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Abstract
Dyes are discharged into water through many industries such as textile industries. Disposal of these dyes
into the aquatic and terrestrial environment causes serious damage. Remarkable, processes for the
treatment of dye waste involve biological remediation, catalytic oxidation, filtration, and sorption process.
In this study the textile industrial dye effluent was treated using biodegradation method. The degradation
of dye wastewater was determined by pure bacteria and its consortium isolated from textile effluent.
Three different bacterial spp. were isolated and subjected to dye decolorization assays. The isolates were
identified by 16sRNA as Aeromonas aquatic AE 235, Flavobacterium ginsengiterrae DCY55, Shewanella
xiamenensis S4. The percentage decolorization process was detected by UV spectrophotometer. This
process was obtained at 90, 94, 95 and 98% respectively by pure of three bacterial strains B1, B2, and B3
and its consortium BC. The degradation process of dye effluent was confirmed by FTIR analysis. The
physico-chemical analysis of the effluent sample was investigated before and after biodegradation
treatment to emphasize the process efficiency. The results indicated that these bacterial strains have
good potential for the biodegradation of dye from textile waste water.

1. Introduction
Dye wastewater from textile industries is one of the most complicated industrial wastewaters to treat.
Textile dyes participate as the most important environment polluting agents. The textile industry is a large
water consumer and makes large volumes of contaminated water. One of such example one of the most
famous dyeing factories located in tenth of Ramadan city, Sharqiaa, Egypt. This textile factory which is
produces millions of liters of improperly treated effluents that are released directly without giving proper
treatment. Synthetic dyes freed into the environment in the form of effluents by textile, leather, food, paper
and printing industries give rise to severe ecological damages. Wastewater producing from dyeing and
finishing processes has an opposite impact in terms of total organic carbon, biological oxygen demand
and chemical oxygen demand. The compound aromatics of dyes make them stable and complicated to
be biodegraded [1]. Dyes are assorted as cationic (basic dyes); anionic (reactive dyes, direct and acid);
and nonionic (disperse dyes). The chromophores in anonic and nonionic dyes essentially consist of azo
groups or anthraquinone types. Anthraquinone based dyes are more recalcitrant to degradation due to
their combine aromatic structures. The metal complex dyes are predominately based on chromium. Azo
dyes are the most greatly used and record for 60% of the overall dye structures [2]. Effluent generated
from textile dye is highly colored because of the residual dye in it which does not attach to the fabric.
However it is also a well-known but generally ignored fact that these synthetic dyes are mostly toxic,
carcinogenic and mutagenic. Furthermore, color of the dyestuff is harmful the aquatic environment by
decreasing light penetration, gas solubility and intervention of phytoplankton photosynthesis They are
also harmful to the environment because of their bonds which are resistant to breakdown with the
potential for the persistence and accumulation in the environment [3].

The physical or chemical treatment processes are usually applied for treated of dye wastewaters. These
involve electro-kinetic coagulation, electrochemical destruction, electro-flocculation, flocculation
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combined with flotation, membrane filtration, ion-exchange, irradiation, precipitation, ozonation, and
katox treatment process including the use of activated carbon and air mixtures [4]. However the
developed physical and chemical methods present several drawbacks such as high cost, high generation
of sludge, high-energy-requiring irradiation methods requires a lot of dissolved O2, excessive use of
chemicals, secondary pollution, low efficacies, and high operational cost etc. [5]. The treatment systems
based on using microorganisms capable of degrading dyes have received increasing interest, Owing to
their cost effectiveness, ability to produce less sludge and environment benignity. It is now recognized
that various microorganisms including fungi, bacteria, yeasts and algae able to decolorize and even
totally mineralize many types of dyes under specific ecological conditions. Bacteria cleave the azo bond
(–N = N–) by azoreductase enzyme, results in the formation of colorless amines and subsequently
simpler compounds [6]. The activity of microbial decolorization relies on the adaptability and the activity
of chosen microorganisms [7]. Microbial consortia have been greatly used in cleanup of a number of
pollutants in lab scale and large scale bioremediation studies. It is generally concept that the microbial
consortia are more effective than pure cultures in biodegradation process. It is generally thought that
microbial consortia are more effective than pure cultures in biodegradation. This is possibly because
broader enzymatic capacity is achieved [8]. The objective of the present study is to treat of the industrial
dye effluent sample using biodegradation technique. The current study deals with the isolation,
identification and screening of bacterial species which able to decolorize textile dye effluents.
Decolorization of dye by bacterial species is investigated by FTIR analysis.

