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ABSTRACT Chromate is one of the major anthropogenic contaminants on Earth.
Leucobacter chromiiresistens is a highly chromate-resistant strain, tolerating chromate
concentrations in LB medium of up to 400 mM. In response to chromate stress, L.
chromiiresistens forms biofilms, which are held together via extracellular DNA. Inhibi-
tion of biofilm formation leads to drastically decreased chromate tolerance. More-
over, chromate is reduced intracellularly to the less-toxic Cr(III). The oxidation status
and localization of chromium in cell aggregates were analyzed by energy-dispersive
X-ray spectroscopy coupled to scanning transmission electron microscopy and X-ray
absorption spectroscopy measurements. Most of the heavy metal is localized as
Cr(III) at the cytoplasmic membrane. As a new cellular response to chromate stress,
we observed an increased production of the carotenoid lutein. Carotenoid produc-
tion could increase membrane stability and reduce the concentration of reactive ox-
ygen species. Bioinformatic analysis of the L. chromiiresistens genome revealed sev-
eral gene clusters that could enable heavy-metal resistance. The extreme chromate
tolerance and the unique set of resistance factors suggest the use of L. chromiire-
sistens as a new model organism to study microbial chromate resistance.

IMPORTANCE Chromate is a highly toxic oxyanion. Extensive industrial use and in-
adequate waste management has caused the toxic pollution of several field sites.
Understanding the chromate resistance mechanisms that enable organisms to thrive
under these conditions is fundamental to develop (micro)biological strategies and
applications aiming at bioremediation of contaminated soils or waters. Potential de-
toxifying microorganisms are often not sufficient in their resistance characteristics to
effectively perform, e.g., chromate reduction or biosorption. In this study, we de-
scribe the manifold strategies of L. chromiiresistens to establish an extremely high
level of chromate resistance. The multitude of mechanisms conferring it make this
organism suitable for consideration as a new model organism to study chromate re-
sistance.
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Hexavalent chromium is highly toxic and unfortunately is used intensely in different
industrial branches, including, but not limited to, steel manufacturing, wood

treatment, and leather tanning. Its industrial use is accompanied by rising anthropo-
genic chromium pollution in the last few decades (1). Contaminated groundwater and
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field sites are the consequences of inadequate waste management and emphasize the
need for efficient decontamination and remediation.

Chromate is cancerogenic and mutagenic (2, 3). These effects are at least to a large
extent caused by the formation of reactive oxygen species as side products of the
process of intracellular chromate reduction. Chromate is unspecifically reduced by a
variety of enzymes and can, due to its high redox potential, abiotically interact with
many intracellular reductants. This generates Cr(V) and Cr(IV) as reactive side products
that can interact with oxygen, leading to the formation of singlet oxygen, superoxide
anions, hydroxyl radicals, and hydrogen peroxide (4). Moreover, the reactive chromium
anions can form adducts with proteins and DNA, which inhibit the reactivity and lead,
together with the reactive oxygen species, to mutagenic effects (3, 5). The stable end
product of the reduction chain is Cr(III), which is insoluble and far less bioavailable than
Cr(VI) (6). Nevertheless, Cr(III) also binds unspecifically to DNA and proteins and can
lead to mutagenic effects.

Many microbes have developed an astonishing robustness toward heavy metals, like
chromium. The resistance strategies known to date are complex, and usually several
mechanisms are used simultaneously to achieve higher levels of resilience. Chromate is
imported via anion transporters, and sulfate importers especially seem to represent a
major import pathway due to the structural similarity of chromate and sulfate. Conse-
quently, the reduced expression of transporters employed for uptake of the metal is
one strategy to develop chromate tolerance (6). Moreover, the increased expression of
chromate exporters has been observed as a response to chromate stress, and the best
studied model transporter is the membrane potential-dependent chromate exporter
ChrA (6, 7). It has been emphasized before that the reduction process of Cr(VI) to Cr(III)
is accompanied by the formation of reactive oxygen species (3, 4). Therefore, a
frequently observed resistance mechanism is the controlled reduction of chromate (8),
since the unspecific reduction of chromate with enzymes catalyzing the transfer of only
one electron can be highly detrimental, as the enhanced formation of Cr(V) leads to a
higher concentration of reactive oxygen species. On the contrary, two electron-
transferring enzymes, like ChrR from Pseudomonas putida, lead to reduced formation of
Cr(V) and hence a decreased formation of reactive oxygen species (9–11). Interestingly,
microorganisms seem to respond to chromate stress also by the formation of biofilms.
The formation of a matrix consisting of different polymers and proteins around the cells
might limit the diffusion of the toxic element into the cell and could also act as an
unspecific biosorbent (12, 13). Of note, the reduction of chromate to insoluble Cr(III), as
well as the negatively charged surface of microbial cells acting as a biosorbent, could
be used for the detoxification of chromate contaminations.

