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Abstract
Managed pollinators such as the alfalfa leafcutting bee,Megachile rotundata, are essential to the production of a wide variety of
agricultural crops. These pollinators encounter a diverse array of microbes when foraging for food and nest-building materials on
various plants. To test the hypothesis that food and nest-building source affects the composition of the bee-nest microbiome, we
exposedM. rotundata adults to treatments that varied both floral and foliar source in a 2 × 2 factorial design. We used 16S rRNA
gene and internal transcribed spacer (ITS) sequencing to capture the bacterial and fungal diversity of the bee nests. We found that
nest microbial communities were significantly different between treatments, indicating that bee nests become inoculated with
environmentally derived microbes. We did not find evidence of interactions between the fungi and bacteria within our samples.
Furthermore, both the bacterial and fungal communities were quite diverse and contained numerous exact sequence variants
(ESVs) of known plant and bee pathogens that differed based on treatment. Our research indicates that bees deposit plant-
associated microbes into their nests, including multiple plant pathogens such as smut fungi and bacteria that cause blight and wilt.
The presence of plant pathogens in larval pollen provisions highlights the potential for bee nests to act as disease reservoirs across
seasons. We therefore suggest that future research should investigate the ability of bees to transmit pathogens from nest to host
plant.

Keywords Solitary bees . Microbial communities . ITS sequencing . 16S rRNAgene sequencing

Introduction

Pollinating insects are vital to agricultural plant productivity
and increase the yield of approximately 75% of food crops
worldwide [1].While honey bees (Apis mellifera) are the main
managed agricultural pollinator in the USA, there are several

non-Apis commercial pollinators including bumble bees
(Bombus spp., Family: Apidae), leafcutting bees (Megachile
spp., Family: Megachilidae), and mason bees (Osmia spp.,
Family: Megachilidae) that are commercially used to pollinate
various crops such as tomatoes, alfalfa seeds, and blueberries
[2]. The lifestyles of managed bees vary considerably between
individual species ranging from solitary to eusocial. For ex-
ample, the solitary bee Megachile rotundata, an important
pollinator of alfalfa for seed production in North America
[3], constructs a linear series of brood cells made from cut
leaves. Each brood cell is provisioned with a mass of pollen
and nectar uponwhich a single egg is deposited. Development
is completed in the brood cells, and adults have limited inter-
action with each other. Conversely, A. mellifera, a eusocial
bee, builds complex perennial colonies and has a distinct caste
system with strict control over reproduction [3, 4].

Honey bees and bumble bees harbor distinct gut microbial
communities that are mainly transmitted by social interactions
between colony-mates and, to a lesser degree, are inoculated
by contact with hive surfaces [5, 6]. Due to the ancient sym-
biosis with their bacterial flora, the gut communities of indi-
vidual species of social apid bees are fairly consistent world-
wide [7]. In contrast with social apid bees, solitary bee species
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do not generally harbor a consistent microbiome, and bacteria
and fungi that are found associated with these bees tend to be
of environmental origin [8–13]. For example, McFrederick
et al. [9] found that flower and wild megachilid bee samples
can share the same taxon of Lactobacillus, and that this bac-
terium can dominate the microbial community of all life stages
of the bee and its pollen provision. Likewise, in 2015, Lozo
et al. [14] found that pollen collected by the mason bee Osmia
cornuta contains mostly the environmentally acquired cosmo-
politan bacterium Pantoea agglomerans. Recently, it has been
established that providing honey bees with different sources of
floral forage can subtly alter the gut microbiome [15, 16], and
that bees may alter the composition of floral microbial diver-
sity [17, 18]. However, no research has been conducted to
determine the effects of a varied diet on either the bacterial
or fungal communities of a model solitary bee species,
M. rotundata [19], or the pollen provisions that it produces
for its offspring.

Commercial and managed bees can vector insect diseases
to wild populations of both solitary and social bees, such as
pathogen spillover from managed to wild bumble bees and
Deformed Wing Virus infections in Osmia spp. [20, 21].
Shared floral resources can serve as reservoirs of pathogen
transmission between diseased and naïve bees [22]. As
M. rotundata provides nourishment for its brood in the form
of pollen provisions that it makes from floral resources, dis-
ease agents such as Ascosphaera (the fungi that causes
chalkbrood [3]) and Aspergillus (the fungi that causes
stonebrood [23]) can be obtained from floral surfaces and
transmitted to the larvae via the pollen provision [24–26].
Notably, aside from insect disease, bees incidentally vector
plant pathogenic fungi [27] and viruses [28] through visiting
infected flowers and dispersing the disease through normal
pollination behavior [29]. In addition, even if nonpathogenic
microbes are deposited onto flowers through pollination, these
exotic nectar-dwelling microbes can alter the chemistry and
attractiveness of flowers to pollinators, which may ultimately
affect plant fitness [30, 31].

Our study investigates several aspects of the microbial
communities associated with M. rotundata: First, we deter-
mine if differing flower (nutritive material) or leaf sources
(M. rotundata builds its nest from cut leaves) alter the bacteria
and fungi found in pollen provisions. We did this by limiting
the available pollen forage either to Medicago sativa (alfalfa)
or Phacelia tanacetifolia and either to Fagopyrum esculentum
(buckwheat) or Tropaeolum majus (nasturtium) as a leaf
source. Each treatment was chosen based on the following
criteria: M. rotundata is used heavily in alfalfa pollination
[2], the bees demonstrate a strong preference in using buck-
wheat leaves for nesting [32], Phacelia tanacetifolia is known
to produce copious amounts of nectar and pollen and is visited
by a wide variety of bees [33], and nasturtium is known to
produce antimicrobial compounds [34, 35]. The resulting

pollen provisions were removed from cells and separated from
the bee eggs. We performed amplicon sequencing of both the
16S rRNA genes for bacterial diversity and the internally tran-
scribed spacer (ITS) region of the fungal rRNA gene to ana-
lyze fungal diversity. By analyzing the taxonomic origin of the
sequences, we then determined the ability forM. rotundata to
deposit potentially pathogenic or environmentally derived
bacteria and fungi in their pollen provisions and correlated
this to the plant sources on which the bees forage. Lastly, we
compare the exact sequence variants (ESVs) of bacteria and
fungi to establish if there are inter-kingdom interactions within
the brood cell environment of M. rotundata.

Materials and Methods

Bee Treatments and Collections

We allowed the bees to forage on one of four possible treat-
ments representing an exposure to either of two pollen sources
(alfalfa or Phacelia) and to either of two leaf sources (buck-
wheat or nasturtium): alfalfa with buckwheat (AB), alfalfa
with nasturtium (AN), Phacelia with buckwheat (PB), and
Phacelia with nasturtium (PN). Four adjacent plots were
planted withMedicago sativa (alfalfa), Phacelia tanacetifolia,
buckwheat (F. esculentum), or nasturtium (T. majus) in North
Logan, Utah. The timing of planting and irrigation was such
that the bloom of alfalfa and Phacelia was coordinated, as
well as leaf production by the buckwheat and nasturtium.
The arrangement of the plots allowed for four screened field
cages (6.2 × 6.2 × 2 m3) to be positioned, so that half of the
area was either alfalfa or Phacelia in combination with the
other half being either buckwheat or nasturtium. A small ply-
wood box (35 × 32 × 28 cm3) was affixed to a pole 1.5 m
above the ground in the center of each cage to serve as a
shelter that held a polystyrene bee board (7 × 7 × 9.5 cm3)
with 49 cavities lined with paper straws. Overwintered
prepupae cocooned in leaf-wrapped cells were incubated at
29 °C to complete bee development to adulthood, and
emerged adults were released in cages approximately 3 weeks
later. For each cage, we released 40 males and 20 females, and
as females have been observed to nest in up to four cavities, it
is unlikely that any one female dominated the available
nesting space [36]. After 2 weeks of nesting, completed cells
were removed.

