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Simple Summary: Although there was a significant decrease in morbidity and mortality due to
plague-related infections throughout the 20th century, these have not been eradicated. The plague-
causing pathogen is the Gram-negative bacterium Yersinia pestis. Several factors cause the virulence
of this bacterium including metallophores, which are secondary metabolites for metal ions chelation.
Yersinia pestis produces two metallophores: yersiniabactin, for iron chelation (siderophore), and an
opine type metallophore called yersinopine. This review summarizes all the important characteristics
of these two metallophores. Full descriptions of their structures, biosynthesis pathways, and genetic
regulation are included in this paper.

Abstract: The pathogenic anaerobic bacteria Yersinia pestis (Y. pestis), which is well known as the
plague causative agent, has the ability to escape or inhibit innate immune system responses, which
can result in host death even before the activation of adaptive responses. Bites from infected fleas in
nature transmit Y. pestis between mammalian hosts causing bubonic plague. It was recognized that a
host’s ability to retain iron is essential in fighting invading pathogens. To proliferate during infection,
Y. pestis, like most bacteria, has various iron transporters that enable it to acquire iron from its hosts.
The siderophore-dependent iron transport system was found to be crucial for the pathogenesis of this
bacterium. Siderophores are low-molecular-weight metabolites with a high affinity for Fe3+. These
compounds are produced in the surrounding environment to chelate iron. The siderophore secreted
by Y. pestis is yersiniabactin (Ybt). Another metallophore produced by this bacterium, yersinopine,
is of the opine type and shows similarities with both staphylopine and pseudopaline produced by
Staphylococcus aureus and Pseudomonas aeruginosa, respectively. This paper sheds light on the most
important aspects of the two Y. pestis metallophores as well as aerobactin a siderophore no longer
secreted by this bacterium due to frameshift mutation in its genome.

Keywords: Yersinia pestis; pathogenesis; metallophores; metal ions; yersiniabactin; yersinopine

1. Introduction

The Gram-negative pathogen Yersinia pestis (Y. pestis), which is responsible for caus-
ing bubonic, pneumonic, and septicemic plague among humans, emerged from the en-
teropathogen Yersinia pseudotuberculosis [1]. This pathogen is considered a zoonosis because
it is carried by rodents worldwide and transmitted within them through a flea vector
(Xenopsylla cheopis) [2,3]. Effective inter-human transmission may occur through aerosols
leading to the development of pneumonic plague [4,5]. However, recent evidence shows

Biology 2023, 12, 598. https://doi.org/10.3390/biology12040598 https://www.mdpi.com/journal/biology

https://doi.org/10.3390/biology12040598
https://doi.org/10.3390/biology12040598
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/biology
https://www.mdpi.com
https://orcid.org/0000-0002-2838-0813
https://orcid.org/0000-0002-2782-2261
https://orcid.org/0000-0001-8745-263X
https://orcid.org/0000-0002-9313-1418
https://doi.org/10.3390/biology12040598
https://www.mdpi.com/journal/biology
https://www.mdpi.com/article/10.3390/biology12040598?type=check_update&version=1


Biology 2023, 12, 598 2 of 12

that inter-human transmission via aerosol is apparently insignificant [6] and may be due to
body lice and fleas [1].

Y. pestis evolved multiple factors that enable it to colonize its hosts which include both
mammals and insects [7]. An infected flea causes bubonic plague through its bite. Once
deposited on the dermis, the bacterium spreads and colonizes the lymph nodes, leading to
“bubo” which is the inflammation of the lymph nodes [8].

Historically, three plague pandemics were recorded: The first pandemic, named the
Justinian plague after the emperor of the Roman Empire, started in Egypt in 541. The first
wave hit the Mediterranean Basin between 541 and 544 [9], then invaded northern Europe
and England [10], and was followed by more than 14 waves from 558 to 750/767 [9]. The
second wave began at the end of the 1330s in central Asia before spreading to the whole
of Western Europe and North Africa, where more than 30% of the European population
perished [11]. The third pandemic first appeared in 1772 in Yunnan Province in southwest-
ern China and then spread worldwide via steamships carrying infected rats. Nowadays, it
is present in Asia, Africa, and the Americas. Very low mortality rates were noted during
this pandemic [11]. The bubonic plague which is transmitted by fleas develops two to
ten days after infection with Y. pestis [12,13]. Various clinical sample types can be used
for the detection of Y. pestis, such as bubo aspirates, blood, and respiratory tract samples.
For diagnostic tests for pneumonic plague, deep respiratory secretions are needed [14]. In
addition, real-time PCR was used to confirm the presence of Y. pestis DNA, especially in
2017, during the outbreak of the pneumonic plague in Madagascar [15]. Microbial isolation
remains the best available biological diagnostic tests for Y. pestis [7].

