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Abstract A bacterial strain able to degrade dichlo-
romethane (DCM) as the sole carbon source was
isolated from a wastewater treatment plant receiving
domestic and pharmaceutical effluent. 16S rDNA
studies revealed the strain to be a Xanthobacter sp.
(strain TM1). The new isolated strain when grown
aerobically on DCM showed Luong type growth
kinetics, with i Of 0.094h™' and S, of
1,435 mg 17" Strain TM1 was able to degrade other
aromatic and aliphatic halogenated compounds, such
as halobenzoates, 2-chloroethanol and dichloroeth-
ane. The gene for DCM dehalogenase, which is the
key enzyme in DCM degradation, was amplified
through PCR reactions. Strain TM1 contains type A
DCM dehalogenase (dcmAa), while no product could
be obtained for type B dehalogense (dcmAb). The
sequence was compared against 12 dcmAa from other
DCM degrading strains and 98% or 99% similarity
was observed with all other previously isolated
DCM dehalogenase genes. This is the first time a
Xanthobacter sp. is reported to degrade DCM.

Introduction

Dichloromethane (DCM) is one of the most abundant
pollutants in waters and in the atmosphere, with a
yearly industrial production in the US of around
90 million tons (Ames et al. 2000). It is used as a
solvent in the production of chemicals, refrigerants
and as paint remover (Howard 1990). DCM is highly
toxic and has carcinogenic and mutagenic effects;
concentrations as low as 10 mg1~' can disturb
biological processes in human bodies (Trotsenko
and Doronina 2003). Furthermore, due to its very low
boiling point, it easily escapes into the atmosphere
where it destroys the ozone layer (Trotsenko and
Doronina 2003). Since it is very soluble in water, it is
a major pollutant in both wastewaters and communal
waters despite the efforts made to decreasing its
production (Line et al. 1997).

Bacterial strains able to mineralize DCM aerobi-
cally (Doronina et al. 1995; Janssen et al. 1991;
Nikolausz et al. 2005; Scholtz et al. 1988; Stucki
et al. 1981) and anaerobically (Migli et al. 1996)
have been isolated from soil or water contaminated
with DCM or from wastewater treatment plants
(WWTP). DCM degrading consortia have also been
isolated from estuarine water (Krausova et al. 2006).
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In the presence of reduced glutathione (GSH), these
bacteria convert DCM to the intermediate S-chlo-
romethylglutathione which is then supposedly
spontaneously converted to formaldehyde and GSH
(Evens et al. 2000). Formaldehyde is then further
degraded by formaldehyde dehydrogenase to formate,
a central metabolite of methylotrophic growth.

There are two known types of DCM dehalogen-
ases—group A dehalogenases, which yield low
catalytic activity and will upon induction by DCM
constitute about 20% and 50% of total suspended
protein for batch and chemostat cultures, respectively
(Gisi et al. 1998). Group B dehalogenases, which are
almost six times more active than group A dehalo-
genases (Vuilleumier and Leisinger 1996) and reach
significantly lower percentage of total suspended
protein, only 9% and 20% for batch and chemostat
cultures, respectively (Gisi et al. 1998). Most known
bacterial strains degrading DCM contain group A
dehalogenases and all show almost identical nucle-
otide sequences of the gene (Vuilleumier et al. 2001).
Only one bacterial strain containing type B dehalo-
genase, Methylophilus sp. DM11, has been isolated
(Scholtz et al. 1988), and dehalogenase from this
strain shows only about 56% similarity with type A
dehalogenases on a nucleotide sequence level (Bader
and Leisinger 1994). Despite the large difference
between the two types of dehalogenases, gene
hybridization studies suggest them to be related,
presenting subunits with equal molecular weight, and
both requiring GSH for dehalogenation (Scholtz et al.
1988).

In this study, a bacterium able to degrade DCM as
its sole source of carbon was isolated from a WWTP
receiving pharmaceutical and domestic effluent.
Growth properties of the strain and substrate meta-
bolic versatility were assessed and the dehalogenase
gene was sequenced and compared with other
existing dehalogenase gene sequences.

Materials and methods

Enrichment and isolation of DCM degrading
strain

Different sources of inoculum, including soil samples
collected at the vicinity of an industrial pharmaceu-
tical plant, activated sludge from a domestic WWTP

that also received pharmaceutical wastewater, and
activated sludge from a municipal WWTP receiving
domestic and industrial effluents, were used for the
enrichment of DCM degrading bacteria. Each type of
inoculum was well-mixed and added to independent
250 ml flasks containing minimal medium (MM)
(Freitas dos Santos and Livingston 1993). DCM was
added directly to sterilized MM and was allowed to
dissolve for at least 24 h before inoculation. The
flasks were placed on a rotary shaker (100 rpm) at
25°C. When there was indication of DCM degrada-
tion, which was detected by monitoring of chloride
release, diluted samples of the culture were plated
onto nutrient agar (NA) plates. Isolated strains
recovered from the NA plates were re-inoculated
into liquid MM containing DCM at a concentration of
50 mg 17" in flasks sealed with rubber stoppers faced
with a teflon layer to minimize adsorption losses.
When growth was observed, indicated by an increase
in the optical density and by chloride release, the
culture was plated onto NA plates to verify its purity.
One pure strain (TM1) able to degrade DCM as a sole
carbon source was isolated.

