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Abstract: The nitroaromatic explosive 2,4,6-trinitrotoluene (TNT) is a highly toxic and persistent
environmental pollutant. Since physicochemical methods for remediation are poorly effective, the
use of microorganisms has gained interest as an alternative to restore TNT-contaminated sites. We
previously demonstrated the high TNT-transforming capability of three novel Pseudomonas spp.
isolated from Deception Island, Antarctica, which exceeded that of the well-characterized TNT-
degrading bacterium Pseudomonas putida KT2440. In this study, a comparative genomic analysis
was performed to search for the metabolic functions encoded in the genomes of these isolates that
might explain their TNT-transforming phenotype, and also to look for differences with 21 other
selected pseudomonads, including xenobiotics-degrading species. Comparative analysis of xenobiotic
degradation pathways revealed that our isolates have the highest abundance of key enzymes related
to the degradation of fluorobenzoate, TNT, and bisphenol A. Further comparisons considering only
TNT-transforming pseudomonads revealed the presence of unique genes in these isolates that would
likely participate directly in TNT-transformation, and others involved in the β-ketoadipate pathway
for aromatic compound degradation. Lastly, the phylogenomic analysis suggested that these Antarctic
isolates likely represent novel species of the genus Pseudomonas, which emphasizes their relevance as
potential agents for the bioremediation of TNT and other xenobiotics.

Keywords: Pseudomonas; TNT; comparative genomics; Antarctica; bioremediation; xenobiotics

1. Introduction

Owing to their high chemical stability and low degradability, nitroaromatic pollutants
are extremely difficult to remove from the environment, and because of their extensive
use and disposal by both military and civilian activities, they are now widely distributed
both in soils and waters, becoming a major environmental concern [1]. One of the most
toxic and recalcitrant compounds among nitroaromatics is 2,4,6-trinitrotoluene (TNT), a
highly noxious, mutagenic, and deleterious xenobiotic. Due to its great explosive power, it
is mainly used for military purposes, but also as a valuable resource in civil engineering
activities, mining, and propulsion technologies [2–5]. Owing to its negative effects on
health, it has been classified as a hazardous substance by the United States Environmental
Protection Agency (US EPA) [6]. Although diverse physical and chemical methods have
been developed for removing TNT from the environment, they have not been useful enough,
mainly due to their high cost and the generation of toxic by-products [7]. In contrast,
bioremediation, a biological approach to remove toxic waste by using biological agents such
as microorganisms, offers advantages to achieve complete transformation or mineralization
of TNT in an environmentally friendly manner [3]. However, the development of effective
treatments and strategies for complete onsite clean-up and detoxification of this compound
is an issue that remains unsolved and has regained research interest in recent years [8–11].
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Microorganisms have evolved to thrive in virtually every environment on Earth,
using all kinds of compounds as a source of energy, and nitroaromatics are not an excep-
tion. Bacteria from several genera, such as Escherichia, Enterobacter, Citrobacter, Clostridium,
Desulfovibrio, Klebsiella, and Pseudomonas (among some others), have been reported so far
as capable of growing on different nitroaromatic and nitramine-type explosives [5]. De-
spite this diversity, only a few microbial enzymes that belong to the nitroreductase and
old yellow enzyme (OYE) families have been identified as responsible for catalyzing the
breakdown of nitroaromatics, including TNT. The chemical structure of this compound
makes it particularly difficult to transform, due to the symmetrical arrangement of the
three electron-withdrawing nitro groups, which create steric hindrance and prevent the
conventional electrophilic attack by oxygenase enzymes (which is not the case for mono-
and dinitrotoluenes) [12]. On the other hand, depending on the oxygen requirements of
bacteria, the transformation can be carried out either aerobically or anaerobically, leading
to multiple reduction steps or complete reduction, respectively. Under aerobic conditions,
bacterial TNT transformation generally occurs via reduction of nitro groups and/or aro-
matic ring reduction [13]. The main enzymes involved in these reactions are xenobiotic
reductases (XENr) [14–16], N-ethylmaleimide reductases (NEMr) [17,18] and pentaerythri-
tol tetranitrate reductases (PETNr) [19,20] of the OYE family, and nitroreductases type I
of the nitroreductase family [21]. Unlike OYEs, nitroreductases act only by reducing nitro
groups of TNT and do not have the ability to break down the aromatic ring.

Among the main bacteria capable of carrying out TNT transformation are members of
the genus Pseudomonas. Different species, such as P. putida, P. fluorescens, and P. aeruginosa,
have been reported to have enzymes that are capable of metabolizing TNT [14,22,23].
Members of this genus are Gram-negative and rod-shaped bacteria with great metabolic
versatility that allows them to thrive under harsh environmental conditions, including those
from extreme geographical locations, such as Antarctica [24,25]. This remote continent
harbors sites with unique geology and microbiological diversity, such as Deception Island,
a still poorly explored ecosystem that, in recent years, has become a highly interesting
hotspot for the search and discovery of novel microorganisms and enzymes with potential
biotechnological applications [26–28].

In this context, in a previous study, we reported the isolation of three Antarctic Pseu-
domonas (named TNT3, TNT11, and TNT19) and the assessment of their TNT-transforming
activity [29]. Notably, the three isolates showed higher consumption and growth on TNT
than P. putida KT2440, one of the best-studied TNT-transforming bacteria [22,30]. In light of
those results, and in order to gain a deeper understanding of the biotransforming capability
of our isolates, we decided to investigate the genomic features that could explain the
observed TNT-transforming phenotype, using an in-depth genome-wide analysis and com-
parative genomics approach. To do this, we started by selecting 21 pseudomonads genomes
according to 5 criteria. Firstly, we searched for species with experimentally demonstrated
TNT-transforming activity, aiming to identify genomic elements both shared and unique to
our isolates that might be involved in TNT transformation. The same criterion was used
to search for species capable of degrading other aromatic xenobiotics. Then, we searched
for species that were isolated exclusively from Antarctica, aiming to determine whether
TNT-degrading genes are a common feature among them, or instead, a particularity of our
isolates. Additional criteria based on phylogenomic and phylogenetic closeness were used
for selecting other species that could help us assess the genetic novelty of our isolates and
determine whether they correspond to novel species. Lastly, to evaluate the potential use
of our isolates as bioremediation agents, pathogenic species were selected to compare their
pathogenic profile with that of our isolates.

The comparative genomic analyses carried out in the present study, consisting of com-
prehensive functional annotation, metabolic potential analysis, pangenome reconstruction,
and homology search for TNT metabolism-related enzymes, revealed that our isolates
exhibit unique metabolic potential and also a noteworthy potential to degrade TNT and
other aromatic xenobiotics, such as fluorobenzoate, xylene, and bisphenol A. Furthermore,
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most in-depth analyses revealed that our isolates have unique enzymes that are involved
in central metabolic routes, such as the β-ketoadipate pathway (where several aromat-
ics degradation routes converge) and also in peripheral metabolic routes (for direct TNT
degradation) that are not present in other well-known TNT-transforming pseudomonads.
Additionally, the phylogenetic/phylogenomic analyses and pathogenicity-related genes
search indicate that our isolates are novel non-pathogenic Pseudomonas species. To the best
of our knowledge, this is the first comparative genomics report on TNT transformation by
Pseudomonas species.

2. Materials and Methods
2.1. Bacterial Species and Culture Conditions

The bacterial isolates Pseudomonas sp. TNT3, TNT11, and TNT19 used in this work
(from now on referred as ‘TNT isolates’) were previously isolated from soil samples col-
lected from Deception Island, Antarctica, during the 54th Chilean Antarctic Scientific Expe-
dition in 2018. The isolates were cultured for DNA extraction as previously reported [29].

2.2. Public Data Acquisition

In this study, the genomes of TNT isolates were compared with those of 21 other
pseudomonads, which were selected and classified into 5 groups according to the following
criteria: Group 1. Pseudomonas spp. with experimentally demonstrated TNT transformation
capability. To the best of our knowledge, only two Pseudomonas strains meet this criterion,
P. putida JLR11 and P. putida KT2440. Unfortunately, the genomes of other reported TNT-
transforming pseudomonads are not publicly available [2,31,32]; Group 2. Pseudomonas spp.
with experimentally demonstrated xenobiotics degradation capability, including aromatics
other than TNT, P. aeruginosa PFL-P1, P. frederiksbergensis AS1, P. veronii 1YdBTEX2, and
P. veronii Pvy. These species were selected to evaluate and compare their functional po-
tential with that of the TNT isolates to degrade other aromatic xenobiotics, considering
the capability of the former to degrade compounds that are structurally similar to TNT
(e.g., benzene, toluene); Group 3. Pseudomonas spp. from the same geographical origin
(Antarctica), Pseudomonas sp. GC01, Pseudomonas sp. MPC6, P. deceptionensis LMG 25555,
P. antarctica PAMC 27494, P. fildesensis KG01, and P. extremaustralis 14-3b. These species
were selected aiming to investigate whether TNT-transforming capability is a ubiquitous
trait among Antarctic isolates or whether it is present only in TNT isolates; Group 4. Pseu-
domonas spp. phylogenetically close to TNT isolates, P. mandelii PD30, P. mandelii DSM
17967, P. frederiksbergensis ERDD5:01, P. frederiksbergensis AS1, P. fluorescens F113, P. fluo-
rescens ATCC 13525, P. veronii Pvy, and P. veronii 1YdBTEX2. These species were used
to determine whether our isolates potentially correspond to novel species of the genus
Pseudomonas. The search and selection of these species were performed based on 16S gene
identity and genome distance estimation computed by the “similar genome finder” tool of
the PathoSystems Resource Integration Center (PATRIC) server [33]. Additionally, their
functional potential to metabolize TNT and other xenobiotics was compared with that of
TNT isolates; Group 5. Pathogenic Pseudomonas spp. Since pathogenic bacteria are not suit-
able for bioremediation purposes, we included pathogenic species in the analysis in order to
evaluate the pathogenicity of our isolates toward humans and plants. Human-pathogenic
Pseudomonas spp include P. aeruginosa PAO1, P. aeruginosa UCBPP-PA14. Phytopathogenic
Pseudomonas spp include P. syringae pv. syringae strain B301D and P. syringae pv. syringae
strain HS191. The latest available version of each of the genome assemblies mentioned
above was considered in the analyses. NCBI’s RefSeq accession codes and details about
these genomes are shown in Table S1.

2.3. Genome Sequencing and Assembly

High-quality genomic DNA was extracted from TNT isolates using the Wizard Ge-
nomic DNA Purification Kit (Promega, Madison, WI, USA), according to the manufacturer’s
instructions. The whole-genome sequencing library was prepared from 1 ng of genomic
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DNA from each isolate using the Illumina Nextera XT kit. DNA library sequencing was
conducted on an Illumina MiSeq platform, using 2 × 300 bp paired-end sequencing mode
at the Center of Plant Biotechnology (Universidad Andrés Bello, Santiago, Chile). Raw
sequencing reads were quality checked using FastQC v0.11.9 [34] and then trimmed and
filtered using BBDuk v38.84 [35]. The quality trimmed reads were de novo assembled with
SPAdes v3.13.1 [36] using the “careful” mode. Contigs of less than 1 kbp were filtered
out. Assembly polishing was performed using Pilon v1.24 [37]. Assembly and quality
assessment metrics were obtained using QUAST v5.0.2 [38] and coverage statistics were
calculated by mapping reads back to the assembled contigs with BBMap v38.84 [35]. The
completeness of the draft assemblies was assessed by searching for universal single-copy
marker genes and orthologs using CheckM [39] and BUSCO [40] programs, respectively.
For BUSCO, the bacteria_odb10 dataset (124 single-copy orthologs) was used, while for
CheckM, Pseudomonas lineage-specific markers were considered. The draft genome se-
quences of Pseudomonas sp. TNT3, TNT11, and TNT19 have been deposited in the GenBank
database (NCBI) under the accession numbers WFGV00000000, JAKNRV000000000, and
JAKNRW000000000, respectively.

2.4. Genome Annotation and Metabolic Potential Analysis

The de novo genome assemblies were annotated using RASTtk [41] implementation
available on PATRIC server v3.6.12 [33], PROKKA v1.13 [42] and eggNOG-mapper [43,44].
Comparative metabolic potential plots were generated using the recently published func-
tional annotation pipeline MicrobeAnnotator [45]. Briefly, this latter tool performs a func-
tional annotation of the predicted coding sequences from multiple query genomes, by
applying an iterative search against four different databases (KOfam, Swiss-Prot, TrEMBL,
and RefSeq), aiming to obtain a KEGG Orthology identifier (KO) for each protein. When
the iterative search is complete, the identifiers associated with all proteins in each genome
are extracted, and the metabolic potential is calculated based on the total steps in a module,
the proteins (KOs) required for each step, and the KOs present in each genome. The output
is a matrix of KEGG metabolic modules completeness, which is visualized through a bar
plot and a heat map, showing module completeness per genome. In this study, RASTtk
gene predictions were used as input for MicrobeAnnotator.

To obtain comparative visualizations of the annotation results, we generated heat
maps using the “heatmap.2” R package and subjected them to multivariate statistical
analyses using the hierarchical clustering method, as implemented in the hclust R function.
Briefly, this function performs a hierarchical cluster analysis using a set of dissimilarities
(computed using squared Euclidean distances) for the n objects being clustered (complete
agglomeration method was used for clustering). More details on this function are avail-
able at https://www.rdocumentation.org/packages/stats/versions/3.6.2/topics/hclust,
accessed on 24 July 2022.

2.5. Pangenome Analysis

Pangenome reconstruction was performed using Roary v3.12 [46] using default pa-
rameters. Annotated assemblies in the gff3 format produced PATRIC/RASTtk and were
modified using in-house scripts to meet the specific formatting accepted by Roary as the
input for pangenome calculations, as described in https://github.com/The-Sequence-
Ontology/Specifications/blob/master/gff3.md, accessed on 12 January 2022. Downstream
analysis followed the guidelines in https://sanger-pathogens.github.io/Roary/, accessed
on 12 January 2022. Roary’s core- and pangenomes were inferred by applying 95% blastp
identity threshold for clustering protein sequences. Core genes were defined as those
occurring in ≥99% of genomes (hard-core) and in the range 95–99% (soft-core); accessory
genes were defined as those occurring in 15–95% (shell) and ≤15% (cloud) of the genomes;
unique genes were defined by Roary as those specific to a single genome or set of genomes
according to an identity threshold of 95%. Post-processing of pangenome data was per-
formed using in-house scripts. Pangenome was queried using Roary’s query_pan_genome

https://www.rdocumentation.org/packages/stats/versions/3.6.2/topics/hclust
https://github.com/The-Sequence-Ontology/Specifications/blob/master/gff3.md
https://github.com/The-Sequence-Ontology/Specifications/blob/master/gff3.md
https://sanger-pathogens.github.io/Roary/
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script to establish the gene differences between different sets of species and to identify
unique genes.