2. Materials And Methods

2.1. Sample collection
Industrial wastewater sample was collected from one of the most famous dyeing factories located in
tenth of Ramadan city, Sharqiaa, Egypt. The sample was withdrawn from end point of the production line
containing all types of pollutants that’s may be found from such industries.

2.2. Physico-chemical properties analysis
The collected effluent sample has been analyzed to determine its physico-chemical parameters. The
various parameters viz., Temperature, pH, suspended solids (TSS), biological oxygen demand (BODs),
chemical oxygen demand (CODs), phosphate, nitrate, sulfide and color were analyzed in the laboratory by
High Technological Institute, 10th of Ramadan city, Egypt.

2.3. Isolation of dye degrading bacterial isolates from dye
effluent wastewater
Sriram and Reetha [9] described the isolation of dye degrading bacterial strains by mixed of 1 ml
wastewater sample with 9 ml of sterile saline water, and then it was serially diluted up to concentration of
10− 8. Then, 0.1 ml of serially diluted samples from each concentration of samples were transferred to
sterile nutrient agar plates and evenly spread throughout the plates. The nutrient agar plates were
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incubated at 37 °C for 24 h. After incubation, the bacterial colonies were isolated and purified from the
plates. The well grown bacterial cultures used for upcoming screening technique and stored at 4 °C.

2.4. Screening test for dye degradation ability of bacterial
isolates
The bacterial isolates were tested as individual and consortium for their ability to degrade the textile dye
by incubating them on 100 ml of nutrient agar medium with 10 ml of dye effluent. The nutrient agar
medium incubated at 37 °C for 24 h. After the incubation, plates were observed for clear zone. The strains
that showed higher decolorizing potential were selected for upcoming experimentation. The screened
bacterial culture was transferred to nutrient agar slants and maintained as stock cultures at 4 °C in a
refrigerator [10].

2.5. Identification of selected bacterial isolates by 16sRNA
sequencing
Three selected dye degrading bacterial isolates were named as B1, B2 and B3 based on their dye
degrading ability, and they were identified using 16 s RNA in Sigma Scientific Services Co., Egypt. The
extraction of DNA: the selected bacterial cells were inoculated on LB broth medium and incubated at 37˚C
for 24 hours. The bacterial culture harvested through the enrichment medium (LB) up to 8 × 108 cells.
DNA was isolated using protocol of Gene Jet genomic DNA purification Kit (Thermo) (Sigma Scientific
Services Co., Egypt). To amplify the 16S rRNA genes of isolates, a polymerase chain reaction (PCR) was
accomplished using (5'-AGA GTT TGA TCC TGG CTCAG-3') (5'-GGT TAC CTT ACG ACT T-3') as forward
and reverse primer respectively. The GeneJET™ PCR Purification Kit used for the cleanup of PCR to the
PCR product. A 45 µl of bounding buffer was added to the completed PCR mixture. This mixture was then
thoroughly transferred from step 1 to the GeneJET™ purification column. Then, the mixture was
centrifuged for 30–60 s at > 12000 xg, then the flow was discarded. A 100 µl wash buffer was added to
the GeneJET™ purification column, centrifuged for 30–60 s, neglected the flow-through and place the
purification column back into the collection tube. The mixture was centrifuged at empty GeneJET™
purification column for an additional 1 min to completely remove any residual wash buffer. The
purification column was transferred to a clean 1.5 ml microcentrifuge tube. A 25 µl of elution buffer was
then added to the center of the column membrane, which then centrifuged for 1 min, throw away the
column and store the purified DNA at -20 °C. After that the purification of the PCR products, the DNA
sequence of the positive clone was subjected to a similarity search BLAST on the NCBI website
(http://www.ncbi.nlm.nih.gov) and deposited into Gen-Bank. Many relevant 16S rRNA gene sequences
with validly published names were chosen as references from the Gen-Bank.