The cells were cut out of the paper tubes and x-rayed to
confirm that the eggs had not yet hatched. The cells were
confirmed by visual observation that they consisted of the
appropriate leaf and pollen sources. The sample sizes of the
cells were as follows: AB (N = 29), AN (N = 6), PB (N = 29),
and PN (N = 30). Alfalfa can serve as both a pollen and leaf
source, so cells were confirmed to have leaf pieces of either
buckwheat or nasturtium. Nasturtium was not used often in
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the cages having both alfalfa and nasturtium, resulting in a
lower number of cells.

DNA Extraction and Amplicon Sequencing Library
Preparation

We used a modified DNA extraction protocol based on Engel
et al. 2013 [37], Pennington et al. 2017 [38], and Pennington
et al. 2018 [39]. We used sterile technique to remove the entire
pollen provision of aM. rotundata brood cell and transferred it
into 96-well tissue lysis plates (Qiagen, Valencia, CA). We
then added 50–100 μL of 0.1 mm glass beads, one 3.4 mm
steel-chrome bead (Biospec, Bartlesville, OK), and 180 μL of
buffer ATL, and homogenized the samples with a Qiagen
Tissuelyser at 30 Hz for 6 min. Lastly, we followed the re-
mainder of the DNeasy Blood and Tissue Kit (Qiagen,
Valencia, CA) protocol for tissue samples to finish the DNA
extraction. We also included three blanks to control for re-
agent contamination, which were subjected to the same prep-
aration and sequencing procedures as the samples.

We prepared 16S rRNA gene libraries for paired-end
Illumina MiSeq sequencing using the protocol from
McFrederick and Rehan, 2016 [40] and Pennington et al.
2017 [41], while we followed the protocol from Smith and
Peay, 2014 [42] and McFrederick and Rehan, 2018 [43] to
prepare ITS libraries for fungi. We incorporated the 16S
rRNA gene primer sequence, unique barcode sequence,
and Illumina adapter sequence as in [44]. We used the
primers 799F-mod3 (CMGGATTAGATACCCKGG) [45]
and 1115R (AGGGTTGCGCTCGTTG) [44] to amplify
the V5-V6 region of the 16S rRNA gene. Similarly, we
used the primers ITS1f and ITS2 [43] along with a unique
barcode sequence and Illumina adapter sequence to ampli-
fy the ITS region of interest. We used the following reac-
tion conditions for PCR: 4 μL of template DNA, 0.5 μL of
10 μM forward primer, 0.5 μL of 10 μM reverse primer,
10 μL sterile water and 10 μL 2× Pfusion DNA polymer-
ase (New England Biolabs, Ipswich, MA), an annealing
temperature of 52 °C, and 30 cycles in a C1000 Touch
thermal cycler (BioRad, Hercules, CA). We then used the
MoBio UltraClean 96 PCR Clean-Up Kit (Invitrogen,
Carlsbad, CA) to remove unincorporated primers and
dNTPs. We performed a second PCR reaction using 1 μL
of the cleaned PCR amplicons as a template with the
primers PCR2F and PCR2R to complete the Illumina
adapter construct [15, 40]. We performed this PCR with
the following reaction conditions: 0.5 μL of 10 μM
PCR2F, 0.5 μL of 10 μM PCR2R, 1 μL of template,
13 μL of water, and 10 μL of 2× Pfusion DNA polymerase
for 15 cycles at an annealing temperature of 58 °C. We
normalized the resulting amplicons with the SequalPrep
Normalization kit following the supplied protocol
(ThermoFisher Scientific, Waltham, MA). We pooled

5 μL of each normalized library and performed a final
clean-up with a MoBio UltraClean PCR Clean-Up Kit.
We then checked the amplicons on a 2100 Bioanalyzer
(Agilent, Santa Clara, CA) and sequenced the multiplexed
libraries using a V3 Reagent Kit at 2 × 300 cycles on an
Illumina MiSeq Sequencer (Illumina, San Diego, CA) at
the UC Riverside Genomics Core Facility. Raw sequencing
data are available on the NCBI Sequence Read Archive
(SRA) under accession number SRP157103.

Bioinformatics and Statistics

We used QIIME2-2017.12 [46] to process the amplicon
sequence libraries. First, we trimmed the low-quality ends
off the reads with QIIME2. Then, we used DADA2 [47]
to cluster our sequences into ESVs (sequences that are
identical), identify chimeras, and remove reads with more
than two expected errors. For 16S rRNA gene identifica-
tion, we assigned taxonomy to the ESVs using the q2-
feature-classifer [48] trained to the 799–1115 region of
the 16S rRNA gene with the SILVA database [49], while
we used the UNITE database [50] to classify ITS reads.
We conducted confirmatory BLASTn searches against the
NCBI nt/nr database (accessed May 2018) and manually
removed ESVs from the resulting feature tables matching
reagent contaminant DNA sequences as identified in our
blank samples as in Salter et al. 2014 [51] along with
ESVs that matched to chloroplast or mitochondria.
Subsequently, we used MAFFT to align the representative
sequences [52] and FastTree v2.1.3 to generate a phylo-
genetic tree of 16S rRNA gene sequences [53]. We used
this tree and the filtered feature table to analyze alpha
diversity, create rarefaction curves, and generate weighted
and unweighted UniFrac distance matrices [54]. We addi-
tionally created a Bray-Curtis distance matrix with the
16S feature table. As the fungal ITS region is not amena-
ble to phylogenetic analysis, we generated a Bray-Curtis
distance matrix only for our analyses of ITS diversity. We
then visualized the distance matrices through two-
dimensional Principal Coordinates Analysis (PCoA). We
analyzed the alpha diversity of our samples through the
Shannon diversity index and assessed statistical signifi-
cance through the Kruskal-Wallis test in QIIME2. We
tested our beta diversity metrics for statistical significance
in R v3.4.1 [55] with the packages Bvegan^ [56] and
BDESeq2^ through the Bioconductor package [57] along
with Bggplot2^ for graphing [58]. We built co-occurrence
networks using CoNet [59] to test for interactions be-
tween fungal and bacterial ESVs, and ran Mantel tests
with 999 permutations between the 16S and ITS Bray-
Curtis distance matrices to test correlations between the
overall fungal and bacterial diversity in our samples.
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Results

Alpha Diversity and Library Statistics

We obtained a total of 343,960 quality-filtered bacterial 16S
rRNA gene reads with an average of 3583 reads per sample
(N = 94) that were clustered into 2016 ESVs, while we obtain-
ed 278,400 fungal reads with an average of 3026 reads per
sample (N = 92) that were clustered into 379 ESVs (see
Supplemental File SF1 for our ESV table). Through rarefac-
tion analyses, we determined that we had representative ESV
coverage and an acceptable remaining number of samples at a
sequencing depth of 1566 (N = 81) and 792 reads (N = 82) for
bacteria and fungi, respectively (Fig. SF1). There was a sig-
nificant difference in alpha diversity (as measured by
Shannon’s H and Observed ESVs) across all treatments for
bacteria (Shannon’sH = 42.0, P < 0.001; Observed ESVsH =
45.9, P < 0.001), with pairwise comparisons showing signifi-
cant differences across all sample pairings except PB versus
PN (Benjamini-Hochberg corrected for multiple comparisons

Padj < 0.05; Fig. 1, Supplemental Table ST1). Conversely, al-
pha diversity was not significantly different across treatments
for fungi (Shannon’s H = 4.38, P = 0.22; Observed ESVsH =
5.55, P = 0.14) with no sample pairings showing significant
differences (Padj > 0.05, Supplemental Table ST1).

