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ARTICLE INFO ABSTRACT

Keywords: Acinetobacter baumannii, a notorious opportunistic pathogen, presents a formidable challenge in
Resistome both clinical and environmental fields due to its resilience and ability to acquire resistance. This
Mobilome

study undertook a comprehensive analysis of 183 A. baumannii isolates collected between 2019

Z;nﬂ Onlﬂe and 2022 from intra-hospital infections (IHI), hospital sewages (Hs), wastewater treatment plants
mica. . . ops . . . .
Wastewater (WWTP), and adjacent river waters from two Southern cities, focusing on their resistome, viru-

lome, and mobilome through isolation on chromogenic media, identification by MALDI-TOF-MS
and antibiotic susceptibility testing by disk diffusion) followed by genotypic characterization
[Whole Genome Sequencing (WGS), 3rd generation sequencing through the MinION (ONT)
platform, pangenome description, and respectively horizontal gene transfer through conjugation
assays]. Our findings reveal significant genomic plasticity and the prevalence of high-risk inter-
national clones, underlining the potential of these isolates to act as reservoirs for antibiotic
resistance genes (ARGs) that could be dynamically exchanged between clinical and environ-
mental settings through mobile genetic elements (MGEs) such as the pMAL1 plasmids and the
critical role of WWTPs in the persistence and spread of A. baumannii. Moreover, our study pre-
sents the first report of the co-occurrence of blapxa.23 and blapxa.72 in A. baumannii ST2 clone.
Thus, our research underscores the necessity for integrated surveillance and targeted in-
terventions across healthcare and environmental sectors to mitigate the risk posed by this
adaptable pathogen.
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1. Introduction

Heliyon 10 (2024) e33372

Antimicrobial resistance (AMR) precipitates significant increases in morbidity and mortality rates, escalates healthcare expenses,

Abbreviations

AK Amikacin

AMR Antimicrobial resistance

ARGs Antibiotic resistance genes

ARB Antibiotic resistant bacteria

ATM Aztreonam

BHI Brain heart infusion

BRG Biocide resistance genes

CAZ Ceftazidime

CDC Centers for Disease Control and Prevention
Cf Conjugation frequency

CIP Ciprofloxacin

CLSI Clinical and Laboratory Standards Institute
CN Gentamicin

CP Carbapenemase

CRAB Carbapenem-resistant Acinetobacter baumannii
CRGs Carbapenem resistance genes
DOR Doripenem

EF Effluent

ERIC-PCR Enterobacterial Repetitive Intergenic Consensus Polymerase Chain Reaction
ESBL: Extended-spectrum p-lactamases
FEP Cefepime

Hs Hospital sewages

IC International Clone

[HI Intra-hospital infections

IMP Imipenem

IN Influent

MDR multidrug-resistant

MEM Meropenem

MGE Mobile genetic element

MH Minocycline

MLST Multilocus Sequence Typing

PDR pandrug resistance

Rm. Valcea Ramnicu Valcea

SRA GenBank Sequence Read Archive
SAM Ampicillin sulbactam

ST Sequence type

SW Surface water

SWDO Surface water downstream region
SW UP  Surface water upstream region

T Targoviste

VFs Virulence factors

WHO World Health Organization

WGS Whole Genome Sequencing

wWw Wastewater

WWTP  Wastewater treatment plants
XDR Extensively drug-resistant

incurs economic detriments, undermines infectious disease control efforts, and portends a reversion to the pre-antibiotic era [1,2]. The
preponderance of challenging bacterial infections among hospitalized or immunocompromised individuals is attributed to ESKAPE
pathogens (Enterococcus faecium, Staphylococcus aureus, Klebsiella pneumoniae, Acinetobacter baumannii, Pseudomonas aeruginosa,
Enterobacter spp.), identified by the Centers for Disease Control and Prevention (CDC) as presenting urgent and serious threats,
necessitating targeted research and management strategies [3]. AMR in ESKAPE pathogens is propelled by diverse mechanisms,
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including drug inactivation or alteration, drug target modifications, cell permeability changes, and biofilm formation, often leading to
multidrug resistance (MDR) profiles [4]. The World Health Organization (WHO) categorizes carbapenem-resistant Acinetobacter
baumannii (CRAB) as a pathogen of critical concern [5], with Romania reporting high MDR prevalence in clinical A. baumannii isolates,
harboring especially fluoroquinolones, carbapenems, and aminoglycosides resistance [6].

Chemical pollutants, including antibiotics and heavy metals, may augment mutation, recombination, and horizontal gene transfer
rates, thereby enriching the resistome and mobilome of clinical and environmental reservoirs [7,8]. Thus, a One Health approach is
needed to evaluate AMR risks across a spectrum of environments beyond clinical settings, including the vicinities of healthcare fa-
cilities, communities, agricultural and aquacultural settings, and natural reservoirs like water and soil, to preempt the recirculation of
AMR to humans and animals [9]. Wastewater Treatment Plants (WWTPs), serving as intermediaries between human habitation and
aquatic ecosystems, accumulate effluents from diverse sources and emerge as critical nodes for the convergence of antibiotic-resistant
bacteria (ARB), antibiotic resistance genes (ARGs), heavy metals, biocides, and biocide-resistant bacteria (BRB), imposing selective
pressures on downstream aquatic ecosystems [10-13]. Many studies have demonstrated heightened levels of ARB and ARGs in the
downstream effluents of WWTPs, attributable to mobile genetic elements (MGEs) such as integrative and conjugative elements,
transposons, and integrons [14-17].

Whole Genome Sequencing (WGS) emerges as a valuable tool within the One Health framework for elucidating antibiotic resistance
patterns at the confluence of human, animal, and environmental interfaces [18-20], emphasizing the importance of high-resolution
genomic tools in combating AMR. In this regard [20], stated that we should try to understand interactions between human and
non-human A. baumannii populations instead of seeing them as separate entities, a fact of paramount importance in the public health
implications awareness. Furthermore, integrating surveillance, reporting, and dynamic studies of multidrug-resistant (MDR) patho-
gens, alongside fostering awareness, education, and informed policy-making, represent critical elements of One Health’s approach to
addressing antibiotic resistance. In this context, our study aimed to conduct a comparative analysis of the resistome, virulome, and
mobilome in A. baumannii isolated over four consecutive years (2019-2022) from intra-hospital infections and various aquatic
compartments (wastewater [WW] and surface water [SW] networks) in two southern Romanian districts, for elucidating the impact of
internationally circulating high-risk clones on the natural aquatic microbiota.

2. Materials and methods
2.1. Resistant bacteria isolation and identification

The analyzed isolates were recovered from 35 water samples collected between March 2019-August 2022, encompassing various
sources: hospital sewage (Hs, n = 4), wastewater treatment plant (WWTP) inputs (influent, n = 6; sludge, n = 4; effluent, n = 7—all
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Fig. 1. Sampling points highlighting the rivers collecting the WWTPs effluents, both tributaries to Danube River.
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treated as a unified collection group), and surface water (SW)—specifically upstream (n = 4) and downstream (n = 10, located
approximately 200 m from the WWTP) sectors, from two southern Romanian localities, namely Targoviste along the Ialomita River,
and Ramnicu Valcea (Rm. Valcea) on the Olt River (Fig. 1). Serial dilutions of the water samples, up to a factor of 10"-5, were subjected
to membrane filtration, followed by inoculation on CHROMagar Acinetobacter, CHROMagar ESBL, and CHROMagar CARBA
(CHROMagar, Paris, France), subsequently incubated at 37 °C for 24 h under aerobic conditions. From each sample, 6-10 colonies
were selected for taxonomic verification via MALDI-TOF-MS (Bruker system). Concurrently, A. baumannii isolates were recovered from
intra-hospital infections (IHIs) to facilitate the comparative analysis between clinical and environmental isolates. Within a maximum
of ten days of the water sampling, the clinical isolates were collected from two emergency hospitals that discharge wastewater into the
sampled WWTPs from Targoviste and Ramnicu Valcea. The collected clinical samples, represented by the respiratory tract and wound
secretions, were seeded on blood agar and Cystine Lactose Electrolyte Deficient (CLED) agar. The recovered isolates were identified
using the MALDI-TOF-MS Bruker system and included in the microbial collection of the Research Institute of the University of
Bucharest, ensuring no personal patient data was linked to the samples. The selection criteria included resistance to carbapenems and
the two most frequent intra-hospital infections diagnosed in the selected medical settings.

2.2. Antibiotic susceptibility assays

A total number of 183 A. baumannii isolates recovered from aquatic and clinical samples were tested for antibiotic susceptibility
using the standard disc diffusion method, following the protocols outlined in the current editions of the Clinical and Laboratory
Standards Institute (CLSI) guidelines pertinent to the respective year of isolation [21-24]. The antibiotic resistance profiles of these
isolates were classified into the three categories: non-MDR (sensitive to all tested antibiotics or resistant to one or two antibiotic
classes), MDR (resistant to three or four classes of antibiotics), and extensively drug-resistant (XDR, resistant to five to seven classes of
antibiotics), according to Magiorakos et al., 2012 [25].

2.3. Whole genome sequencing (WGS) and bioinformatics

From the 183 isolates, 70 A. baumannii clinical, wastewater, and environmental isolateshave been selected for WGS sequencing.
The criteria used for the selection of the sequenced isolates included the antimicrobial susceptibility profiles (MDR isolates), isolation
sources (from clinical settings to WWTP effluent receiving river), geographic location (isolates from both locations), the presence of
fB-lactamase encoding genes (positive for OXA-23 and/or OXA-72 CP) and Enterobacterial Repetitive Intergenic Consensus Polymerase
Chain Reaction (ERIC-PCR) profiles (representative isolates from all encountered ERIC-PCR profiles) (data not shown).

Total DNA was isolated using DNeasy UltraClean Microbial Kit (Qiagen) and subjected to Illumina (Nextera DNA Flex Library Prep
Kit) sequencing on MiSeq and NextSeq platforms (V3, 600 cycles). De novo sequencing assembly, adapter trimming, and polishing were
performed with Shovill v1.1.0 pipeline (shovill: -keepfiles —trim) [26]. Various Nucleotide/Protein sequence databases, such as CARD,
ResFinder, CGE, BacMet, BacAnt, Phaster, VFDB, etc., have been downloaded locally and further used as input for Diamond for
predictions [27-32]. Transeq from EMBOSS was used for the translation of nucleotide sequences. Diamond software v2.0.8 was used to
compare the contig sequences against the protein databases by BlastX (using the following parameters: diamond blastx —max-tar-
get-seqs 0 —more-sensitive —id 70 -p 8 —subject-cover 90) [33]. An in-house Python program has been used to do the cluster analysis
based on the predictions on ARGs, biocide resistance genes (BRG), virulence factors (VFs), and MGEs. In-house AWK, Python, and Excel
scripts were further used to filter the resulting data. The ST classification has been performed with Multilocus Sequence Typing (MLST)
[34], according to the Pasteur scheme [35,36]. The annotation of the selected isolates’ sequences has been performed with Prokka
v1.14.6, and the resulting output from Prokka (using the following parameters: prokka —cpus 8 —gcode 11 —rnammer —compliant
—centre XXX) was further used as input for Roary v3.13.0 (the following options have been used: “-g 80000 -e -mafft -p 8 -r -qc - -z -f*)
[37,38]. The representations of the resulted Newick pangenome tree from Roary, together with the metadata [sequence type (ST),
sampling points, isolation period), the core and accessory genes, have been done using the online tool Phandango [39], FigTree v1.4.4
and Affinity Designer software. Heap’s law has been estimated for each data set using Seth Commichaux’s Python script [40]. Gene
ontology classification of the pangenome data has been performed with DeepNOG [41] and COG Classifier tools [42]. Venn diagrams
showing the distribution of ARGs and BRGs (by isolation sources and circulating A. baumannii clones) in the analyzed isolates by city
have been generated [43]. The graphic representations have been further polished using Affinity Designer software.

