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While the nasopharyngeal (NP) microbiota is believed to be a key player in bovine

respiratory health, there is limited published information about the change of NP

microbiota associated with clinical recovery from bovine respiratory disease (BRD). The

objective of this study was to evaluate the effect of tilmicosin treatment on the NP

microbiota composition and diversity of BRD-affected calves during the first week of

clinical recovery. Deep NP swabs were collected from diseased calves at the initial

diagnosis of BRD, and again 7 days after the administration of a single dose of tilmicosin.

As an experimental control, samples were collected from clinically healthy, pen-matched

calves at the time of initial BRD diagnosis. In general, the NP microbiota from the

control calves were more diverse than the NP microbiota from tilmicosin treated and

BRD-affected calves. Principle coordinate analysis (PCOA) of Bray-Curtis and Jaccard

dissimilarity also revealed that the overall composition of NP microbial communities

in tilmicosin-treated calves closely resembled that of BRD-affected calves but differed

significantly from pen-matched healthy calves. Overall, it appeared that there were only

minor changes in NP microbial communities following tilmicosin treatment and, during

the early phase of clinical recovery the NP microbiota in treated animals was disparate

from that observed in healthy control calves. Understanding the potential impact of this

prolonged recovery in mucosal microbiota would be important in optimizing the use of

antimicrobials in health management programs in the feedlot industry.
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INTRODUCTION

Bovine respiratory disease is a common and costly health failure associated with a polymicrobial
infection often occurring in newly transported feedlot cattle (1, 2). Various predisposing factors,
such as neurohumoral stress, nutritional changes, environmental conditions, and upper respiratory
mucosal damage from viral and bacterial pathogens have been implicated in the pathogenesis
of BRD (3, 4). Clinical research shows that the most common bacterial pathogens associated
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with BRD are known to be normally transient residents of
the upper respiratory tract of healthy cattle that become
opportunistic pathogens when viral infection and various
management stressors combine to impair the host immune
system (5, 6). The careful use of antimicrobials for prophylaxis,
metaphylaxis and therapy has offered significant advances in
BRD management in high-risk cattle (3). Tilmicosin is a long-
acting macrolide with strong bactericidal action that can protect
the cattle against BRD pathogens for up to 7 days (7) and, given
its favorable bioavailability and broad efficacy against many BRD
pathogens, is a popular option for the treatment and prevention
of BRD (8). Feedlot cattle at high-risk of developing respiratory
disease, and treated with tilmicosin, showed a distinct shift in
the composition of NP microbiota during the first 10 days after
arrival on the farm (7). Tilmicosin also markedly reduced the
prevalence of microbes in the nasal secretions of BRD-affected
calves for up to 6 days compared to control calves (9). With
increasing concerns regarding the overall efficacy of current
antibiotic treatment approaches and the growing emergence of
antimicrobial resistance (10), new management strategies for
optimizing mucosal health and immune defenses are required.
Moreover, understanding the impact of infectious disease
processes and antimicrobial agents on the respiratory microbial
ecosystem is important clinically, since these communities
appear to have a crucial role in maintaining mucosal health (11).
The objective of this study was to evaluate the effects of tilmicosin
treatment on the composition and diversity of the NPmicrobiota
of BRD-affected calves during the first week of clinical recovery.

MATERIALS AND METHODS

Study Populations and Sample Collection
This study was a part of a larger experiment that examined
the clinical and microbial predictors of susceptibility to BRD
in beef cattle (12, 13). The use of the animals, and all
experiments procedures were performed in accordance with
relevant guidelines, and under the approval of, the University of
Illinois Institutional Animal Care and Use Committee (IACUC
Protocol: #15064). Briefly, a total of 135, 6 to 8-month-old, single
source, Charolais feedlot calves (mean entry body weight 247 ±

33.8 kg) from the commercial and research university feedlot at
South Farms Beef cattle and Sheep Field Laboratory (Urbana,
IL, USA) were involved in this study. All calves were processed
within 24 h after arrival to the farm. During the first month after
arrival, all calves were monitored daily for signs of respiratory
disease according to industry-standard protocols (anorexia, nasal
discharge, change in respiratory pattern, rectal temperature ≥

