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The formation of disulfide bonds (DSBs) in proteins is an oxida-
tive process that generates a covalent bond linking the sulfur 
atoms of two cysteine residues. DSBs contribute to the activity 

of many proteins by stabilizing them in their active conformations. 
In bacteria and eukaryotes, structural DSBs are rarely, if at all, found 
in proteins of cytoplasmic compartments. Instead, disulfide-bonded 
proteins are located in more oxidizing environments, such as the 
bacterial cell envelope and the eukaryotic endoplasmic reticulum1–3. 
In bacteria, in addition to being localized in the cell envelope, 
proteins with DSBs are also secreted into the growth media and/
or into host cells1,4. The enzymes responsible for DSB formation in 
prokaryotes are localized to the bacterial cell envelope themselves, 
either as soluble proteins or as proteins bound to the cytoplasmic 
membrane. Thus, the introduction of DSBs into proteins occurs 
as the polypeptides are translocated into the cell envelope5. While 
archaea also make proteins that are exported from the cytoplasm 
and contain DSBs, certain extremophile archaea are exceptions to 
these generalizations as they also make disulfide-bonded proteins 
in their cytoplasms6,7.

For many bacteria, DSBs play a role in the folding and stability 
involved in important cellular processes such as cell division, trans-
port of molecules into the cell, response to environmental threats, 
and assembly of the outer membrane of Gram-negative bacteria8,9. 
Furthermore, virulence proteins, which are exported from the cyto-
plasm to either the bacterial cell envelope or into host cells during 
pathogenesis, require the stability conferred by DSBs in the pres-
ence of protease-rich and other destabilizing environments10–12.

A bioinformatics approach (Box 1) used to analyse the genomes 
of bacteria and archaea suggests that DSBs are present in the pro-
teome of most bacteria and members of Crenarchaea, but absent 
in many obligate anaerobes or intracellular organisms7,13 (Fig. 1). 
Enzymes required for DSB formation in all kingdoms of life show 
significant parallels14. First, DSB formation requires a thioredoxin-
family protein (for example, DsbA in Escherichia coli), which acts as 
an oxidant to catalyse sulfur–sulfur bond formation between pairs 
of cysteines in substrate proteins. DsbA-like proteins are either sol-
uble in the bacterial periplasm or attached to the cytoplasmic mem-
brane, with the active side located outside that membrane. Most 
organisms also have a disulfide generator enzyme (for example, 

DsbB in E. coli) that reoxidizes the thioredoxin-like protein, restor-
ing its ability to promote DSB formation13,15. In a few bacteria, the 
second enzyme appears to be absent. Among the disulfide generator 
enzymes known to date in prokaryotes are the DsbB and vitamin 
K 2,3-epoxide reductase (VKOR) families. There are structural and 
functional similarities between these two families of enzymes16,17. 
DsbB and VKOR families share no protein sequence homology but 
they exhibit similar structural features (Box 1) and both contain a 
cofactor to generate a DSB de novo. This cofactor is a quinone mol-
ecule18,19 that can be either ubiquinone, menaquinone (vitamin K2)  
or phylloquinone (vitamin K1)20,21. Detailed mechanistic aspects 
of DSB formation in Gram-negative bacteria have been previously 
reviewed in refs 22–25.

In this Review Article, we focus on the recent advances and 
diversity in DSB formation pathways in a variety of Gram-negative 
and Gram-positive bacteria, and in archaea.

DSB formation in Gram-negative bacteria
DSB-forming systems are found in many Gram-negative bacteria, 
including the prototypical DsbAB system in E. coli.

The prototypical DsbAB system. The discovery of enzymes in a 
pathway leading to protein DSB formation arose out of genetic and 
physiological studies of E. coli1,15,26,27. These studies revealed two 
enzymes required for this process. The first enzyme discovered was 
DsbA, a thioredoxin homologue located in the bacterial periplasm 
(Fig. 2a). The two cysteines of the CysXXCys motif in DsbA are in 
the disulfide-bonded form and can catalyse the formation of DSBs 
by a thiol–disulfide exchange reaction. This involves removing elec-
trons from pairs of cysteines in substrate proteins, leading to the 
formation of a covalent bond1,28.

The second enzyme, DsbB, is required for the maintenance of 
an active DsbA. It does this by restoring the disulfide-bonded state 
of the active site of DsbA after the latter enzyme has acted on its 
substrates15. DsbB is a cytoplasmic membrane protein with six cys-
teines, four of which are essential for the reoxidation of DsbA15,29. 
In its active form, DsbB is oxidized and regenerated by the oxida-
tive activity of quinones. This oxidation of DsbB depends largely on 
ubiquinones under aerobic growth conditions, and menaquinones 
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under anaerobic conditions20,30,31. The reduced quinones then trans-
fer the electrons to terminal oxidases of the respiratory chain, and 
from there to the final electron acceptors20 (Fig. 2a).

While the DsbAB pathway in E. coli is directly responsible for 
joining a protein’s cysteines into DSBs, this oxidation process some-
times results in an array of non-native DSBs in substrate proteins. 
These ‘errors’ may be largely due to the finding that DsbA interacts 
with cysteines of proteins as they appear in the periplasm, initiat-
ing DSB formation during protein translocation. Thus, a protein’s 
cysteines are joined into DSBs as they appear sequentially in the 
periplasm5,32. If the DSBs formed in this way are not the same as the 
native DSBs, a misfolded protein is the result and a second pathway 
is necessary to ensure that the fully translocated protein ultimately 
contains the correct DSBs. This pathway utilizes the periplasmic 
protein DsbC, in a homodimeric form, to shuffle the non-native 
DSBs of proteins by isomerization and allowing formation of the 
correct native bonds. Attack of non-native DSBs requires a reduced 
DsbC, especially in fully oxidized substrates that lack a free thiol 
to facilitate intramolecular disulfide rearrangement. The electrons 
required for maintaining DsbC as a reductant are transferred from 
the cytoplasmic membrane protein DsbD, which itself is reduced by 
cytoplasmic thioredoxins32–37 (Fig. 2a).

Variations in the DsbAB pathways. Since the discovery of the E. 
coli DsbAB and DsbCD pathways, researchers have elaborated the 
mechanisms of action of the component proteins and identified 
other organisms that use the same pathways. Based on a bioin-
formatics approach (Box 1), most Proteobacteria are predicted to 
use DsbA- and DsbB-like proteins to form DSBs in exported pro-
teins; the exceptions are obligate intracellular Proteobacteria, obli-
gate anaerobic Proteobacteria and Deltaproteobacteria13 (Fig. 1).  
However, DsbAB pathways display distinct variations across the 
various lineages. For example, while the prototypical E. coli dsbA 
and dsbB genes are distant from each other in the chromosome, 
some bacteria encode DsbAB proteins as an operon. For those 
dsbA and dsbB genes that are expressed from an operon, the DsbB 
protein exhibits a large enough difference in length (49 residues) 

that it has been renamed DsbI, although it can reoxidize reduced 
E. coli DsbA38,39. To distinguish this pair of proteins from the 
more common DsbAB pair, the name of the DsbA homologue 
has been changed to DsbL. Among those bacteria that exhibit 
the same dsbLI operon are Geobacter metallireducens, pathogenic 
E. coli species and some Salmonella species13. In the two latter 
examples, the operon includes a third gene (assT) encoding the 
periplasmic enzyme arylsulfate-sulfotransferase39–42 (Fig. 2b), the 
dedicated substrate of DsbLI41,42. Some dsbLI operons outside the 
Proteobacteria are found in prophages or plasmids, suggesting 
that they may have been incorporated into other species through 
horizontal gene transfer13.

Some bacteria encode two or more sets of DsbAB proteins that 
appear to play different roles, but can substitute for each other in 
oxidizing particular substrates. Where sufficient analysis is avail-
able, it is clear that there is one DsbA acting on the majority of 
substrates and its absence causes multiple phenotypes, such as 
decreased virulence43–48. Gram-negative bacteria with multiple Dsb 
proteins include Salmonella enterica serovar Typhimurium12,49, 
Neisseria meningitidis and Pseudomonas aeruginosa50 (Fig. 2c). 
For instance, N. meningitidis encodes three DsbA homologues51,52; 
DsbA1 and DsbA2 are lipoproteins anchored to the inner mem-
brane, while DsbA3 is a soluble periplasmic protein (Fig. 2d). The 
absence of these three proteins causes a growth defect51. DsbA1 and 
DsbA2 are necessary for assembly of the outer-membrane secretin 
PilQ, and consequently for type IV pilus biogenesis53.

Some Proteobacteria DsbAs can reduce as well as oxidize DSBs 
in vivo54–56. For instance, Legionella pneumophila harbours two 
DsbAs, two DsbBs and two DsbD homologues. L. pneumophila 
DsbA2 is essential for growth and serves as both an oxidase and an 
isomerase48. For this task, DsbA2 exists as a homodimer (similar to 
E. coli DsbC57) and is in a mixture of oxidized and reduced forms, 
maintained by the activity of both DsbB and DsbD48,54,58 (Fig. 2e).  
This DsbA homologue is widely distributed among intracellular 
Gram-negative pathogens that lack DsbC homologues, such as 
Legionella, Coxiella, Anaplasma, Rickettsia, Brucella, Agrobacterium, 
Bartonella and Ehrlicha48. Similarly, Francisella tularensis lacks 

Box 1 | Identifying DSB-forming systems: from bioinformatics to structures

A strong bias for even numbers of cysteines in bacterial cell enve-
lope proteins has been correlated to DSB formation in E. coli and 
other bacteria13. Thus, using bioinformatic approaches to count 
cysteines in proteins belonging to a particular subcellular com-
partment can suggest the presence of DSB proteins7. As the oxida-
tive systems that directly lead to the formation of protein DSBs 
include Dsb-like proteins, searches for DsbA, DsbB and VKOR 
homologues also support such suggestions13. Nevertheless, these 
approaches should be verified through biochemical assays in vitro 
using purified enzymes, by localizing disulfide-bonded proteins 
to the relevant subcellular compartment and by functional dem-
onstration that the cognate DsbA is essential for the oxidation of 
these proteins in vivo. The latter analysis is necessary as the pres-
ence of numerous thioredoxins in a cell may lead to identification 
of multiple DsbA-like proteins. Indeed, forced export of E. coli cy-
toplasmic reductant thioredoxin-1 to the periplasm can rescue an 
E. coli DsbA mutant and restore efficient DSB formation159.