2.4. Chromosomal or plasmid location of carbapenem resistance genes (CRGs)

From the total of the 70 A. baumannii sequenced isolates, 18 A. baumannii carrying CRGs were selected for 3rd generation
sequencing experiments, aiming to cover all isolation sources, geographic locations and studied years. DNA extraction was performed
according to the manufacturer’s instructions using the Wizard® HMW DNA Extraction Kit, Promega. Sequencing was performed using
a nanopore sequencing platform [MinION, Oxford Nanopore Technologies (ONT)] and the Rapid Sequencing DNA V14-barcoding kit
(SQK-RBK114.24). Base calling was performed with MinKNOW software v23.04.6, followed by reads assembly using the Unicycler
pipeline [44]. ARG annotation was performed using Abricate [45] with the NCBI database (v march 2024). Contigs/unitigs harboring
ARGs were manually inspected using Blast against the NCBI database for chromosomal/plasmid identities. The insertion sequences
were annotated using ISFinder [46].
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2.5. Conjugation assays

Transferability of blapxa.23 and blapxa.24 genes by conjugation was tested using the liquid mating method, with rifampicin (RIF)
induced resistant Acinetobacter baylyi as the recipient. Briefly, equal amounts (500 pL) of overnight cultures of the donor A. baumannii
isolates (n = 14) and recipient isolate were mixed and incubated in Brain heart infusion (BHI). Cells were resuspended in broth medium
and selected on BHI agar plates containing RIF (31.2 pg/mL) and meropenem (MEM) (0.5 pg/mL) [47,48]. Characterization of
transconjugants was carried out by evaluating the culture and colony characteristics on a selective medium (BHI + RIF + MEM) for
determining the conjugation frequency (Cf) and by molecular methods (DNA extraction from the transconjugants, multiplex PCR
check of CRG transferability and 3rd generation sequencing for selected transconjugants, in order to confirm the plasmid dissemi-
nation). The Cf was evaluated using the following relationships:

_ colonies number

Cf= —3 dilution factor

2.6. GenBank accession numbers
The whole genome sequencing data (raw data) corresponding to studied samples were submitted to GenBank Sequence Read
Archive (SRA) and can be accessed under the PRINA1083781 code (https://www.ncbi.nlm.nih.gov/sra/PRINA1083781). The
assembled genomes are available upon request.
3. Results and discussion
3.1. Comparative analysis of the antimicrobial resistance phenotypes of A. baumannii isolates with different isolation sources
Acinetobacter spp. represents a significant component of the heterotrophic microbiota in surface water and WWTPs, the microbial
loads depending on the treatment stage. The specific genetic characteristics and the functional and pathogenic potential of
A. baumannii isolates were not linked to their isolation source, its ubiquitous distribution being a reflection of its generalist lifestyles.

However, MDR and XDR A. baumannii isolates harboring different virulence profiles are reported to be prevalent globally, including in

A. baumannii distribution by geographical location and isolation sources
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Romania [49-62]. Previous studies performed by our team revealed the presence of XDR and CRAB isolates isolated from hospitalized
and ambulatory patients, harboring OXA-23 or OXA-24 and belonging to different ICs [48,63]. Other studies performed in Romania
revealed an alarming prevalence of MDR isolates from blood samples in Southern Romania between 2017 and 2020 [64].

In this paper, we investigated the ARGs, BRGs, VFs, MGE, and phylogeny of A. baumannii isolates for four consecutive years
(2019-2022) from intra-hospital infections, wastewater, and surface water samples in Southern Romania using state-of-the-art WGS
alongside third-generation sequencing techniques. The impetus for conducting this longitudinal study stemmed from our earlier
findings, which highlighted the occurrence of PDR, XDR, and MDR phenotypes along with CRGs and/or ESBL encoding genes in
A. baumannii clinical and aquatic isolates recovered during 2019-2021 in Southern Romania [65,66]. Our results highlighted the role
of WWTPs in the dissemination of AMR from anthropic sources into natural aquatic environments and pointed out the potential impact
of the COVID-19 pandemic (directly correlated with the resistance level of the isolates recovered in 2020) on the A. baumannii
resistance evolution. We have therefore undertaken a comprehensive phenotypic and genotypic analysis of 183 A. baumannii isolates
recovered simultaneously from environmental and clinical sources in two cities in Southern Romania. The isolates were cultured on
chromogenic media to quantify the total number of Acinetobacter and, specifically, the prevalence of A. baumannii producing ESBL and
CP. The selection of two WWTPs aimed to reflect distinct pollution sources, i.e., industrial in Rm. Valcea and animal waste (e.g., from a
dog shelter) in Targoviste. From these locations, 35 water samples were collected (22 from Targoviste and 13 from Rm. Valcea) for
A. baumannii isolation, with species identification conducted via MALDI-TOF mass spectrometry.

Our analysis revealed a notable decrease in the AMR of A. baumannii wastewater isolates from 2019 to 2022. The resistance levels
observed at the first location (Targoviste) followed a decreasing pattern from WWTPs to the downstream (DO) surface water (SW)
region, upstream (UP) SW region, hospital sewage (Hs), and intra-hospital infections (IHI). A similar trend was observed in Rm. Valcea,
albeit with equal AR levels noted between the SW UP region and Hs, both surpassing IHI (Fig. 2). A more detailed comparison in
Targoviste during the study period highlighted the presence of PDR in isolates from Hs2019, IHI2020, and WWTP2021, while a strain
from SW UP2021 exhibited susceptibility to all antibiotics except ATM. Isolates recovered from SW samples in 2022 displayed sus-
ceptibility to almost all tested antibiotics, the highest susceptibility level being identified for carbapenems (IMP, MEM, and DOR),
aminoglycosides (CN), and cephalosporins and quinolones (FEP and CIP) (Fig. 2, Additional file 1: Supplementary Table S1).

At the Rm. Valcea site, the highest AMR among the A. baumannii isolates, was recorded in 2020 and 2021 for Hs and WWTP
samples, while most isolates from 2019 were non-MDR. In particular, isolates from Hs2020, SW DO2020, and Hs2021 showed the
highest resistance to carbapenems (Fig. 2, Additional file 2: Supplementary Table S2). The highest number of resistance markers was
identified in isolates from 2020 (Hs) and 2021 (WWTP) (Fig. 2).

The implications of our previous studies are significant, underscoring the varied resistance profiles of A. baumannii across different
sources and time frames, highlighting the need for ongoing surveillance and targeted antimicrobial stewardship strategies.

3.2. WGS analysis of A. baumannii with different isolation sources

In this study, 70 A. baumannii isolates from Targoviste and Rm. Valcea were sequenced and analyzed utilizing various bioinfor-
matics tools. The molecular analysis results allowed us to characterize the STs and lineage distribution, antibiotic and biocide resis-
tance, virulence genes, and MGEs and perform comparative analyses in different isolation sources and frame sequences of the two
locations.
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3.2.1. ST and lineage distribution

A considerable proportion (78 %) of A. baumannii isolates from Targoviste, encompassing IHI, WW and SW isolates, were classified
within the International Clone 2 (IC2) (ST2 46 %). This was followed by non-IC ST636 (14 %), IC5 (ST79, 8 %), IC1 (ST1, 4 %), IC8
(ST10, 4 %), and IC7 (ST113, 2 %) (Fig. 3A). Additionally, two non-IC clones were detected: one in a SW sample from the UP region of
the WWTP in Targoviste (ST150, 4 %) and another in the effluent of the same WWTP (ST154, 2 %) in 2022. In the second location
under study, Rm. Valcea, the most predominant ST was non-IC ST636 (35 %), followed by IC1 (ST1) accounting for 20 % and IC2 (ST2,
15 %). Furthermore, two non-IC clones were discovered in SW samples from the downstream region of the WWTP in Rm. Valcea (ST33,
10 %) in 2019 and in the WWTP effluent (ST858, 5 %) sampled in 2020 (Fig. 3B). Our findings suggest that WWTPs from Southern
Romania may serve as reservoirs for A. baumannii resistant and virulent clones, potentially facilitating their spread into the WWTPs’
effluent receiving rivers, Ialomita and Olt. These rivers, tributaries of the Danube, have been previously found to harbor antibiotic-
resistant bacteria (ARB) and distinctive ARGs, compared to other regions in Romania [65].

3.2.2. ARGs
The analysis of ARGs distribution across different sources and time frames revealed the following patterns:
In the first location, Targoviste, the analysis of 50 A. baumannii isolates revealed.

i) clinical A. baumannii isolates from 2019 exhibited ARGs profiles embedding carbapenemases (OXA-23 and OXA-24), ESBL
(TEM-12). Chromosomal cephalosporinases were represented by ADC-30 and -74. All carried a comprehensive range of ARGs
for aminoglycoside-modifying enzymes (AMEs), sulphonamides, phenicols, tetracyclines, macrolides and streptogramin B
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Fig. 4. Venn diagrams showing the distribution of ARGs by isolation sources in analyzed bacteria and by city (A - Targoviste and B - Rm. Valcea).
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resistance. In 2020, similar profiles were noted with the presence of OXA-23 carbapenemase and ADC-30 cephalosporinase
alongside a similar spectrum of ARGs;

ii) Hs isolates from 2019 to 2020 were 100 % positive for OXA-23, with varied presence of ADC cephalosporinases (ADC-73 and
ADC-30) and AMEs over the two years. Resistance genes for phenicols, sulphonamides, tetracyclines, and macrolides and
streptogramin B were detected, showing a shift in resistance patterns between 2019 and 2020;

iii) SW bacteria isolated in 2021 and 2022 revealed the presence of carbapenemases (OXA-121, OXA-378, and OXA-710) and
chromosomal cephalosporinases (ADC-165 in 2021, respectively ADC-117 which possess an ESBL spectrum and ADC-163 in
2022), indicating a diverse carbapenem resistance profile across the two years;

iv) WWTP isolates from 2019 to 2022 were consistently positive for OXA-23, OXA-72 carbapenemases and TEM-1 p-lactamase over
multiple years, while the chromosomal cephalosporinases profiles shifted from ADC-73, -30, —74, —5, —81/-1 (in decreasing
frequency order) in 2019/2020 to ADC-73 and -5 in 2021 to ADC-76, -160, —32, —57 in 2022. The AMEs, phenicols, sul-
phonamides, tetracyclines, and macrolides and streptogramin B resistance genes also showed variability in presence across the
years, indicating dynamic changes in resistance patterns;

v) Downstream SW isolates showed a constant presence of the acquired blapxa-23, blapxa.72 over the four years along with
chromosomal blaapc.73, blaapc-3o, blaapc74 in 2019-2020, blappc.1es in 2021 and blappcye in 2022, as well as with genes
encoding for AMEs, phenicols, sulphonamides, tetracyclines, and macrolides and streptogramin B resistance (Additional files 3
Supplementary Table S3).

In the second location, Rm. Valcea, the analysis of 20 A. baumannii isolates revealed that.

i) clinical A. baumannii isolates from 2019 harbored OXA-23 and OXA-72 carbapenemases, TEM-1 p-lactamase and chromosomal
cephalosporinases, ADC-30 and ADC-74, and ARGs for aminoglycosides, phenicols, sulphonamides, and tetracyclines;
ii) Hs isolates from 2020 to 2021 showed a broad spectrum of p-lactam, aminoglycosides, phenicols, sulphonamides, and tetra-
cyclines resistance genes, indicating a comprehensive array of resistance mechanisms;
iii) SW isolates from 2019 to 2020 demonstrated the acquisition of OXA-23, OXA-120 carbapenemases, presence of ADC-156 and
ADC-73 chromosomal cephalosporinase, and a suite of genes for AMEs, phenicols, sulphonamides, and macrolides and strep-
togramin B resistance;

5T636 S§T33

S5T636

Unknown
Subtypes ST) Total ARG Genes (Targoviste) Subtypes (ST) Total ARG Genes (Rm. Valcea)
ST1ST2 ST6365T79 2ant@)-la ant3")-lla ST1 ST2ST858 1 blaOXA-23
ST1ST636 5T79 Unknown 1 blaOXA-72 ST1ST2 ST636 6 aph(3)-Via sull aadAl  blaOXA-66 aac3)-1 catl
ST2 5T636 5T79 Unknown 1 aph(3)-Via ST1ST2 6 sul2 aph3")-b tet(B) aph(6)ld  blaTEM-1 blaADC-30
S 1R Laac3H ST15T636 3 blOXA-72 aphGHa  blaADC-74
ST1ST2 ST636 1sull P! a
ST25T6365T79 1laadAl ST636 ST858 1 ant(3"-lla
ST2 ST79 Unknown 3 blaOXA-23 amA aph(e)-I1d ST858 Uknown 1 blaOXA-51
ST2 ST636 Unknown 1 blaOXA-66 ST33 Uknown 2 blaOXA-120 blaADC-156
$T636 ST79 Unknown 1 aph(3)-la STL 3 blaOXA-92 aac6-b  bRADC-81
ST1ST2 1 aac6-1b .-
S a1 SS‘II_'é58 : m_n tet(AY blaADC-73 msrE
ST1ST636 1 catAl
ST1 Unknown 1 baADC-81 ST636 3 am)Ha  blaADC-25 catAl
ST25179 3blaADC-1  aph3’-Ib  aac@)-lla B Uknown 1 blaADC-95
ST2 ST636 1 catl
ST2 Unknown 3 mph() tet(B) msrE
ST79 Unknown 3 blaOXA-65 blaADC-5  blaTEM-1
ST1 2 blaOXA-92  tet(A)
ST2 4 catB8 blaTEM-101 blaTEBM-12  biaADC-30
ST79 5 aac(6)-lan cmlB1 catB7 fosA sul2
ST636 1 blaADC-74
A Unknown 6 blzADC-117 blaOXA-378 blaOXA-558 blaADC-32 blaOXA-120 blaADC-73

Fig. 5. Venn diagrams showing the distribution of ARGs by circulating clones in the analyzed isolates and by city (A - Targoviste and B -
Rm. Valcea).