The plague disease progresses rapidly and the incubation period allows very little
time for therapeutic intervention. Indeed, the case fatality rate approaches 100% [5] in a
few days if effective antimicrobial treatments are not initiated within 24 to 36 h after the
onset of symptoms but is between 25% and 50% when appropriate treatment is admin-
istered within 24 hours [14]. Antibiotic treatments should be continued for 10 to 14 days.
Enterobacteriaceae including streptomycin, gentamicin, levofloxacin, ciprofloxacin, and
chloramphenicol are commonly used and were proven to be effective against plague (CDC
2020). However, antibiotic-resistant cases, particularly streptomycin, were reported [15,16].

The plague is endemic and is still a major public health concern. A total of 26,237
plague cases were reported from 2000 to 2018 in 21 countries across the Americas, Africa,
and Asia [7]. The vast majority (97%) of plague cases worldwide were reported in Africa,
particularly in the Democratic Republic of Congo and Madagascar. For this reason, current
efforts are focused on vaccines against pneumonic plague. Several molecular vaccine
candidates were developed, including the V10 vaccine, which is patented by the University
of Chicago and provides 100% protection against bubonic and pneumonic plague [17].

Metal ions are vital nutrients needed for the proper biological functioning of living cells.
Therefore, bacteria require metal ions for their metabolism, virulence, and transcriptional
regulation [18,19].

The infected host, as a part of the immune response, tends to sequester metals to de-
prive the pathogens of them in a process called nutritional immunity [20,21]. Neutrophils,
for instance, respond to infection by releasing metal-binding proteins for restricting bacterial
access to metals [22,23]. One of these proteins is calprotectin, which can sequester man-
ganese, iron, and zinc, thus restricting their availability for invading microorganisms [24,25].
It was shown that the sequestration of zinc via calprotectin is a major colonization barrier
to a variety of bacteria such as Salmonella Typhimurium and Staphylococcus aureus [26,27].

Bacteria developed several mechanisms for chelating metal ions from the host- scarce
environment to survive nutritional immunity during infection. These mechanisms include
three main metal acquisition systems which are: the import of elemental metal ions,
extracellular metal sequestering via metallophores, and acquiring metal ions from host
proteins [28]. Several bacteria uptake Fe2+ by the ferrous transporter Feo, which is essential
for virulence and colonization in some bacteria, including Helicobacter pylori, the well-
known gastrointestinal pathogen [29]. However, Fe2+ is not largely available for bacterial
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uptake due to host restriction, where Fe3+ is the predominant iron form in the host [30]. In
addition, several bacteria evolved specialized systems for obtaining iron through piracy
from nutritional immunity proteins. For example, Neisseria spp. and Haemophilus influenza
have TbpA/TbpB which are TonB-dependent proteins for binding transferrin and extracting
Fe3+ to transport them into the cells [31]. Other pathogens such as Streptococcus pneumoniae
and Treponema pallidum express lactoferrin receptors [32]. Possessing such systems, bacteria
can convert host proteins supposed to restrict their growth into sources of iron. The
secretion of metallophores is one of the most powerful mechanisms enabling bacteria to
overcome metal ions limitation [33].

Siderophores, which are used for iron sequestering, are considered the most well-
known metallophores [34]. These iron-chelating secondary metabolites are biosynthe-
sized within the bacterial cell through the non-ribosomal peptide synthases designated as
NRPS or through the NRPS-independent system. After the synthesis step is completed,
siderophores are excreted into the extracellular medium to scavenge iron [35]. In Gram-
negative bacteria, after complexing iron, the loaded siderophores are transported actively
through TonB- dependent transporters into the periplasm. The transport into the cyto-
plasm is usually mediated by ABC transporters in both Gram-positive and Gram-negative
bacteria [36]. S. aureus for example, synthesizes two siderophores staphyloferrin A and
staphyloferrin B, with the latter being a virulence factor for this bacterium [37]. In addition
to these two siderophores, S. aureus synthesize also staphylopine, a broad spectrum opine
type metallophore, that enables it to acquire several metal ions from the host other than
iron such as cobalt nickel, and zinc [38] P. aeruginosa, on the other hand, own a metallophore
encoding system resembling that of staphylopine and is responsible for synthesizing pseu-
dopaline [35]. Compared to staphylopine, pseudopaline has lower metal ions specificity
(narrow spectrum metallophores) [39].

