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ABSTRACT
Colibacillosis caused by avian pathogenic Escherichia coli (APEC) is a devastating
disease of poultry that results in multi-million-dollar losses annually to the poultry
industry. Disease syndromes associated with APEC includes colisepticemia, cellulitis,
air sac disease, peritonitis, salpingitis, omphalitis, and osteomyelitis among others. A
total of 61 APEC isolates collected during the Fall of 2018 (Aug–Dec) from submitted
diagnostic cases of poultry diagnosed with colibacillosis were assessed for the
presence of 44 virulence-associated genes, 24 antimicrobial resistance genes and 17
plasmid replicon types. Each isolate was also screened for its ability to form biofilm
using the crystal violet assay and antimicrobial susceptibility to 14 antimicrobials
using the NARMS panel. Overall, the prevalence of virulence genes ranged from 1.6%
to >90% with almost all strains harboring genes that are associated with the ColV
plasmid—the defining trait of the APEC pathotype. Overall, 58 strains were able to
form biofilms and only three strains formed negligible biofilms. Forty isolates
displayed resistance to antimicrobials of the NARMS panel ranging from one to nine
agents. This study highlights that current APEC causing disease in poultry possess
virulence and resistance traits and form biofilms which could potentially lead to
challenges in colibacillosis control.
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INTRODUCTION
Escherichia coli is a Gram-negative bacterium member of the family Enterobacteriaceae
that commonly inhabits the intestines of many warm-blooded organisms. In poultry,
disease caused by extra-intestinal associated E. coli (APEC) is a significant cause of
economic loss. APEC have been implicated in disease of production birds including
broilers, layers, turkeys, geese, etc. resulting in clinical syndromes that include cellulitis,
omphalitis, colibacillosis, airsacculitis, and salpingitis among others (Barbieri et al., 2015;
Dias da Silveira et al., 2002;Maluta et al., 2016; Nakamura et al., 1997; Nolan et al., 2013).
Infection associated with APEC is often viewed as secondary to other predisposing
factors such as compromised immune system or mucosal and skin barriers that can
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no longer provide protection against the pathogen (Nolan et al., 2015, 2013), however
research by our lab and others has demonstrated that APEC can also be a primary
pathogen (Collingwood et al., 2014; Nolan et al., 2013). In addition, vertical transmission of
APEC has been reported from infected hens to progeny (Nolan et al., 2015).

Several APEC virulence factors are recognized; however no single virulence trait has
been found to identify an APEC as an APEC. Recognized virulence traits of APEC include
factors such as adhesins, toxins, iron acquisition mechanisms, invasins, and plasmids
(Nolan et al., 2015, 2013, 2020). The type 1 fimbriae (fim), temperature sensitive
haemagglutinin (tsh), iron-scavenging systems including iroN, feoB, chuA, fyuA, ireA, irp2,
iucD and sitD, increased serum survival gene (iss) and protectins are also included
(Barbieri et al., 2013; Johnson et al., 2007a, 2012a, 2006a, 2008a, 2012b; Rodriguez-Siek
et al., 2005). In addition, some of these genes are linked with APEC plasmids such as
Colicin V (ColV) plasmids (Barbieri et al., 2013; Johnson et al., 2006a) which are
considered a defining trait of the APEC pathotype and are significantly associated with
disease-causing APEC (Johnson et al., 2012a, 2006a; Nolan et al., 2013; Rodriguez-Siek
et al., 2005; Skyberg et al., 2006). The bacterium does not, however, need to possess all of
these virulence factors to be pathogenic and APEC often use a “mix and match” approach
to cause disease (Dobrindt, 2005).

Biofilms occur in a variety of environments and can be detrimental in the healthcare
and poultry production industry alike, they consist of a complex, three-dimensional,
surface associated, polysaccharide protective coat around a community of cells (Donlan &
Costerton, 2002; Flemming & Wingender, 2010). In biofilms, genes and plasmids can be
taken up by members of the biofilm to enhance survival, increase genetic diversity and
promote resistance to antibiotics or other sanitizing agents (Beloin, Roux & Ghigo, 2008;
Davey & O’Toole, 2000). Under stressful conditions such as nutrient starvation, antibiotic
presence or host immunological defenses biofilm formation can occur (Beloin, Roux &
Ghigo, 2008). In human medicine, persistent and chronic infections are often linked with
biofilms with an estimated 65% of hospital infections having a biofilm origin (Potera,
1999). Similarly, biofilms are a significant cause of concern for producers and the food
processing industries alike as it can lead to problems of fouling, contamination of
supply lines such as waterers/drinkers (Maes et al., 2019) and on process lines cross
contamination of foods, potentially posing a health risk for consumers (Galie et al., 2018;
Lindsay, Geornaras & Von Holy, 1996). In APEC, biofilm formation has been described
by a number of researchers, including our group, who reported different biofilm
formation types ranging from negligible and weak to strong that was linked to media
type used (Nielsen et al., 2018; Skyberg et al., 2007).

Subtyping of E. coli, in particular extra-intestinal strains, relies on the use of
phylogenetic typing which was first described by Clermont, Bonacorsi & Bingen (2000).
The scheme was built on a typing scheme first proposed by Herzer et al. (1990) and
Selander, Caugant & Whittam (1987) and uses a simple triplex PCR consisting of two
genes (chuA, yjaA) and an anonymous DNA fragment (TSPE4.C2) (Gordon et al., 2008)
resulting in four types A, B1, B2 and D. Good correlation was found between phylogenetic
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typing and other subtyping methods such as multi locus sequence typing (MLST)
(Gordon et al., 2008). Updates to the scheme has expanded the phylogenetic types to
include A, B1, B2, C, D, E and F and additional clades for cryptic strains (Clermont
et al., 2013). Phylogenetic typing has worked well for human strains with most disease
causing ExPEC classifying as phylogenetic group B2 and to a lesser extent phylogenetic
group D while commensal human strains were assigned as group A (Clermont, Bonacorsi &
Bingen, 2000; Picard et al., 1999). Application of phylogenetic typing to another ExPEC—
APEC, found that not all pathogenic avian strains classified as B2 and are more likely
to classify as phylogenetic groups B1, C and F (Rodriguez-Siek et al., 2005). In addition,
use of the revised 2013 phylogenetic typing scheme (Clermont et al., 2013) resulted in
re-classification of some APEC isolates to phylogenetic types C, E and F suggesting that these
phylogenetic types also represent pathogenic strain types and may be influenced by
pathogenicity islands they harbor (Logue et al., 2017).

Antimicrobial resistance and virulence in APEC is well known and often related to
mobile genetic elements such as plasmids and transposons (Johnson et al., 2002, 2010a,
2005, 2006a, 2010b, 2006b; Johnson, Johnson & Nolan, 2006; Kariyawasam et al., 2006).
Plasmid replicon typing is one such method for characterizing plasmids associated with
virulence and resistance. The original replicon typing schemes were developed by
Carattoli (2009) and Carattoli et al. (2005) and later modified by Johnson & Nolan
(2009). Studies of plasmid replicons associated with pathogenic and commensal E. coli of
poultry have demonstrated a diversity of plasmids among examined strains (Johnson
et al., 2012a, 2007b). Our research group and others have highlighted the association
between pathogenic APEC of production birds and the presence of the ColV plasmid
which is a defining trait of the APEC pathotype (Johnson et al., 2006a, 2008a).

Also of interest in this study is an assessment of the antimicrobial susceptibility of APEC
to agents of the national antimicrobial resistance monitoring system (NARMS) panel
that focuses on antimicrobials of concern for both human and animal health. In an era
of changes to the use of antimicrobials in animal production as a consequence of the
veterinary feed directive (VFD) (Food and Drug Administration, 2015) and consumer
pressure for an antimicrobial-free product, data on the impact of these changes on
pathogens such as APEC is currently limited.

A variety of APEC serogroups have been identified among APEC examined to date
including some of the more common serogroups such as O1, O2, O21, O35, O36 and O78
(Dziva & Stevens, 2008; Fulton & Boulianne, 2013; Knobl et al., 2012; Rodriguez-Siek et al.,
2005). However, these serogroups only represent a fraction of the APEC serogroups
that have been implicated in disease which poses a significant challenge for vaccine
development as no single vaccine is broadly protective against the diversity of APEC
strains causing disease (Lynne et al., 2012).

The purpose of this study was to characterize APEC strains isolated from lesions
of colibacillosis in broilers and to evaluate their virulence and resistance gene
possession, antimicrobial susceptibility and biofilm formation and to assess for
potential correlations.
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MATERIALS AND METHODS
Samples and hemolysis reaction
All APEC isolates used in this study were recovered from tissues of poultry that were
diagnosed with colibacillosis (see Table 1; Table S1). Isolates were recovered from different
lesions and locations including bone marrow, yolk sac, ovary, lung, air sac, brain,
peritoneum, heart, and liver. E. coli isolates (de-identified) were received (n = 61) on
tryptone soy agar (TSA) plates with 10% sheep blood following incubation at 37 �C for
18–24 h. All plates were inspected for hemolysis (Rodriguez-Siek et al., 2005) and results
recorded. Isolates included in this study were collected between August and December 2018.

Lactose fermentation
Isolates were struck to MacConkey (MAC) agar and incubated at 37 �C for 18–24 h and
identified as lactose fermenters if the colonies and media turned pink (Rodriguez-Siek
et al., 2005).

Serogrouping
All isolates were submitted to the Escherichia coli reference center (Pennsylvania State
University, University Park, PA) for serogrouping using slide agglutination.