Table 1
VFs associated with isolated A. baumannii from different isolation sources and geographic locations.
Geographical STs p-lactamases Isolation source Virulence encoding genes involved in several processes
location Adherence Biofilm Effector Exotoxins Exoenzymes  Immune Metabolic Regulation
formation delivery modulation
systems
Targoviste and 2 OXA-66; OXA-23; IHI T, Hs T, WWTP T, ata, pilA, B, C, D, bap, csuA, gpC, D, E, F, G, pleD, plcl, IpxA, IpxB, IpxC, bauA-bauk, bfmR, bfmS
Rm. Valcea ADC-30; ADC-73; SW DO region T, IHI EFLJKL M, csuC, csuD, K, L, M, N, tssA,  plc2 IpxD, IpxL, lpxM, barA, barB, bas
TEM-1 Rm. Valcea, SW UP N,O,P,QR,S, W, csuE, pgaB, C, B, C D, EF,G, IpsB, tviB, ompA A-bas D, bas F,
region Rm. Valcea, X, Y, fimT, tsaP D, K, L, M, tagX bas H, hem O,
WWTP Rm Valcea entE
636 0XA-66; OXA-72; IHI T, WWTP T, SW ata, pilA, B, C, D, bap, csuA, gpC, D, E, F, G, pleD, plel, IpxA, IpxB, IpxC, bauA-bauE, bfmR, bfmS
ADC-74 DO region T, IHI Rm EFLJKL M, csuC, csuD, K, L, M, N, tssA,  plc2, IpxD, IpxL, IpxM, barA, barB, bas
Valcea, Hs Rm. N,O,P,Q RS, W, csuE, pgaB, A, B, C D, EFG, IpsB, tviB, ompA A-bas D, bas F,
Valcea, WWTP Rm. X, Y, fimT, tsaP C, D, H, K, L, M, tagX bas H, entE,
Valcea, SW DO region hemO
Rm Valcea
1 OXA-66; OXA-23; WWTP T, WWTP Rm. ata, pilA, B, C, D, bap, csuA, gpC, D, E, F, G, pleD, plcl, IpxA, IpxB, IpxC, bauA-bauk, bfmR,
0OXA-72; 0XA-92; Valcea, Hs Rm Valcea EFLJKL M, csuC, csuD, K, L, M, N, tssA,  plc2, IpxD, IpxL, IpxM, barA, barB, bas bfmS,
ADC-30,74, 81; N,O,P,QR,S, W, csuE, pgaB, C, B,C D,EF,G, IpsB, tviB, ompA A-bas D, bas F,
TEM-1 X, Y, fimT, tsaP D, K, L, M, tagX bas H, hemO, enE
79 0OXA-65; OXA-23; WWTP T, SW DO pilA, B, C, D, E, F, bap, csuA, gpC, D, E, F, G, pleD, plel, IpxA, IpxB, IpxC, bauA-bauE, bfmR,
OXA-72; ADC-5; region T, LJ K L M N, O, csuC, csuD, K, L, M, tssA, B, IpxD, IpxL, IpxM, barA, barB, bas bfmS,
TEM-1 P,QR S WXY, csuE, pgaB, C, C, D, EFGK, IpsB, pgi, ompA A-bas D, bas F,
fimT, tsaP D, LM, bas H, enE
150 0OXA-121; ADC- SWUPT ata, pilA, B, C, D, bap, csuA, gpC, D, E, F, G, pleD, ple2, IpxA, IpxB, IpxC, bauA-bauk, bfmR,
163 EFLJKL M, csuC, csuD, K, L, M, N, tssA, IpxD, IpxL, lpxM, barA, barB, bfmS,
N,0,P,QR, S, W, csuE, pgaB, C, B,C DEF,G, IpsB, ompA basA-bas D, bas
X, Y, fimT, tsaP D, K L, M, F, bas H, entE
10 0OXA-68; ADC-76 SW DO region T ata, pilA, B, C, D, bap, csuA, gpC, D, E, F, G, pleD, ple2, cpaA, IpxA, IpxB, IpxC, bauA-bauE, bfmR,
EFLJKL M, csuC, csuD, K, L, M, N, tssA, IpxD, IpxL, lpxM, barA, barB, bfms,
N,0,P,QR S, W, csuk, pgaB, C, B,C D, EFG, IpsB, galU, tviB, basA-bas D, bas
X, Y, fimT, tsaP D, K L M, ompA F, bas H, entE
154 OXA-69; ADC-160 WWTP T ata, pilA, B, C, D, bap, csuA, gpC, D, E, F, G, pleD, plcl, cpaA IpxA, IpxB, IpxC, bauA-bauk, bfmR,
EFLJKL M, csuC, csuD, K, L, M, N, tssA, IpxD, IpxL, IpxM, barA, barB, bas bfmS,
N,O,P,QR,S, W, csuE, pgaB, C, B,C D,EF,G, IpsB, galU, tviB, A-bas D, bas F,
X, Y, fimT, tsaP D, K, L, M, tagX ompA bas H, hemO
113 0OXA-64; ADC-57 WWTP T ata, pilA, B, C, D, bap, csuA, gpC, D, E, F, G, pleD, plcl, IpxA, IpxB, IpxC, bauA-bauk, bfmR,
EFLJKL M, csuC, csuD, K, L, M, N, tssA, IpxD, IpxL, IpxM, barA, barB, bas bfmS,
N,O,P,QR,S, W, csuE, pgaB, C, B,C, D,EF,G, IpsB, galU, tviB, A-bas D, bas F,
X, Y, fimT, tsaP D, K L, M, ompA bas H, hem O,
entE
33 0OXA-120; ADC- SW DO region Rm. pilB,C,D,E, F, I, J, bap, csuA, gpC, D, E, F, G, pleD, plcl, cpaA IpxA, IpxB, IpxC, bauA-bauE, bfmR,
156 Valcea K,L,M,N, O, P, Q, csuC, csuD, H K, L, M, N, IpxD, IpxL, lpxM, barA, barB, bas bfms,
R, S, W, X, Y, tsaP csuE, pgaB, C, IpsB, A-bas D, bas F,
D, bas H, hem O,
entE
858 OXA-23; OXA-51; WWTP Rm. Valcea ata, pilA, B, C, D, bap, csuA, gpD, E F, G, K, pleD, plcl, IpxA, IpxB, IpxC, bauA-bauk, bfmR,
ADC-79 EFILJKL M, csuC, csuD, L, M, N, tssA, B, IpxD, IpxL, IpxM, barA, barB, bas bfmS,
N,O,P,QR,S, W, csuE, pgaA, B, C, D, EFG,H, IpsB, tviB, ompA A-bas D, bas F,
X, Y, fimT, tsaP C D, K, L, M, tagX bas H, hem O,
entE
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iv) WWTP isolates from 2019 to 2021 harbored OXA-72 and OXA-23 carbapenemases, a diverse profile of chromosomal cepha-
losporinases (ADC-95/2019, ADC-74, -79/2020 and ADC-156, -73, —81/2021), AMEs and sulphonamides genes, underscoring
the persistence of these ARGs over time;

v) downstream SW isolates from 2019 to 2020 showed a high diversity of ARGs for p-lactams, aminoglycosides, phenicols, sul-
phonamides, and tetracyclines, highlighting the complexity of resistance profiles in this environment (Additional files 4 Sup-
plementary Table S4).

In the analysis of A. baumannii isolates from Rm. Valcea, Venn diagrams indicated a relatively homogenous distribution of ARGs.
Specifically, seven ARGs were ubiquitous across all IHI, WW, and SW isolates, whereas nine ARGs were exclusive to the WW isolates. In
contrast, the Targoviste isolates demonstrated no universal ARGs across all collection points. Instead, a pattern emerged where most
ARGs were common among clinical isolates, downstream water, and WW samples, with WW isolates exhibiting 17 unique ARGs
(Fig. 4A and B). The prevalent clonal types identified included ST1, ST2, ST636, and ST79, with a conspicuous absence of ST79 among
the Rm. Valcea and its notable prevalence in Targoviste isolates (Fig. 5A and B). Furthermore, Targoviste isolates displayed an
additional diversity with four distinct subtypes (ST10, ST150, ST154, ST113), each characterized by two beta-lactam resistance genes
exclusive to their respective subtype (Table 1). Conversely, the analysis for Rm. Valcea revealed a significant overlap in ARGs among
ST1, ST2, and ST636, with these subtypes containing the most of unique genes, suggesting a reduction in strain diversity within this
geographic location.

The comparative analysis of A. baumannii isolated from the two locations revealed both common and unique features. Our findings
indicate that the A. baumannii isolates harbored ARGs encoding for different antibiotic classes such as p-lactams, aminoglycosides,
phenicol, sulphonamides, tetracyclines, fosfomycin, macrolides and streptogramin B (see Supplementary Tables 3 and 4). The isolates
with the highest resistance were identified in 2019, 2020, and 2021, particularly from three sources of isolation (WW/IHI/WW) in
Targoviste and in 2019 for Hs isolates in Rm. Valcea. This trend could be partly attributed to the behavioral changes influenced by the
COVID-19 pandemic. In both Targoviste and Rm. Valcea, A. baumannii isolated in 2020 from SW samples collected downstream of
WWTPs in both Ialomita and Olt rivers, showed lower resistance levels as compared to WWTP. This finding is consistent with prior
research that pointed to a surge in ARGs following the release of effluents from WWTPs [67-69].

Both similarities and particularities between the two locations and different isolation sources have also highlighted a variable
diversity of ARGs or the presence of unique genes detected across different sources and time frames, with a notable presence of pandrug
- resistant isolates in specific years. More specifically, while some ARGs are homogeneously distributed across all IHI, WW, and SW
isolates, at least in one of the two sampled locations, other ARGs were exclusive to the WW isolates. Also, most ARGs were common
among clinical and environmental isolates.

Both locations showed a significant presence of carbapenemases (e.g., OXA-23, OXA-72), ESBL (e.g., TEM-1, TEM-12), cepha-
losporinases (e.g., ADC-30, ADC-74) and aminoglycoside-modifying enzymes (AMEs) genes [e.g. aac3(I); aadA1; ant (3")-Ila; aph(6)-
Id]. A meta-analysis of 29 studies published between 2015 and 2020 regarding the presence of CP in A. baumannii isolates and the
geographic dissemination of circulating clones revealed also that the most common CP identified were OXA-23 and OXA-72 [70].
Other studies conducted in different geographical regions such as Pakistan, Philippines or Tunisia revealed the predominance of
OXA-23 production among CRAB isolates [71,72].