2.6. Phylogenetic and Phylogenomic Analyses

To infer phylogenetic relationships among the 24 pseudomonads considered in this
study, the core genes deduced by Roary were used to conduct a multilocus sequence
analysis (MLSA). To do this, core genes were extracted from each genome, aligned with
MUSCLE [47] and trimmed using BMGE [48] with the DNAPAM100 matrix. Trimmed
alignments were then concatenated with the ‘concat’ command from SeqKit toolkit [49].
The resulting concatenated alignment was used to infer a maximum likelihood (ML) tree
by conducting 20 ML tree searches under the standard GTRGAMMA model with random-
ized accelerated maximum likelihood (RAxML) v8.2.12 [50]. Support values for the best
scoring tree were computed using the bootstrap procedure considering 100 replicates. The
phylogenetic tree was visualized using iTOL v6 [51]. For phylogenomic analysis, pairwise
average nucleotide identities (ANI) between TNT isolates and the other pseudomonads
were calculated using the PyANI v0.2.11 python module [52] based on BLAST+ (ANIb)
and MUMmer (ANIm) algorithms. The results were visualized with the heatmap.2 R
package [53].

2.7. Prediction of Mobile Genetic Elements and Other Specific Genomic Features

Mobile genetic elements (MGEs), such as prophages, genomic islands (GIs), insertion
sequences (ISs), clustered regularly interspaced short palindromic repeats (CRISPR) and
their associated (Cas) proteins, were predicted in the genomes of all TNT-transforming
species. PHASTER [54] was used to identify putative prophage regions. GIs were predicted
with IslandViewer4 using reference genomes [55]. Isolates TNT3 and TNT19 were com-
pared with P. mandelii JR-1, TNT11 was compared with P. veronii Pvy and strains KT2440
and JLR11 were compared with P. putida KT2440. ISs were identified using the ISEScan
analysis pipeline [56]. CRISPR-Cas sequences were predicted using CRISPRCasFinder [57].
Virulence factors and antibiotic resistance genes were identified in the genome annota-
tion generated by PATRIC [33] using the Virulence Factor Database (VFDB) [58] and the
Comprehensive Antibiotic Resistance Database (CARD) [59], respectively. In addition,
the prediction of secondary metabolite production gene clusters was performed using the
antiSMASH 6.0 tool [60].

2.8. Identification and Analysis of Putative TNT Metabolism-Related Enzymes

To identify enzymes directly involved in TNT-degradation (i.e., direct conversion
of TNT molecule into metabolites), such as nitroreductases, OYEs, and azoreductases
(from now on, collectively referred to as TNT-degrading enzymes), in the genomes of
TNT isolates, we initially inspected the RASTtk automatic annotation results. Then, we
conducted a comprehensive homology search against a set of experimentally character-
ized TNT-degrading enzymes. Gene products annotated with non-specific names by
RASTtk (e.g., NADH-dependent oxidoreductase) were compared against the UniProt
Knowledgebase database (UniProtKB) [61] for manual curation. For specific homology
searches, all translated CDSs previously predicted for the genomes of TNT isolates were
queried (blastp) against a local database of characterized TNT-degrading enzymes from
Pseudomonas spp. retrieved from GenBank, including nitroreductases PnrA (AAM95986.1)
and PnrB (AAM95987.1) from P. putida JLR11; OYEs XenA from P. putida II-B (AAF02538.1)
and P. putida KT2440 (AAN66878.1), XenB from P. fluorescens I-C (AAF02539.1) and P. putida
KT2440 (AAN66545.1), XenC (AAN68098.1), XenE (AAN67100.1), and NEMr (AAN68781.1)
from P. putida KT2440. In the same way, MexE, MexF, and OprN subunits of the MexEF-
OprN efflux pump were also searched, owing to their role in xenobiotic extrusion. Then,
the sequences found were characterized by identifying the conserved residues described
for each type of enzyme by performing multiple sequence alignments (MSA) with MUS-
CLE [47]. Additionally, the theoretical molecular mass of each sequence was calculated with
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the ExPASy’s ProtParam tool [62]. All the above-described analyses were also performed
on P. putida strains JLR11 and KT2440 genomes for comparative purposes. Additionally,
a neighbor-joining cladogram was constructed for nitroreductase, xenobiotic reductase,
and azoreductase enzymes using the Jones–Taylor–Thornton (JTT) substitution model and
100 bootstrap replicates, using MAFFT server [63].

2.9. Reconstruction of TNT Metabolic Pathways

Since many of the metabolic pathways for nitroaromatic degradation are poorly
characterized (or not characterized at all), particularly those for TNT detoxification, we
compiled the information available in the literature regarding TNT catabolism to propose
a tentative diagram of the reaction routes where Pseudomonas TNT metabolism-related
enzymes participate. The putative TNT-degrading enzymes found in all TNT-transforming
species analyzed in this study were mapped to the routes where they probably participate
according to their functional annotations and/or experimental evidence.

3. Results and Discussion
3.1. General Genomic Features of TNT Isolates

Shotgun DNA sequencing yielded 5.6, 3.2, and 4.8 million reads, with Q ≥ 30 mean
sequence quality for isolates TNT3, TNT11, and TNT19, respectively. After reads pre-
processing, the mean sequence quality was Q ≥ 35. The de novo assembly of filtered reads
and polishing steps generated assemblies of 138, 718, and 92 contigs with N50 values
of 93,061, 13,749 and 166,334 bp for TNT3, TNT11, and TNT19, respectively (Table 1).
The draft genome size and G+C content of TNT3 and TNT19 were similar, both being
around 6.46 Mbp and 58.6% G+C (Figure S1). In contrast, the genome size of TNT11
was smaller (5.86 Mbp) and the G+C content slightly higher (60.44%). Nevertheless,
the genome size and G+C content of the three isolates were in agreement with those
reported for other pseudomonads [24]. High sequencing depth was obtained for each
sample, being the mean sequence coverage 110×, 174×, and 151× for TNT3, TNT11,
and TNT19 genomes, respectively. Draft genome completeness estimations by BUSCO
and CheckM were congruent, revealing that genomes of TNT3 and TNT19 are virtually
complete (~100%), whilst the genome of TNT11 is close-to-complete (96–97%) (Figure S2a).
No missing BUSCOs were found in TNT3 and TNT19 and only one single-copy ortholog
was missing in the TNT11 genome. In addition, the metrics estimated by CheckM revealed
minimal levels of contamination (0.45–2%) (Figure S2b).

Table 1. General features of TNT isolates’ draft genome assemblies. Gene counts correspond
to PATRIC/RASTtk annotation results. Completeness metrics are the result of BUSCO and
CheckM assessments.

Genome Feature Isolate

TNT3 TNT11 TNT19

Contig count 138 718 92
L50 value 22 126 11

Contigs N50 (bp) 93,061 13,749 166,334
Completeness (%) 99.2 96.8 99.2
Genome size (bp) 6,458,871 5,861,354 6,454,788
GC content (%) 58.55 60.44 58.60

Total genes 6185 6345 6385
Total number CDSs 6120 6280 6322

rRNA genes 5 6 5
tRNA genes 60 59 58

Proteins with functional assignment 4751 4943 4644
Hypothetical proteins 1369 1337 1678



Genes 2022, 13, 1354 7 of 26

3.2. Annotation and Metabolic Potential Analysis

Draft genome assemblies of the TNT isolates were initially annotated with PATRIC/RASTtk.
As a result, the total number of coding sequences (CDSs) in these genomes ranged between
6120 and 6322, of which nearly 1400 (22%) were annotated as hypothetical proteins. In
addition, around 5 rRNA-encoding genes and 59 tRNA-encoding genes were predicted in
the 3 genomes. A summary of the general features of the assembled genomes and their
annotation is shown in Table 1. Then, the predicted CDSs were classified into “clusters
of orthologous groups of proteins” (COGs) functional categories by mapping them to the
eggNOG database (v5.0) with eggNOG-mapper. As shown in Figure S3, the most abundant
COGs are mainly involved in central metabolism and energy production. The top three
most enriched COG categories were S (function unknown), E (amino acid transport and
metabolism) and K (transcription), comprising 18, 8.9 and 8.8% of all proteins classified,
respectively. Additionally, about 6% of the proteins in TNT isolates could not be classified in
any functional category (“not classified” in Figure S3). Although COG abundance profiles
among these isolates are quite similar, it is possible to observe the enrichment of categories
such as P (inorganic ion transport and metabolism) in TNT3, N (cell motility) in TNT11, and
L (replication, recombination and repair) in TNT19, which are consistent with the RASTtk
annotation results and hint at distinctive metabolisms.

In order to compare the overall metabolic potential encoded by TNT isolates with that
of the other 21 selected pseudomonads, a comprehensive annotation was carried out using
the MicrobeAnnotator pipeline. A matrix that compiled the predicted completeness of all
KEGG modules per genome was generated and graphically summarized as a bar plot and
a heat map (considering only metabolic modules at least 80% complete in at least one of
the compared genomes). The MicrobeAnnotator results revealed that genomes of the TNT
isolates and P. veronii Pvy have noticeably fewer complete KEGG metabolic modules (<50)
than the remaining genomes, with TNT3 having the fewest complete modules, as shown
in the bar plot in Figure S4. It was also observed that TNT3 and TNT19 share a higher
similarity of metabolic potential (in terms of overall KEGG modules completeness) with
each other than with TNT11, as they were clustered together in a separated clade, whilst
TNT11 formed a clade together with the highly versatile species P. veronii Pvy (Figure S5).

To explore and compare in more detail the abundance of genes that encode catabolic
(degradative) enzymes in the set of genomes, annotation results of the whole PATRIC’s
“xenobiotics degradation and metabolism” pathway and MicrobeAnnotator’s “aromatics
degradation” KEGG pathway were compiled into matrices of gene counts by category and
percentage of completeness by module, respectively. The matrices were represented as heat
maps for easy interpretation (Figure 1). Pathogenic species (Group 5) were not included in
this analysis, due to their low functional potential to degrade xenobiotics.

According to the RASTtk annotation, all the analyzed species have the potential to
degrade xenobiotics to a different extent. Nevertheless, the catabolic potential seems to be
enriched in a cluster comprising four species (TNT11, Pseudomonas sp. GC01, P. veronii Pvy,
and Pseudomonas sp. MPC6), which features the largest number of enzymes for “benzoate
degradation via hydroxylation”, as shown in Figure 1a. It is worth mentioning that all of
these species, except for P. veronii Pvy, are of Antarctic origin. When focusing only on TNT
isolates, we observed that TNT3, TNT11, and TNT19 have the highest metabolic potential
to degrade fluorobenzoate, TNT, and bisphenol A, respectively. In particular, the number
of genes in the “trinitrotoluene degradation” pathway found by PATRIC in these isolates is
greater than that of P. putida KT2440, which might explain to some extent our previously
reported experimental results, where TNT isolates showed a higher TNT transformation
rate compared to the KT2440 strain [29]. Notably, among all pseudomonads compared,
TNT11 is the one with the highest gene count for the “trinitrotoluene degradation” pathway
(Table S2). According to our previous results, it would have been expected that isolate
TNT3 would have more enzymes in this pathway, since it showed to be more efficient
in degrading TNT than isolate TNT11. Nevertheless, it is evident that not only a larger
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genetic repertoire is important for catabolic functions but also the conditions that induce
gene expression and the catalytic efficiency of the encoded enzymes.

Genes 2022, 13, x FOR PEER REVIEW 8 of 27 
 

 

 

Figure 1. Xenobiotics and aromatics degradation potential of pseudomonads analyzed in this study. 

(a) Count of genes in “xenobiotics degradation and metabolism” pathway according to 

PATRIC/RASTtk annotation; (b) percentage of completeness of “aromatics degradation” KEGG 

modules obtained with MicrobeAnnotator for TNT isolates and all non-pathogenic pseudomonads 

included in the analysis. 

According to the RASTtk annotation, all the analyzed species have the potential to 

degrade xenobiotics to a different extent. Nevertheless, the catabolic potential seems to be 

enriched in a cluster comprising four species (TNT11, Pseudomonas sp. GC01, P. veronii 

(a) 

(b) 

Figure 1. Xenobiotics and aromatics degradation potential of pseudomonads analyzed in this
study. (a) Count of genes in “xenobiotics degradation and metabolism” pathway according to
PATRIC/RASTtk annotation; (b) percentage of completeness of “aromatics degradation” KEGG
modules obtained with MicrobeAnnotator for TNT isolates and all non-pathogenic pseudomonads
included in the analysis.
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Compared to PATRIC/RASTtk, MicrobeAnnotator provides more exhaustive anno-
tations thanks to its iterative approach using KOfam, Swiss-Prot, TrEMBL, and RefSeq
databases, which improves the assignment of functions to unannotated proteins and also
allows us to evaluate the level of completeness of the different KEGG metabolic modules
in a genome. When analyzing the results for “aromatics degradation” pathway modules
with this tool (Figure 1b), it is clear that the degradation potential of the species analyzed is
concentrated in catechol degradation via ortho-cleavage (KEGG module: M00569), which is
over 75% complete in all of them. Interestingly, this module is only complete in TNT19,
as well as in P. putida strains and some other Antarctic species (Pseudomonas sp. GC01
and P. deceptionensis LGM25555). On the contrary, catechol degradation via meta-cleavage
(KEGG module: M00569) is complete only in P. veronii strains and P. extremaustralis species,
although in TNT11 and TNT19, this module is also near complete (71%), unlike the P. putida
strains. Here, it is worth mentioning that the origin of aromatic compounds degraded
by bacteria can be both natural (e.g., amino acids and petroleum-derived hydrocarbons)
and anthropogenic (e.g., nitroaromatics, dioxins, polychlorobiphenyls and pesticides).
These compounds are generally catabolized by several peripheral metabolic pathways
(e.g., toluene, naphthalene, chlorobenzoate, phenylalanine, etc.) that converge in a few
central intermediates (e.g., catechol or its derivatives, homogentisate, hydroquinone, etc.),
which are then converted into tricarboxylic acids (TCA) cycle intermediates by a small
number of common central pathways [64,65]. In the case of catechol, it can be degraded
via the ortho-cleavage pathway, resulting in succinyl-CoA and acetyl-CoA and via the
meta-cleavage pathway, resulting in acetaldehyde and pyruvate. All of these final products
can enter directly into the TCA cycle [65].

