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BACKGROUND AND OBJECTIVES: Community domestic wastewater contains organic substances that can 
be decomposed through natural processes. Treatment using oxidation pond systems is popular in tropical 
zones because these locations provide a climate suitable for the growth and organic decomposition 
activities of various bacteria that remove organic contaminants from wastewater. Given that bacteria 
play an important role in the biodegradation of organic substances in wastewater treatment plants, their 
degradation activity is used as an indicator of water quality. The purpose of this study is to examine the 
vertical variability of bacteria in natural treatment oxidation ponds in tropical zones.
METHODS: Wastewater samples were collected from an oxidation pond at 3 different depths (0–0.6, 
0.6–1.5 and more than 1.5 meter), and their chemical, physical and biological qualities were analysed. 
Next-generation sequencing techniques were used to identify bacterial diversity, and the water quality at 
each depth was applied as an indicator of bacterial degradation activities. 
FINDINGS: Community domestic wastewater contained 10 major bacterial phyla that differed at different 
depths. Amongst these phyla, the Actinobacteriota dominated (25.35 to 28.23 percent), followed by 
Cyanobacteria (19.49 to 21.57percent), Planctomycetota (15.50 to 17.41 percent), Firmicutes (9.97 
to 10.79 percent), Proteobacteria (9.73 to 10.79 percent), Verrucomicrobiota (6.47 to 7.69 percent), 
Chloroflexi (2.79 to 2.99 percent), Bacteriota (0.96 to 1.41 percent), Acidobacteriota (0.70 to 0.80 
percent) and SAR324 clade (marine group B) (0.69 to 0.61 percent). Four organic substances were found 
in contaminated domestic wastewater. 1) Photosynthetic cyanobacteria and phytoplankton performed 
aerobic degradation and accounted for the dissolved oxygen levels of 7.76, 7.45 and 7.42 milligrams per 
liter, respectively at various depths along the vertical profile. 2) Bacteria and archaeans that participate 
in carbon compound treatment included Planctomycetes, Verrucomicrobiota, Bacteroidota and 
Euryarcheota. These bacteria exhibited a treatment efficiency for biochemical oxygen demand and low 
abundance at all depths. Biological oxygen demand increased to 23.11, 24.27 and 34.48 milligrams per liter 
with depth. 3) Nitrogen-cycling bacteria included nitrifying and denitrifying bacteria. They belonged to the 
Actinobacteriota, Planctomycetota, Firmicutes, Verrucomicrobiota, Chloroflexi, Bacteriota, Protrobacteria 
and Acidobacteriota phyla. They exhibited an ammonia-nitrogen treatment efficiency of 91.73 percent. 
4) Phosphorus cycling–related bacteria in the Actinobacteriota phylum presented the orthophosphorus 
treatment efficiency of 65.41 percent. 
CONCLUSION: The results of this study suggested that bacterial communities did not significantly differ 
along oxidation depth because they work together with chemotrophs, which participate in organic 
substance decomposition, and phototrophs, which are involved in oxygen generation and nutrient 
removal. All of the bacteria found in domestic wastewater benefit and support oxidation pond systems in 
tropical zones. Anaerobic bacteria can be found in wastewater and used in treatment systems due to their 
protective mechanisms against oxygen toxicity and self-repair mechanisms. The knowledge gained from 
this study can be used as a reference in future works on natural wastewater treatment systems. 
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INTRODUCTION
Water constitutes the majority of the earth’s surface 

