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Abstract: Bovine brucellosis remains a persistent infection in ruminants in Pakistan. A total of 828
(409 buffaloes and 419 cattle) sera were collected from 11 institutional-owned livestock farms in
Punjab, Pakistan. The samples were tested by rose bengal plate agglutination test (RBPT) and indirect
enzyme-linked immunosorbent assay (iELISA). The seroprevalence along with 95% confidence interval
(CI) was determined. Univariable and multivariable analysis of the epidemiological background data
was conducted and odds ratio (OR) was calculated to understand any association between the risk
factors and the seroprevalence. An overall seroprevalence of 3.9% (Positive/Tested = 32/828) and 3.3%
(27/828) was detected by RBPT and iELISA, respectively. The seroprevalence of 5.6% (CI 3.6–8.3) and
4.7%, (CI 2.8–7.2) and the odds ratio of 2.63 (CI 1.20–5.77) and 2.50 (CI 1.08–5.78) for testing positive
by RBPT and iELISA, respectively were significantly higher (p < 0.05) in buffaloes than in cattle.
Breed, sex, history of abortion and retention of fetal membranes (RFM) in the animals were not found
statistically significantly associated with the infection. RBPT and iELISA based results agreed almost
perfect (k = 0.877). In total, Brucella abortus-DNA (9/27) was amplified from seropositive samples by
real-time polymerase chain reaction. This study identified for the first time the etiological agents of
brucellosis at a molecular level at institutional-owned livestock farms in Pakistan.
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1. Introduction

Brucellosis is a bacterial zoonosis caused by bacteria of the genus Brucella (B.). They are non-spore
forming, non-motile, non-hemolytic and facultative intra-cellular living, Gram-negative coccobacilli.
Although Brucellae show a certain host preference, e.g., B. abortus prefers bovines and B. melitensis
small ruminants, cross-species transmission does occur when different animals are in close contact
with each other [1–6]. Brucellosis occurs worldwide, especially in developing and tropical countries,
whereas North and Central Europe, Australia, New Zealand, Japan, and Canada are considered as
being free from conventional brucellosis in domestic animals [7]. Abortion in the last trimester and
retention of fetal membranes (RFM) are the characteristic signs in female animals whilst orchitis and
epididymitis commonly occur in males however, the infection may stay asymptomatic and the infected
animals may remain undiagnosed [8]. Infected animals shed the bacteria through vaginal and milk
secretions in the environment [9]. Brucellosis is usually transmitted in animals either by direct contact
or through ingestion of contaminated feed or water whereas in humans, it mainly occurs through
ingestion of contaminated milk [10,11]. Humans are accidental hosts for this infection and could be
prevented by eliminating the infection in animals that often have close contact with humans [12,13].

The diagnostic confirmation depends on the clinical history, laboratory-based examination of
biological specimens, e.g., serum and milk and upon the situation of the disease in the area. The
serological examination includes rose bengal plate test (RBPT), enzyme-linked immunosorbent assay
(ELISA), serum agglutination test (SAT), complement fixation test (CFT) and milk ring test (MRT)
followed by molecular biological investigation, e.g., polymerase chain reaction (PCR), isolation,
biochemical identification and molecular typing e.g., multilocus sequence typing (MLST), single
nucleotide polymorphism (SNP) and multiple locus variable number tandem repeat analysis (MLVA)
etc. [14,15]. Vaccination and treatment of brucellosis in farm animals are not considered 100% safe for
human health, hence are forbidden in many countries [7,16–19].

Pakistan is an agriculture-based country where livestock plays an integral role in the agriculture
economy. More than 8.0 million families are associated with livestock raising and derive ≥35% of their
income from livestock production in the country [20]. Brucellosis is considered an endemic infection in
the ruminants in Pakistan [21]. Bovines are the primary source of milk in the country, and for milk
production, Pakistan has been among the top countries in the world [22]. Our aim for this study was
to estimate the burden of brucellosis in buffaloes and cattle reared at 11 institutional-owned livestock
farms by serology and detect the etiology by molecular biology. To the best of our knowledge, this is
the first study to identify brucellosis at molecular level at these farms in Pakistan.