Leucobacter chromiiresistens was chosen for a detailed analysis of biological chro-
mium detoxification pathways, with the hypothesis that the very high chromate
tolerance of the organism might be due to new resistance determinants (14). We
observed extracellular DNA-based biofilm formation and chromate reduction as re-
sponses to chromate exposure. Moreover, the organism produced increasing amounts
of carotenoids as a response to chromate stress, a potential resistance mechanism that
was not reported before. In a bioinformatics approach, we compared the genomes of
chromate-resistant Leucobacter strains and identified common Leucobacter but also L.
chromiiresistens-specific genes encoding proteins that could result in higher heavy-
metal tolerance.

RESULTS
Growth of L. chromiiresistens under chromate stress. Growth experiments in

K2CrO4-complemented LB medium were conducted to determine the maximum chro-
mate concentration that still allows for growth of L. chromiiresistens. Growth within the
chromate concentration range of 0 to 10 mM was determined via optical density at 600
nm (OD600) measurements, while growth under high K2CrO4 concentrations (up to 500
mM) was assessed by wet-mass determination after 24 h of growth. Growth in LB
medium supplemented with chromate was accompanied by the formation of cell
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flocks. Hence, it was not possible to use OD measurements to assess growth at
chromate concentrations higher than 10 mM. Although the wet cell mass after 24 h
was, if at all, positively affected by the addition of 10 mM chromate, the doubling time
increased from 80.5 min with 0 mM chromate to 127 min and 151 min with 5 and 10
mM chromate in the medium, respectively. Overall, L. chromiiresistens was capable of
sustaining growth at chromate concentrations of up to 400 mM in the medium (Fig. 1).

Importance of aggregate formation for growth under chromate stress. During
growth under chromate stress, cells of L. chromiiresistens exhibited clearly visible
aggregate formation (Fig. 2A and 3A). To investigate the nature of these aggregates,
experiments were carried out to further characterize the cellular status in the cell
clusters and the components of the biofilm matrix. A LIVE/DEAD stain indicated that the

FIG 1 Wet-mass determination of L. chromiiresistens cells grown in K2CrO4-supplemented LB medium.
Cells can grow in medium supplemented with chromate in concentrations of up to 400 mM. No growth
was detectable in medium supplemented with 500 mM chromate. Error bars represent the standard
deviation (SD) of the results from three independent replicates.

A B

FIG 2 Chromate stress-induced aggregate formation of L. chromiiresistens. (A) LIVE/DEAD stain of a representative aggregate.
Green, 4=,6-diamidino-2-phenylindole (DAPI) stain (all cells); red, propidium iodide stain (cells with collapsed membrane
potential). Shown are 4 different Z-levels of the aggregate. (B) EPS components of cellular aggregates of L. chromiiresistens cells
grown without (0 mM) and with (12 mM) K2CrO4. The quantity of each of the tested components increased as a response to
growth under chromate stress. All values were normalized to the initial amount of biomass (quantified as total cell protein)
that was used for EPS isolation. Error bars represent SD of the results from three independent replicates.
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cells within the aggregates were mainly viable, and only a few cells with damaged
membrane potentials could be detected (Fig. 2A). Component analysis of the extracel-
lular polymeric matrix generated by the L. chromiiresistens cells revealed that it con-
sisted of extracellular DNA (eDNA), carbohydrates, and proteins, common components
of biofilms and cellular aggregates (15). Enhanced production of extracellular polymeric
substances (EPS) was observed with ascending chromate concentrations during
growth. Cells grown with 12 mM K2CrO4 produced significantly greater amounts of all
EPS components than did cells grown in the absence of chromate (Fig. 2B). A detailed
analysis of the carbohydrate compounds revealed that only glucose and mannose were
present in the EPS fraction. The carbohydrate fraction of cells grown without chromate
consisted of 78.6% mannose and 21.4% glucose, while fractions of chromate-grown
cells were a higher mannose content of 86.7% and, consequently, a lower glucose
concentration of 13.3%.

