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Abstract
There is a paucity of research conducted on microbial prevalence in pheasants. The microbiota of captive birds 
has zoonotic significance and must be characterize. Present study is therefore planned to assess the microbiota 
from oral, fecal and gut content of captive avian species. It will be helpful in characterization of harmful microbes. 
Different samples taken from oral, gut and feces of ring-necked pheasants (Phasianus colchicus), green pheasants 
(Phasianus versicolor), golden pheasant (Chrysolophus pictus) and silver pheasant (Lophura nycthemera). Samples 
were collected, diluted, and inoculated onto different agar plates (MacConkey, SS agar, MSA and nutrient agar) for 
cultivation of bacterial species. Colonies of E.coli, Staphylococcus spp. Brachyspira spp. and Campylobacter spp were 
observed based on colony morphology. Colony forming unit showed E. coli as frequently found bacteria in fecal, 
oral and gut contents of all the above pheasants. The overall significance difference was found among bacterial 
species of golden pheasants, green pheasant, ring-necked pheasant, and silver pheasants. It was concluded that 
E.coli is predominant isolated from heathy pheasants followed by Campylobacter, Staphylococcus and Brachyspira.

Keywords: pheasants, biochemical characterization, fecal microbiota, prevalence, CFU method, diversity, microbiota. 

Resumo
Há uma escassez de pesquisas realizadas sobre a prevalência microbiana em faisões. A microbiota de aves em 
cativeiro tem significado zoonótico e deve ser caracterizada. O presente estudo está, portanto, planejado para avaliar 
a microbiota do conteúdo oral, fecal e intestinal de espécies aviárias em cativeiro. Será útil na caracterização de 
micróbios nocivos. Diferentes amostras retiradas da boca, intestino e fezes de faisões de pescoço redondo (Phasianus 
colchicus), faisões verdes (Phasianus versicolor), faisões dourados (Chrysolophus pictus) e faisão prateado (Lophura 
nycthemera). As amostras foram coletadas, diluídas e inoculadas em diferentes placas de ágar (MacConkey, ágar SS, 
MSA e ágar nutriente) para o cultivo de espécies bacterianas. Colônias de E. coli, Staphylococcus spp., Brachyspira 
spp. e Campylobacter spp foram observados com base na morfologia da colônia. A unidade formadora de colônia 
mostrou E. coli como bactéria frequentemente encontrada no conteúdo fecal, oral e intestinal de todos os faisões 
acima. A diferença de significância geral foi encontrada entre as espécies bacterianas de faisões dourados, faisões 
verdes, faisões de pescoço anelado e faisões prateados. Verificou-se que a E.coli é predominantemente isolada de 
faisões saudáveis, seguida por Campylobacter, Staphylococcus e Brachyspira.

Palavras-chave: faisões, caracterização bioquímica, microbiota fecal, prevalência, método CFU, diversidade, 
microbiota.
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staphylococcus (MRS) can be possible causative agents in 
pheasant’s husbandry as their meat is used as a food risk 
for the health of consumers. Bacteriocins (enterocins) can 
be effectively used for husbandry in poultry hens, Japanese 
quails, ostriches, and rabbits. Their application is evaluated 
by EFSA and reported that they do not leave residues in 
meat (Lauková and Kandričáková, 2015).

The study of commercial birds describes that the 
microbiota varies according to change in environmental 
conditions of the commercial site, species of birds, diet, 
and host site (van der Wielen et al., 2002; Lu et al., 2003; 
Gong et al., 2007; Stanley et al., 2014; Vasaï et al., 2014; 
Roto et al., 2015).

Most of the bacteria linked with avian species are 
found in intestinal caeca because there is the relatively 
lower partial pressure of oxygen, low enzymatic activity as 
well as low bile salts concentrations that make a suitable 
environment for most of the bacterial species (Gabriel et al., 
2006). The gut microbiome has exhibited an incredible 
effect on the fitness and appearance of adults by its 
influence on the structure of gut, nervous and immune 
system development, metabolism (Sharon et al., 2016). 
There is a paucity of research conducted on microbial 
prevalence in pheasants. The microbiota of captive birds 
has zoonotic significance and must be characterized.  The 
present study is therefore planned to assess the microbiota 
from oral, fecal, and gut content of captive avian species. It 
will be helpful in the characterization of harmful microbes.