It was also observed that anthranilate degradation (KEGG module: M00637) is widely
distributed in the pseudomonads analyzed, although it is not complete in any of them.
Interestingly, in TNT isolates, this module is 67% complete, whereas in P. putida strains, it is
absent. Since anthranilate is a common intermediate formed during the aerobic catabolism
of some nitroaromatics, which is then converted to catechol [65], these results may shed
light on why TNT isolates are more efficient at transforming TNT than KT2440 [29]. Some
other modules, such as “benzene degradation” (KEGG module: M00548), are incomplete
or absent in most genomes, including TNT isolates and TNT-transforming P. putida strains,
being complete only in P. veronii strains and in the Antarctic species P. extremaustralis 14-3b
and Pseudomonas sp. MPC6. Another interesting result was that among all pseudomonad
genomes analyzed, isolate TNT11 is the species with the most complete xylene module
(KEGG module: M00537), which is apparently not a common feature among any of the other
pseudomonad genomes analyzed. The same was observed for the toluene degradation
module (KEGG module: M00538). Similarly, isolate TNT19 stands out as one of the
two species with the most complete phenylacetate degradation module (KEGG module:
M00878), which is also interesting, since the degradation of this compound differs from
classical mechanisms of aromatics degradation [65] and is not a common feature among
the pseudomonads analyzed. Finally, none of the species included in the heat map would
be capable of degrading aromatics of complex chemical structures, such as terephthalate,
carbazole, and benzoyl-CoA, among others. In summary, the results obtained with these
two functional annotation tools revealed particular features in our isolates that highlight
their xenobiotic catabolic potential, and at the same time could partly explain their TNT-
transforming phenotype.

3.3. Pangenome Analysis and Unique Genes

To investigate genomic differences and similarities among the 24 pseudomonads selected
for this study, we used Roary to perform a pangenome analysis based on PATRIC/RASTtk-
predicted CDSs. Genes were re-annotated using the standalone eggNOG-mapper tool to
assign COG and KEGG categories to core and accessory genes. As expected, due to the
diversity of the species analyzed, the resulting pangenome was open, as indicated by the
increase in cumulative genes with the number of genomes included (Figure S6a) and the
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small number of core genes (Figure S6b). Of 30,253 total orthologous gene clusters in the
pangenome of the 24 species, the core genome comprised only 27 (hard) and 2 (soft) core
genes, with the accessory genome containing 4703 shell genes and 25,521 cloud genes,
whereas unique genes ranged from 13 (P. aeruginosa PAO1) to 354 (Pseudomonas sp. GC01)
(Figure S6c). The number of unique genes obtained for isolates TNT3, TNT11, and TNT19
was 216, 302, and 262, respectively. Mapping of these genes to the KEGG pathways
revealed that they are mainly distributed in “metabolic pathways” (79 genes), “biosynthesis
of secondary metabolites” (38 genes), “two-component system” (31), “microbial metabolism
in diverse environments” (29 genes) and “ABC transporters” (22 genes). Nevertheless,
around 45% of the unique genes had no KEGG Orthology (KO) assignment.

To simplify the analysis and identify differences between the TNT isolates and the other
21 pseudomonads, we separated them into 5 groups, plus an additional group consisting
exclusively of TNT isolates genomes, to construct sub-pangenomes (Table S3). As a result,
we observed that core genes in the five groups were mainly related to central metabolic
functions (translation, transcription, transport, and energy production). The same was
observed for the core genes obtained for the sub-pangenome of TNT isolates genomes
only, which also was the largest (613 genes), followed by Group 4 (541 genes) and Group
3 (338 genes). Conversely, the smallest core genome was obtained for Group 2 (17 genes)
as expected, due to the diversity of species in it. Regarding accessory genes, we observed
that most genes were classified as “function unknown” by COG in all sub-pangenomes,
being the largest set that of Group 5 (11,806 genes). This result is not unexpected, since
accessory genes are usually related to antibiotic resistance and virulence factors acquired
via horizontal gene transfer, elements commonly found in P. aeruginosa (human pathogen)
and P. syringae (phytopathogen) strains [24], which are also more phylogenetically distant
to TNT isolates than all species in the remaining groups.

We then focused our attention on specific differences between our isolates and those
other Pseudomonas species with experimentally demonstrated TNT-transforming activity,
exclusively (i.e., P. putida strains KT2440 and JLR11). For this purpose, we queried the
sub-pangenome of Group 1 to identify unique genes in our isolates that are not present in
P. putida strains. Genes were considered unique if they were below the identity threshold set
by Roary calculations, as mentioned in Section 2.5. Then, the annotation of these genes was
extracted from the MicrobeAnnotator output and plotted as a heat map for comparative
purposes. As a result, 2014, 688, and 2035 unique genes were identified in isolates TNT3,
TNT11, and TNT19, respectively. When inspecting the heat map of Figure S7, we observed
that, interestingly, among these unique genes are those involved in the “catechol ortho-
cleavage” route (KEGG module: M00568), which is part of the β-ketoadipate pathway. The
enzymes encoded by these genes are listed in Table 2.

The β-ketoadipate pathway is a widely distributed route for the degradation of aro-
matic compounds in both bacteria and fungi, in which different catabolic pathways of aro-
matics (including nitroaromatics) converge. It consists of two main parallel ortho-cleavage
branches, one for catechol degradation and the other for protocatechuate degradation, both
of which are converted into other metabolites that can directly enter the TCA cycle, as
mentioned above [66,67]. Interestingly, among the unique genes of both TNT3 and TNT19,
a gene encoding the β chain of protocatechuate 3,4-dioxygenase (P3,4O), a key ring-opening
enzyme in the β-ketoadipate pathway, was found. As demonstrated for the first time by a
recent knockout study on a deletion mutant for this gene in Buttiauxella sp. S19-1, the P3,4O
enzyme is involved in the degradation of TNT and its metabolites, possibly catalyzing
downstream reactions in this pathway [11]. It is worth emphasizing that the genes encoding
P3,4O in both TNT3 and TNT19 share sequence identity below 50% when compared to
that of P. putida strains KT2440 and JLR11. Furthermore, two additional genes were also
found in these isolates, encoding the xenobiotic reductases XenB and XenE, respectively
(Table 2). Both enzymes participate in peripheral routes by directly degrading TNT [14,22].
More details regarding these two enzymes are addressed below (Sections 3.7 and 3.8). All
these results indicate that TNT isolates bear a particular set of enzymes, different enough
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from that of P. putida strains to be considered unique by the pangenome analysis tool
used, which could explain their more efficient TNT-transforming phenotypes, as previously
observed [29].

Table 2. Putative enzymes potentially involved in 2,4,6-trinitrotoluene (TNT) transformation that are
present in TNT isolates.

Isolate

Route Enzyme TNT3 TNT11 TNT19
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Protocatechuate

P3,4O (β-chain) Yes Yes
(2 isoenzymes) Yes

CMD Yes
(isoenzyme 1)

Yes
(isoenzyme 1)

Yes
(isoenzyme 1)

Yes
(isoenzyme 2)

Yes
(isoenzyme 2)

Yes
(isoenzyme 2)

Ortho-catechol
C1,2O Yes Yes Yes

MLE Yes Yes Yes

Ortho-catechol and
protocatechuate

TR Yes
(A chain)

Yes
(A chain)

Yes
(A chain)

Yes
(B chain)

Yes
(B chain)

Yes
(B chain)

TH Yes Yes Yes
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Nitroreduction

NitroR4 Yes Yes Yes
NitroR5 Yes Yes Yes
NitroR6 - Yes -
AzoR-a Yes Yes Yes
AzoR-b Yes Yes -
AzoR-c Yes - -

Nitroreduction and
denitration

XenA - Yes -
XenB Yes Yes Yes
XenC - Yes -
XenE Yes Yes Yes

This table shows the presence (yes) and absence (-) of central and peripheral enzymes found in TNT isolates.
“Yes” in italics indicates enzymes encoded by unique genes. Protocatechuate 3,4-dioxygenase (P3,4O), γ-carboxy-
muconolactone decarboxylase (CMD), catechol 1,2-dioxygenase (C1,2O), cis,cis-muconate lactonizing enzyme
(MLE), β-ketoadipate succinyl-CoA transferase (TR), β-ketoadipyl-CoA thiolase (TH), nitroreductase (NitroR),
azoreductase (AzoR), xenobiotic reductase A (XenA), xenobiotic reductase B (XenB), xenobiotic reductase C
(XenC), xenobiotic reductase E (XenE).

3.4. Phylogenetic and Phylogenomic Analyses

To obtain a deeper insight into the phylogenetic relationships between TNT isolates
and the other 21 pseudomonads, a core genome multilocus sequence analysis (MLSA)
approach was used. The core genome was composed of only 27 genes, which indicates that
the species included in the analysis have divergent genomes. The phylogenetic analysis
shown in Figure 2 revealed that isolates TNT3 and TNT19 are closely related, sharing a
clade along with four other species, which also includes the Antarctic strain Pseudomonas sp.
MPC6. On the other hand, TNT11 is more closely related to P. veronii strains (aromatic
xenobiotics degraders) [68,69] than to other Antarctic close neighbors, such as P. fildesensis
KG01 and P. extremaustralis 14-3b.
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Figure 2. Maximum likelihood phylogenetic tree based on concatenated core gene sequences from
the 24 pseudomonads considered in this study. The tree was generated with RAxML using the
GTRGAMMA model. The size of the blue circles represents the percentage of bootstrap support for
each branch (based on 100 iterations). The tree was midpoint rooted.

To determine the taxonomic classification of the TNT isolates, ANI values were calcu-
lated. An ANI value below 95% indicates that two microorganisms are different species [70].
Figure 3 shows the ANIb values of all the 24 pseudomonads used in this study, which were
in good agreement with those of ANIm (Figure S8). The highest ANIb values for TNT3
and TNT19 were observed when these isolates were compared to P. mandelii PD30 (deni-
trifying bacterium) [71] and P. frederiksbergensis AS1 (aromatic degrader) [72], respectively,
both reaching near 86% identity (clearly below the 95% threshold). Regarding TNT11, the
highest ANIb value was observed when it was compared to P. veronii 1YdBTEX2 (aromatics
degrader) [68], reaching nearly 94% identity (very close to the 95% threshold). These
results strongly suggest that TNT3 and TNT19 are novel species, whilst TNT11 (given
the proximity of its ANI to the species definition value) would require further analyses
(genotypic and phenotypic) to be proposed as a new species.

3.5. Mobile Genetic Elements (MGEs)

Since MGE-mediated horizontal gene transfer is a major mechanism for the acquisition
of novel accessory genes, including those for xenobiotics degradation [73,74], we searched
for MGEs, such as prophages, insertion sequences (ISs), genomic islands (GIs), and CRISPR-
Cas, in all the TNT-transforming species considered in this study. As a result, putative
prophage regions were identified, representing 0.9%, 2.3%, 1.8%, 3.6%, and 3.8% of the
total genome size of TNT3, TNT11, TNT19, JLR11, and KT2440, respectively (Table S4).
These MGEs have been reported before in other pseudomonads [24,75,76]. However, the
low number of prophage regions in TNT isolates (notably in TNT3), as opposed to that
observed in the P. putida strains, reveals that the former have less foreign genetic material
from bacteriophages in their genomes.
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Figure 3. Average nucleotide identity (ANI) heat map based on BLASTn algorithm (ANIb) among the
24 pseudomonads used in this study. ANI values were calculated with PyANI after blastn alignment.
Values are shown as percentages (%) of aligned nucleotides. ANI values above 95% between two
genomes indicate that they belong to the same species.

In order to investigate whether ISs are flanking TNT-degrading genes, we also con-
ducted a specific search for these elements, since it has been shown that they can modulate
the gene expression, including that of xenobiotics-degrading genes [77–80]. As a result,
many complete and partial ISs were identified in the genomes of the TNT-transforming
species, being more abundant in P. putida strains (42–50 ISs), whereas TNT isolates have
less than 40 ISs, especially TNT3, which has only 15. Nevertheless, no ISs flanking TNT-
degrading genes were found in any of the genomes analyzed.

Since GIs often carry virulence factors and even entire metabolic pathways for xeno-
biotics degradation that can be acquired via horizontal gene transfer (HGT) [81,82], we
also searched for them in TNT-transforming species. The results revealed the presence
of GIs in all of them, indicating that HGT events occurred in their genomes (Figure S9).
The number of GIs predicted for TNT3, TNT11, TNT19, JLR11, and KT2440 was 43, 24,
52, 32, and 69, respectively. The high GI content in KT2440 evidences its high genomic
plasticity, compared with the other species analyzed. It is worth mentioning that the vast
majority of genes within the GIs in the genome of TNT-transforming species encode hypo-
thetical proteins and phage-related proteins, which is consistent with other pseudomonad
genomes [83–85]. Interestingly, a GI sequence containing a prophage region and a putative
gene cluster encoding three TNT-degrading enzymes (two xenobiotic reductases and one
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nitroreductase) was found in JLR11 (Figure S9d) and KT2440 (Figure S9e) (this finding is
addressed in more detail in Section 3.7), suggesting that these catabolic genes could have
been acquired via horizontal gene transfer in both strains. Conversely, genes encoding
putative TNT-degrading enzymes in TNT isolates were not contained within GIs, which
indicates that these genes could have been vertically inherited. Lastly, no CRISPR-Cas
sequences were found in any of the TNT-transforming species.

Since Antarctica is still one of the most isolated and pristine continents on Earth (partic-
ularly some sites, such as Deception Island), the indigenous bacteria that inhabit it are less
exposed to horizontal gene transfer events mediated by non-indigenous microorganisms,
which would explain, to some extent, the low content of MGEs in TNT isolates.

3.6. Pathogenic Profile and Other Specific Features of TNT Isolates

To assess the pathogenicity of TNT isolates, we searched for putative virulence-related
and antibiotic resistance genes in their genomes. For this, they were compared with human
pathogenic (P. aeruginosa strains PAO1 and UCBPP-PA14) [86,87] and phytopathogenic
(P. syringae pv. syringae strains B301D and HS191) [88] species. P. putida strains JLR11 and
KT2440 were also included in the analysis. The results revealed that TNT isolates have few
key virulence factors to infect humans and animals (e.g., production of siderophores, type III
and IV secretion systems) and plants (e.g., chemotaxis, Hrp T3SS effectors) (Figure 4a) [89].
Indeed, TNT isolates showed a virulence profile very similar to that of the non-pathogenic
bacterium KT2440 [24,90]. The same was observed for antibiotic resistance (Figure 4b),
as only a few genes were found in TNT isolates, mainly those encoding multidrug efflux
pumps, such as Mex-type, which are not only involved in the extrusion of antibiotics but
also in the detoxification of other xenobiotics [30,91]. In fact, the induction of the genes
encoding MexEF/OprN multidrug efflux pumps has been reported for strain KT2440,
when grown in the presence of TNT [30].

