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Biodegradation of glycerol using bacterial isolates from soil
under aerobic conditions

KERISHA RAGHUNANDAN, SIPHESIHLE MCHUNU, ASHWANI KUMAR,
KUTTANPILLAI SANTHOSH KUMAR, ALGASAN GOVENDER, KUGEN PERMAUL
and SUREN SINGH

Enzyme Technology Group, Department of Biotechnology and Food Technology, Faculty of Applied Sciences, Durban University
of Technology, Durban, South Africa

Glycerol, a non-biodegradable by-product during biodiesel production is a major concern to the emerging biodiesel industry. Many
microbes in natural environments have the ability to utilize glycerol as a sole carbon and energy source. The focus of this study was to
screen for microorganisms from soil, capable of glycerol utilization and its conversion to value added products such as ethanol and
1,3-propanediol (1,3-PDO). Twelve bacterial isolates were screened for glycerol utilization ability in shake flask fermentations using
M9 media supplemented with analytical grade glycerol (30 g/L) at various pH values (6, 7 and 8) and temperatures (30◦C, 35◦C and
40◦C). Among these, six bacterial isolates (SM1, SM3, SM4, SM5, SM7 and SM8) with high glycerol degradation efficiency (>80%)
were selected for further analysis. Highest level of 1,3-PDO production (15 g/L) was observed with isolate SM7 at pH 7 and 30◦C,
while superior ethanol production (14 g/L) was achieved by isolate SM9 at pH 8 and 35◦C, at a glycerol concentration of 30 g/L. The
selected strains were further evaluated for their bioconversion efficiency at elevated glycerol concentrations (50–110 g/L). Maximum
1,3-PDO production (46 g/L and 35 g/L) was achieved at a glycerol concentration of 70 g/L by isolates SM4 and SM7 respectively,
with high glycerol degradation efficiency (>90). Three isolates (SM4, SM5 and SM7) also showed greater glycerol tolerance (up to
110 g/L). The isolates SM4 and SM7 were identified as Klebsiella pneumoniae and SM5 as Enterobacter aerogenes by 16S rDNA
analysis. These novel isolates with greater glycerol tolerance could be used for the biodegradation of glycerol waste generated from
the biodiesel industry into value-added commercial products.

Keywords: Glycerol dehydratase (GD), 16S rDNA, 1,3-propanediol, (1,3-PDO), ethanol.

Introduction

Biodiesel is an alternative fuel that is chemically produced
by reacting a vegetable oil or animal fat with an alcohol
(methanol or ethanol) in the presence of an alkali cata-
lyst. Despite the rapid development and commercialization
of biodiesel, there are several key challenges that must be
addressed. One such challenge is the production of glyc-
erol as a co-product of biodiesel production during trans-
esterification and esterification of vegetable oil, which will
result in the accumulation of massive quantities of glycerol
into the market in the near future.[1,2] In biodiesel produc-
tion processes, about 10% of crude glycerol is liberated and
most of the unutilized glycerol is discharged as waste into
the environment.[3] This warrants the urgent need to de-
velop novel methods to utilize the waste glycerol as a raw
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material for the production of economically value-added
products. Utilization of glycerol as a feedstock for other
commercial applications will also enhance the economic
viability and sustainability of the biodiesel industry.

Several microorganisms capable of growing anaerobi-
cally and utilize glycerol as a sole carbon and energy source
have been previously reported.[4–6] Studies have also in-
dicted the potential of these isolates to covert glycerol to
value added products such as 1,3-PDO in micro-aerobic
conditions.[4,7–9] This include strains such as Klebsiella
pneumoniae, Klebsiella oxytoca, Klebsiella aerogenes, Enter-
obacter agglomerans, Enterobacter aerogenes, Citrobacter
freundii, Lactobacillus reuteri, Lactobacillus buchnerii, Lac-
tobacillus collinoides, Pelobacter carbinolicus, and Rautella
planticola.[4,7,8]