2. Materials and Methods

For this study, 11 institutional livestock farms (Farms A–K), administered by the Livestock
and Dairy Development (L&DD), Government of Punjab, Lahore and University of Agriculture
(UAF), Faisalabad, representing different geographical locations (Figure 1) were selected as described
previously [23,24]. Since the prevalence of brucellosis was considered unknown at these selected farms,
the sampling frame was constructed to investigate brucellosis at expected prevalence of 50%, 95%
confidence interval (CI) and 5% desired absolute precision [25]. This required that at least 385 samples
from buffaloes and cattle each to be tested from the selected farms. This sample size was further divided
according to the population proportion of these animals at each farm. A total of 828 sera (409 buffalo and
419 cattle) were sampled. Animals were randomly selected and properly restrained before the blood
was drawn into a 9-mL vacutainer tube by puncturing the jugular vein. Samples were labelled with
the animal identification information (tag number, age, breed, and sex). Epidemiological information
regarding the animal and herd level variables were recorded on a questionnaire. The samples were
then transported to the Department of Clinical Medicine and Surgery, Faculty of Veterinary Science,
University of Agriculture, Faisalabad, Pakistan where serum was separated and stored at −20 ◦C until
further testing.
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Sera were screened for brucellosis by RBPT using Pourquier® Rose Bengal Antigen (IDEXX,
Montpellier, France) by using bovine bacterial positive and negative control sera provided by
Friedrich-Loeffler-Institut (FLI), Jena, Germany. It was followed by indirect-Enzyme Linked
Immunosorbent Assay (iELISA) via ID Screen® Brucellosis Serum Indirect Multi-species (IDVet, Grabels,
France) for detection of anti-smooth-Lipopolysaccharide (LPS) antibodies (B. abortus, B. melitensis
and B. suis) as per manufacturer’s recommendations. The sera were then subjected to DNA
extraction by Blood Genomic DNA Extraction Mini Kit (Favorgen®, Ping-Tung, Taiwan) followed by
detection/differentiation of Brucellae at species level by real-time PCR using SYBR® Green as described
earlier by using previously described sets of primers [26,27]. Each DNA extraction procedure was
run along with E. coli negative controls and B. abortus (Veterinary Research Institute, Lahore, Pakistan)
and B. melitensis (University of Agriculture, Faisalabad, Pakistan) [6] were used as positive controls in
PCR procedure. As no reports on B. suis were available in the country, we considered B. suis was not
prevalent in the area, hence no controls were used. Based on our in-house experience, a cycle threshold
(Ct) value of ≤35 was considered as positive [27].

Statistical Analysis

The statistical analysis was conducted by using the R and R-Studio software (RStudio Inc.,
Boston, MA, USA) [28], and maps were built using ArcGIS version 10.5.1 (ESRI, Redlands, CA, USA).
The confidence interval (CI) for the proportions was estimated by the exact 95% Clopper and Pearson
interval method using the binom package (binom.test function). Univariate and multivariate analysis
were conducted to determine the association and risk (Odds ratio; OR) of the biologically plausible
factors with the prevalence of brucellosis. The confirmation of brucellosis was considered as an outcome
or dependent variable while possible risk factors were considered as explanatory or independent
variables. For the independent variables, biologically plausible variables were considered. The p < 0.05
was considered as a level of significance. The Nagelkerke R2 (NR2) and Hosmer and Lemeshow Test
(HLT) were used to evaluate the final-model fitness. An inter-rater reliability analysis using the Kappa
statistics was performed to determine the agreement among two tests, i.e., RBPT and iELISA.
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3. Results

An overall 3.9% (Positive/Tested = 32/828) and 3.3% (27/828) seroprevalence was found by RBPT
and iELISA, respectively, among the livestock farms sampled in Punjab, Pakistan (Tables 1 and 2).

For risk factor variables, the sampled animal population (n = 828) was divided into two categories,
i.e., buffalo (n = 409) and cattle (n = 419). For the breed variable, two groups were categorized, i.e.,
local bred animals encompassing Nili-Ravi (n = 409) in buffaloes (n = 409) and Sahiwal (n = 335),
Cholistani (n = 46) and crossbred (n = 38) in cattle. Based on sex, animals were grouped into buffalo
males (n = 6) and females (n = 403) and cattle males (n = 43) and females (n = 376). Age groups, i.e.,
<2 years comprised young stock in buffaloes (n = 77) and cattle (n = 95) and ≥2 years comprised
bulls, heifers, pregnant and lactating animals in buffaloes (n = 332) and cattle (n = 324). Although
retention of fetal membranes (RFM) and history of abortion are purely related to females and prior
pregnancy status, males and heifers were considered animals being negative for prior history for RFM
and abortion. All sampled animals (n = 828) had no prior history of vaccination against brucellosis at
these farms. At the time of sampling, the 11 farms had either only buffaloes (n = 4), only cattle (n = 4)
or both, buffaloes and cattle (n = 3) (Table 1).

Species wise in buffaloes, the mean seroprevalence was 5.62% (23/409; range 0–18.75%) by RBPT
and 4.64% (19/409; range 0–15.62%) by iELISA at the sampled farms. The highest seroprevalence
was found at Farm B with gradual decrease to 0% at Farm C and Farm E respectively, by both tests.
Similarly in cattle, the mean seroprevalence was 2.15% (9/419; range 0–6.3%) by RBPT and 1.91%
(8/419; range 0–5.52%) by iELISA with highest at Farm G decreasing to 0% at Farms E, F, H, I and K
by both tests. The seroprevalence varied statistically significant (p < 0.05) by both RBPT (Chi-square
value; χ2 = 6.729) and iELISA (χ2 = 4.69) between buffaloes and cattle at eleven farms (Table 1). The
mean RBPT-based seroprevalence (3.9%) varied (0–18.8%) statistically significant (χ2 = 39.680, p < 0.05)
among the sampled livestock farms. A similar pattern was found for the iELISA-based seroprevalence
(3.3%) varying (0–15.6%) statistically significant (χ2 = 33.498, p < 0.05) among the sampled farms
(Table 2).