In our study, the prevalent clonal types included ST1, ST2, and ST636. Furthermore, A. baumannii belonged to ten phylogenetic
groups in different isolations sources in Targoviste and Rm. Valcea: ST2-blapxa.es; blaoxa-23; blaapc.-s0; blaapc.7s; blarem.1 (IHI
Targoviste; Rm. Valcea, Hs Targoviste, WWTP Targoviste; Rm. Valcea, SW Targoviste; Rm. Valcea); ST636-blaoxa-s6; blaoxa-72; blaapc-
74 (IHI Targoviste; Rm. Valcea, Hs Rm. Valcea, WWTP Targoviste; Rm. Valcea, SW Targoviste; Rm. Valcea); ST1-blaoxa.e6; blaoxa-23;
blaOXA_72; blaOXA_gg; blaADC_30,74,81; bl(lTEM_1 (HS Rm. Vélcea, WWTP Térgovi:;‘te; Rm. Vélcea); ST79-bla0XA,55; blaOXA_zg; blaOXA_72;
blaapc.s; blargym.a (WWTP Targoviste, SW Targoviste); ST150-blaoxa-121; blaapc.1es (SW Targoviste); ST10-blaoxa-es; blaapc.76 (SW
Targoviste); ST154-blaoxa-69; blaapc-160 (WWTP Targoviste); ST113-blaoxa-64; blaapc-sy (WWTP Targoviste); ST33-blaoxa-64; blaapc.-s7
(SW Rm. Valcea); ST858-blapxa.23; blaoxa-s1; blaapc.7o (WWTP Rm. Vilcea). In both investigated Romanian locations, the most
frequent CRGs, associated with widespread clones encountered in clinical and aquatic A. baumannii, were blapxa.72-ST1, blapxa-23-ST2
and blapxa-72-ST636, also reported in different neighboring countries. For e.g. blapxa-23-ST2 was reported in a clinical A. baumannii
isolates recovered from a burn wound infection in Albania [73]. In Serbia blapxa.23-ST2 and blapxa.72-ST636 were recovered from
inpatients sampled in 2018 [74]; blapxa-23-ST2 in a mucoid XDR A. baumannii isolated from a cystic fibrosis patient in Rome [75]. The
ST2 epidemic clone has been also identified in Poland, Russia, Philippines, Latin America and China, highlighting the need to give
special importance to this clone [70,71,72,76,77,78]. In Tunisia, the PDR A. baumannii ST2 recovered from patients admitted to ICU
revealed high resistance rates and the presence of 14 p-lactamases/CP and mcr (mcr-1 to mcr-5) genes [79]. In China, a study including
70 Acinetobacter spp. isolates recovered from untreated Hs samples revealed that almost 60 % of the isolates were MDR, ST2 being the
predominant type among these CRAB isolates, with Tn2006 and Tn2009 being the key MGE encoding carbapenem-resistance) [80],
opposite to our results that revealed the chromosomal or plasmid location of blapxa.23 gene (flanked by ISAbal upstream and
downstream, in 1-3 copies and respectively in a pA105-like plasmid flanked by ISAbal upstream and downstream.

For A. baumannii isolated from Targoviste in 2021, in ST2 subtype, there were encountered three isolates harboring simultaneously
blapxa-23 and blagxa.72, two from WWTP influent and one from the WWTP effluent. Additionally, in 2019, an isolate belonging to an
unknown subtype (but close to ST2, according to the molecular phylogeny assay) was recovered from WWTP active sludge, harboring
the same gene association, indicating that OXA-23 producing isolates acquired a blapxa-72 containing pMAL-like plasmid. To the best of
our knowledge, there were no reports of co-occurrence of both carbapenemases elsewhere, thus highlighting the ability of A. baumannii
to acquire multiple resistance determinants, as well as the necessity of continuous surveillance of ARB isolates in different
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environments.

The discovery of the less frequent blaOXA-120-ST33 clone in two environmental carbapenem susceptible A. baumannii isolates,
collected from a SW sample downstream of WWTP (Olt river) in 2019 and from Rm. Valcea WWTP influent in 2021, is a significant
finding. This clone, previously reported in clinical isolates in France [81], underscores the potential of environmental isolates as
reservoirs and vectors of important clinical genes. The ST154 and ST113 identified in the case of one isolate from WWTP Targoviste
effluent and respectively from the influent in 2022, were previously reported also in clinical samples [82,83].

Our results revealed that the A. baumannii isolates harbored resistance to other classes of antimicrobials besides p-lactams,
including aminoglycosides, macrolides, sulfonamides, tetracyclines, and as well as antibiotic efflux pumps. Similar to our results,
several other studies performed in different geographical regions from Europe, Asia and Africa have indicated high resistance levels to
aminoglycosides [84-86], but also to macrolides, sulfonamides and tetracyclines [87], encoded by ARGs similar to those detected in
our isolates.

Furthermore, it was shown that animal and plant isolates could serve as a significant reservoir of ARGs [88]. They revealed a high
repertoire of ARGs in A. baumannii isolates resistant to cephalosporins, aminoglycosides, or fluoroquinolones from five countries across
three continents, different STs, including epidemic and novel. This underscores the role of these sources in harboring and spreading
AMR. Also environmental A. baumannii isolates can acquire clinically relevant MGEs and VFs similar to nosocomial isolates and act as
reservoirs and vectors of important clinical genes, warranting further research into their ecology and evolution [89].

SW-Upstre SW-Downstream

Sampling points Total BRG Genes (Targoviste)
IHI SW-Downstream SW-Upstream WwW 16 adeC  abeM ade] adeH adeA nreB adel adeB amvA adeF adel
adeR  adeK abeS adeG adeN

IHI SW-DownstreamWw 1 gackAL
SW-Downstream SW-Upstream WW 1 adeS
IHI SW-Downstream 1 gacE
A ww 4WiC B WA soR

SW-Upstre SW-Downstream

Sampling points Total BRG Genes (Rm. Valcea)
IHI SW-Downstream SW-Upstream Ww 16 adeC abeM ade) adeH adeA nreB adeS adel adeB adef adel
adeR adeK absS adeG adeN
SW-Downstream SW-Upstream WW 1 amvA
SW-Downstream Ww 1 qacE
B ww 1 qacEAl

Fig. 6. Venn diagrams showing the distribution of BRGs by isolation sources in analyzed A. baumannii and by city (A - Targoviste and B -
Rm. Valcea).
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Fig. 7. Pangenome tree for clinical, WW and SW A. baumannii isolates (A - Targoviste and B - Rm. Valcea).
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3.2.3. BRGs

WGS, bioinformatics and BacMet database analysis revealed the presence of a resistance-nodulation-cell division (RND) efflux
pump (adel J K; acrB, D, E; triC, B, A), multidrug and toxic compound extrusion (MATE) family efflux pumps (abeM), small multidrug
resistance (SMR) family efflux pumps (qacE, qacEA1, and abeS), adeFGH efflux pumps (adel, G, H, F, C, B, R) and a major facilitator
superfamily (MFS) efflux pump (amvA, nreB) in A. baumannii genomes. The adeM is strongly related to imipenem resistance of
A. baumannii [90], and adeN, adel, J, K, L, G, and H genes were found in all isolation sources from both geographical locations (Fig. 6 A
and B and Additional files 5 and 6: Supplementary Table S5 and S6). Notably, an increased diversity of f-lactam and aminoglycoside
resistance genes, alongside BRGs, especially efflux systems, which may contribute to both antibiotic and biocide resistance [91], has
been registered. A similar BRG profile was observed in the two locations, with comparable gene sharing among all sampling points. In
three studies conducted in Poland, Egypt, and Iran, the gacEAI gene was detected in more than 90 % of the cases, opposite to our
results where 39 % of the isolates were positive for the gacEA1 gene [92]. It is well known that overproduction of adeFGH and adelJK
efflux pumps (two RND efflux family members identified in analyzed isolates from both locations) play an important role in carba-
penem resistance in A. baumannii, but further studies are required to demonstrate the relative expression.

3.2.4. VFs

The sequenced isolates revealed a high repertoire of VFs for adherence (ata, pilA, B, C, D, E, F, I, J,K, L, M, N, O, P,Q,R,S, W, X, Y,
fimT, tsaP), biofilm formation (bap, csuA, csuC, csuD, csuE, pgaB, C, D), effector delivery systems (gspD, E, F, G, K, L, M, N, tssA, B, C, D, E,
F, G, H, K, L, M, tagX), exotoxins (plcD, plcl, plc2), exoenzymes (cpaA), immune modulation (IpxA, IpxB, IpxC, IpxD, IpxL, IpxM, IpsB,
galU, tviB, ompA, pgi), nutrition/metabolic factors (bauA-bauE, barA, barB, basA-basD, basF, basH, hemO, entE) and regulation (bfmR,
bfmS) [32]. The isolates recovered from IHI, WWTP and SW samples in both locations, belonging to IC2 and IC1 revealed the highest
number of VFs, all isolates revealed an equal number of VFs involved in adherence, biofilm formation, effector delivery systems,
exotoxins, immune modulation, regulation and metabolic factors. The high repertoire of VFs associated with ST2-blapxa.72,
ST2-blapxa-23, ST636-blagxa-72 and ST1-blagxa.72 MDR clones were disseminated by MGEs (pMAL-1linked to blapxa.72 and pA105-like
responsible for the dissemination of blapxa.23 gene) suggest the potential of clinical and environmental A. baumannii to survive using
resistance and persistence strategy. In contrast, the cpaA, encoding for a coagulation targeting metallo-endopeptidase was associated
with A. baumannii isolates belonging to ST10, ST154 and ST33 clones (Table 1). Another study involving WGS analysis revealed 41
potential ARGs in clinical, and respectively 32 in the case of the community isolates. In contrast, 68 VFs were commonly seen in
isolates from both isolation sources, highlighting the possible transmission threat to public health posed by virulent A. baumannii
present in the gut of asymptomatic individuals in the community [93].

3.2.5. Pangenome analysis of clinical, WW and SW A. baumannii isolates

Pangenome analysis conducted on 40 A. baumannii isolates, with 20 from each of the two locations, identified a comprehensive
gene pool comprising 11,499 and 16,757 genes, respectively. Similarly, another comparative analysis of 23 available genomes of
A. baumannii revealed a pan-genome of 15,883 genes [94]. In another study, 206 A. baumannii genomes revealed 12,336 genes, of
which 1999 genes were shared by all isolates and 3920 were strain-specific genes. According to Heaps’ law, the pan-genome of
A. baumannii remains open (o = 0.71), which means by each newly added genome, the number of new genes will increase the genetic
repertoire of the species [95]. As a rule, when 0 < a < 1, the pan-genome is considered open [96]. In our study, the extensive genetic
repertoire suggested the presence of an open pangenome, as inferred from a Heap’s law y value of 0.41. This fact also corroborates the
high genomic plasticity already reported for this species, especially considering that this bacterium can achieve new gene content
through transposable elements. Ali and collaborators used several bioinformatics tools (e.g., ResFinder and Galaxy Community hub) to
identify the genes that were resistant to mutations against antibiotics. They found 2227 core genes in each species of the A. baumannii
genome. The pan-genome analysis showed a 5-fold increase in the genome of A. baumannii in 5 years, and the genome is still open [97].

In Targoviste isolates, the pangenome analysis, based on accessory gene profiles, revealed three principal clusters: a dominant
cluster primarily consisting of ST2 isolates (along with several unidentified sequence types potentially related to ST2), a distinct cluster
of ST636 isolates, and a heterogeneous central cluster with isolates from various subtypes, characterized by a significant array of
accessory genes (Fig. 7A). Within this pangenome, Roary classified 56.45 % (n = 9460) of the 16,757 genes as hypothetical proteins
(HPs), indicative of functions ranging from transcription and mobilome elements (like prophages and transposons) to general cellular
processes [38]. Following HPs, the most abundant genes were HTH-type transcriptional regulators (2.38 %). Notably, two isolates,
encoded as 20064 CNE4 and 20064 CNES5, were distinguished by their unique accessory genomes, each possessing around 1900 unique
genes, with a collective total of 4712 genes, 40.96 % (n = 1930) of which being HPs not found in other isolates. These isolates, sourced
from activated sludge and associated with ST2 and ST79 respectively (Additional file 7: Supplementary Table 7), displayed a high
proportion of HPs involved in mobility and signal transduction, alongside a variety of virulence factors from A. baumannii (ACICU) and
P. aeruginosa (PAO1 and PA14), suggesting enhanced virulence potential [98].

The Rm. Valcea pangenome analysis identified a cohesive ST636 cluster and another central cluster predominantly featuring ST1
and ST2 isolates, with some unidentified sequence types possibly related to ST1 (Fig. 7B). A high percentage of HPs (44.69 %, n =
5139) was also observed here, with the 21049 ENE3 isolate particularly notable for its vast array of unique accessory genes (41.72 %, n
= 4798), hinting at possible hyper-virulence feature. This isolates HPs were largely linked to mobility functions, and ARG/BRG/MGE
predictions pointed towards a virulence profile derived from Escherichia coli phages (Additional file 7: Supplementary Table 7).

Our results underscore the need for in-depth investigations, a task that researchers and professionals in the field of microbiology
and infectious diseases are uniquely positioned to undertake to fully comprehend and address the genetic diversity and potential
virulence of A. baumannii isolates.
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3.2.6. Genetic context analysis of clinical, WW and SW A. baumannii isolates

The initial analysis of the genomic context revealed that the predicted genetic elements, including ARGs, BRGs, MGEs and VFs,
were identified either as isolated instances within contigs (lacking adjacent elements within a 1000 base pairs (bp) length) or
assembled into clusters (with at least two elements situated less than 1000 bp apart). This observation led to the hypothesis that denser
clusters of these elements might play roles in mediating resistance, enhancing virulence, or facilitating genetic mobility.

