MD, Kryger P. Deformed wing virus can be transmitted

during natural mating in honey bees and infect the queens. Sci Rep. (2016)

6:33065. doi: 10.1038/srep33065

62. Posada-Florez F, Childers AK, Heerman MC, Egekwu NI, Cook SC, Chen Y,

et al. Deformed wing virus type A, a major honey bee pathogen, is vectored

by the mite Varroa destructor in a non-propagative manner. Sci Rep. (2019)

9:12445. doi: 10.1038/s,41598-019-47447-3

63. Bates D, Mächler M, Bolker B, Walker S. Fitting linear mixed-effects models

using lme4. J Stat Softw. (2015) 67:1–48. doi: 10.18637/jss.v067.i01

64. R Core Team. R: A Language and Environment for Statistical Computing.

Vienna: R Foundation for Statistical Computing (2020). Available online

at: http://www.R-project.org/ (accessed September 15, 2021).

65. Kuznetsova A, Brockhoff PB, Christensen RHB. lmertest package:

tests in linear mixed effects models. J Stat Softw. (2017)

82:1–26. doi: 10.18637/jss.v082.i13

66. Lenth RV. emmeans: Estimated Marginal Means, Aka Least-Squares Means.

(2020). Available online at: https://CRAN.R-project.org/package=emmeans

(accessed April 16, 2020).

67. Wickam H. ggplot2: Elegant Graphics for Data Analysis. New York, NY:

Springer-Verlag (2016). Available online at: https://ggplot2.tidyverse.org

(acccesed February 18, 2019).

68. Gusachenko ON, Woodford L, Balbirnie-Cumming K, Campbell EM,

Christie CR, Bowman AS, et al. Green bees: reverse genetic analysis of

Deformed wing virus transmission, replication, and tropism. Viruses. (2020)

12:532. doi: 10.3390/v12050532

69. Yañez O, Piot N, Dalmon A, de Miranda J, Chantawannakul P, Panziera D,

et al. Bee viruses: routes of infection in Hymenoptera. Front Microbiol. (2020)

11:943. doi: 10.3389/fmicb.2020.00943

70. Ciota AT, Ehrbar DJ, Van Slyke GA, Payne AF, Willsey GG, Viscio RE,

et al. Quantification of intrahost bottlenecks of West Nile virus in Culex

pipiens mosquitoes using an artificial mutant swarm. Infect Genet Evol. (2012)

12:557–64. doi: 10.1016/j.meegid.2012.01.022

71. Remnant EJ, Mather N, Gillard TL, Yagound B, Beekman M. Direct

transmission by injection affects competition among RNA viruses in

honeybees. Proc R Soc B. (2019) 286:20182452. doi: 10.1098/rspb.2018.2452

72. Traynor KS, Mondet F, de Miranda JR, Techer M, Kowallik V, Oddie MAY,

et al. Varroa destructor: a complex parasite, crippling honey bees worldwide.

Trends Parasitol. (2020) 36:592–606. doi: 10.1016/j.pt.2020.04.004

73. Riveros G, Arismendi N, Zapata N, Evans D, Pérez I, Aldea P,

et al. Occurrence, prevalence and viral load of Deformed wing virus

variants in Apis mellifera colonies in Chile. J Apic Res. (2020) 59:63–

8. doi: 10.1080/00218839.2019.1670993

74. Ricigliano VA, Mott BM, Floyd AS, Copeland DC, Carroll MJ, Anderson

KE. Honey bees overwintering in a southern climate: longitudinal effects

of nutrition and queen age on colony-level molecular physiology and

performance. Sci Rep. (2018) 8:10475. doi: 10.1038/s41598-018-28732-z

75. Harwood G, Amdam G, Freitak D. The role of vitellogenin in

the transfer of immune elicitors from gut to hypopharyngeal

glands in honey bees (Apis mellifera). J Insect Physiol. (2019)

112:90–100. doi: 10.1016/j.jinsphys.2018.12.006

76. Ihle KE, Page RE, Frederick K, Fondrk MK, Amdam GV.

Genotype effect on regulation of behaviour by vitellogenin supports

reproductive origin of honeybee foraging bias. Anim Behav. (2010)

79:1001–6. doi: 10.1016/j.anbehav.2010.02.009

77. Antúnez K, Mendoza Y, Santos E, Invernizzi C. Differential expression of

vitellogenin in honey bees (Apis mellifera) with different degrees of Nosema

ceranae infection. J Apic Res. (2013) 52:227–34. doi: 10.3896/IBRA.1.52.5.09

78. Mattila HR, Rios D, Walker-Sperling VE, Roeselers G, Newton ILG.

Characterization of the active microbiotas associated with honey bees reveals

healthier and broader communities when colonies are genetically diverse.