Glycerol is a highly reduced carbon source and the-
oretically has higher product yield than glucose for the
production of chemicals of a reduced nature.[3,10] Being a
simple molecule, glycerol can be easily taken up into the
microbial cell by facilitated diffusion and get converted to
different metabolic intermediates (1,3-propanediol, succi-
nate, dihydroxyacetone, propionic acid and pigments) and
biofuels (ethanol and butanol) using various metabolic
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pathways.[4] During bioconversion process, glycerol is de-
hydrogenated to dihydroxyacetone, and can be converted
to pyruvate. In another pathway, reductive glycerol con-
version involves a vitamin B12-mediated dehydration to 3-
hydroxypropionaldehyde and a reduction of the aldehyde
to 1,3-PDO.[7] The fate of pyruvate is different in different
bacteria strains.[11]

In enterobacterial fermentation, acetic acid is formed
from acetyl-CoA, yielding extra ATP as well as ethanol,
although in sugar fermentation, pyruvate can also be
condensed to acetolactate to give acetoin and 2,3-
butanediol. Recently, production of 1,3-PDO has emerged
as a commodity chemical as it can be utilized as an
essential monomer to synthesize a new type of polyester
polytrimethylene terephthalate (PTT), which is an im-
portant constituent in polymers, cosmetics, lubricants,
medicines and foods.[5,12] PTT is mainly used for carpet
and textile fiber production.[13] Clostridium butyricum
and Klebsiella pneumoniae, are best known organisms for
producing 1,3-PDO and both can achieve high yields and
productivities.[7,14] It is estimated that 105 tons of 1,3-PDO
are produced annually, primarily by chemical processes,[15]

which requires high temperature, high pressure and
expensive catalysts resulting in the discharge of toxic
intermediate compounds.[16,17]

Unlike the chemical conversion of glycerol into value-
added products, bioconversion could provide an efficient
solution for the sustainable management of glycerol, which
would be beneficial to improve the economics of biodiesel
industries.[18] Recent studies have proven that the most ef-
ficient way of isolating bacteria is from waste sample it-
self or from environmental samples such as nutrient-rich
soils capable of converting wastes.[19] Therefore, this study
was aimed at isolating bacteria from soil, capable of uti-
lizing pure glycerol as the sole carbon and energy source
to produce value-added compounds such as ethanol and
1,3-propanediol.

Materials and methods

Isolation of glycerol-degrading bacteria

Soil samples were collected from the Durban Botanical
Gardens, Durban, South Africa and inoculated (5% inocu-
lum) into 250-mL Erlenmeyer flasks containing M9 media
and incubated at 37◦C with shaking (180 rpm) for 48 h.
M9 media containing pure glycerol as a sole carbon source
and comprised of (per L) commercial glycerol (30 g, 99.0%
analytical grade, Sigma), NH4Cl (1 g), KH2PO4 (3 g),
Na2HPO4 (6 g), NaCl (1 mM), MgSO4 (0.1 mM) and CaCl2
(0.1 mM). The pH of the medium was adjusted with 1 M
NaOH or 1 M HCl.[20] Batch fermentations were carried
out in 250-mL Erlenmeyer flasks (100 mL of M9 media)
under different pH conditions (6, 7 and 8) and at different
temperatures (30◦C, 35◦C and 40◦C) for 48 h. Following in-
cubation, inoculum from flasks showing growth was plated

onto M9 agar plates containing 1% analytical glycerol. Pos-
itive isolates were characterized by morphological features
and Gram staining. Pure isolates were preserved or main-
tained on M9 media containing glycerol at 4◦C.

Glycerol utilization and its bioconversion

Isolates were further screened for glycerol utilization and
bioconversion efficiency by re-inoculating into M9 media
containing glycerol. The isolates were further grown on M9
media shake flasks with increased glycerol concentrations
(50–70 g/L). These flasks were then incubated at 37◦C for
5 days shaking at 180 rpm. The isolates that showed high
glycerol utilization were inoculated onto fresh M9 medium
with elevated concentrations of glycerol (90–110 g/L) and
analyzed for breakdown products.