and is considered the fundamental compound that 
supports all living things in the environment. The 
growth of the global population and expansion of 
urban communities and agricultural and industrial 
areas have led to increased demands for water. While 
point sources for agricultural and industrial wastewater 
can be identified, domestic wastewater is complex. 
Rose et al. (2021) suggested that approximately 
80 percent (%) of used water is converted into 
wastewater, which is mostly composed of degradable 
proteins, carbohydrates, lipids and cellulose. Self-
purification occurs when domestic wastewater is 
released into natural water sources; however, in many 
cases, the loading capacity of natural water resources 
is the limiting factor for treatment. Effective treatment 
technologies have been implemented to address the 
above situation. They include aerated lagoons, activated 
sludge, trickling filters and oxidation ponds. Oxidation 
ponds are commonly preferred as treatment systems 
in tropical zones because the climate in these zones is 
best suited for biodegradation, nutrition conversion 
and pathogenic bacterial removal (Mahapatra et al., 
2022). In general, oxidation pond systems consist of 
consecutive ponds with three main functions, namely, 
1) sedimentation, 2) oxidation and 3) stabilisation. In 
oxidation pond systems, different biotic factors, such 
as bacteria and phytoplankton, together with abiotic 
factors, such as sunlight and wind, drive treatment, 
generating wastewater effluent that often meets the 
natural standards for discharge into nature. However, 
considering the complexity of domestic water, the 
appropriate recommended depth of treatment 
systems is unclear. Different pond depths also shape 
the normal bacterial flora that function in organic 
biodegradation and generate carbon dioxide (CO2) and 
nutrients, including ammonium-nitrogen (NH4

+-N), 
nitrate-nitrogen (NO3

−-N) and orthophosphate 
(PO4

3−). These nutrients can then be taken up by 
phytoplankton and cyanobacteria that use light energy 
in the photosynthetically active radiation (PAR) range 
of 400–700 nanometer (nm) for photosynthesis 
(Sukchinda et al., 2019). PAR energy is a limiting factor 
for optimal treatment because the lowest required 
photosynthesis photon flux density (PPFD) is 4–20 
micromole per second per square meter (µmol/m2/s) 
(Ritchie, 2010), whereas the highest suggested PPFD 
should not exceed 1400–1900 µmol/m2/s (Ziganshina 

et al., 2020) to avoid damaging bacterial cells. Algal–
bacterial symbiosis under optimal conditions is the 
main component of treatment in oxidation ponds 
(Mahapatra et al., 2022). Changes in the depths of 
treatment ponds often affect PAR quantity and quality 
(Brunet et al., 2014) because they would also affect 
the rates of photosynthesis and production of oxygen 
(O2) in the lower layers of ponds (Menden-Deuer, 
2012). In natural treatment ponds, Cylindrospermopsis 
shows the highest distrubtion at the depth of 150 cm 
below the surface. Moreover, water quality tends to 
increase with depth due to the increase in the density 
of Cylindrospermopsis at deep levels, wherein total 
nitrogen and NH4

+-N are significantly correlated with 
Cylindrospermopsis (Srichomphu et al., 2024). Changes 
in the depth of treatment ponds would attenuate 
aerobic degradation (dissolved oxygen [DO] < 1.0 
mg/L) (Zhang and Zhang, 2018). As a result, oxidation 
ponds with inappropriate depths often promote 
anaerobic degradation (DO < 1.0 mg/L). The products 
of anaerobic degradation lead to the formation of 
sulphide compounds that are toxic to phytoplankton 
and aerobic bacteria, resulting in a decrease in the 
efficiency of the overall treatment system (Tudsanaton 
et al., 2021). The quality of the treated water is the 
result of interactions amongst bacteria, cyanobacteria 
and phytoplankton. The results of the current study 
suggest that the vertical variability of bacteria can be 
used to support the design and efficient function of 
municipal wastewater treatment systems in tropical 
zones. In oxidation ponds, the bacterial degradation of 
organic substances in wastewater is related to depth. 
The findings of this study could be used to establish 
guidelines for determining the appropriate depth of 
oxidation ponds for effective wastewater treatment. 
This study was performed by collecting wastewater 
samples at three water depths through aseptic 
techniques. The samples were then analyzed for 
Deoxyribonucleic acid (DNA)  subjected to sequencing 
on the basis of 16s ribosomal ribonucleic acid (16s 
rRNA) and microbiome bioinformatics analysis 
to investigate the vertical variability of bacterial 
community distribution. This work hypothesised that 
the vertical variability of bacterial communities in 
oxidation ponds affects changes in the water quality 
and wastewater treatment efficiency of treatment 
systems, wherein the driving force is defined by the 
pattern of organic substance decomposition. This 
study aims to identify changes in bacterial vertical 
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distribution to determine the role and function of 
bacteria in community wastewater treatment systems 
in tropical zones in accordance with depth. The study 
site is the community domestic wastewater treatment 
system of The Kings Royally Initiated Laem Phak Bia 
Research and Development project (LERD Project), 
Phetchaburi, Thailand. This study has been carried out 
in 2022. 