Since eDNA is described as a structural component in biofilms (16), experiments
aimed at elucidating the importance of eDNA for the structural integrity of L. chromi-
iresistens aggregates were conducted. The addition of DNase I to aggregated cells of
chromate-grown L. chromiiresistens led to disintegration of the biofilm structures (Fig.
3A). The importance of aggregate formation to withstand chromate stress was dem-
onstrated through growth experiments with the addition of DNase. L. chromiiresistens
grown under chromate stress (10 mM K2CrO4) was not able to sustain growth if DNase
I was added to the medium, and the formation of aggregates was consequently
inhibited (Fig. 3B). Of note, the addition of DNase I had no impact on the growth of L.
chromiiresistens in a chromate-free medium, as well as for Escherichia coli cultures used
as control (data not shown).

Sequencing of the eDNA via 454 technology revealed that the sequence reads
mapped almost equally throughout the whole genome. A representative illustration of
the mapping reads is given for the 3.27-Mbp scaffold 00001 (GenBank accession no.
NZ_JH370377.1) (see Fig. S1 and Table S1 in the supplemental material). Based on this
mapping, the origin of extracellular DNA is likely cell lysis based, and no specific DNA
secretion seems to contribute to eDNA-based aggregate formation.

Localization and redox status of chromium within the L. chromiiresistens cells.
Energy-dispersive X-ray spectroscopy (EDS) was carried out to determine chromium
distribution in L. chromiiresistens cells and cell aggregates. The cells were grown in 100

A B

FIG 3 Key role of eDNA. (A) Phase-contrast micrograph (�1,000) prior to (top) and 10 min after (bottom) the addition of DNase I. The
addition of DNase I leads to a rapid disintegration of cellular aggregates. (B) Growth of L. chromiiresistens in the presence and absence
of DNase I. The graph shows the OD values at the start of the experiment (0 h) and after 24 h. The addition of DNase I (�DNase I)
did not affect the final OD achieved without chromate supplementation, while it severely impacted growth in the presence of 10 mM
chromate. Error bars represent SD of the results from three independent replicates.
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mM K2CrO4 and subjected to fixation and scanning transmission electron microscopy
(STEM)-EDS analyses. Of note, the cells were fixed with LR white resin (Agar Scientific,
Essex, UK) to reduce dehydration artifacts (Fig. 4). Chromium seems to be localized in
the membrane area, as it appears below the cell wall, which is characterized by its high
Ca2� content. In contrast, only minor signals were observed at the cell center and
between the cells, with the area between the cells being where the localization of EPS
material was expected. Chromium signals appeared as a rather sharp zone in contrast
to nitrogen signals (Fig. 4A). Hence, the analysis did not reveal a possible function of the
EPS material as a specific or nonspecific biosorbent. In contrast, it probably revealed the
intracellular accumulation of chromium. This is also corroborated by the quantitative
EDS-based elemental analysis that displayed chromium in close proximity to the outer
rim of the protoplast (Fig. 4B, spots 1, 4, and 6). Detailed EDS profiles showed a clear
distinction between Ca and Cr signals and revealed a noticeable cooccurrence of Cr
signals together with N, P, and O (Fig. S2).