Quantification of 1,3-propanediol and ethanol by HPLC

Glycerol, 1,3-PDO, and ethanol were measured by HPLC
(Merck-Hitachi Lachrom, Dallas, TX, USA) equipped
with a Refractive Index Detector. Separation was per-
formed on a Hi-Plex H Fast Acid Column (100 × 7.7 mm,
Polymer labs, Shropshire, UK) using 0.01 M sulphuric acid
as mobile phase with a flow rate of 0.5 mL min−1 and col-
umn temperature of 55◦C. Pure standards were purchased
from Sigma (St. Louis, MO, USA) and samples were fil-
tered through a 0.2 µM polyethersulfone membrane prior
to analysis.[21]

16S rDNA partial sequencing and genetic analysis
of selected isolates

Genomic DNA was extracted from the selected bacterial
isolates using ZR Fungal/Bacterial DNA MiniPrep Kit
(Zymo Research, Irvine, CA, USA). The extracted DNA
was further amplified using universal bacterial primer pairs
63F (5′-CAG GCC TAA CAC ATG CAA GTC-3′) and
1387R (5′-GGG CGG WGT GTA CAA GGC-3′). The
PCR mixture contained 1 µL DNA, 5 µL dNTPs (10 mM),
5 µl 63F primer, 5 µL 1387R primer (10 mM), 3 µL MgCl2,
5 µL Taq Buffer (Fermentas), 1 µL Taq polymerase (Fer-
mentas) and 25 µL MilliQ water. The PCR reactions were
performed in an automated thermal cycler (PTC-200, Bio-
rad, Hercules, CA, USA) with the following conditions:
an initial denaturation at 94◦C for 5 min followed by 30
cycles of denaturation at 94◦C for 30 s, annealing at 52◦C
for 1 min and extension at 72◦C for 2 min, and a final ex-
tension at 72◦C for 10 min. The PCR products were puri-
fied using QIAquick PCR Purification Kit (Qiagen, Hilden,
Germany) according to the manufacturer’s instructions. Se-
lected PCR products were sequenced using an ABI Big
Dye Terminator v3.1 cycle sequencing kit (Applied Biosys-
tems, Grand Island, NY, USA) and the sequences were
read on an Applied Biosystems 3130 genetic analyzer (Ap-
plied Biosystems). Sequence analysis was performed using
Sequence Scanner v1.0 software, and then compared with
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sequences in the GenBank databases using BLAST search
(http://www.ncbi.nlm.nih.gov/genbank/).

MEGA 3.1 [22] software (The Biodesign Institute, Tempe,
AZ, USA) was used for phylogenetic analysis after multiple
alignments of sequence data using CLUSTAL X [23] Dis-
tances were calculated using distance options according to
Kimura’s two-parameter model [24] and clustering was per-
formed with the neighbour-joining method.[25] Maximum-
likelihood [26] and maximum-parsimony [27] trees were gen-
erated using the tree making algorithms contained in the
PHYLIP package (University of Washington, Seattle, WA,
USA). Bootstrap analysis was used to evaluate the tree
topology by means of 1,000 re-samplings.[28] The evolution-
ary relationships between known glycerol utilizing bacteria
were established.

Results and discussion

Isolation and screening of bacteria for glycerol utilization
and its bioconversion

The isolation procedure yielded 12 bacterial isolates and
selection of colonies was primarily based on tolerance
and ability to degrade glycerol as the sole carbon source
(30 g/L). Isolated colonies were further screened on M9
media containing elevated concentrations of glycerol at dif-
ferent temperatures (30◦C, 35◦C and 40◦C) and pH (6, 7
and 8) for 48 h.

Of the bacterial isolates screened, six isolates (SM1, SM3,
SM4, SM5, SM7 and SM8) exhibited high levels of glycerol
degradation (>80%) at 35◦C and pH 7 (Fig. 1), whereas
other isolates SM2, SM6, SM9, SM10, SM11 and SM12,
showed significantly lower levels of glycerol degradation
(data not shown).