Since one of our objectives was to evaluate the potential use of TNT isolates for on-site
bioremediation strategies, the way they interact with the surrounding indigenous microor-
ganisms through secondary metabolites is relevant [92]. Therefore, we investigated the
capability of TNT isolates to synthesize these molecules. As a result, only one putative gene
cluster was found in TNT19, which showed 100% similarity with a siderophore gene cluster
from Xanthomonas oryzae pv. oryzae KACC 10,331 involved in xanthoferrin biosynthesis
(Figure S10). Xanthoferrin is a virulence-related molecule produced by xanthomonads for
growing under low-iron conditions [93]. However, as shown in Figure 4a, the count of
siderophore virulence factors in TNT19 was negligible. A straightforward interpretation of
these results would imply that TNT isolates are not pathogenic for humans, plants, and
other micro/organisms. Hence, they could be safely used as on-site bioremediation agents.

3.7. Analysis of Enzymes Involved in TNT Metabolism in TNT-Transforming Species

In general, TNT metabolism-related gene products are annotated by RASTtk with
generic names (e.g., nitroreductases and OYEs), which made it difficult to determine their
exact correspondence with the already characterized and manually curated TNT-degrading
enzymes described elsewhere. For this reason, we constructed a local blast database using
these sequences (when available, Section 2.8), in order to perform a homology search using
all the predicted CDSs of TNT-transforming species as queries. Additionally, we performed
multiple sequence alignments (MSA) to identify conserved residues of each type of enzyme.
The results obtained are discussed in the following subsections.
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3.7.1. Nitroreductases

Nitroreductases are a group of NAD(P)H-dependent flavoenzymes that are capable
of degrading natural nitroaromatic compounds (e.g., chloramphenicol, nitroglycosides),
but they can also act on some aromatic xenobiotics that contain nitro groups, such as the
explosives TNT and 2,4,6-trinitrophenol. However, this does not imply that all nitrore-
ductases are capable of degrading TNT. In fact, only a few of these enzymes with activity
toward this compound have been reported [94], such as the nitroreductases NfsA and
NfsB from Escherichia coli K-12 [18] and PnrA and PnrB from P. putida JLR11 [23]. The
sequences of the latter two enzymes were included in the local database built for homology
search (Section 2.8). When querying this database using the predicted CDSs of TNT isolates,
only low sequence similarities were found. Nevertheless, two of these sequences initially
annotated by RASTtk as “nitroreductases” (referred to as NitroR4 and NitroR5 from now
on) were found to share 82–94% identity with “putative nitroreductase” enzymes from
other pseudomonads available in the UniProtKB database (Table S5, Figure S11a,b). The
cladogram in Figure S14a indicates that putative nitroreductases, such as NitroR4, are
related to the nitroreductase YdjA (type I, Group B2 nitroreductases) from E. coli (UniProt
accession: P0ACY1) and Salmonella enterica (UniProt accession: A0A379WBF2), whilst
NitroR5 is more similar to nitrobenzene reductase nbzA from P. putida (UniProt accession:
Q9AH39) and P. oleovorans (UniProt accession: Q6DLR9). An additional nitroreductase
annotated by RASTtk as “oxygen-insensitive NADPH nitroreductase”, exclusive to TNT11
(which we referred to as NitroR6), was found to share 83% identity with a “nitroreductase”
from Pseudomonas mucidolens in the UniProtKB database (Figure S11c). This enzyme ap-
pears to be related to the type I nitroreductases of Group B1 (PnrB and NfsB), as shown in
Figure S14a. Since we did not obtain more specific information regarding the classification
of any of these three enzymes than that provided by RASTtk, we searched for conserved
residues (according to the relative positions predicted by UniProtKB) using MSA. As a
result, we found that only NitroR4 has a set of conserved residues for FMN binding.

Regarding P. putida strains, in addition to the expected matches with the nitroreduc-
tases PnrA and PnrB of strain JLR11 (which were included in the local database) and their
respective homologs in KT2440, three other nitroreductase sequences (which we referred
to as NitroR1, NitroR2, and NitroR3) annotated by RASTtk did not match the database.
Although these sequences are present in the annotation of the two strains (available in
GenBank), there is no reported experimental evidence linking them to TNT degradation.
However, when performing MSA, we observed that the same conserved residues for FMN
binding previously found in the NitroR4 sequence of each TNT isolate were also found in
NitroR2 of P. putida strains. Moreover, since these sequences share around 70% identity,
they are likely to be homologous.

3.7.2. Xenobiotic Reductases

As is the case for nitroreductases, xenobiotic reductases are flavoenzymes that catalyze
NAD(P)H-dependent reduction of a broad range of xenobiotic compounds. According
to the homology and phylogenetic analysis, enzymes initially annotated by RASTtk as
“NADH-flavin oxidoreductases” in TNT isolates were found to correspond to xenobiotic
reductases. In each isolate, one XenB-like and one XenE-like enzyme were found, sharing
around 93% and 85% identity with XenB and XenE from P. putida strains [22,95], respectively
(Table S5). Notably, the XenB-like enzyme has the set of conserved residues involved in
substrate and cofactors (FMN and NAD(P)H) binding [14], as shown in Figure S12b, while
the XenE-like enzyme has only some of those conserved residues (Figure S12d). It is
worth mentioning that the XenB-like and XenE-like enzymes in isolates TNT3 and TNT19
were previously found to be encoded by unique genes (Section 3.3). In addition, two
additional putative xenobiotic reductases XenA-like and XenC-like were found exclusively
in TNT11, which would be homologous to XenA (UniProt accession: Q3ZDM6) and XenC
(UniProt accession: Q88K07) from P. putida strains [14,22,96], sharing 92% and 73% identity
with them, respectively, and forming their own clades in the cladogram of Figure S14b.
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Noticeably, only the XenA-like enzyme has all the elsewhere described conserved residues
involved in substrate and cofactor binding [96–98] (Figure S12a), whereas the XenC-like
enzyme has only some of them (Figure S12c).

Regarding P. putida strains JLR11 and KT2440, MSA revealed that an enzyme annotated
by RASTtk as “putative xenobiotic reductase” (which we referred to as Xen1) has conserved
residues predicted to be involved in cofactor and substrate binding that have been described
for xenobiotic reductases in other pseudomonads [96–98]. Upon inspecting the genomic
context of the gene encoding Xen1, it was found to be part of a putative gene cluster (as
mentioned in Section 3.5), along with the already characterized TNT-degrading enzymes
XenC and PnrA [22,23], as shown in Figure 5. We also found that this gene cluster encodes
the protein ArsR (transcriptional regulator of genes involved in arsenic-driven oxidative
stress response), which has been previously found to be positioned near the xenA gene in
P. putida II-B [14]. This is interesting since, as is the case with arsenic, TNT degradation
generates oxidative stress in bacteria [99]; for this reason, we think that the regulatory
protein ArsR may also be involved in this process. Another gene in this putative cluster
encodes the coenzyme F420, which can reduce the aromatic ring of TNT but to a much lesser
extent than OYEs [100]. It is worth mentioning that bacterial genes encoding xenobiotic-
degrading enzymes are usually arranged into gene clusters, such as that described for
2,4,6-trinitrophenol, a nitroaromatic explosive whose chemical structure is highly similar
to TNT [101–103]. This suggests that P. putida strains JLR11 and KT2440 would have a
TNT-degrading gene cluster. To the best of our knowledge, this type of cluster has not been
described as such in bacteria so far.
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Figure 5. Putative gene cluster encoding TNT-degrading enzymes in P. putida strains JLR11 and
KT2440. Xenobiotic reductase C (XenC), xenobiotic reductase 1 (Xen1), hypothetical protein (HP),
nitroreductase PnrA (PnrA) and protein of unknown function (PUF). 2,4,6-trinitrotoluene (TNT).

3.7.3. Azoreductases

In addition to the already mentioned TNT-degrading enzymes, azoreductases (AzoRs)
can also participate in TNT degradation. Generally, AzoRs catalyze the cleavage of azo
bonds (–N=N–) of aromatic azo dyes, but some of them have been reported to also have
nitroreductase activity, including TNT reduction [104–106]. In addition, it has been demon-
strated that the gene encoding AzoR1 in P. putida KT2440 is upregulated when this bac-
terium is grown in the presence of TNT [30]. When searching for these enzymes in the
analyzed TNT-transforming bacteria, two putative AzoRs (which we referred to as AzoR-a
and AzoR-b) were found in all of them. The two AzoRs of each TNT isolate share around
73% and 83% identity with those of strains JLR11 and KT2440, respectively (Table S5).
Additionally, these enzymes have the conserved residues involved in substrate and co-
factor (FMN and NAD(P)H) binding, as described elsewhere [107] (Figure S13a,b). In
addition, one extra AzoR (which we referred to as AzoR-c) was found exclusively in isolate
TNT3, sharing 72% identity with AzoR1 from P. aeruginosa PAO1 (Table S5) and forming a
separated clade, as shown in the phylogenetic cladogram of Figure S14c. Moreover, this
enzyme has the conserved residues involved in FMN binding, as reported elsewhere [108]
(Figure S13c).

3.7.4. Multidrug Efflux Pumps

Another type of protein associated with TNT metabolism is the multidrug efflux pump
MexEF/OprN, which could extrude this compound, as reported for KT2440 [30]. Upon
searching the three genes encoding the subunits that compose these kinds of pumps (mexE,
mexF, and oprN) in the genomes of TNT isolates and P. putida strains, we found copies in all
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of them. Subunits MexE, MexF, and OprN found in TNT isolates share around 80%, 90%,
and 76% identity with those from P. putida strains, respectively.

Taken together, all these results confirm that TNT isolates have a set of putative
enzymes that are theoretically capable of transforming TNT. Furthermore, considering
the good performance of these isolates in transforming this compound in experimental
trials [29], we hypothesize that differences at the amino acid level found between their
enzymes and those of the P. putida strains might be contributing to their affinity toward
TNT, which would make them more efficient. To test this hypothesis, further studies
including both theoretical (e.g., docking and molecular dynamics) and experimental (e.g.,
enzyme activity assays and site-directed mutagenesis studies) analyses are required.

3.8. Reconstruction of TNT Degradation Pathways

The understanding of the molecular mechanisms that underlie xenobiotic degradation
remains a major challenge. Unraveling these mechanisms and genetic adaptations that lead
to the evolution of metabolic pathways that allow microorganisms to survive on complex
compounds is critical for the development of effective bioremediation strategies. In general
terms, the known molecular mechanisms for xenobiotic degradation include recognition
and uptake, activation of catabolic genes/enzymes, and extrusion [109,110]. The initial
recognition and uptake of these compounds occurs both via passive diffusion or active
transport (e.g., major facilitator superfamily transporters, outer membrane porins), which
are part of the molecular stress response mechanisms of bacteria [65,111,112]. Once inside
the cell, catabolic genes are induced and xenobiotics undergo transformation by peripheral
enzymes (e.g., monooxygenases, dioxygenases, nitroreductases, laccases, dehalogenases,
peroxidases, etc.) that convert these compounds into a limited number of less toxic deriva-
tives, such as the central metabolic intermediates protocatechuate and catechol [109,113].
As mentioned above, these intermediates act as substrates for enzymes that cleave the
aromatic ring. When xenobiotics are not metabolized, they can also be directly extruded
by efflux pumps (e.g., multidrug and toxic compound extrusion (MATE) family, Mex-type
multidrug resistance efflux pumps, ATP-binding cassette transporters, etc.) as a defense
mechanism that prevents cytotoxic concentrations from being reached [65,111].

In order to make better sense of the results obtained (specifically for the xenobiotic
TNT), we compiled experimental and theoretical information retrieved from the literature
to reconstruct the main metabolic pathways involved in TNT degradation that would be
part of the metabolic machinery of TNT-transforming pseudomonads. For this purpose,
the TNT-degrading enzymes characterized elsewhere (see Section 2.8), along with those
identified in this study, were mapped to the routes in which they are likely to participate.
In the scheme (Figure 6a), TNT transformation occurs under aerobic conditions and begins
with this compound entering the bacterial cell by passive diffusion, and then being reduced
via nitroreduction (red arrows) or denitration (blue arrows) pathways [100]. In the former,
nitroreductases and OYEs (and possibly also azoreductases) catalyze the reduction of one
nitro group to hydroxylaminodinitrotoluenes (HADNTs), forming nitrosodinitrotoluenes
(NoDNTs) as intermediates. Then, HADNTs are reduced by nitroreductases to aminodini-
trotoluenes (ADNTs) [13,114], which can accumulate inside the cell or be removed from
it through the MexEF-OprN efflux pumps [30,100]. Since it has been proposed that these
pumps could directly extrude TNT, we hypothesize that they could also extrude ADNTs.
Furthermore, regarding nitroreduction, it has been observed that some TNT derivatives
can react among themselves, forming recalcitrant azoxynitrotoluenes, which can be even
more toxic than TNT itself [13].
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Figure 6. Schematic overview of the main TNT degradation pathways in Pseudomonas spp. un-
der aerobic conditions. (a) The peripheral pathways nitroreduction and denitration are shown
with red and blue arrows, respectively. Furthermore, the central pathway β-ketoadipate is shown
with green arrows. Discontinuous arrows indicate the proposed steps. TNT-degrading enzymes
are as follows: xenobiotic reductase B (XenB), xenobiotic reductase E (XenE), azoreductase po-
tentially involved (AzoR?), nitroreductase (NitroR), old yellow enzymes (OYEs), and unidenti-
fied enzyme (?). Unique enzymes of TNT isolates are shown in red letters. 2,4,6-Trinitrotoluene
(TNT), 4-nitroso-2,6-dinitrotoluene (4NoDNT), 4-hydroxylamino-2,6-dinitrotoluene (4HADNT),
4-amino-2,6-dinitrotoluene (4ADNT), 2-nitroso-4,6-dinitrotoluene (2NoDNT), 2-hydroxylamino-
4,6-dinitrotoluene (2HADNT), 2-amino-4,6-dinitrotoluene (2ADNT), hydride-Meisenheimer com-
plex (H−-TNT), dihydride-Meisenheimer complex (2H−-TNT), 2-hydroxylamino-6-nitrotoluene
(2HA6NT), 2,4-dinitrotoluene (24DNT), 2-nitrotoluene (2NT), toluene (Tol), tricarboxylic acid cycle
(TCA cycle), nitrite (NO2

−); (b) β-ketoadipate pathway composed of ortho-catechol cleavage (above)
and protocatechuate (below) branches. The degradation pathways of some xenobiotics (e.g., nitroaro-
matics, benzene, etc.) converge in catechol, while others (e.g., phthalate, p-cresols) can converge
in protocatechuate. TNT degradation pathways could also converge in the latter (TNT?). Unique
enzymes of TNT isolates are shown in red letters. Enzymes involved in ortho-catechol branch are
catechol 1,2-dioxygenase (C1,2O), cis,cis-muconate lactonizing enzyme (MLE), and muconolactone
isomerase (MI). Enzymes involved in protocatechuate branch are protocatechuate 3,4-dioxygenase
(P3,4O), β-carboxy-cis,cis-muconate lactonizing (CMLE), and γ-carboxy-muconolactone decarboxy-
lase (CMD). Enzymes shared by both branches are β-ketoadipate enol-lactone hydrolase (ELH),
β-ketoadipate succinyl-CoA transferase (TR), and β-ketoadipyl-CoA thiolase (TH). β-subunit (β).