40◦C and Whisper lung score ≥ 3) (12). Deep NP samples were
collected with double-guarded sterile culture swab (Kalayjian
Industries, Inc. U.S.A.) from calves diagnosed with BRD at the
initial diagnosis and prior to treatment (BRD group, n = 9)
according to published techniques (14). Equivalent NP samples
were collected from clinically healthy, pen-matched controls
calves (control group, n = 9) at the same time as the BRD-
affected calves sampling. The BRD-affected calves were treated
with a single dose of tilmicosin (10 mg/kg SC; Micotil, Elanco
Animal Health) according to label instructions. Immediately after

sample collection and treatment, each of the calves were returned
to their original group pen. At day 7 post tilmicosin treatment,
follow-up clinical examinations of the BRD-affected calves was
performed, and disease recovery was characterized by the absence
of respiratory signs, rectal temperature≤ 39◦C andWhisper lung
score ≤ 2. A deep NP swab was collected from each tilmicosin-
treated calf at this time (post-treatment group, n= 9). Following
collection, all NP swabs (n = 27) were held on dry ice and
transported to the laboratory where they were stored at −20◦C
pending further processing.

DNA Extraction, 16S rRNA Gene
Sequencing and Bioinformatics
Extraction of DNA was performed from all NP swabs using
power R© Fecal DNA isolation Kit (MO BIO Laboratories, Inc.,
Carlsbad, CA) following the manufacturer’s instructions (15).
Total DNA concentration and purity were evaluated by optical
density using a NanoDrop ND-1000 spectrophotometer
(NanoDrop Technologies, Rockland, DE, USA) at the
wavelengths of 230, 260, and 280 nm, and the OD260/280
ratio of DNA ranged between 1.75 and 1.90. Genomic DNA
was then transferred to the DNA Services lab at the W. M.
Keck Center for Comparative and Functional Genomics at the
University of Illinois at Urbana-Champaign for amplification
and sequencing. The V1-V3 hypervariable regions of 16S
ribosomal ribonucleic acid (rRNA) were amplified by Fluidigm
access array amplification protocol (Fluidigm Corporation,
South San Francisco, CA, USA) using the primer set F28-
2-for (ACACTGACGACATGGTTCTACA) and R519-2-rev
(TACGGTAGCAGAGACTTGGTCT) tagged with unique
eight-base sequence barcodes. PCR reactions were performed
on a Fluidigm Biomark HDTM PCR machine (Fluidigm
Corporation, South San Francisco, CA, USA) using the
default Access Array cycling program without imaging
(Table S1). The final harvested products were quantified on
a Qubit fluorometer and assessed using a Fragment Analyzer
(Advanced Analytics, Ames, IA, USA) to confirm amplicon
regions and sizes. The final pooled Fluidigm libraries were
sequenced on the Illumina Miseq V2 platform according
to the manufacturer’s instructions (Illumina, San Diego,
CA, USA).

The 16S rRNA gene sequences data obtained from the MiSeq
sequencing were processed and analyzed with the Quantitative
Insights Into Microbial Ecology (QIIME) algorithms using an
operational taxonomic units (OTUs) approach (16). Sequences
were quality-filtered using established guidelines (17). The
open-reference OTU selection protocol (97% similarity) was
conducted byQIIME usingUCLUST clustering (18) and assigned
taxonomy against SILVA reference database. Low abundance
clusters and chimeric sequences were filtered and removed using
USEARCH (19). Bacterial taxa that could not be assigned to
a genus level, but were present in all NP samples, were still
displayed based on the lowest taxonomic level that could be
assigned to them. For subsequent bacterial diversity analysis,
the OTUs table was randomly subsampled and rarefied to
3,037 sequences per sample using QIIME pipeline. The alpha
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diversity indices were estimated using the Chao1 richness,
phylogenetic diversity (PD) whole tree and Shannon diversity
indices. Fastq data obtained in the current study were uploaded
to the sequence read archive on the NCBI website to make the
files available for public databases with a bio-project accession
number PRJNA508519.

Statistical Analysis
Statistical analysis and graphing were performed using PAST
version 3.13 and JMP R© Pro 13 (SAS Institute Inc. Cary,
NC, USA). For comparisons between the three groups,
one-way ANOVA with all pair’s comparisons using Tukey-
Kramer HSD test were used to analyze data with a normal
distribution and nonparametric Wilcoxon comparisons
for each pair was used to analyze data that did not meet
the assumptions of ANOVA. Differences between groups
with P < 0.05 were considered statistically significant. A
principal coordinate analysis (PCoA) of Bray-Curtis and
Jaccard dissimilarity were performed on all samples using
the relative abundance of higher taxonomic level taxa, and
the significant difference between groups was analyzed
using non-parametric multivariate analysis of variance
(PERMANOVA) with 9999 permutations and Bonferroni
corrected P-values in PAST version 3.13. To further quantify
the overall microbial composition similarities between the
different groups, unweighted pair group method with arithmetic
mean (UPGMA) based on Bray–Curtis distance metrics were
performed in PAST version 3.13. Finally, the Venn diagram
representing the number of core shared microbiota between
groups was generated.