2. Materials and Methods

2.1. Experimental site

Pheasants such as ring-necked pheasants (Phasianus 
colchicus), green pheasants (Phasianus versicolor), golden 
pheasants ((Chrysolophus pictus), and silver pheasant 
(Lophura nycthemera) were maintained at Avian 
Conservation and Research Center, Department of Wildlife 
and Ecology, University of Veterinary and Animal Sciences, 
Ravi Campus, Pattoki, District Kasur, Pakistan.

2.2. Sampling site and sample collection

The oral, fecal, and gut samples of four pheasant species 
were taken and analyzed in the microbiology laboratory.

2.3. Oral, fecal, and gut sampling

Oral samples were taken by inserting a sterilized cotton 
swab in the oral cavity of the pheasant species. The gut 
microbiota was collected by dissecting the pheasant 
species and diluting the gut content in saline. Fresh fecal 
samples were collected from pheasants aseptically using 
forceps, preserved into sterile conical tubes with screw 
caps (Murphy et al., 2005). Samples were stored in sterile 
polythene bags and immediately brought to the laboratory 
for further processing.

2.4. Homogenization and serial dilution of samples

Two grams of fecal sample from each species were mixed 
with 200ul PBS solution. The sample was centrifuged at 

1. Introduction

Birds have cosmopolitan distribution unveil 
morphological and ecological diversity and are more diverse 
in the Neotropics (Jenkins et al., 2013). The microbiomes of 
the gut play a major role in protection against pathogens, 
aid in digestion, hence affect the immunity and health of 
organisms. The abundance of microbiomes varies with 
species, captive status, sampling site, and diet (Gilbert et al., 
2016; Waite and Taylor, 2014).

Microbiota is defined as the cannibalistic, coexisting 
microorganisms that reside inside the hosts without 
causing any harm (Sekirov et al., 2010). The gut microbiota 
plays a vital role in influencing physiology, immune 
system, and health. Microbes aid in the maintenance of 
important functions of the host such as help in digestion, 
synthesis of vitamins, defense, immune system, and organ 
development. The gut may inhabit thousands of species of 
microbes and be considered a densely populated natural 
environment. Frequently, microbiota may have an effect 
beyond the individual level and can distress mate choice 
(Sekirov et al., 2010).

The community of bacteria present in the gastrointestinal 
tract of birds is important to determine the host’s health 
and physiology. For the understanding of the host 
microbiomes, different methods such as oral, fecal, and 
gut sampling have been developed to sample them from 
individuals. Mostly cloacal sampling was used in the past 
to sample microbiomes of birds and reptiles (Ganz et al., 
2017). Cloacal sampling is extensively used as it is easy 
to perform and allows repeated sampling from the same 
individuals. Cloacal sampling has practical advantages over 
fecal sampling as fecal sampling is sometimes unreliable 
and provides potential problems in identifying sample 
ownership and time of defecation.

Microbiota diversity depends on species, age, diet, host 
site, and social climatic conditions. Pathogens of Galliformes 
include Brachyspira, Campylobacter jejuni, and Clostridium 
perfringens (Stanley et al., 2014; Vasai et al., 2014; Neo et al., 
2013). Understanding of microbes and their relationship 
with the hosts is necessary to improve the health of 
host organisms (Gilbert et al., 2016; Roto et al., 2015) as 
investigation on Galliformes’ caecal microbiomes is useful 
in understanding the sources of pathogenic bacteria and 
could be helpful in management practices of these taxa 
in captivity (Best et al., 2017).