Genes 2022, 13, 1354 20 of 26

TNT can also be reduced via the denitration pathway (blue arrows), where XenB is the
only participating enzyme that has been reported so far in the genus Pseudomonas. XenB
reduces the TNT aromatic ring to the hydride-Meisenheimer complex (H−-TNT), which is
then reduced to the dihydride-Meisenheimer complex (2H−-TNT) by the same enzyme.
This latter complex undergoes abiotic rearomatization, with the subsequent production
of 2-hydroxylamino-6-nitrotoluene (2HA6NT) and nitrite release [100]. Alternatively, H−-
TNT can also be transformed into 2,4-dinitrotoluene (24DNT), which could subsequently
be converted into toluene (Tol) and enter into the TCA cycle through a series of degradation
steps. Since it has been recently reported that the protocatechuate 3,4-dioxygenase (P3,4O)
enzyme of the β-ketoadipate pathway increases the degradation of TNT and 4ADNT
in Buttiauxella sp. S19-1 [11], we propose that the P3,4O enzyme and other enzymes of
the β-ketoadipate pathway (encoded by unique genes as mentioned earlier) could also
participate in TNT transformation on TNT isolates. In Figure 6a, green arrows indicate that
TNT-degrading enzymes (e.g., nitroreductases, OYEs, etc.) produced unidentified TNT
metabolites that could enter into the β-ketoadipate metabolic pathway, to be later degraded
via the catechol ortho-cleavage and/or the protocatechuate branches (Figure 6b), ultimately
generating succinyl-CoA and acetyl-CoA, both metabolites of the TCA cycle.

4. Conclusions

The numerous applications of 2,4,6-trinitrotoluene (TNT) for both civil and military
uses have steadily increased its presence as an environmental pollutant, leading to an urgent
need for the development of remediation alternatives. Consequently, there is an ongoing
search for novel microorganisms with enhanced metabolic capabilities for degrading this
and other xenobiotics that could be used in bioremediation strategies. In this study, the
comparative genomic approach used revealed the potential for bioremediation encoded
in three novel TNT-transforming Pseudomonas isolated from Deception Island, an active
volcano from Antarctica, which represents one of the most unique ecosystems of the world
and a source of unknown microbiological diversity. Interestingly, despite the presence of
fewer complete metabolic modules than in the Pseudomonas species to which they were
compared, the number of annotated enzymes involved in xenobiotic degradation in their
genomes is similar to that of species with high degradative versatility (e.g., P. veronii
Pvy). Among the species compared in this study, the abundances of catabolic enzymes
for degradation of TNT, fluorobenzoate, and bisphenol A are the highest in TNT11, TNT3,
and TNT19, respectively. While we have previously experimentally demonstrated the
transformation of the former compound by these isolates, the latter two have not yet been
assessed and we consider them good candidates for future experimental studies on the
degradation of halogenated and phenolic xenobiotics, whose biodegradation by Antarctic
strains has not been previously reported.

More notably, we identified unique genomic features in our isolates, particularly genes
encoding putative enzymes of central and peripheral metabolic pathways that are likely to
be involved in xenobiotic degradation that are not found in other well-characterized TNT-
transforming Pseudomonas species (e.g., P. putida strains). One of those genes (found in TNT3
and TNT19) encodes the β-subunit of protocatechuate 3,4-dioxygenase, a key enzyme in the
β-ketoadipate metabolic pathway through which bacteria degrade aromatic compounds,
whose involvement in TNT degradation has recently been demonstrated. Additionally,
two unique genes that encode xenobiotic reductases (XenB and XenE) were also found in
the same isolates. Of course, further research (e.g., gene knockout, transcriptomics, in vitro
assays using recombinant enzymes) is required in order to elucidate the real role that
this distinctive set of enzymes plays in our isolates regarding TNT degradation. Another
interesting outcome of this study was the identification of what appears to be a gene cluster
for TNT degradation in the genomes of P. putida strains JLR11 and KT2440, which to our
knowledge, has not been previously described as such. Finally, since our results also
indicate that TNT isolates correspond to novel species of non-pathogenic Pseudomonas,
besides contributing to a better understanding of the diversity and xenobiotics metabolism
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of Antarctic bacteria, we think that it is worthwhile to further study them and to assess their
usefulness as bioremediation agents for in situ treatment of contaminated environments.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/genes13081354/s1, Figure S1: Circular genome maps of TNT
isolates; Figure S2: Draft genomes completeness of TNT isolates; Figure S3: Counts of COG categories
in TNT isolates; Figure S4: KEGG modules completeness per genome as predicted by MicrobeAn-
notator; Figure S5: Metabolic potential comparison among the pseudomonads used in this study;
Figure S6: Pangenome of the 24 Pseudomonas spp. analyzed; Figure S7: Metabolic functions encoded
by unique genes in TNT isolates; Figure S8: Average nucleotide identity heat map based on MUMmer
algorithm (ANIm) among the 24 pseudomonads considered in this study; Figure S9: Genomic islands
(GIs) predicted in the genomes of TNT isolates; Figure S10: Putative gene cluster for production of
xanthoferrin in TNT19 isolate; Figure S11: Multiple sequence alignment of putative nitroreductases
in some pseudomonads; Figure S12: Multiple sequence alignment of putative xenobiotic reductases
in some pseudomonads; Figure S13: Multiple sequence alignment of putative azoreductases in
some pseudomonads; Figure S14: Neighbor-ioining (NJ) cladogram depicting phylogenetic rela-
tionships among TNT-degrading enzymes; Table S1: Characteristics of the pseudomonads used
for comparative genomic analysis in this study; Table S2: Enzymes encoded by genes of the “trini-
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Table S5: Putative TNT-degrading enzymes found in TNT isolates. References [115–128] are cited in
the Supplementary Materials.

Author Contributions: Conceptualization, M.Á.C., S.L.M. and J.M.P.-D.; methodology, M.Á.C. and
S.L.M.; software, S.L.M.; validation, M.Á.C. and S.L.M.; formal analysis, M.Á.C. and S.L.M.; inves-
tigation, M.Á.C.; resources, M.Á.C., S.L.M. and J.M.P.-D.; data curation, S.L.M.; writing—original
draft preparation, M.Á.C. and S.L.M.; writing—review and editing, M.Á.C., S.L.M. and J.M.P.-D.;
visualization, M.Á.C. and S.L.M.; supervision, M.Á.C. and J.M.P.-D.; project administration, M.Á.C.
and J.M.P.-D.; funding acquisition, J.M.P.-D. All authors have read and agreed to the published
version of the manuscript.

Funding: This research was funded by Research, Development and Engineering Command (RDE-
COM US Army) (W911NF-17-2-0156); Fondo Nacional de Desarrollo Científico y Tecnológico
(FONDECYT) (1200870, J.M.P.D.) and (3170718, Carolina P. Quezada); Instituto Antártico Chileno
(INACH) (RT_25-16, Expedición Científica Antártica 53 and 54).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study are available in this article and
Supplementary Materials. The draft genome sequences of Pseudomonas sp. TNT3, TNT11, and TNT19
have been deposited in GenBank database (NCBI) under the accession number WFGV00000000,
JAKNRV000000000, and JAKNRW000000000, respectively.

Acknowledgments: The authors acknowledge Erika Elcira Donoso López and Carolina P. Quezada
for facilitating the soil samples from Deception Island and the Chilean Army for their constant
support and help, particularly Martín Inzunza and CIMI (Comando de Industria Militar e Ingeniería
del Ejército de Chile).

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript, or
in the decision to publish the results.

References
1. Tiwari, J.; Tarale, P.; Sivanesan, S.; Bafana, A. Environmental Persistence, Hazard, and Mitigation Challenges of Nitroaromatic

Compounds. Environ. Sci. Pollut. Res. 2019, 26, 28650–28667. [CrossRef]
2. Khan, M.I.; Lee, J.; Park, J. A Toxicological Review on Potential Microbial Degradation Intermediates of 2,4,6-Trinitrotoluene, and

Its Implications in Bioremediation. KSCE J. Civ. Eng. 2013, 17, 1223–1231. [CrossRef]

https://www.mdpi.com/article/10.3390/genes13081354/s1
https://www.mdpi.com/article/10.3390/genes13081354/s1
http://doi.org/10.1007/s11356-019-06043-8
http://doi.org/10.1007/s12205-013-0305-1


Genes 2022, 13, 1354 22 of 26

3. Serrano-González, M.Y.; Chandra, R.; Castillo-Zacarias, C.; Robledo-Padilla, F.; Rostro-Alanis, M.D.J.; Parra-Saldivar, R. Bio-
transformation and Degradation of 2,4,6-Trinitrotoluene by Microbial Metabolism and Their Interaction. Def. Technol. 2018, 14,
151–164. [CrossRef]

4. Honeycutt, M.E.; Jarvis, A.S.; McFarland, V.A. Cytotoxicity and Mutagenicity of 2,4,6-Trinitrotoluene and Its Metabolites.
Ecotoxicol. Environ. Saf. 1996, 35, 282–287. [CrossRef] [PubMed]

5. Lata, K.; Kushwaha, A.; Ramanathan, G. Bacterial Enzymatic Degradation and Remediation of 2,4,6-Trinitrotoluene. In Microbial
and Natural Macromolecules; Das, S., Dash, H.R., Eds.; Academic Press: Cambridge, MA, USA, 2021; pp. 623–659, ISBN
9780128200841.

6. EPA. Priority Pollutant List; United States Environmental Protection Agency: Washington, DC, USA, 2014.
7. Ayoub, K.; van Hullebusch, E.D.; Cassir, M.; Bermond, A. Application of Advanced Oxidation Processes for TNT Removal: A

Review. J. Hazard. Mater. 2010, 178, 10–28. [CrossRef] [PubMed]
8. Maksimova, Y.G.; Maksimov, A.Y.; Demakov, V.A. Biotechnological Approaches to the Bioremediation of an Environment Polluted

with Trinitrotoluene. Appl. Biochem. Microbiol. 2018, 54, 767–779. [CrossRef]
9. Kalsi, A.; Celin, S.M.; Sahai, S. Agro Waste as Immobilization Carrier for in Situ Remediation of 2,4,6-Trinitrotoluene Contaminated

Soil. Environ. Technol. Innov. 2022, 27, 102455. [CrossRef]
10. Lamba, J.; Anand, S.; Dutta, J.; Chatterjee, S.; Nagar, S.; Celin, S.M.; Rai, P.K. Study on Aerobic Degradation of 2,4,6-Trinitrotoluene

(TNT) Using Pseudarthrobacter chlorophenolicus Collected from the Contaminated Site. Environ. Monit. Assess. 2021, 193, 80.
[CrossRef]

11. Xu, M.; Liu, D.; Sun, P.; Li, Y.; Wu, M.; Liu, W.; Maser, E.; Xiong, G.; Guo, L. Degradation of 2,4,6-Trinitrotoluene (TNT):
Involvement of Protocatechuate 3,4-Dioxygenase (P34O) in Buttiauxella sp. S19-1. Toxics 2021, 9, 231. [CrossRef] [PubMed]

12. Barrows, S.E.; Cramer, C.J.; Truhlar, D.G.; Elovitz, M.S.; Weber, E.J. Factors Controlling Regioselectivity in the Reduction of
Polynitroaromatics in Aqueous Solution. Environ. Sci. Technol. 1996, 30, 3028–3038. [CrossRef]

13. Esteve-Núñez, A.; Caballero, A.; Ramos, J.L. Biological Degradation of 2,4,6-Trinitrotoluene. Microbiol. Mol. Biol. Rev. 2001, 65,
335–352. [CrossRef] [PubMed]

14. Blehert, D.S.; Fox, B.G.; Chambliss, G.H. Cloning and Sequence Analysis of Two Pseudomonas Flavoprotein Xenobiotic Reductases.
J. Bacteriol. 1999, 181, 6254–6263. [CrossRef] [PubMed]

15. Pak, J.W.; Knoke, K.L.; Noguera, D.R.; Fox, B.G.; Chambliss, G.H. Transformation of 2,4,6-Trinitrotoluene by Purified Xenobiotic
Reductase B from Pseudomonas fluorescens I-C. Appl. Environ. Microbiol. 2000, 66, 4742–4750. [CrossRef]

16. Orville, A.M.; Manning, L.; Blehert, D.S.; Fox, B.G.; Chambliss, G.H. Crystallization and Preliminary Analysis of Xenobiotic
Reductase B from Pseudomonas fluorescens I-C. Acta Crystallogr. Sect. D Biol. Crystallogr. 2004, 60, 1289–1291. [CrossRef]

17. Miura, K.; Tomioka, Y.; Suzuki, H.; Yonezawa, M.; Hishinuma, T.; Mizugaki, M. Molecular Cloning of the NemA Gene Encoding
N-Ethylmaleimide Reductase from Escherichia coli. Biol. Pharm. Bull. 1997, 20, 110–112. [CrossRef]

18. González-Pérez, M.M.; Van Dillewijn, P.; Wittich, R.M.; Ramos, J.L. Escherichia coli has Multiple Enzymes that Attack TNT and
Release Nitrogen for Growth. Environ. Microbiol. 2007, 9, 1535–1540. [CrossRef] [PubMed]

19. French, C.E.; Nicklin, S.; Bruce, N.C. Aerobic Degradation of 2,4,6-Trinitrotoluene by Enterobacter cloacae PB2 and by Pentaerythritol
Tetranitrate Reductase. Appl. Environ. Microbiol. 1998, 64, 2864–2868. [CrossRef]

20. French, C.E.; Nicklin, S.; Bruce, N.C. Sequence and Properties of Pentaerythritol Tetranitrate Reductase from Enterobacter cloacae
PB2. J. Bacteriol. 1996, 178, 6623. [CrossRef]

21. Bryant, C.; Hubbard, L.; McElroy, W.D. Cloning, Nucleotide Sequence, and Expression of the Nitroreductase Gene from
Enterobacter cloacae. J. Biol. Chem. 1991, 266, 4126–4130. [CrossRef]

22. Van Dillewijn, P.; Wittich, R.M.; Caballero, A.; Ramos, J.L. Subfunctionality of Hydride Transferases of the Old Yellow Enzyme
Family of Flavoproteins of Pseudomonas putida. Appl. Environ. Microbiol. 2008, 74, 6703–6708. [CrossRef] [PubMed]