The siderophore yersiniabactin and the nicotianamine-like yersinopine are the two
metallophores secreted by Y. pestis [40,41]. This review highlights all the aspects related
to yersiniabactin and yersinopine starting from synthesis along with genetic regulation,
excretion, and uptake after sequestering metal ions. In addition, the siderophore aerobactin
that was once produced in Y. pestis is also discussed herein.

2. Yersiniabactin

The transition metal iron is crucial for almost all pathogenic bacteria including Y. pestis.
In the host metal ions’ scarce environment, bacteria developed various strategies to se-
quester iron. One of these strategies is the synthesis and secretion of siderophores which are
low molecular weight metabolites specific for obtaining ferric ions. The highly pathogenic Y.
pestis produces the siderophore yersiniabactin (Ybt), which has shown an important role in
the acquisition of iron and murine pathogenicity [42]. Moreover, it was demonstrated that
Y. pestis strains with mutations in genes responsible for Ybt biosynthesis or uptake caused
an almost complete inability to generate fatal bubonic and pneumonic plague [43,44]. These
findings prove that Ybt is associated with virulence besides acquiring iron.

2.1. Yersiniabactin Biosynthesis

The siderophore Ybt is composed of thiazoline rings that are responsible for Fe3+

binding with a formation constant of 4 × 1036 [45]. The synthesis of Ybt is carried on by
NRPS (nonribosomal peptide synthetase) mechanism combined with PKS (polyketide syn-
thase). Ybt is constructed from salicylate, a linker malonyl group, three cysteines, and three
methyl groups from S-adenosylmethionine [46]. These molecules yield a siderphore whose
structure is composed of four rings (one salicylate, two thiazolines, and one thiazolidine)
as shown in Figure 1.

Seven proteins (high molecular weight proteins 1 HMWP1, high molecular weight
proteins 2 HMWP2, YbtD, YbtE, YbtS, YbtT, and YbtU) are involved in the synthesis
of Ybt. The activated components of Ybt are bound to HMWP1 and HMWP2 via the
coenzyme A moiety 4′-phosphopantetheine that is added by YbtD phosphopantetheinyl
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transferase to the carrier protein domains sites of these enzymes. Salicylate is synthesized
from chorismate by YbtS, and then, it is activated through adenylation and transferred to
HMWP2 by YbtE. Both HMWP1 and HMWP2 give the framing scaffold for the synthesis
of Ybt. The NRPS enzymatic domains present in HMWP2 are responsible for cyclizing and
condensing two cysteines, thus producing two thiazoline rings bonded to the salicylate
component. The first four domains of the HMWP1 are the PKS module that performs
the bis-methylation and the reduction in a malonyl linker moiety. The third molecule
of cysteine that forms the final thiazoline ring is cyclized and condensed by two NRPS
domains of HMWP1. As for the middle thiazoline ring, YbtU reduces it to thiazolidine.
Then, the terminal HMWP1 thioesterase domain releases the synthesized siderophore. It is
thought that the assumed type II thioesterase YbtT removes irregular molecules from the
enzyme complex [47–50].
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2.2. The Export of Ybt

Once the synthesis of Ybt is completed, it is exported outside the bacterial cell, but the
mechanism underlying this process is still unknown. Y. pestis comprise YbtX, which is an
inner membrane protein assigned to be a part of the Ybt efflux system because it resembles
both AlcS and EntS exporters in alcaligin and enterobactin siderophores in Bordetella and E.
coli respectively [51–53]. However, experiments showed that a Y. pestis ybtX mutant can
secrete Ybt, uptake iron-loaded Ybt, and can grow under iron-scarce conditions as well [52].
The YbtX function is not fully understood, although it is involved in the secretion of Ybt, it
is not essential in the process.