2.6. Dye decolourization assay
Dye decolourization experiments were achieved in four 250 ml Erlenmeyer flasks for effluent dye sample.
The each flask containing 100 ml of nutrient broth with 10 ml of dye wastewater, the pH was adjusted to
7 ± 0.2. After that, the flasks were autoclaved at 121 °C at 15 lbs pressure for 15 minutes. Then, the
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autoclaved flasks were inoculated with 5 ml of bacterial inoculum of each isolates and bacterial
consortium. The flasks were put in shaking incubator with 150 rpm of agitation speed and incubated at
30 ºC for 24 h. After the end of incubation period, the different culture media were filtered and centrifuged
at 8000 rpm for 20 minutes. Decolourization was assessed by measuring absorbance at 510 nm of the
supernatant with the help of spectrophotometer at wavelength maxima (λm) of respective dye [10].
Decolourization assay was determined in the terms of percentage decolourization using
spectrophotometer. The percentage decolourization was calculated from the following equation,

2.7. Conformation of decolourization process by FT-IR
analysis
Decolourized culture medium by pure and bacterial consortium was centrifuged at 8000 rpm for 20 min.
The Infrared (IR) spectra of the culture supernatant (a film of each sample on KBr pellets) were obtained
using a Nicolet IS-10FTIR spectrometer. The IR spectra collected within a scanning range of 500-
4000cm− 1 with a resolution of 1 cm− 1 [11].

3. Results And Discussion
Textile dye industrial effluents are one of great sources of ecological toxicity. It not only affects the
quality of drinking water but also has deleterious impact on the soil microflora and aquatic ecosystems
[12, 13].

3.1. Isolation and molecular identification of dye degrading
bacterial isolates
In the present study, three different bacterial isolates were isolated from textile dye effluent sample. The
bacterial isolates were found to be motile, gram negative and rod-shaped strains. The bacterial isolates
were molecular identified using 16 s RNA in Sigma Scientific Services Co., Egypt. The identified of
bacterial isolate was belonging to Aeromonas aquatic AE 235, Flavobacterium ginsengiterrae DCY55,
Shewanella xiamenensis S4 with similarity of 99, 96 and 98% respectively. El Bouraie and Salah El Din
[14] reported that the Aeromonas hydrophila isolate can be considered as potential bioremediation for the
treatment of dye industrial wastewater. Xu et al. [15] have investigated isolation of Shewanella
decolorationis S12 for the ability of dye decolourization.

3.2. Screening of dye decolorizing bacterial isolates using
plate technique
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In the present study, three bacterial strains were screened for potential decolourization of textile dyes
effluent sample was achieved by plate assay [16]. The selected bacterial strains were tested separately
and consortium of all for their ability to decolorize dye wastewater sample and the results were tabulated
in Table (1). The bacterial strains exhibiting strong decolourizing activity were also reported by Hassan et
al. [17]. The maximum percentage decolourization was recorded by mixture of three tested strains in the
plate containing dye effluent sample as zone inhibition, followed by Shewanella xiamenensis,
Flavobacterium ginsengiterrae and Aeromonas aquatic after 24 h. Karthikeyan and Anbusaravanan [18]
reported the isolation and screening of microorganisms able to decolourizing diverse azo dyes from
wastewater treatment sites polluted with dyes. Azo-dyes were degraded by extracellular peroxidase
released by Falvobacterium sp [19].