Beta Diversity and Differential Abundance of Bacteria
and Fungi

Overall, we found that the top ten most abundant bacterial
families present in our samples were as follows:
Enterobacteriaceae (48.32%), Lactobacillaceae (5.59%),
Micrococcaceae (3.13%), Sphingomonadaceae (2.76%),
Lachnospiraceae (2.59%), Methylobacteriaceae (1.99%),
Comamonadaceae (1.84%), Microbacteriaceae (1.65%),
Oxalobacteraceae (1.58%), and Burkholderiaceae (1.57%)
(Fig. 2a). Specifically, ESVs belonging to the genus Pantoea
were the most abundant and comprised 35.26% of the total
bacterial counts across all samples, with Rosenbergiella ESVs
accounting for 8.81% and Lactobacillus ESVs representing
5.56% of total bacteria present.

We also analyzed the fungal composition of our samples
and found that the ten most proportionally abundant families
were as follows: Pleosporaceae (26.92%), Erysiphaceae
(10.49%), Phaeococcomycetaceae (7.72%), Rutstroemiaceae
(7.60%),Hypocreales (insertiae sedis; 6.93%), Aspergillaceae
(5.56%), Aureobasidiaceae (5.04%), Mortierellaceae
(3.25%), Ophiostomataceae (2.58%), and Ustilaginaceae
(2.49%) (Fig. 2b). Specifically, ESVs belonging to the genus
Alternariawere the most abundant in our samples, accounting
for 17.75% of the total fungal reads, followed by
Golovinomyces ESVs (7.90%) and Phaeococcomyces ESVs
(7.16%).

We established that the beta diversity of bacterial commu-
nities associated withM. rotundatawas significantly different
between treatments as tested by Adonis (permutational
ANOVA with 999 permutations) on both weighted (F =
15.03, R2 = 0.37 and P < 0.001) and unweighted UniFrac dis-
tance matrices (F = 4.36, R2 = 0.15, P < 0.001), and not be-
tween nests within treatments on both weighted (F = 1.09,
R2 = 0.30, P = 0.33) and unweighted UniFrac matrices (F =
0.94, R2 = 0.37, P = 0.82). As there were few samples treated
with both alfalfa and nasturtium (treatment AN, N = 5 after
rarefaction), we removed those samples from the distance ma-
trices and reanalyzed our resulting distance matrices. We
found that our interpretation of the data is still valid for both
weighted (F = 16.63, R2 = 0.31, P < 0.001) and unweighted
Unifrac (F = 4.91, R2 = 0.12, P < 0.001) matrices without
AN so we continued to analyze our data with treatment AN
still included. To test for variability between nests, we also ran
pairwise Adonis tests for each treatment’s corresponding dis-
tance matrix and found that the beta diversity of the brood cell
bacterial communities significantly differed for each sample

Fig. 1 Boxplots of alpha diversity for each treatment in the a bacterial
and b fungal communities, of the sample treatments as measured by the
Shannon diversity index. Bacterial alpha diversity was significantly
different between treatments (H = 42.0, P < 0.001), with all treatment
pairings except PB versus PN showing significant pairwise differences
(Padj < 0.05), while fungal alpha diversity was not significantly different
between any treatment pairings or overall (H = 4.38, P = 0.22). Unique
letters indicate significant pairwise differences and error bars denote 1.5×
the interquartile range
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pairing by weighted (P < 0.02, except PB versus PN [P =
0.14], Supplemental Table ST1) and unweighted UniFrac
(P < 0.04, Supplemental Table ST1). To test for heterogeneous
dispersion of the data in our PCoA ordination (Fig. 3), we
analyzed the UniFrac distance matrices with the function
Bbetadisper^ in the R package Bvegan.^ We found that there
was significant dispersion between our samples for both un-
weighted (F(3,77) = 14.16, P < 0.001) and weighted (F(3,77) =
9.81, P < 0.001); however because Adonis PERMANOVA
testing is robust to heterogeneous data [60] and the PCoA
ordination exhibits clustering by treatment, the significant dif-
ferences between treatments appear valid.

We also established that there was a significant differ-
ence in the fungal communities of our samples by analyz-
ing the ITS Bray-Curtis distance matrix with Adonis
PERMANOVA (F = 1.81, R2 = 0.07, P < 0.001) with
pairwise tests showing significant differences between
all sample pairings (Padj < 0.03, except AB versus AN
[P = 0.12], Supplemental Table ST1) and no significant
effect of nest straw within treatment (F = 0.92, R2 = 0.40,
P = 0.97). We found that there was slight clustering by
treatment by performing a PCoA ordination on the dis-
tance matrix (Fig. 3), and we did not find that our ITS

data was heterogeneously dispersed (F(3,78) = 1.73, P =
0.170).

We used BDESeq2^ to observe the fold difference between
treatments of ESVs constituting 1% or greater proportional
abundance in our samples. We compared these ESVs between
each sample pairing (pairwise between AN, AB, PN, and PB)
along with samples grouped entirely by pollen source (all
Phacelia compared to all alfalfa) or leaf source (all buckwheat
compared to all nasturtium). For bacteria, we found four
Pantoea ESVs that were more proportionally abundant in
provisions with phacelia versus alfalfa pollens, and seven
ESVs (five Pantoea and two Rosenbergiella) that were less
proportionally abundant in pollen provisions collected from
cells having nasturtium versus buckwheat leaf pieces
(Benjamini-Hochberg corrected Padj < 0.05, Fig. 4). Each of
the analyses of sampling pairings and the corresponding ESVs
can be found in Supplemental Table ST2, and in every case,
the only differentially abundant ESVs were of the genera
Pantoea or Rosenbergiella. Likewise, the pollen provisions
had a diverse bacterial community with few ESVs present in
50% or greater of our samples (three ESVs of Pantoea and
one ESVofRosenbergiella) and no fungi common across 50%
or more samples.

Fig. 3 Principal Coordinates Analysis (PCoA) of theM. rotundata pollen provision bacterial communities grouped by treatment of a weighted UniFrac
distance matrix and b the fungal community Bray-Curtis distance matrix. Ellipses denote 95% confidence intervals

Fig. 2 Taxonomic order-level stacked bar plots of the a bacterial and b fungal communities of the samples grouped by treatment. Orders found at greater
than 0.01% proportional abundance are included in this figure
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We analyzed our ITS data in the same fashion as our
bacterial reads and compared the log fold difference of
ESVs between treatments at greater than 1% abundance.
We found that there were eight differentially abundant
ESVs in Phacelia versus alfalfa treatments and four differ-
entially abundant ESVs when comparing nasturtium to
buckwheat treatments (Fig. 5). Similar to the results of
our bacterial analyses, each of the sample pairings yielded
differentially abundant ESVs (Padj < 0.05, Supplemental
Table ST3). In all cases, the only significantly different
ESVs were identified in the fungal genera Pezicula,
Ganoderma , Aspergillus , Stemphylium , Ustilago ,
Trichothecium , Golovinomyces , Aureobasid ium ,
Phaeococcomyces, and Alternatria. Specifically, when
comparing the fungi found in alfalfa versus Phacelia treat-
ments, we found differentially abundant ESVs including
Alternaria, which are saprophytic fungi that are commonly
found in soil and on decaying plants and can act as major
plant pathogens causing blight in multiple crops [61] and
have been previously identified in M. rotundata larval guts
[62 ] . Abundan t funga l reads co r r espond ing to
Golovinomyces (one of the causative agents of powdery
mildew) [63] were found in our samples, as well as

Phaeococcomyces (a genus of potentially pathogenic black
yeast) [64], the mild plant pathogen Pezicula heterochroma
[65], an ESV of Ustilago smut fungus [66], of which this
taxon has been previously found in M. rotundata [62], an
ESV of the leaf spot disease agent Stemphylium
eturmiunum [67], the pink rot fungus Trichothecium
roseum [68], and the widespread putative opportunistic
bee pathogen Aspergillus niger [23, 62]. We found many
other genera and unique ESVs in lesser abundance includ-
ing the chalkbrood-causing fungus Ascosphaera aggregata
[3], Debaryomyces hansenii, which has been previously
isolated from stingless bees [69], and Colletotrichum
trifolii, an important pathogen of alfalfa. We also found
that our samples harbored a wide diversity of fungi and
that no ESV was present in greater than 50% of the sam-
ples. We compared the Bray-Curtis distance matrices of the
bacterial and fungal abundances for each sample and found
that differences between their complete bacterial composi-
tion are independent from the differences between the
complete fungal composition (ρ = − 0.04, P = 0.333).
Lastly, we built co-occurrence networks with CoNet and
did not find any significant interactions (Benjamini-
Hochberg corrected for multiple comparisons Padj < 0.05)

Fig. 4 Bar plot of the log2 fold difference in significantly differentially
abundant (Padj < 0.05) exact sequence variants (ESVs) of bacteria within
the pollen provisions of M. rotundata binned by treatment pairings and

colored by genus: All buckwheat (B) versus all nasturtium (N) treatments
and all alfalfa (A) versus all Phacelia (P) treatments along with
permutations of each treatment. Error bars denote standard error
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between fungal and bacterial ESVs within any of our sam-
ples or treatments.