23. Caballero, A.; Lázaro, J.J.; Ramos, J.L.; Esteve-Núñez, A. PnrA, a New Nitroreductase-Family Enzyme in the TNT-Degrading
Strain Pseudomonas putida JLR11. Environ. Microbiol. 2005, 7, 1211–1219. [CrossRef]

24. Silby, M.W.; Winstanley, C.; Godfrey, S.A.C.; Levy, S.B.; Jackson, R.W. Pseudomonas Genomes: Diverse and Adaptable. FEMS
Microbiol. Rev. 2011, 35, 652–680. [CrossRef]

25. Reddy, G.S.N.; Matsumoto, G.I.; Schumann, P.; Stackerbrandt, E.; Shivaji, S. Psychrophilic Pseudomonads from Antarctica:
Pseudomonas antartica sp. Nov., Pseudomonas meridiana sp. Nov. and Pseudomonas proteolytica sp. Nov. Int. J. Syst. Evol. Microbiol.
2004, 54, 713–719. [CrossRef]

26. Cabrera, M.Á.; Blamey, J.M. Cloning, Overexpression, and Characterization of a Thermostable Nitrilase from an Antarctic
Pyrococcus sp. Extremophiles 2017, 21, 861–869. [CrossRef] [PubMed]

27. Márquez, S.L.; Atalah, J.; Blamey, J.M. Characterization of a Novel Thermostable (S)-Amine-Transaminase from an Antarctic
Moderately-Thermophilic Bacterium Albidovulum sp. SLM16. Enzyme Microb. Technol. 2019, 131, 109423. [CrossRef] [PubMed]

28. Orellana-Saez, M.; Pacheco, N.; Costa, J.I.; Mendez, K.N.; Miossec, M.J.; Meneses, C.; Castro-Nallar, E.; Marcoleta, A.E.; Poblete-
Castro, I. In-Depth Genomic and Phenotypic Characterization of the Antarctic Psychrotolerant Strain Pseudomonas sp. MPC6
Reveals Unique Metabolic Features, Plasticity, and Biotechnological Potential. Front. Microbiol. 2019, 10, 1154. [CrossRef]
[PubMed]

http://doi.org/10.1016/j.dt.2018.01.004
http://doi.org/10.1006/eesa.1996.0112
http://www.ncbi.nlm.nih.gov/pubmed/9007006
http://doi.org/10.1016/j.jhazmat.2010.02.042
http://www.ncbi.nlm.nih.gov/pubmed/20347218
http://doi.org/10.1134/S0003683818080045
http://doi.org/10.1016/j.eti.2022.102455
http://doi.org/10.1007/s10661-021-08869-7
http://doi.org/10.3390/toxics9100231
http://www.ncbi.nlm.nih.gov/pubmed/34678927
http://doi.org/10.1021/es960004x
http://doi.org/10.1128/MMBR.65.3.335-352.2001
http://www.ncbi.nlm.nih.gov/pubmed/11527999
http://doi.org/10.1128/JB.181.20.6254-6263.1999
http://www.ncbi.nlm.nih.gov/pubmed/10515912
http://doi.org/10.1128/AEM.66.11.4742-4750.2000
http://doi.org/10.1107/S0907444904010157
http://doi.org/10.1248/bpb.20.110
http://doi.org/10.1111/j.1462-2920.2007.01272.x
http://www.ncbi.nlm.nih.gov/pubmed/17504490
http://doi.org/10.1128/AEM.64.8.2864-2868.1998
http://doi.org/10.1128/jb.178.22.6623-6627.1996
http://doi.org/10.1016/S0021-9258(20)64295-8
http://doi.org/10.1128/AEM.00386-08
http://www.ncbi.nlm.nih.gov/pubmed/18791012
http://doi.org/10.1111/j.1462-2920.2005.00801.x
http://doi.org/10.1111/j.1574-6976.2011.00269.x
http://doi.org/10.1099/ijs.0.02827-0
http://doi.org/10.1007/s00792-017-0948-9
http://www.ncbi.nlm.nih.gov/pubmed/28744780
http://doi.org/10.1016/j.enzmictec.2019.109423
http://www.ncbi.nlm.nih.gov/pubmed/31615676
http://doi.org/10.3389/fmicb.2019.01154
http://www.ncbi.nlm.nih.gov/pubmed/31178851


Genes 2022, 13, 1354 23 of 26

29. Cabrera, M.Á.; Márquez, S.L.; Quezada, C.P.; Osorio, M.I.; Castro-Nallar, E.; González-Nilo, F.D.; Pérez-Donoso, J.M. Biotrans-
formation of 2,4,6-Trinitrotoluene by Pseudomonas sp. TNT3 Isolated from Deception Island, Antarctica. Environ. Pollut. 2020,
262, 113922. [CrossRef]

30. Fernández, M.; Duque, E.; Pizarro-Tobías, P.; van Dillewijn, P.; Wittich, R.M.; Ramos, J.L. Microbial Responses to Xenobiotic
Compounds. Identification of Genes That Allow Pseudomonas putida KT2440 to Cope with 2,4,6-Trinitrotoluene. Microb. Biotechnol.
2009, 2, 287–294. [CrossRef]

31. Kalderis, D.; Juhasz, A.L.; Boopathy, R.; Comfort, S. Soils Contaminated with Explosives: Environmental Fate and Evaluation of
State-Ofthe-Art Remediation Processes (IUPAC Technical Eport). Pure Appl. Chem. 2011, 83, 1407–1484. [CrossRef]

32. Habineza, A.; Zhai, J.; Mai, T.; Mmereki, D.; Ntakirutimana, T. Biodegradation of 2, 4, 6-Trinitrotoluene (TNT) in Contaminated
Soil and Microbial Remediation Options for Treatment. Period. Polytech. Chem. Eng. 2017, 61, 171–187. [CrossRef]

33. Davis, J.J.; Wattam, A.R.; Aziz, R.K.; Brettin, T.; Butler, R.; Butler, R.M.; Chlenski, P.; Conrad, N.; Dickerman, A.; Dietrich, E.M.;
et al. The PATRIC Bioinformatics Resource Center: Expanding Data and Analysis Capabilities. Nucleic Acids Res. 2020, 48,
D606–D612. [CrossRef] [PubMed]

34. Andrews, S. FastQC: A Quality Control Tool for High Throughput Sequence Data; Babraham Institute: England, UK, 2010.
35. Bushnell, B. BBMap; Version 37.75; Joint Genome Institute: Walnut Creek, CA, USA, 2015.
36. Prjibelski, A.; Antipov, D.; Meleshko, D.; Lapidus, A.; Korobeynikov, A. Using SPAdes De Novo Assembler. Curr. Protoc. Bioinform.

2020, 70, e102. [CrossRef] [PubMed]
37. Walker, B.J.; Abeel, T.; Shea, T.; Priest, M.; Abouelliel, A.; Sakthikumar, S.; Cuomo, C.A.; Zeng, Q.; Wortman, J.; Young, S.K.; et al.

Pilon: An Integrated Tool for Comprehensive Microbial Variant Detection and Genome Assembly Improvement. PLoS ONE 2014,
9, e112963. [CrossRef] [PubMed]

38. Gurevich, A.; Saveliev, V.; Vyahhi, N.; Tesler, G. QUAST: Quality Assessment Tool for Genome Assemblies. Bioinformatics 2013, 29,
1072–1075. [CrossRef] [PubMed]

39. Parks, D.H.; Imelfort, M.; Skennerton, C.T.; Hugenholtz, P.; Tyson, G.W. CheckM: Assessing the Quality of Microbial Genomes
Recovered from Isolates, Single Cells, and Metagenomes. Genome Res. 2015, 25, 1043–1055. [CrossRef]

40. Simão, F.A.; Waterhouse, R.M.; Ioannidis, P.; Kriventseva, E.V.; Zdobnov, E.M. BUSCO: Assessing Genome Assembly and
Annotation Completeness with Single-Copy Orthologs. Bioinformatics 2015, 31, 3210–3212. [CrossRef] [PubMed]

41. Brettin, T.; Davis, J.J.; Disz, T.; Edwards, R.A.; Gerdes, S.; Olsen, G.J.; Olson, R.; Overbeek, R.; Parrello, B.; Pusch, G.D.; et al.
RASTtk: A Modular and Extensible Implementation of the RAST Algorithm for Building Custom Annotation Pipelines and
Annotating Batches of Genomes. Sci. Rep. 2015, 5, 8365. [CrossRef] [PubMed]

42. Seemann, T. Prokka: Rapid Prokaryotic Genome Annotation. Bioinformatics 2014, 30, 2068–2069. [CrossRef] [PubMed]
43. Huerta-Cepas, J.; Szklarczyk, D.; Heller, D.; Hernández-Plaza, A.; Forslund, S.K.; Cook, H.; Mende, D.R.; Letunic, I.; Rattei, T.;

Jensen, L.J.; et al. EggNOG 5.0: A Hierarchical, Functionally and Phylogenetically Annotated Orthology Resource Based on 5090
Organisms and 2502 Viruses. Nucleic Acids Res. 2019, 47, D309–D314. [CrossRef] [PubMed]

44. Cantalapiedra, C.P.; Hernández-Plaza, A.; Letunic, I.; Bork, P.; Huerta-Cepas, J. EggNOG-Mapper v2: Functional Annotation,
Orthology Assignments, and Domain Prediction at the Metagenomic Scale. Mol. Biol. Evol. 2021, 38, 5825–5829. [CrossRef]
[PubMed]

45. Ruiz-Perez, C.A.; Conrad, R.E.; Konstantinidis, K.T. MicrobeAnnotator: A User-Friendly, Comprehensive Functional Annotation
Pipeline for Microbial Genomes. BMC Bioinform. 2021, 22, 1–16. [CrossRef]

46. Page, A.J.; Cummins, C.A.; Hunt, M.; Wong, V.K.; Reuter, S.; Holden, M.T.G.; Fookes, M.; Falush, D.; Keane, J.A.; Parkhill, J.
Roary: Rapid Large-Scale Prokaryote Pan Genome Analysis. Bioinformatics 2015, 31, 3691–3693. [CrossRef]

47. Edgar, R.C. MUSCLE: Multiple Sequence Alignment with High Accuracy and High Throughput. Nucleic Acids Res. 2004, 32,
1792–1797. [CrossRef] [PubMed]

48. Criscuolo, A.; Gribaldo, S. BMGE (Block Mapping and Gathering with Entropy): A New Software for Selection of Phylogenetic
Informative Regions from Multiple Sequence Alignments. BMC Evol. Biol. 2010, 10, 210. [CrossRef] [PubMed]

49. Shen, W.; Le, S.; Li, Y.; Hu, F. SeqKit: A Cross-Platform and Ultrafast Toolkit for FASTA/Q File Manipulation. PLoS ONE 2016,
11, e0163962. [CrossRef] [PubMed]

50. Stamatakis, A. RAxML Version 8: A Tool for Phylogenetic Analysis and Post-Analysis of Large Phylogenies. Bioinformatics 2014,
30, 1312–1313. [CrossRef]

51. Letunic, I.; Bork, P. Interactive Tree of Life (ITOL) v5: An Online Tool for Phylogenetic Tree Display and Annotation. Nucleic Acids
Res. 2021, 49, W293–W296. [CrossRef]

52. Pritchard, L.; Glover, R.H.; Humphris, S.; Elphinstone, J.G.; Toth, I.K. Genomics and Taxonomy in Diagnostics for Food Security:
Soft-Rotting Enterobacterial Plant Pathogens. Anal. Methods 2016, 8, 12–24. [CrossRef]

53. Warnes, G.R. Gplots: Various R Programming Tools for Plotting Data. 2020.
54. Arndt, D.; Grant, J.R.; Marcu, A.; Sajed, T.; Pon, A.; Liang, Y.; Wishart, D.S. PHASTER: A Better, Faster Version of the PHAST

Phage Search Tool. Nucleic Acids Res. 2016, 44, W16–W21. [CrossRef]
55. Bertelli, C.; Laird, M.R.; Williams, K.P.; Lau, B.Y.; Hoad, G.; Winsor, G.L.; Brinkman, F.S.L. IslandViewer 4: Expanded Prediction

of Genomic Islands for Larger-Scale Datasets. Nucleic Acids Res. 2017, 45, W30–W35. [CrossRef]
56. Xie, Z.; Tang, H. ISEScan: Automated Identification of Insertion Sequence Elements in Prokaryotic Genomes. Bioinformatics 2017,

33, 3340–3347. [CrossRef] [PubMed]

http://doi.org/10.1016/j.envpol.2020.113922
http://doi.org/10.1111/j.1751-7915.2009.00085.x
http://doi.org/10.1351/PAC-REP-10-01-05
http://doi.org/10.3311/PPch.9251
http://doi.org/10.1093/nar/gkz943
http://www.ncbi.nlm.nih.gov/pubmed/31667520
http://doi.org/10.1002/cpbi.102
http://www.ncbi.nlm.nih.gov/pubmed/32559359
http://doi.org/10.1371/journal.pone.0112963
http://www.ncbi.nlm.nih.gov/pubmed/25409509
http://doi.org/10.1093/bioinformatics/btt086
http://www.ncbi.nlm.nih.gov/pubmed/23422339
http://doi.org/10.1101/gr.186072.114
http://doi.org/10.1093/bioinformatics/btv351
http://www.ncbi.nlm.nih.gov/pubmed/26059717
http://doi.org/10.1038/srep08365
http://www.ncbi.nlm.nih.gov/pubmed/25666585
http://doi.org/10.1093/bioinformatics/btu153
http://www.ncbi.nlm.nih.gov/pubmed/24642063
http://doi.org/10.1093/nar/gky1085
http://www.ncbi.nlm.nih.gov/pubmed/30418610
http://doi.org/10.1093/molbev/msab293
http://www.ncbi.nlm.nih.gov/pubmed/34597405
http://doi.org/10.1186/s12859-020-03940-5
http://doi.org/10.1093/bioinformatics/btv421
http://doi.org/10.1093/nar/gkh340
http://www.ncbi.nlm.nih.gov/pubmed/15034147
http://doi.org/10.1186/1471-2148-10-210
http://www.ncbi.nlm.nih.gov/pubmed/20626897
http://doi.org/10.1371/journal.pone.0163962
http://www.ncbi.nlm.nih.gov/pubmed/27706213
http://doi.org/10.1093/bioinformatics/btu033
http://doi.org/10.1093/nar/gkab301
http://doi.org/10.1039/C5AY02550H
http://doi.org/10.1093/nar/gkw387
http://doi.org/10.1093/nar/gkx343
http://doi.org/10.1093/bioinformatics/btx433
http://www.ncbi.nlm.nih.gov/pubmed/29077810