Antimicrobial susceptibility analysis
Antimicrobial susceptibility was assessed using the NARMS panel (CMV3AGNF;
Sensititre; ThermoFisher, Waltham, MA, USA) according to clinical laboratory standards
institute (CLSI) guidelines (CLSI, 2019). Isolates were grown on TSA at 37 �C for 18 h
and colonies picked into 5 mL of sterile water and adjusted to a 0.5 McFarland, then 10 µL
of the suspension was mixed with 11 mL of cation adjusted Mueller Hinton (MH) broth
with TES and vortexed well to ensure even distribution of the cells. The cell suspension
(50 µL) was distributed into each well of the 96 well NARMS panel using a Sensititre AIM
system. The plates were sealed and incubated at 37 �C for 18 h. Minimum inhibitory
concentrations of each antimicrobial were determined using the Sensititre Optiread
system. Data for MICs and break points were determined using CLSI standards (M100)
(CLSI, 2019) and strains were recorded as resistant to the antimicrobial if the MIC was at
or above the recommended breakpoint.

DNA extraction
A single colony from blood agar was streaked on MacConkey agar and grown at 37 �C
for 24 h. An individual colony was taken from the MacConkey agar and inoculated
into 1 mL of sterile Luria-Bertani (LB) broth and incubated at 37 �C for 24 h. After
centrifugation (10,000×g) for 2 min, the supernatant was removed and 200 µL of sterile
molecular grade water (LifeSciences; ThermoFisher, Waltham, MA, USA) added and the
cells mixed. The cell suspension was boiled at 100 �C for 10 min on a heating block
(Isotemp; Fisher Scientific, Dubuque, IA, USA) and then allowed to cool before
centrifuging again to remove cellular debris and 150 µL of the DNA supernatant
transferred to a new tube. The DNA samples were stored at −20 �C until use.
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Table 1 APEC isolates examined in this study including tissue source, serogroup, phylogenetic
group and plasmid replicon types.

Study ID Tissue source Serogroup Phylogenetic group Replicons

1 Bone marrow 25 B2

2 Yolk sac 86 E

3 Yolk sac 86 E I1

4 Yolk sac 86 E

5 Yolk sac 18 E

6 Peritoneum 24 A K/B, FIB

7 Yolk sac 86 D

8 Yolk sac 2 B2

9 Ovary 78 B2

10 Liver 78 B2

11 Bone marrow 78 B2 I1

12 Bone marrow 86 D

13 Ovary 24 F

14 Bone marrow 24 F

15 Bone marrow 24 F

16 Ovary 2 B2

17 Ovary A* F

18 Ovary 24 F

19 Ovary 24 F

20 Bone marrow 24 F

21 Bone marrow 24 F

22 Bone marrow R** F

23 Bone marrow 24 F

24 Lung 186 B1 I1

25 Lung 186 B1 I1

26 Lung 186 B1 I1

27 Air sac 17/73/77/106 E

28 Air sac 17/73/77/106 E FIB

29 Air sac 17/73/77/106 E

30 Ovary 78 F

31 Ovary 78 F

32 Air sac 78 F

33 Air sac 78 F

34 Brain 78 C I1

35 Pericardium 78 C

36 Air sac 78 C

37 Bone marrow 2 B2

38 Pericardium 2 B2

39 Liver 2 B2

40 Lung 24 A

41 Heart 19 D FIB

(Continued)
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16S Escherichia coli confirmation
Isolates from MacConkey agar plates of typical morphology were identified as E. coli using
a polymerase chain reaction (PCR) targeting the 16S DNA as described previously
(Lamprecht et al., 2014). Amplification of the gene target was carried out as described
below.

PCR amplification
All PCR analysis for characterizing E. coli (16S, virulence traits, antimicrobial resistance
traits, replicon types and phylogenetic grouping) was carried out using the following
protocol with minor modifications for annealing temperatures of the primers (see Table S2).
DNA samples were amplified using polymerase chain reaction (PCR) in multiplex panels
to amplify a series of 44 virulence-associated genes in APEC (Johnson et al., 2008b; Logue
et al., 2012). Phylogenetic typing was carried out as previously described (Clermont et al.,
2013) which classifies E. coli into phylogenetic groups A, B1, B2, C, D, E and F; plasmid
replicon typing which classifies plasmid replicons harbored by strains (plasmid types)
(Johnson & Nolan, 2009; Johnson et al., 2007b); and some of the common antimicrobial
resistance genes (Johnson et al., 2008b) harbored by strains.

Table 1 (continued)

Study ID Tissue source Serogroup Phylogenetic group Replicons

42 Heart 19 D FIB

43 Heart 19 D FIB

44 Bone marrow 25 B2 I1

45 Liver 25 B2 I1

46 Liver 78 unknown Y, I1

47 Egg 78 unknown Y

48 Bone marrow 78 unknown Y

49 Bone marrow 78 F FIB

50 Egg 78 F FIB

51 Liver 78 F FIB

52 Bone marrow 25 B2 FIB, I1

53 Liver 25 B2 FIB, I1

54 Lung 25 B2 FIB, I1

55 Heart 20 unknown FIB, I1

56 Body cavity 178 B1 FIA

57 Air sac 178 B1 FIIA

58 Heart 20 A FIB

59 Body cavity 178 B1 FIA

60 Lungs 8 B1

61 Lungs 2 B2 K/B

Notes:
* A indicates there was autoagglutination and a serotype could not be determined.
** R indicates a rough colony and a serotype could not be determined.
All isolates examined were lactose positive and demonstrated gamma hemolysis.
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All PCR reactions were prepared in a total volume of 25 µL for each sample.
Components for a PCR reaction consisted of 2.5 µL of 10X PCR buffer, 1.25 µL of (0.2M)
dNTP mixture, 0.4 µL of TAQ (Dream TAQ; ThermoFisher, Waltham, MA, USA),
1.4 µL of primer pool, 2 µL of DNA, and 17.45 µl of sterile molecular grade water. Positive
control strains were included in the analysis for the appropriate genes of interest from
previously characterized strains in our lab collection and negative controls included sterile
water in place of DNA.

Amplification parameters of the thermocycler (Mastercycler X50; Eppendorf, Hamburg,
Germany) included an initial denaturing step at 95 �C for 10 min, followed by 30 rounds
of (94 �C for 30 s, (various annealing temperatures) for 30 s, 68 �C for 3 min), with a
final extension of 72 �C for 10 min and a final hold of 4 �C.

Polymerase chain reaction products generated were subjected to electrophoresis which
was performed in a 1.5% agarose gel (Agarose LE; Lonza, Alpharetta, GA, USA) running
at 100V for 90 min. The gel was stained with ethidium bromide (0.25%) solution for
20 min, visualized using an imager (UVP BioDock-It2 Imager; Analytik Jena, Jena,
Germany) and analyzed for the presence of PCR products of the appropriate size when
compared with lab control strains for the targeted gene.

Biofilm analysis
The procedure was followed from previous work on biofilms that used M63 minimal media
(Nielsen et al., 2018; Skyberg et al., 2007). Test strains were streaked out on Luria–Bertani
(LB) agar and incubated at 37 �C for 18–24 h. Then, single colonies were picked and
transferred to 2 mL of LB broth. The samples were grown for 16 h at 37 �C. M63 media was
prepared as described previously (Nielsen et al., 2018; Skyberg et al., 2007).

Next, 2 mL of inoculum was added to 198 mL of M63 minimal media in each well
of a 96 well microtiter plate (Sarstedt, Germany). Eight wells were used for each test strain
with a total of 11 isolates tested per plate; the 12th column of wells was used as a negative
control (no growth) containing the uninoculated broth only. A sterile lid was placed
over the plate (Sarstedt, Germany) and the plates were incubated at 37 �C for 24 h. After
24 h of growth, the broth in each well was poured off and the wells gently washed with
sterile molecular grade water 3 times. Washing and staining procedure and biofilm
re-suspension was carried out as previously described (Nielsen et al., 2018; Skyberg et al.,
2007) with the density of the biofilm measured at OD 600 nm using an automated ELx808
Ultra Microplate Reader (Bio-Tek, Winooski, VT, USA). Biofilm density in each of the
8 wells for each test strain was averaged and compared to the OD of the negative
control wells. Biofilm density was classified as negligible (no biofilm) had an OD lower
than the OD of the control wells (i.e., OD < ODc), weak biofilms were classified as
ODc < OD < (2 × ODc); moderate biofilms were classified as (2 × ODc) < OD < (4 × ODc)
and strong biofilms were classified as (4 × ODc) < OD (Skyberg et al., 2007).

Statistical analysis
Data was analyzed using non-parametric tests due to asymmetry in the distribution of
genes or other traits used for analysis. In addition, this analysis excluded isolates from the
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brain, egg and body cavity/peritoneum due to the very limited number of isolates in each
group (1–3 isolates).

Tukey’s multiple comparisons methods were used for comparisons among serogroup
and tissue of isolation (Table S3A); for phylogenetic groups and tissue of isolation
(Table S3B), and for biofilm and tissue of isolation (Table S3F).

For the analysis of virulence and resistance genes harbored by strains examined in the
study, the number of genes was treated as the quantitative variable and the data was
analyzed using non-parametric tests also due to asymmetry in the distribution of these
genes. Direct comparisons (where possible) between two groups (Table S3D) were made
using the Mann–Whitney U test.