MATERIALS AND METHODS
Study site

The oxidation ponds investigated in this work are 
located at the LERD Project site, Phetchaburi, Thailand 
(13°02ʹ53.3ʹʹNorth 100°05ʹ15.3ʹʹEast). They receive 
domestic wastewater from Phetchaburi Municipality. 
Wastewater is transferred through an 18.5 -kilometer 
(km) High density polyethylene (HDPE) pipeline to 
the project site. The ponds at the treatment site 
are consecutively connected in a series of five to 
allow for natural oxidation. O2 is added through 
natural phytoplankton thermosiphoning (under the 
assumption that O2 diffuses along the temperature 
gradient) (Noikondee et al., 2019) and photosynthesis 
to drive aerobic degradation by bacteria, thus producing 
nutrients and reducing wastewater contamination. 
The LERD climate station recorded an average daily 
ambient temperature of 27.9 ± 2.9 degrees Celsius (°C) 
over a 10-year period. The warmest month was April, 
which had a temperature of 30.4 ± 3.6 °C, whereas the 
coolest month was December, which had a temperature 
of 25.7 ± 3.3 °C. The daily average solar intensity was 
228.63 Watts per square meter (W/m2). The highest 
intensity occurred in January (265.10 W/m2), whereas 
the lowest occurred in September (200.54 W/m2). In 
summary, the temperature and solar radiation at the 
study site remained relatively constant throughout the 
recorded period.

Sample collection
Oxidation pond no. 1 was used for sample 

collection because it was the first pond to aerobic 
biotic degradation. Samples were collected in 
February (dry period) from 11:00 to 14:00 hours (h) 
(Srichomphu et al., 2020) via composite sampling by 
using a water sampler at five different locations and 
three different depths: top layer at 0–0.6 meter (m), 
middle layer at 0.6–1.5 m and bottom layer at >1.5 
m (Fig. 1). Noikondee et al. (2019) suggested that 
the temperature gradient in the oxidation ponds of 
the LERD project can be separated into three levels. 
Upon collection, the water samples were stored at 4 
°C, and their chemical and biological parameters were 
later analysed. Plankton samples were then collected 
with 20 liters (L) of water by using a mesh net with a 
diameter of 36 micrometer (µm) at the same depth 
and sampling points. The samples were subsequently 
fixed with 4% formaldehyde (Nguyen and Nhien, 2020). 
PPFD (model SQ-421, Apogee, the USA) was measured 
every 15 cm, and the data were stored with a CR-300 
data logger (Campbell Scientific, the USA).

Sample analysis
Water samples were collected from the oxidation 

pond with three replications per sample and analysed 
for physical and chemical parameters, including 
temperature, DO, potential of hydrogen (pH) (Multi 
3510 IDS, WTW, the USA), biochemical oxygen demand 
(BOD), NO3

−-N, ammonia-nitrogen (NH3-N) and PO4
3− in 

accordance with the standard of APHA (2017). Next-
generation sequencing was performed on the basis 
of 16s rRNA genes (Bellebcir et al., 2023) to examine 
bacterial diversity. A total of 2 L of each sample was 
centrifuged at 8000 rpm for 10 min to obtain a pellet, 
which was subjected to DNA extraction. Bacterial 16S 
rRNA genes were amplified by using the 341F (5ʹ-TCGT