Bioinformatic approaches have revealed some bacteria that 
may encode very few exported proteins with an even number of 
cysteines13. For example, Bacteroides fragilis was unable to oxidize 
known disulfide-bonded proteins, suggesting that Bacteroides 
may either have limited ability to make DSBs or lack the oxidative 
system. We note that organisms with similar properties to 
Bacteroides fall into the classes of obligate anaerobes or obligate 

intracellular organisms, suggesting that DSB formation may be 
unfavourable under generally reducing environments such as 
anaerobic sediments or the host cell cytoplasm13.

Finally, the structures of Dsb and VKOR proteins have 
provided profound insight into the molecular mechanisms of 
DSB formation. First, crystallization studies revealed that DsbB 
and VKOR proteins have structural similarity, with both proteins 
containing four transmembrane domains (TMs) that form a  
four-helix bundle encircling the quinone19. However, the cysteine 
that interacts with quinone is located on the periplasmic side of 
TM2 in DsbB, and on the periplasmic side of TM4 in VKOR. 
On the other hand, the pair of cysteines that interact with DsbA 
are located between TM3–4 in DsbB, and TM1–2 in VKOR18,19. 
Second, crystallization of DsbA proteins from human pathogens 
indicated a degree of structural divergence from the E. coli DsbA, 
and a comparative analysis of 13 prokaryotic DsbA structures 
revealed two classes that differ in their β​-sheet arrangements—
dividing them into Gram-negative and Gram-positive DsbA 
homologues. Each class is comprised of two subclasses, based on 
their surface features surrounding the CysXXCys active site. In 
class Ia, DsbA proteins exhibit a bigger hydrophobic groove than 
class Ib, while class II DsbA proteins look topologically distinct 
from class I and have an additional DSB, which might play a 
regulatory role160.
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DsbCD homologues and its DsbA is also capable of reducing its 
substrates in vivo. Geographically distinct Francisella strains also 
have naturally occurring variations in the cis-proline motif adjacent 
to the CysXXCys site in the three-dimensional structure associated 
with altered isomerase activity and virulence55,56.

Recent studies on DSB formation among Epsilonproteobacteria 
have revealed a diversity of Dsb proteins found in this subdivision 
(reviewed in ref. 59). Campylobacter jejuni has two DsbB homo-
logues and one, named DsbI (unrelated to our previous example 

of DsbLI of enteric bacteria), contains a β​-propeller domain at the 
carboxy terminus with an unknown function. C. jejuni DsbB can 
complement the function of DsbI but not vice versa60. C. jejuni also 
harbours two DsbA proteins (oxidized by a single DsbB) that oxi-
dize different substrates; DsbA2 oxidizes arylsulfotransferase, while 
DsbA1 oxidizes alkaline phosphatase and is involved in motility and 
autoagglutination47. Helicobacter pylori also has a DsbI homologue 
and a homodimeric DsbA-like protein named DsbK, that acts as an 
oxidase and is partly reoxidized by DsbI61–64.
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Fig. 1 | A ‘Tree of Life’ diagram showing the DsbAB, DsbA–VKOR and non-disulfide clades. Red, blue and green indicate the presence of DsbA, DsbB and 
VKOR homologues, respectively, in each species. Hidden Markov models for DsbA, DsbB and VKOR were obtained from Pfam 31.0 (https://pfam.xfam.
org). Searches were run with HMMER v3.1b2 (obtained from http://hmmer.org). Additional models were constructed with hmmbuild, a HMMER program, 
by aligning homologues of experimentally characterized DSB-forming proteins, which were identified by BLAST (https://blast.ncbi.nlm.nih.gov/), aligned 
with Muscle v3.8.31 (https://www.drive5.com/) and manually trimmed. The phylogenetic tree was generated using the Interactive Tree of Life v3.5.4 web 
server (https://itol.embl.de) by modifying the default tree158.
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Essentiality of DsbAB pathways. The viability of mutants lacking 
DSB-forming machinery varies from organism to organism. There 
could be as many as 300 disulfide-bonded proteins in the E. coli 
periplasm (when expressed) according to in silico predictions13. 
Nevertheless, no systematic attempt has been performed to vali-
date such predictions, perhaps partly because many of the proteins 
may not be expressed under standard growth conditions9,13. Despite 
reduced stability and function of many proteins, E. coli dsbA and 
dsbB mutants are viable aerobically1, but not anaerobically65,66. 
The reason that essentiality varies with growth conditions is that 
background oxidation of such proteins under aerobic conditions is 
sufficient to maintain a significant enough pool of active essential 
proteins to permit E. coli growth66,67. This background oxidation is 
much less efficient than DSB formation mediated by Dsb proteins 
and it varies widely among the numerous DsbA substrates8,66,68. 
From a list of ten essential E. coli proteins predicted to be exported 
and contain cysteines, only two are known to have DSBs—the cell 
division protein FtsN, and the lipopolysaccharide assembly protein 
LptD. A number of other Gram-negative bacteria either do not have 

LptD and FtsN proteins or they are non-essential, making it possible 
that DSB-deficient mutants of these species would be viable69,70.

DSBs are also important for the stability of multiple virulence 
factors. Mutants lacking functional DSB formation display attenu-
ated virulence in animal models. This was first noted in Vibrio 
cholerae, where a mutant inactivating a dsbA gene (named tcpG at 
the time) resulted in inability to colonize infant mice71 and reduced 
cholera toxin activity4,72. DSB formation mutants also exhibit a vari-
ety of pathogenicity-related phenotypes, including altered adhesion, 
agglutination, motility, cell survival and spread (reviewed in refs 10–12).  
The attenuation of virulence in mutants lacking Dsb proteins also 
occurs with other pathogenic bacteria, and searches for virulence 
factors have yielded Dsb homologues (Table 1).

Regulation of DSB formation. The regulation of dsb genes varies 
among organisms depending on the role that disulfide-bonded pro-
teins play in the cell. In E. coli, the Cpx pathway induces synthesis 
of DsbA and other protein-folding catalysts during cell envelope 
stress. Such a stress may come into play when the cell experiences  
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environmental conditions that interfere with protein folding, such as 
those that can be encountered by certain Enterobacteriaceae in host 
tissues during infection73. In C. jejuni, the expression of dsb genes is 
regulated by iron availability; the abundance of DsbA1 and DsbA2 
decreases when iron becomes restricted74. Regulation of the Dsb sys-
tem is also seen in L. pneumophila, an obligate intracellular pathogen 
of protozoa that alternates between an intracellular, vegetative, repli-
cating form and a planktonic cyst-like form that is highly infectious. 
Interestingly, cyst germination appears to be restricted to intracellu-
lar environments due to a requirement for the environmentally scarce 
amino acid, cysteine. The transition to cyst occurs mostly outside the 
cytoplasm and at the expense of cell envelope remodelling. In this 
transition, an increase in dsbA2 expression has been detected and is 
required for proper folding of the Dot/Icm type IV secretion system 
involved in delivery of several effector proteins into host cells54,58.

DSB formation in Gram-positive organisms
As Gram-positive bacteria do not have a periplasm, proteins secreted 
from the cytoplasm are often either cell-wall-associated or extracel-
lular. However, the layer of peptidoglycan–teichoic/mycolic-acid 
present is thought to create a periplasm-like space for Gram-positive 
bacteria75–78 that provides a DSB-catalysing compartment, as seen 
in Gram-negative bacteria. Additionally, the DsbA–VKOR path-
way in Actinobacteria provides a second pathway for DSB forma-
tion amongst both Gram-positive and -negative bacteria. To date, 

no DsbC-like disulfide-isomerization pathway has been identified 
in Gram-positive organisms. One explanation is that all the native 
disulfide-bonded proteins of these organisms have protein DSBs 
formed between cysteines that appear sequentially in the protein.

The prototypical DsbA–VKOR pathway. A bioinformatics 
approach using cysteine counting in proteins and homology searches 
(Box 1) indicates that bacterial groups such as the Actinobacteria, 
Cyanobacteria and aerobic Deltaproteobacteria contain proteins 
with DSBs and that they maintain DsbA oxidized not by DsbB, but 
by the protein VKOR—a homologue of human vitamin K epoxide 
reductase13,79. Bacterial VKOR was identified by the finding that 
its gene was either fused to a dsbA-like gene in Salinibacter ruber, 
Leptospira interrogans, Bdellovibrio bacteriovorus, Synechocystis sp. 
and Synechococcus sp.13,19,79,80, or located directly adjacent to a dsbA-
like gene in organisms such as Mycobacterium tuberculosis13,81,82. The 
role of VKOR in humans is to maintain the cellular pool of reduced 
vitamin K, a quinone cofactor, in the post-translational modifica-
tion of blood coagulation proteins (reviewed in ref. 83). The mecha-
nism by which mycobacterial VKOR receives electrons from DsbA 
and transfers them to vitamin K (a menaquinone) is analogous to 
that by which bacterial DsbB receives electrons from DsbA and 
transfers them to quinones81. Thus, E. coli DsbB can replace VKOR 
in Mycobacterium smegmatis and, conversely, M. tuberculosis VKOR 
can replace DsbB in E. coli84.

Table 1 | DsbA and DsbB mutants that display attenuated virulence in infection models

Organism Mutant Infection model Ref.