Apart from glycerol degradation, isolates (SM1, SM3,
SM4, SM5, SM7 and SM8) also showed relatively higher
amounts (>10 g/L) of 1,3-PDO production (Fig. 2).
Among these, isolate SM7 recorded the highest 1,3-PDO
production (15.6 g/L) after 48 h incubation, followed by
isolates SM4 and SM3 (14 g/L) (Fig. 2). Production of
1,3-PDO was higher at 30 and 35◦C at all the evaluated pH
values. Along with 1,3-PDO, ethanol was also produced by
few isolates (SM3, SM4, SM9, SM10 and SM11) at temper-
atures 30 and 35◦C, but failed to produce ethanol at 40◦C
(Fig. 3).

In a similar study, Hao et al.[29] isolated eight bacte-
rial strains from soil samples for 1,3-PDO (11 g/L) and
ethanol (2.5 g/L) production in shake flask cultivation us-
ing 30 g/L of pure glycerol. Recently, Rossi et al.[30] re-
ported complete degradation of glycerol and production of
22.8 g/L 1,3-PDO using environmental consortia. In the
same study, Klebsiella pneumoniae strain BLh-1 produced
1,3-PDO (9.4 g/L) and ethanol (6.1 g/L) under anaerobic
conditions. In contrast to these studies, our results showed
production of 15 g/L of 1,3-PDO and 14 g/L of ethanol
(Figs. 2 and 3) after 48 h, at a glycerol concentration of
30 g/L.

Glycerol utilization and bioconversion

Isolates (SM1, SM3, SM4, SM5, SM7 and SM8) capable
of producing high levels of 1,3-PDO (>10 g/L) at 30 g/L
glycerol were further evaluated at higher concentrations
(50–70 g/L) of glycerol (Table 1). For this, we selected
best growth conditions (35◦C and pH 7). Among these,
isolate SM3 and SM8 showed a lower glycerol degradation
efficiency (<60%) at 50 g/L glycerol, whereas, isolates

Fig. 1. Glycerol degradation (initial glycerol concentration of 30 g/L) by selected bacterial isolates in shake flask fermentations
(180 rpm) at various temperatures (30, 35 and 40◦C) at pH 7.
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88 Raghunandan et al.

Fig. 2. 1,3-PDO production (Only data with production above 10 g/L are shown) by bacterial isolates in shake flask fermentations
(180 rpm) using 30 g/L glycerol at various pH values and temperatures (30, 35 and 40◦C) after 48 h.

SM1, SM4, SM5 and SM7 showed relatively higher
degradation efficiency after 48 h of incubation (Table 1).
A further increase of fermentation time to 120 h under
similar conditions resulted in the complete degradation
(100%) of glycerol (50 g/L) by isolate SM5 and SM7
followed by isolate SM4 (98%).The isolates also showed
a higher degradation efficiency (>90%) even at elevated
glycerol concentrations of up to 70 g/L (Table 1).

Bioconversion efficiency of these isolates at elevated con-
centrations of glycerol was analyzed using HPLC. The re-
sults indicated that at higher concentrations of glycerol

(50–70 g/L), the bioconversion efficiency of the isolates
(SM1, SM4, SM5, SM7 and SM8) were limited to 1,3-
PDO with no ethanol formation (Table 1). Among the
isolates tested, SM4 produced the highest amount of 1,3-
PDO (46 g/L) at 70 g/L glycerol (Table 1). Zhuge et al.[31]

reported 1,3-PDO production (18.3 g/L) from a K. pneu-
moniae strain with dhaT and yqhD gene expression for the
conversion of 3-HPA to 1,3-PDO. Zhang et al.[32] also re-
ported 12.2 g/L of 1,3-PDO using another K. pneumoniae
strain isolated from soil and was able to produce signif-
icant amount of 1,3-PDO using analytical grade glycerol

Fig. 3. Ethanol production by bacterial isolates in shake flask fermentations (180 rpm) using 30 g/L glycerol at various temperatures
(30, 35 and 40◦C) and pHs (6, 7 and 8).
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Biodegradation of glycerol using bacterial isolates 89

Table 1. Glycerol breakdown (%) and its bioconversion into 1,3-PDO at increased glycerol concentrations (50–70 g/L) in shake flask
fermentations at 35◦C and pH 7 and 180 rpm.