Cell walls consist fundamentally of polysaccharides, proteins and lipids exhibit abundant functional
groups. The dyes can interact with these active groups on the cell surface in a different manner. So, the
degradation efficiency of dyes by microbial biomass is due to ion-exchange mechanisms [20]. Many
researchers have mentioned that a higher degree of biodegradation and mineralization of textile dye
effluents can be expected when co-metabolic activities within a microbial community supplement each
other. In such a ‘consortium’, the organisms can act synergistically on a variety of dyes and dye mixtures.
One organism may be able to cause a biotransformation of the dye, which consequently renders it more
accessible to another organism that otherwise is unable to attack the dye [21].

3.3. Dye decolourization assay by bacterial strains
The bacterial strains degrade the industrial textile effluent as their energy source. Many authors have
isolated several microbial strains having potential to decolorize a large number of dyes [22]. Biological
decolourisation has been determined as a method to transform, degrade, or mineralize of dyes. Moreover
such decolourization and degradation is an environmental friendly and cost competitive alternative to
chemical decomposition processes [23].

The bacterial strains and its consortium were tested for their ability to decolorize the effluent dye textile
sample. The percentage decolourization by bacterial strains was measured spectrophotometrically. The
different percentage of degradation of textile dye effluents was noted in Fig. 1. The results suggested
that, all the bacterial strain was able to decolorize the dye sample. The maximum biodegradation of dye
was observed in culture media containing bacterial consortium at 98% followed by Shewanella
xiamenensis at 95%, Flavobacterium ginsengiterrae at 94% and Aeromonas aquatic at 90% after 24 h of
incubation time. Ogugbue and Sawidis [24] were describing the isolation and characterization of a strain
of Aeromonas hydrophila capable of efficiently degrading triarylmethane dyes. The strain Aeromonas
hydrophila was shown to decolorize three triarylmethane dyes tested in the range of 72 to 96% within
24 h. El Bouraie and Salah El Din [14] illustrated that the decolourization efficiency of Reactive Black 5
dye by Aeromonas hydrophila was obtained to be 76% at 100 mg L− 1 within 24 h.

Higher degree of biodegradation and mineralization can be expected when co metabolic activity within a
microbial community complement each other. One organism may be capable of cause a
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biotransformation of the dye polluted which consequently it more attainable to another organism that
else is unable to attack the dye. Similar results were reported by Mahmood et al. [25] the bacterial
consortium exhibited a remarkable increase in dye degradation and decolourization. The consortium
decolorized range from 89 to 94% of different types of dyes within 24 h incubation.

3.4. Evaluation of dye decolourization
The degradation efficiency of isolated bacterial strains was determined by spectrophotometric assay.
Comparison of FTIR spectrum of control textile dye effluent (before degradation) with FTIR spectrum of
dye culture supernatant after decolourization clearly indicated the biodegradation of the dye by pure
bacteria and its consortium strains (B1, B2, B3, BC) (see Fig. 2). The FTIR spectrum of the control dye
displayed a peak at 2921.98 cm− 1 indicates the C–H stretching of alkanes while the specific peak at
1699.69 cm− 1 was attributed to the N = N stretching vibrations of the azo bonds position. The peaks at
1540.89 cm-1 for aromatic C = C stretching supported the aromatic structure of the dye. While the
presence of peak at 1057.10 cm− 1 suggested stretching vibrations of primary alcohols C–OH. The FTIR
spectrum of dye culture supernatant after decolourization showed diversity in the positions of peaks
when compared to control dye spectrum. Absence of the peak 2921.98 cm− 1with bacterial consortium
and appeared new peak at 1426.03 was due to C-H deformation of alkanes. The disappearance of peak
at 1699.69 cm− 1 indicated the cleavage of dye at azo bond position in all bacterial culture that would be
an essential step for color removal. On the other hand, absence of peak at 1540.89 cm− 1 with B1 and
bacterial consortium suggested cleave of aromatic rings. Further, new peaks around 3800 − 3100 cm− 1

represented the amides, amines and carboxylic acid (–OH,-NH-, =C-H) of all different types of bacterial
culture. The stretching vibration between –N– C = was detected at 1426–1455 cm− 1 with B1, B3 and BC.
In addition, peaks at 1339.92 and 1246.75 cm− 1 were attributed to stretching vibrations of S = O and O–
NO2 vibration of nitrates respectively of bacterial culture B2. Meanwhile, the new peaks (668–880 cm− 1)
indicated the fission of aromatic rings. From the FTIR spectra, it may be concluded that the different
bacterial strains and bacterial consortium decolorizes textile dye effluent attributed to biodegradation
process [26].