Genes 2022, 13, 1354 24 of 26

57. Couvin, D.; Bernheim, A.; Toffano-Nioche, C.; Touchon, M.; Michalik, J.; Néron, B.; Rocha, E.P.C.; Vergnaud, G.; Gautheret, D.;
Pourcel, C. CRISPRCasFinder, an Update of CRISRFinder, Includes a Portable Version, Enhanced Performance and Integrates
Search for Cas Proteins. Nucleic Acids Res. 2018, 46, W246–W251. [CrossRef] [PubMed]

58. Liu, B.; Zheng, D.; Jin, Q.; Chen, L.; Yang, J. VFDB 2019: A Comparative Pathogenomic Platform with an Interactive Web Interface.
Nucleic Acids Res. 2019, 47, D687–D692. [CrossRef] [PubMed]

59. Alcock, B.P.; Raphenya, A.R.; Lau, T.T.Y.; Tsang, K.K.; Bouchard, M.; Edalatmand, A.; Huynh, W.; Nguyen, A.L.V.; Cheng, A.A.;
Liu, S.; et al. CARD 2020: Antibiotic Resistome Surveillance with the Comprehensive Antibiotic Resistance Database. Nucleic
Acids Res. 2020, 48, D517–D525. [CrossRef] [PubMed]

60. Blin, K.; Shaw, S.; Kloosterman, A.M.; Charlop-Powers, Z.; Van Wezel, G.P.; Medema, M.H.; Weber, T. AntiSMASH 6.0: Improving
Cluster Detection and Comparison Capabilities. Nucleic Acids Res. 2021, 49, W29–W35. [CrossRef] [PubMed]

61. Bateman, A.; Martin, M.J.; Orchard, S.; Magrane, M.; Agivetova, R.; Ahmad, S.; Alpi, E.; Bowler-Barnett, E.H.; Britto, R.; Bursteinas,
B.; et al. UniProt: The Universal Protein Knowledgebase in 2021. Nucleic Acids Res. 2021, 49, D480–D489. [CrossRef]

62. Gasteiger, E.; Gattiker, A.; Hoogland, C.; Ivanyi, I.; Appel, R.D.; Bairoch, A. ExPASy: The Proteomics Server for in-Depth Protein
Knowledge and Analysis. Nucleic Acids Res. 2003, 31, 3784–3788. [CrossRef]

63. Rozewicki, J.; Li, S.; Amada, K.M.; Standley, D.M.; Katoh, K. MAFFT-DASH: Integrated Protein Sequence and Structural
Alignment. Nucleic Acids Res. 2019, 47, W5–W10. [CrossRef] [PubMed]

64. Singh, D.; Mishra, K.; Ramanthan, G. Bioremediation of Nitroaromatic Compounds. Wastewater Treat. Eng. 2015, 2, 51–83.
[CrossRef]

65. Nogales, J.; García, J.L.; Díaz, E. Degradation of Aromatic Compounds in Pseudomonas: A Systems Biology View. In Aerobic
Utilization of Hydrocarbons, Oils, and Lipids. Handbook of Hydrocarbon and Lipid Microbiology; Rojo, F., Ed.; Springer: Cham,
Switzerland, 2017; pp. 1–49, ISBN 978-3-319-39782-5.

66. Wells, T.; Ragauskas, A.J. Biotechnological Opportunities with the β-Ketoadipate Pathway. Trends Biotechnol. 2012, 30, 627–637.
[CrossRef]

67. Bhatt, P.; Pathak, V.M.; Joshi, S.; Bisht, T.S.; Singh, K.; Chandra, D. Major Metabolites after Degradation of Xenobiotics and
Enzymes Involved in These Pathways. In Smart Bioremediation Technologies: Microbial Enzymes; Academic Press: Cambridge, MA,
USA, 2019; ISBN 9780128183076.

68. De Lima-Morales, D.; Chaves-Moreno, D.; Wos-Oxley, M.L.; Jáuregui, R.; Vilchez-Vargas, R.; Pieper, D.H. Degradation of Benzene
by Pseudomonas veronii 1YdBTEX2 and 1YB2 Is Catalyzed by Enzymes Encoded in Distinct Catabolism Gene Clusters. Appl.
Environ. Microbiol. 2016, 82, 167–173. [CrossRef]

69. Lopez-Echartea, E.; Suman, J.; Smrhova, T.; Ridl, J.; Pajer, P.; Strejcek, M.; Uhlik, O. Genomic Analysis of Dibenzofuran-Degrading
Pseudomonas veronii Strain Pvy Reveals Its Biodegradative Versatility. G3 Genes 2021, 11, jkaa030. [CrossRef] [PubMed]

70. Richter, M.; Rosselló-Móra, R. Shifting the Genomic Gold Standard for the Prokaryotic Species Definition. Proc. Natl. Acad. Sci.
USA 2009, 106, 19126–19131. [CrossRef] [PubMed]

71. Formusa, P.A.; Hsiang, T.; Habash, M.B.; Lee, H.; Trevors, J.T. Genome Sequence of Pseudomonas mandelii PD30. Genome Announc.
2014, 2, e00713–e00714. [CrossRef]

72. Kim, J.; Park, W. Genome Analysis of Naphthalene-Degrading Pseudomonas sp. AS1 Harboring the Megaplasmid PAS1. J.
Microbiol. Biotechnol. 2018, 28, 330–337. [CrossRef] [PubMed]

73. Fortier, L.C.; Sekulovic, O. Importance of Prophages to Evolution and Virulence of Bacterial Pathogens. Virulence 2013, 4, 354–365.
[CrossRef]

74. Bertelli, C.; Tilley, K.E.; Brinkman, F.S.L. Microbial Genomic Island Discovery, Visualization and Analysis. Brief. Bioinform. 2019,
20, 1685–1698. [CrossRef]

75. Feil, H.; Feil, W.S.; Chain, P.; Larimer, F.; DiBartolo, G.; Copeland, A.; Lykidis, A.; Trong, S.; Nolan, M.; Goltsman, E.; et al.
Comparison of the Complete Genome Sequences of Pseudomonas syringae Pv. Syringae B728a and Pv. Tomato DC3000. Proc. Natl.
Acad. Sci. USA 2005, 102, 11064–11069. [CrossRef]

76. Dziewit, L.; Radlinska, M. Two Inducible Prophages of an Antarctic Pseudomonas sp. ANT_H14 Use the Same Capsid for
Packaging Their Genomes—Characterization of a Novel Phage Helper-Satellite System. PLoS ONE 2016, 11, e0158889. [CrossRef]

77. Siguier, P.; Gourbeyre, E.; Chandler, M. Bacterial Insertion Sequences: Their Genomic Impact and Diversity. FEMS Microbiol. Rev.
2014, 38, 865–891. [CrossRef]

78. Golubov, A. Genome Instability in Bacteria: Causes and Consequences. Genome Stab. 2021, 73–90. [CrossRef]
79. Kallastu, A.; Hõrak, R.; Kivisaar, M. Identification and Characterization of IS1411, a New Insertion Sequence Which Causes

Transcriptional Activation of the Phenol Degradation Genes in Pseudomonas putida. J. Bacteriol. 1998, 180, 5306–5312. [CrossRef]
80. Christie-Oleza, J.A.; Nogales, B.; Martín-Cardona, C.; Lanfranconi, M.P.; Albertí, S.; Lalucat, J.; Bosch, R. ISPst9, an ISL3-like

Insertion Sequence from Pseudomonas stutzeri AN 10 Involved in Catabolic Gene Inactivation. Int. Microbiol. 2008, 11, 101–110.
[CrossRef] [PubMed]

81. Springael, D.; Top, E.M. Horizontal Gene Transfer and Microbial Adaptation to Xenobiotics: New Types of Mobile Genetic
Elements and Lessons from Ecological Studies. Trends Microbiol. 2004, 12, 53–58. [CrossRef]

82. Mohapatra, B.; Phale, P.S. Microbial Degradation of Naphthalene and Substituted Naphthalenes: Metabolic Diversity and
Genomic Insight for Bioremediation. Front. Bioeng. Biotechnol. 2021, 9, 602445. [CrossRef]

http://doi.org/10.1093/nar/gky425
http://www.ncbi.nlm.nih.gov/pubmed/29790974
http://doi.org/10.1093/nar/gky1080
http://www.ncbi.nlm.nih.gov/pubmed/30395255
http://doi.org/10.1093/nar/gkz935
http://www.ncbi.nlm.nih.gov/pubmed/31665441
http://doi.org/10.1093/nar/gkab335
http://www.ncbi.nlm.nih.gov/pubmed/33978755
http://doi.org/10.1093/NAR/GKAA1100
http://doi.org/10.1093/nar/gkg563
http://doi.org/10.1093/nar/gkz342
http://www.ncbi.nlm.nih.gov/pubmed/31062021
http://doi.org/10.5772/61253
http://doi.org/10.1016/j.tibtech.2012.09.008
http://doi.org/10.1128/AEM.03026-15
http://doi.org/10.1093/g3journal/jkaa030
http://www.ncbi.nlm.nih.gov/pubmed/33693598
http://doi.org/10.1073/pnas.0906412106
http://www.ncbi.nlm.nih.gov/pubmed/19855009
http://doi.org/10.1128/genomeA.00713-14
http://doi.org/10.4014/jmb.1709.09002
http://www.ncbi.nlm.nih.gov/pubmed/29169219
http://doi.org/10.4161/viru.24498
http://doi.org/10.1093/bib/bby042
http://doi.org/10.1073/pnas.0504930102
http://doi.org/10.1371/journal.pone.0158889
http://doi.org/10.1111/1574-6976.12067
http://doi.org/10.1016/B978-0-323-85679-9.00005-2
http://doi.org/10.1128/JB.180.20.5306-5312.1998
http://doi.org/10.2436/20.1501.01.49
http://www.ncbi.nlm.nih.gov/pubmed/18645960
http://doi.org/10.1016/j.tim.2003.12.010
http://doi.org/10.3389/fbioe.2021.602445


Genes 2022, 13, 1354 25 of 26

83. Xu, A.; Wang, D.; Ding, Y.; Zheng, Y.; Wang, B.; Wei, Q.; Wang, S.; Yang, L.; Ma, L.Z. Integrated Comparative Genomic Analysis
and Phenotypic Profiling of Pseudomonas aeruginosa Isolates from Crude Oil. Front. Microbiol. 2020, 11, 519. [CrossRef]

84. He, C.; Li, Y.; Huang, C.; Chen, F.; Ma, Y. Genome Sequence and Metabolic Analysis of a Fluoranthene-Degrading Strain
Pseudomonas aeruginosa DN1. Front. Microbiol. 2018, 9, 2595. [CrossRef]

85. Das, D.; Baruah, R.; Sarma Roy, A.; Singh, A.K.; Deka Boruah, H.P.; Kalita, J.; Bora, T.C. Complete Genome Sequence Analysis of
Pseudomonas aeruginosa N002 Reveals Its Genetic Adaptation for Crude Oil Degradation. Genomics 2015, 105, 182–190. [CrossRef]

86. Stover, C.K.; Pham, X.Q.; Erwin, A.L.; Mizoguchi, S.D.; Warrener, P.; Hickey, M.J.; Brinkman, F.S.L.; Hufnagle, W.O.; Kowalik, D.J.;
Lagrou, M.; et al. Complete Genome Sequence of Pseudomonas aeruginosa PAO1, an Opportunistic Pathogen. Nature 2000, 406,
959–964. [CrossRef]

87. Rahme, L.G.; Ausubel, F.M.; Cao, H.; Drenkard, E.; Goumnerov, B.C.; Lau, G.W.; Mahajan-Miklos, S.; Plotnikova, J.; Tan, M.W.;
Tsongalis, J.; et al. Plants and Animals Share Functionally Common Bacterial Virulence Factors. Proc. Natl. Acad. Sci. USA 2000,
97, 8815–8821. [CrossRef]

88. Ravindran, A.; Jalan, N.; Yuan, J.S.; Wang, N.; Gross, D.C. Comparative Genomics of Pseudomonas syringae Pv. Syringae Strains
B301D and HS191 and Insights into Intrapathovar Traits Associated with Plant Pathogenesis. Microbiologyopen 2015, 4, 553–573.
[CrossRef] [PubMed]

89. Ichinose, Y.; Taguchi, F.; Mukaihara, T. Pathogenicity and Virulence Factors of Pseudomonas syringae. J. Gen. Plant Pathol. 2013, 79,
285–296. [CrossRef]

90. Nelson, K.E.; Weinel, C.; Paulsen, I.T.; Dodson, R.J.; Hilbert, H.; Fouts, D.E.; Gill, S.R.; Pop, M.; Holmes, M.; Brinkac, L.; et al.
Complete Genome Sequence and Comparative Analysis of the Metabolically Versatile Pseudomonas putida KT2440. Environ.
Microbiol. 2002, 4, 799–808. [CrossRef]

91. Poole, K. Multidrug Efflux Pumps and Antimicrobial Resistance in Pseudomonas aeruginosa and Related Organisms. J. Mol.
Microbiol. Biotechnol. 2001, 3, 255–264. [PubMed]

92. Sharrar, A.M.; Crits-Christoph, A.; Méheust, R.; Diamond, S.; Starr, E.P.; Banfield, J.F. Bacterial Secondary Metabolite Biosynthetic
Potential in Soil Varies with Phylum, Depth, and Vegetation Type. MBio 2020, 11, 1–17. [CrossRef]

93. Pandey, S.S.; Patnana, P.K.; Rai, R.; Chatterjee, S. Xanthoferrin, the α-Hydroxycarboxylate-Type Siderophore of Xanthomonas
campestris Pv. Campestris, Is Required for Optimum Virulence and Growth inside Cabbage. Mol. Plant Pathol. 2017, 18, 949–962.
[CrossRef]

94. Roldán, M.D.; Pérez-Reinado, E.; Castillo, F.; Moreno-Vivián, C. Reduction of Polynitroaromatic Compounds: The Bacterial
Nitroreductases. FEMS Microbiol. Rev. 2008, 32, 474–500. [CrossRef]

95. Wittich, R.M.; Haïdour, A.; Van Dillewijn, P.; Ramos, J.L. OYE Flavoprotein Reductases Initiate the Condensation of TNT-Derived
Intermediates to Secondary Diarylamines and Nitrite. Environ. Sci. Technol. 2008, 42, 734–739. [CrossRef]

96. Spiegelhauer, O.; Werther, T.; Mende, S.; Knauer, S.H.; Dobbek, H. Determinants of Substrate Binding and Protonation in the
Flavoenzyme Xenobiotic Reductase A. J. Mol. Biol. 2010, 403, 286–298. [CrossRef] [PubMed]

97. Spiegelhauer, O.; Dickert, F.; Mende, S.; Niks, D.; Hille, R.; Ullmann, M.; Dobbek, H. Kinetic Characterization of Xenobiotic
Reductase A from Pseudomonas putida 86. Biochemistry 2009, 48, 11412–11420. [CrossRef]