RESULTS AND DISCUSSION

Overall Taxonomic Classification and
Diversity of NP Microbiota
The composition and function of the respiratory microbial
ecosystem is an extensive field of research (11, 20). The
nasopharyngeal microbiota is believed to be a key player in
the health of the upper respiratory tract, and has been shown
to be significantly modified during episodes of immunological
stress and clinical respiratory disease (21). As a result of these
observations, it has been suggested that disturbances in NP
microbial communities may contribute to the pathophysiology
of BRD in feedlot cattle (12). Although several studies have
investigated the bovine NP microbiota in the predisease and
disease states (22–24), little information is available on the
change of NP microbiota associated with clinical recovery from

BRD. To help explore this gap in knowledge, we evaluated
the effect of tilmicosin treatment on the NP microbiota of
BRD-affected calves during first week of clinical recovery.
Sequence analysis from all NP swabs resulted in a total of
410,615 filtered sequence reads. The mean sequence reads
per sample was 15,207.963 (SD, 12,104.039) and comprised
a total of 604 OTUs across all samples. In terms of relative
abundance, taxonomic classification of OTUs revealed a total of
14 different bacteria phyla, and 182 bacterial genera, among all
samples. Similar to previous 16S rRNA gene-based studies of
the NP microbiota of feedlot cattle, the most abundant bacterial
phyla across all sample were Firmicutes (27.07%), Actinobacteria
(24.51%), Tenericutes (16.05%), and Proteobacteria (14.43%)
(Figure S1A) (7, 22–25). These findings are similar to those
reported in studies of the nasal microbiota of pigs (26, 27)
and the upper respiratory tract of humans (28). All other
classified OTUs belonged to bacterial phyla and comprised
<1% of the total abundance represented as others/unassigned
(Figure S1A). At lower taxonomic levels, the most prevalent
bacterial taxa were Mycoplasma (18.73%), Microbacteriaceae
(9.36%), Acinetobacter (7.35%), and Corynebacterium (6.36%)
(Figure S1B). Our data analysis showed a high inter-individual
variability in the composition of the NP microbiota across all the
individuals. This was expected, especially in the type of feedlot
husbandry system used in our study, since the upper respiratory
tract is constantly exposed to many and various bacteria from
the surrounding environment (22). This is also compatible with
other studies that have explored the multifactorial determinants
(genetic, epigenetic, environmental, age, sex, and dietary) that
underlie the establishment of the mucosal microbiota (29). To
measure the alpha diversity of the NP microbial communities
among the three groups (control, BRD, and post-treatment), we
used several metrics; Shannon, Chao1, and the PD whole tree
indices, as depicted in (Table 1). None of the alpha diversity
indices differed significantly between groups (p> 0.05), although
the NP microbiota from the control calves were more diverse
than in theNP samples from tilmicosin-treated and BRD-affected
calves. Similarly, the NP samples from tulathromycin-treated
calves showed a reduction in the bacterial diversity by one-week
post treatment (24). While our study did not permit longer-
term evaluation of microbial biodiversity, similar studies in other
species studies have shown that antimicrobial treatment is often
followed by a contraction in biodiversity of some taxa that can
persist for several months (30). However, in order to better
understand the potential health impact of these post-treatment
fluxes in community structure, it is important to explore the
dynamics of these changes over time in relation to disease

TABLE 1 | Bacterial diversity indices (Chao1, PD whole tree and observed species) measures for the nasopharyngeal microbiota of calves.

Bacterial diversity indices Control BRD After treatment P-value

Chao1 index 77.82 ± 16.40 44.34 ± 7.55 53.02 ± 13.75 0.174

PD whole tree 7.54 ± 1.10 5.76 ± 0.63 6.41 ± 0.84 0.213

Shannon index 3.66 ± 0.48 3.07 ± 0.28 3.11 ± 0.33 0.289

The data are presented as the mean ± standard deviation. There were no statistically significant differences in different bacterial diversity indices between the different groups (p > 0.05).

Frontiers in Veterinary Science | www.frontiersin.org 3 February 2020 | Volume 7 | Article 115

https://www.frontiersin.org/journals/veterinary-science
https://www.frontiersin.org
https://www.frontiersin.org/journals/veterinary-science#articles


Zeineldin et al. Effects of Tilmicosin on Nasopharyngeal Microbiota

recovery and in association with different antimicrobial regimes.
In addition, by understanding how mucosal microbiota respond
to different management conditions, it should be possible to
identify the mechanisms by which these communities contribute
to mucosal recovery and the return of the respiratory system to a
healthy state.