In univariate analysis, farm-related variables e.g., feeding methods, herd type, breeding methods
and farm environment did not show statistically significant associations (p > 0.05) to the seropositivity
for brucellosis in both buffaloes and cattle. In animal related variables, species of the animals (buffalo
or cattle) did show statistically significant association (p < 0.05) with odds ratio of 2.7 (1.24–5.94; 95%
CI) in buffalo with reference to cattle. Breed of the animal (local breed or cross-breed) and sex of the
animal (male or female) could not be determined whereas, age groups (<2 years and ≥2 years), tick
infestation, RFM and history of abortion were not found statistically significantly associated. However,
age grouping showed a closer value to the significance level (Table 3). Multivariate analysis for species
differences showed a statistically significant association (p < 0.05) with an Odds ratio of 2.63 (1.20–5.77;
95% CI) in buffaloes as compared to the cattle. Age group difference did not show a statistically
significant association, however, and was found closer (p = 0.065) to the level of significance (Table 4).
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Table 1. Seroprevalence in cattle and buffaloes sampled from various farms.

Sr.
No.

Farm
Name

Buffalo Cattle Real-Time PCR (SYBR®

Green)RBPT iELISA RBPT iELISA

Pos./Tested Prev.%
(95% CI) Pos./Tested Prev.%

(95% CI) Pos./Tested Prev.%
(95% CI) Pos./Tested Prev.%

(95% CI) Buffalo Cow Total

1 Farm A 3/70 4.3 (0.9–12) 2/70 2.9 (0.3–9.9) - - - - 0 0 0
2 Farm B 6/32 18.8 (7.2–36.4) 5/32 15.6 (5.3–32.8) - - - - 3 0 3
3 Farm C 0/35 0 (0–10) 0/35 0 (0–10) - - - - 0 0 0
4 Farm D 6/76 7.9 (3–16.4) 6/76 7.9 (3–16.4) - - - - 2 0 2
5 Farm E 0/58 0 (0–6.2) 0/58 0 (0–6.2) 0/45 0 (0–7.9) 0/45 0 (0–7.9) 0 0 0
6 Farm F 7/71 9.9 (4.1–19.3) 5/71 7 (2.3–15.7) 0/19 0 (0–17.6) 0/19 0 (0–17.6) 1 0 1
7 Farm G 1/67 1.5 (0–8) 1/67 1.5 (0–8) 8/127 6.3 (2.8–12) 7/127 5.5 (2.2–11) 0 3 3
8 Farm H - - - - 0/23 0 (0–14.8) 0/23 0 (0–14.8) 0 0 0
9 Farm I - - - - 0/75 0 (0–4.8) 0/75 0 (0–4.8) 0 0 0
10 Farm J - - - - 1/46 2.2 (0.1–11.5) 1/46 2.2 (0.1–11.5) 0 0 0
11 Farm K - - - - 0/84 0 (0–4.3) 0/84 0 (0–4.3) 0 0 0

Total 23/409 5.6 (3.6–8.3) 19/409 4.7 (2.8–7.2) 9/419 2.2 (1–4) 8/419 1.9 (0.8–3.7) 6/19 3/8 9/27

Sr. No.—Serial number; RBPT—Rose Bengal Plate Agglutination Test; iELISA—Indirect Enzyme-Linked Immunosorbent Assay; PCR—Polymerase Chain Reaction; Pos.—Positive;
Prev.—Prevalence; CI—Confidence interval; RBPT-based seroprevalence varied significantly between cattle and buffaloes, χ2 = 6.729, p = 0.009. iELISA-based seroprevalence varied
significantly between cattle and buffaloes, χ2 = 4.690, p = 0.030.
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Table 2. Overall Seroprevalence of brucellosis in cattle and buffaloes sampled from different farms.

Farm Name RBPT Overall iELISA Overall

Pos./Tested Prev.% (95% CI) Pos./Tested Prev.% (95% CI)

Farm A 3/70 4.3 (0.9–12) 2/70 2.9 (0.3–9.9)
Farm B 6/32 18.8 (7.2–36.4) 5/32 15.6 (5.3–32.8)
Farm C 0/35 0 (0–10) 0/35 0 (0–10)
Farm D 6/76 7.9 (3–16.4) 6/76 7.9 (3–16.4)
Farm E 0/103 0 (0–3.5) 0/103 0 (0–3.5)
Farm F 7/90 7.8 (3.2–15.4) 5/90 5.6 (1.8–12.5)
Farm G 9/194 4.6 (2.1–8.6) 8/194 4.1 (1.8–8)
Farm H 0/23 0 (0–14.8) 0/23 0 (0–14.8)
Farm I 0/75 0 (0–4.8) 0/75 0 (0–4.8)
Farm J 1/46 2.2 (0.1–11.5) 1/46 2.2 (0.1–11.5)
Farm K 0/84 0 (0–4.3) 0/84 0 (0–4.3)

Total 32/828 3.9 (2.7–5.4) 27/828 3.3 (2.2–4.7)

RBPT-based prevalence differ significantly among sampled farms, χ2 = 39.680, p < 0.001. iELISA-based prevalence
differs significantly among sampled farms, χ2 = 33.498, p < 0.001.

Table 3. Univariable in cattle and buffaloes at animal level.