Bacterial Glycerol Glycerol degradation Glycerol degradation 1,3-PDO production
strain conc. (g/L) after 48 h (%) after 120 h (%) after 120 h (g/L)

SM1 50 66.8 ± 0.3 78 ± 0.52 28 ± 0.3
60 57 ± 0.41 68 ± 0.9 33 ± 0.32
70 40 ± 0.8 64 ± 0.32 29 ± 0.5

SM3 50 26.8 ± 0.43 66.2 ± 0.63 0
60 20 ± 0.57 61 ± 0.46 0
70 19 ± 0.73 59 ± 0.32 0

SM4 50 86.2 ± 0.87 98 ± 0.3 36 ± 0.5
60 72 ± 0.8 92 ± 0.3 38 ± 0.32
70 68 ± 0.3 90 ± 0.5 46 ± 0.23

SM5 50 69.6 ± 0.32 100 26 ± 0.4
60 58 ± 0.54 97 ± 0.45 33 ± 0.3
70 51 ± 0.74 93 ± 0.43 31 ± 0.5

SM7 50 96.6 ± 0.4 100 12 ± 0.43
60 80 ± 0.4 99 ± 0.4 20 ± 0.23
70 71 ± 0.65 99 ± 0.4 35 ± 0.17

SM8 50 38 ± 0.78 72.4 ± 0.87 13 ± 0.54
60 33 ± 0.71 70 ± 0.56 15 ± 0.45
70 21 ± 0.23 34 ± 0.45 13 ± 0.63

(20 g/L). Hao et al.[29] reported on K. pneumoniae and C.
freundii isolated from soil to produce a maximum of 11 g/L
of 1,3-PDO from 30 g/L analytical grade glycerol in aer-
obic shake-flask cultivations. In microorganisms, glycerol
is first converted to 3-hydroxypropionaldehyde (3-HPA) by
a coenzyme B12-dependant glycerol dehydratase (Dhab),
which is then reduced to 1,3-PDO by a reduced nicotin-
amide adenine dinucleotide (NADH)-dependent 1,3-PDO
oxido-reductase (DhaT).[33]

Molecular identification

The bacterial isolates (SM4, SM5 and SM7) with high glyc-
erol degradation efficiency were identified using partial se-
quencing of 16S rDNA. Sequence analysis of the isolates
with those in GenBank using BLASTN showed 99% se-
quence similarity of isolate SM4 and SM7 with Klebsiella
pneumoniae spp. rhinoscleromatis strain R-70 (Accession
number-NR037084) and SM5 to Enterobacter aerogenes
(Accession number-NR024643). The 16SrDNA sequence
of SM4, SM5 and SM7 and other glycerol utilizing bac-
terial isolates retrieved from GenBank are presented as a
phylogenetic tree, where strains SM4 and SM7 formed a
lineage with the Klebsiella pneumoniae strains R-70 and
SM5 with Enterobacter aerogenes JCM1235 (Fig. 4).

Glycerol degradation at an elevated range (90–110 g/L)

Due to the higher glycerol degradation potential, strains
SM4, SM5 and SM7 were further screened for their bio-
conversion efficiency at higher glycerol concentrations of
90 to 110 g/L (Fig. 5). Strains SM4 and SM5 degraded

45% glycerol after 5 days of fermentation at 90 g/L glyc-
erol. Interestingly, these strains survived and tolerated a
glycerol concentration of up to 110 g/L, but with low glyc-
erol degradation (SM5, 26%; SM4, 17% and SM7, 15%).
This might be due to the rapid suicidal inactivation of glyc-
erol dehydratase (GD) at high glycerol concentrations [34]

and also due to increased formation of organic acids dur-
ing fermentation. However, the formation of by-products
and its effect on microbial growth was not evaluated in the
present study.