2.3. Iron Chelation by Ybt

As mentioned previously, Ybt contains a benzene ring, another thiazolidine ring, and
two thiazoline rings. This structure provides five chiral centers (donor positions), enabling
it to form a stable complex with trivalent ferric iron cations (Fe3+) with 1:1 complexes. The
Ybt potential donor groups are: both the nitrogen found in the first thiazoline ring and the
phenolic hydroxy group, either the nitrogen or the sulfur present in the thiazolidine moiety
along with the aliphatic hydroxy group, as well as the carboxy group and the nitrogen of
the terminal thiazoline ring [54].
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2.4. The Intake of Iron-Loaded Ybt

After Ybt chelates iron, the bacterium uptakes the loaded siderophore. The first
step includes binding to the TonB-dependent receptor Psn, which is followed by outer
membrane translocation. In Gram-negative bacteria, the function of TonB is associated
with ExbB and ExbD, yet it is not ascertained in Y. pestis. Then, the iron-loaded Ybt is
transported from the periplasm into the cytoplasm via the YbtP-YbtQ ABC transporter.
The latter are similar inner membrane proteins with both ATPase and permease domains
and are usually components of Type I secretion systems [55,56]. In the cytoplasm, Fe is
then released in the cytoplasm from the siderophore by a reduction in ferric ions to ferrous
ions or by Ybt degradation. The process of Ybt-Fe3+ uptake is demonstrated in Figure 2.
Genes that encode either type of iron release mechanisms are not found within the high
pathogenicity island (HPI) that is responsible for encoding most ybt genes. Noteworthily,
Y. pestis mutant strains in either psn or tonB demonstrated both growth and iron uptake
defects. Moreover, despite the presence of a second TonB-like gene (hasB), it is unable to
be an alternative to TonB in taking iron through the Ybt system [57,58]. Moreover, strains
with ybtP or ybtQ mutations have a similar phenotype psn mutant and showed reduced
iron uptake and growth but without a notable reduction in Ybt production [55].
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2.5. Genetic Regulation of Yersiniabactin (Ybt)

In Y. pestis, the ybt locus which is composed of four operons is responsible for Ybt
biosynthesis, uptake, and possibly export. Out of the four operons, two are monocistronic,
where one of them contains five genes encoding the biosynthetic enzymes, while the fourth
operon genes encode the proteins involved in Ybt uptake and biosynthesis. Except for
ybtD, fur, and the transport components (tonB, exbB, and exbC), all other genes involved in
the function or regulation or function of the Ybt system are encoded within this locus [59].
The ybt locus is found within the high pathogenicity island (HPI) that was identified, for
the first time, in the three Yersinia species causing pathogenesis in mammals. The Y. pestis
HPI is found within the pigmentation (pgm) locus and comprises approximately one-third
of it. The latter is an unstable wide area of the Y. pestis chromosome consisting of an HPI
segment linked to a pigmentation segment [60]. The HPI is distributed widely among the
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Enterobacteriaceae family members. The IS100 related to HPI of Y. pestis is not found in the
other Enterobacteriaceae. The majority of the organisms having the HPI produce the proteins
HMWP1 and HMWP2 in iron-scarce conditions and synthesize the siderophore Ybt [59].

As in other Gram-negative bacteria, Y. pestis produces iron uptake regulation protein
(Fur), which is responsible for repressing the transcription of the promoters associated with
a Fur binding sequence (FBS) once iron is in excess [60]. All of the four ybt operons that lie
within the HPI possess FBSs promoters and are repressed via Fur approximately 12-fold
(psn), 8-fold (irp2-irp1-ybtUTE), 11-fold (ybtA), and 55-fold (ybtPQXS) upon the growth with
10 µM iron compared to the growth in deferrated, defined media (PMH/PMH2) without
additional iron [57–61]. ybtD, on the contrary, that is encoded outside the HPI and pgm
locus is not Fur regulated.