3.5. Physico-chemical properties of textile dye after
biodegradation
The industrial wastewater sample which collected from located studied. This industry discharges the
pinky color effluent with dye and toxic compounds into the open environment. The physico-chemical
characteristics of collected sample and after biotreatment by consortium of three bacterial strains were
listed in Table (2) with standard methods of USA, 1995 and according to the allowable limit of Ministerial
Resolution no. 44, 2000. The data in Table 2 was illustrated that temperature recorded in wastewater and
treated samples at 25 °C which lower than the permissible limit. The pH value was recorded at 8.2 and
7.3 before and after biotreatment respectively. The pH was alkaline in nature and samples have pH within
the permissible limit also reported Manikandan et al. [27]. The electrical conductivity was reduced in
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biotreatment sample at 800 µ.s. Electrical conductivity is commonly used as a measure of salinity of
waste water. The value of total dissolved solid was obtained from dye wastewater sample 7400 mg/l
which reduced into 500 mg/l in biotreated sample. High concentration of dissolved solids affects the
density of water and influences solubility of gases in water (like oxygen) and osmoregulation of
freshwater organisms [28]. Dos Santos et al. [29] illustrated that the presence of dyes in textile effluent
contributes to high levels of suspended solids (SS), high chemical oxygen demand (COD) and biological
oxygen demand (BOD). The total suspended solids were recorded at 20 mg/l in biotreated sample which
lower than the dye wastewater sample. The bacterial consortium was reduced the chemical oxygen
demand at 250 mg/l its effect on the quality of freshwater and subsequently cause harm to aquatic life
[28]. The biological oxygen demand was recorded at 4000 mg/l which reduced into 200 mg/l with
bacterial consortium, the COD and BOD which above the recommended global level [30]. The phosphate,
nitrate and sulfide contains were recorded lower than the permissible limit in all different sample. The
Phosphate and nitrate are major nutrients needed by living microorganisms for their physiological
processes in ecosystem. However, they are considered as pollutants if their concentration is more than
recommended limit.

Table 1
Screening of different bacterial strains for dye degradation by plate assay

Code of microorganisms Name of bacterial strains Zone information (in mm)

B1 Aeromonas aquatic AE 235 2.2

B2 Flavobacterium ginsengiterrae DCY55 2.4

B3 Shewanella xiamenensist S4 2.5

BC Bacterial consortium from three strains 3.0
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Table 2
Physico-chemical properties of textile dye effluent sample and after treatment by bacterial consortium
Experiments analysis Dye effluent

sample
Dye sample after biological
treated

Allowable
limit

Temperature oC 25 25 43

pH 8.2 7.3 6-9.5

Suspended soiled
(mg/l)

111 20 800

T.D.S. (mg/I) 7400 500 2000

B.O.Ds 4000 200 600

C.O.Ds 9000 250 1100

Conductivity (µ.s) 12500 800 4000

Phosphate (mg/l) 2.64 0.5 25

Nitrate (mg/l) 52 20 100

Sulfide (mg/l) 1.48 0.4 10

Oil& Grease 20 3 100

Color Pinky Colorless Colorless

4. Conclusions
Wastewaters from textile industries demonstrate a threat to the environment, as major amount of
chemically several dyes are utilized. The present study concludes that the degradation of dye wastewater
was determined by pure bacteria and its consortium. All isolated bacterial strains capable of degrade the
textile dye while the use of microbial consortium was very efficient than individual culture in dye
decolorization process. This attributed that microbial consortium of isolates may have an efficient
enzymatic system for the cleavage of parent dye. The biodegradation process of dye was confirmed by
FT-IR analysis. Biodegradation gives an advantage for treatment of textile dye effluents and use of
bacterial consortium is sufficient for treatment of the industrial wastewater of polluted area.