The chi square test was used to allow comparison of phenotypical antimicrobial
resistance, antimicrobial resistance genes, virulence genes, plasmid replicons, and biofilm
strength (Table S3E).

A chi square test was used for the analysis of serogroup and phylogenetic group (Table S3C).
All statistical analysis was performed using GraphPad Prism (Version 7.0d) for MAC

OS X (GraphPad, La Jolla, CA, USA) or IBM SPSS Statistics (Version 26.0) for MAC OS X
(IBM Corp., Armonk, NY, USA). Statistical significance was accepted when p < 0.05.

RESULTS
Table 1 shows data on all E. coli isolates used in this study. All isolates displayed lactose
fermentation (positive) on MAC and displayed gamma hemolysis on blood agar.

Serogroups
Figure 1 (and Table 1) shows the serogroups detected among all APEC analyzed.
Of interest, the dominant serogroups represented included O78 (26.2%), O24 (16.3%),
followed by O2, O25 and O86 (9.8%). Two isolates either autoagglutinated or were rough and
could not be serogrouped and 3 isolates presented with multiple serogroups (17/73/77/106).

Applying Tukey’s multiple comparisons test to compare tissue of isolation and
serogroups (Table 3A) found no significant associations. However, when serogroups
detected in specific organs were compared, significant associations were noted for
serogroup O24 strains when compared for bone marrow vs heart; vs liver and vs yolk sac
isolates (p < 0.05).

Phylogenetic groups
Table 2 (and Table 1) shows the distribution of the phylogenetic groups identified among
the APEC examined in this study. The majority of isolates were of phylogenetic groups
B2 and F (24.5% and 27.8% respectively). Lower prevalence were observed for phylogenetic
groups A, B1, C, D and E ranging from 4.9% to 11.4%. In addition, 4 isolates could not be
typed using the current phylogenetic typing scheme and are designated as unknown
and likely cryptic (Clermont et al., 2013). Table 2 also shows the assignment of all strains
in each phylogenetic group and their ability to harbor genes associated with the APEC
pentaplex (Johnson et al., 2008a), and the serogroups found among isolates in each
phylogenetic group. Of interest, most strains were positive for the hlyF, iroN, iss and ompT
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(93.4–95%); however, the prevalence of aerJ was considerably lower at 46.5% prevalence
while the prevalence of iss was 88.5%.

When comparative analysis between tissue of isolation and phylogenetic group was
assessed using Tukey’s multiple comparisons test (Table 3B) no significant associations
were observed (p > 0.05) for each individual phylogenetic group and tissue source.
Similarly, when comparative analysis was carried out for individual tissue of isolation and
phylogenetic groups detected among the isolates for each tissue type, no significant
differences were observed (p > 0.05) either.

Phylogenetic groups and serogroups
Comparative analysis of the relationship between phylogenetic grouping and serogrouping
of all isolates was carried out using the chi-square analysis (Table S3C). A strong
association (p < 0.05) was found between serogroup and phylogenetic group. However,
these associations were not exclusive to one serogroup or phylogenetic group alone. As an
example, phylogenetic B2 was significantly associated with serogroups O2 and O25; similarly,
phylogenetic group E was significantly associated with O18, O86 and O17/73/77/106.

Virulence genes
Figure 2 shows the overall prevalence of virulence genes detected in all 61 APEC examined.
Genes such as iroN, ompTp, and hlyF were found to occur at the highest frequency

O2

O8

O19

O20

O24

O25O78

O86

O178

O186

O17/73/77/106
A R

Figure 1 Serogroups detected among APEC isolates examined. Serogroups identified among the
APEC collection examined using slide agglutination. Of interest, the collection was dominated by ser-
ogroups O2, O24, O25, O78 and O86. Of these, serogroups O2 and O78 are typically associated with
APEC. A—autoagglutinated; R—rough colony. Full-size DOI: 10.7717/peerj.11025/fig-1
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in >90% or more of isolates examined while the prevalence of other virulence genes varied
significantly from non-detection to 88% prevalence. Of significant interest was the
prevalence of genes associated with the Col V plasmid which includes aerJ, hlyF, iss, iroN,
and ompTp that were detected in 44.3, 95.0, 88.5, 93.4 and 93.4% of isolates respectively.
The following genes were not detected in any isolate: gafD, papEF, papG allele1,
papG allele 1’, papG�, sfa-foc, adhC, cnf-1, hlyD, fliC (H7), umuC, rfc, and afa.

Using the Mann–Whitney U test (Table S3D), to compare virulence gene prevalence
with tissues of isolation found some significant relationships (p < 0.05) between certain
genes and the tissues they were affiliated with, including genes such as iron related fyuA,
and ireA and lungs vs bone marrow and heart; the adhesin fimH and lungs vs liver; bone
marrow vs liver; liver vs ovary and yolk sac and genes of the PAI including aerJ (bone
marrow vs heart; heart vs ovary and yolk sac; and liver vs ovary) and traT (heart vs yolk
sac, and liver; and liver vs ovary). Similarly, using the chi-square test (Table 2E), that
allows comparison between the presence of two genes analyzed in all strains, significant
associations were observed for some specific genes such as fimH and a number of other
genes including ireA, fyuA, aerJ, ompT, kpsII, traT, iss, and hlyF (p < 0.05).

Plasmid replicons
Analysis for the detection of plasmid replicon types among the APEC examined found that
FIB (21.3%) and I1 (21.3%) were the most common plasmid replicon types detected.
A total of 28 isolates harbored at least 1 plasmid replicon and 5 of those harbored a second
replicon (see Table 1; Table S1). Other replicon types detected at low prevalence included
K/B, FIA, FIIA and Y (<5% prevalence).

Analysis using the Mann–Whitney U test comparing replicon types and tissue of
isolation (Table S3D) found significant associations between heart isolates and those of
bone marrow, ovary, lungs and yolk sac (p < 0.05) for replicon type FIB only; no such
associations were observed for any of the other replicon types. Similarly, using the

Table 2 Phylogenetic group distribution, virulence genes and serogroups identified among APEC examined. Phylogenetic distribution of APEC
and their associated virulence gene profiles and serogroups.

Phylogroup Prevalence (%) hlyF iroN iss aerJ ompTp Serogroups (No.)

A 3a (9.6)b 3 2 3 2 2 O24 (2)c; O:20 (1)

B1 7 (11.4) 4 4 3 3 4 O186 (3); O:178 (3); O:8 (1)

B2 15 (24.5) 15 15 12 6 15 O:25 (6); O:2 (6); O:78 (3)

C 3 (4.9) 3 3 3 0 3 O:78 (3)

D 5 (8.1) 5 5 5 0 5 O:86 (2); O:19 (3)

E 7 (11.4) 7 7 7 3 7 O:18 (1); O:86 (3); 17/73/77/106 (3)

F 17 (27.8) 17 17 17 13 17 O:24 (8); O:78 (7); R (1); A (1)

Unknown 4 (6.5) 4 4 4 0 4 O:78 (3); O:20 (1)

Total 61 58 (95)d 57 (93.4) 54 (88.5) 27 (46.5) 57 (93.4)

Notes:
a Number of isolates in each phylogenetic group.
b % of isolates in each phylogenetic group.
c Number of isolates in each serogroup.
d % prevalence in each group.
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chi-square test (Table S3E) significant associations were noted between plasmid replicon
types and a range of genes and phenotypes including antimicrobial resistance (phenotype)
(I1 vs AUG, AMP, FOX, XNL, and AXO); FIA vs AMP, FIB vs FIS; Y vs NAL and
TET antimicrobial resistance genes (FIIA and; FIB and aph(3)IA (aminoglycoside), and
other resistance genes), biofilm strength and even virulence genes (p < 0.05). Of interest,
rep FIB was significantly associated with a number of genes linked with antimicrobial
resistance and heavy metals including copper (pco) and silver (sil) and quaternary
ammonium compounds (qac) and integrons (int), suggesting most of these plasmids are
likely resistance (R) plasmids.

Antimicrobial and heavy metal resistance
Figure 3 shows the prevalence of antimicrobial resistance and heavy metal genes detected
among isolates examined, of note, there was a high prevalence of arsenical resistance
(arsC—60.7%) and other metals including copper (pco) and silver (sil). Additional
resistances observed included tetracycline (tetA) 16.4%; aminoglycosides (aad) 6.5%;
beta-lactams (bla) 1.6%; gentamicin (aac3) 6.5%; and trimethoprim (dfr17) 44.3%.
Additional genes associated with tetracycline (tetB), tellurite (terB, terF, terX, terY3), silver
(silP) and mercury (merA) were not detected in any isolate screened.

Statistical analysis using the Mann–Whitney U test (Table S3D) for genotypic
antimicrobial resistance and tissue of isolation, found significant associations (p < 0.05)
between resistance genes such as tetA, aph3IA, dfr 17, arsC and isec12 and aac3VI and
tissues such as lungs vs bone marrow; lungs vs heart; bone marrow vs heart; heart vs ovary;
heart vs yolk sac and lungs vs yolk sac. Additional comparisons using the chi-square
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Figure 2 Prevalence of virulence genes among APEC examined. Virulence genes associated with
ExPEC including plasmid associated pathogenicity island genes, adhesins, iron associated genes, pro-
tectins, toxins and a miscellaneous group of genes. Genes not detected in any isolate included gafD,
papEF, papG allele1, papG allele 1′, papG�, sfa-foc, adhC, cnf-1, hlyD, fliC (H7), umuC, rfc, and afa.