98. Griese, J.J.; Jakob, R.P.; Schwarzinger, S.; Dobbek, H. Xenobiotic Reductase A in the Degradation of Quinoline by Pseudomonas
putida 86: Physiological Function, Structure and Mechanism of 8-Hydroxycoumarin Reduction. J. Mol. Biol. 2006, 361, 140–152.
[CrossRef]

99. Kumagai, Y.; Shimojo, N. Possible Mechanisms for Induction of Oxidative Stress and Suppression of Systemic Nitric Oxide
Production Caused by Exposure to Environmental Chemicals. Environ. Health Prev. Med. 2002, 7, 141–150. [CrossRef] [PubMed]

100. Stenuit, B.A.; Agathos, S.N. Microbial 2,4,6-Trinitrotoluene Degradation: Could We Learn from (Bio)Chemistry for Bioremediation
and Vice Versa? Appl. Microbiol. Biotechnol. 2010, 88, 1043–1064. [CrossRef] [PubMed]

101. Mishra, S.; Lin, Z.; Pang, S.; Zhang, W.; Bhatt, P.; Chen, S. Recent Advanced Technologies for the Characterization of Xenobiotic-
Degrading Microorganisms and Microbial Communities. Front. Bioeng. Biotechnol. 2021, 9, 632059. [CrossRef] [PubMed]

102. Ridl, J.; Suman, J.; Fraraccio, S.; Hradilova, M.; Strejcek, M.; Cajthaml, T.; Zubrova, A.; Macek, T.; Strnad, H.; Uhlik, O. Complete
Genome Sequence of Pseudomonas alcaliphila JAB1 (=DSM 26533), a Versatile Degrader of Organic Pollutants. Stand. Genomic Sci.
2018, 13, 3. [CrossRef] [PubMed]

103. Heiss, G.; Knackmuss, H.-J. Bioelimination of Trinitroaromatic Compounds: Immobilization versus Mineralization. Curr. Opin.
Microbiol. 2002, 5, 282–287. [CrossRef]

104. Misal, S.A.; Gawai, K.R. Azoreductase: A Key Player of Xenobiotic Metabolism. Bioresour. Bioprocess. 2018, 5, 1–9. [CrossRef]
105. Misal, S.A. Biotransformation of Nitro Aromatic Compounds by Flavin-Free NADHAzoreductase. J. Bioremediation Biodegrad.

2015, 6, 272. [CrossRef]
106. Liu, G.; Zhou, J.; Lv, H.; Xiang, X.; Wang, J.; Zhou, M.; Qv, Y. Azoreductase from Rhodobacter sphaeroides AS1.1737 Is a Flavodoxin

That Also Functions as Nitroreductase and Flavin Mononucleotide Reductase. Appl. Microbiol. Biotechnol. 2007, 76, 1271–1279.
[CrossRef]

107. Gonçalves, A.M.D.; Mendes, S.; De Sanctis, D.; Martins, L.O.; Bento, I. The Crystal Structure of Pseudomonas putida
Azoreductase—The Active Site Revisited. FEBS J. 2013, 280, 6643–6657. [CrossRef] [PubMed]

http://doi.org/10.3389/fmicb.2020.00519
http://doi.org/10.3389/fmicb.2018.02595
http://doi.org/10.1016/j.ygeno.2014.12.006
http://doi.org/10.1038/35023079
http://doi.org/10.1073/pnas.97.16.8815
http://doi.org/10.1002/MBO3.261
http://www.ncbi.nlm.nih.gov/pubmed/25940918
http://doi.org/10.1007/s10327-013-0452-8
http://doi.org/10.1046/j.1462-2920.2002.00366.x
http://www.ncbi.nlm.nih.gov/pubmed/11321581
http://doi.org/10.1128/mBio.00416-20
http://doi.org/10.1111/mpp.12451
http://doi.org/10.1111/j.1574-6976.2008.00107.x
http://doi.org/10.1021/es071449w
http://doi.org/10.1016/j.jmb.2010.08.047
http://www.ncbi.nlm.nih.gov/pubmed/20826164
http://doi.org/10.1021/bi901370u
http://doi.org/10.1016/j.jmb.2006.06.007
http://doi.org/10.1007/BF02897942
http://www.ncbi.nlm.nih.gov/pubmed/21432269
http://doi.org/10.1007/s00253-010-2830-x
http://www.ncbi.nlm.nih.gov/pubmed/20814673
http://doi.org/10.3389/fbioe.2021.632059
http://www.ncbi.nlm.nih.gov/pubmed/33644024
http://doi.org/10.1186/s40793-017-0306-7
http://www.ncbi.nlm.nih.gov/pubmed/29435100
http://doi.org/10.1016/S1369-5274(02)00316-8
http://doi.org/10.1186/s40643-018-0206-8
http://doi.org/10.4172/2155-6199.1000272
http://doi.org/10.1007/s00253-007-1087-5
http://doi.org/10.1111/febs.12568
http://www.ncbi.nlm.nih.gov/pubmed/24127652


Genes 2022, 13, 1354 26 of 26

108. Wang, C.J.; Hagemeier, C.; Rahman, N.; Lowe, E.; Noble, M.; Coughtrie, M.; Sim, E.; Westwood, I. Molecular Cloning, Char-
acterisation and Ligand-Bound Structure of an Azoreductase from Pseudomonas aeruginosa. J. Mol. Biol. 2007, 373, 1213–1228.
[CrossRef]

109. Díaz, E.; Jiménez, J.I.; Nogales, J. Aerobic Degradation of Aromatic Compounds. Curr. Opin. Biotechnol. 2013, 24, 431–442.
[CrossRef] [PubMed]

110. Chakraborty, J.; Das, S. Molecular Perspectives and Recent Advances in Microbial Remediation of Persistent Organic Pollutants.
Environ. Sci. Pollut. Res. 2016, 23, 16883–16903. [CrossRef]

111. Mutanda, I.; Sun, J.; Jiang, J.; Zhu, D. Bacterial Membrane Transporter Systems for Aromatic Compounds: Regulation, Engineering,
and Biotechnological Applications. Biotechnol. Adv. 2022, 59, 107952. [CrossRef]

112. Vermaas, J.V.; Dixon, R.A.; Chen, F.; Mansfield, S.D.; Boerjan, W.; Ralph, J.; Crowley, M.F.; Beckham, G.T. Passive Membrane
Transport of Lignin-Related Compounds. Proc. Natl. Acad. Sci. USA 2019, 116, 23117–23123. [CrossRef]

113. Van der Meer, J.R.; de Vos, W.M.; Harayama, S.; Zehnder, A.J. Molecular Mechanisms of Genetic Adaptation to Xenobiotic
Compounds. Microbiol. Rev. 1992, 56, 677–694. [CrossRef]

114. Oh, B.T.; Shea, P.J.; Drijber, R.A.; Vasilyeva, G.K.; Sarath, G. TNT Biotransformation and Detoxification by a Pseudomonas aeruginosa
Strain. Biodegradation 2003, 14, 309–319. [CrossRef]

115. Pascual, J.; Udaondo, Z.; Molina, L.; Segura, A.; Esteve-Núñez, A.; Caballero, A.; Duque, E.; Ramos, J.L.; van Dillewijn, P. Draft
Genome Sequence of Pseudomonas putida JLR11, a Facultative Anaerobic 2,4,6-Trinitrotoluene Biotransforming Bacterium. Genome
Announc. 2015, 3, 10–11. [CrossRef] [PubMed]

116. Esteve-Nuñez, A.; Lucchesi, G.; Philipp, B.; Schink, B.; Ramos, J.L. Respiration of 2,4,6-Trinitrotoluene by Pseudomonas sp. Strain
JLR11. J. Bacteriol. 2000, 182, 1352–1355. [CrossRef]

117. Kumar, R.; Acharya, V.; Mukhia, S.; Singh, D.; Kumar, S. Complete Genome Sequence of Pseudomonas frederiksbergensis ERDD5:01
Revealed Genetic Bases for Survivability at High Altitude Ecosystem and Bioprospection Potential. Genomics 2019, 111, 492–499.
[CrossRef] [PubMed]

118. Redondo-Nieto, M.; Barret, M.; Morrisey, J.P.; Germaine, K.; Martínez-Granero, F.; Barahona, E.; Navazo, A.; Sánchez-Contreras,
M.; Moynihan, J.A.; Giddens, S.R.; et al. Genome Sequence of the Biocontrol Strain Pseudomonas fluorescens F113. J. Bacteriol. 2012,
194, 1273–1274. [CrossRef] [PubMed]

119. ATCC. Pseudomonas Fluorescens Migula 13525; ATCC: Manassas, VA, USA, 2021.
120. Lee, D.G.; Urbach, J.M.; Wu, G.; Liberati, N.T.; Feinbaum, R.L.; Miyata, S.; Diggins, L.T.; He, J.; Saucier, M.; Déziel, E.; et al.

Genomic Analysis Reveals That Pseudomonas aeruginosa Virulence Is Combinatorial. Genome Biol. 2006, 7, R90. [CrossRef]
[PubMed]

121. Mahto, K.U.; Das, S. Whole Genome Characterization and Phenanthrene Catabolic Pathway of a Biofilm Forming Marine
Bacterium Pseudomonas aeruginosa PFL-P1. Ecotoxicol. Environ. Saf. 2020, 206, 111087. [CrossRef] [PubMed]

122. Andersen, S.M.; Johnsen, K.; Sørensen, J.; Nielsen, P.; Jacobsen, C.S. Pseudomonas frederiksbergensis sp. Nov., Isolated from Soil at a
Coal Gasification Site. Int. J. Syst. Evol. Microbiol. 2000, 50, 1957–1964. [CrossRef] [PubMed]

123. Gallardo-Benavente, C.; Campo-Giraldo, J.L.; Castro-Severyn, J.; Quiroz, A.; Pérez-Donoso, J.M. Genomics Insights into Pseu-
domonas sp. CG01: An Antarctic Cadmium-Resistant Strain Capable of Biosynthesizing CdS Nanoparticles Using Methionine as
S-Source. Genes 2021, 12, 187. [CrossRef]

124. Carrión, O.; Miñana-Galbis, D.; Montes, M.; Mercadé, E. Pseudomonas deceptionensis sp. Nov., a Psychrotolerant Bacterium from
the Antarctic. Int. J. Syst. Evol. Microbiol. 2011, 61, 2401–2405. [CrossRef]

125. Lee, J.; Cho, Y.; JY, Y.; YJ, J.; SG, H.; OS, K. Complete Genome Sequence of Pseudomonas antarctica PAMC 27494, a Bacteriocin-
Producing Psychrophile Isolated from Antarctica. J. Biotechnol. 2017, 259, 15–18. [CrossRef] [PubMed]

126. Pavlov, M.S.; Lira, F.; Martínez, J.L.; Olivares, J.; Marshall, S.H. Draft Genome Sequence of Antarctic Pseudomonas sp. Strain KG01
with Full Potential for Biotechnological Applications. Genome Announc. 2015, 3, e00906–e00915. [CrossRef] [PubMed]

127. Tribelli, P.M.; Iustman, L.J.R.; Catone, M.V.; Di Martino, C.; Revale, S.; Méndez, B.S.; López, N.I. Genome Sequence of the
Polyhydroxybutyrate Producer Pseudomonas extremaustralis, a Highly Stress-Resistant Antarctic Bacterium. J. Bacteriol. 2012, 194,
2381–2382. [CrossRef]

128. Verhille, S.; Baida, N.; Dabboussi, F.; Izard, D.; Leclerc, H. Taxonomic Study of Bacteria Isolated from Natural Mineral Waters:
Proposal of Pseudomonas jessenii sp. Nov. and Pseudomonas mandelii sp. Nov. Syst. Appl. Microbiol. 1999, 22, 45–58. [CrossRef]

http://doi.org/10.1016/j.jmb.2007.08.048
http://doi.org/10.1016/j.copbio.2012.10.010
http://www.ncbi.nlm.nih.gov/pubmed/23122741
http://doi.org/10.1007/s11356-016-6887-7
http://doi.org/10.1016/j.biotechadv.2022.107952
http://doi.org/10.1073/pnas.1904643116
http://doi.org/10.1128/mr.56.4.677-694.1992
http://doi.org/10.1023/A:1025656325834
http://doi.org/10.1128/genomeA.00904-15
http://www.ncbi.nlm.nih.gov/pubmed/26337875
http://doi.org/10.1128/JB.182.5.1352-1355.2000
http://doi.org/10.1016/j.ygeno.2018.03.008
http://www.ncbi.nlm.nih.gov/pubmed/29530765
http://doi.org/10.1128/JB.06601-11
http://www.ncbi.nlm.nih.gov/pubmed/22328765
http://doi.org/10.1186/gb-2006-7-10-r90
http://www.ncbi.nlm.nih.gov/pubmed/17038190
http://doi.org/10.1016/j.ecoenv.2020.111087
http://www.ncbi.nlm.nih.gov/pubmed/32871516
http://doi.org/10.1099/00207713-50-6-1957
http://www.ncbi.nlm.nih.gov/pubmed/11155968
http://doi.org/10.3390/genes12020187
http://doi.org/10.1099/ijs.0.024919-0
http://doi.org/10.1016/j.jbiotec.2017.08.013
http://www.ncbi.nlm.nih.gov/pubmed/28818601
http://doi.org/10.1128/genomeA.00906-15
http://www.ncbi.nlm.nih.gov/pubmed/26294625
http://doi.org/10.1128/JB.00172-12
http://doi.org/10.1016/S0723-2020(99)80027-7

	Introduction 
	Materials and Methods 
	Bacterial Species and Culture Conditions 
	Public Data Acquisition 
	Genome Sequencing and Assembly 
	Genome Annotation and Metabolic Potential Analysis 
	Pangenome Analysis 
	Phylogenetic and Phylogenomic Analyses 
	Prediction of Mobile Genetic Elements and Other Specific Genomic Features 
	Identification and Analysis of Putative TNT Metabolism-Related Enzymes 
	Reconstruction of TNT Metabolic Pathways 

	Results and Discussion 
	General Genomic Features of TNT Isolates 
	Annotation and Metabolic Potential Analysis 
	Pangenome Analysis and Unique Genes 
	Phylogenetic and Phylogenomic Analyses 
	Mobile Genetic Elements (MGEs) 
	Pathogenic Profile and Other Specific Features of TNT Isolates 
	Analysis of Enzymes Involved in TNT Metabolism in TNT-Transforming Species 
	Nitroreductases 
	Xenobiotic Reductases 
	Azoreductases 
	Multidrug Efflux Pumps 

	Reconstruction of TNT Degradation Pathways 

	Conclusions 
	References