Brachyspira hyodysenteriae is a parasite that resides in 
pigs, but it was also recorded in Mallard (Jansson et al., 
2004). Levesque et al. (2000) recorded Campylobacter, 
Staphylococcus aureus, and Pseudomonas aeruginosa from the 
fecal droppings of the ring-billed gull. Campylobacter jejuni 
(50%), E. coli (67%), and Salmonella spp. were recorded from 
the gut contents of avian species (Fallacara et al., 2001).

The common pheasant (Phasianus colchicus) is a 
renowned game bird species and is mostly hunted 
throughout the world. In addition, pheasant’s meat has 
high nutritive value, high-quality protein, and low in fat 
(Franco and Lorenzo, 2013). Previously, lactobacilli and 
enterococci were identified in the feces of pheasants but 
staphylococcus mostly essential microflora in pheasants 
(Lauková and Kandričáková, 2015). Methicillin-resistant 
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5000 rpm/m until dilution became clear. Fecal sample, 
gut sample, and oral sample were serially diluted up to 
6 folds and CFU was calculated by pour plate method.

2.5. Cultivation and total viable count

1 mL sample of serially diluted up to10-6 was taken 
and spread onto different agar plates like MacConkey, SS 
agar, MSA, and nutrient agar following the spread-plate 
method and was incubated at 37 °C for 24 hours. The colony 
morphology of E. coli, Staphylococcus spp. Brachyspira spp. 
and Campylobacter spp. were observed. Pure cultures of 
each type of bacteria were obtained as per procedures 
described by OIE (2000). Bacteriological examinations 
were carried out using the standard method for aerobic 
bacteria (Waite and Taylor, 2014).

Enumeration of bacterial species per mL in original 
culture was calculated by multiplying the number of 
colonies counted by the dilution factor (Equation 1).

Number of cells per mL = Number of colonies × Reciprocal of the dilution factor  

2.6. Cell morphology, staining characteristics, and 
identification of organisms

Among the various characteristics, cell morphology 
characteristics like shape (bacilli, spiral, filamentous) and 
arrangement of bacterial cells appeared into chains and 

clusters were observed under a compound microscope 
after staining.

Isolated organisms were subjected to various 
biochemical tests (lactose fermentation test, Oxidase 
test, Catalase test, Indole test, MR Test, Voges-Proskauer 
test, Motility, and Indole Urease test as per the standard 
methods described by Cheesbrough (1985).

2.7. Statistical analysis

Statistical analysis was performed by using SAS (version 
9.1) to compare means by ANOVA at alpha value of 0.01.

3. Results

The present study determined the prevalence along 
with the characterization of four important bacterial 
species from fecal, oral and gut content in four species of 
pheasants viz., ring-necked pheasants, green pheasants, 
golden pheasants and silver pheasants.

3.1. Biochemical characterization of isolates from fecal, 
oral and gut contents

The biochemical test with each isolate was performed. 
The results of the biochemical tests are shown in 
Tables 1, 2, 3 and 4 for the bacterial colonies isolated from 
golden, green, ring necked and silver pheasant, respectively.

Table 1. Biochemical Characterization of isolates from Fecal, Oral and Gut contents of Golden Pheasant.

Test Performed f(E) f(C) f(B) f(S) O(E) O(C) O(B) O(S) G(E) G(C) G(B) G(S)

Catalase + - + + + + + + + + + +

Oxidase - + + - - + + - - + + -

Motility + + N/A - + + N/A - + + N/A -

Endospore staining - - N/A - - - N/A - - - N/A -

Lactose Fermentation + - N/A + + - N/A + + - N/A +

Methyl Red + - N/A + + - N/A + + - N/A +

Voges–Proskauer - - N/A + - - N/A + - - N/A +

Indole + - + - + - + - + - + -

Citrate - + N/A + - + N/A + - + N/A +

N/A = Did not show any result; f = fecal; O = oral; G = gut; E = E-Coli; C = Campylobacter; S = Staphylococcus; B = Brachyspira.

Table 2. Biochemical Characterization of isolates from Fecal, Oral and Gut contents of Green Pheasant.