Comparison of NP Microbiota Across the
Different Groups
The dynamics of change in the NP microbiota between clinically
healthy calves and those that develop BRD were reported in
detail in our previous published study (12). In this study, we
compared the relative abundance of the most abundant bacterial
phyla that accounted for more than 1% of the total (Firmicutes,
Actinobacteria, Tenericutes, Proteobacteria, and Bacteroidetes)
across all three groups. In tilmicosin-treated calves, we observed
a significant increase (P < 0.01) in the relative abundance of
Firmicutes compared to control and BRD groups (Figure 1). Both
BRD-affected and treated calves showed significant decrease in
the relative abundance of Actinobacteria (P < 0.01) compared to
the healthy control calves (Figure 1). The relative abundance of
Tenericutes, and Bacteroidetes did not show significant changes
among the groups (P > 0.05). At the genus level, the relative
abundance of Microbacteriaceae (P < 0.001), Acinetobacter
(P = 0.013), Pasteurella (P = 0.041), Lachnospiraceae (P =

0.021), Clostridium (P = 0.018), Solibacillus (P = 0.043), and
Turicibacter (P = 0.026) was significantly different among the
three groups (Figure 2). It is notable that the administration
of a single dose of tilmicosin for BRD treatment affected the
bacterial composition of the NP microbiota. Most notably, the
relative abundance of Clostridium and Lachnospiraceae were
significantly increased in tilmicosin-treated calves compared
to control and BRD-affected calves (P < 0.05; Figure 2).
Interestingly, it has been recently shown that an abundance
of Clostridium species is associated with antibiotic-associated
colitis and influenza in humans (31, 32), and hemorrhagic
diarrhea in feedlot cattle (15). The relative abundance of
Microbacteriaceae and Turicibacter was significantly decreased
in tilmicosin-treated and BRD-affected calves when compared
to control calves (P < 0.05; Figure 2). In terms of the
bacterial taxa commonly associated with BRD, the overall
relative abundance of Moraxella and Mannheimia was not
significantly different after tilmicosin treatment. Antimicrobial
administration was recently demonstrated to be efficacious in
treating dairy cattle that had been experimentally challenged
with Mycoplasma via the respiratory tract (33). Interestingly,
while the changes were not statistically significant, there were
general trends in the relative abundance of Mycoplasma and
Acinetobacter species in the BRD-affected calves one week
following treatment. A possible explanation for this finding
is that because Mycoplasma and Acinetobacter population
are well-known to have resistance to multiple antimicrobials
(34, 35), tilmicosin treatments could have decreased the
presence of other bacterial inhabitants of the nasal cavity that
potentially could promote the growth of those population.
This microbial reshaping due to differential sensitivity to

antibiotics might explain why resilience is not complete long after
antimicrobial treatment.

Effect of Tilmicosin Treatment on the
Overall NP Microbiota Composition and
Core Microbiota
To evaluate the potential effect of tilmicosin antibiotic treatments
on the overall NP microbiota composition of BRD-affected
calves during the first week of clinical recovery, we compared
the microbial community structure (beta diversity) between
the three groups (Control, BRD and post-treatment) using
Bray-Curtis and Jaccard dissimilarity. The PCoA plot of the
Bray-Curtis and Jaccard dissimilarity revealed that the overall
composition of NP microbial communities in tilmicosin-treated
calves resembled that of the BRD-affected calves (PERMANOVA,
P > 0.05; Figures 3A,B), and that both group differed
significantly from pen- matched healthy calves (PERMANOVA,
P < 0.05; Figures 3A,B). As the treatment groups did not differ
significantly from the BRD groups (P > 0.05), it is conceivable
that the tilmicosin treatment impaired recovery of the NP
microbiota to a balanced homeostatic state. Unfortunately, since
there was not a non-treated control group for the BRD-affected
calves, the reality of a post-treatment inhibitory activity of the
antimicrobial on microbiota recovery cannot be confirmed. A
similar link between antimicrobial use and an altered microbial
community structure in the upper respiratory tract of children
up to six months after administration has been reported (36).
To further evaluate the overall NP microbial similarities between
the different groups, UPGMA cluster, based on Bray–Curtis
distance metrics, were performed. Hierarchical clustering of
the relative abundance of bacterial taxa of the NP microbiota
was not evident in either the BRD or post-treatment groups.
However, pen-matched clinically healthy control calves were
generally clustered both closer together and further away from
the BRD and post-treatment groups (Figure 3C). Additionally,
a Venn diagram was generated to describe the unique and
shared OTUs between the three groups (Figure 3D). With
counts, the OTU distribution showed that there were 149, 69,
and 114 unique OTUs identified in healthy control, BRD and
post-treatment groups, respectively. Furthermore, a total of 121
OTUs, representing the core microbiota, were shared between
the three groups (Figure S2). In combination, these results
indicate there was little change in NP microbial communities
following tilmicosin treatment, and that the initial difference
in NP communities between the BRD-affected and healthy
control calves remained in the early phase of clinical recovery.
The absence of a non-treatment control for the BRD-affected
calves prevented us from drawing any conclusions regarding
the role of tilmicosin treatment in inhibiting the resolution
of any BRD-related disturbances in NP microbial community
structure. While tilmicosin has been implicated as being inferior
to other antimicrobial treatment for control of BRD of high-
risk cattle before the onset of signs of BRD (37), additional
broader studies involving other types of antimicrobials, with
the inclusion of the appropriate post-treatment control groups,
would be required to evaluate the role of antimicrobial therapy
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FIGURE 1 | Relative abundance of bacterial 16S rRNA gene sequences at the phylum level that showed the difference between tilmicosin-treated, BRD-affected and