Variable Category Pos./Tested Prev.%
(95% CI) Odds Ratio 95% CI p-Value *

Species Cattle 9/419 2.2 (1–4) Ref -
0.012Buffaloes 23/409 5.6 (3.6–8.3) 2.71 1.24–5.94

Breed
Local 32/790 4.1 (2.8–5.7) - - -
Cross 0/38 0 (0–9.3) - -

Sex
Female 32/779 4.1 (2.8–5.7) - - -
Male 0/49 0 (0–7.3) - -

Age groups <2 Years 2/172 1.2 (0.1–4.1) Ref -
0.056

≥2 Years 30/656 4.6 (3.1–6.5) 4.07 0.96–17.22

Ticks infestation
No 31/766 4.1 (2.8–5.7) 2.57 0.35–19.17

0.356Yes 1/62 1.6 (0–8.7) Ref -

RFM
No 29/781 3.7 (2.5–5.3) Ref -

0.363Yes 3/47 6.4 (1.3–17.5) 1.77 0.52–6.03

History of abortion No 30/771 3.9 (2.6–5.5) Ref -
0.885Yes 2/57 3.5 (0.4–12.1) 1.11 0.26–4.78

RFM—Retention of fetal membranes; Ref—Reference value; * p value ≤ 0.05 considered as significant.

Table 4. Multivariable analysis at animal level for cattle and buffaloes.

Variable Exposure Variable Comparison Odds Ratio 95% CI p-Value *

Species Buffaloes Cattle 2.63 1.20–5.77 0.016

Age group ≥2 years <2 years 3.89 0.92–16.47 0.065

* p value ≤ 0.05 considered as significant; (Model fitness: Nagelkerke R2 (NR2) = 0.051, Hosmer and Lemeshow Test
(HLT) = 1.028, p = 0.598).

Samples from Farm C, Farm E, Farm H, Farm I, and Farm K did not show any positive by serology
hence were not subjected for DNA extraction and molecular detection of Brucella-DNA. Out of total,
27 seropositive samples, 9 samples (6 buffaloes and 3 cattle) did amplify Brucella-DNA by conventional
and subsequently B. abortus-DNA by real-time PCR.

In total, 828 serum samples were tested through RBPT and iELISA. Out of these, 32 samples were
found positive in RBPT and 27 in iELISA (Table 2). Out of the 32 RBPT positive samples, 26 were
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iELISA positive also. (Table 5). The agreement between RBPT and iELISA results was found almost
perfect (k = 0.877) (Table 6).

Table 5. Comparison of results of RBPT and iELISA tests used to detect anti-Brucella antibodies in cattle
and buffaloes.

RBPT
iELISA

Total
Negative Positive

Negative Count 795 6 801
Expected Count 770 31 801

Positive
Count 1 26 27

Expected Count 26 1 27

Total
Count 796 32 828

Expected Count 796 32 828

Table 6. Agreement between RBPT and iELISA tests used for sero-diagnosis of brucellosis in cattle and
buffaloes (n = 828).

Comparison Observed Agreement SE Kappa Value 95% CI of Kappa p-Value *

RBPT vs. iELISA 99.15% 0.046 0.877 0.787, 0.967 <0.01

SE—Standard error; * p value < 0.05 considered as significant

4. Discussion

Serology remains an important tool in brucellosis diagnosis and RBPT and iELISA were used for
screening of bovine sera in this study. RBPT has been widely accepted as a test with higher sensitivity
and lower specificity as it can potentially cross-react with antibodies to other non-Brucella antigens [29].
Meanwhile, the iELISA is considered to be sensitive and could be used as a single diagnostic criterion
at standardized labs [30]. However, RBPT remains an adequate screening test based upon the disease
epidemiology, purpose of the diagnostic criteria and availability of the resources [31,32]. Therefore, we
tested our sera by both tests and determined the possible agreement between these two tests (Tables 5
and 6). These serological tests do not differentiate between the Brucella species as B. abortus, B. melitensis
and B. suis share common antigenic LPS. DNA-based tests, e.g., PCR, are able to differentiate at species
level with high specificity. Clinical samples (e.g., serum and milk) contain lower amounts of bacterial
DNA hence the sensitivity of PCR becomes really low. As the amount of bacterial DNA may depend
upon the stage of the infection e.g., in chronic cases it is very unlikely to detect Brucella-DNA in serum
samples. Real-time PCR provides a robust diagnostic solution with higher sensitivity, but also requires
higher costs for the performance of this test. Isolation of Brucellae remains the gold standard for
brucellosis diagnosis, but is less efficient, laborious and requires advanced laboratory conditions, e.g.,
level 3 biosecurity laboratories. A SYBR® Green-based assay was thus used for confirmation and
differentiation of the etiology at species level.

In comparison to RBPT, iELISA and other diagnostic tests, similar results, as obtained in our
study, were found previously in Pakistan [33]. However, statistically significant (p < 0.05) lower
seroprevalence rates were detected by RBPT compared to iELISA [21]. This variability might be due
to the difference in number and infection status of sampled animals, consumables used, laboratory
conditions and personal expertise. Among the sampled farms, RBPT- and iELISA-based seroprevalence
differed statistically significant (p < 0.05) ranging 0–18.8% and 0–15.6%, respectively. Although
iELISA-based seroprevalence was found to be slightly lower than that of RBPT, the seroprevalence
trend was the same at the farms for both RBPT and iELISA (Table 2). Highest seroprevalence 18.8%
and 15.6% was found at Farm B followed by Farm D, Farm F, Farm G, Farm A, and Farm J by RBPT
and iELISA, respectively (Figure 2).
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Figure 2. Farm-wise seroprevalence of brucellosis. RBPT—Rose Bengal Plate Agglutination Test;
iELISA—Indirect Enzyme-Linked Immunosorbent Assay.