Test Performed f(E) f(C) f(B) f(S) O(E) O(C) O(B) O(S) G(E) G(C) G(B) G(S)

Catalase + - + + + + + + + + + +

Oxidase - + + - - + + - - + + -

Motility + + N/A - + + N/A - + + N/A -

Endospore staining - - N/A - - - N/A - - - N/A -

Lactose Fermentation + - N/A + + - N/A + + - N/A +

Methyl Red + - N/A + + - N/A + + - N/A +

Voges–Proskauer - - N/A + - - N/A + - - N/A +

Indole + - + - + - + - + - + -

Citrate - + N/A + - + N/A + - + N/A +

N/A = Did not show any result; f = fecal; O = oral; G = gut; E = E-Coli; C = Campylobacter; S = Staphylococcus; B = Brachyspira.
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3.2. Assessment of microbiota from fecal, gut and oral 
samples of Golden Pheasants

The mean prevalence of E.coli, Campylobacter, 
Staphylococcus and Brachyspira in fecal samples were 
2.81×109 ± 0.78, 1.83×109 ± 0.51, 8.81×108 ± 2.57 and 9.57×108 
± 2.50 CFUs, respectively. In case of gut sample, the mean 
prevalence of E.coli, Campylobacter, Staphylococcus and 
Brachyspira were 1.47×109 ± 0.40, 4.88×108 ± 1.217.77×108 
± 1.82, and 2.80×108 ± 0.04 CFUs, respectively. Similarly, in 
oral samples the mean prevalence of E.coli, Campylobacter, 
Staphylococcus and Brachyspira were 4.83×108 ± 1.13, 
8.24×108 ± 2.40, 3.65×108 ± 1.43 and 5.78×107 ± 2.80 CFUs, 
respectively. Table 5 representing significant difference 
between microbiota of golden pheasants from oral, gut 
and fecal samples at 99% level of significance.

3.3. Assessment of microbiota from fecal, gut and oral 
samples of Green Pheasants

Fecal sample showed the mean prevalence 2.73×109 
± 0.76, 8.92×108 ± 2.67, 9.21×108 ± 2.65 and 1.79×108 ± 
0.84 CFUs for E.coli, Campylobacter, Staphylococcus and 
Brachyspira, respectively. Mean prevalence of E.coli, 
Campylobacter, Staphylococcus and Brachyspira was 1.46×109 
± 0.41, 5.59×108 ± 1.45, 6.17×108 ± 1.84 and 1.05×108 ± 

0.07CFUs in gut samples. While oral samples showed 
mean prevalence of E.coli, Campylobacter, Staphylococcus 
and Brachyspira, 7.52×108 ± 2.29, 4.25×108 ± 1.20, 4.42×108 
± 1.30 and 6.94×106 ± 1.79 CFUs, respectively. Table 5 
representing significant difference between microbiota 
of green pheasants from oral, gut and fecal samples at 
99% level of significance.

3.4. Assessment of microbiota from fecal, gut and oral 
samples of Ring-Necked Pheasants

Mean prevalence of E.coli, Campylobacter, Staphylococcus 
and Brachyspira was 2.13×109 ± 0.61, 5.17×108 ± 1.36, 
4.52×108 ± 1.22 and 1.52×108 ± 0.43 CFUs, respectively of 
fecal samples. Mean prevalence of E.coli, Campylobacter, 
Staphylococcus and Brachyspira was 1.47×109 ± 0.40, 
4.88×108 ± 1.21, 7.77×108 ± 1.82 and 2.80×108 ± 0.04 CFUs 
respectively in gut samples. Similarly, mean prevalence 
E.coli, Campylobacter, Staphylococcus and Brachyspira in 
oral samples was 4.83×108 ± 1.13, 8.24×108 ± 2.40, 3.65×108 
± 1.43 and 5.78×107 ± 2.80 CFUs, respectively. Table 5 
representing significant difference between microbiota of 
Ring-Necked pheasants from oral, gut and fecal samples 
at 99% level of significance.