Since a large amount of chromium was detected via EDS-STEM, further experiments
were conducted to identify the nature of the bound chromium species. Using X-ray

FIG 4 Chromium distribution in L. chromiiresistens extracellular matrix. (A) EDS images of chromate-grown cells. STEM overview (HAADF) and element
distribution. Cr, chromium; Ca, calcium; N, nitrogen; P, phosphorus; PCaCr, superimposition of P, Ca, and Cr signals. (B) Detailed element analysis of the
chromium dispersion. The spots are indicated on the left, and the corresponding atomic percentages of chromium are shown on the right. The black line
indicates the mean chromium content of all analyzed spots (1 to 11). (C) Determination of chromium oxidation status via XANES. The predominant chromium
species bound to cells was identified as Cr3�.
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absorption near-edge structure (XANES) spectroscopy, it was possible to determine that
the chromium in chromate-grown cells occurred almost exclusively as Cr(III) (Fig. 4C).
Cr(III) signals dominated in samples from whole cells as well as in the membrane and
cytoplasmic fraction.

Based on the findings from EDS and XANES analysis, extended X-ray absorption fine
structure (EXAFS) analysis was performed to identify the molecular environment and
binding details of the chromium-containing area. The best fit was acquired for a
molecular complex in which Cr(III) is bound to phosphate and guanine, a configuration
that could suggest interaction with DNA (Fig. S3).

Since all conducted analyses identified the chromium species associated with the
cells to be Cr(III), the question was raised whether a chromate reductase activity could
be identified within the cells. Previous reports by Morais and colleagues revealed that
L. chromiireducens and Leucobacter aridicollis reduce chromate during growth, and the
authors suggested that chromate reduction is a general feature of Leucobacter strains.
Nevertheless, the authors did not try to identify the localization of the chromate
reductase (8, 17). Cells of L. chromiiresistens that were grown in LB medium were
fractionated, and membrane and cytoplasmic pools were analyzed for a putative Cr(VI)
reduction activity. While membrane fractions did not show any chromate reductase
activity, cytoplasmic fractions reduced chromate with an activity of 7.3 nmol/min · mg
protein. Surprisingly, similar rates were detectable in the presence of NADH as well as
NADPH. Assays conducted with cell suspensions (OD, 8) that were grown in the
presence of 5 mM chromate corroborated the identification of a chromate reductase
activity, as a reduction rate of 1.9 �mol/liter · min was observed. Though, the chromate
reductase activity seems to be nonspecific because it was not induced by the presence
of chromate in the medium, as the chromate reduction rate of cells that were not
pregrown in chromate containing medium was 2 �mol/liter · min. Higher overall
reduction can be achieved by increasing cell density, as suspensions of chromate-
pregrown cells (5 mM) with an OD of 12 showed a reduction rate of 3.5 �mol/liter · min.

Although the membrane fraction did not contain detectable chromate reductase
activity, it was possible to macroscopically observe the color of the membranes
changing from slightly yellow to bright orange as a consequence of chromate concen-
tration in the medium during growth (Fig. S4). The putative pigment was extracted
from membranes via ether extraction and spectrophotometric analyses revealed ab-
sorption maxima at 418 nm, 445 nm, and 475 nm, almost perfectly matching the
absorption maxima of �-carotene (lutein) (18). Similar absorption maxima were ob-
served for a pigment in L. chromiireducens subsp. solipictus (413 nm, 436 nm, and 466
nm, respectively) and were thought to be light induced (19). Using the absorption
coefficient for lutein, we could quantify the carotenoid concentration per gram of
cellular wet mass, which increased �4-fold from 1.46 �M to 5.4 �M at 0 mM and 6 mM
chromate, respectively.