Full-size DOI: 10.7717/peerj.11025/fig-2
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test (Table S3E) for genotypic and phenotypic antimicrobial resistance among all
APEC noted significant associations (p < 0.05) between antimicrobial resistance genes
aac3VIa/aac3VIb, aph3IA and tetA and phenotypical resistance for gentamicin (GEN),
tetracycline (TET), streptomycin (STR) and sulfisoxazole (FIS). In addition, significant
relationships (p < 0.05) were also observed for plasmid replicon types and phenotypical
resistance for strains harboring plasmids in particular I1 for (AUG, AMP, FOX, XNL and
AXO); Y for NAL and TET; FIB for FIS; and FIA for AMP.

When plasmid replicons and antimicrobial resistance genes were assessed, significant
relationships (p < 0.05) between the replicon type and antimicrobial resistance genes were
noted (see above—plasmid replicons) including FIB and aph(3)IA, intI1, aac3VI, sul
and qacEΔ1. In addition, these relationships also extend to heavy metals including copper,
arsenic and silver. There also appears to be a significant association between biofilm
strength and genotypic resistance such as sul, qacEΔ1, aadA, aac3-VI, in particular, strong
biofilm is significantly associated with aac3 (p < 0.05).

Phenotype analysis of all APEC isolates examined using the NARMS panel found
approximately one third (17) of the isolates were resistant to 2 antimicrobial agents or
less; another third (23) were resistant to 3 or more agents (Table 3) and the remainder
(21 strains) were susceptible to all agents of the panel. Of note however, one strain
(isolate #6) was found to be resistant to 9 different antimicrobials (Table 3).

Statistical analysis using the Mann–Whitney U test (Table S3D) noted significant
associations between three phenotypes AMP, GEN and TET and strains isolated from
organs including the lungs vs yolk sac; bone marrow vs yolk sac; ovary vs yolk sac; and TET
for heart vs ovary; and GEN for liver vs yolk sac. When analysis for all phenotypes were
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Figure 3 Prevalence of antimicrobial resistance genes detected in APEC examined. Antimicrobial
resistance and heavy metal genes detected in APEC examined. Genes associated with tetracycline (tetB),
tellurite (terB, terF, terX, terY3), silver (silP) and mercury (merA) were not detected in any isolate
screened. Full-size DOI: 10.7717/peerj.11025/fig-3

Newman et al. (2021), PeerJ, DOI 10.7717/peerj.11025 12/24

http://dx.doi.org/10.7717/peerj.11025/supp-3
http://dx.doi.org/10.7717/peerj.11025/supp-3
http://dx.doi.org/10.7717/peerj.11025/fig-3
http://dx.doi.org/10.7717/peerj.11025
https://peerj.com/


compared, significant associations (p < 0.05) were observed between some resistance
phenotypes (Table S3E) for example, GEN vs STR/FIS. Similarly, there were additional
significant associations between phenotypes and resistance genotypes such as TET and
tetA; FIS and STR and qacEΔ1. There were also significant associations between the
resistance phenotype and plasmid replicons as described above.

Biofilms
A total of 10 isolates (16.39%) classified as strong biofilm formers; 25 isolates (40.98%) as
moderate; 23 isolates (37.7%) as weak and 3 isolates (4.91%) failed to form any biofilm
among all isolates tested for biofilm forming ability (Table S1).

When examined overall, more than half of all isolates examined formed moderate to
strong biofilms. Also of note, three strains failed to form any biofilm using minimal media.
Biofilm density was weakly associated with the number of virulence genes harbored
that is, the stronger the biofilm the greater number of virulence genes harbored. When
analyzed for average number of virulence genes harbored, strong biofilms harbored an
average of 12.3 genes compared to weak strains that harbored 6.56; while moderate
biofilms harbored 9.48 genes. Of interest however, the three biofilm negligible strains
harbored an average of 7.67 genes.

When statistical analysis using Tukey’s multiple comparisons (Table S3F) were used, no
significant associations were found between tissue of isolation and biofilm strength and
when biofilm types were compared for each individual tissue category examined. When
compared across biofilm types (Table S3D), significant associations were noted for lung
vs heart; bone marrow vs heart and heart vs yolk sac (moderate biofilms) and for heart vs
yolk sac for weak biofilms (p < 0.05). Similarly, the chi-square test analysis for biofilm

Table 3 Antimicrobial resistance profiles among APEC examined.

Profile Number of strains

Susceptible 21

TET 3

AMP, TET 4

AMP. GEN 1

GEN, TET 3

GEN, FIS 3

STR, TET 3

AMP, GEN, TET 5

GEN, STR, FIS 4

GEN, STR, TET 3

STR, FIS, TET 4

GEN, STR, FIS, TET 1

AUG, AMP, FOX, XNL, AXO 5

AUG, AMP, FOX, XNL, AXO, GEN, STR, FIS, TET 1

Note:
FOX, Cefoxitin; AZI, Azithromycin; CHL, Chloramphenicol; TET, Tetracycline; AXO, Ceftriaxone; AUG, Amoxicillin/
clavulanic acid; CIP, Ciprofloxacin; GEN, Gentamicin; NAL, Nalidixic acid; XNL, Ceftiofur; FIS, Sulfisoxazole; SXT,
Trimethoprim/sulfamethoxazole; AMP, Ampicillin; STR, Streptomycin.
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strength (Table S3E) found significant association (p < 0.05) across a range of
characteristics including phenotypic resistance; fimbrial genes (fimH); iron related (fyuA);
iss; ompTp; and antimicrobial resistance genes (e.g., aph(3)IA, pcoA and pcoE; qacEΔ1).

When biofilm type and antimicrobial resistance profiles were compared there did not
appear to be a relationship between the biofilm type and antimicrobial resistance profile of
the strain, as some strains with 3 or more resistances were weak biofilm formers and
some moderate biofilm forming strains were susceptible to all agents of the NARMS panel
strains; however, one strain (isolate #6) that was resistant to 9 antimicrobials was a strong
biofilm former. Statistical analysis (chi-square) (Table S3E) did however identify a
significant association between strength and phenotypic TET resistance (p < 0.05).

DISCUSSION
Serogroups of APEC detected in the current study were dominated by O78 (26.2%)
followed by O2, O24, O25 and O86. Some of these serogroups have previously been
reported in colibacillosis cases and are similar to other reports (Nolan et al., 2020;
Rodriguez-Siek et al., 2005). However, given the diverse nature of APEC that can cause
disease and even regional variation (Nolan et al., 2020), it is not unusual to see such
diversity among disease causing APEC. Of particular interest in this study is the detection
of serogroup O24 (prevalence of 16.3%), which has also been observed in other ongoing
studies of this lab and we suspect is an emergent serogroup. Reasons as to why this
serogroup appears to be emergent are currently unknown and will likely warrant
further investigation. Similar work by Mir et al. (2019) assessing gut microflora of cattle
vaccinated against and challenged with E. coli O157 reported shifts in the gut population
associated with the second (booster) vaccination. Similarly, Gregersen et al. (2010)
indicated that the Nobilis E. coli vaccine based on F11 also had an impact on the diversity
of E. coli causing disease in broiler parent flocks likely affecting the population types
present. The current study does not, however, have any information as to the vaccine status
of the birds examined and can only speculate as to serogroups present or shifts in
serogroups such as the detection of O24 and factors that could potentially influence its
emergence. Regardless, further work on this serogroup is warranted.

A recent review of the literature failed to find any large reports on serogroup O24
but a study of 272 European APEC did identify O24 among a cluster of serogroups
identified as MLST type ST117 with the cluster representing 14.7% of the APEC collection
analyzed (Cordoni et al., 2016).

When multiple comparisons were assessed for serogroups detected in a tissue using
Tukeys multiple comparison test no relationships were observed; however, when the tissue
of isolation was compared for each individual serogroup, the only significant observations
were for serogroup O24 which was significantly associated with bone marrow isolates.
The role of O24 in bone marrow infection would suggest that this serogroup may be more
invasive, however since little is known about this serogroup we can only speculate at this
time and further investigation is warranted. Also of interest, most of the serogroups
isolated in this study except for O24 and O186 have also been identified as shiga-toxin
producing (STEC) strains according to Ludwig et al. (2020). However, we have not
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screened these strains for the presence of shiga-toxin genes and further investigation is
warranted to confirm if these are STEC or harbor STEC-associated genes.

Phylogenetic analysis of the APEC examined in this study found most (52.3%) of the
APEC classified in the B2 (24.5%) and F (27.8%) phylogenetic groups with the remaining
isolates distributed over the A, B1 C, D and E phylogenetic groups. Data from this
study is relatively similar to other analysis of phylogenetic groups reported by our research
group (Logue et al., 2017) where most of the 452 APEC examined classified as B2 and F.
In contrast, Barbieri et al. (2015) noted in their study of 52 APEC from Brazil, the
majority of their collection classified as phylogenetic groups A and D with only 15%
classifying as B2. Additionally, a study of 79 APEC from Korea (Kim et al., 2020) found
that the majority of their collection (46.8%) was assigned to phylogenetic group D and
only 7.6% was assigned to phylogenetic group B2 with the remainder of the collection
assigned to A and B1 (22.8% each). However these assignments were made using the
earlier Clermont classification scheme (Clermont, Bonacorsi & Bingen, 2000) and it would
be interesting if application of the revised scheme would re-classify some of these strains.
The current studies confirm our previous observations that the Clermont phylogenetic
grouping scheme when applied to APEC do not all classify as the classic pathogenic type
B2 as most extraintestinal strains of human origin do (Logue et al., 2017). Reasons for these
differences are likely related to the genetic make-up of the strains examined and the
potential for some of these strains to harbor additional pathogenicity islands which may
influence virulence and overall classification (Logue et al., 2017).