Identification of strain TM1

The 16S rRNA gene of strain TM1 was amplified
by PCR using the primer set f27-r1492 (Lane
1991), (30 cycles of 1 min at 92°C, 1 min at 55°C
and 1 min at 72°C) with Taqg DNA polymerase
(Promega, USA). The template DNA was obtained
by boiling washed cell suspension for 5 min in
50 pl sterile distilled water and using 2 pl of the
supernatant. The amplified fragments were cloned
into the pGEM T-Easy vector (Promega, USA) and
sequenced by STAB Vida, Portugal (Taq DyeDeoxy
Terminator Cycle Sequencing and Model 373A
gel apparatus, Applied Biosystems) using vector
primers.

Phylogenetic analysis

The sequences were aligned using the program
Greengenes according to DeSantis et al. (2006)
available at http://greengenes.lbl.gov/cgi-bin/nph-
NAST _align.cgi.

Phylogenetic analyses were performed using the
ARB program package (Ludwig et al. 2004) and a
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phylogenetic tree was constructed in ARB using the
neighbor joining method (Saitou and Nei 1987).

Growth kinetics of strain TM1 on DCM

Growth kinetics of strain TM1 at DCM concentra-
tions up to 1,500 mg 1~' were assessed in batch
reactors. Samples of strain TM1 from a pre-grown
inoculum were added to batch reactors containing
different DCM concentrations in MM. Samples were
periodically taken for determination of DCM, chlo-
ride and biomass concentrations. Experiments were
repeated at least three times. For each DCM concen-
tration, the average of the growth rates was
determined.

Metabolic versatility tests

The utilization of various chlorinated and fluorinated
compounds by strain TM1 was tested in 100 ml
serum flasks filled with MM to one-fourth of their
volume and inoculated with a TM1 culture pre-grown
on DCM. The compounds tested are listed in Table 1.

Each carbon source was supplied to a final
concentration of 50 mg 1~'. Samples were taken
during a 20-day period and analyzed for biomass
and for chloride or fluoride release. Tests were run in
duplicate.

Table 1 Utilization of various aromatic and aliphatic com-
pounds by strain TM1

Substrate Growth Halide release (%)
Chloroacetic acid + 100
Fluoroacetic acid - 0
Dichloroethane + 60
Dichloromethane + 100
Trichloroethylene — 0
2-Chloroethanol + 100
2-Fluorobenzoate + 80
3-Fluorobenzoate + 100
4-Fluorobenzoate + 51
2-Chlorobenzoate + 35
4-Chlorobenzoate + 52
4-Fluorophenol - 0
Fluorobenzene - 0
Methanol + N/A

Genetic analysis of gene dcmAa

To study the DCM delahlogenase gene (dcmAa) PCR
was performed using primer DMforout and DMre-
vout according to Vuilleumier et al. (2001). Template
DNA was obtained by harvesting strain TM1 during
exponential growth and using a genomic DNA
isolation kit (MoBio, USA). The amplified fragments
were sequenced by STAB Vida, Portugal (Taq
DyeDeoxy Terminator Cycle Sequencing and model
373 A gel apparatus, Applied Biosystems) using the
primers DMforout and DMrevout.

Analytical methods

The concentration of fluoride ion was measured with
a fluoride electrode as previously described (Carvalho
et al. 2002) and the concentration of chloride ion was
measured using a colorimetric method (Iwasaki et al.
1956). DCM was analyzed using Gas Chromatogra-
phy, for which 1 ml of liquid samples was added to a
2 ml vial containing 0.5 g of NaCl, which was
subsequently sealed tightly. Each sample was left to
equilibrate for 10 min and the gas phase injected into
a Varian CP 3800 equipped with CP-wasc 52 CB
capillary column (Chrompack International B.V., The
Netherlands) at a constant temperature of 50°C for
5 min. The OD was measured at 600 nm using a
spectrophotometer (Helios gamma, Unicam Instru-
ments, UK).

Reagents

All chemicals used were of analytical grade and were
obtained from Sigma-Aldrich Chemie (Germany) or
Merck (Germany).

Results
Enrichment of DCM degrading strains

Degradation of DCM was detected in the enrichment
reactor supplied with an inoculum derived from
activated sludge collected from the domestic WWTP
receiving pharmaceutical effluent. Strain TM1 was
isolated from the DCM degrading consortium and
was able to utilize DCM as a sole source of carbon
and energy. When plated, small yellow colonies



appeared and when analyzed under a light micro-
scope gram-negative rod shaped cells were seen.
Strain TM1 was classified by 16S rRNA gene
analysis and was affiliated with the Xanthobacter
sp. group. From BLAST searches and subsequent
phylogenetic analysis (Fig. 1), it became evident that
the rRNA sequence of TMI clusters with that of
Xanthobacter tegetidis (Acc. No X99469), which was
isolated from compost and is able to degrade
substituted thiophenes (Padden et al. 1997), and
those of an alpha proteobacteria, strain Z2A-6A (Acc.
No AJ224615) and an alpha proteobacteria, strain
Z4A-2 (Acc. No AJ224616), which are both thiosul-
phate oxidizing bacteria isolated form rice field soil
(Stubner et al. 1998). The partial 16S rDNA sequence
from TM1 has been submitted to the genebank with
the accession number EF626696. 16S sequences from
other DCM degrading strains were also included in
the phylogenetic tree (shown in bold) and, among
them, strain DM13 is the closest related to strain
TMI1. Strain DMI13 (Acc. No AF004845) is a
Methylorhabdus multivorans isolated in Switzerland