Subsequent evaluations demonstrated that a significant proportion, approximately 82 %, of all predicted elements across the
examined isolates, formed clusters comprising up to three elements. The bulk of these, around 55 %, were individual elements
positioned a considerable distance apart, ranging from several thousand to tens of thousands of base pairs from other isolated elements
or clusters. The remainder, 18 %, constituted larger clusters containing between 4 and 38 elements. The analysis of the lengths of these
elements and their clusters revealed that most, about 71 %, spanned from 3000 bp to 10,000 bp within the contig sequences, with a
substantial extension covering up to 93 % of this range. A smaller fraction, 7 %, extended over distances between 10,000 and 44,000
bp, with many of these larger clusters potentially contributing to pathogenicity island (PAI) formation, especially those ranging be-
tween 10,000 and 13,000 bp, which predominantly consisted of phage-related elements (Fig. 8).

Clusters primarily composed of VFs, yet devoid of additional PAI components, were categorized into two groups based on their
lengths: one peaking around 10,000 bp and the other around 26,000 bp. These clusters generally included only VFs and PAIs, with few
containing ARGs, particularly when a PAl-associated element was succeeded by an MGE (typically Tn6166) within 1000 bp, which
then led to a combination of ARGs (notably for streptomycin and tetracycline resistance) and further MGEs (e.g., Tn6302, 1S91),
resulting in clusters around 11,000 bp in size. Additionally, resistance clusters, either lacking PAI components or with PAIs situated
terminally, featured BRGs (e.g., mer and gacEA1 genes) alongside MGEs such as Tn6022, Tn6302, and IS91). It was observed that these
ARG clusters, potentially circulating within the population, could exhibit either sense or antisense orientations, necessitating verifi-
cation in future studies. Predominantly, these ARG/MGE clusters were linked to the ST2 clone, especially within WW, SW (downstream
regions), and IHI samples (Additional file 8 and 9: Supplementary Tables 8 and 9).

Targoviste isolates, identified as 20064 CNE4 and 20064 CNES5, distinguished by their rich accessory genome content, presented
extensive clusters interspersed with VFs and PAI components, reaching lengths up to 33,000 bp. Similarly, A. baumannii encoded
21049 ENE3 from Rm. Valcea, noted for its abundant accessory genes, contained significant clusters, including one spanning 43,000
bp. The longest clusters were primarily identified in isolates from sewage and activated sludge, distributed across ST1, ST2, and ST636,
without marked distinctions between the two locations.

Regarding the chromosomal or plasmid locations of CRGs, long-read sequencing data revealed the blapxa.23 gene flanked by ISAbal
elements in varying configurations, including single, double (in 19015 CNE2, 19018 CNE6 A. baumannii), and triple copies (in isolates
encoded 20030 ONE1, 82 Ab), depending on the genetic context. Additionally, in the ST2 isolate (A. baumannii encodes 21045 CNE6),
blapxa-23 was also found within a pA105-like plasmid, bordered by ISAbal elements both upstream and downstream. The blapxa.72
gene was consistently located within a pMAL1-like plasmid, measuring between 9000 and 10,000 bp across all analyzed isolates
(Tables 2 and 3). Different mobile genetic platforms were encountered in A. baumannii responsible for the dissemination other non-
B-lactam ARGs, for e.g. for aminoglycoside resistance genes: pA105-like plasmid and ISAba125 for aph(3')-VIa gene; Tn5393 for aph

Cluster length distribution
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Fig. 8. Cluster length distribution in analyzed isolates.
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Table 2
ARGs in IC for which complete genomes were obtained and their chromosomal/plasmid location. Colors indicates the genetic platforms high-
lighted in Table 3.

Isolation source, b q t a c a a a arm blaO aph(3 b § c a a t bla
geographical location, clone l a e n a a a P A XA4- - l u a P P e ox
a c t t t c d h mph 72 Via a 1 t h h t A-
A E ( ( A ( A ( (E) T 2 B ( ( ( 23
D d A 3 1 3 1 3 msr( E 8 3 6 B
C el ) 4 ) g E) M 5 ) )
ta ' = ) o ' -
1 ) 1 - 1 ) I
s - a I 2 - d
ul 1 a I
1 1 b
a
19014 ENEA4, rezidual sludge c C c c c c c C P (pA105-
WWTP Tirgoviste, ST1 like)
19015 CNE?2, effluent C @© C C @© C C @© @© C (ol C (€
‘WWTP Térgoviste, ST2
19018 CNES, Hs Targoviste C C C C @ C C C
hospital, ST2
19058 ENEL, effluent C C
WWTP Rm. Vilcea ST
unknown
19060 ENE2, SW-DO c C

‘WWTP Rm. Vilcea ST33

20030 ONE1 effluent WWTP c c c (4 c
Targoviste, ST2

20067 CNE1, influent WWTP c c c c (4 c (4 12 (p'AlllS-
Rm. Valcea, ST636 like)
20068 ENE1, effluent WWTP c C €] c C G C P (p-A105-
Rm. Valcea, ST636 like)
20070 ENE4, SW-DO Rm. c c c c ¢ ¢
Vilcea, ST2
20073 ENE3, Hs Rm. Vdlcea c C C
hospital, ST636
21020 CNES, effluent WWTP
Targoviste, ST79
21020 ONES3, influent WWTP C C c c C c C c C
Targoviste, ST2
21044 CNE3, influent WWTP c C c c c (4 c c P (p.A105- C
Rm. Vilcea, ST1 like)
21045 CNES, effluent WWTP c c c c 4 I? (p_Aws- c C C C+P
Rm. Valcea, ST2 like) (pA105
-like)
22019 CNES, effluent WWTP C c
Targoviste, ST154
62 Ab, IHI - Rm. Valcea c c c c c C (9 P (p'A105-
hospital, ST636 like)
82 Ab, IHI - Rm. Valcea c c c c ‘ “‘
hospital, ST2
64 Ab, IHI - Targoviste c c c € c c c c
hospital, ST2

(6)-Id and aph(3")-1b genes; 1S1396 for ant(3")-1la, aph(3)-Ia, ant(3")-Ih, and aac(6)-1Id, aac(3)-Ia, aadA1 (Table 3).

3.3. Conjugation assays

Conjugation experiments demonstrated that CRGs could be transferred from A. baumannii donors with different isolation sources
(IHI, WW and SW samples) to the recipient A. baylyi RIF-R isolate. The Cf of IHI, WW and SW samples isolated from Targoviste
(Table 2) ranged between 5.4 x 1077 (bacteria isolated from WWTP) and 1.9 x 10~ !! (IHI isolate). In the second investigated location,
Cf ranged between 2 x 107° (isolate from WWTP) and 3.3 x 10713 (bacteria isolated from WW and Hs), respectively. PCR amplifi-
cation of blapxa.23 and blapxa.72 genes revealed their presence in transconjugants. The long-read sequencing results showed also that
both pMAL1-like and blapxa.72 were detected in selected transconjugants obtained from IHI, Hs and WW in the case of Rm. Valcea and
WW for Targoviste isolates and suggested that A. baylyi RIF-R obtained carbapenem resistance due to the acquisition, dissemination or
regulation of blapxa.72 along with pMAL1-like within the host (Table 4).

3.4. Conclusion
This study analyzed a significant number of clinical and aquatic A. baumannii isolated during 2019-2022 from two locations in
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Table 3

Mobile genetic platforms carrying ARGs encountered in the
A. baumannii isolates selected for long-read sequencing. ARGs in
brackets indicate variable presence of in the respective mobile genetic
platform. Colors are corresponding with the ARGs in Table 2, indi-
cating the carrying platform for each ARG.

Mobile genetic platforms
TnAs3 (contain catA1/catB8, [tet(A)], sul 1, qacEdeltal, [ blazep.i2])

1S1396-ant(3"")-Ila-aph(3')-Ia-[ant(3")-Ih/aac(6’)-11d]-aac(3)-Ia-aadA1-
qacEdeltal-sull-1S1396

1S4bal25-aph(3")-VIa-1SAbal25

ISVsa3-tet(B)-[ISAbal-blaoxa-23-1SAbal]-sul2-1SAbal-[blaoxa-23-1SAbal]

1S26-blarem-12-1S26-aac(3)-1a-1S26

ISAba24-mih(E)-msr(E)-ISEcZ8-arm(A)-ISE028

ISAbal-blaOXA-23-1SAbal-tet(B)-aph(6)-1d-aph(3'")-Ib-1SAbal
1SA4bal - blaOXA-23 - 1S4bal
Tn5393 (contains aph(6)-Id, aph(3")-Ib)

Table 4
Conjugative transfer CRGs in clinical, WW and SW A. baumannii isolates.

R A. baumannii D - isolation D - Geographical CcP Conjugation Transferred CP Transferered
source, year region frequency plasmid

A. baylyi RIF  WW sample - Hs, 2019 Targoviste OXA-23, OXA-66 8 x10°° OXA-23

R
WWTP IN, 2019 OXA-72, OXA-66 6.2 x 1078 OXA-72 pPMAL1
WWTP - active sludge, 2019 OXA-23, OXA-72, 5.4 x 1077 OXA-23, OXA- PMAL1
OXA-66 72
SW sample - DO, 2019 OXA-23, OXA-66 5.2 x 1078 OXA-23
IHI, 2020 OXA-23, OXA-66 1.9 x 1071 OXA-23
WW sample - Hs, 2020 OXA-23, OXA-66 4.2 x107° OXA-23
WWTP EF, 2020 OXA-23, OXA-66 5.9 x 1077 OXA-23
SW sample - DO, 2020 OXA-23, OXA-66 33x10°8 OXA-23
WWTP EF, 2021 OXA-72, OXA-66 41 x107° OXA-72 pPMAL1
IHI, 2019 Rm. Valcea OXA-72, OXA-66 2.5 x 1071 OXA-72 pMAL1
WW sample — Hs, 2020 OXA-72, OXA-66 33x10°18 OXA-72 PMAL1
WWTP - IN, 2020 OXA-72, OXA-66 2x107° OXA-72 pPMAL1
WWTP - EF, 2020 OXA-23, OXA-72, 2x107° OXA-23, OXA- pPMAL1
OXA-66 72

WW sample —Hs, 2021 OXA-23, OXA-66 2x107° OXA-23

*PCR was performed to detect CP encoding genes in transconjugants and 3rd sequencing of selected transconjugants.

Southern Romania, offering insights into their sequence types, genetic diversity of antibiotics and biocides resistance, virulence
factors, and their associated MGEs. The study highlighted the role of these isolates as potential reservoirs of ARGs and the relatedness
between environmental and clinical A. baumannii. The discovery of genes of clinical significance in environmental bacteria and the
demonstration of their transferability highlight the risk of gene exchange across different environments via Acinetobacter isolates.
Additionally, it was shown that A. baumannii can persist after various stages of wastewater treatment processes, and the presence of
PMAL1 plasmids seems to play a significant role in the spread of ARGs and VFs. The limitations of this study are: i) the reliance on
culture-dependent methods for isolating bacteria limits its ability to fully capture the prevalence of MDR CRAB A. baumannii isolates in
water bodies, offering only a snapshot of the spread of clinically relevant epidemic clones; ii) some sampling campaigns could not be
performed according to the sampling plan due to unforeseen weather conditions; iii) moreover, the number of clinical isolates was
lower than that of environmental isolates. However, the selected isolates are representative of the most frequent resistant clones
circulating in the respective hospital units, evaluated in our previous studies. Our findings are crucial for understanding the fate of AR
from clinical settings to the aquatic environment, laying the groundwork for future efforts to curb AR spread.

Institutional review board statement

All procedures were performed in compliance with relevant laws and institutional guidelines and have been approved by the
Bioethics Commission of the University of Bucharest, No. 9/8121; October 2, 2018.

16



I. Gheorghe-Barbu et al. Heliyon 10 (2024) e33372

Data availability statement

Raw genome sequences are publicly available in the GenBank Sequence Read Archive (SRA) and can be accessed under the
PRJNA1083781 code (https://www.ncbi.nlm.nih.gov/sra/PRJNA1083781). The assembled genomes that support the findings of this
study are available upon request from the corresponding author.

CRediT authorship contribution statement

Irina Gheorghe-Barbu: Writing — review & editing, Writing — original draft, Validation, Resources, Methodology, Investigation,
Funding acquisition, Formal analysis, Data curation, Conceptualization. Marius Surleac: Writing — original draft, Software, Investi-
gation, Formal analysis, Data curation. Ilda Czobor Barbu: Writing — review & editing, Investigation, Formal analysis, Data curation.
Simona Paraschiv: Writing — review & editing, Methodology, Investigation, Formal analysis, Data curation. Leontina Mirela Banica:
Writing — review & editing, Methodology, Investigation, Data curation. Liviu-Iulian Rotaru: Software, Investigation, Formal analysis,
Data curation. Corneliu Ovidiu Vrancianu: Writing — original draft, Methodology, Investigation, Formal analysis, Data curation.
Mihai Nita Lazar: Writing — review & editing, Validation, Methodology, Investigation. Dan Otelea: Writing — review & editing,
Visualization, Supervision. Mariana Carmen Chifiriuc: Writing — review & editing, Visualization, Validation, Supervision, Resources,
Funding acquisition, Conceptualization.