Discussion

The Microbial Diversity of M. rotundata Pollen
Provisions

Overall, we found that varying both foliar and floral resources
can affect the bacterial and fungal communities of
M. rotundata pollen provisions. This result indicates that these
resources harbor distinct microbes that are transmissible to bee
pollen provisions and may be distributed back out to the en-
vironment upon emergence of the next bee generation. We
also established that varying the source of pollen or leaves
can affect the diversity of bacteria but interestingly not fungi.
While it is currently unknown if bees inoculate flowers with
many different microbes, this hypothesis was previously test-
ed by Ushio et al. [18] and the authors of the study were able
to show that some bacterial taxa were transferred to flowers
upon pollination.

Our results support previous studies that have shown that
solitary bees such as Megachile spp. and Ceratina spp. are
largely exposed to microorganisms from their environment
and can deposit those microbes into their pollen provisions
[9, 40]. Similarly, Aizenberg-Gershtein et al. [17] suggested
that honey bees may share bacteria with the flowers that they
visit and may alter the floral microbial community. Our exper-
iment extends these previous studies, as we analyzed both
bacterial and fungal communities and showed that they differ
based on pollen or nesting material source. By simultaneously
sequencing bacteria and fungi, we were able to test for corre-
lations between these two Kingdoms. We did not find any
correlation between fungi and bacteria regardless of treatment,
both at the community and individual ESV level. This sug-
gests that inter-kingdom competition or other interactions do
not appear to occur based on pollen or leaf sources within
M. rotundata nests. This result somewhat agrees with past
work that showed that pollen provision-associated bacteria
do not affect fungi, while fungi may increase the diversity of
the bacterial community through a currently unknown mech-
anism [62]. Conversely, DeGrandi-Hoffman et al. [70] found
that honey bee exposure to fungicides did not affect their
microbiomes. While our results are insightful, they do not

Fig. 5 Bar plot of the log2 fold difference between differentially abundant
exact sequence variants (ESVs) of fungi within the pollen provisions of
M. rotundata separated by treatment pairings and grouped by genus: All
buckwheat (B) versus all nasturtium (N) treatments and all alfalfa (A)

versus all Phacelia (P) treatments along with permutations of each
treatment. Only significantly different (Padj < 0.05) ESVs are shown;
error bars signify standard error
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indicate if the bees are picking up live microbes, or if there is
any effect on bee health or metabolism. Similarly, there does
not seem to be consensus on the interactions between bee-
associated bacteria and fungi, so future studies should focus
on these plant- and bee-associatedmicrobes, their interactions,
and their potential functions in solitary bees.

Effects of Floral and Foliar Treatments on Bacterial
Diversity

Pantoea ESVs were the most abundant bacteria present in our
samples, regardless of treatment. Bacteria within this genus
are cosmopolitan and are known to cause disease in some
plant species (e.g., Pantoea stewartii causes Stewart’s wilt in
corn and Pantoea agglomerans can cause various disease
symptoms in specific plant hosts), but remain commensal
and epiphytic in many others [71]. Pantoea have been identi-
fied in honey bee colonies and corbiculate pollen [72], honey
bee bread [73], flowers [9], in pollen collected by the
megachilid bees O. cornuta [14] in O. bicornis [12], and in
the apid bee Ceratina calcarata [40]. Our data shows that
Pantoea ESVs are more proportionately abundant in the pol-
len provisions of bees foraging on treatments containing alfal-
fa, which indicates that these plants harbor differing amounts
or ESVs of bacteria that can be transmitted to the provisions of
M. rotundata. Likewise, treatments containing nasturtium also
contained a higher proportional abundance of Pantoea and
Rosenbergiella ESVs, again suggesting that bees can vector
specific bacteria from plants to pollen provisions. We also
found other taxa in high relative abundance, including the
nectar-dwelling microbe Rosenbergiella [74] and taxa within
the Lactobacillus micheneri clade of flower- and solitary bee-
associated bacteria [11]. Lastly, we found other taxa in appre-
ciable abundance, including the devastating plant pathogen
Ralstonia solanacearum [75] and Clostridium that have been
previously isolated from M. rotundata [62], although we did
not find plant pathogens that are specifically vectored by bees.

Our data also suggest thatM. rotundata might be selecting
the floral and leaf sources it uses to build its nest to minimize
pathogens. As reviewed by McArt et al. [76], there is an in-
creasing body of literature that indicates that pollinators have a
complex interaction with their floral hosts. Data from studies
indicate that bumble bees and honey bees may select pollens
from floral hosts to acquire plant secondary compounds that
can reduce pathogen levels in the bees [77]. Here, nasturtium
was in part chosen to ask if the leaves would be associated
with an altered microbial community. Nasturtium leaves are a
source of isothiocyanates that have been found to be antimi-
crobial when used to treat bacterial infections in humans [34,
35, 78]. Our data indicates that nasturtium may affect mi-
crobes, as the proportional differential abundance of microbes
is lower for most treatments involving nasturtium. We are
unable to determine if there is any antimicrobial activity of

nasturtium as our data is compositional, and we cannot say for
certain if the specific microbes are less proportionally abun-
dant due to treatment, as we did not quantify the microbes in
our study. Given the choice between alfalfa and nasturtium
leaves, the bees tended to prefer alfalfa, resulting in many
fewer cells being made using nasturtium leaves.

Collectively, the results of our experiment show that the
bacterial community in a pollen provision differs based on
the plant that a mother bee collects from. These bacteria will
likely be ingested by the larva, as previous studies have found
that the pollen provisions and larvae share at least some mi-
crobes [9]. Whether these bacteria colonize newly emerged
adult bees and are transmitted back into the environment
merits further study.

Effects of Floral and Foliar Treatments on Fungal
Diversity

Through our ITS gene survey data, we show thatM. rotundata
can deposit potentially pathogenic fungi into their brood cells
and may transmit these pathogens to other plants upon emer-
gence of the next bee generation. We found that there were
significantly differentially abundant fungal plant pathogen
genera (Pezicula, Ganoderma, Aspergillus, Stemphylium,
Ustilago, Trichothecium, Golovinomyces, Aureobasidium,
Phaeococcomyces, and Alternatria) in our samples between
treatments, and to the best of our knowledge, these genera
have not been previously identified in any survey of bee pol-
len. Our data suggests that it is plausible that the bees transmit
these microbes upon emergence or that the foraging bees al-
ready have the fungi on them and are spreading disease. Many
plant diseases are known to be vectored by pollinators [27].
Previous studies have shown that the smut fungus,
Microbotryum violaceum, is vectored from diseased to healthy
flowers by visiting pollinators [79]. Likewise, the causative
agent of mummyberry (Monilinia vaccinii-corymbosi) also
uses bees as vectors by attracting pollinators to then carry
the infective conidia to a naïve plant host [80].