PLoS One. (2012) 7:e32962. doi: 10.1371/journal.pone.0032962

79. Vojvodic S, Rehan SM, Anderson KE. Microbial gut diversity of

Africanized and European honey bee larval instars. PLoS One. (2013)

8:e72106. doi: 10.1371/journal.pone.0072106

80. Bonilla-Rosso G, Steiner T, Wichmann F, Bexkens E, Engel P. Honey bees

harbor a diverse gut virome engaging in nested strain-level interactions

with the microbiota. Proc Natl Acad Sci U S A. (2020) 117:7355–

62. doi: 10.1073/pnas.2000228117

81. Leonard SP, Powell JE, Perutka J, Geng P, Heckmann LC, Horak

RD, et al. Engineered symbionts activate honey bee immunity and

limit pathogens. Science. (2020) 367:573–6. doi: 10.1126/science.

aax9039

82. Drescher N, Klein A-M, Neumann P, Yañez O, Leonhardt SD. Inside

honeybee hives: impact of natural propolis on the ectoparasitic mite

Varroa destructor and viruses. Insects. (2017) 8:15. doi: 10.3390/insects80

10015

Conflict of Interest: The authors declare that the research was conducted in the

absence of any commercial or financial relationships that could be construed as a

potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors

and do not necessarily represent those of their affiliated organizations, or those of

the publisher, the editors and the reviewers. Any product that may be evaluated in

this article, or claim that may be made by its manufacturer, is not guaranteed or

endorsed by the publisher.

Copyright © 2021 Penn, Simone-Finstrom, Lang, Chen and Healy. This is an open-

access article distributed under the terms of the Creative Commons Attribution

License (CC BY). The use, distribution or reproduction in other forums is permitted,

provided the original author(s) and the copyright owner(s) are credited and that the

original publication in this journal is cited, in accordance with accepted academic

practice. No use, distribution or reproduction is permitted which does not comply

with these terms.

Frontiers in Insect Science | www.frontiersin.org 12 November 2021 | Volume 1 | Article 756690

https://doi.org/10.3896/IBRA.1.52.4.22
https://doi.org/10.1038/srep33065
https://doi.org/10.1038/s
https://doi.org/10.18637/jss.v067.i01
http://www.R-project.org/
https://doi.org/10.18637/jss.v082.i13
https://CRAN.R-project.org/package=emmeans
https://ggplot2.tidyverse.org
https://doi.org/10.3390/v12050532
https://doi.org/10.3389/fmicb.2020.00943
https://doi.org/10.1016/j.meegid.2012.01.022
https://doi.org/10.1098/rspb.2018.2452
https://doi.org/10.1016/j.pt.2020.04.004
https://doi.org/10.1080/00218839.2019.1670993
https://doi.org/10.1038/s41598-018-28732-z
https://doi.org/10.1016/j.jinsphys.2018.12.006
https://doi.org/10.1016/j.anbehav.2010.02.009
https://doi.org/10.3896/IBRA.1.52.5.09
https://doi.org/10.1371/journal.pone.0032962
https://doi.org/10.1371/journal.pone.0072106
https://doi.org/10.1073/pnas.2000228117
https://doi.org/10.1126/science.aax9039
https://doi.org/10.3390/insects8010015
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/insect-science
https://www.frontiersin.org
https://www.frontiersin.org/journals/insect-science#articles

	Host Genotype and Tissue Type Determine DWV Infection Intensity
	Introduction
	Materials and Methods
	Source Colonies
	Viral Isolation
	Viral Injection
	Dissection and RNA Isolation
	cDNA Synthesis and RT-qPCR
	Statistical Analyses

	Results
	Progression of Virus Genotypes
	Virus Dissemination
	Host Genotype Differences

	Discussion
	Conclusion
	Data Availability Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