Declaration of competing interest

The authors declare that they have no known competing financial interests or personal relationships that could have appeared to
influence the work reported in this paper.

Acknowledgments

The authors acknowledge the financial support of the Research Projects -PN-III-P1-1.1-TE-2021-1515 (TE112/2022), PN-III-P4-
PCE-2021-1797 (PCE 96/2022) and PN-III-P1-1.1-PD-2021-0540 (PD102/2022) research projects awarded by UEFISCDI, FDI-2024-
F-484 awarded by the Ministry of Research, Innovation, and Digitalization through Program 1—Development of the national R&D
system, Subprogram 1.2—Institutional performance—Financing projects for excellence in Research, Developement and Innovation,
“The core program within the National Research Development and Innovation Plan, 2022-2027”, carried out with the support of the
Ministry of Research, Innovation and Digitalization (MRID), project no. 23020101, Contract no. 7 N from January 3, 2023, and by the
MRID, project PNRR-I8 no. 842027778, contract no. 760096.

Appendix A. Supplementary data

Supplementary data to this article can be found online at https://doi.org/10.1016/j.heliyon.2024.e33372.

References

[1] B.D. Lushniak, Antibiotic resistance: a public health crisis, Publ. Health Rep. 129 (4) (2014) 314-316, https://doi.org/10.1177/003335491412900402.
[2] C.L. Ventola, The antibiotic resistance crisis: part 1: causes and threats, P T 40 (4) (2015) 277-283.
[3] https://www.cdc.gov/drugresistance/biggestthreats.html. (Accessed 7 February 2024).
[4] S. Santajit, N. Indrawattana, Mechanisms of antimicrobial resistance in ESKAPE pathogens, BioMed Res. Int. 2016 (2016) 2475067, https://doi.org/10.1155/
2016/2475067.
[5] World Health Organization, WHO Global Priority List of Antibiotic-Resistant Bacteria to Guide Research, Discovery, and Development of New Antibiotics, 2017.
[6] https://atlas.ecdc.europa.eu/public/index.aspx. (Accessed 7 February 2024).
[7]1 M.R. Gillings, Evolutionary consequences of antibiotic use for the resistome, mobilome and microbial pangenome, Front. Microbiol. 4 (4) (2013), https://doi.
org/10.3389/fmicb.2013.00004.
[8] M.E. Velazquez-Meza, M. Galarde-Lopez, B. Carrillo-Quirdz, C.M. Alpuche-Aranda, Antimicrobial resistance: one health approach, Vet. World 15 (3) (2022)
743-749, https://doi.org/10.14202/vetworld.2022.743-749.
[9] J. Lee, F. Ju, K. Beck, et al., Differential effects of wastewater treatment plant effluents on the antibiotic resistomes of diverse river habitats, ISME J. 17 (2023)
1993-2002, https://doi.org/10.1038/541396-023-01506-w.
[10] C.M. Manaia, J. Rocha, N. Scaccia, R. Marano, E. Radu, F. Biancullo, et al., Antibiotic resistance in wastewater treatment plants: tackling the black box, Environ.
Int. 115 (2018) 312-324, https://doi.org/10.1016/j.envint.2018.03.044.
[11] A. Karkman, T.T. Do, F. Walsh, M.P.J. Virta, Antibiotic-resistance genes in waste water, Trends Microbiol. 26 (2018) 220-228, https://doi.org/10.1016/j.
tim.2017.09.005.
[12] F. Berglund, S.Kristiansson Ebmeyer, D.G.J. Larsson, Evidence for wastewaters as environments where mobile antibiotic resistance genes emerge, Commun.
Biol. 6 (2023) 321, https://doi.org/10.1038/542003-023-04676-7.
[13] Z. Su, L. Chen, D. Wen, Impact of wastewater treatment plant effluent discharge on the antibiotic resistome in downstream aquatic environments: a mini review,
Front. Environ. Sci. Eng. 18 (2024) 36, https://doi.org/10.1007/511783-024-1796-3.
[14] J.J. Gonzélez-Plaza, K. Blaub, M. Milakovi¢, T. Jurina, K. Smalla, N. Udikovi¢-Koli¢, Antibiotic-manufacturing sites are hot-spots for the release and spread of
antibiotic resistance genes and mobile genetic elements in receiving aquatic environments, Environ. Int. 130 (2019) 104735, https://doi.org/10.1016/j.
envint.2019.04.007.

17


https://www.ncbi.nlm.nih.gov/sra/PRJNA1083781
https://doi.org/10.1016/j.heliyon.2024.e33372
https://doi.org/10.1177/003335491412900402
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref2
https://www.cdc.gov/drugresistance/biggestthreats.html
https://doi.org/10.1155/2016/2475067
https://doi.org/10.1155/2016/2475067
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref5
https://atlas.ecdc.europa.eu/public/index.aspx
https://doi.org/10.3389/fmicb.2013.00004
https://doi.org/10.3389/fmicb.2013.00004
https://doi.org/10.14202/vetworld.2022.743-749
https://doi.org/10.1038/s41396-023-01506-w
https://doi.org/10.1016/j.envint.2018.03.044
https://doi.org/10.1016/j.tim.2017.09.005
https://doi.org/10.1016/j.tim.2017.09.005
https://doi.org/10.1038/s42003-023-04676-7
https://doi.org/10.1007/s11783-024-1796-3
https://doi.org/10.1016/j.envint.2019.04.007
https://doi.org/10.1016/j.envint.2019.04.007

I. Gheorghe-Barbu et al. Heliyon 10 (2024) e33372

[15]
[16]
[17]

[18]

[19]

[20]

[21]
[22]
[23]
[24]
[25]

[26]
[27]
[28]
[29]
[30]
[31]
[32]
[33]

[34]
[35]

[36]
[37]
[38]
[39]
[40]
[41]
[42]
[43]
[44]
[45]
[46]
[47]
[48]

[49]

[50]

[51]
[52]
[53]
[54]

[55]

[56]
[57]
[58]

[59]

[60]

B. Berglund, J. Fick, P.-E. Lindgren, Urban wastewater effluent increases antibiotic resistance gene concentrations in a receiving northern European river:
wastewater increases antibiotic resistance in receiving river, Environ. Toxicol. Chem. 34 (2015) 192-196, https://doi.org/10.1002/etc.2784.

L. Proia, D. von Schiller, A. Sanchez-Melsid, S. Sabater, C.M. Borrego, S. Rodriguez-Mozaz, J.L. Balcazar, Occurrence and persistence of antibiotic resistance
genes in river biofilms after wastewater inputs in small rivers, Environ. Pollut. 210 (2016) 121-128, https://doi.org/10.1016/j.envpol.2015.11.035.

J. Tang, Y. Bu, X.-X. Zhang, K. Huang, X. He, L. Ye, Z. Shan, H. Ren, Metagenomic analysis of bacterial community composition and antibiotic resistance genes in
a wastewater treatment plant and its receiving surface water, Ecotoxicol. Environ. Saf. 132 (2016) 260-269, https://doi.org/10.1016/j.ecoenv.2016.06.016.
H. Butcher, R. Elson, M.A. Chattaway, C.A. Featherstone, C. Willis, F. Jorgensen, et al., Whole genome sequencing improved case ascertainment in an outbreak
of Shiga toxin-producing Escherichia coli 0157 associated with raw drinking milk, Epidemiol. Infect. 144 (13) (2016) 2812-2823, https://doi.org/10.1017/
$0950268816000509.

A.L. Cookson, J.C. Marshall, P.J. Biggs, L.E. Rogers, R.M. Collis, M. Devane, et al., Whole-genome sequencing and virulome analysis of Escherichia coli isolated
from New Zealand environments of contrasting observed land use, Appl. Environ. Microbiol. 10 (9) (2022) e0027722, https://doi.org/10.1128/aem.00277-22,
88.

S. Castillo-Ramirez, Zoonotic Acinetobacter baumannii: the need for genomic epidemiology in a One Health context, Lancet Microbe 3 (12) (2022) e895-e896,
https://doi.org/10.1016/52666-5247(22)00255-5.

CLSI, Performance Standards for Antimicrobial Susceptibility Testing. 29nd CLSI Supplement M100, Clinical and Laboratory Standards Institute, 2019.

CLSI, Performance Standards for Antimicrobial Susceptibility Testing, 30nd ed., Clinical and Laboratory Standards Institute, 2020. CLSI supplement M100.
CLSI, in: 31nd ed.Performance Standards for Antimicrobial Susceptibility Testing, 11, Clinical and Laboratory Standards Institute, 2021. CLSI supplement M100.
CLSI, Performance Standards for Antimicrobial Susceptibility Testing. 32nd Ed. CLSI Supplement M100, Clinical Laboratory Standard Institute, 2022.

A.-P. Magiorakos, A. Srinivasan, R.B. Carey, Y. Carmeli, M.E. Falagas, C.G. Giske, et al., Multidrug-resistant, extensively drug-resistant and pandrug-resistant
bacteria: an international expert proposal for interim standard definitions for acquired resistance, Clin. Microbiol. Infect. 18 (2012) 268-281, https://doi.org/
10.1111/j.1469-0691.2011.03570.x.

https://github.com/tseemann/shovill. (Accessed 1 February 2024).

https://card.mcmaster.ca/. (Accessed 1 February 2024), 1.

http://www.genomicepidemiology.org/. (Accessed 1 February 2024).

http://bacmet.biomedicine.gu.se/. (Accessed 2 February 2024).

https://bio.tools/bacant. (Accessed 2 February 2024).

https://phaster.ca/. (Accessed 2 February 2024).

http://www.mgc.ac.cn/cgi-bin/VFs/genus.cgi?Genus=Acinetobacter. (Accessed 2 February 2024).

B. Buchfink, C. Xie, D.H. Huson, Fast and sensitive protein alignment using DIAMOND, Nat. Methods 12 (1) (2015) 59-60, https://doi.org/10.1038/
nmeth.3176.

T. Seemann, Mlst (v2.19.0), 2024. Github, https://github.com/tseemann/mlst. (Accessed 1 February 2024), 1.

A. Shelenkov, V. Akimkin, Y. Mikhaylova, International clones of high risk of Acinetobacter baumannii—definitions, history, Properties and perspectives,
Microorganisms 11 (2023) 2115, https://doi.org/10.3390/microorganisms11082115.

L. Diancourt, V. Passet, A. Nemec, L. Dijkshoorn, S. Brisse, The population structure of Acinetobacter baumannii: expanding multiresistant clones from an
ancestral susceptible genetic pool, PLoS One 5 (2010) e10034, https://doi.org/10.1371/journal.pone.0010034.

T. Seemann, Prokka: rapid prokaryotic genome annotation, Bioinformatics 30 (14) (2014) 2068-2069, https://doi.org/10.1093/bioinformatics/btul53.
https://sanger-pathogens.github.io/Roary/. (Accessed 5 February 2024).

https://jameshadfield.github.io/phandango/#/. (Accessed 28 May 2024).

https://github.com/SethCommichaux/Heap_Law_for Roary. (Accessed 1 February 2024).

R. Feldbauer, L. Gosch, L. Liiftinger, P. Hyden, A. Flexer, T. Rattei, DeepNOG: fast and accurate protein orthologous group assignment, Bioinformatics 36
(22-23) (2020) 5304-5312, https://doi.org/10.1093/bioinformatics/btaal051.

https://github.com/moshi4/COGclassifier/. (Accessed 1 February 2024).

http://bioinformatics.psb.ugent.be/webtools/Venn/tool. (Accessed 15 February 2024).

https://github.com/rrwick/Unicycler. (Accessed 5 February 2024).

https://github.com/tseemann/abricate. (Accessed 1 February 2024).

https://www-is.biotoul.fr/blast.php. (Accessed 5 February 2024).

Y. Feng, P. Yang, X. Wang, Z. Zong, Characterization of Acinetobacter johnsonii isolate XBB1 carrying nine plasmids and encoding NDM-1, OXA-58 and PER-1 by
genome sequencing, J. Antimicrob. Chemother. 71 (2016) 71-75, https://doi.org/10.1093/jac/dkv324.

1. Gheorghe, I.C. Barbu, M. Surleac, I. Sarbu, L.I. Popa, S. Paraschiv, et al., Subtypes, resistance and virulence platforms in extended-drug resistant Acinetobacter
baumannii Romanian isolates, Sci. Rep. 11 (1) (2021) 13288, https://doi.org/10.1038/s41598-021-92590-5.