Apart from plant pathogens, we also found the causative
agent of chalkbrood disease in M. rotundata—the fungi
Ascosphaera aggregata—present in pollen provisions. This
disease is thought to be transmitted to larvae from the mother
from either her natal nest or the environment [24], although
we are unable to discern transmission mode from our data.
Other potential bee fungal pathogens like Aspergillus niger
were also found, indicating that bee larvae may be exposed
in their nests.

Similar to our results obtained from bacterial sequencing,
our fungal survey data suggest that bees contact plant patho-
genic microbes in their environment and deposit them into
their pollen provisions. M. rotundata may be a common fun-
gal disease vector, and more controllable and manipulative
transmission studies should be conducted in the future.
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Conclusion

Our study shows that the solitary bee, M. rotundata, can de-
posit plant-associated bacteria and fungi into the pollen pro-
visions of their brood cells. Furthermore, our data suggests
that bees can transmit plant pathogens into their nests,
highlighting their potential role as vectors of plant diseases.
Through manipulating the plants that the bees foraged on for
pollen and leaf material, we also demonstrated that bees pick
up differing proportions of both disease-causing and commen-
sal microorganisms depending on their source plant, including
bacteria and fungi that cause plant wilt and blight. Our study
reports important and agriculturally relevant findings that may
assist others in controlling the spread of plant pathogens and
understanding the intricate relationship between pollinators
and plants. We suggest that future studies examine the ability
of both solitary and social bees to vector diverse infections to
plants via pollination or leaf-collecting behavior and the inter-
actions between the microbes associated with bees and plants.

Acknowledgements The authors would like to thank the UC Riverside
Genomics Core facility staff for their Next-Generation Sequencing
expertise.

Funding Information This research was supported by fellowships from
the National Aeronautics and Space Administration MIRO Fellowships
in Extremely Large Data Sets (Award No: NNX15AP99A) and the
United States Department of Agriculture National Institute of Food and
Agriculture (NIFA) Predoctoral Fellowship (Award No. 2018-67011-
28123) to Jason A. Rothman. Funds were also awarded to Quinn S.
McFrederick from the Alfalfa Pollinator Research Initiative and NIFA
Hatch (Award No. CA-R-ENT-5109-H).

Compliance with Ethical Standards

Conflict of Interest The authors declare that they have no competing
interests.

References

1. Klein A-M, Vaissière BE, Cane JH et al (2007) Importance of
pollinators in changing landscapes for world crops. Proc Biol Sci
274:303–313. https://doi.org/10.1098/rspb.2006.3721

2. Calderone NW (2012) Insect pollinated crops, insect pollinators
and us agriculture: trend analysis of aggregate data for the period
1992–2009. PLoS One 7:e37235. https://doi.org/10.1371/journal.
pone.0037235

3. Pitts-Singer TL, Cane JH (2011) The alfalfa leafcutting bee,
Megachile rotundata: the world’s most intensively managed soli-
tary bee. Annu Rev Entomol 56:221–237. https://doi.org/10.1146/
annurev-ento-120709-144836

4. Michener CD (2000) The bees of the world. Johns Hopkins
University Press, Baltimore

5. Powell JE, Martinson VG, Urban-Mead K, Moran NA (2014)
Routes of acquisition of the gut microbiota of the honey bee Apis
mellifera. Appl Environ Microbiol 80:7378–7387. https://doi.org/
10.1128/AEM.01861-14

6. Anderson KE, Rodrigues PAP, Mott BM, Maes P, Corby-Harris V
(2015) Ecological succession in the honey bee gut: shift in
Lactobacillus strain dominance during early adult development.
Microb Ecol 71:1008–1019. https://doi.org/10.1007/s00248-015-
0716-2

7. Kwong WK, Medina LA, Koch H, Sing KW, Soh EJY, Ascher JS,
Jaffé R, Moran NA (2017) Dynamic microbiome evolution in so-
cial bees. Sci Adv 3:e1600513. https://doi.org/10.1126/sciadv.
1600513

8. Martinson VG, Danforth BN, Minckley RL et al (2011) A simple
and distinctive microbiota associated with honey bees and bumble
bees. Mol Ecol 20:619–628. https://doi.org/10.1111/j.1365-294X.
2010.04959.x

9. McFrederick QS, Thomas JM, Neff JL et al (2017) Flowers and
wild megachilid bees share microbes. Microb Ecol 73:188–200.
https://doi.org/10.1007/s00248-016-0838-1

10. McFrederick QS, Cannone JJ, Gutell RR et al (2013) Specificity
between lactobacilli and hymenopteran hosts is the exception rather
than the rule. Appl Environ Microbiol 79:1803–1812. https://doi.
org/10.1128/AEM.03681-12

11. McFrederick QS, Vuong HQ, Rothman JA (2018) Lactobacillus
micheneri sp. nov., Lactobacillus timberlakei sp. nov. and
Lactobacillus quenuiae sp. nov., lactic acid bacteria isolated from
wild bees and flowers. Int J Syst Evol Microbiol 68:1879–1884.
https://doi.org/10.1099/ijsem.0.002758

12. Keller A, Grimmer G, Steffan-Dewenter I (2013) Diverse microbi-
ota identified in whole intact nest chambers of the red mason bee
Osmia bicornis (Linnaeus 1758). PLoS One 8:e78296. https://doi.
org/10.1371/journal.pone.0078296

13. McFrederick QS, Wcislo WT, Taylor DR et al (2012) Environment
or kin: whence do bees obtain acidophilic bacteria? Mol Ecol 21:
1754–1768. https://doi.org/10.1111/j.1365-294X.2012.05496.x

14. Lozo J, Berić T, Terzić-Vidojević A, Stanković S, Fira D,
Stanisavljević L (2015) Microbiota associated with pollen, bee
bread, larvae and adults of solitary bee Osmia cornuta
(Hymenoptera: Megachilidae). Bull Entomol Res 105:470–476.
https://doi.org/10.1017/S0007485315000292

15. Rothman JA, Carroll MJ, Meikle WG, Anderson KE, McFrederick
QS (2018) Longitudinal effects of supplemental forage on the hon-
ey bee (Apis mellifera) microbiota and inter- and intra-colony var-
iability. Microb Ecol 76:814–824. https://doi.org/10.1007/s00248-
018-1151-y

16. Jones JC, Fruciano C, Hildebrand F, al Toufalilia H, Balfour NJ,
Bork P, Engel P, Ratnieks FLW, Hughes WOH (2018) Gut micro-
biota composition is associated with environmental landscape in
honey bees. Ecol Evol 8:441–451. https://doi.org/10.1002/ece3.
3597

17. Aizenberg-Gershtein Y, Izhaki I, Halpern M (2013) Do honeybees
shape the bacterial community composition in floral nectar? PLoS
One 8:e67556. https://doi.org/10.1371/journal.pone.0067556

18. Ushio M, Yamasaki E, Takasu H, Nagano AJ, Fujinaga S, Honjo
MN, Ikemoto M, Sakai S, Kudoh H (2015) Microbial communities
on flower surfaces act as signatures of pollinator visitation. Sci Rep
5:8695. https://doi.org/10.1038/srep08695

19. Engel P, Kwong WK, McFrederick QS, Anderson KE, Barribeau
SM, Chandler JA, Cornman RS, Dainat J, de Miranda JR, Doublet
V, Emery O, Evans JD, Farinelli L, Flenniken ML, Granberg F,
Grasis JA, Gauthier L, Hayer J, Koch H, Kocher S, Martinson
VG, Moran N, Munoz-Torres M, Newton I, Paxton RJ, Powell E,
Sadd BM, Schmid-Hempel P, Schmid-Hempel R, Song SJ,
Schwarz RS, vanEngelsdorp D, Dainat B (2016) The bee
microbiome: impact on bee health and model for evolution and
ecology of host-microbe interactions. MBio 7:e02164–e02115.
https://doi.org/10.1128/mBio.02164-15