Bioinformatic analysis. Chromate resistance is a well-known feature within the
Leucobacter genus. At least 10 strains (e.g., L. chromiireducens, L. luti, L. alluvii, L.
aridicollis, L. salsicius, and L. chironomi) were described to be resistant to moderate
K2CrO4 concentrations of 3 to 20 mM (8, 17, 20, 21). In comparison, L. chromiiresistens
shows a considerably higher level of chromate resistance and is the only organism
known so far that tolerates these extreme Cr concentrations. Based on a comparison of
the already-available genome sequences of L. chromiiresistens JG31, L. salsicius M1-8T,
L. komagatae, L. celer subsp. astrifaciens, L. musarum subsp. musarum, and L. chironomi
DSM 19883, we tried to identify genetic elements that most likely (i) enable these
species to resist chromate stress and (ii) particularly allow L. chromiiresistens to thrive at
extreme chromate concentrations. The obtained results indicate a number of genes
that potentially confer chromate or at least heavy-metal resistance and that are
common in the tested organisms (i.e., arsenate reductase; lead, cadmium, zinc, and
mercury transporting ATPase; copper resistance proteins; and arsenical resistance
protein). An overview of possible relevant features is given in Table S2. The NCBI
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automated annotation pipeline or RAST annotation, revealed the presence of the chrA
gene encoding a chromate transporter that confers chromate resistance to E. coli and
Pseudomonas spp. (22, 23). Of all available Leucobacter species genomes at the time of
writing, chrA is present in the genomes of L. chromiiresistens JG 31, L. chironomi DSM
19883, L. musarum subsp. musarum CBX152, L. salsicius M1-8T, L. celer subsp. astrifaciens
CBX151. Additionally, genes potentially involved in mercury, copper, and cadmium
resistance were identified only in the genome of L. chromiiresistens (Table S2).

DISCUSSION

The aim of this study was to identify possible resistance strategies and mechanisms
enabling L. chromiiresistens to withstand extremely high chromate concentrations of up
to 400 mM. To the best of our knowledge, L. chromiiresistens is the organism with the
highest chromate tolerance described so far. Other extremely chromate-tolerant or-
ganisms can cope with concentrations of only up to 20 mM (L. celer), 40 mM (Pseu-
domonas corrugata), 60 mM (Lysinibacillus fusiformis ZC1), 92 mM (Bacillus sp. strain
ev3), and 200 mM (Arthrobacter sp. strain FB24) (24–28).

Based on the obtained results, we hypothesize that the extreme chromate tolerance
is a consequence of biofilm formation-based reduced import, chromate export via
ChrA, chromate reduction, and the detoxification of reactive oxygen species via en-
hanced carotenoid production.

The biofilm-based formation of a diffusion barrier is a mechanism that does not
seem to be chromate specific, as a similar mechanism enables, for instance, Pseudomo-
nas aeruginosa to thrive under immense detergent stress (29). Accordingly, it was
shown that biofilm production by E. coli cells hampers the penetration of metal ions
into deeper cell layers (1). Recently, a comparable behavior of chromate stress-induced
aggregation of P. aeruginosa cells was also reported (30). The fundamental importance
of aggregate formation for L. chromiiresistens was demonstrated by the severe growth
deficiency of cells that could not aggregate due to the addition of DNase (Fig. 3B). The
biofilm-based decreased chromate uptake might be assisted by the active export of
chromate, which is corroborated by the findings of from EDS and EXAFS analyses.
Several heavy-metal transport systems that could catalyze the export have been
identified in the genome of the organism. These systems include the well-characterized
ChrA chromate exporter.

Besides potentially reduced import and increased export, a chromate reductase
activity was detected in the cytoplasm of the organism. This activity could be the result
of an unspecific activity of one or more oxidoreductases that use NADH and/or NADPH
as a cofactor. Moreover, several genes encoding heavy-metal reductases have been
identified in the genome of the organism. So far, it is not clear whether these
reductases play a role under chromate stress and consequently show cross-reactivity
with chromate. The cytoplasmic localization of the chromate reductase in L. chromiire-
sistens is in line with results obtained for other Gram-positive organisms (Leucobacter
sp. strain KCH4, Bacillus firmus, Bacillus subtilis, and Bacillus sphaericus AND303) (31–34).
These studies also showed the chromate-reducing properties of cell extracts and
likewise no discrimination between NADH and NADPH.

Chromate reduction is typically accompanied with the production of reactive oxy-
gen species. The genome of L. chromiiresistens harbors several genes involved in
oxidative stress responses (i.e., superoxide dismutases), which could help lower the
concentration of reactive oxygen species (ROS) (3).