The seroprevalence pattern for buffaloes and cattle based on the location of the farms varied
statistically significant (p < 0.05) (Table 1). Farm B, Farm F, Farm D, and Farm A had seropositive
buffaloes whereas only Farm G and Farm J had seropositive cattle. Herd size, farm management
practices, and contact with other domestic animals have been associated with the infection occurrence
at different farms/herds [3,29,34,35]. However, the results are contradicted [36–38] and remain
undetermined elsewhere in the country [39,40].

A variability in seroprevalence has been observed at institutional-owned, private-owned,
general livestock population and rural animal holdings in Pakistan previously, based on these
tests [21,35,36,41,42]. Brucellosis is an established professional health hazard in Pakistan [11,43–45].
Both B. abortus and B. melitensis have been identified [2–5,46–48]. Despite a great influx of brucellosis
reporting in the recent past, livestock holders seem to be unaware of the infection [35]. Brucellosis is
frequently reported at intensive dairy farms as compared to small animal holders in the country [29].
At the farms level, institutional-owned livestock farms tend to be less susceptible to the infection,
maybe because of better screening, culling, hygiene and veterinary health facilitation programs than
private livestock farms and a statistically significant difference (p < 0.05) has been reported [21,34,39,41],
however disagreement does exist [42]. One of the major causes of brucellosis outbreaks especially at
private-owned farms is the breach in biosecurity, i.e., the introduction of carrier animals (i.e., most
often subclinical infected animals) into the existing herd without prior screening [4,49]. The infection
remains unsuspected until abortion storm occurs and/or animals are screened for brucellosis. Brucellae
do respond well to most of the commercially available antimicrobial agents, routine disinfectants and
sterilization techniques although hints of resistance are reported [50,51]. They are killed by UV/sunlight
exposure, 70% ethyl alcohol and by autoclavation [52,53]. Animals often conceive subsequently but
remain carriers for their life. Veterinarians, municipal workers, butchers, technicians and householders
acquire the infection unintentionally during unprotected handling of the infected animals [12,54].

More seropositive samples were found among the buffaloes i.e., 5.6% (23/409) and 4.7% (19/407)
by iELISA than among cattle 2.2% (9/419) and 1.9% (8/419) by RBPT and iELISA, respectively, and
that was statistically significant (Table 2). This difference is further clarified by multivariate analysis
where buffaloes depict higher risk odds ratios than cattle for the infection (Table 4). Similar statistically
significant results have been reported previously [21,36,55] however, contradictive results by Seed et
al. [3] and without statistical determination are also reported [21,40]. To the best of our understanding,
the real reason for biological affinity of buffaloes towards brucellosis remains unclear.

Although our study could not find statistically significant association for breed of the animals
with brucellosis, the crossbred and exotic cattle have been previously reported to be more prone to
the infection as compared to the local/indigenous breeds [49,56–59]. Specifically, within the cattle,
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breeds, i.e., Sahiwal, Cholistani, and crossbred, univariate analysis did not show statistical significance
(p > 0.05) with the infection (Table 3). This might be due to the difference in geography or sampling
bias because of the presence of a higher number of local/indigenous cattle population at these farms.
Nevertheless, Nramp1 gene is associated with brucellosis resistance [60–62].

Our study found only females positive for brucellosis and could not determine a statistical
association, although sex of the animals was not associated statistically significant (p > 0.05) in previous
reports [21,33,41] although associated by Ali et al. [36]. This may be due the fact that relatively fewer
bulls are kept at dairy purpose farms because of increasing local artificial insemination facilities and
interest of the farm owners in female animals for production [21]. However, controversial arguments
do exist [63].

More animals were tested positive in age group≥ 2 years but were found statistically non-significant
(p > 0.05) to the infection as supported by the previous findings [3,33,36,41]. Similar results are reported
in cattle but a statistically significant association was found in buffaloes [55]. A similar trend was
observed with the increase in age, but statistical significance was not determined [40]. However, mature
animals remain at higher risks [36]. Young animals contract the infection when fed on contaminated
colostrum or milk from infected dames. Although our study analyzed the relation of presence of ticks
with brucellosis, a statistically non-significant relation was found. Similarly, the multivariate analysis
did not show any statistically significant association (p > 0.05) (Table 4). External parasites and ticks
have not been related to brucellosis epidemiology so far [52].

RFM and history of abortion did not show statistically significant association (p > 0.05) to the
infection in our study, maybe because of the better health and husbandry services at these farms.
However, this observation has been contradicted by previous reports that have found a significant
association [3,33,36,38,55].