 

 

 

 

 

 

 

 

 

 

 

  

  

 

Fig. 1: Wastewater collection points in the oxidation ponds of the LERD project 
Fig. 1: Wastewater collection points in the oxidation ponds of the LERD project
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CGGCAGCGTCAGATGTGTATAAGAGACAG-3ʹ) and 805R 
(5ʹ-GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG -3ʹ) 
primers targeting V3–V4 regions and 2X sparQ HiFi 
PCR master Mix (QuantaBio, the USA). Subsequently, 
16s amplicons were purified by using sparQ Puremag 
Beads (QuantaBio, the USA). V3–V4 sequencing was 
performed on an IIlumina Miseq system at Omics 
Sciences and Bioinformatics Center (Chulalongkorn 
University, Bangkok, Thailand). Microbiome 
bioinformatics analyses were conducted by using 
Quantitative Insights into Microbial Ecology 2 version 
2020.8 (Bolyen et al., 2019). Phytoplankton was 
counted by using a Sedgewick–Rafter chamber under 
microscopy, and phytoplankton density was calculated 
in terms of cells/cubic meter (cell/m3) by using Eq. 1 
(Srichomphu et al., 2024).

2

1

NVC = 
V                                                                                                               (1)

Where,
C = plankton density in cells/L (conversion [×1000] 

was conducted to obtain the value in cells/m3)
N = average density per 1 milliliter (mL) of plankton
V1 = volume of water filtered through the plankton 

filter bag (L).
V2 = volume of sample water contained in the 

sample bottle (mL)

Statistical analysis
Analysis of variance (ANOVA) was used to analyse 

water quality with three replicates per parameter 
and depth. The data were then subjected to Duncan’s 
multiple range test.  (DMRT) for eEach replication was 
used in analysis with confidence intervals of 95% (p < 
0.05). Analysis was performed with Statistical Package 
for the Social Sciences software version 26.0 (SPSS Inc., 
Chicago, Illinois, the USA) (Abbasi et al., 2023). 

RESULTS AND DISCUSSION
Wastewater treatment performance

Symbiosis between different groups of bacteria 
and phytoplankton at different depths under the 
appropriate conditions allow for the degradation 
of organic substances in wastewater. In this work, 
water quality was used as an indicator of treatment 
efficiency. Analysing the physical quality of water at 
three sampling levels revealed that the temperatures 
at the top, middle and bottom layers of the sampled 
pond were 27.0 °C, 26.9 °C and 26.9 °C, respectively, 

which are suitable for bacterial and phytoplankton 
habitats and supporting degradation (Dias et al., 
2017). Tejaswini et al. (2019) stated that the optimal 
temperature for biological wastewater treatment 
in tropical zones falls within 25 °C–30 °C. DO slightly 
decreased with depth to 7.76, 7.45 and 7.42 mg/L, 
thus supporting treatment (Table 1). This result may be 
attributed to oxygenic photosynthesis by phototrophic 
phytoplankton. High total phytoplankton cell densities 
of 107 cells/m3 were observed at every depth (Nguyen 
and Nhien, 2020). DO concentration was related 
to increased pH levels; the pH range of 8.73–8.92 
is favourable for bacterial activities in aerobic and 
anaerobic purification (Bouchaala et al., 2021). The 
consumption of CO2 by phytoplankton in the water via 
photosynthesis resulted in the breakage of carbonate 
ions (HCO3

