
INTRODUCTION

The thiol disulfide state of cellular proteins

CYSTEINES ARE ONE OF THE MOST RARELY USED AMINO

ACIDS in proteins of all organisms studied so far (76).
When conserved, they often play crucial roles in the structure
or function of proteins. This is due to their ability to stabilize
protein structures by forming disulfide bonds or by coordi-
nating transition metal ions. Moreover, the unique chemical
properties and high reactivity of its thiol group often make
cysteine also the amino acid of choice for active sites or to
form redox centers in proteins (37, 62).

Proteins in the extracellular space and in oxidizing cell
compartments, such as the endoplasmic reticulum or the bac-
terial periplasm, often contain disulfide bonds. These disul-
fide bonds provide significant structural stability and main-
tain the correct fold (24). Specialized thiol–oxidase systems

have evolved to introduce and rearrange structural disulfide
bonds in these proteins. The bacterial protein DsbA catalyzes
disulfide bond formation in periplasmic proteins by transfer-
ring its disulfide bond to newly translocated proteins. In aero-
biosis, the active site of DsbA then gets reoxidized by the
membrane protein DsbB, which in turn transfers electrons to
the quinone system and ultimately to molecular oxygen (6).
Any nonnative disulfide bonds that might form in periplas-
mic proteins are resolved by the isomerase DsbC, which is
maintained in a reduced state by the membrane protein DsbD
(72). In the endoplasmic reticulum of eukaryotes, protein
disulfide isomerase PDI introduces disulfide bonds into fold-
ing proteins and gets in turn reoxidized by the FAD contain-
ing oxidoreductases Ero1p or Erv2p (33, 38, 86, 92).

In the cytoplasm of pro- and eukaryotes, on the other hand,
the majority of cysteines are found in their reduced thiol form,
where they are located in binding pockets of substrates, coen-
zymes, or metal cofactors, or take part directly in catalytic re-
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ABSTRACT

Cysteines play an important role in protein biochemistry. The unique chemical property and high reactivity of
the free thiol group makes reduced cysteine a versatile component of catalytic centers and metal binding sites
in many cytosolic proteins and oxidized cystine a stabilizing component in many secreted proteins. Moreover,
cysteines readily react with reactive oxygen and nitrogen species to form reversible oxidative thiol modifica-
tions. As a result, these reversible thiol modifications have found a use as regulatory nano-switches in an in-
creasing number of redox sensitive proteins. These redox-regulated proteins are able to adjust their activity
quickly in response to changes in their redox environment. Over the past few years, a number of techniques
have been developed that give insight into the global thiol–disulfide state of proteins in the cell. They have
been successfully used to find substrates of thiol–disulfide oxidoreductases and to discover novel redox-
regulated proteins. This review will provide an overview of the current techniques, focus on approaches to
quantitatively describe the extent of thiol modification in vivo, and summarize their applications. Antioxid.
Redox Signal. 8, 763–772.
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actions (13, 29). Because of the redox sensitivity of cysteines,
these cytoplasmic proteins are highly susceptible to inactiva-
tion by oxidation (45, 87). Therefore, several cellular systems
have evolved to keep thiol groups of cytoplasmic proteins re-
duced and to maintain the thiol–disulfide homeostasis of the
cytoplasm. Among those systems are the thioredoxin/thiore-
doxin reductase system and the glutaredoxin/ glutathione sys-
tem (4, 32). Thioredoxins are small proteins containing a
highly conserved redox active Cys–Gly– Pro–Cys motif in
their active site. Because of the highly reducing redox poten-
tial of this motif, the free cysteines in the active site of reduced
thioredoxin readily donate electrons to disulfide bonds in pro-
teins, thus reducing the protein (59). During this process,
thioredoxin becomes oxidized and forms a disulfide bond in
its active site. This disulfide bond is subsequently reduced by
the NADPH-dependent thioredoxin reductase in another
thiol–disulfide exchange reaction (39, 44). Many enzymes
that use thiol–disulfide exchange reactions in their catalytic
cycle such as ribonucleotide reductase, methionine sulfoxide
reductase, and phosphoadenylyl sulfate reductase, have been
shown to depend on the presence of thioredoxin activity in the
cell (83). Glutaredoxins are members of the second redox bal-
ancing system in the cytosol of many pro- and eukaryotes.
They also reduce disulfide bonds in proteins via a thiol–disul-
fide exchange reaction but are kept in the reduced state by the
small cysteine-containing tripeptide glutathione (32).

Oxidative stress

Although the thioredoxin and glutaredoxin systems are
highly effective in maintaining the redox equilibrium of the
cell under normal conditions, presence of elevated levels of
reactive oxygen species (ROS) often overwhelms these sys-
tems. This can lead to the increased oxidation of thiol groups
and to the accumulation of oxidatively modified proteins in
the cytosol of cells (23, 34, 57, 60). Many physiological and
pathological stress conditions such as heat shock (e.g., fever)
and aging are related to elevated levels of ROS (42, 46, 47,
58, 80). Diseases associated with oxidative stress include the
three most common causes of death in the United States,
heart disease, cancer, and stroke, as well as many neurologi-
cal disorders such as Alzheimer’s and Parkinson’s disease (1,
3, 8, 16, 17, 77). While the potentially damaging effect of
ROS has long been recognized (36), more recent findings
suggest that ROS and reactive nitrogen species (RNS) can
also serve as potent cellular messengers (25, 70, 84). This and
the clinical relevance of oxidative stress has led to the devel-
opment of numerous methods to monitor the effect of ROS
and RNS on biological molecules, such as lipids, nucleic
acids, and proteins (12, 31, 64, 65).

From all the possible oxidative modifications that occur in
proteins upon exposure of cells to ROS and RNS, oxidative
modifications of the thiol group in cysteines are clearly ex-
ceptional: in contrast to side chain carbonylation or backbone
fragmentation, which have primarily deleterious effects on
protein activity, oxidative thiol modifications such as disul-
fide bonds have actually found a use in other proteins to pro-
vide structural stability (9, 22, 90). Moreover, while many
other oxidative protein modifications are irreversible, most
thiol modifications that involve sulfur in low oxidation states,

such as disulfide bonds, mixed disulfides with glutathione
(glutathionylation), and sulfenic acids can be either directly
or indirectly reduced by the thioredoxin and glutathione/
glutaredoxin system and are therefore reversible in vivo (28,
32). This makes cysteine the amino acid of evolutionary
choice as “nano-switch” in an emerging group of redox-regu-
lated proteins including oxidative stress transcription factors
such as OxyR, RsrA, Yap1p, and p53 (54–56, 79, 99), molec-
ular chaperones such as Hsp33 (50), and metabolic enzymes
such as glyceraldehyde-3-phosphate dehydrogenase, FolE,
and MetE (21, 45, 57). What all these proteins have in com-
mon is the presence of redox-sensitive cysteines in their regu-
latory center or active site, which are oxidized upon a change
in the redox environment. Thiol oxidation usually changes the
conformation and most importantly the activity of these pro-
teins (11). The heat shock protein Hsp33 is a paradigm for
redox-regulated proteins (50). Its cysteine containing zinc
center is reduced under normal conditions. Under combined
oxidative and heat stress, however, the cysteines become
readily oxidized and Hsp33 forms a dimer that assumes the
chaperoning task of the DnaK system, which is inactive under
those conditions (93). When the redox environment returns to
pre-stress levels, Hsp33 gets reduced and inactivated (43).