5. Conclusions

Brucellosis remains a persistent infection in bovines in Pakistan. Husbandry practices might play
a role determining the occurrence of the infection at a specific farm/location. Buffaloes seem to be at
higher risk when compared to cattle. Although, specific breed, sex of the animals, age and history
of reproductive disorders could not be associated in the study, based on previous literature, these
factors should not be ignored while screening for brucellosis. B. abortus was detected to be the cause
of infection. Small ruminants as well as non-preferred hosts (dogs, equines, etc.) in close contact
are needed to be tested to determine the presence/transmission role of these animals to the infection.
A standardization of the diagnostic system, e.g., ELISA and PCR, is recommended. Routine diagnostic
screening, culling, biosafety, biosecurity, and quarantine measures are needed to continue especially
when introducing new animals to the existing herd. The milk chain is needed to be traceable at these
farms to avoid unintentional mixing of contaminated/antimicrobial-treated milk into the main supply
chain to avoid human transmission. The pasteurization of milk would be highly recommended. Proper
disinfection and sterilization of the area and personal protection is needed in case of abortion outbreaks
at farms. Isolation and identification of the etiological agents at molecular level is recommended when
required facilities are available. Based on the results in this study, RBPT can be used sufficiently for the
purpose of screening for brucellosis in farm animals under local conditions. This study is the first in
which Brucella was identified to the species level at organized institutional livestock farms in Pakistan.
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26. Hinić, V.; Brodard, I.; Thomann, A.; Cvetnić, Ž.; Makaya, P.V.; Frey, J.; Abril, C. Novel identification and
differentiation of Brucella melitensis, B. abortus, B. suis, B. ovis, B. canis, and B. neotomae suitable for both
conventional and real-time PCR systems. J. Microbiol. Methods 2008, 75, 375–378. [CrossRef]

27. Shahzad, A. Molecular Characterization and Pathological Studies of Brucella Species in Naturally Infected
Animals. Ph.D. Thesis, University of Agriculture, Faisalabad, Pakistan, 2017.

28. RStudio. An Integrated Development Environment for R Software Environment for Statistical Computing and
Graphic, Version 1.0.44© 2009–2016; RStudio, Inc.: Northern Ave, Boston, MA, USA. Available online:
https://www.rstudio.com/ (accessed on 2 November 2016).

29. Abubakar, M.; Mansoor, M.; Arshed, M.J. Bovine brucellosis: Old and new concepts with Pakistan perspective.
Pak. Vet. J. 2012, 32, 147–155.

30. Nielsen, K.H.; Kelly, L.; Gall, D.; Nicoletti, P.; Kelly, W. Improved competitive enzyme immunoassay for the
diagnosis of bovine brucellosis. Vet. Immunol. Immunopathol. 1995, 46, 285–291. [CrossRef]

31. Ducrotoy, M.J.; Munoz, P.M.; Conde-Alvarez, R.; Blasco, J.M.; Moriyon, I. A systematic review of current
immunological tests for the diagnosis of cattle brucellosis. Prev. Vet. Med. 2018, 151, 57–72. [CrossRef]
[PubMed]

32. Gusi, A.M.; Bertu, W.J.; Jesus de Miguel, M.; Dieste-Perez, L.; Smits, H.L.; Ocholi, R.A.; Blasco, J.M.;
Moriyon, I.; Munoz, P.M. Comparative performance of lateral flow immunochromatography, iELISA and
Rose Bengal tests for the diagnosis of cattle, sheep, goat and swine brucellosis. PLoS Negl. Trop. Dis. 2019, 13,
e0007509. [CrossRef] [PubMed]

33. Ullah, Q.; Jamil, H.; Lodhi, L.A.; Qureshi, Z.I.; Ullah, S.; Jamil, T.; Khan, I.; Bashir, S.; Wazir, I.; Sallam, M.A.
Brucellosis is significantly associated with reproductive disorders in dairy cattle of Punjab, Pakistan. Pak. J.
Zool. 2019, 51, 1995–1997. [CrossRef]

34. Gul, S.T.; Khan, A.; Ahmad, M.; Rizvi, F.; Shahzad, A.; Hussain, I. Epidemiology of brucellosis at different
livestock farms in the Punjab, Pakistan. Pak. Vet. J. 2015, 35, 309–314.

35. Arif, S.; Thomson, P.C.; Hernandez-Jover, M.; McGill, D.M.; Warriach, H.M.; Heller, J. Knowledge, attitudes
and practices (KAP) relating to brucellosis in smallholder dairy farmers in two provinces in Pakistan.
PLoS ONE 2017, 12, e0173365. [CrossRef]

36. Ali, S.; Akhter, S.; Neubauer, H.; Melzer, F.; Khan, I.; Abatih, E.N.; El-Adawy, H.; Irfan, M.; Muhammad, A.;
Akbar, M.W.; et al. Seroprevalence and risk factors associated with bovine brucellosis in the Potohar Plateau,
Pakistan. BMC Res. Notes 2017, 10, 73. [CrossRef]

37. Shabbir, M.Z.; Nazir, M.M.; Maqbool, A.; Lateef, M.; Shabbir, M.A.B.; Ahmad, A.; Rabbani, M.; Yaqub, T.;
Sohail, M.U.; Ijaz, M. Seroprevalence of Neospora caninum and Brucella abortus in dairy cattle herds with high
abortion rates. J. Parasitol. 2011, 97, 740–743. [CrossRef]

38. Ismail, M.; Ahmad, I.; Khan, M.S.; Ullah, S.; Malik, M.I.; Muhammad, K.; Safder, K.; Jelani, G.; Baber, A.;
Jan, A.A. Seroprevalance of Brucella abortus in cattle and buffaloes in district Rajanpur, Punjab, Pakistan. Pure
Appl. Biol. 2018, 7, 556–564. [CrossRef]

http://dx.doi.org/10.1016/j.cvfa.2010.10.003
http://dx.doi.org/10.1007/s40588-017-0052-z
http://www.fao.org/3/i1522e/i1522e.pdf
https://dlfpunjab.webs.com/introduction.htm
http://dx.doi.org/10.1016/j.mimet.2008.07.002
https://www.rstudio.com/
http://dx.doi.org/10.1016/0165-2427(94)05361-U
http://dx.doi.org/10.1016/j.prevetmed.2018.01.005
http://www.ncbi.nlm.nih.gov/pubmed/29496108
http://dx.doi.org/10.1371/journal.pntd.0007509
http://www.ncbi.nlm.nih.gov/pubmed/31216271
http://dx.doi.org/10.17582/journal.pjz/2019.51.5.sc10
http://dx.doi.org/10.1371/journal.pone.0173365
http://dx.doi.org/10.1186/s13104-017-2394-2
http://dx.doi.org/10.1645/GE-2734.1
http://dx.doi.org/10.19045/bspab.2018.70069