Fig. 1 Phylogenetic tree
constructed with 16S rRNA

on DCM-agar from an enrichment culture established
with DCM contaminated groundwater (Doronina
et al. 1995). Other distinct clusters observed for
DCM degraders are the Hyphomicrobium spp.,
including strain GJ21 (Acc. No AJ854108), KDM4
(Acc. No AJ854110), KDM2 (Acc. No AJ854109),
and DM1869 (Acc. No AJ854111). Strain DCMS5b
(Acc. No AF430123) and DCM7b (Acc. No
AF430125) are both Pseudomonas spp. and are,
together with strain DCM5a (Acc. No AF430124),
the furthest away from strain TM1 in the tree. These
three strains all belong to the class gamma proteo-
bacteria while the other DCM degraders present in
the tree belong to the class alpha proteobacteria.

Growth kinetics of strain TM1

TM1 growth kinetics was characterized using batch
cultures; a typical growth curve is shown in Fig. 2.
Stoichiometric liberation of chloride and decrease in
DCM concentrations were observed from the begin-
ning of the experiment, indicating complete
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Fig. 2 Growth of strain TM1 on 100 mg 1! DCM, showing
DCM concentration (@), DCM degraded based on chloride
release (+) and biomass measured as optical density at 600 nm
(O) over time are shown

dechlorination of the parent compound by strain
TMI1. A concomitant increment of biomass was
observed, no degradation occurred in non inoculated
controls and no growth occurred in medium without
the carbon source. The growth kinetics of strain TM1
on DCM is shown in Fig. 3. The mean of the standard
error obtained was 10% and is represented at the
different concentrations investigated with a 95%
interval confidence. An inhibitory effect with increas-
ing DCM concentrations was observed at
concentrations higher than 400 mg 1" (Fig. 3). Sev-
eral kinetic models, including Monod (1949),
Haldane-Andrews (Andrews 1968), Edwards (1970),
Luong (1987) and Wayman and Tseng (1976) were
tested to the describe growth rate pattern of strain
TM1. The Luong model, shown in Eq. 1, resulted in
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Fig. 3 Growth kinetics of strain TM1 on DCM. The solid line
shows Luong equation plotted with . = 0.094,
K,=52mgl™" and S, = 1,435 mg1~'. Growth rate (@)
represented with 95% confidence interval

the highest R* value (0.92) and was therefore chosen
to describe the degradation behavior of strain TM1
growing on DCM. Application of the models resulted
in the following kinetic parameters: maximum
growth rate ({max) = 0.094 h™', substrate saturation
constant (K) = 52 mg 17!, and maximum substrate
concentration above which growth is completely
inhibited (S,,) = 1,435 mg 17",

:umuxS S
= fmaxt Gy 2 1
s KS+S{ Sm} 1)

Metabolic versatility of strain TM1

Strain TM1 was tested for the ability to dehalo-
genate a range of chlorinated and fluorinated
organic compounds in batch cultures (Table 1).
Halogenated aromatic compounds were also
included in the test since their degradation would
require different types of degradation pathways.
Different substrates were added to TMI1 cultures
pre-grown on DCM. The strain was capable of
completely mineralizing DCM, chloroacetic acid, 2-
chloroethanol, and 3-fluorobenzoate and also
showed significant degradation activity towards
1,2-dichloroethane, 2-fluorobenzoate, 4-fluorobenzo-
ate, 2-chlorobenzoate, and 4-chlorobenzoate. The
strain did not show any activity for fluorobenzene,
4-fluorophenol or fluoroacetate.

DCM dehalogenase of strain TM1

In order to study the genes involved in DCM
degradation by strain TM1, the DCM dehalogenase
gene was amplified through PCR. Primers specific for
dcmAa genes were used in PCR experiments and a
product of approximately 1.5 kb was obtained. The
gene sequence has been submitted to the genebank
with the accession number EF626697. Primers spe-
cific for the type B dehalogenase (dcmAb) were also
tested but no PCR product was obtained, even when
lowering the annealing temperature or increasing the
MgCl, concentration. The results attained after
comparing the dcmAa gene sequence of strain TM1
with other demAa sequences available in literature are
shown in Table 2. The highest number of mismatches
between dcmAa from TM1 and sequences from other
bacteria was 14, coding 9 differences in amino acids.