When Tukeys multiple comparisons analysis was used to assess any potential association
between phylogenetic grouping and tissue of isolation no significant differences were
observed; similarly, when phylogenetic groups were compared for each tissue, no significant
differences were found.

Additional analysis assessing the association or relationship between phylogenetic
group and serogroup did find some significant relationships when the chi squared test was
used. Of interest, significant differences were observed for phylogenetic B2 and serogroups
O2 and O25, and F and serogroup O24 (p < 0.05). Some of these significant differences
are based on a small number of isolates classifying in each group and therefore their
importance should be viewed as limiting; however, the association of F with O24 does hold
potential interest since phylogenetic group F has been shown to harbor additional
pathogenicity island genes that contribute to APEC virulence (Logue et al., 2017).

Other analysis of serogroups and phylogenetic groups noted poor correlation between
serogroups and phylogenetic groups. Literature has previously indicated that there is
good correlations between phylogenetic groups and multi-locus sequence types (MLST)
but not for serogroups (Cordoni et al., 2016). Moulin-Schouleur et al. (2007) noted
clustering of E. coli strains of human and animal origin by phylogenetic group with some
serogroups associated with the phylogenetic groups, however no single phylogenetic
group was exclusively associated with a serogroup in the present study and may be a
limitation of the size of the collection analyzed.

Virulence genes associated with APEC examined in this study varied with prevalence
rates ranging from 5% to over 90% for some genes. Of interest, genes associated with

Newman et al. (2021), PeerJ, DOI 10.7717/peerj.11025 15/24

http://dx.doi.org/10.7717/peerj.11025
https://peerj.com/


the plasmid PAI, adhesins and toxins were found at a considerably high prevalence (>60%
of isolates examined). In particular, genes associated with the APEC virulence plasmid
ColV, (iss, iroN, hlyF, and ompT) were detected in 80–90% of strains examined suggesting
that the ColV plasmid continues to have a defining role in APEC virulence. Work by others
of our group (Johnson et al., 2006a) have also identified the ColV plasmid as a defining
trait of the APEC pathotype (Johnson et al., 2006a, 2008a). Of interest however was the
low prevalence of the cvaC gene which is part of the ColV structural operon associated
with colicin V a polypeptide toxin (bacteriocin) that is produced against other E. coli
and closely related bacteria. Previous work has detected cvaC at a prevalence of 67%
(Rodriguez-Siek et al., 2005) in a collection of over 500 APEC from poultry while a later
study of APEC from turkey cellulitis found the prevalence of cvaC to be <10% in cellulitis
strains and not detected in systemic isolates (De Oliveira et al., 2020). This disparity
may be related to some of the strains examined being more related to ColBM type plasmids
than ColV their likely ancestor or there is rearrangement/deletion of portions of the ColV
operon (Johnson, Johnson & Nolan, 2006; Johnson et al., 2006a). Further sequencing is
warranted to identify the types of Col plasmids these strains harbor. Other virulence traits
of APEC included in this analysis such as adhesins found prevalence of fimH and ompT
(25–65% prevalence) were high compared to other genes such as pap, foc and sfaS but
were relatively similar to rates observed in cellulitis isolates (De Oliveira et al., 2020) and in
APEC (Rodriguez-Siek et al., 2005).

When compared with biofilm forming capabilities, all of the strong biofilm forming
strains harbored genes associated with the ColV plasmid; however, isolates that classified
as moderate and weak biofilm formers, also appeared to harbor the ColV plasmid while
a third group of isolates that did not harbor ColV traits and still formed biofilm suggesting
that the presence of the ColV plasmid and biofilm formation are probably not linked.

Also of interest in the current study was the assessment of antimicrobial susceptibility
and antimicrobial resistance gene possession. A considerable number (34%) of isolates
screened were susceptible to all antimicrobial agents of the NARMS panel; while 54% of
strains were resistant to 3 drugs or less and the remaining strains (9.7%; 6 strains) were
resistant to 4 and 5 drugs and one single strain was resistant to 9 antimicrobials. These data
differ from other APEC reports of our group (Johnson et al., 2012a) where the prevalence
of multidrug resistant APEC were considerably greater in strains assessed and most
had 8 resistance phenotypes or less. Similarly, a 2012 survey of 144 APEC from severe
cellulitis lesions in Brazil noted that 82% of their isolates examined were phenotypically
resistant to 1–5 antimicrobials (Barbieri et al., 2013). While many other reports exist
worldwide reporting multiple resistances of interest, Subedi et al. (2018) reported 94% of
APEC (47 of 50) examined in Nepal were resistant to 3 or more drugs, and studies in
Italy of 48 APEC (Piccirillo et al., 2014) and 331 APEC from Canada (Varga et al., 2018)
noted 94% and 46% respectively were resistant to 3 or more classes of antimicrobials;
and 77% of 116 APEC in Egypt (Awad, Arafat & Elhadidy, 2016) were classified as
multidrug resistant.

While comparisons of antimicrobial resistance in APEC across the nation and globally
differ, what is evident is that the small collection of isolates examined in this study do
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appear to have a lower prevalence of resistance and multi-drug resistance. These APEC
come from a region where approaches such as raising birds antibiotic free and no
antibiotics ever in production are commonplace. In addition, these isolates were collected
post implementation of the veterinary feed directive (VFD) (Food and Drug Administration,
2015) which may also have an influence on the results observed. Our speculations
are further supported by a recent report by Singer & Porter (2019) and Singer et al. (2020a,
2020b) who surveyed chicken and turkey producers nationally (2013–2017) and found
significant reductions in the on-farm use of antimicrobials in feed and at the hatchery.
Similarly, the overall low prevalence of plasmid replicons detected in our isolates further
supports our observations on the phenotypical resistance prevalence. Although detailed
information as to the sources of strains and operations from where these isolates originated
is limited, a larger study of farm types (and practices) and sources of disease strains is
warranted to better understand the potential impact of the VFD and alternative farming
practices on the antimicrobial resistance of APEC. Also of importance was the types of
resistance observed which included tetracycline, the aminoglycosides (gentamicin,
streptomycin), penicillins (ampicillin), the folate pathway inhibitors (sulfisoxazole), and
the cephalosporins (cefoxitin and ceftiofur). Similar such resistances have been observed
in APEC of our lab and most often these resistances may reflect natural resistances or
as a result of previous prescribing practices and the persistence of these resistances as a
result of genes associated with these traits. Some of the resistances observed in our study
were confirmed as linked with gene presence which was evident for the aminoglycodsides
(aac, aad and aph genes), tetracyclines (tetA) and the folate pathway inhibitors (dfr17).

Biofilm formation was a significant activity of most APEC examined. A study examining
E. coli recovered from chicken meat and wildlife poultry to assess the significance of biofilm
found only 68% of isolates were biofilm formers (Pavlickova et al., 2017), but in the
current study 95% of the isolates examined formed some type of biofilm. Differences
observed in biofilm strength is likely due to a number of factors including the types of
poultry isolates examined, the disease state of the birds and even the media used for
biofilm analysis. In the current study, all isolates were recovered from lesions of
colibacillosis, while a comparative study by Pavlickova et al. (2017) sourced isolates
recovered from skin tissue of the legs and breast of chicken carcasses from a Czech
market supplier and isolates from the feces of wild birds. Isolates used in their study are
more likely to originate from healthy birds (since they were available for retail) and are
more likely to be commensal (fecal strains) contaminating the carcass.

Similar work by Skyberg et al. (2006, 2007) noted better biofilm among commensal
(fecal) strains than APEC, but the influence of media type affecting biofilm strength
was also noted. The Pavlickova et al. (2017) study determined biofilm in trypticase soy
broth—a relatively nutrient rich medium which may also account for some differences
observed. In a second study recently reported by Nielsen et al. (2018), 56.8% of the APEC
isolates examined produced negligible biofilms with 43.2% of the APEC examined
producing some level of biofilm; this data contrasts sharply with that of the current study
where 95% of strains were biofilm formers with the majority of strains producing moderate
to weak biofilms and only three isolates were non-biofilm formers. The APEC isolates
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of the Nielsen et al. (2018) were from a collection where some of the isolates were
more than 20 years old; while those of the current study were collected more recently
(Aug–Dec 2018) and may better reflect the types of APEC currently circulating in poultry
flocks causing disease.

CONCLUSION
In conclusion, this study characterized APEC from various tissues of diagnostic cases
of colibacillosis. A significant number of strains examined harbored traits of the ColV
plasmid—a defining trait of APEC. However, possession of the ColV did not appear to
influence or be linked with biofilm formation. APEC that are currently circulating in
production poultry would appear to be well defined pathogens with the capabilities for
harboring virulence and resistance traits and producing biofilms. Of significant interest
was the level of phenotypic antimicrobial resistance of the APEC from different tissues
which was relatively low and it would appear that the current approaches associated with
management (no antibiotics) and the implementation of the VFD would appear to be
impacting resistance observed. Further work to assess virulence in relation to tissue of
origin of APEC may shed light on virulence traits of organ specific strains and their
potential role in the infection/disease process.

ADDITIONAL INFORMATION AND DECLARATIONS

Funding
Funding for this study provided by the College of Veterinary Medicine, and the Provost’s
Office, University of Georgia. The funders had no role in study design, data collection and
analysis, decision to publish, or preparation of the manuscript.