Int. J. Environ. Res. Public Health 2020, 17, 1412 12 of 13

39. Nasir, A.; Parveen, Z.; Shah, M.; Rashid, M. Seroprevalence of brucellosis in animals at government and
private livestock farms in Punjab. Pak. Vet. J. 2004, 24, 144–146.

40. Abubakar, M.; Javed Arshed, M.; Hussain, M.; Ehtisham ul, H.; Ali, Q. Serological evidence of Brucella abortus
prevalence in Punjab province, Pakistan-a cross-sectional study. Transbound. Emerg. Dis. 2010, 57, 443–447.
[CrossRef] [PubMed]

41. Gul, S.T.; Khan, A.; Rizvi, F.; Hussain, I. Sero-prevalence of brucellosis in food animals in the Punjab, Pakistan.
Pak. Vet. J. 2014, 34, 454–458.

42. Shafee, M.; Rabbani, M.; Sheikh, A.A.; Razzaq, A. Prevalence of bovine brucellosis in organized dairy farms,
using milk ELISA, in Quetta City, Balochistan, Pakistan. Vet. Med. Int. 2011. [CrossRef] [PubMed]

43. Ali, S.; Ali, Q.; Neubauer, H.; Melzer, F.; Elschner, M.; Khan, I.; Abatih, E.N.; Ullah, N.; Irfan, M.; Akhter, S.
Seroprevalence and risk factors associated with brucellosis as a professional hazard in Pakistan. Foodborne
Pathog. Dis. 2013, 10, 500–505. [CrossRef]

44. Asif, M.; Waheed, U.; Farooq, M.; Ali, T.; Khan, Q.M. Frequency of brucellosis in high risk human groups
in Pakistan detected through Polymerase Chain Reaction and its comparison with conventional Slide
Agglutination Test. Int. J. Agric. Biol. 2014, 16, 986–990.

45. Mukhtar, F. Brucellosis in a high risk occupational group: Seroprevalence and analysis of risk factors. J. Pak.
Med. Assoc. 2010, 60, 1031–1034.

46. Ali, S.; Ali, Q.; Melzer, F.; Khan, I.; Akhter, S.; Neubauer, H.; Jamal, S.M. Isolation and identification of
bovine Brucella isolates from Pakistan by biochemical tests and PCR. Trop. Anim. Health Prod. 2014, 46, 73–78.
[CrossRef]

47. Khan, M.Z.; Usman, T.; Sadique, U.; Qureshi, M.S.; Farooque, M.; Hassan, M.S.; Khan, A. Molecular
characterization of Brucella abortus and Brucella melitensis in cattle and humans at the North West of Pakistan.
Pak. Vet. J. 2017, 37, 360–363.

48. Mahmood, R.; Waheed, U.; Ali, T.; Gopaul, K.K.; Dainty, A.C.; Muchowski, J.K.; Koylass, M.S.; Brew, S.D.;
Perrett, L.L.; Whatmore, A.M. Serological and nucleic acid based detection of brucellosis in livestock species
and molecular characterization of Brucella melitensis strains isolated from Pakistan. Int. J. Agric. Biol. 2016,
18, 311–318. [CrossRef]

49. Kaleem, M.; Durrani, A.; Rizwan, M.; Arain, M.; Saeed, M.; Bhutto, Z.; Kasi, K.; Bacha, U. Epidemiological
investigation of outbreak of bru-cellosis at private dairy farm, Central Punjab-Pakistan. Adv. Anim. Vet. Sci
2016, 4, 394–397. [CrossRef]

50. Shevtsov, A.; Syzdykov, M.; Kuznetsov, A.; Shustov, A.; Shevtsova, E.; Berdimuratova, K.; Mukanov, K.;
Ramankulov, Y. Antimicrobial susceptibility of Brucella melitensis in Kazakhstan. Antimicrob. Resist. Infect.
Control 2017, 6, 130. [CrossRef] [PubMed]

51. Abdel-Maksoud, M.; House, B.; Wasfy, M.; Abdel-Rahman, B.; Pimentel, G.; Roushdy, G.; Dueger, E. In vitro
antibiotic susceptibility testing of Brucella isolates from Egypt between 1999 and 2007 and evidence of
probable rifampin resistance. Ann. Clin. Microbiol. Antimicrob. 2012, 11, 24. [CrossRef] [PubMed]

52. CFSPH. Brucellosis; Center for Food Security and Public Health: Ames, IA, USA, 2018; p. 14. Available online:
http://www.cfsph.iastate.edu/Factsheets/pdfs/brucellosis.pdf (accessed on 10 October 2019).