Chemistry of thiols

Thiols are readily oxidized by oxidizing agents such as air
oxygen (10, 40). This is especially pronounced in the pres-
ence of metal catalysts. These reactions lead to a variety of
products including disulfide bonds, sulfenic, sulfinic, and
sulfonic acids (35, 51). Of those, only disulfide bonds and
sulfenic acids are reversible by means of thiol-mediated re-
duction reactions catalyzed by the thioredoxin and glutare-
doxin systems (81). Recently, sulfiredoxin, an ATP-depen-
dent enzyme that reduces sulfinic acids and is conserved in
higher eukaryotes including humans, has been discovered in
yeast (14). This enzyme, however, seems to be limited to the
reduction of overoxidized cysteines in members of the 2-Cys-
Peroxiredoxin family (94).

The reactive entities in thiol–disulfide exchange reactions
are the deprotonated thiolate anions (35, 51). Therefore, the
nature of the microenvironment greatly affects the pKa and
therefore the reactivity of the thiol. Steric factors as well as
the hydrophobic and electrostatic character of the environ-
ment influence the pKa of the thiol group (18). Protonation of
the thiol group dramatically decreases its reactivity. Thus, a
rapid shift to low pH can be used to quickly stop thiol–disul-
fide exchange reactions in experimental settings (98).

Thiolates are also nucleophiles and therefore easily alky-
lated by electrophiles (35, 51). A wide range of thiol reactive
agents are commercially available. They can be used to block
and label thiols with colored or fluorescent dyes, radioactive
labels, or immunodetectable antigens. Most commonly used
alkylation agents are derivatives of iodoacetamide (IAM) and
maleimides. While iodoacetamides undergo nucleophilic sub-
stitutions with the halogen as the leaving group, maleimides
undergo nucleophilic additions at the double bond (35). Both
reagents require the presence of the thiolate anion and are
fairly specific at neutral pH values. At higher pH, some side
reactions with other amino acids might occur (19, 52, 71).
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MONITORING THE CELLULAR
THIOL–DISULFIDE STATE

Over the past few years, several strategies have been de-
signed to gain insight into the global thiol–disulfide state of
the cell and especially of individual proteins. Obtaining a
snapshot of the in vivo thiol state provides the unique oppor-
tunity to analyze the complex network of redox reactions in
the cell. It is an excellent strategy to identify substrate pro-
teins of individual thiol–disulfide oxidoreductases and to dis-
cover novel redox-regulated proteins. Most importantly, it al-
lows the identification of proteins, whose thiol groups
become targets of reactive oxygen and nitrogen species,
which are present during numerous physiological and patho-
logical conditions.

Analysis of the GSH/GSSG level in vivo

Measurement of the glutathione system, the redox buffer
in the cytosol of most eu- and prokaryotic cells, can be used
to determine the overall “redox-potential” of the cell (85). In
its reduced form, glutathione (GSH) is a cysteine containing
tripeptide (�-Glu–Cys–Gly). Upon oxidation, an intermolec-
ular disulfide bond forms between two glutathione mole-
cules, yielding oxidized glutathione (GSSG). In the cyto-
plasm, the equilibrium is usually heavily shifted towards the
reduced form (e.g., in wild-type Escherichia coli GSH:
GSSG = 223:1) (5) and the steady state is maintained by the
NADPH-dependent glutathione reductase (20). The GSH:
GSSG ratio can be determined using chromatographic or
combined enzymatic/spectrophotometric methods that allow
the quantitative differentiation between oxidized and re-
duced glutathione (2). If the absolute concentrations of re-
duced and oxidized glutathione are known, the half cell po-
tential of the glutathione system can be calculated using the
Nernst equation:

E = E0 � RT · ln [GSH]2

nF [GSSG]

The ratio of reduced and oxidized glutathione and more
specifically the half cell potential provides a general
overview of the thiol disulfide redox state of the cell, which
changes dramatically upon oxidative insults or upon deficien-
cies in the cellular redox-balancing systems (5, 85).

Reporter proteins

To analyze the redox conditions of a specific cellular envi-
ronment, the activity of disulfide-dependent reporter proteins
such as alkaline phosphatase can be used (27). Alkaline phos-
phatase is a periplasmic E. coli protein that requires two
disulfide bonds for conformational stability and full enzy-
matic activity (89). The activity of alkaline phosphatase can
be easily tested in a colorimetric assay using p-nitro-
phenylphosphate (PNPP) as substrate (15). An engineered
variant of alkaline phosphatase (PhoA�2-22), which lacks its
targeting sequence, remains in the strongly reducing environ-
ment of the cytosol and is inactive. Only if the redox environ-
ment of the cytoplasm shifts to more oxidizing conditions,
PhoA�2-22 can acquire its disulfide bonds and gains enzy-

matic activity. This makes PhoA�2-22 an excellent probe to
screen for mutations that allow disulfide bond formation in
the cytoplasm in E. coli (27). In combination with genetic
studies, this approach has successfully been used to dissect
the roles of the major disulfide oxidoreductases in maintain-
ing the reducing character of the cytoplasm (78).

In a similar way, green and yellow fluorescent protein vari-
ants containing an engineered pair of redox active cysteines
have been used as fluorescent probes to monitor redox
changes in situ (74). These proteins change their emission
properties upon formation of an intramolecular disulfide
bond. This allows measurements of the redox potential of the
cytoplasm and mitochondria and its change in response to
membrane permeable reductants and oxidants (30, 41, 75).

Nonreducing/reducing 
“diagonal”  PAGE

While the GSH:GSSG ratio or the use of specific reporter
proteins gives an overview of the general redox conditions
within a biological system, no direct conclusions can be
drawn about the redox states of individual proteins in the cell.
Over the past few years, a number of different proteomic
methods have been developed that allow a global analysis of
the redox state of cellular proteins. One of these methods is
the nonreducing/reducing “diagonal” two-dimensional PAGE,
which was first developed to identify artificially disulfide-
crosslinked ribosomal proteins (88). Later this method was
used to analyze cotranslational disulfide bond formation and
folding of nascent protein chains in the endoplasmatic reticu-
lum of mammalian cells (66–68). It has only recently been
established to identify cytoplasmic proteins that undergo
disulfide bond formation upon exposure of cells to oxidative
stress (23).

In a nonreducing/reducing 2D PAGE experiment, as in all
experiments that investigate the in vivo thiol/disulfide state of
proteins, the first step involves the rapid blocking of all free
thiol groups to prevent unwanted thiol–disulfide exchange re-
actions. This is accomplished by the addition of membrane
permeable thiol trapping reagents such as N-ethyl maleimide
(NEM) or iodoacetamide (IAM) either to the intact cells
shortly before lysis or to the protein extract immediately after
cell lysis (98). The complex mixture of thiol-trapped proteins
is then separated in the first dimension on a regular SDS
PAGE using nonreducing SDS sample buffer. The lane con-
taining the separated proteins is excised from the gel, incu-
bated in reducing SDS-buffer and placed horizontally on the
second dimension gel. The proteins are then separated under
reducing SDS PAGE conditions (Fig. 1). After staining the
gel, three groups of proteins can be distinguished. The first
group includes all those proteins that do not contain any
disulfide bonds. These proteins form a perfect diagonal line,
because their migration behavior is identical in both dimen-
sions. The second group includes protein oligomers that are
covalently linked by an intermolecular disulfide bond. These
proteins are found below the diagonal line. They migrate in
the nonreducing SDS PAGE to a position corresponding to
their combined mass while in the reducing SDS PAGE, they
migrate according to their respective monomeric masses. The
third group of proteins that can be distinguished are those
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that form intramolecular disulfide bonds. These proteins are
found slightly above the diagonal line formed by the unmodi-
fied proteins. They migrate faster under nonreducing condi-
tions than under reducing conditions, presumably because
they form a more compact structure with their disulfide
bonds still intact. To identify the individual proteins, the pro-
tein spots are excised from the gel and analyzed using mass
spectrometry.