healthy control calves. Only those bacterial phyla represent those populations that averaged more than 1% of the relative abundance across all samples when

sequencing V1-V3 hypervariable regions are displayed.

FIGURE 2 | Relative abundance of bacterial 16S rRNA gene sequences at the higher taxonomic level observed in the NP swab showed the difference between

tilmicosin-treated, BRD-affected and healthy control calves. Only those bacterial taxa represent those populations that averaged more than 1% of the relative

abundance across all samples when sequencing V1-V3 hypervariable regions are displayed.

on the rejuvenation of nasopharyngeal microbial community
structure in cases of BRD.

CONCLUSION

In conclusion, the overall aim of this study was to examine
changes in the NP microbiome during the clinical recovery of
BRD-affected calves treated with tilmicosin. It appeared that

there were no significant changes in NP microbial communities
following tilmicosin treatment, and that the initial differences
in NP microbial communities between healthy and BRD-
affected calves, remained for the duration of the early phase
of clinical recovery. Given the limitations of the present study
(small number of treated calves, only one type of antibiotics,
short term follow-up, lack of non-treated control group)
further studies are necessary to evaluate the long-term effects
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FIGURE 3 | Effect of tilmicosin treatment on the overall NP microbiota composition and core microbiota. Principal coordinate analysis (PCoA) depicting the

Bray-Curtis (A) and Jaccard dissimilarity (B) for the NP swab in tilmicosin-treated, BRD-affected and healthy control calves. The percent variation explained by each

principal coordinate is indicated on the axes. (C) UPGMA clustering of bacterial taxa profiles based on the Bray-Curtis dissimilarity. The color bars above the

dendrogram indicate groups of samples, control (blue), BRD (green), and after tilmicosin treatment (red). (D) Venn diagram depicting the common and unique OTUs

among the three groups (tilmicosin-treated, BRD-affected and healthy control calves).

of antimicrobial administration upon respiratory microbiota.
Understanding the potential impact of the prolonged recovery
in the mucosal microbiota will be important in optimizing the
use of antimicrobials in health management programs in the
feedlot industry.
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Figure S1 | Relative abundance of bacterial 16S rRNA gene sequences at the

phylum level (A) and higher taxonomic level (B) observed in the NP swab in

tilmicosin-treated, BRD-affected and healthy control calves. Only those bacterial

phyla represent those populations that averaged more than 1% of the relative

abundance across all samples when sequencing V1-V3 hypervariable regions

are displayed.

Figure S2 | Krona chart showing the relative abundance of bacterial taxa that

represent the core microbiota and shared between the three groups

(tilmicosin-treated, BRD-affected and healthy control calves).

Table S1 | Access Array cycling program without imaging (Fluidigm Biomark HD

PCR machine) for amplifying the primer/sample combinations.

REFERENCES

1. Buckham Sporer KR, Weber PSD, Burton JL, Earley B, Crowe MA.
Transportation of young beef bulls alters circulating physiological parameters
that may be effective biomarkers of stress. J Anim Sci. (2008) 86:1325–34.
doi: 10.2527/jas.2007-0762

2. Zeineldin MM, Ghanem MM, Abd El-Raof YM, El-Attar HA. Lung
ultrasonography and computer-aided scoring system as a diagnostic aid for
bovine respiratory disease in feedlot cattle. Glob Vet. (2016) 17:588–94.