Z. Shamsizadeh, M. Nikaeen, B. Nasr Esfahani, S.H. Mirhoseini, M. Hatamzadeh, A. Hassanzadeh, Detection of antibiotic resistant Acinetobacter baumannii in
various hospital environments: potential sources for transmission of Acinetobacter infections, Environ. Health Prev. Med. 22 (1) (2017) 44, https://doi.org/
10.1186/512199-017-0653-4.

J. Nowak, E. Zander, D. Stefanik, P.G. Higgins, I. Roca, J. Vila, et al., High incidence of pandrug-resistant Acinetobacter baumannii isolates collected from patients
with ventilator-associated pneumonia in Greece, Italy and Spain as part of the MagicBullet clinical trial, J. Antimicrob. Chemother. 72 (12) (2017) 3277-3282,
https://doi.org/10.1093/jac/dkx322.

E. Dahdouh, R. Gémez-Gil, S. Pacho, J. Mingorance, Z. Daoud, M. Sudrez, Clonality, virulence determinants, and profiles of resistance of clinical Acinetobacter
baumannii isolates obtained from a Spanish hospital, PLoS One 12 (4) (2017) e0176824, https://doi.org/10.1371/journal.pone.0176824.

K.E. da Silva, W.G. Maciel, J. Croda, R. Cay0, A.C. Ramos, R.O. de Sales, et al., A high mortality rate associated with multidrug-resistant Acinetobacter baumannii
ST79 and ST25 carrying OXA-23 in a brazilian intensive care unit, PLoS One 13 (12) (2018) 0209367, https://doi.org/10.1371/journal.pone.0209367.

J. Rodriguez-Bano, B. Gutiérrez-Gutiérrez, I. Machuca, A. Pascual, Treatment of infections caused by extended-spectrum-beta lactamase-, AmpC-, and
carbapenemase-producing Enterobacteriaceae, Clin. Microbiol. Rev. 31 (2) (2018) e00079, https://doi.org/10.1128/CMR.00079-17, 17.

N. Tafreshi, L. Babaeekhou, M. Ghane, Antibiotic resistance pattern of Acinetobacter baumannii from burns patients: increase in prevalence of bla (OXA-24-like)
and bla (OXA-58-like) genes, Iran. J. Microbiol. 11 (2019) 502-509, https://doi.org/10.18502/ijm.v11i6.2222.

P.L. Simo Tchuinte, M.A.N. Rabenandrasana, C. Kowalewicz, V.H. Andrianoelina, A. Rakotondrasoa, Z.Z. Andrianirina, et al., Phenotypic and molecular
characterisations of carbapenem-resistant Acinetobacter baumannii strains isolated in Madagascar, Antimicrob. Resist. Infect. Control 8 (2019) 31, https://doi.
org/10.1186/s13756-019-0491-9.

B. Arhoune, B. Oumokhtar, F. Hmami, et al., Intestinal carriage of antibiotic resistant Acinetobacter baumannii among newborns hospitalized in Moroccan
neonatal intensive care unit, PLoS One 14 (1) (2019) 0209425, https://doi.org/10.1371/journal.pone.0209425.

LE. Blejan, C.C. Diaconu, A.L. Arsene, D.I. Udeanu, M. Ghica, D. Draganescu, et al., Antibiotic resistance in community-acquired pneumonia. A Romanian
perspective, FARMACIA 68 (2020) 3, https://doi.org/10.31925/farmacia.2020.3.17.

S. Bhatta, M. Pradhan, R. Chaudhary, Multidrug-resistant among non-fermenting gram-negative bacteria isolated in the department of microbiology of a tertiary
care centre, JNMA J Nepal Med Assoc 61 (267) (2023) 868-870, https://doi.org/10.31729/jnma.8330.

S. Khoshnood, N. Sadeghifard, N. Mahdian, M. Heidary, S. Mahdian, M. Mohammadi, et al., Antimicrobial resistance and biofilm formation capacity among
Acinetobacter baumannii strains isolated from patients with burns and ventilator-associated pneumonia, J. Clin. Lab. Anal. 37 (1) (2023) e24814, https://doi.org/
10.1002/jcla.24814.

M. Aranzamendi, K. Xanthopoulou, S. Sdnchez-Urtaza, T. Burgwinkel, R. Arazo del Pino, K. LucaBen, et al., Genomic surveillance uncovers a 10-year persistence
of an OXA-24/40 Acinetobacter baumannii clone in a tertiary hospital in northern Spain, Int. J. Mol. Sci. 25 (2024) 2333, https://doi.org/10.3390/
ijms25042333.

18


https://doi.org/10.1002/etc.2784
https://doi.org/10.1016/j.envpol.2015.11.035
https://doi.org/10.1016/j.ecoenv.2016.06.016
https://doi.org/10.1017/S0950268816000509
https://doi.org/10.1017/S0950268816000509
https://doi.org/10.1128/aem.00277-22
https://doi.org/10.1016/S2666-5247(22)00255-5
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref21
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref22
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref23
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref24
https://doi.org/10.1111/j.1469-0691.2011.03570.x
https://doi.org/10.1111/j.1469-0691.2011.03570.x
https://github.com/tseemann/shovill
https://card.mcmaster.ca/
http://www.genomicepidemiology.org/
http://bacmet.biomedicine.gu.se/
https://bio.tools/bacant
https://phaster.ca/
http://www.mgc.ac.cn/cgi-bin/VFs/genus.cgi?Genus=Acinetobacter
https://doi.org/10.1038/nmeth.3176
https://doi.org/10.1038/nmeth.3176
https://github.com/tseemann/mlst
https://doi.org/10.3390/microorganisms11082115
https://doi.org/10.1371/journal.pone.0010034
https://doi.org/10.1093/bioinformatics/btu153
https://sanger-pathogens.github.io/Roary/
https://jameshadfield.github.io/phandango/#/
https://github.com/SethCommichaux/Heap_Law_for_Roary
https://doi.org/10.1093/bioinformatics/btaa1051
https://github.com/moshi4/COGclassifier/
http://bioinformatics.psb.ugent.be/webtools/Venn/tool
https://github.com/rrwick/Unicycler
https://github.com/tseemann/abricate
https://www-is.biotoul.fr/blast.php
https://doi.org/10.1093/jac/dkv324
https://doi.org/10.1038/s41598-021-92590-5
https://doi.org/10.1186/s12199-017-0653-4
https://doi.org/10.1186/s12199-017-0653-4
https://doi.org/10.1093/jac/dkx322
https://doi.org/10.1371/journal.pone.0176824
https://doi.org/10.1371/journal.pone.0209367
https://doi.org/10.1128/CMR.00079-17
https://doi.org/10.18502/ijm.v11i6.2222
https://doi.org/10.1186/s13756-019-0491-9
https://doi.org/10.1186/s13756-019-0491-9
https://doi.org/10.1371/journal.pone.0209425
https://doi.org/10.31925/farmacia.2020.3.17
https://doi.org/10.31729/jnma.8330
https://doi.org/10.1002/jcla.24814
https://doi.org/10.1002/jcla.24814
https://doi.org/10.3390/ijms25042333
https://doi.org/10.3390/ijms25042333

I. Gheorghe-Barbu et al.

[61]

[62]

[63]
[64]
[65]
[66]
[67]
[68]
[69]
[70]
[71]

[72]

[73]
[74]

[75]

[76]
[77]
[78]
[79]

[80]

[81]
[82]
[83]
[84]

[85]

[86]
[87]
[88]

[89]

[90]
[91]

[92]

[93]

[94]

Heliyon 10 (2024) e33372

H.H. Le, A.V. Nguyen, L.H. Vu, V.T.H. Nguyen, H.Q. Pham, H.V. Le, et al., Antimicrobial resistance patterns of common Gram-negative microorganisms isolated
from patients with lower respiratory tract infection in a Teaching Hospital in Vietnam, Jpn. J. Infect. Dis. (2024), https://doi.org/10.7883/yoken.
JJID.2023.260.

A. Chukamnerd, N. Saipetch, K. Singkhamanan, N. Ingviya, N. Assanangkornchai, K. Surachat, et al., Association of biofilm formation, antimicrobial resistance,
clinical characteristics, and clinical outcomes among Acinetobacter baumannii isolates from patients with ventilator-associated pneumonia, Clin. Res. J 18 (1)
(2024) e13732, https://doi.org/10.1111/crj.13732.

B.S. Trusca, I. Gheorghe-Barbu, M. Manea, E. Ianculescu, I.C. Barbu, L.G. Marutescu, et al., Snapshot of phenotypic and molecular virulence and resistance
profiles in multidrug-resistant strains isolated in a tertiary hospital in Romania, Pathogens 12 (2023) 609, https://doi.org/10.3390/pathogens12040609.
A.L. Golli, O.M. Cristea, O. Zlatian, A.D. Glodeanu, A.T. Balasoiu, M. Ionescu, S. Popa, Prevalence of multidrug-resistant pathogens causing bloodstream
infections in an intensive care unit, Infect. Drug Resist. 15 (2022) 5981-5992, https://doi.org/10.2147/IDR.S5383285.

1. Gheorghe-Barbu, I.C. Barbu, L.I. Popa, et al., Temporo-spatial variations in resistance determinants and clonality of Acinetobacter baumannii and Pseudomonas
aeruginosa strains from Romanian hospitals and wastewaters, Antimicrob. Resist. Infect. Control 11 (2022) 115, https://doi.org/10.1186/s13756-022-01156-1.
C.O. Vrancianu, G.-B. Gheorghe-Barbu, I. Czobor Barbu, L. Marutescu, M. Popa, M. Nita-Lazar, et al., Antibiotic resistance profiles in Acinetobacter baumannii
strains isolated from wastewater in southern Romania, Rom. Arch. Microbiol. Immunol. 81 (4) (2022) 257-263.

S. Rodriguez-Mozaz, S. Chamorro, E. Marti, B. Huerta, M. Gros, A. Sanchez-Melsio, et al., Occurrence of antibiotics and antibiotic resistance genes in hospital
and urban wastewaters and their impact on the receiving river, Water Res. 69 (2015) 234-242, https://doi.org/10.1016/j.watres.2014.11.021.

L. Yuan, Y. Wang, L. Zhang, A. Palomo, J. Zhou, B.F. Smets, et al., Pathogenic and indigenous denitrifying bacteria are transcriptionally active and key multi-
antibiotic-resistant players in wastewater treatment plants, Environ. Sci. Technol. 55 (2021) 10862-10874, https://doi.org/10.1021/acs.est.1c02483.

J. Lee, F. Ju, A. Maile-Moskowitz, K. Beck, A. Maccagnan, C.S. McArdell, et al., Unraveling the riverine antibiotic resistome: the downstream fate of
anthropogenic inputs, Water Res. 197 (2021) 117050, https://doi.org/10.1016/j.watres.2021.117050.

H. Yu, G. Ezpeleta-Lobato, X. Han, Y. Carmona-Cartaya, D. Quinones-Pérez, Carbapenamase-producing Acinetobacter baumannii in China, Latin America and the
caribbean, MEDICC Rev 24 (1) (2022) 59-69, https://doi.org/10.37757 /MR2022.V24.

M. Khurshid, M.H. Rasool, U.A. Ashfaq, B. Aslam, M. Waseem, G. Qingqing Xu, et al., Dissemination of blaOXA-23-harbouring carbapenem-resistant
Acinetobacter baumannii clones in Pakistan, Journal of Global Antimicrobial Resistance 21 (2020) 357-362, https://doi.org/10.1016/j.jgar.2020.01.001.

J. Chilam, S. Argimén, M.T. Limas, M.L. Masim, J.M. Gayeta, M.L. Lagrada, et al., Philippines antimicrobial resistance surveillance program. Genomic
surveillance of Acinetobacter baumannii in the Philippines, 2013-2014, Western Pac Surveill Response J 12 (4) (2021) 1-15, https://doi.org/10.5365/
wpsar.2021.12.4.863.

M.M.H. Abdelbary, G. Prod’hom, G. Greub, L. Senn, D.S. Blanc, Draft genome sequences of two carbapenemase producing Acinetobacter baumannii clinical
strains isolated from Albanian and Togolese patients, Genome Announc. 5 (2017) e00115, 17.

B. Lukovic, I. Gajic, I. Dimkic, et al., The first nationwide multicenter study of Acinetobacter baumannii recovered in Serbia: emergence of OXA-72, OXA-23 and
NDM-1-producing isolates, Antimicrob. Resist. Infect. Control 9 (2020) 101, https://doi.org/10.1186/513756-020-00769-8.