Declarations
Availability of data and materials

Not applicable

Competing interests



Page 10/14

The authors declare that they have no competing interests

Authors' contributions

H.S. El-Sheshtawy: (Corresponding author) performed the biological treatment section, analyzed,
interpreted the data in the manuscript and was a major contributor in writing the manuscript. All authors
read and approved the final manuscript.

M. Abdelkreem: Collected the wastewater sample and determined the physic-chemical characterization
after and before biological treatment.

Funding

Not applicable

Acknowledgements

The authors would like to thank Egyptian Petroleum Research Institute (EPRI) for supporting every facility
to achieve the work.

References
1. Fewson CA. Biodegradation of xenobiotic and other persistent compounds: the causes of

recalcitrance. Trends Biotechnol. 1998;6:148–53.

2. Allen RLM. The chemistry of azo dyes. Color Chemistry. Appleton-Century-Crofts, NY, USA, 1971;
p. 21.

3. Forgacs E, Cserhati T, Oros G. Removal of synthetic dyes from wastewaters: a review. Environ Intern.
2004;30(7):953–71.

4. Saranaik S, Kanekar P. Bioremediation of colour of methyl violet and phenol from a dye industry
waste effluent using Pseudomonas sp. isolated from factory soil. J Appl Bacteriol. 1995;79:459–69.

5. Banat IM, Nigam P, Singh D, Marchant R. Microbial decolorization of textile-dye-containing effluents.
Bioresour Technol. 1996;35:87–93.

6. Parshetti GK, Parshetii SG, Telke AA, Kalyani DC, Doong RA, Govindwar SP. Biodegradation of crystal
violet by Agrobacterium radiobacter. J Eviron Sci. 2011;23(8):1384–93.

7. Saratale RG, Saratale GD, Kalyani DC, Chang JS, Govindwar SP. Enhanced decolorization and
biodegradation of textile azo dye Scarlet R by using developed microbial consortium. -GR Bioresourc
Technol. 2009;100(9):2493–500.

8. Jain K, Shah V, Chapla D, Madamwar D. Decolorization and degradation of azo dye-reactive Violet 5R
by an acclimatized indigenous bacterial mixed cultures-SB4 isolated from anthropogenic dye
contaminated soil. J Hazard Mater. 2012;30(213–214):378–86.



Page 11/14

9. Sriram N, Reetha D. 201 Isolation and characterization of dye degrading bacteria from textile dye
effluents. Cen Eur J Experi Biol. 2015;4(2):5–10.

10. Kulla HG, Aerobic bacterial degradation of azo dyes in microbial degradation of xenobiotics
recalcitrant compounds, edited by Leisinger T, Cook AM, Nuesh J, Hutter R, Academic Press, London.
(1981); 387–399.

11. El-Sheshtawy HS, Aiad I, Osman ME, Abo-ELnasr AA, Kobisy AS. (2015) Production of biosurfactant
from Bacillus licheniformis for microbial-enhanced oil recovery and inhibition the growth of sulfate
reducing bacteria. Egypt J Petr (2015); 24: 155–162.

12. Sharma B, Dangi AK, Shukla P. Contemporary enzyme based technologies for bioremediation: A
review. J Environ Manag. 2018;210:10–22.

13. Khan S, Malik A. Toxicity evaluation of textile effluents and role of native soil bacterium in
biodegradation of a textile dye. Environ Sci Pollut Res Inter. 2018;25(5):4446–58.

14. El Bouraie M, Salah El Din W. Biodegradation of Reactive Black 5 by Aeromonas hydrophila strain
isolated from dye-contaminated textile wastewater. Sust Environ Res. 2016;26(5):209–16.

15. Xu M, Guo J, Sun G. Biodegradation of textile azo dye by Shewanella decolorationis S12 under
microaerophilic conditions. Appl Microbiol Biotechnol. 2007;76:719–26.. ().