Table 2 Comparison of gene sequences for gene dcmAa for strain TM1 and other DCM degrading strains

Gene accession no. Strain Base/amino acid Identity Strain references
differences (%)

AJ271133.1 (Vuilleumier Methylorhabdus multivorans DM13  3/1 99 Doronina et al. (1995)
et al. 2001)

AJ271137.1 (Vuilleumier Unidentified waste water sludge 715 99 Vuilleumier et al. (2001)
et al. 2001) bacterial sample S1

M32346.1 (La Roche and Methylobacterium sp. DM4 8/7 99 La Roche and Leisinger (1990)
Leisinger 1990)

AJ271131.1 (Vuilleumier Dichloromethane degrading 8/7 99 Schmid-Appert et al. (1997)
et al. 2001) bacterium DM1

AJ271138.1 (Vuilleumier Bacterial enrichment culture S3-El 9/7 99 Vuilleumier et al. (2001)
et al. 2001)

AJ854046 (Nikolausz et al.  Hyphomicrobium denitrificans 9/8 99 Nikolausz et al. (2005)
2005) DSM1869

AJ271132.1 (Vuilleumier Hyphomicrobium sp. DM2 9/8 99 Stucki et al. (1981)
et al. 2001)

AJ271136.1 (Vuilleumier Dichloromethane degrading culture 10/7 99 Zuber et al. (1997)
et al. 2001) LZ

AJ271135.1 (Vuilleumier Bacterial enrichment culture S2-E1  10/7 99 Vuilleumier et al. (2001)
et al. 2001)

AJ854044.1 (Nikolausz et al. Hyphomicrobium sp. KDM2 13/9 98 Nikolausz et al. (2005)
2005)

AJ854045.1 (Nikolausz et al. Hyphomicrobium sp. KDM4 13/9 98 Nikolausz et al. (2005)
2005)

AJ271134.1 (Vuilleumier Hyphomicrobium sp. GJ21 14/9 98 Ottengraf et al. (1986), Janssen

et al. 2001)

et al. (1991)

The lowest number of differences observed was only
three, coding one different amino acid.

Discussion

From a DCM degrading consortium enriched using
an inoculum collected from a WWTP receiving
pharmaceutical effluent containing that compound,
one bacterial strain able to utilize DCM as a sole
source of carbon and energy was isolated. Analysis of
the 16S rRNA gene in comparison with other
sequences in the GeneBank database revealed that
the organism was a Xanthobacter sp. The sequence
showed high similarity (99%) to the 16S rRNA gene
in strain X. tegetidis (Acc. No X99469). There are no
previous reports for DCM degradation by a Xanthob-
acter sp. However, this group of bacteria have been
reported to degrade other halogenated hydrocarbons,
such as 1,2-dichloroethane, 2-chloroethanol (Janssen
et al. 1985), and chloroacetic acid (Song et al. 2004).

A recent study (Torz et al. 2007) reports that
Xanthobacter autotrophicus strain GJ10, which is a
well known dichloroethane degrader, also degrades
several other halogenated C2 and C1 compounds,
such as dibromomethane, bromochloromethane and
1-bromo-2-chloroethane. In the same study DCM was
also tested as growth substrate for strain GJ10, and no
dehalogenation was detected; however, dibromo-
methane and dibromoethane were both partially
dehalogenated by strain GJ10.

The growth kinetics of strain TM1 was best
described by the Luong model, presenting a pi,.x of
0.094 h™'. This model has also been proposed for
describing the growth kinetics of bacterial strains
growing on other volatile organic compounds, such
as 1,2-dichloroethane (Ferreira Jorge and Livingston
1999) and fluorobenzene (Carvalho et al. 2005).
DCM was found to be inhibitory at concentrations
higher than 400 mg 1~'. Several volatile organic
compounds, such as toluene (Woldringh 1973),
chlorobenzene (Ferreira Jorge and Livingston



1999) and fluorobenzene (Carvalho et al. 2002),
have demonstrated a negative effect on cell growth
at similar concentrations. TM1 shows a maximum
growth rate similar to other DCM degrading strains,
such as Hyphomicrobium sp. DM2, which has a
Uimax Of 0.07 h™! (Stucki et al. 1981) and Methylo-
bacterium sp. strain DM4, which showed a p,,x of
0.09 h™' (Gilli and Leisinger 1985). Two other
DCM degrading Hyphomicrobium sp., strain KDM?2
and strain KDM4, were reported to have lower fax,
0.028 and 0.051 h™', respectively (Nikolausz et al.
2005). On the other hand, DCM degrading strain
DM11, a Methylobacterium sp. containing type B
DCM dehalogenase, was shown to have a signifi-
cantly higher gmax of 0.22 h™'. The type B enzyme
from strain DM11 was also reported to have much
higher specific activity (2.5-fold) than type A
enzymes, but it also constitutes a smaller portion
of total soluble enzymes inside the cells in compar-
ison with DCM dehalogenases type A (Scholtz et al.
1988). In another study it was shown that when
microbial cultures containing type A enzymes were
grown in continuous culture the level of expression
of the enzyme increased two to threefold in
comparison to when grown in batch conditions and
that the pun.x for strains increased significantly,
while for strain DMI11, which contains type B
enzyme, the same p,,x was obtained in batch and
continuous cultures. It was suggested that strain
DMI11 had been exposed to selective conditions so
to maximize its growth rate (Gisi et al. 1998).