It seems likely that the observed increased production of membrane-bound caro-
tene (Fig. S4) is a cellular response to the oxidative stress accompanying intracellular
Cr(VI) reduction. All mechanisms involved in Cr(VI) reduction, whether enzymatic or not,
lead to the generation of ROS (6, 11). Thus, the observed increased production of
membrane-bound carotenes offers a reasonable strategy for the cells to reduce the
concentration of ROS. Interestingly, Gruszecki and Strzałka showed that carotenoids
increase the stability of lipid bilayer membranes and reduce their permeability for small
ions and molecular oxygen (35). Along this line, it was reported that chromate reduces
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the stability of biological membranes and increases their permeability (36). Moreover,
chromate was also detected within the cytoplasmic membrane of fungal spheroplasts,
and a reduction of Cr(VI) to Cr(III) was detectable within the membranes. Hence, high
concentrations of carotenoids in the cytoplasmic membrane might be a way to stabilize
the chromate-destabilized membranes, to reduce Cr(VI) directly, and thereby omit the
detour via ROS, and to reduce the unspecific import of the metal. Furthermore, a
reduced diffusion of oxygen as a result of biofilm formation and increased membrane
stability could also be a way to decrease the kinetics of ROS production. In this study,
a correlation of carotene content and chromate concentration was observed. Possibly,
this factor of higher carotene production is a major reason why L. chromiiresistens is
more tolerant to chromate than all other so-far-characterized strains.

Based on the findings reported here, it seems reasonable to consider L. chromiiresistens
a new model organism to study chromate tolerance and as a target organism for further
research on its use in bioremediation. Recently, L. chromiiresistens was used in an experi-
mental approach showing the distribution of a chromate-stressed coculture, with E. coli in
a microfluidic chip. In their work, the authors showed that L. chromiiresistens-facilitated
chromate reduction detoxified the rear end of a microfluidic chip and thus allowed
growth of E. coli, a very convincing example of an application for potential bioreme-
diation processes (37).

MATERIALS AND METHODS
Strain cultivation. All experiments were conducted with L. chromiiresistens type strain JG31 (DSM

22788) and Escherichia coli (14, 38). If not otherwise stated, lysogeny broth (LB) was used as growth
medium. Growth was carried out under oxic conditions at 37°C and pH 7.

Determination of cell mass. To determine the wet cell mass of L. chromiiresistens, cells were grown
aerobically in 500 ml LB medium containing 0, 10, 100, 200, 300, 400, 500, or 1,000 mM K2CrO4 at 37°C
for 48 h. A volume of 5 ml of these cultures was harvested (10 min, 9,000 � g) at the starting point (T0)
of the experiment and after 48 h. The cell pellets were weighted after 48 h, and the value at T0 was
subtracted.

Preparation of cellular fractions. LB-grown cells were harvested (9,000 � g) in exponential-growth
phase, washed twice, and resuspended in 20 mM HEPES (pH 7.5). Cell disruption was achieved via three
subsequent passages through a French press cell (Aminco; SLM Instruments, USA). Residual cells were
spun down by low-spin centrifugation (9,000 � g), and the cell lysate was separated by ultracentrifu-
gation (205,000 � g, 75 min). The cytoplasmic fraction was quickly separated from the pellet comprising
the cell membranes. The membranes were resuspended in 20 mM HEPES (pH 7.5) containing 10%
(wt/vol) glycerol.

Cr(VI) reduction assays. The decrease in the Cr(VI) concentration in cell suspensions was determined
by the diphenylcarbazide (DPC) method (39). Briefly, a 1-ml sample was mixed with 255 �l of a 2 M
Na2CO3 solution to stop further chromate reduction. The cells were spun down, and the supernatant was
transferred into a new tube containing 160 mg of pestled activated carbon-Al2O3 (1:1 [wt/wt]). The
sample was mixed by vortexing. Insoluble components were separated by centrifugation (9,000 � g, 5
min). The supernatant was filtered (0.22 �m), and 200 �l of this supernatant was mixed with 200 �l
detection reagent (1:1 mixture of 1% 1,5-diphenylcabazide in acetone and 2 M H2SO4 [vol/vol]). The
mixture was incubated for 15 min at room temperature (RT). The absorption values at � � 540 nm were
used to determine Cr(VI) concentrations by comparison to chromate standard solutions (K2CrO4).