M. Rossitto, G. Vrenna, V. Tuccio Guarna Assanti, N. Essa, M.L. De Santis, A. Granaglia, V. Fini, V. Costabile, M. Onori, L. Cristiani, et al., Identification of the
blapxa-23 gene in the first mucoid XDR Acinetobacter baumannii isolated from a patient with cystic fibrosis, J. Clin. Med. 12 (2023) 6582, https://doi.org/
10.3390/jcm12206582.

N. Shirmohammadlou, H. Zeighami, F. Haghi, M. Kashefieh, Resistance pattern and distribution of carbapenemase and antiseptic resistance genes among
multidrug-resistant Acinetobacter baumannii isolated from intensive care unit patients, J. Med. Microbiol. (2018), https://doi.org/10.1099/jmm.0.000826.

A. Stoczyniska, M.E. Wand, S. Tyski, A.E. Laudy, Analysis of blaCHDL genes and insertion sequences related to carbapenem resistance in acinetobacter baumannii
clinical strains isolated in Warsaw, Poland, Int. J. Mol. Sci. 22 (5) (2021) 2486, https://doi.org/10.3390/1jms22052486.69.

A. Shelenkov, L. Petrova, M. Zamyatin, Y. Mikhaylova, V. Akimkin, Diversity of international high-risk clones of acinetobacter baumannii revealed in a Russian
multidisciplinary medical center during 2017-2019, Antibiotics (Basel) 10 (8) (2021) 1009, https://doi.org/10.3390/antibiotics10081009.

A. Raddaoui, A. Mabrouk, Y. Chebbi, S. Frigui, N. Al-Gallas, M.S. Abbassi, et al., Achour W. Outbreak caused by pandrug-resistant blaOXA-69/blaOXA-23/
blaGES harboring Acinetobacter baumannii ST2 in an intensive care unit, Acta Microbiol. Immunol. Hung. (2024), https://doi.org/10.1556,/030.2024.02202.
D. Gu, Y. Wu, K. Chen, Y. Zhang, X. Ju, Z. Yan, et al., Recovery and genetic characterization of clinically-relevant ST2 carbapenem-resistant Acinetobacter
baumannii isolates from untreated hospital sewage in Zhejiang Province, China, Sci. Total Environ. (2024) 170058, https://doi.org/10.1016/j.
scitotenv.2024.170058.

H. Pailhories, O. Belmonte, M. Kempf, C. Lemarie’, J. Cuziat, C. Quinqueneau, et al., Diversity of Acinetobacter baumannii strains isolated in humans, companion
animals, and the environment in Reunion Island: an exploratory study, Int. J. Infect. Dis. 37 (2015) 64-69.

M.M. Aly, N.M. Abu Alsoud, M.S. Elrobh, S.M. Al Johani, H.H. Balkhy, High prevalence of the PER-1 gene among carbapenem-resistant Acinetobacter baumannii
in Riyadh, Saudi Arabia, Eur. J. Clin. Microbiol. Infect. Dis. 35 (11) (2016) 1759-1766, https://doi.org/10.1007/s10096-016-2723-8.

M.H. Al-Agamy, K. Jeannot, T.S. El-Mahdy, A.M. Shibl, W. Kattan, P. Plésiat, P. Courvalin, First detection of GES-5 carbapenemase-producing Acinetobacter
baumannii isolate, Microb. Drug Resist. 23 (5) (2017) 556-562, https://doi.org/10.1089/mdr.2016.0152.

M.A. Rizk, N.T. Abou El-Khier, Aminoglycoside resistance genes in Acinetobacter baumannii clinical isolates, Clin. Lab. 65 (7) (2019), https://doi.org/10.7754/
Clin.Lab.2019.190103.

A. Elsheredy, Z. Yousif, E. Elghazzawi, A. Elmenshawy, A. Ghazal, Prevalence of genes encoding aminoglycoside-modifying enzymes and armA among
acinetobacter baumannii clinical isolates in alexandria, Egypt, Infect. Disord.: Drug Targets 21 (8) (2021) e300821191828, https://doi.org/10.2174/
1871526521666210225113041.

L. Al-Hassan, H. Elbadawi, E. Osman, S. Ali, K. Elhag, D. Cantillon, J. Wille, H. Seifert, P.G. Higgins, Molecular epidemiology of carbapenem-resistant
acinetobacter baumannii from khartoum state, Sudan, Front. Microbiol. 12 (2021 Feb 26) 628736, https://doi.org/10.3389/fmicb.2021.628736.

Y. Jiang, Y. Ding, Y. Wei, C. Jian, J. Liu, Z. Zeng, Carbapenem-resistant Acinetobacter baumannii: a challenge in the intensive care unit, Front. Microbiol. 13
(2022) 1045206, https://doi.org/10.3389/fmicb.2022.1045206.

1.L. Hernandez-Gonzalez, S. Castillo-Ramirez, Antibiotic-resistant acinetobacter baumannii is a one health problem, Lancet Microbe 1 (7) (2020) €279, https://
doi.org/10.1016/52666-5247(20)30167-1.

L.A. Tobin, V.M. Jarocki, J. Kenyon, B. Drigo, E. Donner, S.P. Djordjevic, M. Hamidian, Genomic analysis of diverse environmental Acinetobacter isolates
identifies plasmids, antibiotic resistance genes, and capsular polysaccharides shared with clinical strains, Appl. Environ. Microbiol. 90 (2) (2024) e0165423,
https://doi.org/10.1128/aem.01654-23.

X.Z. Su, J. Chen, T. Mizushima, T. Kuroda, T. Tsuchiya, AbeM, an H+-coupled Acinetobacter baumannii multidrug efflux pump belonging to the MATE family of
transporters, Antimicrob. Agents Chemother. 49 (2005) 4362-4364, https://doi.org/10.1128/AAC.49.10.4362-4364.2005.

M.E. Wand, J.M. Sutton, Efflux-mediated tolerance to cationic biocides, a cause for concern? Microbiology 168 (2022) 001263 https://doi.org/10.1099/
mic.0.001263.

B. Boral, O. Unaldi, A. Ergin, R. Durmaz, O.K. Eser, Acinetobacter Study Group. A prospective multicenter study on the evaluation of antimicrobial resistance
and molecular epidemiology of multidrug-resistant Acinetobacter baumannii infections in intensive care units with clinical and environmental features, Ann. Clin.
Microbiol. Antimicrob. 2 (1) (2019) 18, https://doi.org/10.1186/512941-019-0319-8, 19.

N.H. Muzahid, M.H. Hussain, M.A.L. Huét, J. Dwiyanto, T.T. Su, D. Reidpath, F. Mustapha, Q. Ayub, H.S. Tan, S. Rahman, Molecular characterization and
comparative genomic analysis of Acinetobacter baumannii isolated from the community and the hospital: an epidemiological study in Segamat, Malaysia, Microb.
Genom. 9 (4) (2023) mgen000977, https://doi.org/10.1099/mgen.0.000977.

N. Si-Tuan, H.M. Ngoc, L.D. Nhat, C. Nguyen, H.Q. Pham, N.T. Huong, Genomic features, whole-genome phylogenetic and comparative genomic analysis of
extreme-drug-resistant ventilator-associated-pneumonia Acinetobacter baumannii strain in a Vietnam hospital, Infect. Genet. Evol. 80 (2020) 104178, https://
doi.org/10.1016/j.meegid.2020.104178.

19


https://doi.org/10.7883/yoken.JJID.2023.260
https://doi.org/10.7883/yoken.JJID.2023.260
https://doi.org/10.1111/crj.13732
https://doi.org/10.3390/pathogens12040609
https://doi.org/10.2147/IDR.S383285
https://doi.org/10.1186/s13756-022-01156-1
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref66
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref66
https://doi.org/10.1016/j.watres.2014.11.021
https://doi.org/10.1021/acs.est.1c02483
https://doi.org/10.1016/j.watres.2021.117050
https://doi.org/10.37757/MR2022.V24
https://doi.org/10.1016/j.jgar.2020.01.001
https://doi.org/10.5365/wpsar.2021.12.4.863
https://doi.org/10.5365/wpsar.2021.12.4.863
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref73
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref73
https://doi.org/10.1186/s13756-020-00769-8
https://doi.org/10.3390/jcm12206582
https://doi.org/10.3390/jcm12206582
https://doi.org/10.1099/jmm.0.000826
https://doi.org/10.3390/ijms22052486.69
https://doi.org/10.3390/antibiotics10081009
https://doi.org/10.1556/030.2024.02202
https://doi.org/10.1016/j.scitotenv.2024.170058
https://doi.org/10.1016/j.scitotenv.2024.170058
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref81
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref81
https://doi.org/10.1007/s10096-016-2723-8
https://doi.org/10.1089/mdr.2016.0152
https://doi.org/10.7754/Clin.Lab.2019.190103
https://doi.org/10.7754/Clin.Lab.2019.190103
https://doi.org/10.2174/1871526521666210225113041
https://doi.org/10.2174/1871526521666210225113041
https://doi.org/10.3389/fmicb.2021.628736
https://doi.org/10.3389/fmicb.2022.1045206
https://doi.org/10.1016/S2666-5247(20)30167-1
https://doi.org/10.1016/S2666-5247(20)30167-1
https://doi.org/10.1128/aem.01654-23
https://doi.org/10.1128/AAC.49.10.4362-4364.2005
https://doi.org/10.1099/mic.0.001263
https://doi.org/10.1099/mic.0.001263
https://doi.org/10.1186/s12941-019-0319-8
https://doi.org/10.1099/mgen.0.000977
https://doi.org/10.1016/j.meegid.2020.104178
https://doi.org/10.1016/j.meegid.2020.104178

I. Gheorghe-Barbu et al. Heliyon 10 (2024) e33372

[95] D.L.N. Rodrigues, F. Morais-Rodrigues, R. Hurtado, R.G. Dos Santos, D.C. Costa, D. Barh, P. Ghosh, K.J. Alzahrani, S.C. Soares, R. Ramos, A. Gées-Neto,
V. Azevedo, F.F. Aburjaile, Pan-resistome insights into the multidrug resistance of Acinetobacter baumannii, Antibiotics 10 (5) (2021) 596, https://doi.org/
10.3390/antibiotics10050596.

[96] G.S. Vernikos, A review of pangenome tools and recent studies, in: H. Tettelin, D. Medini (Eds.), The Pangenome: Diversity, Dynamics and Evolution of Genomes
[Internet], Springer, Cham (CH), 2020, 2020.

[97]1 A. Alij, A. Khatoon, T. Mirza, F. Ahmad, Intensification in genetic information and acquisition of resistant genes in genome of Acinetobacter baumannii: a pan-
genomic analysis, BioMed Res. Int. (2022) 3186343, https://doi.org/10.1155/2022/3186343.

[98] A. Grace, R. Sahu, D.R. Owen, V.A. Dennis, Pseudomonas aeruginosa reference strains PAO1 and PA14: a genomic, phenotypic, and therapeutic review, Front.
Microbiol. 13 (2022) 1023523, https://doi.org/10.3389/fmicb.2022.1023523.

20


https://doi.org/10.3390/antibiotics10050596
https://doi.org/10.3390/antibiotics10050596
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref96
http://refhub.elsevier.com/S2405-8440(24)09403-9/sref96
https://doi.org/10.1155/2022/3186343
https://doi.org/10.3389/fmicb.2022.1023523

	Decoding the resistome, virulome and mobilome of clinical versus aquatic Acinetobacter baumannii in southern Romania
	1 Introduction
	2 Materials and methods
	2.1 Resistant bacteria isolation and identification
	2.2 Antibiotic susceptibility assays
	2.3 Whole genome sequencing (WGS) and bioinformatics
	2.4 Chromosomal or plasmid location of carbapenem resistance genes (CRGs)
	2.5 Conjugation assays
	2.6 GenBank accession numbers

	3 Results and discussion
	3.1 Comparative analysis of the antimicrobial resistance phenotypes of A. baumannii isolates with different isolation sources
	3.2 WGS analysis of A. baumannii with different isolation sources
	3.2.1 ST and lineage distribution
	3.2.2 ARGs
	3.2.3 BRGs
	3.2.4 VFs
	3.2.5 Pangenome analysis of clinical, WW and SW A. baumannii isolates
	3.2.6 Genetic context analysis of clinical, WW and SW A. baumannii isolates

	3.3 Conjugation assays
	3.4 Conclusion

	Institutional review board statement
	Data availability statement
	CRediT authorship contribution statement
	Declaration of competing interest
	Acknowledgments
	Appendix A Supplementary data
	References