16. Lucas M, MertensV, Corbisier A-M, Vanhulla S. Synthetic dyes decolourization by white-rot fungi:
development of original microtitre plate method and screening. Enz Micro Technol. 2008;42:97–106.

17. Hassan MM, Alam MZ, Anwar MN. Biodegradation of textile Azo dyes by bacteria isolated from
dyeing industry effluent. Inter Res J Biolog Sci. 2013;2(8):27–31.

18. Karthikeyan A, Anbusaravanan N. Isolation, identification and characterisation of dye-adapted
bacteria from textile effluents mixed with sewage released into the river Amaravathy, Karur,
Tamilnadu, India. J Env Sci Toxic Food Technol. 2013;7(2):51–7.

19. Cao W, Mahadevan B, Crawford D, Crawford RL. Characterization of an extracellular azo-dye-
oxidizing peroxidase from Falvobacterium sp. ATTC 39723. Enz Microb Technol. 1993;15:810–7.

20. Sarkar S, Banerjee A, Halder U, Biswas R, Bandopadhyay R. Degradation of synthetic Azo dyes of
textile industry: a sustainable approach using microbial enzymes water. Conserv Sci Eng.
2017;2:121–31.

21. Joshi PA, Jaybhaye S, Mhatre K. Biodegradation of dyes using consortium of bacterial strains
isolated from textile effluent. Euro J Exper Biol. 2015;5(7):36–40.

22. Sushama G, Tamboli PD, Kagalkar NA, Gowindar S. Ecofriendly biodegradation of a reactive textile
dye golden yellow HER by Brevibacillus laterosporus MTCC 2298. Int Biodeter Biodeg. 2009;63:582–
6.

23. Verma P, Madamwar D. Decolorization of synthetic dyes by a newly isolated strain of Serratia
maerascens. World J Microbiol Biotechnol. 2003;19:615–8.

24. 10.4061/2011/967925



Page 12/14

Ogugbue CJ, Sawidis T. Bioremediation and detoxification of synthetic wastewater containing
triarylmethane dyes by Aeromonas hydrophila isolated from industrial effluent. Biotechno Res Intern
(2011); 2011 doi:10.4061/2011/967925.

25. 10.1155/2015/628195
Mahmood R, Sharif F, Ali S, Hayyat MU. Enhancing the decolorizing and degradation ability of
bacterial consortium isolated from textile effluent affected area and its application on seed
germination. Sci World J (2015); 2015 http://dx.doi.org/10.1155/2015/628195.

26. Cossolin AS, Oliveira dos Reis HC, de Castro KC, dos Santos BA, Marques MZ, Parizotto CA, ´Oglio EL,
de Vasconcelos LG, de Morais EB. Decolorization of textile azo dye Reactive Red 239 by the novel
strain Shewanella xiamenensis G5-03 isolated from contaminated soil. Rev Ambient Água.
2019;14(6):e2446.

27. Manikandan N, SurumbarKuzhali S, Kumuthakalavalli R. Decolorisation of textile dye effluent using
fungal microflora isolated from spent mushroom substrate (SMS). J Microbiol Biotech Res.
2012;2(1):57–62.

28. Rajeswari K, Subashkumar R, Vijayaraman K. Physico chemical parameters of effluents collected
from Tirupur textile dyeing and CETP and analysis of heterotrophic bacterial population. J Microbiol
Biotech Res. 2013;3(5):37–41.

29. Santos AD, Cervantes FJ, van Lier JB. Review paper on current technologies for decolourisation of
textile wastewaters: perspectives for anaerobic biotechnology. Bioresou Technol. 2007;98(12):2369–
85.

30. Kaur A, Vats S, Rekhi S, Bhardwaj A, Goel J, Tanwar RS, Gaur K. Physico-chemical analysis of the
industrial effluents and their impact on the soil microflora. Pro Environ Sci. 2010;2:595–9.

Figures



Page 13/14

Figure 1

Evaluation of decolourization of textile dye effluent by different bacterial strains
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Figure 2

Infrared spectrum analysis of decolorized culture media by pure and bacterial consortium