Table 3. Biochemical Characterization of isolates from Fecal, Oral and Gut contents of Ring-Necked Pheasant.

Test Performed f(E) f(C) f(B) f(S) O(E) O(C) O(B) O(S) G(E) G(C) G(B) G(S)

Catalase + - + + + + + + + + + +

Oxidase - + + - - + + - - + + -

Motility + + N/A - + + N/A - + + N/A -

Endospore staining - - N/A - - - N/A - - - N/A -

Lactose Fermentation + - N/A + + - N/A + + - N/A +

Methyl Red + - N/A + + - N/A + + - N/A +

Voges–Proskauer - - N/A + - - N/A + - - N/A +

Indole + - + - + - + - + - + -

Citrate - + N/A + - + N/A + - + N/A +

N/A = Did not show any result; f = fecal; O = oral; G = gut; E = E-Coli; C = Campylobacter; S = Staphylococcus; B = Brachyspira.

Table 4. Biochemical Characterization of isolates from Fecal, Oral and Gut contents of Silver Pheasant.

Test Performed f(E) f(C) f(B) f(S) O(E) O(C) O(B) O(S) G(E) G(C) G(B) G(S)

Catalase + - + + + + + + + + + +

Oxidase - + + - - + + - - + + -

Motility + + N/A - + + N/A - + + N/A -

Endospore staining - - N/A - - - N/A - - - N/A -

Lactose Fermentation + - N/A + + - N/A + + - N/A +

Methyl Red + - N/A + + - N/A + + - N/A +

Voges–Proskauer - - N/A + - - N/A + - - N/A +

Indole + - + - + - + - + - + -

Citrate - + N/A + - + N/A + - + N/A +

N/A = Did not show any result; f = fecal; O = oral; G = gut; E = E-Coli; C = Campylobacter; S = Staphylococcus; B = Brachyspira.
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Table 5. Total variable counts expressed as CFUs for each bacterial species from Oral, Gut and Feces of Silver, Golden, Ring neck and 
Green pheasants, respectively.

Bird species parameters
Bacteria 
species

Enumeration 
of total 

microbial 
count

P value
Prevalence 

(Mean ± SEM)
P value 

(Species)
P value 

(Species)(Species)

Golden pheasant 
(Mean ± SEM)

Oral E-Coli 4.83×108 ± 1.13 0.0102* 4.10×107 ± 
8.42B

.0001* 

Campylobacter 8.24×108 ± 2.40

Staphylococcus 3.65×108 ± 1.43

Brachyspira 5.78×107 ± 2.80

Fecal E-Coli 2.81×109 ± 0.78 0.0332* 1.62×109 ± 0. 
27A

Campylobacter 1.83×109 ± 0.51

Staphylococcus 8.81×108 ± 2.57

Brachyspira 9.57×108 ± 2.50

Gut E-Coli 1.47×109 ± 0.40 0.0046* 7.55×108 ± 
1.32B

Campylobacter 4.88×108 ± 1.21

Staphylococcus 7.77×108 ± 1.82

Brachyspira 2.80×108 ± 0.04

Ring neck 
pheasant (Mean 

± SEM)

Oral E-Coli 4.83×108 ± 1.13 0.0102* 4.32×108 ± 
5.38B

0.1423 0.0011*

Campylobacter 8.24×108 ± 2.40

Staphylococcus 3.65×108 ± 1.43

Brachyspira 5.78×107 ± 2.80

Fecal E-Coli 2.13×109 ± 0.61 0.0004* 8.14×108 ± 
12.54A

Campylobacter 5.17×108 ± 1.36

Staphylococcus 4.52×108 ± 1.22

Brachyspira 1.52×108 ± 0.43

Gut E-Coli 1.47×109 ± 0. 40 0.0046* 7.55×108 ± 
8.35B

Campylobacter 4.88×108 ± 1.21

Staphylococcus 7.77×108 ± 1.82

Brachyspira 2.80×108 ± 0.04

Green pheasant 
(Mean ± SEM)