This method is a simple and direct approach that can be
performed with basic equipment found in most laboratories.
It is especially well suited to find interaction partners of spe-
cific proteins that are connected by intermolecular disulfide
bonds. The epitope tagged protein of interest is expressed in
cells and immunoprecipitated under nonreducing conditions.
The immunoprecipitate can then be resolved by nonreduc-
ing/reducing 2D PAGE and proteins that form disulfide
bonds with the bait protein will appear below the diagonal on
the gel. By using this approach, proteins that form disulfide
bonds with Hsp70 under oxidative stress conditions (23) as
well as substrate proteins of the disulfide-bond forming
periplasmic protein DsbA in E. coli have been identified (53).

Labeling of oxidatively modified thiols

Overview. A powerful technique to globally monitor the
thiol–disulfide state of proteins in vivo combines the selective
labeling of oxidized thiol groups in cellular proteins with pro-
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teomic analysis. It involves the blocking of all free thiols with
thiol-reactive reagents in the first step. In the second step, in
vivo modified thiol groups are reduced and subsequently la-
beled with a detectable thiol-reactive chemical (see Fig. 2 for
schematic overview). Depending on the specificity of the thiol-
reductant, this method can be used to get an overview of all re-
versible in vivo thiol modifications (57) or can be applied to
probe for distinct thiol modifications such as nitrosylations and
glutathionylations (49, 60). A number of thiol-selective chemi-
cals are available to label the newly reduced thiols. The differ-
entially labeled protein extract can then be separated on 1D or
2D PAGE and proteins are identified using mass spectrometric
analysis. Here we describe the individual steps that are in-
volved, and present an overview of commonly used reducing
agents and thiol-reactive reagents.

The first step: freezing the in vivo thiol–disulfide
status. To obtain an in vivo snapshot of the thiol state of
proteins, it is absolutely essential to prevent nonspecific air ox-
idation during sample preparation. Therefore, it is necessary to
block all free thiols rapidly upon cell lysis. One approach
to prevent nonspecific thiol–disulfide exchange reactions is to
block thiol groups while the proteins are still within the cells.
This can be achieved by adding a membrane-permeable thiol-
reactive reagent such as NEM and IAM to the cell culture (98).
Although both reagents react reasonably fast with accessible

FIG. 1. Nonreducing/reducing “diagonal” 2D PAGE. Proteins are separated in the first dimension in a nonreducing SDS
PAGE. The gel lane is excised from the gel, incubated in reducing Laemmli buffer and placed horizontally onto a reducing SDS
PAGE. In this second dimension, the proteins are now separated under reducing conditions. Proteins containing no disulfide
bonds (A) will migrate on a perfect diagonal line. Proteins, which are present as disulfide linked heterodimers (B–S–S–C) will
migrate below the diagonal line as two distinct protein species B and C. Disulfide linked homodimers (E–S–S–E) appear as a sin-
gle protein species E below the diagonal in the second dimension. Proteins that contain intramolecular disulfide bonds (D–SS or
F–SS) appear as defined protein spots D or F slightly above the diagonal line in the second dimension.
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free thiol groups, a block of free cysteines in the cell might
lead to a perturbation in the thiol–disulfide state, which could
trigger a physiological response. Additionally, buried thiol
groups might not be accessible for these reagents (24, 82). A
way to circumvent these problems is to first “acid trap” the
proteins and then block all free thiol groups with NEM and
IAM in a strongly denaturing buffer in vitro. In the “acid trap”,
trichloroacetic acid (TCA) is added to the growing cell culture.
This not only lyses the cells and denatures the proteins but
rapidly protonates all thiolates (59, 98). This significantly
slows all thiol–disulfide exchange reactions, which as outlined
above are strongly dependent on the presence of deprotonated
thiolate anions. Moreover, protons also rapidly access any thio-
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lates that are buried in the structure because of their small size
and because of the denaturing effect of the low pH conditions.
After pelleting the TCA precipitated proteins, the thiol-
blocking reagent is added in a highly concentrated denaturing
buffer. This shifts the pH into the neutral range and at the same
time keeps all free thiol groups accessible to the alkylating agent.

The second step: defining the specificity of the
method. The reduction step defines the nature of the thiol
modifications that will subsequently be detected. To detect all
reversible thiol modifications, unspecific reductants such as
dithiothreitol (DTT) or Tris(2-carboxyethyl)phosphine (TCEP)
can be used (57). This provides a “general overview” over all
reversible thiol modifications in vivo. To detect specific modi-
fications, specialized reductants need to be used. These include
ascorbic acid to reduce nitrosothiols (49), sodium arsenite to
reduce sulfenic acids (91), or glutaredoxins to reduce glu-
tathionylated cysteines (60).

The third step: visualizing the previously modi-
fied thiols. A wide variety of detectable thiol reactive
agents can be used to label the previously modified cysteines,
and the choice depends largely on the detection method that is
available. Biotin linked to a thiol reactive group such as IAM
or NEM can be used to immunopurify thiol modified proteins
using streptavidin columns (49, 60) or to detect the thiol modi-
fied proteins using Western blot analysis (61). Several thiol-
reactive fluorescent dyes have been used including mono-
bromobimane (97) and Cy5 maleimide (63). Alternatively,
radioactive derivatives of standard thiol reactive reagent such
as 14C-NEM and 14C-IAM can be used to specifically label in
vivo oxidized thiols (57).

The thiol-trapped proteins can then be separated either by
traditional 2D PAGE or, if the sample complexity is reason-
ably low, by standard 1D PAGE. The thiol-reactive reagent is
then used to detect proteins with oxidative thiol modifica-
tions. Proteins of interest can be identified from gels using
mass spectrometric techniques.

QUANTIFYING IN VIVO THIOL
MODIFICATIONS: THE DIFFERENTIAL

THIOL TRAPPING TECHNIQUE

In our lab, we have recently developed a differential thiol
trapping technique, which is to our knowledge the first quanti-
tative method to describe in vivo thiol modifications on a
global scale. In this method, nonmodified thiol groups are la-
beled with nonradioactive IAM while in vivo modified thiol
groups are labeled with radioactive 14C-IAM (57). This tech-
nique has several advantages over earlier fluorescent/immuno-
logical and diagonal PAGE approaches. With our method, all
modified proteins are chemically identical, regardless of their
original oxidation state in vivo. Thus, in vivo oxidized and re-
duced forms of the same protein migrate to the identical spot
in a 2D PAGE gel and the extent of thiol modification in a
given protein can be quantitatively expressed as the ratio of ra-
dioactivity to protein. This approach avoids problems of pI
and mass shifts, which are commonly found in fluorescent la-

FIG. 2. Labeling of oxidatively modified thiols–a schematic
overview. (A) A putative redox-regulated protein with three
cysteines exists under (left) control conditions in a fully re-
duced form. Under (right) oxidative conditions, however, two
of the cysteines form a disulfide bond. (B) In the blocking step,
all free cysteines are rapidly and irreversibly blocked under de-
naturing conditions using a thiol reactive chemical. (C) In the
reduction step, a reducing agent is added to the proteins. This
will not alter the (left) reduced protein, but will reduce the thiol
modification in the (right) oxidized protein, resulting in the
formation of two new thiol groups. (D) In the labeling step, a
thiol-specific chemical is added, which carries a detectable
label such as a fluorescent group, an immunoreactive group, or
a radioactive chemical. This will interact with the newly acces-
sible thiol groups, and specifically label all in vivo thiol modi-
fied proteins.
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beling approaches and which makes it nearly impossible to
find the corresponding nonlabeled protein (63, 96). Similarly,
labeling oxidized thiol groups with biotin allows for the affin-
ity-purification and subsequent identification of thiol modi-
fied proteins but eliminates the possibility to determine what
percentage of that protein is thiol modified in vivo. This
knowledge, however, is crucial to evaluate whether the ob-
served thiol modifications are physiologically relevant. 