Grant Disclosures
The following grant information was disclosed by the authors:
College of Veterinary Medicine.
University of Georgia.

Competing Interests
The authors declare that they have no competing interests.

Author Contributions
� Darby M. Newman conceived and designed the experiments, performed the
experiments, analyzed the data, prepared figures and/or tables, authored or reviewed
drafts of the paper, and approved the final draft.

� Nicolle L. Barbieri conceived and designed the experiments, performed the experiments,
analyzed the data, prepared figures and/or tables, authored or reviewed drafts of the
paper, and approved the final draft.

� Aline L. de Oliveira performed the experiments, analyzed the data, authored or reviewed
drafts of the paper, and approved the final draft.

Newman et al. (2021), PeerJ, DOI 10.7717/peerj.11025 18/24

http://dx.doi.org/10.7717/peerj.11025
https://peerj.com/


� DajourWillis performed the experiments, analyzed the data, authored or reviewed drafts
of the paper, and approved the final draft.

� Lisa K. Nolan conceived and designed the experiments, analyzed the data, authored or
reviewed drafts of the paper, and approved the final draft.

� Catherine M. Logue conceived and designed the experiments, analyzed the data,
prepared figures and/or tables, authored or reviewed drafts of the paper, and approved
the final draft.

Animal Ethics
The following information was supplied relating to ethical approvals (i.e., approving body
and any reference numbers):

These are isolates from diagnostic cases and no IACUC approval is needed.

Data Availability
The following information was supplied regarding data availability:

All data is available in the Supplemental Files.

Supplemental Information
Supplemental information for this article can be found online at http://dx.doi.org/10.7717/
peerj.11025#supplemental-information.

REFERENCES
Awad A, Arafat N, Elhadidy M. 2016. Genetic elements associated with antimicrobial resistance

among avian pathogenic Escherichia coli. Annals of Clinical Microbiology and Antimicrobials
15(1):59 DOI 10.1186/s12941-016-0174-9.

Barbieri NL, De Oliveira AL, Tejkowski TM, Pavanelo DB, Matter LB, Pinheiro SR, Vaz TM,
Nolan LK, Logue CM, De Brito BG, Horn F. 2015. Molecular characterization and clonal
relationships among Escherichia coli strains isolated from broiler chickens with colisepticemia.
Foodborne Pathogens and Disease 12(1):74–83 DOI 10.1089/fpd.2014.1815.

Barbieri NL, De Oliveira AL, Tejkowski TM, Pavanelo DB, Rocha DA, Matter LB, Callegari-
Jacques SM, De Brito BG, Horn F. 2013. Genotypes and pathogenicity of cellulitis isolates
reveal traits that modulate APEC virulence. PLOS ONE 8(8):e72322
DOI 10.1371/journal.pone.0072322.

Beloin C, Roux A, Ghigo JM. 2008. Escherichia coli biofilms. Current Topics in Microbiology and
Immunology 322:249–289.

Carattoli A. 2009. Resistance plasmid families in Enterobacteriaceae. Antimicrobial Agents and
Chemotherapy 53(6):2227–2238 DOI 10.1128/AAC.01707-08.

Carattoli A, Bertini A, Villa L, Falbo V, Hopkins KL, Threlfall EJ. 2005. Identification of
plasmids by PCR-based replicon typing. Journal of Microbiological Methods 63(3):219–228
DOI 10.1016/j.mimet.2005.03.018.

Clermont O, Bonacorsi S, Bingen E. 2000. Rapid and simple determination of the Escherichia coli
phylogenetic group. Applied and Environmental Microbiology 66:4555–4558.

Clermont O, Christenson JK, Denamur E, Gordon DM. 2013. The Clermont Escherichia coli
phylo-typing method revisited: improvement of specificity and detection of new phylo-groups.
Environmental Microbiology Reports 5(1):58–65 DOI 10.1111/1758-2229.12019.

Newman et al. (2021), PeerJ, DOI 10.7717/peerj.11025 19/24

http://dx.doi.org/10.7717/peerj.11025#supplemental-information
http://dx.doi.org/10.7717/peerj.11025#supplemental-information
http://dx.doi.org/10.7717/peerj.11025#supplemental-information
http://dx.doi.org/10.1186/s12941-016-0174-9
http://dx.doi.org/10.1089/fpd.2014.1815
http://dx.doi.org/10.1371/journal.pone.0072322
http://dx.doi.org/10.1128/AAC.01707-08
http://dx.doi.org/10.1016/j.mimet.2005.03.018
http://dx.doi.org/10.1111/1758-2229.12019
http://dx.doi.org/10.7717/peerj.11025
https://peerj.com/


CLSI. 2019. Performance sandards for antimicrobial susceptibility testing. 29th Edition. Wayne:
Clinical Laboratory Standards Institute.

Collingwood C, Kemmett K, Williams N, Wigley P. 2014. Is the concept of Avian Pathogenic
Escherichia coli as a single pathotype fundamentally flawed? Frontiers in Veterinary Science 1:5
DOI 10.3389/fvets.2014.00005.

Cordoni G, Woodward MJ, Wu H, Alanazi M, Wallis T, La Ragione RM. 2016. Comparative
genomics of European avian pathogenic E. Coli (APEC). BMC Genomics 17(1):960
DOI 10.1186/s12864-016-3289-7.

Davey ME, O’Toole GA. 2000. Microbial biofilms: from ecology to molecular genetics.
Microbiology and Molecular Biology Reviews 64:847–867.

De Oliveira AL, Newman DM, Sato Y, Noel A, Rauk B, Nolan LK, Barbieri NL, Logue CM.
2020. Characterization of Avian Pathogenic Escherichia coli (APEC) Associated With Turkey
Cellulitis in Iowa. Frontiers in Veterinary Science 7:380 DOI 10.3389/fvets.2020.00380.

Dias da Silveira W, Ferreira A, Brocchi M, Maria de Hollanda L, Pestana de Castro AF,
Tatsumi Yamada A, Lancellotti M. 2002. Biological characteristics and pathogenicity of avian
Escherichia coli strains. Veterinary Microbiology 85(1):47–53
DOI 10.1016/S0378-1135(01)00482-5.

Dobrindt U. 2005. (Patho-)Genomics of Escherichia coli. International Journal of Medical
Microbiology 295(6–7):357–371 DOI 10.1016/j.ijmm.2005.07.009.

Donlan RM, Costerton JW. 2002. Biofilms: survival mechanisms of clinically relevant
microorganisms. Clinical Microbiology Reviews 15(2):167–193
DOI 10.1128/CMR.15.2.167-193.2002.

Dziva F, Stevens MP. 2008. Colibacillosis in poultry: unravelling the molecular basis of virulence of
avian pathogenic Escherichia coli in their natural hosts. Avian Pathology 37(4):355–366
DOI 10.1080/03079450802216652.

Flemming HC, Wingender J. 2010. The biofilm matrix. Nature Reviews Microbiology
8(9):623–633 DOI 10.1038/nrmicro2415.

Food and Drug Administration. 2015. Veterinary feed directive. Washington, D.C.: FDA.
Available at https://www.federalregister.gov/documents/2015/06/03/2015-13393/veterinary-
feed-directive.

Fulton RM, Boulianne M. 2013. Bacterial diseases. In: Boulianne M, ed. Avian Disease Manual.
Seventh Edition. Jacksonville: American Association of Avian Pathologists, 87–91.

Galie S, Garcia-Gutierrez C, Miguelez EM, Villar CJ, Lombo F. 2018. Biofilms in the food
industry: health aspects and control methods. Frontiers in Microbiology 9:898
DOI 10.3389/fmicb.2018.00898.

Gordon DM, Clermont O, Tolley H, Denamur E. 2008. Assigning Escherichia coli strains to
phylogenetic groups: multi-locus sequence typing versus the PCR triplex method.
Environmental Microbiology 10:2484–2496.

Gregersen RH, Christensen H, Ewers C, Bisgaard M. 2010. Impact of Escherichia coli vaccine on
parent stock mortality, first week mortality of broilers and population diversity of E. coli in
vaccinated flocks. Avian Pathology 39(4):287–295 DOI 10.1080/03079457.2010.495744.

Herzer PJ, Inouye S, Inouye M, Whittam TS. 1990. Phylogenetic distribution of branched
RNA-linked multicopy single-stranded DNA among natural isolates of Escherichia coli. Journal
of Bacteriology 172(11):6175–6181 DOI 10.1128/JB.172.11.6175-6181.1990.

Johnson TJ, Giddings CW, Horne SM, Gibbs PS, Wooley RE, Skyberg J, Olah P, Kercher R,
Sherwood JS, Foley SL, Nolan LK. 2002. Location of increased serum survival gene and selected

Newman et al. (2021), PeerJ, DOI 10.7717/peerj.11025 20/24

http://dx.doi.org/10.3389/fvets.2014.00005
http://dx.doi.org/10.1186/s12864-016-3289-7
http://dx.doi.org/10.3389/fvets.2020.00380
http://dx.doi.org/10.1016/S0378-1135(01)00482-5
http://dx.doi.org/10.1016/j.ijmm.2005.07.009
http://dx.doi.org/10.1128/CMR.15.2.167-193.2002
http://dx.doi.org/10.1080/03079450802216652
http://dx.doi.org/10.1038/nrmicro2415
https://www.federalregister.gov/documents/2015/06/03/2015-13393/veterinary-feed-directive
https://www.federalregister.gov/documents/2015/06/03/2015-13393/veterinary-feed-directive
http://dx.doi.org/10.3389/fmicb.2018.00898
http://dx.doi.org/10.1080/03079457.2010.495744
http://dx.doi.org/10.1128/JB.172.11.6175-6181.1990
http://dx.doi.org/10.7717/peerj.11025
https://peerj.com/


virulence traits on a conjugative R plasmid in an avian Escherichia coli isolate. Avian Diseases
46(2):342–352 DOI 10.1637/0005-2086(2002)046[0342:LOISSG]2.0.CO;2.