Oral E-Coli 7.52×108 ± 2.29 0.0202* 4.30×108 ± 
0.81B

0.0041*

Campylobacter 4.25×108 ± 1.20

Staphylococcus 4.42×108 ± 1.30

Brachyspira 6.94×106 ± 1.79

Fecal E-Coli 2.73×109 ± 0.76 0.0012* 1.18×1010 ± 
0.02A

Campylobacter 8.92×108 ± 2.67

Staphylococcus 9.21×108 ± 2.65

Brachyspira 1.79×108 ± 0.84

Gut E-Coli 1.46×109 ± 0.41 0.0027* 6.88×108 ± 
1.39B

Campylobacter 5.59×108 ± 1.45

Staphylococcus 6.17×108 ± 1.84

Brachyspira 1.05×108 ± 0.07

SEM = Standard Error Mean; “*” shows P value <0.01= significant at 1% level of significant.

3.5. Assessment of microbiota from fecal, gut and oral 
samples of Silver Pheasants

E.coli, Campylobacter, Staphylococcus and Brachyspira 
mean prevalence was 2.55×109 ± 0.70, 2.04×108 ± 0.05, 

1.94×108 ± 0.03and 1.76×108 ± 0.10 CFUs, respectively of 
fecal samples. The mean prevalence of E.coli, Campylobacter, 
Staphylococcus and Brachyspira was 5.43×108 ± 1.52, 
1.37×108 ± 0.07, 1.08×108 ± 0.07and 1.22×108 ± 0.056 CFUs 
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respectively in gut samples. While in case of oral sample 
the mean prevalence of E.coli, Campylobacter, Staphylococcus 
and Brachyspira was 4.23×108 ± 1.19, 8.52×107 ± 0.55, 
7.54×107 ± 0.47and 6.86×107 ± 0.18, respectively. Table 5 
representing significant difference between microbiota 
of Silver pheasants from oral, gut and fecal samples at a 
99% level of significance.

4. Discussion

In all the isolated bacterial species, the most prevalent 
species of bacteria was E.coli regardless of type of pheasant 
species. E.coli is naturally present in fecal sample of all the 
birds (Sarker et al., 2012), cattle and even the human. Total 
viable count was expressed as CFU and it showed mean 
± SD of E.coli colonies in golden pheasant as follows: oral 
sample showed 7.52×108 ± 2.29, fecal sample 2.73×109 
± 0.76 and gut sample 1.47×109 ± 0.40 CFU/gram of the 
sample While, in case of prevalence of Campylobacter 
CFU/g of each sample were as follows: oral sample showed 
8.24×108 ± 2.40, fecal sample showed 1.83×109 ± 0.51 and 
gut sample showed 4.88×108 ± 1.21 CFU/g of the sample. 
In case of Campylobacter, again the fecal sample showed 
a higher prevalence rate. Staphylococcus was present in 
oral, fecal and gut sample as 3.65×108 ± 1.43, 8.81×108 ± 
2.5 and 7.77×108 ± 1.82 CFU/g of the sample respectively. 
Brachyspira was present in oral, fecal and gut sample 
5.78×107 ± 2.80, 9.57×108 ± 2.50 and 2.80×108 ± 0.04 CFU/g 
of sample, respectively. In recent study, it was concluded 
that in golden pheasant the fecal sample harbors the 
greatest number of bacteria in it. As statistically, mean 
for total number of bacterial colonies isolated from fecal 
sample is 1.62×109 ± 0.2, which was significantly greater 
than the number of colonies isolated from the oral and 
gut samples as shown in Table 5.