Strain TM1 showed degradation activity towards
other aliphatic halogenated compounds, such as 1,2-
dichloroethane. DCM degrading strain DM2, a
Hyphomicrobium sp., was also reported to degrade
1,2-dichloroethane, while other chlorinated alkanes,
such as chloropropane, 1,1-dichloroethane, 1,4-
dichlorobutane, and dichloroacetic acid, exhibited an
inhibitory effect towards the enzyme DCM dehalo-
genase in that strain (Kohler-Staub and Leisinger
1985). Apart from several aliphatic compounds, strain
TM1 also demonstrated degradation activity toward
several aromatic halogenated compounds, such as
halobenzoates. Strain TM1 should contain a diverse
genetic set-up since it is able to degrade both aliphatic
and aromatic compounds.

Several Xanthobacter sp. have previously been
reported to degrade a range of aromatic compounds,
such as polycyclic aromatic hydrocarbons (Hirano

et al. 2004) and 1,4-dichlorobenzene (Spiess et al.
1995). A Xanthobacter sp. strain py2 containing an
alkene monooxygenase, which is closely related to
aromatic monooxygenases, oxidizes benzene, tolu-
ene, and phenol and completely mineralizes phenol
and catechol (Zhou et al. 1999).

The TM1 DCM dehalogenase gene was amplified
through PCR and was found to be a type A
dehalogenase. The dcmAa sequence from TM1 was
compared with 12 dcmAa sequences from the NCBI
databases belonging to other DCM degrading strains.
The dcmAa from TM1 was almost identical to all the
other existing sequences. The sequence displaying
more differences relative to strain TM1 was that of
strain GJ21, a Hyphomicrobium sp. isolated in The
Netherlands (Ottengraf et al. 1986; Janssen et al.
1991), showing 14 base differences encoding nine
amino acid differences (Table 2). The strain with the
most similar demAa to TM1 was strain DM13, which
has three different nucleotides and only one amino
acid difference on a protein level (Table 2). DM13
was also the strain that clustered closest with strain
TM1 in the phylogenetic tree (Fig. 1). A large portion
of the differences in nucleotide sequences yielded
differences in amino acid sequences, i.e., few synon-
ymous changes (changes that does not result in
translation of a different amino acid) were observed
at the third, wobble position of the codon, which was
also noted previously in other reports (Vuilleumier
et al. 2001). In a few cases, different DCM utilizing
strains contain completely identical DCM dehalo-
genase genes, such as strain DM 1, which has not been
well characterized, and strain DM4, which is a
Methylobacterium; strains DSM1869 and DM2,
which are both Hyphomicrobium sp. (Vuilleumier
et al. 2001), and strains KDM2 and KDM4, which are
also both Hyphomicrobium sp. (Nikolausz et al.
2005). Very conserved gene sequences have been
observed for other known dehalogenases. For 1,2-
dichloroethane degrading strains, several different
bacteria contain identical haloalkane dehalogenases
(van den Wijngaard et al. 1992). Triazine dehalo-
genases from different bacteria show very high gene
sequence similarity (De Souza et al. 1998), and the
1,2-dibromoethane degrading organism Mycobacte-
rium sp. strain GPl contains a haloalkane
dehalogenase gene (dhlAy) that is almost identical to
dhaA genes found in several other species (Poelar-
ends et al. 2000).



There are more examples of much conserved
sequences for dehalogenases and it has been sug-
gested that there are few possibilities for different
degradation pathways for these compounds in nature,
and therefore horizontal transfer of the genes actually
occur faster than development of new pathways. In
fact, dehalogenases often contain insertion fragments
and they are often found on plasmids, which are both
indications of horizontal gene transfer (Janssen et al.
2005). A further development of this work includes
the investigation into whether the gene dcmAa is
strain TM1 is situated on the genome or on a plasmid.

Conclusions

Bacterial strain TMI, the first Xanthobacter sp.
reported to degrade DCM, was isolated from a
WWTP. The strain showed growth properties similar
to other existing DCM degraders and, although the
strain is a Xanthobacter sp., the DCM dehalogenase
gene was almost identical to other DCM dehalogen-
ase genes belonging to either Hyphomicrobium sp. or
Methylobacterium sp. Furthermore, strain TMI1
shows promising degradation activity towards several
other halogenated compounds, both aliphatic and
aromatic.

Acknowledgements This work was supported in part by the
European Community’s Human Potential Programme under
contract HP-RTH-CT-2002-00213 (BIOSAP). R. Ferreira
Jorge would like to thank financial support from Fundacdo
para a Ciéncia e Tecnologia (SFRH/BPD/18716/2004).