Floral and Foliar Source Affect the Bee Nest Microbial Community

https://doi.org/10.1098/rspb.2006.3721
https://doi.org/10.1371/journal.pone.0037235
https://doi.org/10.1371/journal.pone.0037235
https://doi.org/10.1146/annurev-ento-120709-144836
https://doi.org/10.1146/annurev-ento-120709-144836
https://doi.org/10.1128/AEM.01861-14
https://doi.org/10.1128/AEM.01861-14
https://doi.org/10.1007/s00248-015-0716-2
https://doi.org/10.1007/s00248-015-0716-2
https://doi.org/10.1126/sciadv.1600513
https://doi.org/10.1126/sciadv.1600513
https://doi.org/10.1111/j.1365-294X.2010.04959.x
https://doi.org/10.1111/j.1365-294X.2010.04959.x
https://doi.org/10.1007/s00248-016-0838-1
https://doi.org/10.1128/AEM.03681-12
https://doi.org/10.1128/AEM.03681-12
https://doi.org/10.1099/ijsem.0.002758
https://doi.org/10.1371/journal.pone.0078296
https://doi.org/10.1371/journal.pone.0078296
https://doi.org/10.1111/j.1365-294X.2012.05496.x
https://doi.org/10.1017/S0007485315000292
https://doi.org/10.1007/s00248-018-1151-y
https://doi.org/10.1007/s00248-018-1151-y
https://doi.org/10.1002/ece3.3597
https://doi.org/10.1002/ece3.3597
https://doi.org/10.1371/journal.pone.0067556
https://doi.org/10.1038/srep08695
https://doi.org/10.1128/mBio.02164-15


20. Tehel A, Brown MJF, Paxton RJ (2016) Impact of managed honey
bee viruses on wild bees. Curr Opin Virol 19:16–22. https://doi.org/
10.1016/j.coviro.2016.06.006

21. Graystock P, Blane EJ, McFrederick QS et al (2016) Do managed
bees drive parasite spread and emergence in wild bees? Int J
Parasitol Parasites Wildl 5:64–75. https://doi.org/10.1016/j.ijppaw.
2015.10.001

22. Singh R, Levitt AL, Rajotte EG, Holmes EC, Ostiguy N,
vanEngelsdorp D, Lipkin WI, dePamphilis CW, Toth AL, Cox-
Foster DL (2010) RNA viruses in hymenopteran pollinators: evi-
dence of inter-taxa virus transmission via pollen and potential im-
pact on non-Apis hymenopteran species. PLoS One 5:e14357.
https://doi.org/10.1371/journal.pone.0014357

23. Foley K, Fazio G, Jensen AB, Hughes WOH (2012) Nutritional
limitation and resistance to opportunistic Aspergillus parasites in
honey bee larvae. doi: https://doi.org/10.1016/j.jip.2012.06.006

24. Hedtke SM, Blitzer EJ, Montgomery GA, Danforth BN (2015)
Introduction of non-native pollinators can lead to trans-continental
movement of bee-associated fungi. PLoS One 10:e0130560.
https://doi.org/10.1371/journal.pone.0130560

25. Boomsma JJ, Jensen AB, Meyling NV, Eilenberg J (2014)
Evolutionary interaction networks of insect pathogenic fungi.
Annu Rev Entomol 59:467–485. https://doi.org/10.1146/annurev-
ento-011613-162054

26. Evison SE, Jensen AB (2018) The biology and prevalence of fungal
diseases in managed and wild bees. Curr Opin Insect Sci 26:105–
113. https://doi.org/10.1016/j.cois.2018.02.010

27. Antonovics J (2005) Plant venereal diseases: insights from a messy
metaphor. New Phytol 165:71–80. https://doi.org/10.1111/j.1469-
8137.2004.01215.x

28. Li JL, Cornman RS, Evans JD, Pettis JS, Zhao Y, Murphy C, Peng
WJ, Wu J, Hamilton M, Boncristiani HF, Zhou L, Hammond J,
Chen YP (2014) Systemic spread and propagation of a plant-
pathogenic virus in European honeybees, Apis mellifera. MBio 5:
e00898–e00813. https://doi.org/10.1128/mBio.00898-13

29. Card SD, Pearson MN, Clover GRG (2007) Plant pathogens trans-
mitted by pollen. Australas Plant Pathol 36:455. https://doi.org/10.
1071/AP07050

30. Herrera CM, Pozo MI, Medrano M (2013) Yeasts in nectar of an
early-blooming herb: sought by bumble bees, detrimental to plant
fecundity. Ecology 94:273–279. https://doi.org/10.1890/12-0595.1

31. Junker RR, Romeike T, Keller A, Langen D (2014) Density-
dependent negative responses by bumblebees to bacteria isolated
from flowers. Apidologie 45:467–477. https://doi.org/10.1007/
s13592-013-0262-1

32. Horne M (1995) Leaf area and toughness: effects on nesting mate-
rial preferences of Megachile rotundata (Hymenoptera:
Megachilidae). Ann Entomol Soc Am 88:868–875. https://doi.
org/10.1093/aesa/88.6.868

33. Frankie G, Thorp R, Hernandez J et al (2009) Native bees are a rich
natural resource in urban California gardens. Calif Agric 63:113–
120

34. Conrad A, Biehler D, Nobis T, Richter H, Engels I, Biehler K,
Frank U (2013) Broad spectrum antibacterial activity of a mixture
of isothiocyanates from nasturtium (Tropaeoli majoris herba) and
horseradish (Armoraciae rusticanae radix). Drug Res (Stuttg) 63:
65–68. https://doi.org/10.1055/s-0032-1331754

35. Pulverer G (1969) Allyl isothiocyanate: a new broad-spectrum an-
tibiotic from nasturtium. Ger Med Mon 14:27–30

36. Pitts-Singer TL, Bosch J (2010) Nest establishment, pollination
efficiency, and reproductive success of Megachile rotundata
(Hymenoptera: Megachilidae) in relation to resource availability
in field enclosures. Environ Entomol 39:149–158. https://doi.org/
10.1603/EN09077

37. Engel P, James RR, Koga R, KwongWK,McFrederick QS, Moran
NA (2013) Standard methods for research on Apis mellifera gut

symbionts. J Apic Res 52:1–24. https://doi.org/10.3896/IBRA.1.
52.4.07

38. Pennington MJ, Rothman JA, Jones MB, McFrederick QS, Gan J,
Trumble JT (2017) Effects of contaminants of emerging concern on
Megaselia scalaris (Lowe, Diptera: Phoridae) and its microbial
community. Sci Rep 7:8165. https://doi.org/10.1038/s41598-017-
08683-7

39. Pennington MJ, Rothman JA, Jones MB, McFrederick QS, Gan J,
Trumble JT (2018) Effects of contaminants of emerging concern on
Myzus persicae (Sulzer, Hemiptera: Aphididae) biology and on
their host plant, Capsicum annuum. Environ Monit Assess 190:
125. https://doi.org/10.1007/s10661-018-6503-z

40. McFrederick QS, Rehan SM (2016) Characterization of pollen and
bacterial community composition in brood provisions of a small
carpenter bee. Mol Ecol 25:2302–2311. https://doi.org/10.1111/
mec.13608

41. Pennington MJ, Rothman JA, Dudley SL, Jones MB, McFrederick
QS, Gan J, Trumble JT (2017) Contaminants of emerging concern
affect Trichoplusia ni growth and development on artificial diets
and a key host plant. Proc Natl Acad Sci 114:E9923–E9931. https://
doi.org/10.1073/pnas.1713385114

42. Smith DP, Peay KG (2014) Sequence depth, not PCR replication,
improves ecological inference from next generation DNA sequenc-
ing. PLoS One 9:e90234. https://doi.org/10.1371/journal.pone.
0090234