The 1,3-PDO production was affected by an increase in
glycerol concentration (90–110 g/L). Isolate SM4 showed a
superior level of 1,3-PDO at 90 g/L of glycerol and further
increase in glycerol concentration significantly affected its
1,3-PDO production efficiency (Fig. 5). The highest glyc-
erol tolerance was exhibited by isolate SM5 at 110 g/L,
with 1,3-PDO production of 17 g/L (Fig. 5).

Most of the previous reports on bioconversion of glyc-
erol have shown the use of low concentrations of glycerol
in either crude or pure form for the production of 1,3-
PDO.[3,30,35] In this study, it was confirmed that a glycerol
concentration of 70 g/L induced optimum 1,3-PDO pro-
duction and glycerol degradation by Klebsiella pneumoniae
strain (SM4). As reported in previous studies, K. pneu-
moniae has flexible regulation of the carbon and reducing
equivalent fluxes under different conditions with higher
product yield compared to other strains.[29,36]

Glycerol dehydratase (GD) catalyses glycerol reductive
conversion to 3-hydroxypropanaldehyde (3-HPA), this be-
ing the first step required for the microbial conversion
of glycerol to 1,3-PDO.[37] GD is the most important
enzyme involved in converting glycerol to value-added
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Fig. 4. Phylogenetic tree showing the phylogenetic position of Klebsiella pneumoniae subsp. rhinoscleromatis R-70 and related genera
based on 16S rRNA gene similarity. The tree was constructed using the neighbour-joining method. Numbers at nodes represent
levels of bootstrap support (%) based on analysis of 1000 replications (values ≥50 were shown). The scale bar represents 1 nucleotide
substitution per 100 nucleotides of 16S rRNA sequence.

compounds such as 1,3-PDO and ethanol. However, high
concentrations of 3-HPA represses glycerol uptake and
cell growth.[38] The increased glycerol concentration has
an inhibitory effect and causes the accumulation of 3-
hydroxypropionaldehyde, a strong inhibitory compound
for the growth of K. pneumoniae and cease the fermentation

Fig. 5. Glycerol degradation (%) and 1,3-PDO production (g/L)
in shake flask fermentations (180 rpm) using increased glycerol
concentrations (90–110 g/L) at 35◦C, pH 7 after 5 days of fer-
mentation.

before glycerol exhaustion.[39] These results supported our
findings in the present study.

The incubation period also has an impact on the degra-
dation of glycerol. It was noticed that longer exposure of
the bacterial isolates to glycerol led to a better degradation
(Fig. 2 and Table 1). From this it can be concluded that
at higher glycerol concentrations, GD requires an extended
time of exposure to glycerol. In contrast to these results, Xu
et al.[40] and Jun et al.[41] reported the high production of 1,3-
PDO (102.1 g/L) by K. pneumoniae strain LDH526 (two
stage process) and 80.2 g/L of 1,3-PDO with K. pneumo-
niae strain DSM 4799 using fed-batch cultivations, respec-
tively. In this study, a simplified approach was employed to
analyse the biodegradation of glycerol and it was observed
that three bacterial strains, (SM4, SM5 and SM7) tolerated
a glycerol concentration of 110 g/L and consumed up to
15–26% of glycerol.