References

Ames R, Brown J, Wand Y (2000) Public health goals form
dichloromethane in drinking water. Office of Environ-
mental  Health  Hazard  Assessment, California
Environmental Protection Agency—Pesticide and Envi-
ronmental Toxicology Section

Andrews JF (1968) A mathematical model for the continuous
culture of microorganisms utilizing inhibitory substrates.
Biotechnol Bioeng 10:707-723. doi:10.1002/bit.2601
00602

Bader R, Leisinger T (1994) Isolation and characterization of
the Methylophilus sp. strain DMI11 gene encoding
dichloromethane dehalogenase/glutathione S-transferase.
J Bacteriol 176:3466-3473

Carvalho MF, Alves CC, Ferreira MI, De Marco P, Castro
PML (2002) Isolation and initial characterization of bac-
terial consortia able to mineralize fluorobenzene. Appl

Environ Microbiol 68:102-105. doi:10.1128/AEM.68.1.
102-105.2002

Carvalho MF, Ferreira Jorge R, Pacheco CC, De Marco P,
Castro PM (2005) Isolation and properties of a pure
bacterial strain capable of fluorobenzene degradation as
sole carbon and energy source. Environ Microbiol 7:294—
298

DeSantis TZ, Hugenholtz P, Keller K, Brodie EL, Larsen N,
Piceno YM et al (2006) NAST: a multiple sequence
alignment server for comparative analysis of 16S rRNA
genes. Nucleic Acids Res 34:W394-W399. doi:10.1093/
nar/gkl244

De Souza M, Seffernick J, Martinez B, Sadowsky MJ, Wackett
LP (1998) The atrazine catabolism genes atzABC are
widespread and highly conserved. J Bacteriol 180:1951—
1954

Doronina NV, Braus-Stromeyer SA, Leisinger T, Trotsenko
YA (1995) Isolation and characterization of a new fac-
ultative methylothrophic bacterium: description of
Methylorhabdus multivorans gen. nov., sp. nov. Syst Appl
Microbiol 18:92-98

Edwards VH (1970) The influence of high substrate concen-
tration on microbial kinetics. Biotechnol Bioeng 12:679—
712. doi:10.1002/bit.260120504

Evens GJ, Ferguson GP, Booth IR, Vuilleumier S (2000)
Growth inhibition of Escherichia coli by dichloromethane
dehalogense/glutathione S-transferase. Microbiology 146:
2967-2975

Ferreira Jorge RM, Livingston AG (1999) Novel method for
characterisation of microbial growth kinetics on volatile
organic compounds. Appl Microbiol Biotechnol 52:174—
178. doi:10.1007/s002530051505

Freitas dos Santos LM, Livingston AG (1993) A novel biore-
actor system for the destruction of volatile organic
compounds. Appl Microbiol Biotechnol 40:151-157. doi:
10.1007/BF00170444

Gilli D, Leisinger T (1985) Specialized bacterial strains for the
removal of dichloromethane from industrial waste. Con-
serv Recycl 8:91-100. doi: 10.1016/0361-3658(85)90028-1

Gisi D, Willi L, Traber H, Leisinger T, Vuilleumier S (1998)
Effects of bacterial host and dichloromethane dehalo-
genase on the competitiveness of methyltrophic bacteria
growing with dichloromethane. Appl Environ Microbiol
64:1194-1202

Hirano S, Kitauchi F, Haruki M, Imanaka T, Morikawa M,
Kanaya S (2004) Isolation and characterization of Xant-
hobacter polyaromaticivorans sp. no. 127W that degrades
polycyclic and heterocyclic aromatic compounds under
extremely low oxygen conditions. Biosci Biotechnol
Biochem 68:557-564. doi:10.1271/bbb.68.557

Howard PH (1990) Handbook of environmental fate of expo-
sure data for organic chemicals, vol 2. Lewis Publishers
Inc, Chelsea, MI, pp 176-183

Iwasaki I, Utsumi S, Hagino K, Ozawa T (1956) A new spec-
trophotometric method for the determination of small
amounts of chloride using the mercury thiocyanate method.
J Chem Soc Jpn 29:860-864. doi:10.1246/bcsj.29.860

Janssen DB, Scheper A, Dijkenhizen L, Witholt B (1985)
Degradation of halogenated aliphatic compounds by
Xanthobacter autotrophicus GJ10. Appl Environ Micro-
biol 49:673-677


http://dx.doi.org/10.1002/bit.260100602
http://dx.doi.org/10.1002/bit.260100602
http://dx.doi.org/10.1128/AEM.68.1.102-105.2002
http://dx.doi.org/10.1128/AEM.68.1.102-105.2002
http://dx.doi.org/10.1093/nar/gkl244
http://dx.doi.org/10.1093/nar/gkl244
http://dx.doi.org/10.1002/bit.260120504
http://dx.doi.org/10.1007/s002530051505
http://dx.doi.org/10.1007/BF00170444
http://dx.doi.org/10.1016/0361-3658(85)90028-1
http://dx.doi.org/10.1271/bbb.68.557
http://dx.doi.org/10.1246/bcsj.29.860

Janssen DB, van den Wijngaard AJ, van der Waarde JJ, Old-
enhuis R (1991) Biochemistry and kinetics of aerobic
degradation of chlorinated aliphatic hydrocarbons. In:
Hinchee RE, Olfenbuttel RF (eds) On-site bioreclamation.
Butterworth-Heinmann, Boston, pp 92-112