43. McFrederick QS, Rehan SM (2018) Wild bee pollen usage and
microbial communities co-vary across landscapes. Microb Ecol:
1–10. https://doi.org/10.1007/s00248-018-1232-y

44. Kembel SW, O’Connor TK, Arnold HK et al (2014) Relationships
between phyllosphere bacterial communities and plant functional
traits in a neotropical forest. Proc Natl Acad Sci U S A 111:13715–
13720. https://doi.org/10.1073/pnas.1216057111

45. HanshewAS,MasonCJ, Raffa KF, Currie CR (2013)Minimization
of chloroplast contamination in 16S rRNA gene pyrosequencing of
insect herbivore bacterial communities. J Microbiol Methods 95:
149–155. https://doi.org/10.1016/j.mimet.2013.08.007

46. Caporaso JG, Kuczynski J, Stombaugh J, Bittinger K, Bushman
FD, Costello EK, Fierer N, Peña AG, Goodrich JK, Gordon JI,
Huttley GA, Kelley ST, Knights D, Koenig JE, Ley RE,
Lozupone CA, McDonald D, Muegge BD, Pirrung M, Reeder J,
Sevinsky JR, Turnbaugh PJ, Walters WA, Widmann J, Yatsunenko
T, Zaneveld J, Knight R (2010) QIIME allows analysis of high-
throughput community sequencing data. Nat Methods 7:335–336.
https://doi.org/10.1038/nmeth.f.303

47. Callahan BJ, McMurdie PJ, Rosen MJ et al (2016) DADA2: high-
resolution sample inference from Illumina amplicon data. Nat
Methods 13:581–583. https://doi.org/10.1038/nmeth.3869

48. Bokulich NA, Kaehler BD, Rideout JR, Dillon M, Bolyen E,
Knight R, Huttley GA, Gregory Caporaso J (2018) Optimizing
taxonomic classification of marker-gene amplicon sequences with
QIIME 2’s q2-feature-classifier plugin. Microbiome 6:90. https://
doi.org/10.1186/s40168-018-0470-z

49. Quast C, Pruesse E, Yilmaz P, Gerken J, Schweer T, Yarza P, Peplies
J, Glöckner FO (2013) The SILVA ribosomal RNA gene database
project: improved data processing and web-based tools. Nucleic
Acids Res 41:D590–D596. https://doi.org/10.1093/nar/gks1219

50. Abarenkov K, Henrik Nilsson R, Larsson K-H, Alexander IJ,
Eberhardt U, Erland S, Høiland K, Kjøller R, Larsson E,
Pennanen T, Sen R, Taylor AFS, Tedersoo L, Ursing BM,
Vrålstad T, Liimatainen K, Peintner U, Kõljalg U (2010) The
UNITE database for molecular identification of fungi—recent up-
dates and future perspectives. New Phytol 186:281–285. https://
doi.org/10.1111/j.1469-8137.2009.03160.x

51. Salter SJ, Cox MJ, Turek EM, Calus ST, Cookson WO, Moffatt
MF, Turner P, Parkhill J, Loman NJ, Walker AW (2014) Reagent
and laboratory contamination can critically impact sequence-based

Rothman J. A. et al.

https://doi.org/10.1016/j.coviro.2016.06.006
https://doi.org/10.1016/j.coviro.2016.06.006
https://doi.org/10.1016/j.ijppaw.2015.10.001
https://doi.org/10.1016/j.ijppaw.2015.10.001
https://doi.org/10.1371/journal.pone.0014357
https://doi.org/10.1016/j.jip.2012.06.006
https://doi.org/10.1371/journal.pone.0130560
https://doi.org/10.1146/annurev-ento-011613-162054
https://doi.org/10.1146/annurev-ento-011613-162054
https://doi.org/10.1016/j.cois.2018.02.010
https://doi.org/10.1111/j.1469-8137.2004.01215.x
https://doi.org/10.1111/j.1469-8137.2004.01215.x
https://doi.org/10.1128/mBio.00898-13
https://doi.org/10.1071/AP07050
https://doi.org/10.1071/AP07050
https://doi.org/10.1890/12-0595.1
https://doi.org/10.1007/s13592-013-0262-1
https://doi.org/10.1007/s13592-013-0262-1
https://doi.org/10.1093/aesa/88.6.868
https://doi.org/10.1093/aesa/88.6.868
https://doi.org/10.1055/s-0032-1331754
https://doi.org/10.1603/EN09077
https://doi.org/10.1603/EN09077
https://doi.org/10.3896/IBRA.1.52.4.07
https://doi.org/10.3896/IBRA.1.52.4.07
https://doi.org/10.1038/s41598-017-08683-7
https://doi.org/10.1038/s41598-017-08683-7
https://doi.org/10.1007/s10661-018-6503-z
https://doi.org/10.1111/mec.13608
https://doi.org/10.1111/mec.13608
https://doi.org/10.1073/pnas.1713385114
https://doi.org/10.1073/pnas.1713385114
https://doi.org/10.1371/journal.pone.0090234
https://doi.org/10.1371/journal.pone.0090234
https://doi.org/10.1007/s00248-018-1232-y
https://doi.org/10.1073/pnas.1216057111
https://doi.org/10.1016/j.mimet.2013.08.007
https://doi.org/10.1038/nmeth.f.303
https://doi.org/10.1038/nmeth.3869
https://doi.org/10.1186/s40168-018-0470-z
https://doi.org/10.1186/s40168-018-0470-z
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1111/j.1469-8137.2009.03160.x
https://doi.org/10.1111/j.1469-8137.2009.03160.x


microbiome analyses. BMC Biol 12:87. https://doi.org/10.1186/
s12915-014-0087-z

52. Katoh K, Standley DM (2013) MAFFT multiple sequence align-
ment software version 7: improvements in performance and usabil-
ity. Mol Biol Evol 30:772–780. https://doi.org/10.1093/molbev/
mst010

53. Price MN, Dehal PS, Arkin AP (2010) FastTree 2—approximately
maximum-likelihood trees for large alignments. PLoS One 5:e9490

54. Chen J, Bittinger K, Charlson ES, Hoffmann C, Lewis J, Wu GD,
Collman RG, Bushman FD, Li H (2012) Associating microbiome
composition with environmental covariates using generalized
UniFrac distances. Bioinformatics 28:2106–2113. https://doi.org/
10.1093/bioinformatics/bts342

55. R Core Team (2018) R: A language and environment for statistical
computing.

56. Oksanen J, Blanchet FG, Friendly M, et al (2017) vegan:
Community Ecology Package

57. Love MI, Huber W, Anders S (2014) Moderated estimation of fold
change and dispersion for RNA-seq data with DESeq2. Genome
Biol 15:550. https://doi.org/10.1186/s13059-014-0550-8

58. Wickham H (2009) ggplot2: elegant graphics for data analysis
59. Faust K, Raes J (2016) CoNet app: inference of biological associ-

ation networks using Cytoscape. F1000Research 5:1519. https://
doi.org/10.12688/f1000research.9050.2

60. Anderson MJ, Walsh DCI (2013) PERMANOVA, ANOSIM, and
the Mantel test in the face of heterogeneous dispersions: what null
hypothesis are you testing? Ecol Monogr 83:557–574. https://doi.
org/10.1890/12-2010.1

61. Thomma BPHJ (2003) Alternaria spp.: from general saprophyte to
specific parasite. Mol Plant Pathol 4:225–236. https://doi.org/10.
1046/j.1364-3703.2003.00173.x

62. McFrederick QS, Mueller UG, James RR (2014) Interactions be-
tween fungi and bacteria influence microbial community structure
in the Megachile rotundata larval gut. Proc R Soc B Biol Sci 281:
20132653. https://doi.org/10.1098/rspb.2013.2653

63. Takamatsu S, Matsuda S, Grigaliunaite B (2013) Comprehensive
phylogenetic analysis of the genus Golovinomyces (Ascomycota:
Erysiphales) reveals close evolutionary relationships with its host
plants. Mycologia 105:1135–1152. https://doi.org/10.3852/13-046