Vibrio cholerae DsbA (TcpG) Infant-mouse model for cholera 4,71b

Erwinia carotovora DsbA In planta potato tuber virulence  
assays

142

Pseudomonas syringae DsbA Arabidopsis thaliana and tomato 
infection

143b

E. coli K1 DsbA Infant-rat model of invasive disease 144b

Haemophilus influenza DsbB and DsbA Infant-rat model of invasive disease 
and murine bacteraemia model

145,146b

Helicobacter pylori DsbK Mice gastric colonization 147,148

Salmonella enterica serovar Typhimurium DsbA Mice peritonitis infection model 43

Proteus mirabilis DsbA Mice model of urinary tract infection 149b

Helicobacter pylori DsbI Mice gastric infection 150

Pseudomonas aeruginosa DsbA Virulence in fruit fly Drosophila 
melanogaster and mice peritonitis 
model

45b

Xanthomonas campestris DsbB Black rot disease on pepper/radish 
plants

151b

Francisella tularensis subsp. tularensis DsbB and DsbA (FipB) Mice infection model for tularaemia 152,153

Uropathogenic E. coli CFT073 DsbABa Mice urinary tract infection model 39

Francisella tularensis subsp. holarctica DsbA Intraperitoneal and subcutaneous mice 
infections

154,155

Campylobacter jejuni DsbBIa Chicken intestinal tract colonization 46

Legionella pneumophila DsbA2 Acanthamoeba castellanii amoeba 
infection

58

Aeromonas hydrophila DsbA Dictyostelium amoebae growth, 
rainbow trout infection and mice 
intraperitoneal infection

156

Burkholderia pseudomallei DsbA Mice peritonitis infection 157

Corynebacterium diphtheriae DsbA Guinea pig model of diphtheritic 
toxaemia

93

aDouble mutants.bScreening studies to find virulence factors.
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Even though DsbB and VKOR are not homologues and may have 
arisen by convergent evolution, an in silico analysis suggests that 
DsbB and VKOR may be highly divergent but have evolved from a 
common ancestor. That is, one of the two underwent a cyclic per-
mutation followed by an ancient gene duplication/deletion event17. 
This analysis of 327 VKOR and 514 DsbB sequences revealed that 
VKOR shows a greater evolutionary diversity than DsbB, consis-
tent with the existence of DsbB only in prokaryotes while VKOR is 
found in all major kingdoms of life17. Moreover, there are structural 
similarities between the two enzymes, including a highly conserved 
organization of transmembrane helical bundles despite a different 
functional ordering of helical pairs (Box 1).

DSB formation in Actinobacteria. Gram-positive Actinobacteria, 
including Corynebacterium, Streptomyces and Mycobacterium, 
secrete cell envelope proteins with even numbers of cysteines and 
encode predicted oxidoreductases and VKOR orthologues13,85. The 
M. tuberculosis DSB pathway consists of DsbA and VKOR. M. tuber-
culosis DsbA is a membrane-anchored protein that itself contains a 
structural DSB82,86,87, shows oxidase activity in vitro and is able to 
interact in vitro, through cysteines, with a hexapeptide derived from 
the periplasmic loop of VKOR82. However, one group has reported 
that the mycobacterial DsbA exhibits isomerase but not oxidase 
activity in vitro82,87. Furthermore, wherever it is detected in bacteria, 
VKOR is encoded in an operon with DsbA or the two proteins are 
expressed as a fused protein. These properties are consistent with 
the suggestion that those two proteins are the analogues of DsbB 
and DsbA. However, there are two other oxidoreductases that dis-
play oxidase activity in vitro, DsbE and DsbF88,89, that may also be 
involved in the DSB formation pathway. That VKOR and DsbA are 
essential for growth in M. tuberculosis, but neither DsbE nor DsbF 
are essential, suggests that both DsbA and VKOR are required to 
fold one or more essential substrates in mycobacteria84,90 (Fig. 3a). 
However, more in vivo evidence is needed to confirm this.

Studies of the DSB-forming pathway of two additional 
Actinobacteria have revealed a VKOR homologue and a mem-
brane-associated DsbA-like protein, MdbA (monoderm disulfide-
bond forming protein A)91,92. Actinomyces oris MdbA is essential for 
growth and the MdbA–VKOR pair is required to introduce DSBs into 
proteins such as pilus shaft proteins91. Similarly, Corynebacterium 
diphtheriae has an MdbA protein that is required for proper growth, 

division, pilus assembly and diphtheria toxin oxidation93. Although 
the C. diphtheriae MdbA redox partner remains to be characterized, 
in silico predictions indicate the presence of a DsbB homologue in 
C. diphtheriae while Corynebacterium efficiens, Corynebacterium 
glutamicum and Corynebacterium jeikeium harbour a VKOR homo-
logue instead13 (Fig. 1).

DSB formation in Firmicutes. Gram-positive aerobic and faculta-
tive anaerobic Firmicutes, such as bacilli, Listeria and staphylococci, 
express DsbA-like and/or DsbB-like proteins that are involved in 
DSB formation. Bacillus subtilis has four Bdb proteins that share 
some similarity (∼​20% amino acid conservation) with E. coli Dsb 
proteins94,95. BdbA and BdbD are DsbA-like, while BdbB and BdbC 
are DsbB-like proteins (Fig. 3b). BdbD is membrane-bound with a 
calcium-ion binding site96. The BdbCD pair oxidizes Com proteins 
involved in DNA uptake and competence97,98. On the other hand, 
BdbAB is localized in the SPβ​ prophage locus, forming an operon 
with the genes for lantibiotic sublancin synthesis, a glycopeptide 
that requires two DSBs. However, only the BdbBC pair are required 
for sublancin production99,100.

Staphylococcus aureus has a DsbA-like membrane-anchored 
lipoprotein that is able to generate DSBs without the presence of a 
disulfide generator enzyme, such as DsbB or VKOR100,101 (Fig. 3c).  
While the reduced form of E. coli DsbA is more stable than the 
oxidized form, S. aureus DsbA lacks a destabilizing catalytic disul-
fide, and both oxidized and reduced S. aureus DsbA have identi-
cal thermodynamic stabilities102. This characteristic requires E. coli 
DsbA to be re-oxidized by DsbB, but may facilitate S. aureus DsbA 
re-oxidization efficiently by small molecule oxidants102. Despite  
the lack of growth phenotypes in the S. aureus DsbA mutant101, its 
function has been implicated in forming DSBs for ComGC pseu-
dopilin stability103.

While bioinformatic analyses of anaerobic and some facultative 
anaerobic Firmicutes indicated the lack of E. coli DsbAB homo-
logues13,85, there have been recent efforts to find related oxidative 
pathways in the cell envelope of some members of Firmicutes, given 
that some of their proteins, such as tetanus toxin, botulinum toxin and 
streptococcal pyrogenic exotoxin A, require DSBs for activity104–107. 
A homology search for B. subtilis BdbD homologues revealed 
a DsbA-like disulfide oxidase in Streptococcus gordonii (named 
SdbA for Streptococcus disulfide bond protein A). This protein  
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is conserved in other members of anaerobic Firmicutes thought to 
lack DSB formation, such as Clostridium tetani and Streptococcus 
pneumoniae. SdbA is membrane-associated and involved in oxida-
tion of autolysin in S. gordonii107. SdbA is also able to use only the 
C-terminal cysteine of the CysXXCys motif to oxidize proteins in 
vitro and in vivo108. Unlike other single-Cys-containing enzymes 
such as rhodanese PspE, which oxidizes proteins via a sulfenic acid 
derivative109, SdbA can only use low-molecular-weight thiols to 
catalyse DSB formation108. The redox partner of SdbA, if one exists, 
remains to be discovered. As members of the genera Clostridia and 
Lactobacillales are obligate fermenting organisms and are generally 
thought to lack an electron transport chain13, these organisms may 
have different ways to reoxidize SdbA.

Cytoplasmic DSBs in Archaea
The cysteines of cytoplasmic bacterial proteins are found mostly in 
the reduced state. The exceptions are enzymes in which DSBs are 
formed during their catalytic cycle and which, to be regenerated, 
are reduced by thioredoxins and glutaredoxins107–109. The reductive 
environment of the cytoplasm may play a role in the absence of cyto-
plasmic DSBs. However, an E. coli deleted for the reducing enzymes 
thioredoxin reductase and glutathione reductase, and combined 
with a weaker enzymatic substitute for glutathione reductase, accu-
mulates oxidized thioredoxins in the cytoplasm. These thioredox-
ins are able to promote DSB formation in cell envelope proteins 
artificially localized to this normally reducing compartment110–112. 
Furthermore, results of studies on DSB formation pathways in 
extremophile archaea are consistent with the conclusion that most, 
if not all, proteins with structural DSBs require the presence of oxi-
dative DSB-forming enzymes in their cellular compartment.

The proteomes of extremophiles were initially thought to exclude 
cysteines and lack DSBs, as it was assumed that cysteines would be oxi-
datively degraded by the high temperatures and harsh conditions under 
which these hyperthermophilic organisms grow113. However, in silico 
analyses revealed that the proteins of several thermophilic eubacteria 
and archaea, in particular Pyrobaculum aerophilum and Aeropyrum 
pernix, have a preference for even numbers of cysteines amongst both 
cytoplasmic and exported proteins and thus may contain DSBs in both 
compartments7,114. This prediction was confirmed by reports of cyto-
plasmic proteins that contain at least one DSB115,116, suggesting that 
structural DSBs in cytoplasmic proteins are likely to be important in 
stabilizing proteins against thermal unfolding and denaturation.