The ratio approach

In the differential thiol trapping technique, all in vivo
thiol-reduced proteins are labeled with cold IAM, while the
thiol modified proteins are labeled with 14C-IAM. Once the
proteins are separated on 2D gels, the extent of oxidative
modification in each protein spot can be then expressed as the
ratio of radioactivity in the respective spot on the autoradi-
ographs and the protein on the stained 2D gel (Fig. 3). This
“ratio approach” is especially useful when the oxidation state
of proteins under different growth conditions is compared,
because any change in protein amount due to differential pro-
tein expression or proteolysis is being taken into account.
Therefore, this approach allows conclusions about changes in
the thiol status of proteins in vivo, even when gene expression
is altered. Additionally, the compatibility of IAM with mass
spectrometry facilitates protein identification by peptide
mass fingerprinting.
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The full picture: reversing the differential labeling

In the differential thiol trapping technique, a detectable
label is attached to in vivo oxidatively modified thiol
residues. This, however, provides only half of the information
that is necessary to describe what fraction of a protein is oxi-
dized in vivo. To visualize the reduced fraction of the protein
as well, a reversed trapping approach can be used, in which
only the free cysteines are radioactively labeled (57). This,
when performed in parallel to the “regular” trapping, pro-
vides a quantitative information about the ratio of reduced to
oxidized protein in the cell. This knowledge allows determi-
nation of the in vivo half cell potential of cysteines or cys-
teine pairs if the specific mechanism of action is known. We
estimated the in vivo half cell potential of the cysteine pair
C44–C49 in the enzyme lipoamide dehydrogenase Lpd,
whose mechanism of thiol–disulfide reactions is known (57).

APPLICATIONS

Snapshot of the cellular thiol state

Methods to monitor the thiol disulfide state of cellular
proteins in vivo provide the unique opportunity to obtain a
snapshot of the cellular redox state. Using the differential
thiol trapping method on exponentially growing E. coli cells,
we were able to divide the 100 most abundant proteins into

FIG. 3. Global quantification of in vivo thiol modifications. (A) False colored overlay of the Coomassie stained protein
image (green) and autoradiograph (red) of a 2D gel from aerobically grown E. coli protein extracts. Cells were harvested in mid
exponential phase and proteins were subjected to a differential thiol trapping method. This method involves the differential alky-
lation of in vivo reduced and oxidized thiols with nonradioactive and radioactive iodoacetamide, respectively. This leads to the
complete alkylation of all thiol groups in a protein, independently its original thiol status and guarantees the identical migration of
in vivo modified and unmodified proteins on a 2D gel. The color of a spot is a qualitative readout for the oxidation state of a pro-
tein. Proteins that appear green are reduced or do not contain cysteines, whereas proteins that appear red are highly oxidized.
Mass spectrometric identification revealed that the most abundant reduced proteins are located in the reducing cytoplasm or do
not contain cysteines, whereas most of the highly oxidized proteins are located in the oxidizing periplasm. (B, C) To quantify the
extent of oxidation in each individual spot, the relative amount of radioactivity and protein amount for each protein is quantified
and a ratio of radioactivity per protein is calculated. (For interpretation of the references to color in this figure legend, the reader
is referred to the web version of this article.)
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two groups: proteins that incorporated low amounts of ra-
dioactive iodoacetamide and were mostly reduced in vivo
(green spots in Fig. 3) and proteins that incorporated a sub-
stantial amount of 14C-radioactivity and were significantly
thiol modified in vivo (red spots in Fig. 3). Further analysis
revealed that all of the proteins with low 14C-activity to pro-
tein ratio were either localized in the cytoplasm or did not
contain cysteines at all. Most of the proteins that we identi-
fied to be significantly thiol modified in vivo, on the other
hand, were identified as periplasmic proteins, including some
with known structural disulfide bonds (57). The only excep-
tions were the two cytoplasmic proteins Lpd and AceF, which
are known to use disulfide bond formation during their cat-
alytic cycle. Lpd and AceF are two subunits of the pyruvate
dehydrogenase multienzyme complex, which links glycolysis
to the citric acid cycle. During the oxidative decarboxylation
of pyruvate, electrons are ultimately transferred to NAD+. This
electron transfer involves a disulfide transfer from Lpd to
lipoic acid, the prosthetic group of AceF (26, 73). Thus, our
method made it possible to see these enzymes “in action” (57).

Identification of substrates of oxidoreductases

Global methods to monitor the thiol–disulfide state of cel-
lular proteins are particularly suited to find substrate proteins
of oxidoreductases. A straightforward approach involves the
analysis of the in vivo redox state of proteins in cells deficient
for one particular oxidoreductase and its comparison to the
redox-state of proteins in wild-type cells. In this way, numer-
ous substrates of the periplasmic disulfide bond forming pro-
tein DsbA and of the major cytoplasmic disulfide reductase
Thioredoxin 1 in E. coli have been identified (57). Alterna-
tively, thioredoxin substrates in plants were discovered using
diagonal and standard 2-dimensional PAGE. Here, purified
thioredoxin was added to protein extracts to reduce all in vivo
oxidized thiol groups. The newly reduced cysteines were then
labeled with a fluorescent probe (97). A third approach that
can be used requires detailed knowledge about the
thiol–disulfide exchange mechanism of the oxidoreductase. It
involves the use of oxidoreductase variants and has been suc-
cessfully applied to identify substrate proteins of E. coli
DsbA and several thioredoxins in plants (7, 53, 69, 95). Mu-
tants of DsbA and thioredoxin were constructed that are still
able to attack the cysteines of their substrate proteins and
form intermolecular disulfide bonds. Due to their mutation,
however, they are unable to resolve this bond or are able to re-
solve this bond but only very slowly and stay attached to their
substrate proteins. The oxidoreductase can either be bound to
a column as bait for potential substrates in cell extract (7, 69,
95) or can be expressed in vivo and immunopurified in com-
plex with its substrates (53). To identify the substrate pro-
teins, the intermolecular disulfide bond is reduced. This
causes the dissociation of the substrate proteins, which can
then be identified by 2D PAGE and mass spectrometry.