64. Bates ST, Reddy GSN, Garcia-Pichel F (2006) Exophiala
crusticola anam. nov. (affinity Herpotrichiellaceae), a novel black
yeast from biological soil crust in the Western United States. Int J
Syst Evol Microbiol 56:2697–2702. https://doi.org/10.1099/ijs.0.
64332-0

65. Chen C, Verkley GJM, Sun G, Groenewald JZ (2016) Redefining
common endophytes and plant pathogens in Neofabraea, Pezicula,
and related genera. Fungal Biol-UK 120:1291–1322. https://doi.
org/10.1016/J.FUNBIO.2015.09.013

66. Martínez-Espinoza AD, García-Pedrajas MD, Gold SE (2002) The
Ustilaginales as plant pests and model systems. Fungal Genet Biol
35:1–20. https://doi.org/10.1006/fgbi.2001.1301

67. Woudenberg JHC, Hanse B, van Leeuwen GCM, Groenewald JZ,
Crous PW (2017) Stemphylium revisited. Stud Mycol 87:77–103.
https://doi.org/10.1016/j.simyco.2017.06.001

68. Žabka M, Drastichová K, Jegorov A, Soukupová J, Nedbal L
(2006) Direct evidence of plant-pathogenic activity of fungal me-
tabolites of Trichothecium roseum on apple. Mycopathologia 162:
65–68. https://doi.org/10.1007/s11046-006-0030-0

69. Rosa CA, LachanceMA, Silva JOC et al (2003) Yeast communities
associated with stingless bees. FEMS Yeast Res 4:271–275. https://
doi.org/10.1016/S1567-1356(03)00173-9

70. DeGrandi-Hoffman G, Corby-Harris V, DeJong EW et al (2016)
Honey bee gut microbial communities are robust to the fungicide
Pristine® consumed in pollen. Apidologie 48:1–13. https://doi.org/
10.1007/s13592-016-0478-y

71. Walterson AM, Stavrinides J (2015) Pantoea: insights into a highly
versatile and diverse genus within the Enterobacteriaceae. FEMS
Microbiol Rev 39:968–984. https://doi.org/10.1093/femsre/fuv027

72. Loncaric I, Heigl H, Licek E, Moosbeckhofer R, Busse HJ,
Rosengarten R (2009) Typing of Pantoea agglomerans isolated
from colonies of honey bees (Apis mellifera) and culturability of
selected strains from honey. Apidologie 40:40–54. https://doi.org/
10.1051/apido/2008062

73. Anderson KE, Carroll MJ, Sheehan TH, Lanan MC, Mott BM,
Maes P, Corby-Harris V (2014) Hive-stored pollen of honey bees:
many lines of evidence are consistent with pollen preservation, not
nutrient conversion. Mol Ecol 23:5904–5917. https://doi.org/10.
1111/mec.12966

74. Halpern M, Fridman S, Atamna-Ismaeel N, Izhaki I (2013)
Rosenbergiella nectarea gen. nov., sp. nov., in the family
Enterobacteriaceae, isolated from floral nectar. Int J Syst Evol
Microbiol 63:4259–4265. https://doi.org/10.1099/ijs.0.052217-0

75. Peeters N, Guidot A, Vailleau F, Valls M (2013) Ralstonia
solanacearum , a widespread bacterial plant pathogen in the post-
genomic era. Mol Plant Pathol 14:651–662. https://doi.org/10.
1111/mpp.12038

76. McArt SH, Koch H, Irwin RE, Adler LS (2014) Arranging the
bouquet of disease: floral traits and the transmission of plant and
animal pathogens. Ecol Lett 17:624–636. https://doi.org/10.1111/
ele.12257

77. Richardson LL, Adler LS, Leonard AS, Andicoechea J, Regan KH,
Anthony WE, Manson JS, Irwin RE (2015) Secondary metabolites
in floral nectar reduce parasite infections in bumblebees. Proc Biol
Sci 282:20142471. https://doi.org/10.1098/rspb.2014.2471

78. Stange R, Schneider B, Albrecht U, Mueller V, Schnitker J,
Michalsen A (2017) Results of a randomized, prospective, dou-
ble-dummy, double-blind trial to compare efficacy and safety of a
herbal combination containing Tropaeoli majoris herba and
Armoraciae rusticanae radix with co-trimoxazole in patients with
acute and uncomplicated cystitis. Res Rep Urol 9:43–50. https://
doi.org/10.2147/RRU.S121203

79. Shykoff JA, Bucheli E (1995) Pollinator visitation patterns, floral
rewards and the probability of transmission of Microbotryum
violaceum, a veneral disease of plants. J Ecol 83:189. https://doi.
org/10.2307/2261557

80. Batra LR, Batra SWT (1985) Floral mimicry induced by mummy-
berry fungus exploits host’s pollinators as vectors. Science 228:
1011–1013. https://doi.org/10.1126/science.228.4702.1011

Floral and Foliar Source Affect the Bee Nest Microbial Community

https://doi.org/10.1186/s12915-014-0087-z
https://doi.org/10.1186/s12915-014-0087-z
https://doi.org/10.1093/molbev/mst010
https://doi.org/10.1093/molbev/mst010
https://doi.org/10.1093/bioinformatics/bts342
https://doi.org/10.1093/bioinformatics/bts342
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.12688/f1000research.9050.2
https://doi.org/10.12688/f1000research.9050.2
https://doi.org/10.1890/12-2010.1
https://doi.org/10.1890/12-2010.1
https://doi.org/10.1046/j.1364-3703.2003.00173.x
https://doi.org/10.1046/j.1364-3703.2003.00173.x
https://doi.org/10.1098/rspb.2013.2653
https://doi.org/10.3852/13-046
https://doi.org/10.1099/ijs.0.64332-0
https://doi.org/10.1099/ijs.0.64332-0
https://doi.org/10.1016/J.FUNBIO.2015.09.013
https://doi.org/10.1016/J.FUNBIO.2015.09.013
https://doi.org/10.1006/fgbi.2001.1301
https://doi.org/10.1016/j.simyco.2017.06.001
https://doi.org/10.1007/s11046-006-0030-0
https://doi.org/10.1016/S1567-1356(03)00173-9
https://doi.org/10.1016/S1567-1356(03)00173-9
https://doi.org/10.1007/s13592-016-0478-y
https://doi.org/10.1007/s13592-016-0478-y
https://doi.org/10.1093/femsre/fuv027
https://doi.org/10.1051/apido/2008062
https://doi.org/10.1051/apido/2008062
https://doi.org/10.1111/mec.12966
https://doi.org/10.1111/mec.12966
https://doi.org/10.1099/ijs.0.052217-0
https://doi.org/10.1111/mpp.12038
https://doi.org/10.1111/mpp.12038
https://doi.org/10.1111/ele.12257
https://doi.org/10.1111/ele.12257
https://doi.org/10.1098/rspb.2014.2471
https://doi.org/10.2147/RRU.S121203
https://doi.org/10.2147/RRU.S121203
https://doi.org/10.2307/2261557
https://doi.org/10.2307/2261557
https://doi.org/10.1126/science.228.4702.1011

	Floral and Foliar Source Affect the Bee Nest Microbial Community
	Abstract
	Introduction
	Materials and Methods
	Bee Treatments and Collections
	DNA Extraction and Amplicon Sequencing Library Preparation
	Bioinformatics and Statistics

	Results
	Alpha Diversity and Library Statistics
	Beta Diversity and Differential Abundance of Bacteria and Fungi

	Discussion
	The Microbial Diversity of M.�rotundata Pollen Provisions
	Effects of Floral and Foliar Treatments on Bacterial Diversity
	Effects of Floral and Foliar Treatments on Fungal Diversity

	Conclusion
	References