The cytoplasmic protein disulfide oxidoreductase (PDO) is sug-
gested to play a role in DSB formation in cytoplasmic proteins of 
hyperthermophiles3,6,115,117 (Fig. 4). The PDO proteins purified from 
Pyrococcus furiosus, Sulfolobus solfataricus and A. pernix can oxi-
dize, reduce and isomerize DSBs in vitro118–120. Further support for 
a cytoplasmic DSB pathway is the finding that Crenarchaea have 
two membrane-bound VKOR homologues, and that the active site 
of one is oriented towards the extra-cytoplasmic side of the cyto-
plasmic membrane, while the other faces the cytoplasmic side112,117. 
The organization of these two VKORs suggests that there may 
be two distinct pathways for DSB formation, with each VKOR 
catalysing the reoxidation of a putative oxidoreductase in its own 
compartment (Fig. 4). The two VKORs are presumed to use qui-
nones for maintenance of their oxidized state. Quinone oxidation 
has also been observed in a different membrane protein (a sensor 
kinase, ArcB) with its cysteines facing the cytoplasm121. In agree-
ment with this interpretation, when cloned into E. coli, the A. pernix 
VKOR protein that faces outward can reoxidize periplasmic DsbA. 
Meanwhile, the A. pernix VKOR active site facing the cytoplasm can 
reoxidize a DsbA engineered to be cytoplasmically localized112, as 
well as the ApPDO protein117. However, not all hyperthermophilic 
organisms with predicted DSBs in cytoplasmic proteins have two 
VKOR proteins. Thus, for those organisms, the mechanisms of DSB 
formation remain to be investigated117.

DSBs in biotechnology and drug development
The study of DSB formation has led to research applications in bio-
technology and drug development. In biotechnology for instance, 
co-expression of DsbA and DsbC has helped increase recombinant-
protein-folding yields122. Additionally, the engineered E. coli strains 
that introduce DSBs in the cytoplasm allow production of correctly 
folded, disulfide-bonded proteins that are otherwise difficult to 
express111,123, such as tissue plasminogen activator and biologically 
active antibodies111,124. The engineered E. coli strains have dimin-
ished cytoplasmic reductive pathways110,125 and, in the case of the 
SHuffle strain, expression of DsbC in the cytoplasm allows forma-
tion of cytoplasmic DSBs123. Firmicutes such as Lactobacillus and 
Lactococcus spp. also have biotechnological value in fermentation 
and bacteriocin production126. The pediocin-like bacteriocins are 
a group of antimicrobial peptides produced by lactic acid bacteria 
and are reported to have DSBs to stabilize their structure127–130. The 
pre-bacteriocins genes often form an operon with an ABC trans-
porter that cleaves off the peptide, an accessory protein (some with 
a CysXXCys motif) and its immunity protein. The cysteines of the 
CysXXCys motif of PedC are required to produce active pediocin 
with proper DSBs in Lactobacillus sakei, suggesting oxidase activity 
in these bacteriocin accessory proteins130.

Given that DSB formation contributes substantially to the 
pathogenicity of bacteria, the Dsb proteins may represent attrac-
tive targets for development of inhibitors that can act as antibiotics 
or anti-virulence compounds. Inhibition of DSB formation would 
then result in simultaneous inactivation of several types of virulence 
factors. Additionally, such inhibitors may also shed light on the role 
of newly discovered DSB-forming systems in other organisms. For 
instance, M. tuberculosis VKOR inhibitors may trap the partner of 
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VKOR and also allow, by two-dimensional protein gel analysis8,9, 
identification of the pathway substrates.

Studies have been initiated to find such drugs using screening 
approaches for inhibitors of DsbA, DsbB and VKOR proteins65,131–135 
(reviewed in ref. 136). One such approach consisted of a nuclear 
magnetic resonance spectroscopy (NMR)-based fragment screen 
to find inhibitors of E. coli DsbB131; the inhibitors found competed 
with quinone or interfered with the affinity of DsbB for both qui-
none and DsbA. A second approach used cell- and target-based 
screening to identify inhibitors of the E. coli DsbB and M. tubercu-
losis VKOR enzymes65. This yielded classes of molecules inhibiting 
DsbB enzymes from E. coli and other Gram-negative bacteria. Two 
scaffold molecules found in these approaches were studied by struc-
ture–activity relationship (SAR) to improve potency and determine 
the mechanism of inhibition65,134. Both scaffolds affected the ability 
of DsbB to reoxidize DsbA, but one scaffold covalently bound to 
the catalytic cysteines of both DsbB and DsbA134 while the other 
bound only to one catalytic cysteine of DsbB65. A third approach 
utilized an in silico screen and thermal shift, isothermal titration 
calorimetry, and substrate oxidation assays to identify peptides 
that inhibited E. coli DsbA by interfering with the DsbB-binding 
surface. These experiments yielded peptidomimetic fragments 
that bound covalently to an active-site cysteine of DsbA, as well as 
peptides that inhibited DSB formation through non-covalent bind-
ing132,137. Finally, a fourth screen used ligand-detected saturation 
transfer difference–NMR experiments to identify inhibitory frag-
ments against P. aeruginosa DsbA1 (ref. 135). Some of the hits bound 
non-covalently to P. aeruginosa DsbA1 on the face opposite to the 
active site surface135.

Further SAR studies of existing inhibitors to improve potency 
may provide clinically valuable candidate leads. However, valida-
tion of these candidate inhibitors in bacteria presents a challenge. 
While some organisms have well-characterized DSB phenotypes 
(for example, in E. coli, DSB inhibition can be detected using DSB-
sensitive β​-galactosidase, anaerobic growth65,67, or lptD138), valida-
tion of inhibitors in other bacteria, where the essentiality of Dsb 
proteins has not been established or where few disulfide-bonded 
substrates are known, may be more challenging. Better understand-
ing of these pathways should help provide whole-cell assays for pur-
suing inhibition of DSB formation.

Finally, validation of DSB inhibitors in vivo during host infec-
tion will be required to identify the most effective and safe drug 
candidates for further preclinical development. On the issue of 
safety, some of the currently identified inhibitors do not show in 
vitro inhibition of human thioredoxin or protein disulfide isomer-
ase enzymes65,134,137, but others do have some reactivity with reduced 
glutathione134. Strong inhibition of DsbA or DsbB enzymes obtained 
in these screens correlated with covalent binding of inhibitors to the 
target enzyme65,137,138. Thus, one of the main challenges in develop-
ing selective drugs inhibiting thiol-redox enzymes is to demonstrate 
lack of human cross-reactivity through off-target profiling of the 
drug, as well as toxicity testing in eukaryotic cell lines and animals 
at early stages of drug development.

Conclusion
We have described the diversity observed in the DSB formation 
pathways among prokaryotes, but open questions remain. Why do 
bacteria encode such diversity? One possibility is that these differ-
ences reflect the variability in the ecological niche where the organ-
isms evolved. For example, the obligate anaerobes that experience 
reducing environments, which may have a limited availability to 
make DSBs or lack the pathway. Others, such as the intracellular 
organism Legionella, produce DsbA during cyst germination, which 
is restricted to the availability of cysteine. Similarly, Campylobacter 
produces Dsb proteins depending on the availability of iron. 
Perhaps the abundance of Dsb proteins produced in the organism 

controls the amount of folded substrates (for example, virulence 
factors) that are required when the conditions are favourable to 
infect. Additionally, the redundancy of Dsb proteins may provide an 
advantage under conditions where many substrates need to be pro-
duced, or perhaps they have evolved a specialized activity for fold-
ing certain substrates that require priority under some conditions.

While identification of potential DsbA substrates has been 
undertaken through two-dimensional gel electrophoresis or sub-
strate trapping, and some of these substrates have been confirmed 
(Supplementary Table 1), it remains challenging to characterize 
all substrates that are part of the pathway. Bioinformatics analy-
ses have predicted the presence of DSBs in bacteria and archaea. 
However, there may be several limitations in these analyses that can 
obscure the presence of DSB formation pathways, especially if the 
system is dedicated to one or few substrates. As the bioinformatics 
approach requires identifying exported proteins, misassignment of 
protein localization in some organisms may occur due to the pres-
ence of a novel type of transport that does not use classical signal 
sequences or known export pathways. There are also organisms 
that use alternative covalent bonds to DSBs, such as the covalent 
bonds that occur between lysine and aspartic acid that stabilize cell 
surface proteins. This isopeptide bond is catalysed by a sortase and 
was found within the pilin subunit of Streptococcus pyogenes and 
C. diphtheriae139,140. These bonds are present in pilins and adhesins 
of Gram-positive bacteria and are thought to present parallels in 
function to DSBs found in Gram-negative organisms139. Similarly, 
another rare example of isopeptide bonds occurs between lysine 
and asparagine residues and confers stability to the capsid subunits 
of bacteriophage HK97 (ref. 141).

In conclusion, DSB formation represents a key process in micro-
bial life. Future work to identify disulfide-bonded substrates and 
understand the mechanism of DSB formation in recently discovered 
systems will allow us to identify the conditions that make DSB for-
mation pathways essential in vivo, improve biotechnology applica-
tions as well as derive new antibacterials.

Received: 2 December 2016; Accepted: 21 December 2017;  
Published online: 20 February 2018

References
	1.	 Bardwell, J. C. A., McGovern, K. & Beckwith, J. Identification of a protein 

required for disulfide bond formation in vivo. Cell 67, 581–589 (1991).
	2.	 LaMantia, M. & Lennarz, W. J. The essential function of yeast protein 

disulfide isomerase does not reside in its isomerase activity. Cell 74, 
899–908 (1993).

	3.	 Frand, A. R. & Kaiser, C. A. The ERO1 gene of yeast is required for 
oxidation of protein dithiols in the endoplasmic reticulum. Mol. Cell 1, 
161–170 (1998).

	4.	 Peek, J. A. & Taylor, R. K. Characterization of a periplasmic thiol:disulfide 
interchange protein required for the functional maturation of secreted 
virulence factors of Vibrio cholerae. Proc. Natl Acad. Sci. USA 89, 
6210–6214 (1992).

	5.	 Kadokura, H. & Beckwith, J. Detecting folding intermediates of a protein  
as it passes through the bacterial translocation channel. Cell 138,  
1164–1173 (2009).