3. Taylor JD, Fulton RW, Lehenbauer TW, Step DL, Confer AW. The
epidemiology of bovine respiratory disease: what is the evidence for
predisposing factors? Can Vet J. (2010) 51:1095–102.

4. Hodgson PD, Aich P, Stookey J, Popowych Y, Potter A, Babiuk L, et al. Stress
significantly increases mortality following a secondary bacterial respiratory
infection. Vet Res. (2012) 43:21. doi: 10.1186/1297-9716-43-21

5. Griffin D, Chengappa MM, Kuszak J, McVey DS. Bacterial pathogens of the
bovine respiratory disease complex. Vet Clin N Am Food Anim Pract. (2010)
26:381–94. doi: 10.1016/j.cvfa.2010.04.004

6. Klima CL, Zaheer R, Cook SR, Booker CW, Hendrick S, Alexander TW,
et al. Pathogens of bovine respiratory disease in North American feedlots
conferring multidrug resistance via integrative conjugative elements. J Clin
Microbiol. (2014) 52:438–48. doi: 10.1128/JCM.02485-13

7. Timsit E,WorkentineM, Crepieux T,Miller C, Regev-Shoshani G, Schaefer A,
Alexander T. Effects of nasal instillation of a nitric oxide-releasing solution or
parenteral administration of tilmicosin on the nasopharyngeal microbiota of
beef feedlot cattle at high-risk of developing respiratory tract disease. Res Vet
Sci. (2017) 115:117–24. doi: 10.1016/j.rvsc.2017.02.001

8. Gorham PE, Carroll LH, Mcaskill JW, Watkins LE, Ose EE, Tonkinson LV,
et al. Tilmicosin as a single injection treatment for respiratory disease of
feedlot cattle. Can Vet J. (1990) 31:826–9.

9. Frank GH, Briggs RE, Loan RW, Purdy CW, Zehr ES. Effects of tilmicosin
treatment on Pasteurella haemolytica organisms in nasal secretion specimens
of calves with respiratory tract disease. Am J Vet Res. (2000) 61:525–9.
doi: 10.2460/ajvr.2000.61.525

10. Zeineldin M, Aldridge B, Lowe J. Antimicrobial effects on swine
gastrointestinal microbiota and their accompanying antibiotic
resistome. Front Microbiol. (2019) 10:1035. doi: 10.3389/fmicb.2019.
01035

11. Zeineldin M, Lowe J, Aldridge B. Contribution of the mucosal microbiota
to bovine respiratory health. Trends Microbiol. (2019) 27:753–70.
doi: 10.1016/j.tim.2019.04.005

12. ZeineldinM, Lowe J, de GodoyM,Maradiaga N, Ramirez C, GhanemM, et al.
Disparity in the nasopharyngeal microbiota between healthy cattle on feed, at
entry processing and with respiratory disease. Vet Microbiol. (2017) 208:30–7.
doi: 10.1016/j.vetmic.2017.07.006

13. Zeineldin M, Ghanem M, El-Raof YA, Elattar H. Clinical utilization of point-
of-care blood L-lactate concentrations in naturally occurring respiratory
disease in feedlot cattle. Pak Vet J. (2017) 37:210–4.

14. Godinho KS, Sarasola P, Renoult E, Tilt N, Keane S, Windsor GD, et al.
Use of deep nasopharyngeal swabs as a predictive diagnostic method
for natural respiratory infections in calves. Vet Rec. (2007) 160:22–5.
doi: 10.1136/vr.160.1.22

15. Zeineldin M, Aldridge B, Lowe J. Dysbiosis of the fecal microbiota in
feedlot cattle with hemorrhagic diarrhea. Microb Pathog. (2017) 115:123–30.
doi: 10.1016/j.micpath.2017.12.059

16. Caporaso JG, Kuczynski J, Stombaugh J, Bittinger K, Bushman FD, Costello
EK, et al. correspondence QIIME allows analysis of high- throughput
community sequencing data Intensity normalization improves color calling
in SOLiD sequencing. Nat Publ Gr. (2010) 7:335–6. doi: 10.1038/nmeth.f.303

17. Bokulich NA, Subramanian S, Faith JJ, Gevers D, Gordon JI, Knight R, et al.
Quality-filtering vastly improves diversity estimates from Illumina amplicon
sequencing. Nat Methods. (2013) 10:57–9. doi: 10.1038/nmeth.2276