Janssen DB, Dinkla 1J, Poelarends GJ, Terpstra P (2005)
Bacterial degradation of xenobiotic compounds: evolution
and distribution of novel enzyme activities. Environ
Microbiol 7:1868-1882. doi:10.1111/5.1462-2920.2005.
00966.x

Kohler-Staub D, Leisinger T (1985) Dichloromethane dehalo-
genase of Hyphomicrobium sp. strain DM2. J Bacteriol
162:676-678

Krausova VI, Robb FT, Gonzailez JM (2006) Biodegradation of
dichloromethane in an estuarine environment. Hydrobio-
logia 559:77-83. doi:10.1007/s10750-004-0571-5

Lane DJ (1991) 16S/23S rRNA sequencing. In: Stackebrandt
E, Goodfellow M (eds) Nucleic acid techniques in bac-
terial systematics. Wiley, Chichester, pp 115-175

La Roche SD, Leisinger T (1990) Sequence analysis and
expression of the bacterial dichloromethane dehalogenase
structural gene, a member of the glutathione S-transferase
supergene family. J Bacteriol 172:164-171

Line DE, Wu J, Arnold JA, Jennings GD, Rubin AR (1997)
Water quality of first flush runoff from 20 industrial sites.
Water Environ Res 69:305-310. doi:10.2175/1061430
97X125489

Ludwig W, Strunk O, Westram R, Richter L, Meier H,
Yadhukumar , Buchner A, Lai T, Steppi S, Jobb G, For-
ster W, Brettske I, Gerber S, Ginhart AW, Gross O,
Grumann S, Hermann S, Jost R, Konig A, Liss T, Lii3-
mann R, May M, Nonhoff B, Reichel B, Strehlow R,
Stamatakis AP, Stuckmann N, Vilbig A, Lenke M, Lud-
wig T, Bode A, Schleifer K-H (2004) ARB: a software
environment for sequence data. Nucleic Acids Res
32:1363-1371. doi:10.1093/nar/gkh293

Luong JHT (1987) Generalization of Monod kinetics for
analysis of growth data with substrate inhibition. Bio-
technol Bioeng 29:242-248. doi:10.1002/bit.260290215

Migli A, Wendt M, Leisinger T (1996) Isolation and charac-
terization of Dehalobacterium formicoaceticum gen nov.
sp. no., a strictly anaerobic bacterium utilizing dichloro-
methane as source of carbon and energy. Arch Microbiol
166:101-108. doi:10.1007/s002030050362

Monod J (1949) The growth of bacterial cultures. Annu Rev
Microbiol 3:371-394. doi:10.1146/annurev.mi.03.100149.
002103

Nikolausz M, Kappelmeyer U, Nijenhuis I, Ziller K, Kédstner M
(2005) Molecular characterization of dichloromethane-
degrading Hyphomicrobium strain using rDNA and DCM
dehalogenase gene sequences. Syst Appl Microbiol
28:582-587. doi:10.1016/j.syapm.2005.03.011

Ottengraf SPP, Meesters JJP, van den Oever AHC, Rozema HR
(1986) Biological elimination of volatile xenobiotic
compounds in biofilters. Bioprocess Eng 1:61-69. doi:
10.1007/BF00387497

Padden AN, Rainey FA, Kelly DP, Wood AP (1997) Xant-
hobacter tagetidis sp. nov., an organism associated with
Tagetes species and able to grow on substituted thio-
phenes. Int J Syst Bacteriol 47:394-401

Poelarends GJ, Kulakov LA, Larkin MJ, Vlieg JET, Jansson
DB (2000) Roles of horizontal gene transfer and gene
integration in evolution of 1,3-dichloropropene- and 1,2-
dibromoethane-degradative  pathways. J  Bacteriol
182:2191-2199. doi:10.1128/JB.182.8.2191-2199.2000

Saitou N, Nei M (1987) The neighbor-joining method: a new
method for reconstructing phylogenetic trees. Mol Biol
Evol 4:406-425

Schmid-Appert M, Zoller K, Traber H, Vuilleumier S, Lei-
singer T (1997) Association of newly discovered IS
elements with the dichloromethane utilization genes of
methylotrophic bacteria. Microbiology 143:2557-2567

Scholtz R, Wackett LP, Egli C, Cook AM, Leisinger T (1988)
Dichloromethane dehalogenase with improved catalytic
activity isolated from a fast growing dichloromethane-
utilizing bacterium. J Bacteriol 170:5698-5704

Song J-S, Lee D-H, Lee K, Kim CK (2004) Genetic organi-
zation of the dhlA gene encoding 1,2-dichloroethane
dechlorinase from Xanthobacter flavus UE15. J Microbiol
42:188-193

Spiess E, Sommer C, Gorisch H (1995) Degradation of 1,4-
dichlorobenzene by Xanthobacter flavus 14pl. Appl
Environ Microbiol 61:3884-3888

Stubner S, Wind T, Conrad R (1998) Sulfur oxidation in rice
field soil: activity, enumeration, isolation and character-
ization of thiosulphate-oxidizing bacteria. Syst Appl
Microbiol 21:569-578