Monitoring the redox state of proteins 
in response to ROS and RNS

With the increasing interest in redox regulation of pro-
tein function and the finding that reactive oxygen species
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(ROS) and nitrogen species (RNS) function as potent sec-
ond messengers (70, 84), it is not surprising that several
global methods have been developed to identify redox-
regulated proteins and proteins prone to oxidative damage.
Treatment of mammalian cells with oxidants has been
found to lead to the specific glutathionylation of a number
of proteins.  Some of these proteins have recently been
identified (60). To reduce and specifically label only in
vivo glutathionylated cysteine residues, cell extracts were
incubated with purified glutaredoxin. Then, all newly re-
duced proteins were labeled with biotin-linked NEM,
which allows for their purification using avidin–agarose
columns. The affinity purified proteins were then separated
on 2D PAGE and identified using mass spectrometry. In a
separate approach, incorporation of radioactive glutathione
was used to specifically label in vivo glutathionylated pro-
teins. Subsequent analysis of the labeled proteins on 2D
gels allowed the identification of glutathionylated proteins
in human T lymphocytes (34).

To identify S-nitrosylated proteins, a technique termed “bi-
otin switch method” was developed (48, 49). Here, ascorbic
acid is used as the specific reductant for nitrosothiols and bi-
otin is used for the labeling process. This method has been
used to identify S-nitrosylated proteins in neurons and plants
(48, 49, 61).

To gain a global overview of the general thiol–disulfide
status of E. coli proteins upon oxidative stress treatment, we
applied our differential thiol trapping technique to E. coli
cells exposed to a nonlethal dose of H2O2. We found that the
effects of H2O2 treatment on proteins were highly specific
and thiol modifications were only observed in a distinct sub-
set of proteins (57).

OUTLOOK

Thiol redox proteomics provides a global insight into the
oxidation state of cysteines in proteins and has been suc-
cessfully applied to identify target proteins of in vivo thiol
modification and substrate proteins of oxidoreductases. The
identification of proteins that change their oxidation state
upon a change in the redox environment of the cell is the
first step in understanding the complex connections be-
tween oxidative stress and disease, an area of research
where causes and symptoms are not always easily distin-
guished. The future challenge will be to use these methods
to identify possible small but potentially highly significant
changes in the thiol–disulfide status of proteins that are as-
sociated with diseases. This should aid in finding new diag-
nostic methods and in comprehending the mechanisms of
disease progression that will eventually lead to the develop-
ment of cures. 
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ABBREVIATIONS

2D, two dimensional; DTT, dithiothreitol; GSH, glu-
tathione (reduced); GSSG, glutathione (oxidized); IAM,
iodoactemide; NEM, N-ethylmaleimide; PAGE; polyacry-
lamide gel electrophoresis; PDI, protein disulfide isomerase;
RNS, reactive nitrogen species; ROS, reactive oxygen
species; SDS, sodium dodecyl sulfate; TCA, trichloroacetic
acid; TCEP, tris(2-carboxyethyl)phosphine.

REFERENCES

1. Alexandrova ML and Bochev PG. Oxidative stress during
the chronic phase after stroke. Free Radic Biol Med 39:
297–316, 2005.

2. Anderson ME. Determination of glutathione and glu-
tathione disulfide in biological samples. Methods Enzymol
113: 548–555, 1985.

3. Anderson RN and Smith BL. Deaths: leading causes for
2002. Natl Vital Stat Rep 53: 1–89, 2005. 

4. Arner ES and Holmgren A. Physiological functions of
thioredoxin and thioredoxin reductase. Eur J Biochem 267:
6102–6109, 2000.

5. Aslund F, Zheng M, Beckwith J, and Storz G. Regulation
of the OxyR transcription factor by hydrogen peroxide and
the cellular thiol–disulfide status. Proc Natl Acad Sci USA
96: 6161–6165, 1999.

6. Bader M, Muse W, Ballou DP, Gassner C, and Bardwell
JC. Oxidative protein folding is driven by the electron
transport system. Cell 98: 217–227, 1999.

7. Balmer Y, Koller A, del Val G, Manieri W, Schurmann P,
and Buchanan BB. Proteomics gives insight into the regu-
latory function of chloroplast thioredoxins. Proc Natl Acad
Sci USA 100: 370–375, 2003.

8. Bandyopadhyay D, Chattopadhyay A, Ghosh G, and Datta
AG. Oxidative stress-induced ischemic heart disease: pro-
tection by antioxidants. Curr Med Chem 11: 369–387, 2004.

9. Bardwell JC. Building bridges: disulphide bond formation
in the cell. Mol Microbiol 14: 199–205, 1994.

10. Bardwell JC, McGovern K, and Beckwith J. Identification
of a protein required for disulfide bond formation in vivo.
Cell 67: 581–589, 1991.

11. Barford D. The role of cysteine residues as redox-sensitive
regulatory switches. Curr Opin Struct Biol 14: 679–686,
2004.

12. Bartsch H and Nair J. Oxidative stress and lipid peroxida-
tion-derived DNA–lesions in inflammation driven carcino-
genesis. Cancer Detect Prev 28: 385–391, 2004.

13. Beinert H, Holm RH, and Munck E. Iron–sulfur clusters:
nature’s modular, multipurpose structures. Science 277:
653–659, 1997.

14. Biteau B, Labarre J, and Toledano MB. ATP-dependent re-
duction of cysteine-sulphinic acid by S. cerevisiae sul-
phiredoxin. Nature 425: 980–984, 2003.

15. Brickman E and Beckwith J. Analysis of the regulation of
Escherichia coli alkaline phosphatase synthesis using
deletions and phi80 transducing phages. J Mol Biol 96:
307–316, 1975.

770 LEICHERT AND JAKOB

16. Castellani R, Smith MA, Richey PL, and Perry G. Glycox-
idation and oxidative stress in Parkinson disease and dif-
fuse Lewy body disease. Brain Res 737: 195–200, 1996.

17. Cejas P, Casado E, Belda-Iniesta C, De Castro J, Espinosa
E, Redondo A, Sereno M, Garcia-Cabezas MA, Vara JA,
Dominguez-Caceres A, Perona R, and Gonzalez-Baron M.
Implications of oxidative stress and cell membrane lipid
peroxidation in human cancer (Spain). Cancer Causes
Control 15: 707–719, 2004.

18. Chivers PT, Prehoda KE, and Raines RT. The CXXC
motif: a rheostat in the active site. Biochemistry 36: 4061–
4066, 1997.

19. Chung DG and Lewis PN. Internal architecture of the core
nucleosome: fluorescence energy transfer studies at me-
thionine-84 of histone H4. Biochemistry 25: 5036–5042,
1986.

20. Conn EE and Vennesland B. Glutathione reductase of
wheat germ. J Biol Chem 192: 17–28, 1951.

21. Cotgreave IA, Gerdes R, Schuppe-Koistinen I, and Lind C.
S-glutathionylation of glyceraldehyde-3-phosphate dehy-
drogenase: role of thiol oxidation and catalysis by glutare-
doxin. Methods Enzymol 348: 175–182, 2002.

22. Creighton TE. Disulphide bonds and protein stability.
Bioessays 8: 57–63, 1988.

23. Cumming RC, Andon NL, Haynes PA, Park M, Fischer
WH, and Schubert D. Protein disulfide bond formation in
the cytoplasm during oxidative stress. J Biol Chem 279:
21749–21758, 2004.

24. Darby N and Creighton TE. Disulfide bonds in protein
folding and stability. Methods Mol Biol 40: 219–252,
1995.

25. Das DK, Maulik N, Sato M, and Ray PS. Reactive oxygen
species function as second messenger during ischemic pre-
conditioning of heart. Mol Cell Biochem 196: 59–67, 1999.