18. Edgar RC. Search and clustering orders of magnitude faster than BLAST.
Bioinformatics. (2010) 26:2460–1. doi: 10.1093/bioinformatics/btq461

19. Edgar RC, Haas BJ, Clemente JC, Quince C, Knight R. UCHIME improves
sensitivity and speed of chimera detection. Bioinformatics. (2011) 27:2194–
200. doi: 10.1093/bioinformatics/btr381

20. Zeineldin MM, Lowe JF, Grimmer ED, de Godoy MRC, Ghanem
MM, Abd El-Raof YM, et al. Relationship between nasopharyngeal
and bronchoalveolar microbial communities in clinically healthy
feedlot cattle. BMC Microbiol. (2017) 17:138. doi: 10.1186/s12866-017-
1042-2

21. Allen E, Koeppel AF, Hendley J, Turner SD, Winther B, Sale MM, et al.
Characterization of the nasopharyngeal microbiota in health and during
rhinovirus challenge.Microbiome. (2014) 2:22. doi: 10.1186/2049-2618-2-22

22. Holman DB, McAllister TA, Topp E, Wright ADG, Alexander TW. The
nasopharyngeal microbiota of feedlot cattle that develop bovine respiratory
disease. Vet Microbiol. (2015) 180:90–5. doi: 10.1016/j.vetmic.2015.07.031

23. Gaeta NC, Lima SF, Teixeira AG, Ganda EK, Oikonomou G, Gregory L, et al.
Deciphering upper respiratory tract microbiota complexity in healthy calves
and calves that develop respiratory disease using shotgun metagenomics. J
Dairy Sci. (2017) 100:1445–58. doi: 10.3168/jds.2016-11522

24. Holman DB, Timsit E, Booker CW, Alexander TW. Injectable antimicrobials
in commercial feedlot cattle and their effect on the nasopharyngeal
microbiota and antimicrobial resistance. Vet Microbiol. (2018) 214:140–7.
doi: 10.1016/j.vetmic.2017.12.015

25. Hall JA, Isaiah A, Estill CT, Pirelli GJ, Suchodolski JS. Weaned beef
calves fed selenium-biofortified alfalfa hay have an enriched nasal
microbiota compared with healthy controls. PLoS ONE. (2017) 12:e0179215.
doi: 10.1371/journal.pone.0179215

Frontiers in Veterinary Science | www.frontiersin.org 7 February 2020 | Volume 7 | Article 115

https://www.frontiersin.org/articles/10.3389/fvets.2020.00115/full#supplementary-material
https://doi.org/10.2527/jas.2007-0762
https://doi.org/10.1186/1297-9716-43-21
https://doi.org/10.1016/j.cvfa.2010.04.004
https://doi.org/10.1128/JCM.02485-13
https://doi.org/10.1016/j.rvsc.2017.02.001
https://doi.org/10.2460/ajvr.2000.61.525
https://doi.org/10.3389/fmicb.2019.01035
https://doi.org/10.1016/j.tim.2019.04.005
https://doi.org/10.1016/j.vetmic.2017.07.006
https://doi.org/10.1136/vr.160.1.22
https://doi.org/10.1016/j.micpath.2017.12.059
https://doi.org/10.1038/nmeth.f.303
https://doi.org/10.1038/nmeth.2276
https://doi.org/10.1093/bioinformatics/btq461
https://doi.org/10.1093/bioinformatics/btr381
https://doi.org/10.1186/s12866-017-1042-2
https://doi.org/10.1186/2049-2618-2-22
https://doi.org/10.1016/j.vetmic.2015.07.031
https://doi.org/10.3168/jds.2016-11522
https://doi.org/10.1016/j.vetmic.2017.12.015
https://doi.org/10.1371/journal.pone.0179215
https://www.frontiersin.org/journals/veterinary-science
https://www.frontiersin.org
https://www.frontiersin.org/journals/veterinary-science#articles


Zeineldin et al. Effects of Tilmicosin on Nasopharyngeal Microbiota

26. Weese JS, Slifierz M, Jalali M, Friendship R. Evaluation of the nasal
microbiota in slaughter-age pigs and the impact on nasal methicillin-
resistant Staphylococcus aureus. (MRSA) carriage. BMC Vet Res. (2014) 10:69.
doi: 10.1186/1746-6148-10-69

27. Zeineldin M, Aldridge B, Blair B, Kancer K, Lowe J. Microbial
shifts in the swine nasal microbiota in response to parenteral
antimicrobial administration. Microb Pathog. (2018) 121:210–7.
doi: 10.1016/j.micpath.2018.05.028