2.6. The Role of Yersiniabactin in Overcoming Zinc Restriction

It was recently demonstrated that Ybt binds. thus enhancing the growth Y. pestis
lacking ZnuABC transporter in zinc scarce medium. These findings suggest that Ybt may
have a role in overcoming zinc nutritional immunity in addition to its role in iron seques-
tering. To test this assumption, Price et al. used an iron-mediated nutritional immunity
defective mouse and demonstrated the contribution of Ybt to virulence independent of
iron. In addition, they found that Y. pestis utilizes Ybt to compete for zinc with calprotectin.
Furthermore, they discovered that in flea midgut, this pathogen relies on Ybt to survive
zinc limitation [62]. Older studies showed that the irp2 gene of Y. pestis, responsible for
HMWP2 encoding, is needed for its growth in zinc-deficient medium for strains lacking
ZnuABC [39]. Additionally, they showed that YbtX is required as well for the uptake of
Ybt-dependent Zn2+ while both Psn and TonB, along with YbtPQ, are not required for zinc
acquisition [63]. These results were further proved by Bobrov et al. who demonstrated
that strains lacking both ybtX and znu genes were avirulent for bubonic and pneumonic
plague in mice models at the time the virulence ability was conserved in strains mutant
only for ybtX [64]. All these findings prove that Ybt has a role in the mechanism of zinc
acquisition in Y. pestis, enabling it to overcome zinc limitation upon infecting both insects
and mammals.

3. Yersinopine

Plants produce the metabolite nicotianamine, which is used in metal ions homeostasis
such as zinc, iron, and nickel [65]. It is also synthesized by filamentous fungi [66] along with
some mosses [67]. On the other hand, it was found that bacteria produce opine-type metal-
lophores resembling nicotianamine, [68] in particular Staphylococcus aureus, Pseudomonas
aeruginosa, and Yersinia pestis. These bacteria produce, respectively, staphylopine, pseu-
dopaline, and yersinopine containing an imidazole ring and three carboxylic groups [69,70].
The structure of yersinopine is shown in Figure 3.

Two enzymes are involved in the biosynthesis of opine metallophores, the first
is CntL, nicotianamine synthase (NAS), and the second is CntM, an opine dehydroge-
nase (ODH). The aminoalkyl transferase NAS which is S-adenosyl-L-methionine (SAM)-
dependent forms a secondary amine between the aminobutyrate SAM component and
amino acid [71]. In P. aeruginosa, the NAS uses L-histidine together with SAM to produce L-
His-nicotianamine (L-HisNA), the substrate for P. aeruginosa ODH [31]. However, histidine
racemase (CntK), which is a third enzyme produced by S. aureus, generates D-histidine
used by the S. aureus NAS to produce D-His-nicotianamine (D-HisNA), the substrate for
Staphylococcus aureus ODH [65]. Each one of these ODH binds to its HisNA substrate
to perform a reductive condensation with an α-keto acid, which is followed by the re-
duction in NAD(P)H to generate the final opine metallophore. There exists a different
substrate specificity between yersinopine dehydrogenase (YpODH) produced by Y. pestis
compared to pseudopaline dehydrogenases. Pyruvate is selected by YpODH as its primary
substrate, which is the case with S. aureus ODH while P. aeruginosa ODH is specific for
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α-ketoglutarate [68]. Such diversity in the opine-type metallophore is a result of possessing
or lacking the cntK gene responsible for histidine racemase encoding [68].
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It was confirmed that there is a strong link between bacterial infection and opine-type
metallophores production in both S. aureus and P. aeruginosa. Starting with S. aureus, it was
found that CntA, the receptor of staphylopine, is essential for optimal urease functioning as
well as bacterium virulence. The deletion of this receptor causes a decrease in bacteremia
and urinary tract infections in murine [72]. Concerning P. aeruginosa, the pseudopaline
biosynthetic genes were found to be overexpressed in human burn wound infections [73].
Such overexpression allows surviving metal ions limitations during nutritional immunity.
In addition, CntI, the exporter of pseudopaline, plays a crucial role in the growth and
survival of P. aeruginosa in cystic fibrosis airway. Similarly, this exporter deletion leads to
respiratory infection attenuation [74]. Moreover, the staphylopine exporter is important
for S. aureus fitness in abscesses [75]. As for Y. pestis, there is no data currently available
indicating a link between the production of yersinopine and virulence and the discovery of
this metallophore is so far restricted to studies performed in vitro [76].