26. de Kok A, Hengeveld AF, Martin A, and Westphal AH. The
pyruvate dehydrogenase multi-enzyme complex from
Gram-negative bacteria. Biochim Biophys Acta 1385: 353–
366, 1998.

27. Derman AI, Prinz WA, Belin D, and Beckwith J. Mutations
that allow disulfide bond formation in the cytoplasm of
Escherichia coli. Science 262: 1744–1747, 1993.

28. Dickinson DA and Forman HJ. Glutathione in defense and
signaling: lessons from a small thiol. Ann N Y Acad Sci
973: 488–504, 2002.

29. Donald LJ, Crane BR, Anderson DH, and Duckworth HW.
The role of cysteine 206 in allosteric inhibition of Es-
cherichia coli citrate synthase. Studies by chemical modi-
fication, site-directed mutagenesis, and 19F NMR. J Biol
Chem 266: 20709–20713, 1991.

30. Dooley CT, Dore TM, Hanson GT, Jackson WC, Reming-
ton SJ, and Tsien RY. Imaging dynamic redox changes in
mammalian cells with green fluorescent protein indicators.
J Biol Chem 279: 22284–22293, 2004.

31. Evans MD, Dizdaroglu M, and Cooke MS. Oxidative DNA
damage and disease: induction, repair and significance.
Mutat Res 567: 1–61, 2004.

32. Fernandes AP and Holmgren A. Glutaredoxins: glutathione-
dependent redox enzymes with functions far beyond a sim-
ple thioredoxin backup system. Antioxid Redox Signal 6:
63–74, 2004.

14260c07.pgs  6/5/06  1:24 PM  Page 770



33. Frand AR and Kaiser CA. Ero1p oxidizes protein disulfide
isomerase in a pathway for disulfide bond formation in the
endoplasmic reticulum. Mol Cell 4: 469–477, 1999.

34. Fratelli M, Demol H, Puype M, Casagrande S, Eberini I,
Salmona M, Bonetto V, Mengozzi M, Duffieux F, Miclet
E, Bachi A, Vandekerckhove J, Gianazza E, and Ghezzi P.
Identification by redox proteomics of glutathionylated
proteins in oxidatively stressed human T lymphocytes.
Proc Natl Acad Sci USA 99: 3505–3510, 2002.

35. Friedman M. The Chemistry and Biochemistry of the
Sulfhydryl Group in Amino Acids, Peptides and Proteins.
Oxford, New York, Toronto, Sydney, Braunschweig: Perga-
mon Press, 1973.

36. Galli F, Piroddi M, Annetti C, Aisa C, Floridi E, and
Floridi A. Oxidative stress and reactive oxygen species.
Contrib Nephrol 149: 240–260, 2005.

37. Giles NM, Giles GI, and Jacob C. Multiple roles of cys-
teine in biocatalysis. Biochem Biophys Res Commun 300:
1–4, 2003.

38. Goldberger RF, Epstein CJ, and Anfinsen CB. Acceleration
of reactivation of reduced bovine pancreatic ribonuclease
by a microsomal system from rat liver. J Biol Chem 238:
628–635, 1963.

39. Gromer S, Urig S, and Becker K. The thioredoxin system-
from science to clinic. Med Res Rev 24: 40–89, 2004.

40. Haber E and Anfinsen CB. Regeneration of enzyme activ-
ity by air oxidation of reduced subtilisin-modified ribonu-
clease. J Biol Chem 236: 422–424, 1961.

41. Hanson GT, Aggeler R, Oglesbee D, Cannon M, Capaldi
RA, Tsien RY, and Remington SJ. Investigating mitochon-
drial redox potential with redox-sensitive green fluores-
cent protein indicators. J Biol Chem 279: 13044–13053,
2004.

42. Harman D. The free radical theory of aging. Antioxid
Redox Signal 5: 557–561, 2003.

43. Hoffmann JH, Linke K, Graf PC, Lilie H, and Jakob U.
Identification of a redox-regulated chaperone network.
EMBO J 23: 160–168, 2004.

44. Holmgren A. Thioredoxin. Annu Rev Biochem 54: 237–
271, 1985.

45. Hondorp ER and Matthews RG. Oxidative stress inacti-
vates cobalamin-independent methionine synthase (MetE)
in Escherichia coli. PLoS Biol 2: e336, 2004.

46. Huang LE, Zhang H, Bae SW, and Liu AY. Thiol reducing
reagents inhibit the heat shock response. Involvement of a
redox mechanism in the heat shock signal transduction
pathway. J Biol Chem 269: 30718–30725, 1994.

47. Jacquier-Sarlin MR and Polla BS. Dual regulation of heat-
shock transcription factor (HSF) activation and DNA-
binding activity by H2O2: role of thioredoxin. Biochem J
318: 187–193, 1996.

48. Jaffrey SR, Erdjument-Bromage H, Ferris CD, Tempst P,
and Snyder SH. Protein S-nitrosylation: a physiological
signal for neuronal nitric oxide. Nat Cell Biol 3: 193–197,
2001.

49. Jaffrey SR and Snyder SH. The biotin switch method for
the detection of S-nitrosylated proteins. Sci STKE 2001:
PL1, 2001.

50. Jakob U, Muse W, Eser M and Bardwell JC. Chaperone ac-
tivity with a redox switch. Cell 96: 341–352, 1999.

THIOL–DISULLFIDE STATE OF PROTEINS IN VIVO 771

51. Jocelyn PC. Biochemistry of the SH Group. London, New
York: Academic Press, 1972.

52. Jullien M and Garel JR. Fluorescent probe of ribonuclease
A conformation. Biochemistry 20: 7021–7026, 1981.

53. Kadokura H, Tian H, Zander T, Bardwell JC, and Beckwith
J. Snapshots of DsbA in action: detection of proteins in the
process of oxidative folding. Science 303: 534–537, 2004.

54. Kang JG, Paget MS, Seok YJ, Hahn MY, Bae JB, Hahn JS,
Kleanthous C, Buttner MJ, and Roe JH. RsrA, an anti-
sigma factor regulated by redox change. EMBO J 18:
4292–4298, 1999.

55. Kim SO, Merchant K, Nudelman R, Beyer WFJ, Keng T,
DeAngelo J, Hausladen A, and Stamler JS. OxyR: a mole-
cular code for redox-related signaling. Cell 109: 383–396,
2002.

56. Kuge S, Arita M, Murayama A, Maeta K, Izawa S, Inoue Y,
and Nomoto A. Regulation of the yeast Yap1p nuclear ex-
port signal is mediated by redox signal-induced reversible
disulfide bond formation. Mol Cell Biol 21: 6139–6150,
2001.

57. Leichert LI and Jakob U. Protein thiol modifications visu-
alized in vivo. PLoS Biol 2: e333, 2004.

58. Leichert LI, Scharf C, and Hecker M. Global characteriza-
tion of disulfide stress in Bacillus subtilis. J Bacteriol 185:
1967–1975, 2003.

59. Lin TY and Kim PS. Urea dependence of thiol–disulfide
equilibria in thioredoxin: confirmation of the linkage rela-
tionship and a sensitive assay for structure. Biochemistry
28: 5282–5287, 1989.

60. Lind C, Gerdes R, Hamnell Y, Schuppe-Koistinen I, von
Lowenhielm HB, Holmgren A, and Cotgreave IA. Identifi-
cation of S-glutathionylated cellular proteins during oxida-
tive stress and constitutive metabolism by affinity purifi-
cation and proteomic analysis. Arch Biochem Biophys 406:
229–240, 2002.