Cell suspension assay. Cells were grown overnight in the presence or absence of 10 mM chromate
in LB medium at 37°C. Thereafter, the cells were harvested, washed (20 mM HEPES [pH 7.5]), and
resuspended in LB to an OD600 of 10. The assay was started by the addition of K2CrO4 at a final
concentration of 500 �M. Samples were taken every 30 min for 4 h, and Cr(VI) concentrations were
determined via the DPC method described above.

NADH/NADPH assay. To determine whether the chromate reductase is localized in the cytoplasm
or in the membrane and which cofactor, NADH or NADPH, is needed for the reaction, the membrane and
cytoplasmic fraction were tested with either one of the considered electron donors. The assay was
conducted in 10 mM HEPES (pH 7.5) containing 500 �M K2CrO4. The reaction was started by the addition
of NADH or NADPH to a final concentration of 200 �M. The assay was incubated at 37°C, and at certain
time points, a 1-ml sample was removed and the Cr(VI) concentration was determined. The assay was
conducted with cell extracts from cells that were either pregrown in LB with 10 mM K2CrO4 or without
Cr(VI) complementation. Protein concentrations were determined by the Bradford method using bovine
serum albumin as a standard (40).

Extraction of extracellular polymeric substances. EPS were extracted using a protocol adapted
from Evans and Linker (41). Five hundred milliliters of an overnight culture grown with (12 mM) and
without K2CrO4 was harvested. The cells were resuspended in 25 volumes of extraction buffer (0.9% NaCl
in 10 mM EDTA). The cell suspension was mixed for 20 min in an MM 400 swing mill at 11 Hz (Retsch
GmbH, Haan, Germany). Subsequently, the cell suspension was centrifuged for 45 min at 4°C and
25,000 � g. The supernatant was centrifuged again for another 2 h at 4°C and 25,000 � g. The
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supernatant was collected, and 3 volumes of 95% ethanol was added slowly while the mixture was
continuously stirred. The precipitated EPS was collected by centrifugation for 30 min at 4°C and 3,000 �
g. The precipitate was washed twice with 95% ethanol and once with 100% ethanol. Each washing step
was followed by a centrifugation at 4°C and 15,000 � g for 15 min. The pellet was dried overnight (O/N)
at room temperature and finally resuspended in 1 ml double-distilled water (ddH2O).

Determination of EPS. Glycosyl composition analysis was performed by combined gas
chromatography-mass spectrometry (GC/MS) of the per-O-trimethylsilyl (TMS) derivates of the
monosaccharide methyl glycosides produced from the sample by acidic methanolysis. Methyl
glycosides were first prepared from dry samples by methanolysis in 1 M HCl in methanol at 80°C (18
to 22 h), followed by re-N-acetylation with pyridine and acetic anhydride in methanol. The samples
were then per-O-trimethylsilyated by treatment with Tri-Sil at 80°C for 30 min (42, 43). GC/MS
analysis of the TMS methyl glycosides was performed on an HP 6890 GC interfaced to a 5975b mass
selective detector (MSD), using an All Tech EC-1 fused silica capillary column (30 m by 0.25 mm inner
diameter [i.d.]). Identification of carbohydrate components was carried out at the Complex Carbo-
hydrate Research Center (CCRC, Georgia, USA).

The protocol of Dubois et al. was used to determine the amount of carbohydrates in the EPS (44). Briefly,
200 �l of each sample was mixed with 5 �l of 80% phenol and 500 �l of 90% H2SO4 and incubated for 10
min at room temperature. Thereafter, the sample was shaken on a rotary shaker for another 30 min at 30°C
and 100 rpm. Standard solutions were prepared containing a mixture of carbohydrates corresponding to the
composition of the L. chromiiresistens EPS (80% mannose, 20% glucose, as determined by analysis at the
CCRC). Absorption was measured at a wavelength of � � 490 nm.

Extracellular DNA (eDNA) was quantified using Quant-iT double-stranded DNA (dsDNA) high-
sensitivity kit (Fisher Scientific, Schwerte, Germany), according to the manufacturer’s instructions. Pro-
teins were quantified using the Roti-Nanoquant kit (Carl Roth, Karlsruhe, Germany).