53. Wang, Z.; Bie, P.; Cheng, J.; Wu, Q.; Lu, L. In vitro evaluation of six chemical agents on smooth Brucella
melitensis strain. Ann. Clin. Microbiol. Antimicrob. 2015, 14, 16. [CrossRef]

54. De Figueiredo, P.; Ficht, T.A.; Rice-Ficht, A.; Rossetti, C.A.; Adams, L.G. Pathogenesis and immunobiology of
brucellosis: Review of Brucella-host interactions. Am. J. Pathol. 2015, 185, 1505–1517. [CrossRef] [PubMed]

55. Arif, S.; Thomson, P.C.; Hernandez-Jover, M.; McGill, D.M.; Warriach, H.M.; Hayat, K.; Heller, J. Bovine
brucellosis in Pakistan; an analysis of engagement with risk factors in smallholder farmer settings. Vet. Med.
Sci. 2019, 5, 390–401. [CrossRef]

56. Ali, S.; Neubauer, H.; Melzer, F.; Khan, I.; Akhter, S.; Jamil, T.; Umar, S. Molecular identification of bovine
brucellosis causing organisms at selected private farms in Pothohar Plateau, Pakistan. Pak. J. Zool. 2017, 49,
1111–1114. [CrossRef]

57. Ali, S.; Ali, Q.; Abatih, E.N.; Ullah, N.; Muhammad, A.; Khan, I.; Akhter, S. Sero-prevalence of Brucella abortus
among dairy cattle and buffaloes in Pothohar Plateau, Pakistan. Pak. J. Zool. 2013, 45, 1041–1046.

58. Bakhtullah, F.P.; Shahid, M.; Basit, A.; Khan, M.A.; Gul, S.; Wazir, I.; Raqeebullah, K.R. Sero-prevalence of
brucellosis in cattle in southern area of Khyber Pakhtunkhwa, Pakistan. Res. J. Vet. Pract. 2014, 2, 63–66.

http://dx.doi.org/10.1111/j.1865-1682.2010.01171.x
http://www.ncbi.nlm.nih.gov/pubmed/21117286
http://dx.doi.org/10.4061/2011/358950
http://www.ncbi.nlm.nih.gov/pubmed/21331157
http://dx.doi.org/10.1089/fpd.2012.1360
http://dx.doi.org/10.1007/s11250-013-0448-6
http://dx.doi.org/10.17957/IJAB/15.0088
http://dx.doi.org/10.14737/journal.aavs/2016/4.8.394.397
http://dx.doi.org/10.1186/s13756-017-0293-x
http://www.ncbi.nlm.nih.gov/pubmed/29299304
http://dx.doi.org/10.1186/1476-0711-11-24
http://www.ncbi.nlm.nih.gov/pubmed/22929054
http://www.cfsph.iastate.edu/Factsheets/pdfs/brucellosis.pdf
http://dx.doi.org/10.1186/s12941-015-0077-1
http://dx.doi.org/10.1016/j.ajpath.2015.03.003
http://www.ncbi.nlm.nih.gov/pubmed/25892682
http://dx.doi.org/10.1002/vms3.165
http://dx.doi.org/10.17582/journal.pjz/2017.49.3.sc2


Int. J. Environ. Res. Public Health 2020, 17, 1412 13 of 13

59. Mittal, M.; Sharma, V.; Nehra, K.; Chakravarti, S.; Kundu, K.; Bansal, V.; Churamani, C.; Kumar, A. Abortions
in an organized dairy farm from North India reveal the possibility of breed susceptibility to Bovine Brucellosis.
One Health 2018, 5, 1–5. [CrossRef]

60. Kumar, D.R.; Sivalingam, J.; Mishra, S.K.; Kumar, A.; Vineeth, M.R.; Chaudhuri, P.; Kataria, R.S.; Niranjan, S.K.
Differential expression of cytokines in PBMC of Bos indicus and Bos taurus×Bos indicus cattle due to Brucella
abortus S19 antigen. Anim. Biotech. 2019. [CrossRef] [PubMed]

61. Paixao, T.A.; Ferreira, C.; Borges, A.M.; Oliveira, D.A.; Lage, A.P.; Santos, R.L. Frequency of bovine Nramp1
(Slc11a1) alleles in Holstein and Zebu breeds. Vet. Immunol. Immunopathol. 2006, 109, 37–42. [CrossRef]
[PubMed]

62. Akhtar, R.; Iqbal, M.Z.; Ullah, A.; Ali, M.M.; Zahid, B.; Ijaz, M.; Ullah, A.; Taseer, M.S.A. Comparative
association of slc11a1 (Nramp1) gene with susceptibility and resistance to brucellosis in various cattle and
buffaloes breeds of Pakistan. Pak. Vet. J. 2019, 39, 612–614. [CrossRef]

63. Gul, S.; Khan, A. Epidemiology and epizootology of brucellosis: A review. Pak. Vet. J. 2007, 27, 145–151.

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/j.onehlt.2017.11.001
http://dx.doi.org/10.1080/10495398.2018.1555167
http://www.ncbi.nlm.nih.gov/pubmed/30717621
http://dx.doi.org/10.1016/j.vetimm.2005.07.018
http://www.ncbi.nlm.nih.gov/pubmed/16112749
http://dx.doi.org/10.29261/pakvetj/2019.091
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Results 
	Discussion 
	Conclusions 
	References