61. Lindermayr C, Saalbach G, and Durner J. Proteomic iden-
tification of S-nitrosylated proteins in Arabidopsis. Plant
Physiol 137: 921–930, 2005.

62. Linke K and Jakob U. Not every disulfide lasts forever:
disulfide bond formation as a redox switch. Antioxid
Redox Signal 5: 425–434, 2003.

63. Maeda K, Finnie C, and Svensson B. Cy5 maleimide label-
ing for sensitive detection of free thiols in native protein
extracts: identification of seed proteins targeted by barley
thioredoxin h isoforms. Biochem J 378: 497–507, 2004.

64. Marnett LJ. Oxyradicals and DNA damage. Carcinogene-
sis 21: 361–370, 2000.

65. Martinet W, de Meyer GR, Herman AG, and Kockx MM.
Reactive oxygen species induce RNA damage in human
atherosclerosis. Eur J Clin Invest 34: 323–327, 2004.

66. Molinari M and Helenius A. Glycoproteins form mixed
disulphides with oxidoreductases during folding in living
cells. Nature 402: 90–93, 1999.

67. Molinari M and Helenius A. Chaperone selection during
glycoprotein translocation into the endoplasmic reticulum.
Science 288: 331–333, 2000.

68. Molinari M and Helenius A. Analyzing cotranslational
protein folding and disulfide formation by diagonal so-
dium dodecyl sulfate-polyacrylamide gel electrophoresis.
Methods Enzymol 348: 35–42, 2002.

14260c07.pgs  6/5/06  1:24 PM  Page 771



69. Motohashi K, Kondoh A, Stumpp MT, and Hisabori T.
Comprehensive survey of proteins targeted by chloroplast
thioredoxin. Proc Natl Acad Sci USA 98: 11224–11229,
2001.

70. Murad F. Nitric oxide signaling: would you believe that a
simple free radical could be a second messenger, autacoid,
paracrine substance, neurotransmitter, and hormone? Re-
cent Prog Horm Res 53: 43–59; discussion 59–60, 1998.

71. Musci G and Berliner LJ. Intramolecular distance mea-
surements in alpha-lactalbumin. Biochemistry 25: 4887–
4891, 1986.

72. Nakamoto H and Bardwell JC. Catalysis of disulfide bond
formation and isomerization in the Escherichia coli
periplasm. Biochim Biophys Acta 1694: 111–119, 2004.

73. Nelson DL, Cox MM, and Lehninger AL. Lehninger Prin-
ciples of Biochemistry. New York: Worth Publishers, 2000.

74. Ostergaard H, Henriksen A, Hansen FG, and Winther JR.
Shedding light on disulfide bond formation: engineering a
redox switch in green fluorescent protein. EMBO J 20:
5853–5862, 2001.

75. Ostergaard H, Tachibana C ,and Winther JR. Monitoring
disulfide bond formation in the eukaryotic cytosol. J Cell
Biol 166: 337–345, 2004.

76. Pe’er I, Felder CE, Man O, Silman I, Sussman JL, and
Beckmann JS. Proteomic signatures: amino acid and
oligopeptide compositions differentiate among phyla. Pro-
teins 54: 20–40, 2004.

77. Perry G, Cash AD, and Smith MA. Alzheimer disease and
oxidative stress. J Biomed Biotechnol 2: 120–123, 2002.

78. Prinz WA, Aslund F, Holmgren A, and Beckwith J. The
role of the thioredoxin and glutaredoxin pathways in re-
ducing protein disulfide bonds in the Escherichia coli cy-
toplasm. J Biol Chem 272: 15661–15667, 1997.

79. Rainwater R, Parks D, Anderson ME, Tegtmeyer P, and
Mann K. Role of cysteine residues in regulation of p53
function. Mol Cell Biol 15: 3892–3903, 1995.

80. Riedel W and Maulik G. Fever: an integrated response of
the central nervous system to oxidative stress. Mol Cell
Biochem 196: 125–132, 1999.

81. Rietsch A and Beckwith J. The genetics of disulfide bond
metabolism. Annu Rev Genet 32: 163–184, 1998.

82. Riordan JF and Vallee BL. Reactions with N-ethyl-
maleimide and p-mercuribenzoate. Methods Enzymol 11:
541–548, 1967.

83. Ritz D and Beckwith J. Roles of thiol-redox pathways in
bacteria. Annu Rev Microbiol 55: 21–48, 2001.

84. Sauer H, Wartenberg M, and Hescheler J. Reactive oxy-
gen species as intracellular messengers during cell growth
and differentiation. Cell Physiol Biochem 11: 173–186,
2001.

85. Schafer FQ and Buettner GR. Redox environment of the
cell as viewed through the redox state of the glutathione
disulfide/glutathione couple. Free Radic Biol Med 30:
1191–1212, 2001.

86. Sevier CS, Cuozzo JW, Vala A, Aslund F, and Kaiser CA. A
flavoprotein oxidase defines a new endoplasmic reticulum

772 LEICHERT AND JAKOB

pathway for biosynthetic disulphide bond formation. Nat
Cell Biol 3: 874–882, 2001.

87. Shenton D and Grant CM. Protein S-thiolation targets gly-
colysis and protein synthesis in response to oxidative
stress in the yeast Saccharomyces cerevisiae. Biochem J
374: 513–519, 2003.

88. Sommer A and Traut RR. Diagonal polyacrylamide-
dodecyl sulfate gel electrophoresis for the identification of
ribosomal proteins crosslinked with methyl-4-mercaptobu-
tyrimidate. Proc Natl Acad Sci USA 71: 3946–3950, 1974.

89. Sone M, Kishigami S, Yoshihisa T, and Ito K. Roles of
disulfide bonds in bacterial alkaline phosphatase. J Biol
Chem 272: 6174–6178, 1997.

90. Stadtman ER. Protein oxidation in aging and age-related
diseases. Ann NY Acad Sci 928: 22–38, 2001.

91. Torchinskii IM. Sulfur in proteins. Oxford, New York:
Pergamon Press, 1981.

92. Wilkinson B and Gilbert HF. Protein disulfide isomerase.
Biochim Biophys Acta 1699: 35–44, 2004.

93. Winter J, Linke K, Jatzek A, and Jakob U. Severe oxidative
stress causes inactivation of DnaK and activation of the
redox-regulated chaperone Hsp33. Mol Cell 17: 381–392,
2005.

94. Woo HA, Jeong W, Chang TS, Park KJ, Park SJ, Yang JS,
and Rhee SG. Reduction of cysteine sulfinic acid by sul-
firedoxin is specific to 2-cys peroxiredoxins. J Biol Chem
280: 3125–3128, 2005.

95. Yamazaki D, Motohashi K, Kasama T, Hara Y, and Hisa-
bori T. Target proteins of the cytosolic thioredoxins in Ara-
bidopsis thaliana. Plant Cell Physiol 45: 18–27, 2004.

96. Yan JX, Devenish AT, Wait R, Stone T, Lewis S, and Fowler
S. Fluorescence two-dimensional difference gel elec-
trophoresis and mass spectrometry based proteomic analy-
sis of Escherichia coli. Proteomics 2: 1682–1698, 2002.

97. Yano H, Wong JH, Lee YM, Cho MJ, and Buchanan BB. A
strategy for the identification of proteins targeted by thiore-
doxin. Proc Natl Acad Sci USA 98: 4794–4799, 2001.