In green pheasant, the E.coli colonies isolated from 
oral sample were 7.52×108 ± 2.29 CFU/g of the sample, 
2.73×109 ± 0.76 no. of E.coli CFU/g of the oral sample and 
in gut sample the colonies of E.coli isolated were 1.46×109 
± 0.41. Campylobacter showed 4.25×108 ± 1.20, 8.92×108 ± 
2.67 and 5.59×108 ± 1.45 CFU/ gram of the oral, fecal and gut 
sample, respectively. Again, fecal sample showed the higher 
number of Campylobacter. In case of Staphylococcus and 
Brachyspira fecal sample showed higher number 9.21×108 
± 2.65 CFU/g with 1.79×108 ± 0.84 CFU/g respectively.

In ring-necked pheasant, E.coli prevailed more in fecal 
sample than oral and gut sample. While the Campylobacter 
CFU/g of oral sample was 8.24×108 ± 2.40 that is more 
than the CFU of Campylobacter in fecal and gut sample 
and Brachyspira was more in number in gut samples. 
The bacterial species in each sample were significantly 
different as the P-value < 0.05 for each sample. Type of the 
diet and season could be the reason for this variation of 
bacterial species in different sample of the same species.

In the fecal sample of silver pheasant, E.coli was the most 
dominant than any other sample, Campylobacter showed 
more prevalence in oral sample and Staphylococcus showed 
more prevalence in fecal material in CFU/g. Brachyspira 
was more in fecal sample than oral and gut sample.

During this study, the most prevalent bacteria was 
E.coli, irrespective to type of sample and species and these 
findings correlate with the findings of Sarker et al. (2012) 
who collected 72 total samples of oral, gut and feces and 
found all sample positive for E.coli and in cloacal swab 
no Staphylococcus was isolated, while, 20% of the total 
samples were found positive for this bacteria. Conclusion 
of recent research supports Jahan et al. (2018) who found 
that ostrich fecal sample harbors more bacteria than the 
or pharyngeal sample and cloacal swab sample. The study 
amid to check the number of viable bacteria from oral, 
gut, and fecal samples.

Bird species parameters
Bacteria 
species

Enumeration 
of total 

microbial 
count

P value
Prevalence 

(Mean ± SEM)
P value 

(Species)
P value 

(Species)(Species)

Silver pheasant 
(Mean ± SEM)

Oral E-Coli 4.23×108 ± 1.19 0.0002* 1.63×108 ± 
0.37B

0.0104*

Campylobacter 8.52×107 ± 0.55

Staphylococcus 7.54×107 ± 0.47

Brachyspira 6.86×107 ± 0.18

Fecal E-Coli 2.55×109 ± 0.70 <.0001* 7.82×108 ± 
2.35A

Campylobacter 2.04×108 ± 0.05

Staphylococcus 1.94×108 ± 0.03

Brachyspira 1.76×108 ± 0.10

Gut E-Coli 5.43×108 ± 1.52 0.0005* 2.27×108 ± 
0.46B

Campylobacter 1.37×108 ± 0.07

Staphylococcus 1.08×108 ± 0.07

Brachyspira 1.22×108 ± 0.056

SEM = Standard Error Mean; “*” shows P value <0.01= significant at 1% level of significant.

Table 5. Continued...
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Characterization of microbiota of different pheasant species

Selective media and biochemical tests were used for 
the isolation and identification of bacterial species which 
were previously suggested by Buxton and Fraser (1977), 
Cowan (1985) and Cheesbrough (1985). Biochemical 
characterization of isolates of bacterial species show 
positive and negative results against different tests. 
Species that did not show any result, were assigned as 
not applicable for certain test isolates for pheasants. The 
biochemical properties exposed by the isolates in this 
study are similar to reports of Buxton and Fraser (1977) 
and Cheesbrough (1985).

5. Conclusion

Most prevalent bacterial isolate, in the present study, 
among E.coli, Staphylococcus spp. Brachyspira spp. and 
Campylobacter spp was E.coli. It is concluded from the 
study that the shedding of pathogens was more frequent 
through feces. Fecal material could be a potential source 
of zoonotic pathogen carrier and must be managed and 
thrown away safely from aviaries and farms where birds 
like pheasants have been harbored.
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