	6.	 Ren, B. et al. A protein disulfide oxidoreductase from the archaeon 
Pyrococcus furiosus contains two thioredoxin fold units. Nat. Struct. Biol. 5, 
602–611 (1998).

	7.	 Mallick, P., Boutz, D. R., Eisenberg, D. & Yeates, T. O. Genomic evidence 
that the intracellular proteins of archaeal microbes contain disulfide bonds. 
Proc. Natl Acad. Sci. USA 99, 9679–9684 (2002).

	8.	 Kadokura, H., Tian, H., Zander, T., Bardwell, J. C. A. & Beckwith, J. 
Snapshots of DsbA in action: detection of proteins in the process of 
oxidative folding. Science 303, 534–537 (2004).

	9.	 Hiniker, A. & Bardwell, J. C. A. In vivo substrate specificity of periplasmic 
disulfide oxidoreductases. J. Biol. Chem. 279, 12967–12973 (2004).

	10.	 Yu, J. & Kroll, J. S. DsbA: a protein-folding catalyst contributing to bacterial 
virulence. Microbes Infect. 1, 1221–1228 (1999).

	11.	 Lasica, A. M. & Jagusztyn-Krynicka, E. K. The role of Dsb proteins of 
Gram-negative bacteria in the process of pathogenesis. FEMS Microbiol. 
Rev. 31, 626–636 (2007).

Nature Microbiology | VOL 3 | MARCH 2018 | 270–280 | www.nature.com/naturemicrobiology 277

http://www.nature.com/naturemicrobiology


© 2018 Macmillan Publishers Limited, part of Springer Nature. All rights reserved. © 2018 Macmillan Publishers Limited, part of Springer Nature. All rights reserved.

Review Article NATure MICrOBIOlOGy

	12.	 Heras, B. et al. DSB proteins and bacterial pathogenicity. Nat. Rev. 
Microbiol. 7, 215–225 (2009).

	13.	 Dutton, R. J., Boyd, D., Berkmen, M. & Beckwith, J. Bacterial species 
exhibit diversity in their mechanisms and capacity for protein disulfide 
bond formation. Proc. Natl Acad. Sci. USA 105, 11933–11938 (2008).

	14.	 Sato, Y. & Inaba, K. Disulfide bond formation network in the three 
biological kingdoms, bacteria, fungi and mammals. FEBS J. 279,  
2262–2271 (2012).

	15.	 Bardwell, J. C. et al. A pathway for disulfide bond formation in vivo. Proc. 
Natl Acad. Sci. USA 90, 1038–1042 (1993).

	16.	 Sevier, C. S. et al. The prokaryotic enzyme DsbB may share key structural 
features with eukaryotic disulfide bond forming oxidoreductases. Protein 
Sci. 14, 1630–1642 (2005).

	17.	 Bevans, C. G., Krettler, C., Reinhart, C., Watzka, M. & Oldenburg, J. 
Phylogeny of the vitamin K 2,3-epoxide reductase (VKOR) family and 
evolutionary relationship to the disulfide bond formation protein B (DsbB) 
family. Nutrients 7, 6224–6249 (2015).

	18.	 Inaba, K. et al. Dynamic nature of disulphide bond formation catalysts 
revealed by crystal structures of DsbB. EMBO J. 28, 779–791 (2009).

	19.	 Li, W. et al. Structure of a bacterial homologue of vitamin K epoxide 
reductase. Nature 463, 507–512 (2010).

	20.	 Bader, M., Muse, W., Ballou, D. P., Gassner, C. & Bardwell, J. C. A. 
Oxidative protein folding is driven by the electron transport system. Cell 
98, 217–227 (1999).

	21.	 Reedstrom, C. K. & Suttie, J. W. Comparative distribution, metabolism, and 
utilization of phylloquinone and menaquinone-9 in rat liver. P. Soc. Exp. 
Biol. Med. 209, 403–409 (1995).

	22.	 Kadokura, H. & Beckwith, J. Mechanisms of oxidative protein folding in the 
bacterial cell envelope. Antioxid. Redox Sign 13, 1231–1246 (2010).

	23.	 Inaba, K. Structural basis of protein disulfide bond generation in the cell. 
Genes Cells 15, 935–943 (2010).

	24.	 Denoncin, K. & Collet, J.-F. Disulfide bond formation in the bacterial 
periplasm: major achievements and challenges ahead. Antioxid. Redox Sign 
19, 63–71 (2012).

	25.	 Hatahet, F., Boyd, D. & Beckwith, J. Disulfide bond formation in 
prokaryotes: history, diversity and design. BBA-Proteins Proteom. 1844, 
1402–1414 (2014).

	26.	 Dailey, F. E. & Berg, H. C. Mutants in disulfide bond formation that disrupt 
flagellar assembly in Escherichia coli. Proc. Natl Acad. Sci. USA 90, 
1043–1047 (1993).

	27.	 Missiakas, D., Georgopoulos, C. & Raina, S. Identification and 
characterization of the Escherichia coli gene dsbB, whose product is 
involved in the formation of disulfide bonds in vivo. Proc. Natl Acad. Sci. 
USA 90, 7084–7088 (1993).

	28.	 Kadokura, H., Katzen, F. & Beckwith, J. Protein disulfide bond formation in 
prokaryotes. Annu. Rev. Biochem. 72, 111–135 (2003).

	29.	 Jander, G., Martin, N. L. & Beckwith, J. Two cysteines in each periplasmic 
domain of the membrane protein DsbB are required for its function in 
protein disulfide bond formation. EMBO J. 13, 5121–5127 (1994).

	30.	 Kobayashi, T. et al. Respiratory chain is required to maintain oxidized states 
of the DsbA–DsbB disulfide bond formation system in aerobically growing 
Escherichia coli cells. Proc. Natl Acad. Sci. USA 94, 11857–11862 (1997).

	31.	 Bader, M. W., Xie, T., Yu, C. A. & Bardwell, J. C. A. Disulfide bonds are 
generated by quinone reduction. J. Biol. Chem. 275, 26082–26088 (2000).

	32.	 Berkmen, M., Boyd, D. & Beckwith, J. The nonconsecutive disulfide bond 
of Escherichia coli phytase (AppA) renders it dependent on the protein-
disulfide isomerase, DsbC. J. Biol. Chem. 280, 11387–11394 (2005).

	33.	 Missiakas, D., Georgopoulos, C. & Raina, S. The Escherichia coli dsbC 
(xprA) gene encodes a periplasmic protein involved in disulfide bond 
formation. EMBO J. 13, 2013–2020 (1994).

	34.	 Shevchik, V. E., Condemine, G. & Robert-Baudouy, J. Characterization of 
DsbC, a periplasmic protein of Erwinia chrysanthemi and Escherichia coli 
with disulfide isomerase activity. EMBO J. 13, 2007–2012 (1994).

	35.	 Rietsch, A., Belin, D., Martin, N. & Beckwith, J. An in vivo pathway for 
disulfide bond isomerization in Escherichia coli. Proc. Natl Acad. Sci. USA 
93, 13048–13053 (1996).

	36.	 Missiakas, D., Schwager, F. & Raina, S. Identification and characterization of 
a new disulfide isomerase-like protein (DsbD) in Escherichia coli. EMBO J. 
14, 3415–3424 (1995).

	37.	 Stewart, E. J., Katzen, F. & Beckwith, J. Six conserved cysteines of the 
membrane protein DsbD are required for the transfer of electrons from the 
cytoplasm to the periplasm of Escherichia coli. EMBO J. 18, 5963–5971 (1999).

	38.	 Lin, D., Rao, C. V. & Slauch, J. M. The Salmonella SPI1 type three-secretion 
system responds to periplasmic disulfide bond status via the flagellar 
apparatus and the RcsCDB system. J. Bacteriol. 190, 87–97 (2008).

	39.	 Totsika, M., Heras, B., Wurpel, D. J. & Schembri, M. A. Characterization of 
two homologous disulfide bond systems involved in virulence factor 
biogenesis in uropathogenic Escherichia coli CFT073. J. Bacteriol. 191, 
3901–3908 (2009).

	40.	 Kwon, A.-R. & Choi, E.-C. Role of disulfide bond of arylsulfate 
sulfotransferase in the catalytic activity. Arch. Pharm. Res. 28,  
561–565 (2005).

	41.	 Grimshaw, J. P. A. et al. DsbL and DsbI form a specific dithiol oxidase 
system for periplasmic arylsulfate sulfotransferase in uropathogenic 
Escherichia coli. J. Mol. Biol. 380, 667–680 (2008).

	42.	 Lin, D., Kim, B. & Slauch, J. M. DsbL and DsbI contribute to periplasmic 
disulfide bond formation in Salmonella enterica serovar Typhimurium. 
Microbiology 155, 4014–4024 (2009).

	43.	 Miki, T., Okada, N. & Danbara, H. Two periplasmic bisulfide 
oxidoreductases, DsbA and SrgA, target outer membrane protein SpiA, a 
component of the Salmonella pathogenicity island 2 type III secretion 
system. J. Biol. Chem. 279, 34631–34642 (2004).

	44.	 Ha, U., Wang, Y. & Jin, S. DsbA of Pseudomonas aeruginosa is essential for 
multiple virulence factors. Infect. Immun. 71, 1590–1595 (2003).

	45.	 Kim, S. H., Park, S. Y., Heo, Y. J. & Cho, Y. H. Drosophila melanogaster-
based screening for multihost virulence factors of Pseudomonas aeruginosa 
PA14 and identification of a virulence-attenuating factor, HudA. Infect. 
Immun. 76, 4152–4162 (2008).

	46.	 Lasica, A. M., Wyszynska, A., Szymanek, K., Majewski, P. & Jagusztyn-
Krynicka, E. K. Campylobacter protein oxidation influences epithelial cell 
invasion or intracellular survival as well as intestinal tract colonization in 
chickens. J. Appl. Genet. 51, 383–393 (2010).