Johnson TJ, Johnson SJ, Nolan LK. 2006. Complete DNA sequence of a ColBM plasmid from
Avian pathogenic Escherichia coli suggests that it evolved from closely related ColV Virulence
plasmids. Journal of Bacteriology 188(16):5975–5983 DOI 10.1128/JB.00204-06.

Johnson TJ, Jordan D, Kariyawasam S, Stell AL, Bell NP,Wannemuehler YM, Alcaron CF, Li G,
Tivendale KA, Logue CM, Nolan LK. 2010a. Sequence analysis and characterization of a
transferrable hybrid plasmid encoding multidrug resistance and enabling zoonotic potential for
extraintestinal Escherichia coli. Infection and Immunity 78(5):1931–1942
DOI 10.1128/IAI.01174-09.

Johnson TJ, Kariyawasam S, Wannemuehler Y, Mangiamele P, Johnson SJ, Doetkott C,
Skyberg JA, Lynne AM, Johnson JR, Nolan LK. 2007a. The genome sequence of avian
pathogenic Escherichia coli strain O1:K1:H7 shares strong similarities with human
extraintestinal pathogenic E. coli genomes. Journal of Bacteriology 189(8):3228–3236
DOI 10.1128/JB.01726-06.

Johnson TJ, Logue CM, Johnson JR, Kuskowski MA, Sherwood JS, Barnes HJ, DebRoy C,
Wannemuehler YM, Obata-Yasuoka M, Spanjaard L, Nolan LK. 2012a. Associations between
multidrug resistance, plasmid content, and virulence potential among extraintestinal pathogenic
and commensal Escherichia coli from humans and poultry. Foodborne Pathogens and Disease
9(1):37–46 DOI 10.1089/fpd.2011.0961.

Johnson TJ, Nolan LK. 2009. Plasmid replicon typing. Methods in Molecular Biology 551:27–35
DOI 10.1007/978-1-60327-999-4_3.

Johnson TJ, Siek KE, Johnson SJ, Nolan LK. 2005. DNA sequence and comparative genomics of
pAPEC-O2-R, an avian pathogenic Escherichia coli transmissible R plasmid. Antimicrobial
Agents and Chemotherapy 49(11):4681–4688 DOI 10.1128/AAC.49.11.4681-4688.2005.

Johnson TJ, Siek KE, Johnson SJ, Nolan LK. 2006a. DNA sequence of a ColV plasmid and
prevalence of selected plasmid-encoded virulence genes among avian Escherichia coli strains.
Journal of Bacteriology 188(2):745–758 DOI 10.1128/JB.188.2.745-758.2006.

Johnson TJ, Thorsness JL, Anderson CP, Lynne AM, Foley SL, Han J, Fricke WF,
McDermott PF, White DG, Khatri M, Stell AL, Flores C, Singer RS. 2010b. Horizontal gene
transfer of a ColV plasmid has resulted in a dominant avian clonal type of Salmonella enterica
serovar Kentucky. PLOS ONE 5(12):e15524 DOI 10.1371/journal.pone.0015524.

Johnson TJ, Wannemeuhler YM, Scaccianoce JA, Johnson SJ, Nolan LK. 2006b. Complete DNA
sequence, comparative genomics, and prevalence of an IncHI2 plasmid occurring among
extraintestinal pathogenic Escherichia coli isolates. Antimicrobial Agents and Chemotherapy
50(11):3929–3933 DOI 10.1128/AAC.00569-06.

Johnson TJ, Wannemuehler Y, Doetkott C, Johnson SJ, Rosenberger SC, Nolan LK. 2008a.
Identification of minimal predictors of avian pathogenic Escherichia coli virulence for use as a
rapid diagnostic tool. Journal of Clinical Microbiology 46(12):3987–3996
DOI 10.1128/JCM.00816-08.

Johnson TJ, Wannemuehler Y, Johnson SJ, Stell AL, Doetkott C, Johnson JR, Kim KS,
Spanjaard L, Nolan LK. 2008b. Comparison of extraintestinal pathogenic Escherichia coli
strains from human and avian sources reveals a mixed subset representing potential zoonotic
pathogens. Applied and Environmental Microbiology 74(22):7043–7050
DOI 10.1128/AEM.01395-08.

Johnson TJ, Wannemuehler Y, Kariyawasam S, Johnson JR, Logue CM, Nolan LK. 2012b.
Prevalence of avian-pathogenic Escherichia coli strain O1 genomic islands among extraintestinal

Newman et al. (2021), PeerJ, DOI 10.7717/peerj.11025 21/24

http://dx.doi.org/10.1637/0005-2086(2002)046[0342:LOISSG]2.0.CO;2
http://dx.doi.org/10.1128/JB.00204-06
http://dx.doi.org/10.1128/IAI.01174-09
http://dx.doi.org/10.1128/JB.01726-06
http://dx.doi.org/10.1089/fpd.2011.0961
http://dx.doi.org/10.1007/978-1-60327-999-4_3
http://dx.doi.org/10.1128/AAC.49.11.4681-4688.2005
http://dx.doi.org/10.1128/JB.188.2.745-758.2006
http://dx.doi.org/10.1371/journal.pone.0015524
http://dx.doi.org/10.1128/AAC.00569-06
http://dx.doi.org/10.1128/JCM.00816-08
http://dx.doi.org/10.1128/AEM.01395-08
http://dx.doi.org/10.7717/peerj.11025
https://peerj.com/


and commensal E. coli isolates. Journal of Bacteriology 194(11):2846–2853
DOI 10.1128/JB.06375-11.

Johnson TJ, Wannemuehler YM, Johnson SJ, Logue CM, White DG, Doetkott C, Nolan LK.
2007b. Plasmid replicon typing of commensal and pathogenic Escherichia coli Isolates.
Applied and Environmental Microbiology 73(6):1976–1983 DOI 10.1128/AEM.02171-06.

Kariyawasam S, Johnson TJ, Debroy C, Nolan LK. 2006. Occurrence of pathogenicity island I
(APEC-O1) genes among Escherichia coli implicated in avian colibacillosis. Avian Diseases
50(3):405–410 DOI 10.1637/7462-102705R.1.

Kim YB, Yoon MY, Ha JS, Seo KW, Noh EB, Son SH, Lee YJ. 2020.Molecular characterization of
avian pathogenic Escherichia coli from broiler chickens with colibacillosis. Poultry Science
99(2):1088–1095 DOI 10.1016/j.psj.2019.10.047.

Knobl T, Moreno AM, Paixao R, Gomes TA, Vieira MA, Da Silva Leite D, Blanco JE,
Ferreira AJ. 2012. Prevalence of avian pathogenic Escherichia coli (APEC) clone harboring sfa
gene in Brazil. Scientific World Journal 2012(7):437342 DOI 10.1100/2012/437342.

Lamprecht C, Romanis M, Huisamen N, Carinus A, Schoeman N, Sigge GO, Britz TJ. 2014.
Escherichia coli with virulence factors and multidrug resistance in the Plankenburg River. South
African Journal of Science 110(9/10):32–37 DOI 10.1590/sajs.2014/20130347.

Lindsay D, Geornaras I, Von Holy A. 1996. Biofilms associated with poultry processing
equipment. Microbios 86:105–116.

Logue CM, Doetkott C, Mangiamele P, Wannemuehler YM, Johnson TJ, Tivendale KA, Li G,
Sherwood JS, Nolan LK. 2012. Genotypic and phenotypic traits that distinguish neonatal
meningitis Escherichia coli from Fecal E. coli isolates of healthy human hosts. Applied and
Environmental Microbiology 78(16):5824–5830 DOI 10.1128/AEM.07869-11.

Logue CM, Wannemuehler Y, Nicholson BA, Doetkott C, Barbieri NL, Nolan LK. 2017.
Comparative analysis of phylogenetic assignment of human and avian ExPEC and Fecal
Commensal Escherichia coli using the (previous and revised) Clermont phylogenetic typing
methods and its impact on avian pathogenic Escherichia coli (APEC) classification. Frontiers in
Microbiology 8(161):283 DOI 10.3389/fmicb.2017.00283.

Ludwig JB, Shi X, Shridhar PB, Roberts EL, DebRoy C, Phebus RK, Nagaraja TG. 2020.
Multiplex PCR assays for the detection of one hundred and thirty seven serogroups of Shiga
toxin-producing Escherichia coli associated with cattle. Frontiers in Microbiology 10:378
DOI 10.3389/fcimb.2020.00378.

Lynne AM, Kariyawasam S, Wannemuehler Y, Johnson TJ, Johnson SJ, Sinha AS, Lynne DK,
Moon HW, Jordan DM, Logue CM, Foley SL, Nolan LK. 2012. Recombinant Iss as a potential
vaccine for avian colibacillosis. Avian Diseases 56(1):192–199 DOI 10.1637/9861-072111-Reg.1.