Stucki G, Gilli R, Ebersold HR, Leisinger T (1981) Dehalo-
genation of dichloromethane by cell extracts of
Hyphomicrobium DM2. Arch Microbiol 130:366-371. doi:
10.1007/BF00414602

Torz M, Wietzes P, Beschkov V, Janssen DB (2007) Metab-
olism of mono-and dihalogenated C1 and C2 compounds
by Xanthobacter autotrophicus growing on 1,2-dichloro-
ethane. Biodegradation 18:145-157. doi:10.1007/s10532-
006-9050-1

Trotsenko YA, Doronina NV (2003) The biology of methylo-
bacteria  capable of degrading  halomethanes.
Microbiology 72:121-131. doi:10.1023/A:1023218326
407

van den Wijngaard AJ, van den Kamp KWHJ, van der Ploeg J,
Pries F, Kazemier B, Janssen DB (1992) Degradation of
1,2-dichloroethane by Ancylobacter aquaticus and other
facultative methylotrophs. Appl Environ Microbiol
58:976-983

Vuilleumier S, Leisinger T (1996) Protein engineering
studies of dichloromethane dehalogenase/glutathione S-
transferase from Methylophilus sp. strain DM11. Ser12
but not Tyr6 is required for enzyme activity. Eur J
Biochem 239:410-417. doi:10.1111/5.1432-1033.1996.
0410u.x

Vuilleumier S, Ivos N, Dean M, Leisinger T (2001) Sequence
variation in dichloromethane dehalogenase/glutathione S-
transferases. Microbiology 147:611-619

Wayman M, Tseng MC (1976) Inhibition threshold substrate
concentrations. Biotechnol Bioeng 18:383-387. doi:
10.1002/bit.260180308

Woldringh CL (1973) Effects of toluene and phenethyl alcohol
on the ultrastructure of Escherichia coli. J Bacteriol
114:1359-1361


http://dx.doi.org/10.1111/j.1462-2920.2005.00966.x
http://dx.doi.org/10.1111/j.1462-2920.2005.00966.x
http://dx.doi.org/10.1007/s10750-004-0571-5
http://dx.doi.org/10.2175/106143097X125489
http://dx.doi.org/10.2175/106143097X125489
http://dx.doi.org/10.1093/nar/gkh293
http://dx.doi.org/10.1002/bit.260290215
http://dx.doi.org/10.1007/s002030050362
http://dx.doi.org/10.1146/annurev.mi.03.100149.002103
http://dx.doi.org/10.1146/annurev.mi.03.100149.002103
http://dx.doi.org/10.1016/j.syapm.2005.03.011
http://dx.doi.org/10.1007/BF00387497
http://dx.doi.org/10.1128/JB.182.8.2191-2199.2000
http://dx.doi.org/10.1007/BF00414602
http://dx.doi.org/10.1007/s10532-006-9050-1
http://dx.doi.org/10.1007/s10532-006-9050-1
http://dx.doi.org/10.1023/A:1023218326407
http://dx.doi.org/10.1023/A:1023218326407
http://dx.doi.org/10.1111/j.1432-1033.1996.0410u.x
http://dx.doi.org/10.1111/j.1432-1033.1996.0410u.x
http://dx.doi.org/10.1002/bit.260180308

Zhou N-Y, Jenkins A, Chan Kwo Chion CKN, Leak DJ (1999) Zuber L, Dunn 1J, Deshusses MA (1997) Comparative scale-up

The alkene monooxygenase from Xanthobacter strain Py2 and cost estimation of a biological trickling filter and a
is closely related to aromatic monooxygenases and cata- three-phase airlift bioreactor for the removal of methylene
lyzes aromatic monohydroxylation of benzene, toluene, chloride from polluted air. J Air Waste Manag Assoc

and phenol. Appl Environ Microbiol 65:1589-1595 47:969-975



	Isolation of a Xanthobacter sp. degrading dichloromethane and characterization of the gene involved in the degradation
	Abstract
	Introduction
	Materials and methods
	Enrichment and isolation of DCM degrading strain
	Identification of strain TM1
	Phylogenetic analysis
	Growth kinetics of strain TM1 on DCM
	Metabolic versatility tests
	Genetic analysis of gene dcmAa
	Analytical methods
	Reagents

	Results
	Enrichment of DCM degrading strains
	Growth kinetics of strain TM1
	Metabolic versatility of strain TM1
	DCM dehalogenase of strain TM1

	Discussion
	Conclusions
	Acknowledgements
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (None)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (ISO Coated v2 300% \050ECI\051)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Perceptual
  /DetectBlends true
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /SyntheticBoldness 1.00
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 524288
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveEPSInfo true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts false
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 150
  /ColorImageDepth -1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /ColorImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 150
  /GrayImageDepth -1
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputCondition ()
  /PDFXRegistryName (http://www.color.org?)
  /PDFXTrapped /False

  /Description <<
    /ENU <>
    /DEU <>
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [5952.756 8418.897]
>> setpagedevice