	47.	 Grabowska, A. D. et al. Functional and bioinformatics analysis of two 
Campylobacter jejuni homologs of the thiol-disulfide oxidoreductase, DsbA. 
PLoS ONE 9, e106247 (2014).

	48.	 Kpadeh, Z. Z., Day, S. R., Mills, B. W. & Hoffman, P. S. Legionella 
pneumophila utilizes a single-player disulfide-bond oxidoreductase system 
to manage disulfide bond formation and isomerization. Mol. Microbiol. 95, 
1054–1069 (2015).

	49.	 Heras, B. et al. Structural and functional characterization of three DsbA 
paralogues from Salmonella enterica serovar typhimurium. J. Biol. Chem. 
285, 18423–18432 (2010).

	50.	 Arts, I. S. et al. Dissecting the machinery that introduces disulfide bonds in 
Pseudomonas aeruginosa. mBio 4, e00912-13 (2013).

	51.	 Tinsley, C. R., Voulhoux, R., Beretti, J. L., Tommassen, J. & Nassif, X. Three 
homologues, including two membrane-bound proteins, of the disulfide 
oxidoreductase DsbA in Neisseria meningitidis: effects on bacterial growth 
and biogenesis of functional type IV pili. J. Biol. Chem. 279,  
27078–27087 (2004).

	52.	 Sinha, S., Langford, P. R. & Kroll, J. S. Functional diversity of three different 
DsbA proteins from Neisseria meningitidis. Microbiology 150,  
2993–3000 (2004).

	53.	 Sinha, S., Ambur, O. H., Langford, P. R., Tønjum, T. & Kroll, J. S. Reduced 
DNA binding and uptake in the absence of DsbA1 and DsbA2 of Neisseria 
meningitidis due to inefficient folding of the outer-membrane secretin PilQ. 
Microbiology 154, 217–225 (2008).

	54.	 Kpadeh, Z. Z. et al. Disulfide bond oxidoreductase DsbA2 of Legionella 
pneumophila exhibits protein disulfide isomerase activity. J. Bacteriol. 195, 
1825–1833 (2013).

	55.	 Ren, G., Champion, M. M. & Huntley, J. F. Identification of disulfide bond 
isomerase substrates reveals bacterial virulence factors. Mol. Microbiol. 94, 
926–944 (2014).

	56.	 Qin, A. et al. FipB, an essential virulence factor of Francisella tularensis 
subsp. tularensis, has dual roles in disulfide bond formation. J. Bacteriol. 
196, 3571–3581 (2014).

	57.	 Arredondo, S. A., Chen, T. F., Riggs, A. F., Gilbert, H. F. & Georgious,  
G. Role of dimerization in the catalytic properties of the Escherichia coli 
disulfide isomerase DsbC. J. Biol. Chem. 284, 23972–23979 (2009).

	58.	 Jameson-Lee, M., Garduño, R. A. & Hoffman, P. S. DsbA2 (27kDa 
Com1-like protein) of Legionella pneumophila. catalyses extracytoplasmic 
disulphide-bond formation in proteins including the Dot/Icm type IV 
secretion system. Mol. Microbiol 80, 835–852 (2011).

	59.	 Bocian-Ostrzycka, K. M., Grzeszczuk, M. J., Dziewit, L. & 
Jagusztyn-Krynicka, E. K. Diversity of the Epsilonproteobacteria  
Dsb (disulfide bond) systems. Front. Microbiol. 6, 570 (2015).

	60.	 Raczko, A. M. et al. Characterization of new DsbB-like thiol-
oxidoreductases of Campylobacter jejuni and Helicobacter pylori and 
classification of the DsbB family based on phylogenomic, structural and 
functional criteria. Microbiology 151, 219–231 (2005).

	61.	 Yoon, J. Y. et al. Structural and functional characterization of Helicobacter 
pylori. DsbG. FEBS Lett. 585, 3862–3867 (2011).

	62.	 Roszczenko, P., Radomska, K. A., Wywial, E., Collet, J. F. & Jagusztyn-
Krynicka, E. K. A novel insight into the oxidoreductase activity of 
Helicobacter pylori HP0231 protein. PLoS ONE 7, e46563 (2012).

	63.	 Lester, J. et al. Characterization of Helicobacter pylori HP0231 (DsbK):  
role in disulfide bond formation, redox homeostasis and production  
of Helicobacter cystein-rich protein HcpE. Mol. Microbiol. 96,  
110–133 (2015).

Nature Microbiology | VOL 3 | MARCH 2018 | 270–280 | www.nature.com/naturemicrobiology278

http://www.nature.com/naturemicrobiology


© 2018 Macmillan Publishers Limited, part of Springer Nature. All rights reserved. © 2018 Macmillan Publishers Limited, part of Springer Nature. All rights reserved.

Review ArticleNATure MICrOBIOlOGy

	64.	 Bocian-Ostrzycka, K. M. et al. Engineering of Helicobacter pylori dimeric 
oxidoreductase Dsbk (HP0231). Front. Microbiol. 7, 1158 (2016).

	65.	 Landeta, C. et al. Compounds targeting disulfide bond forming enzyme 
DsbB of Gram-negative bacteria. Nat. Chem. Biol. 11,  
292–298 (2015).

	66.	 Meehan, B. M., Landeta, C., Boyd, D. & Beckwith, J. The essential cell 
division protein FtsN contains a critical disulfide bond in a non-essential 
domain. Mol. Microbiol. 103, 413–422 (2016).

	67.	 Meehan, B. M., Landeta, C., Boyd, D. & Beckwith, J. The disulfide bond 
formation pathway is essential for anaerobic growth of Escherichia coli. J. 
Bacteriol. 199, e00120-17 (2017).

	68.	 Hizukuri, Y., Yakushi, T., Kawagishi, I. & Homma, M. Role of the 
intramolecular disulfide bond in FlgI, the flagellar P-ring component of 
Escherichia coli. J. Bacteriol. 188, 4190–4197 (2006).

	69.	 Dai, K., Xu, Y., Lutkenhaus, J. & Lutkenhaus, J. O. E. Topological 
characterization of the essential Escherichia coli cell division protein FtsN. J. 
Bacteriol. 178, 1328–1334 (1996).

	70.	 Bojkovic, J. et al. Characterization of an Acinetobacter baumannii lptD 
deletion strain: permeability defects and response to inhibition of 
lipopolysaccharide and fatty acid biosynthesis. J. Bacteriol. 198,  
731–741 (2016).

	71.	 Peterson, K. M. & Mekalanos, J. J. Characterization of the Vibrio cholerae 
ToxR regulon: identification of novel genes involved in intestinal 
colonization. Infect. Immun. 56, 2822–2829 (1988).

	72.	 Yu, J., Webb, H. & Hirst, T. R. A homologue of the Escherichia coli DsbA 
protein involved in disulphide bond formation is required for enterotoxin 
biogenesis in Vibrio cholerae. Mol. Microbiol. 6, 1949–1958 (1992).

	73.	 Pogliano, J., Lynch, A. S., Belin, D., Lin, E. C. & Beckwith, J. Regulation  
of Escherichia coli cell envelope proteins involved in protein folding and 
degradation by the Cpx two-component system. Genes Dev. 11,  
1169–1182 (1997).

	74.	 Grabowska, A. D. et al. Campylobacter jejuni dsb gene expression is 
regulated by iron in a Fur-dependent manner and by a translational 
coupling mechanism. BMC Microbiol. 11, 166 (2011).

	75.	 Bayan, N., Houssin, C., Chami, M. & Leblon, G. Mycomembrane and 
S-layer: two important structures of Corynebacterium glutamicum cell 
envelope with promising biotechnology applications. J. Biotechol. 104, 
55–67 (2003).

	76.	 Matias, V. R. F. & Beveridge, T. J. Native cell wall organization shown by 
cryo-electron microscopy confirms the existence of a periplasmic space in 
Staphylococcus aureus. J. Bacteriol. 188, 1011–1021 (2006).

	77.	 Matias, V. R. F. & Beveridge, T. J. Cryo-electron microscopy reveals native 
polymeric cell wall structure in Bacillus subtilis 168 and the existence of a 
periplasmic space. Mol. Microbiol. 56, 240–251 (2005).

	78.	 Burkovski, A. & Burkovski, A. Cell envelope of Corynebacteria: structure 
and influence on pathogenicity. ISRN Microbiol. 2013, 935736 (2013).

	79.	 Singh, A. K., Bhattacharyya-Pakrasi, M. & Pakrasi, H. B. Identification  
of an atypical membrane protein involved in the formation of protein 
disulfide bonds in oxygenic photosynthetic organisms. J. Biol. Chem. 283, 
15762–15770 (2008).

	80.	 Goodstadt, L. & Ponting, C. P. Vitamin K epoxide reductase: homology, 
active site and catalytic mechanism. Trends Biochem. Sci. 29,  
289–292 (2004).

	81.	 Wang, X., Dutton, R. J., Beckwith, J. & Boyd, D. Membrane topology and 
mutational analysis of Mycobacterium tuberculosis VKOR, a protein 
involved in disulfide bond formation and a homologue of human vitamin K 
epoxide reductase. Antioxid. Redox Sign 14, 1413–1420 (2011).

	82.	 Premkumar, L. et al. Rv2969c, essential for optimal growth in 
Mycobacterium tuberculosis, is a DsbA-like enzyme that interacts with 
VKOR-derived peptides and has atypical features of DsbA-like disulfide 
oxidases. Acta Crystallogr. Sect. D 69, 1981–1994 (2013).

	83.	 Kurosu, M. & Begari, E. Vitamin K2 in electron transport system: are 
enzymes involved in vitamin K2 biosynthesis promising drug targets? 
Molecules 15, 1531–1553 (2010).

	84.	 Dutton, R. J. et al. Inhibition of bacterial disulfide bond formation by the 
anticoagulant warfarin. Proc. Natl Acad. Sci. USA 107, 297–301 (2010).