Conclusions

In summary, six isolates (SM1, SM3, SM4, SM5, SM7 and
SM8) showed high glycerol degradation efficiency (>80%)
at 30 g/L glycerol. Among these, three isolates (SM4,
SM5 and SM7) exhibited greater glycerol tolerance up to
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Biodegradation of glycerol using bacterial isolates 91

90–110 g/L glycerol, however, their ability to utilise glycerol
was reduced considerably at this level. Maximum biocon-
version efficiencies were achieved at 70 g/L glycerol con-
centration for SM4 and SM7 and at 60 g/L for SM5. 16S
rDNA sequencing revealed that isolates SM4 and SM7 are
closely related to Klebsiella pneumoniae and SM5 to Enter-
obacter aerogenes. This study further confirms the efficiency
of bacterial strains isolated from soil for their glycerol uti-
lization ability and bioconversion to value added products.
Further optimization is required to improve the glycerol
degradation and by-product formation by these potential
strains.
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[16] González-Pajuelo, M.; Meynial-Salles, I.; Mendes, F.; Andrade,
J.C.; Vasconcelos, I.; Soucaille, P. Metabolic engineering of Clostrid-
ium acetobutylicum for the industrial production of 1,3-propanediol
from glycerol. Metab. Eng. 2005, 7, 329–336.

[17] Lin, R.; Liu, H.; Hao, J.; Cheng, K.; Liu, D. Enhancement of 1,3-
propanediol production by Klebsiella pneumoniae with fumarate
addition. Biotechnol. Lett. 2005, 27(22), 1755–1759.

[18] Lynd, L.R.; VanZyl, W.H.; McBride, J.E.; Laser, M. Consoli-
dated bioprocessing of cellulosic biomass: An update. Curr. Opin.
Biotechnol. 2005, 16, 577–583.

[19] Govender, A.; Pillay, B. Biochemical activities of 1,2-dichloroethane
(DCA) degrading bacteria. Afr. J. Biotechnol. 2011, 10(55),
11574–11581.

[20] Nimje, V.R.; Chien-Yen, C.; Chien-Cheng, C.; Hau-Ren, C.;
Min-Jen, T.; Jiin-Shuh, J.; Young-Fo, C. Glycerol degradation in
single-chamber microbial fuel cells. Bioresour. Technol. 2011, 102,
2629–2634.

[21] Hiremath, A.; Mithra, K.; Rangaswamy, V. 1,3-Propanediol pro-
duction from crude glycerol from Jatropha biodiesel process. New
Biotechnol. 2011, 28, 19–23.

[22] Kumar, S.; Tamura, K.; Nei, M. MEGA3: Integrated software for
molecular evolutionary genetics analysis and sequence alignment.
Brief Bioinform. 2004, 5, 150–163.

[23] Thompson, J.D.; Gibson, T.J.; Plewniak, F.; Jeanmougin, F.;
Higgins, D.G. The CLUSTAL X windows interface: flexible strate-
gies for multiple sequence alignment aided by quality analysis tools.
Nucl. Acids Res. 1997, 25, 4876–4882.

[24] Kimura, M. A simple method for estimating evolutionary rates of
base substitutions through comparative studies of nucleotide se-
quences. J. Mol. Evol. 1980, 16, 111–120.

[25] Saitou, N.; Nei, M. The neighbor-joining method: a new method for
reconstructing phylogenetic trees. Mol. Biol. Evol. 1987, 4, 406–425.

[26] Felsenstein, J. Evolutionary trees from DNA sequences: A maxi-
mum likelihood approach. J. Mol. Evol. 1981, 17, 368–376.

[27] Kluge, A.G.; Farris, J.S. Quantitative phyletics and the evolution of
anurans. Syst. Zool. 1969, 18, 1–32.

[28] Felsenstein, J. Confidence limits on phylogenies: an approach using
the bootstrap. Evolution 1985, 39, 783–791.

[29] Hao, J.; Lin, R.; Zheng, Z.; Liu, H.; Liu, D. Isolation and charac-
terization of microorganisms able to produce 1,3-propanediol un-
der aerobic conditions. World J. Microbiol. Biotechnol. 2008, 24,
1731–1740.

[30] Rossi, D.M.; da Costa, J.B.; de Souza, E.A.; Peralba, M.; do Carmo,
R.; Ayub, M.A.Z. Bioconversion of residual glycerol from biodiesel
synthesis into 1,3-propanediol and ethanol by isolated bacteria from
environmental consortia. Renew. Energy 2012, 39(1), 223–227.