98. Zander T, Phadke ND, and Bardwell JC. Disulfide bond
catalysts in Escherichia coli. Methods Enzymol 290:
59–74, 1998.

99. Zheng M, Aslund F, and Storz G. Activation of the OxyR
transcription factor by reversible disulfide bond formation.
Science 279: 1718–1721, 1998.

Address reprint requests to:
Ursula Jakob

Department of Molecular, Cellular, and Developmental
Biology

University of Michigan
830 N. University

Ann Arbor, MI 48109–1048

E-mail: ujakob@umich.edu

Date of first submission to ARS Central, October 25, 2005;
date of acceptance, November 19, 2005.

14260c07.pgs  6/5/06  1:24 PM  Page 772



This article has been cited by:

1. Emanuela Balconi, Andrea Pennati, Danila Crobu, Vittorio Pandini, Raffaele Cerutti, Giuliana Zanetti, Alessandro Aliverti.
2009. The ferredoxin-NADP + reductase/ferredoxin electron transfer system of Plasmodium falciparum. FEBS Journal 276:14,
3825-3836. [CrossRef]

2. Valerie L.R.M. Verstraeten, Sandrine Caputo, Maurice A.M. van Steensel, Isabelle Duband-Goulet, Sophie Zinn-Justin, Miriam
Kamps, Helma J.H. Kuijpers, Cecilia Östlund, Howard J. Worman, Jacob J. Briedé, Caroline Le Dour, Carlo L.M. Marcelis,
Michel van Geel, Peter M. Steijlen, Arthur van den Wijngaard, Frans C.S. Ramaekers, Jos L.V. Broers. 2009. The R439C
mutation in LMNA causes lamin oligomerization and susceptibility to oxidative stress. Journal of Cellular and Molecular Medicine
13:5, 959-971. [CrossRef]

3. Nicolas Brandes , Sebastian Schmitt , Ursula Jakob . 2009. Thiol-Based Redox Switches in Eukaryotic ProteinsThiol-Based
Redox Switches in Eukaryotic Proteins. Antioxidants & Redox Signaling 11:5, 997-1014. [Abstract] [PDF] [PDF Plus]

4. Anna Rubartelli , Roberto Sitia . Stress as an Intercellular Signal: The Emergence of Stress-Associated Molecular Patterns
(SAMP)Stress as an Intercellular Signal: The Emergence of Stress-Associated Molecular Patterns (SAMP). Antioxidants & Redox
Signaling, ahead of print. [Abstract] [PDF] [PDF Plus]

5. Antonio Martínez-Ruiz, Santiago Lamas. 2009. Two decades of new concepts in nitric oxide signaling: From the discovery of a
gas messenger to the mediation of nonenzymatic posttranslational modifications. IUBMB Life 61:2, 91-98. [CrossRef]

6. R. E. Hansen, D. Roth, J. R. Winther. 2009. Quantifying the global cellular thiol-disulfide status. Proceedings of the National
Academy of Sciences 106:2, 422-427. [CrossRef]

7. Michael Hecker, Haike Antelmann, Knut Büttner, Jörg Bernhardt. 2009. Gel-based proteomics of Gram-positive bacteria: A
powerful tool to address physiological questions. PROTEOMICS 8:23-24, 4958-4975. [CrossRef]

8. Dr. Anna Rubartelli , Dr. Roberto Sitia . Stress as an intercellular signal: the emergence of stress associated molecular patterns
(SAMP)Stress as an intercellular signal: the emergence of stress associated molecular patterns (SAMP). Antioxidants & Redox
Signaling 0:ja. . [Abstract] [PDF] [PDF Plus]

9. Manuel Liebeke, Dierk-Christoph Pöther, Nguyen van Duy, Dirk Albrecht, Dörte Becher, Falko Hochgräfe, Michael Lalk,
Michael Hecker, Haike Antelmann. 2008. Depletion of thiol-containing proteins in response to quinones in Bacillus subtilis.
Molecular Microbiology 69:6, 1513-1529. [CrossRef]

10. Y. LI, H. CHOI, Z. ZHOU, L. NOLASCO, H. J. POWNALL, J. VOORBERG, J. L. MOAKE, J.-F. DONG. 2008. Covalent
regulation of ULVWF string formation and elongation on endothelial cells under flow conditions. Journal of Thrombosis and
Haemostasis 6:7, 1135-1143. [CrossRef]

11. Robert C. Speth, Vardan T. Karamyan. 2008. Brain angiotensin receptors and binding proteins. Naunyn-Schmiedeberg's Archives
of Pharmacology 377:4-6, 283-293. [CrossRef]

12. Amrita Kumar, Huixia Wu, Lauren S Collier-Hyams, Jason M Hansen, Tengguo Li, Kosj Yamoah, Zhen-Qiang Pan, Dean P
Jones, Andrew S Neish. 2007. Commensal bacteria modulate cullin-dependent signaling via generation of reactive oxygen species.
The EMBO Journal 26:21, 4457-4466. [CrossRef]

13. Anna–Riikka Karala , Lloyd W. Ruddock . 2007. Does S-Methyl Methanethiosulfonate Trap the Thiol–Disulfide State of
Proteins?Does S-Methyl Methanethiosulfonate Trap the Thiol–Disulfide State of Proteins?. Antioxidants & Redox Signaling 9:4,
527-531. [Abstract] [PDF] [PDF Plus]

14. Koreaki Ito . 2006. Redox Control of Protein Processing: From Electrons to CellsRedox Control of Protein Processing: From
Electrons to Cells. Antioxidants & Redox Signaling 8:5-6, 729-730. [Citation] [PDF] [PDF Plus]

http://dx.doi.org/10.1111/j.1742-4658.2009.07100.x
http://dx.doi.org/10.1111/j.1582-4934.2009.00690.x
http://dx.doi.org/10.1089/ars.2008.2285
http://www.liebertonline.com/doi/pdf/10.1089/ars.2008.2285
http://www.liebertonline.com/doi/pdfplus/10.1089/ars.2008.2285
http://dx.doi.org/10.1089/ars.2009.2377
http://www.liebertonline.com/doi/pdf/10.1089/ars.2009.2377
http://www.liebertonline.com/doi/pdfplus/10.1089/ars.2009.2377
http://dx.doi.org/10.1002/iub.144
http://dx.doi.org/10.1073/pnas.0812149106
http://dx.doi.org/10.1002/pmic.200800278
http://dx.doi.org/10.1089/ARS.2008.2377
http://www.liebertonline.com/doi/pdf/10.1089/ARS.2008.2377
http://www.liebertonline.com/doi/pdfplus/10.1089/ARS.2008.2377
http://dx.doi.org/10.1111/j.1365-2958.2008.06382.x
http://dx.doi.org/10.1111/j.1538-7836.2008.02991.x
http://dx.doi.org/10.1007/s00210-007-0238-7
http://dx.doi.org/10.1038/sj.emboj.7601867
http://dx.doi.org/10.1089/ars.2006.1473
http://www.liebertonline.com/doi/pdf/10.1089/ars.2006.1473
http://www.liebertonline.com/doi/pdfplus/10.1089/ars.2006.1473
http://dx.doi.org/10.1089/ars.2006.8.729
http://www.liebertonline.com/doi/pdf/10.1089/ars.2006.8.729
http://www.liebertonline.com/doi/pdfplus/10.1089/ars.2006.8.729