	85.	 Daniels, R. et al. Disulfide bond formation and cysteine exclusion in 
gram-positive bacteria. J. Biol. Chem. 285, 3300–3309 (2010).

	86.	 Patarroyo, M. A. et al. Functional characterization of Mycobacterium 
tuberculosis Rv2969c membrane protein. Biochem. Bioph. Res. Co. 372, 
935–940 (2008).

	87.	 Chim, N., Harmston, C. A., Guzman, D. J. & Goulding, C. W. Structural 
and biochemical characterization of the essential DsbA-like disulfide bond 
forming protein from Mycobacterium tuberculosis. BMC Struct. Biol. 13,  
23 (2013).

	88.	 Goulding, C. W. et al. Gram-positive DsbE proteins function differently 
from gram-negative DsbE homologs: a structure to function analysis of 
DsbE from mycobacterium tuberculosis. J. Biol. Chem. 279,  
3516–3524 (2004).

	89.	 Chim, N. et al. An extracellular disulfide bond forming protein (DsbF) 
from Mycobacterium tuberculosis: structural, biochemical, and gene 
expression analysis. J. Mol. Biol. 396, 1211–1226 (2010).

	90.	 Sassetti, C. M. & Rubin, E. J. Genetic requirements for mycobacterial 
survival during infection. Proc. Natl Acad. Sci. USA 100,  
12989–12994 (2003).

	91.	 Reardon-Robinson, M. E. et al. A disulfide bond-forming machine is linked 
to the sortase-mediated pilus assembly pathway in the Gram-positive 
bacterium Actinomyces oris. J. Biol. Chem. 290, 21393–21405 (2015).

	92.	 Reardon-Robinson, M. E. & Ton-That, H. Disulfide-bond-forming pathways 
in Gram-positive bacteria. J. Bacteriol. 198, 746–754 (2016).

	93.	 Reardon-Robinson, M. E. et al. A thiol-disulfide oxidoreductase of the 
Gram-positive pathogen Corynebacterium diphtheriae is essential for 
viability, pilus assembly, toxin production and virulence. Mol. Microbiol. 98, 
1037–1050 (2015).

	94.	 Ishihara, T. et al. Cloning and characterization of the gene for a protein 
thiol-disulfide oxidoreductase in Bacillus brevis. J. Bacteriol. 177,  
745–749 (1995).

	95.	 Bolhuis, A. Functional analysis of paralogous thiol-disulfide oxidoreductases 
in Bacillus subtilis. J. Biol. Chem. 274, 24531–24538 (1999).

	96.	 Crow, A. et al. Crystal structure and biophysical properties of Bacillus 
subtilis BdbD. An oxidizing thiol:disulfide oxidoreductase containing a 
novel metal site. J. Biol. Chem. 284, 23719–23733 (2009).

	97.	 Meima, R. et al. The bdbDC operon of Bacillus subtilis encodes thiol-
disulfide oxidoreductases required for competence development. J. Biol. 
Chem. 277, 6994–7001 (2002).

	98.	 Draskovic, I. & Dubnau, D. Biogenesis of a putative channel protein, 
ComEC, required for DNA uptake: membrane topology, oligomerization 
and formation of disulphide bonds. Mol. Microbiol. 55, 881–896 (2005).

	99.	 Dorenbos, R. et al. Thiol-disulfide oxidoreductases are essential for the 
production of the lantibiotic sublancin 168. J. Biol. Chem. 277,  
16682–16688 (2002).

	100.	 Kouwen, T. R. H. M. et al. Thiol-disulphide oxidoreductase modules in the 
low-GC Gram-positive bacteria. Mol. Microbiol. 64, 984–999 (2007).

	101.	 Dumoulin, A., Grauschopf, U., Bischoff, M., Thöny-Meyer, L. & Berger-
Bächi, B. Staphylococcus aureus DsbA is a membrane-bound lipoprotein 
with thiol-disulfide oxidoreductase activity. Arch. Microbiol. 184,  
117–128 (2005).

	102.	 Heras, B. et al. Staphylococcus aureus DsbA does not have a destabilizing 
disulfide: a new paradigm for bacterial oxidative folding. J. Biol. Chem. 283, 
4261–4271 (2008).

	103.	 van der Kooi-Pol, M. M. et al. Requirement of signal peptidase ComC and 
thiol-disulfide oxidoreductase DsbA for optimal cell surface display of 
pseudopilin ComGC in Staphylococcus aureus. Appl. Environ. Microb. 78, 
7124–7127 (2012).

	104.	 Lacy, D. B., Tepp, W., Cohen, A. C., DasGupta, B. R. & Stevens, R. C. 
Crystal structure of botulinum neurotoxin type A and implications for 
toxicity. Nat. Struct. Biol. 5, 898–902 (1998).

	105.	 Marvaud, J. C. et al. botr/A is a positive regulator of botulinum neurotoxin 
and associated non-toxin protein genes in Clostridium botulinum A. Mol. 
Microbiol. 29, 1009–1018 (1998).

	106.	 Baker, M. D., Gendlina, I., Collins, C. M. & Acharya, K. R. Crystal 
structure of a dimeric form of streptococcal pyrogenic exotoxin A (SpeA1). 
Protein Sci. 13, 2285–2290 (2004).

	107.	 Davey, L., Ng, C. K. W., Halperin, S. A. & Lee, S. F. Functional analysis of 
paralogous thiol-disulfide oxidoreductases in Streptococcus gordonii. J. Biol. 
Chem. 288, 16416–16429 (2013).

	108.	 Davey, L., Cohen, A., Leblanc, J., Halperin, S. A. & Lee, S. F. The disulfide 
oxidoreductase SdbA is active in Streptococcus gordonii using a single 
C-terminal cysteine of the CXXC motif. Mol. Microbiol. 99,  
236–253 (2016).

	109.	 Chng, S. S. et al. Overexpression of the rhodanese PspE, a single 
cysteine-containing protein, restores disulphide bond formation to an 
Escherichia coli strain lacking DsbA. Mol. Microbiol. 85, 996–1006 (2012).

	110.	 Derman, A., Prinz, W. A., Belin, D. & Beckwith, J. Mutations that allow 
disulfide bond formation in the cytoplasm of Escherichia coli. Science 262, 
1744–1747 (1993).

	111.	 Bessette, P. H., Aslund, F., Beckwith, J. & Georgiou, G. Efficient folding of 
proteins with multiple disulfide bonds in the Escherichia coli cytoplasm. 
Proc. Natl Acad. Sci. USA 96, 13703–13708 (1999).

	112.	 Hatahet, F. & Ruddock, L. W. Topological plasticity of enzymes involved in 
disulfide bond formation allows catalysis in either the periplasm or the 
cytoplasm. J. Mol. Biol. 425, 3268–3276 (2013).

	113.	 Ladenstein, R. & Ren, B. Protein disulfides and protein disulfide 
oxidoreductases in hyperthermophiles. FEBS J. 273, 4170–4185 (2006).

	114.	 Jorda, J. & Yeates, T. O. Widespread disulfide bonding in proteins from 
thermophilic archaea. Archaea 2011, 409156 (2011).

	115.	 Beeby, M. et al. The genomics of disulfide bonding and protein stabilization 
in thermophiles. PLoS Biol. 3, 1549–1558 (2005).

Nature Microbiology | VOL 3 | MARCH 2018 | 270–280 | www.nature.com/naturemicrobiology 279

http://www.nature.com/naturemicrobiology


© 2018 Macmillan Publishers Limited, part of Springer Nature. All rights reserved. © 2018 Macmillan Publishers Limited, part of Springer Nature. All rights reserved.

Review Article NATure MICrOBIOlOGy

	116.	 Ladenstein, R. & Ren, B. Reconsideration of an early dogma, saying ‘there 
is no evidence for disulfide bonds in proteins from archaea’. Extremophiles 
12, 29–38 (2008).

	117.	 Hibender, S., Landeta, C., Berkmen, M., Beckwith, J. & Boyd, D. Aeropyrum 
pernix membrane topology of protein VKOR promotes protein disulfide 
bond formation in two subcellular compartments. Microbiology 12, 
1864–1879 (2017).

	118.	 Pedone, E., Ren, B., Ladenstein, R., Rossi, M. & Bartolucci, S. Fuctional 
properties of the protein disulfide oxidoreductase from the Archaeon: 
Pryococcus furioses. Eur. J. Biochem. 271, 3437–3448 (2004).

	119.	 Pedone, E., Limauro, D., D’Alterio, R., Rossi, M. & Bartolucci, S. 
Characterization of a multifunctional protein disulfide oxidoreductase from 
Sulfolobus solfataricus. FEBS J. 273, 5407–5420 (2006).

	120.	 D’Ambrosio, K. et al. A novel member of the protein disulfide 
oxidoreductase family from Aeropyrum pernix K1: structure, function and 
electrostatics. J. Mol. Biol. 362, 743–752 (2006).

	121.	 Alvarez, A. F., Rodriguez, C. & Georgellis, D. Ubiquinone and 
menaquinone electron carriers represent the yin and yang in the redox 
regulation of the ArcB sensor kinase. J. Bacteriol. 195, 3054–3061 (2013).

	122.	 Maskos, K., Huber-Wunderlich, M. & Glockshuber, R. DsbA and 
DsbC-catalyzed oxidative folding of proteins with complex disulfide bridge 
patterns in vitro and in vivo. J. Mol. Biol. 325, 495–513 (2003).

	123.	 Lobstein, J. et al. SHuffle, a novel Escherichia coli protein expression strain 
capable of correctly folding disulfide bonded proteins in its cytoplasm. 
Microb. Cell Fact. 11, 753 (2012).

	124.	 Robinson, M. et al. Efficient expression of full-length antibodies in the 
cytoplasm of engineered bacteria. Nat. Commun. 6, 8072 (2015).