4. Aerobactin

The citrate-hydroxamate siderophore aerobactin is secreted by various pathogenic
bacteria. Four biosynthetic enzymes (IucABCD) are encoded by the operon of aerobactin
along with a transmembrane transporter (IutA) for its transport [77]. The genome of Y.
pestis contains homologous genes to (iutA) and (iucABCD) in addition to the uptake system
(fhuCDB) of ferric hydroxamate present in Escherichia coli. However, iucA is distorted by
a frameshift mutation. Upon cloning the aerobactin region of Y. pestis to E. coli, the latter
was unable to synthesize aerobactin; however, it was able to use this siderophore as an iron
source [78]. Moreover, repairing the iucA frameshift mutation resulted in no aerobactin
production in both E. coli and Y. pestis. Contrarily, inserting a plasmid with the genes
iucABCD-iutA from Shigella flexneri into Y. pestis strain enabled it to synthesize and secrete
aerobactin [78]. These results gave evidence concerning the ongoing Y. pestis genome
fluidity. Such expansion and decay suggest that this pathogen went through a large genetic
distortion, which gives an insight into the evolution ways that highly virulent pathogens
undergo [79].
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5. The Evolution of Y. pestis

Y. pestis, is considered a clone which emerged from the gastroenteric pathogen Y.
pseudotuberculosis [80]. Approximately 97% similarity is shared at the chromosomal DNA
level [80], and like other pathogenic Yersiniae, Y. pestis has the pCD1 plasmid, [81]. During
evolution, Y. pestis acquired two additional plasmids (pMT1 and pPCP1) and a high
pathogenicity island that consists of 32 chromosomal genes that are unique to Y. pestis.
Some determinants encoded by the plasmids, pMT1, and pPCP1, facilitate Y. pestis-specific
tissue invasion, survival in flea vectors, or possibly heavy growth in host blood [82]. Gene
modification and loss are attributed to modifications of cellular structural or regulatory
networks or elimination of activities no longer required for the Y. pestis new lifecycle [83].
For example, mutation or interruption of yadA, inv, and ail which encode adhesin or
invasion attenuates the activities usually attributed to enteropathogenic virulence [84,85].

In contrast to the ancestor of Y. pestis, Y. pseudotuberculosis, a self-limiting gastroenteric
pathogen, evolved to be a deadly pathogen occupying different niches [80]. Y. pestis only
circulates within a narrow host range between rodent reservoir hosts and flea vectors in
natural settings. The first challenge for Y. pestis survival in its lifecycle is sensing and
adapting to temperature shifts while avoiding host innate immune cells during the early
stage of infection and in host blood after release from innate immune cells, including
macrophages. [86] This is problematic as Y. pestis develops into a systemic infection. During
the complex lifestyle of Y. pestis, the intense or even life-threatening environmental changes
are concomitant with a series of dynamic regulatory physiologic responses. However, Y.
pestis physiology and pathogenesis, at the transcriptional and post-transcriptional level, is
still far from understanding [87].

6. Conclusions

The pathogen Yersinia pestis is a very dangerous bacterium and is the causative agent of
plague (septicemic, bubonic, and pneumonic). This Gram-negative bacterium is maintained
in nature among rodents, where it is transmitted via a flea vector between them. It is also
known for its potential to evade the host immune system and, thus, become resistant to
phagocytosis. Metal ions such as iron and zinc are essential for bacterial cellular metabolism
and virulence. During bacterial infection, the host restricts the metals’ availability to
pathogens as a part of a defense mechanism known as nutritional immunity. Nevertheless,
like many other bacteria, Y. pestis evolved several mechanisms to sequester metals from the
host. One of these mechanisms is the production of siderophores, which are iron-chelating
molecules. The Y. pestis siderophore is referred to as yersiniabactin (Ybt) and it is needed
to survive iron nutritional immunity, thus causing a fatal infection. Moreover, Ybt has
a role in evading zinc nutritional immunity as well during infection in mammals and
in the colonization of Y. pestis in flea vectors. These facts make yersiniabactin, which is
present in several pathogenic bacteria, essential for acquiring various metal ions during the
process of overcoming nutritional immunity. Moreover, yersinopine is another opine-type
metallophore produced by Y. pestis that resembles staphylopine and pseudopaline. It is
worth mentioning that the plague caused by Y. pestis results in high death rates and due to
the possible transmission between humans along with the absence of a vaccine approved
by the FDA (Food and Drug Administration), this bacterium can be used as a biological
weapon. Finally, based on what is mentioned above, it is crucial to understand the Y.
pestis virulence and pathogenesis to develop powerful therapeutic approaches that protect
against all kinds of Y. pestis infections threats either environmental or huma-made.
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