[31] Zhuge, B.; Zhang, C.; Fang, H.Y.; Zhuge, J.A.; Permaul, K.
Expression of 1,3-propanediol oxidoreductase and its isoenzyme
in Klebsiella pneumoniae for bioconversion of glycerol into 1,3-
propanediol. Appl. Microbiol. Biot. 2010, 87, 2177–2184.

[32] Zhang, X.; Li, Y.; Zhuge, B.; Tang, X.; Shen, W.; Rao, Z. et al.
Construction of a novel recombinant Escherichia coli strain capable
of producing 1,3-propanediol and optimization of fermentation pa-
rameters by statistical design. World J. Microbiol. Biotechnol. 2006,
22, 945–952.

[33] Hong, W.-K.; Kim, C.-H.; Heo, S.-Y.; Luo, L.; Oh, B.-R.; Seo,
J.-W. Enhanced production of ethanol from glycerol by engineered
Hansenula polymorpha expressing pyruvate decarboxylase and

D
ow

nl
oa

de
d 

by
 [

D
U

T
 L

ib
ra

ry
] 

at
 0

1:
53

 0
6 

Ju
ne

 2
01

4 



92 Raghunandan et al.

aldehyde dehydrogenase genes from Zymomonas mobilis. Biotech-
nol. Lett. 2010, 32, 1077–1082.

[34] Toraya, T. Radical catalysis in coenzyme B12-dependent isomeriza-
tion (eliminating) reactions. Chem. Rev. 2003, 103, 2095–2127.

[35] Metsoviti, M.; Paramithiotis, S.; Drosinos, E.H.; Galiotou-
Panayotou, M.; Nychas, G.J.E.; Zeng, A.P.; Papanikolaou, S.
Screening of bacterial strains capable of converting biodiesel-
derived raw glycerol into 1, 3-propanediol, 2, 3-butanediol and
ethanol. Engi. Life Sci. 2012, 12(1), 57–68.

[36] Zeng, A.P.; Biebl, H. Bulk chemicals from biotechnology: The case
of 1,3-propanediol production and the new trends. Adv. Biochem.
Engi/Biotechnol. 2002, 74, 239–259.

[37] Jalasutram, V.; Jetty, A. Optimization of 1,3-Propanediol produc-
tion by Klebsiella pneumoniae 141B using Taguchi methodology: Im-
provement in production by co-fermentation studies. Res. Biotech-
nol. 2011, 2(2), 90–104.

[38] Sattayasamitsathit, S.; Methacanon, P.; Prasertsan, P. Enhance 1,3-
propanediol production from crude glycerol in batch and fed-
batch fermentation with two-phase pH-controlled strategy. Elec.
J. Biotechnol. 2011, 14(6).

[39] Escobar, A.J.G.; Castano, D.M. Classifying glycerol dehydratase
by its functional residues and purifying selection in its evolution.
Bioinformation 2010, 5(4), 173–176.

[40] Xu, Y.Z.; Guo, N.N.; Zheng, Z.M.; Ou, X.J.; Liu, H.J.; Liu, D.H.
Metabolism in 1,3-propanediol fed-batch fermentation by a D-
lactate deficient mutant of Klebsiella pneumoniae. Biotechnol. Bio-
eng. 2009, 104, 965–972.

[41] Jun, S.A.; Moon, C.; Kang, C.H.; Kong, S.W.; Sang, B.I.;
Um, Y. Microbial fed-batch production of 1,3-propanediol
using raw glycerol with suspended and immobilized Kleb-
siella pneumoniae. Appl. Biochem. Biotechnol. 2010, 161, 491–
501.

D
ow

nl
oa

de
d 

by
 [

D
U

T
 L

ib
ra

ry
] 

at
 0

1:
53

 0
6 

Ju
ne

 2
01

4 