	125.	 Ritz, D., Lim, J., Reynolds, C. M., Poole, L. B. & Beckwith, J. Conversion of 
a peroxiredoxin into a disulfide reductase by a triplet repeat expansion. 
Science 294, 158–161 (2001).

	126.	 Davey, L., Halperin, S. A. & Lee, S. F. Thiol-disulfide exchange in 
Gram-positive Firmicutes. Trends Microbiol. 24, 902–915 (2016).

	127.	 Fleury, Y. et al. Covalent structure, synthesis, and structure-function studies 
of Mesentericin Y 10537, a defensive peptide from Gram-positive Bacteria 
Leuconostoc mesenteroides. J. Biol. Chem. 271, 14421–14429 (1996).

	128.	 Kawai, Y. et al. Primary amino acid and DNA sequences of gassericin T, a 
lactacin F-family bacteriocin produced by Lactobacillus gasseri SBT2055. 
Biosci. Biotech. Bioch. 64, 2201–2208 (2000).

	129.	 O’Shea, E. F. et al. Bactofencin A, a new type of cationic bacteriocin with 
unusual immunity. mBio 4, e00498-13 (2013).

	130.	 Oppegård, C., Fimland, G., Anonsen, J. H. & Nissen-Meyer, J. The pediocin 
PA-1 accessory protein ensures correct disulfide bond formation in the 
antimicrobial peptide pediocin PA-1. Biochemistry 54, 2967–2974 (2015).

	131.	 Früh, V. et al. Application of fragment-based drug discovery to membrane 
proteins: identification of ligands of the integral membrane enzyme DsbB. 
Chem. Biol. 17, 881–891 (2010).

	132.	 Duprez, W. et al. Virtual screening of peptide and peptidomimetic 
fragments targeted to inhibit bacterial dithiol oxidase DsbA. PLoS ONE 10, 
e0133805 (2015).

	133.	 Adams, L. A. et al. Application of fragment-based screening to the design 
of inhibitors of Escherichia coli DsbA. Angew. Chem. Int. Ed. 54,  
2179–2184 (2015).

	134.	 Halili, M. A. et al. Small molecule inhibitors of disulfide bond formation by 
the bacterial DsbA–DsbB dual enzyme system. ACS Chem. Biol. 10, 
957–964 (2015).

	135.	 Mohanty, B. et al. Fragment library screening identifies hits that bind to the 
non-catalytic surface of Pseudomonas aeruginosa DsbA1. PLoS ONE 12, 
e0173436 (2017).

	136.	 Smith, R. P., Paxman, J. J., Scanlon, M. J. & Heras, B. Targeting bacterial 
Dsb proteins for the development of anti-virulence agents. Molecules 21, 
811 (2016).

	137.	 Duprez, W. et al. Peptide inhibitors of the Escherichia coli DsbA oxidative 
machinery essential for bacterial virulence. J. Med. Chem. 58, 577–587 (2015).

	138.	 Landeta, C. et al. Inhibition of virulence-promoting disulfide bond 
formation enzyme DsbB is blocked by mutating residues in two distinct 
regions. J. Biol. Chem. 292, 6529–6541 (2017).

	139.	 Kang, H. J., Coulibaly, F., Clow, F., Proft, T. & Baker, E. N. Stabilizing 
isopeptide bonds revealed in Gram-positive bacterial pilus structure. Science 
318, 1625–1628 (2007).

	140.	 Kang, H. J. & Baker, E. N. Structure and assembly of Gram-positive bacterial 
pili: unique covalent polymers. Curr. Opin. Struc. Biol. 22, 200–207 (2012).

	141.	 Wikoff, W. R. et al. Topologically linked protein rings in the bacteriophage 
HK97 capsid. Science 289, 2129–2133 (2000).

	142.	 Vincent-Sealy, L., Thomas, J. D., Commander, P. & Salmond, G. P. C. 
Secreted proteins. Microbiology 145, 1945–1958 (1999).

	143.	 Kloek, aP., Brooks, D. M. & Kunkel, B. N. A dsbA mutant of Pseudomonas 
syringae exhibits reduced virulence and partial impairment of type III 
secretion. Mol. Plant Pathol. 1, 139–150 (2000).

	144.	 Gonzalez, M. D., Lichtensteiger, C. A. & Vimr, E. R. Adaptation of 
signature-tagged mutagenesis to Escherichia coli K1 and the infant-rat 
model of invasive disease. FEMS Microbiol. Lett. 198, 125–128 (2001).

	145.	 Herbert, Ma et al. Signature tagged mutagenesis of Haemophilus influenzae 
identifies genes required for in vivo survival. Microb. Pathog. 33,  
211–223 (2002).

	146.	 Rosadini, C. V., Wong, S. M. S. & Akerley, B. J. The periplasmic disulfide 
oxidoreductase DsbA contributes to Haemophilus influenzae pathogenesis. 
Infect. Immun. 76, 1498–1508 (2008).

	147.	 Sabarth, N., Hurwitz, R., Meyer, T. F. & Bumann, D. Multiparameter 
selection of Helicobacter pylori antigens identifies two novel antigens with 
high protective efficacy. Infect. Immun. 70, 6499–6503 (2002).

	148.	 Zhong, Y. et al. Helicobacter pylori HP0231 influences bacterial virulence 
and is essential for gastric colonization. PLoS ONE 11, e0154643 (2016).

	149.	 Burall, L. S. et al. Proteus mirabilis genes that contribute to pathogenesis of 
urinary tract infection: identification of 25 signature-tagged mutants 
attenuated at least 100-fold. Infect. Immun. 72, 2922–2938 (2004).

	150.	 Godlewska, R. et al. Helicobacter pylori protein oxidation influences the 
colonization process. Int. J. Med. Microbiol. 296, 321–324 (2006).

	151.	 Jiang, B.-L. et al. DsbB is required for the pathogenesis process of 
Xanthomonas campestris pv. campestris. Mol. Plant Microbe In. 21, 
1036–1045 (2008).

	152.	 Qin, A., Scott, D. W. & Mann, B. J. Francisella tularensis subsp. tularensis 
Schu S4 disulfide bond formation protein B, but not an RND-type efflux 
pump, is required for virulence. Infect. Immun. 76, 3086–3092 (2008).

	153.	 Qin, A., Scott, D. W., Thompson, J. A. & Mann, B. J. Identification of an 
essential Francisella tularensis subsp. tularensis virulence factor. Infect. 
Immun. 77, 152–161 (2009).

	154.	 Straskova, A. et al. Proteome analysis of an attenuated Francisella tularensis 
dsbA mutant: identification of potential DsbA substrate proteins. J. 
Proteome Res. 8, 5336–5346 (2009).

	155.	 Schmidt, M. et al. Francisella tularensis subsp. holarctica DsbA homologue: 
a thioredoxin-like protein with chaperone function. Microbiol. 159, 
2364–2374 (2013).

	156.	 Vilches, S., Jimenez, N., Merino, S. & Tomas, J. M. The Aeromonas DsbA 
mutation decreased their virulence by triggering type III secretion system 
but not flagella production. Microb. Pathog. 52, 130–139 (2012).

	157.	 Ireland, P. M. et al. Disarming Burkholderia pseudomallei: structural and 
functional characterization of a disulfide oxidoreductase (DsbA) required 
for virulence in vivo. Antioxid. Redox Signal. 20, 606–617 (2014).

	158.	 Ciccarelli, F. D. et al. Toward automatic reconstruction of a highly resolved 
tree of life. Science 311, 1283–1287 (2006).

	159.	 Debarbieux, L. & Beckwith, J. O. N. On the functional interchangeability, 
oxidant versus reductant, of members of the thioredoxin superfamily. J. 
Bacteriol. 182, 723–727 (2000).

	160.	 McMahon, R. M., Premkumar, L. & Martin, J. L. Four structural subclasses 
of the antivirulence drug target disulfide oxidoreductase DsbA provide a 
platform for design of subclass-specific inhibitors. BBA-Proteins Proteom. 
1844, 1391–1401 (2014).

Acknowledgements
This work was supported by US National Institute of General Medical Sciences  
grants GMO41883 (to J.B. and D.B.) and by an industry research agreement with  
F. Hoffmann-La Roche Ltd. and F. Hoffmann-La Roche Inc. (to J.B. and D.B.). J.B. is an 
American Cancer Society Professor.

Author contributions
C.L. and J.B. wrote the manuscript. D.B. performed the bioinformatic analysis.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https://doi.org/10.1038/
s41564-017-0106-2.

Reprints and permissions information is available at www.nature.com/reprints.

Correspondence and requests for materials should be addressed to J.B.

Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in 
published maps and institutional affiliations.

Nature Microbiology | VOL 3 | MARCH 2018 | 270–280 | www.nature.com/naturemicrobiology280

https://doi.org/10.1038/s41564-017-0106-2
https://doi.org/10.1038/s41564-017-0106-2
http://www.nature.com/reprints
http://www.nature.com/naturemicrobiology

	Disulfide bond formation in prokaryotes

	DSB formation in Gram-negative bacteria

	The prototypical DsbAB system. 
	Variations in the DsbAB pathways. 
	Essentiality of DsbAB pathways. 
	Regulation of DSB formation. 

	DSB formation in Gram-positive organisms

	The prototypical DsbA–VKOR pathway. 
	DSB formation in Actinobacteria. 
	DSB formation in Firmicutes. 

	Cytoplasmic DSBs in Archaea

	DSBs in biotechnology and drug development

	Conclusion

	| Identifying DSB-forming systems: from bioinformatics to structures


	Acknowledgements

	Fig. 1 A ‘Tree of Life’ diagram showing the DsbAB, DsbA–VKOR and non-disulfide clades.
	Fig. 2 DsbAB pathways mediating disulfide bond formation.
	Fig. 3 DSB formation in Gram-positive bacteria.
	Fig. 4 Cytoplasmic disulfide formation in Archaea.
	Table 1 DsbA and DsbB mutants that display attenuated virulence in infection models.