28. Bassis CM, Erb-Downward JR, Dickson RP, Freeman CM, Schmidt TM,
Young VB, et al. Analysis of the upper respiratory tract microbiotas as the
source of the lung and gastric microbiotas in healthy individuals.MBio. (2015)
6:e00037. doi: 10.1128/mBio.00037-15

29. Spor A, Koren O, Ley R. Unravelling the effects of the environment and
host genotype on the gut microbiome. Nat Rev Microbiol. (2011) 9:279–90.
doi: 10.1038/nrmicro2540

30. Ubeda C, Pamer EG. Antibiotics, microbiota, and immune
defense. Trends Immunol. (2012) 33:459–66. doi: 10.1016/j.it.2012.
05.003

31. Svenungsson B, Lagergren Å, Lundberg A. Clostridium difficile cytotoxin
B in adults with diarrhea: a comparison of patients treated or not treated
with antibiotics prior to infection. Clin Microbiol Infect. (2001) 7:447–50.
doi: 10.1046/j.1469-0691.2001.00314.x

32. Gilca R, Fortin É, Frenette C, Longtin Y, Gourdeau M. Seasonal variations in
Clostridium difficile infections are associated with influenza and respiratory
syncytial virus activity independently of antibiotic prescriptions: a time series
analysis in Québec, Canada. Antimicrob Agents Chemother. (2012) 56:639–46.
doi: 10.1128/AAC.05411-11

33. Bartram DJ, Moyaert H, Vanimisetti BH, Ramage CP, Reddick D, Stegemann
MR. Comparative efficacy of tulathromycin and tildipirosin for the treatment

of experimental Mycoplasma bovis infection in calves. Vet Med Sci. (2016)
2:170–8. doi: 10.1002/vms3.31

34. Cao B, Zhao C-J, Yin Y-D, Zhao F, Song S-F, Bai L, et al. High prevalence
of macrolide resistance in Mycoplasma pneumoniae isolates from adult and
adolescent patients with respiratory tract infection in China. Clin Infect Dis.
(2010) 51:189–94. doi: 10.1086/653535

35. Poirel L, Bonnin RA, Nordmann P. Genetic basis of antibiotic resistance
in pathogenic Acinetobacter species. IUBMB Life. (2011) 63:1061–7.
doi: 10.1002/iub.532

36. Jakobsson HE, Jernberg C, Andersson AF, Sjölund-Karlsson M, Jansson JK,
Engstrand L. Short-term antibiotic treatment has differing long-term impacts
on the human throat and gut microbiome. PLoS ONE. (2010) 5:e9836.
doi: 10.1371/journal.pone.0009836

37. Rooney KA, Nutsch RG, Skogerboe TL, Weigel DJ, Gajewski K, Kilgore WR.
Efficacy of tulathromycin compared with tilmicosin and florfenicol for the
control of respiratory disease in cattle at high risk of developing bovine
respiratory disease. Vet Ther. (2005) 6:154–66.

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.

Copyright © 2020 Zeineldin, Lowe and Aldridge. 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 Veterinary Science | www.frontiersin.org 8 February 2020 | Volume 7 | Article 115

https://doi.org/10.1186/1746-6148-10-69
https://doi.org/10.1016/j.micpath.2018.05.028
https://doi.org/10.1128/mBio.00037-15
https://doi.org/10.1038/nrmicro2540
https://doi.org/10.1016/j.it.2012.05.003
https://doi.org/10.1046/j.1469-0691.2001.00314.x
https://doi.org/10.1128/AAC.05411-11
https://doi.org/10.1002/vms3.31
https://doi.org/10.1086/653535
https://doi.org/10.1002/iub.532
https://doi.org/10.1371/journal.pone.0009836
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/veterinary-science
https://www.frontiersin.org
https://www.frontiersin.org/journals/veterinary-science#articles

	Effects of Tilmicosin Treatment on the Nasopharyngeal Microbiota of Feedlot Cattle With Respiratory Disease During the First Week of Clinical Recovery
	Introduction
	Materials and Methods
	Study Populations and Sample Collection
	DNA Extraction, 16S rRNA Gene Sequencing and Bioinformatics
	Statistical Analysis

	Results and Discussion
	Overall Taxonomic Classification and Diversity of NP Microbiota
	Comparison of NP Microbiota Across the Different Groups
	Effect of Tilmicosin Treatment on the Overall NP Microbiota Composition and Core Microbiota

	Conclusion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Acknowledgments
	Supplementary Material
	References