STEM-EDS. The transmission electron microscopy (TEM) investigation and X-ray energy dispersive
spectrometry (EDS) were performed with an FEI Tecnai Osiris microscope (Thermo Fisher Scientific, Inc.)
equipped with a ChemiSTEM EDS microanalyzer (200-kV extreme field emission gun [X-FEG] Super-X EDS
with 4- by 30-mm2 windowless silicon drift detector [SDD] diodes). The element distribution in samples
was obtained by EDS in bright-field (BF) and high-angle annular field (HAADF) scanning TEM modes
using the quantitative analysis ESPRIT (Bruker) software. Hypermaps with a complete spectrum stored for
each mapped point were acquired and processed to obtain the concentrations of elements in the
selected areas. Quantitative EDS analysis was carried out using the Cliff-Lorimer standardless method
with thickness correction. The background was calculated based on the sample composition. Elemental
concentrations in atomic % were derived from deconvoluted line intensities within a 95% confidence
level.

XANES/EXAFS spectrum collection. The micro-X-ray absorption spectroscopy (�-XAS) data were
collected at the beamline of the Synchrotron Radiation Laboratory for Environmental Studies (SUL-X) at
the synchrotron radiation source at ANKA in Karlsruhe. Cultures of L. chromiiresistens were grown with
10 mM K2CrO4. Preparation of cellular fractions was conducted as described above using 500 mM
phosphate-buffered saline (PBS) (pH 7.5) as a buffer. After preparation, the fractions (membrane and
cytoplasm) and whole cells were lyophilized. The lyophilized samples were compression molded (tablets)
and analyzed in this mode. For this work, the samples were mounted onto a Kapton tape and inserted
into the beam; the tape was oriented at an angle of 45° to the beam. A silicon (111) crystal pair with a
fixed-beam exit was used as a monochromator. The X-ray beam was aligned to an intermediate focus and
then collimated by slits located at the distance of the intermediate focus to about 100 by 100 �m and
subsequently focused with a Kirkpatrick-Baez mirror pair to about 50 by 50 �m at the sample position.

The �-XAS spectra at the Cr K edge were measured in fluorescence mode in energy steps of 5 eV in
the region from �150 to �50 eV relative to the absorption edge, of 2 eV in the region from �50 eV to
�20 eV, of 0.5 eV from �20 eV to �20 eV, and with a k step of 0.05 from �20 eV to �400 eV (about
k � 10). The intensity of the primary beam was measured by an ionization chamber. Fluorescence
intensities were collected with a 7-element Si(Li) solid-state detector with the energy window set to the
Cr K-� line. Data were dead time corrected, summed up for all seven channels, and divided by the input
intensity, which was measured in an ionization chamber prior to the sample analysis. The collected data
were processed by the Athena and Artemis software suite (45).

Bioinformatic analysis. Extracellular DNA was extracted as described above and sequenced using
GS FLX Titanium 454 technology (Roche). Mapping of the obtained reads was performed against the
draft genome sequence of L. chromiiresistens (GenBank accession number AGCW00000000) using CLC
Genomics Workbench (version 10.0.1; Qiagen, Hilden, Germany), according to the standard mapping
parameters of the program.

Potential resistance factors were identified based on RAST annotation done earlier (46). The respec-
tive gene sequences from the L. chromiiresistens genome were then used in a BLAST search against all
Leucobacter genomes available at the time of writing. Threshold values for identification were identity
scores of �70% and E values of �10�9 by using the Blast2GO suite (47).

Isolation of carotenoids. Cells of L. chromiiresistens were grown without and with 2, 4, and 6 mM
K2CrO4 for 24 h at 37°C, and cellular fractions were prepared as described above. Colored membrane
fractions of L. chromiiresistens were subjected to ether extraction. Therefore, membrane fractions were
resuspended in 1 ml HEPES buffer, followed by the addition of 1 ml diethyl ether. The sample was shaken
for 10 min, and the ether fraction containing the putative carotenoid was collected.
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