Maes S, Vackier T, Nguyen Huu S, Heyndrickx M, Steenackers H, Sampers I, Raes K,
Verplaetse A, De Reu K. 2019. Occurrence and characterisation of biofilms in drinking water
systems of broiler houses. BMC Microbiology 19(1):77 DOI 10.1186/s12866-019-1451-5.

Maluta RP, Nicholson B, Logue CM, Nolan LK, Rojas TC, Dias da Silveira W. 2016. Complete
genomic sequence of an avian pathogenic Escherichia coli strain of serotype O7:HNT.
Genome Announcements 4(1):123 DOI 10.1128/genomeA.01611-15.

Mir RA, Schaut RG, Allen HK, Looft T, Loving CL, Kudva IT, Sharma VK. 2019. Cattle
intestinal microbiota shifts following Escherichia coli O157:H7 vaccination and colonization.
PLOS ONE 14(12):e0226099 DOI 10.1371/journal.pone.0226099.

Moulin-Schouleur M, Reperant M, Laurent S, Bree A, Mignon-Grasteau S, Germon P,
Rasschaert D, Schouler C. 2007. Extraintestinal pathogenic Escherichia coli strains of avian and

Newman et al. (2021), PeerJ, DOI 10.7717/peerj.11025 22/24

http://dx.doi.org/10.1128/JB.06375-11
http://dx.doi.org/10.1128/AEM.02171-06
http://dx.doi.org/10.1637/7462-102705R.1
http://dx.doi.org/10.1016/j.psj.2019.10.047
http://dx.doi.org/10.1100/2012/437342
http://dx.doi.org/10.1590/sajs.2014/20130347
http://dx.doi.org/10.1128/AEM.07869-11
http://dx.doi.org/10.3389/fmicb.2017.00283
http://dx.doi.org/10.3389/fcimb.2020.00378
http://dx.doi.org/10.1637/9861-072111-Reg.1
http://dx.doi.org/10.1186/s12866-019-1451-5
http://dx.doi.org/10.1128/genomeA.01611-15
http://dx.doi.org/10.1371/journal.pone.0226099
http://dx.doi.org/10.7717/peerj.11025
https://peerj.com/


human origin: link between phylogenetic relationships and common virulence patterns. Journal
of Clinical Microbiology 45(10):3366–3376 DOI 10.1128/JCM.00037-07.

Nakamura K, Mase M, Tanimura N, Yamaguchi S, Nakazawa M, Yuasa N. 1997. Swollen head
syndrome in broiler chickens in Japan: its pathology, microbiology and biochemistry. Avian
Pathology 2(1):139–154 DOI 10.1080/03079459708419201.

Nielsen DW, Klimavicz JS, Cavender T, Wannemuehler Y, Barbieri NL, Nolan LK, Logue CM.
2018. The impact of media, phylogenetic classification, and E. coli pathotypes on biofilm
formation in extraintestinal and commensal E. coli from humans and animals. Frontiers in
Microbiology 9:902 DOI 10.3389/fmicb.2018.00902.

Nolan LK, Barnes HJ, Abdul-Aziz T, Logue CM, Vaillancourt J-P. 2015. Colibacillosis.
In: Brugere-Picoux J, Vaillancourt J-P, Shivaprasasd HL, Venne D, Bouzouaia M, Association
francaise pour l’avancement des sciences (AFAS), ed. Manual of Poultry Diseases. China:
Toppan Printing Leefung, 301–315.

Nolan LK, Barnes HJ, Vaillancourt J-P, Abdul-Aziz T, Logue CM. 2013. Colibacillosis. Hoboken:
Wiley-Blackwell.

Nolan LK, Vaillancourt J-P, Barbieri N, Logue CM. 2020. Colibacillosis. In: Swayne DE,
Boulianne M, Logue CM, McDougald LR, Nair VL, Suarez DL, eds. Diseases of Poultry.
14th Edition. Hoboken: John Wiley and Sons, Inc, 770–830.

Pavlickova S, Klancnik A, Dolezalova M, Mozina SS, Holko I. 2017. Antibiotic resistance,
virulence factors and biofilm formation ability in Escherichia coli strains isolated from chicken
meat and wildlife in the Czech Republic. Journal of Environmental Science and Health, Part B
52(8):570–576 DOI 10.1080/03601234.2017.1318637.

Picard B, Garcia JS, Gouriou S, Duriez P, Brahimi N, Bingen E, Elion J, Denamur E. 1999.
The link between phylogeny and virulence in Escherichia coli extraintestinal infection.
Infection and Immunity 67(2):546–553 DOI 10.1128/IAI.67.2.546-553.1999.

Piccirillo A, Giovanardi D, Dotto G, Grilli G, Montesissa C, Boldrin C, Salata C, Giacomelli M.
2014. Antimicrobial resistance and class 1 and 2 integrons in Escherichia coli from meat turkeys
in Northern Italy. Avian Pathology 43(5):396–405 DOI 10.1080/03079457.2014.943690.

Potera C. 1999. Forging a link between biofilms and disease. Science 283(5409):1837–1839
DOI 10.1126/science.283.5409.1837.

Rodriguez-Siek KE, Giddings CW, Doetkott C, Johnson TJ, Nolan LK. 2005. Characterizing the
APEC pathotype. Veterinary Research 36(2):241–256 DOI 10.1051/vetres:2004057.

Selander RK, Caugant DA, Whittam TS. 1987. Genetic structure and variation in natural
populations of Escherichia coli. In: Escherichia coli and Salmonella Typhimurium: Cellular and
Molecular Biology. Washington D.C: ASM Press, 1625–1648.

Singer RS, Porter L. 2019. Estimates of on-farm antimicrobial usage in broiler chicken and turkey
production in the United States, 2013–2017. Zoonoses and Public Health 67(S1):36–50
DOI 10.1111/zph.12763.

Singer RS, Porter LJ, Schrag NFD, Davies PR, Apley MD, Bjork K. 2020a. Estimates of on-farm
antimicrobial usage in broiler chicken production in the United States, 2013–2017. Zoonoses
Public Health 67(S1):22–35 DOI 10.1111/zph.12764.

Singer RS, Porter LJ, Schrag NFD, Davies PR, Apley MD, Bjork K. 2020b. Estimates of on-farm
antimicrobial usage in turkey production in the United States, 2013–2017. Zoonoses Public
Health 67(S1):36–50 DOI 10.1111/zph.12763.

Skyberg JA, Johnson TJ, Johnson JR, Clabots C, Logue CM, Nolan LK. 2006. Acquisition of
avian pathogenic Escherichia coli plasmids by a commensal E. coli isolate enhances its abilities to

Newman et al. (2021), PeerJ, DOI 10.7717/peerj.11025 23/24

http://dx.doi.org/10.1128/JCM.00037-07
http://dx.doi.org/10.1080/03079459708419201
http://dx.doi.org/10.3389/fmicb.2018.00902
http://dx.doi.org/10.1080/03601234.2017.1318637
http://dx.doi.org/10.1128/IAI.67.2.546-553.1999
http://dx.doi.org/10.1080/03079457.2014.943690
http://dx.doi.org/10.1126/science.283.5409.1837
http://dx.doi.org/10.1051/vetres:2004057
http://dx.doi.org/10.1111/zph.12763
http://dx.doi.org/10.1111/zph.12764
http://dx.doi.org/10.1111/zph.12763
http://dx.doi.org/10.7717/peerj.11025
https://peerj.com/


kill chicken embryos, grow in human urine, and colonize the murine kidney. Infection and
Immunity 74(11):6287–6292 DOI 10.1128/IAI.00363-06.

Skyberg JA, Siek KE, Doetkott C, Nolan LK. 2007. Biofilm formation by avian Escherichia coli in
relation to media, source and phylogeny. Journal of Applied Microbiology 102(2):548–554
DOI 10.1111/j.1365-2672.2006.03076.x.

Subedi M, Luitel H, Devkota B, Bhattarai RK, Phuyal S, Panthi P, Shrestha A, Chaudhary DK.
2018. Antibiotic resistance pattern and virulence genes content in avian pathogenic Escherichia
coli (APEC) from broiler chickens in Chitwan, Nepal. BMC Veterinary Research 14(1):113
DOI 10.1186/s12917-018-1442-z.

Varga C, Brash ML, Slavic D, Boerlin P, Ouckama R, Weis A, Petrik M, Philippe C, Barham M,
Guerin MT. 2018. Evaluating virulence-associated genes and antimicrobial resistance of avian
pathogenic Escherichia coli isolates from broiler and broiler breeder chickens in Ontario,
Canada. Avian Diseases 62(3):291–299 DOI 10.1637/11834-032818-Reg.1.

Newman et al. (2021), PeerJ, DOI 10.7717/peerj.11025 24/24

http://dx.doi.org/10.1128/IAI.00363-06
http://dx.doi.org/10.1111/j.1365-2672.2006.03076.x
http://dx.doi.org/10.1186/s12917-018-1442-z
http://dx.doi.org/10.1637/11834-032818-Reg.1
https://peerj.com/
http://dx.doi.org/10.7717/peerj.11025

	Characterizing avian pathogenic Escherichia coli (APEC) from colibacillosis cases, 2018
	Introduction
	Materials and Methods
	Results
	Discussion
	Conclusion
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile (None)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Average
  /ColorImageResolution 300
  /ColorImageDepth 8
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /FlateEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Average
  /GrayImageResolution 300
  /GrayImageDepth 8
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /FlateEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Average
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