-) and increase in hydroxyl ions (OH-). BOD 
concentrations in influent and effluent were 29.70 ± 
0.79 and 18.30 ± 0.05 mg/L, respectively, and were 
associated with the treatment efficacy of 38.38%, 
which passed Thailand’s water quality standard 
(20.0 mg/L). This reduction of BOD was attributed to 
biological mechanisms involving the bacterial release 
of extracellular enzymes that are specific to substrates, 
which are then broken down into small components 
and taken up by cells for growth and energy production 
(Liu et al., 2021). For example, enzymes, such as 
amylase, participate in the hydrolysis of carbohydrates 
and organic substances with high carbon content 
(measured in terms of BOD), ultimately forming sugars. 
Organic carbon is broken down and CO2 is produced as 
a by-product during decomposition in the presence of 
O2. CO2 can serve as a carbon source for cyanobacteria. 
Under anaerobic conditions, organic substances are 
decomposed and eventually converted into methane 
(CH4) through methanogenesis. CH4 then serves as a 
carbon source for methanotrophs, thus reducing BOD 
concentrations at different depths. BOD significantly 
increased (p < 0.05) to 23.11 ± 0.62, 24.27 ± 0.06 and 
34.48 ± 0.13 mg/L at depths of 0–0.6, 0.6–1.5 and 
<1.5 m, respectively. The increase in BOD at the lower 
depths of the pond is supported by the increase in 
the deposition of dead bacteria, phytoplankton cells 
and other organic sediments (Bartosiewicz et al., 
2021) from bacterial cell walls. Negatively charged 
phytoplankton and some species that can produce 
extracellular polymeric substances (EPS) processing 
the ability to promote cell aggregation, leading to the 
formation of large cell clusters that settle by gravity 
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and accumulate in the water bed, allowing sediments 
to absorb and release nutrients effectively (Chan et 
al., 2022). Organic nitrogen is degraded by protease 
enzymes, which break down proteins into amino acids 
(Liu et al., 2021). These amino acids serve as a crucial 
nitrogen source for bacteria and phytoplankton. In 
the presence of O2, nitrogenous organic substances 
are decomposed into inorganic substances, such 
as  NO3

−-N, through nitrification. Under anaerobic 
conditions, nitrogen compounds can be found in the 
form of NH3-N. NH3-N treatment efficacy reached 
91.73% and did not significantly differ along the 
vertical profile (1.55 ± 0.12, 1.44 ± 0.19 and 1.33 ± 0.18 
mg/L). The conversion of NH3-N into NO3

−-N through 
the biological process of nitrification accounted for 
the low NO3

−-N treatment efficacy (Table 1), which 
nonetheless exceeded the national standard (5.0 
mg/L). The changes in NO3

−-N along the vertical profile 
revealed that NO3

−-N concentration was significantly 
negatively correlated with depth and decreased to 
2.25 ± 0.16, 1.13 ± 0.08 and 0.65 ± 0.09 mg/L as a result 
of denitrification, which is based on the use of PO4

3− by 
bacteria and phytoplankton through mineralisation. 
PO4

3− was increased with pond depth (0.66 ± 0.15, 0.63 
± 0.06 and 1.04 ± 0.07 mg/L) because it was released 
from sedimented organic substances. The properties 
of the sediments mentioned above and high pH levels 
also support chemical precipitation (Li et al., 2022). 
The interaction of chemical and biological processes 
resulted in a PO4

3- treatment efficacy of 65.41%, 

suggesting that the vertical profile of the pond is under 
aerobic conditions, wherein O2 is an important factor 
in the water quality changes that occur in the system 
and processes supported by temperature and pH. 

Light under water
Light is a physical factor that affects the photosynthesis 

of phototrophs. O2, which is measured in the form of 
DO, is produced in the system (Marzetz et al., 2020). 
The process is crucial for aerobic degradation, wherein 
aerobic bacteria utilise O2 as a terminal electron 
acceptor in energy generation and biological nutrient 
removal in domestic wastewater treatment systems, 
and highlights the supporting role of light in aerobic 
degradation. The highest PPFD of 1,939.5 ± 1.00 µmol/
m2/s was found at the water surface. However, PPFD 
decreased in accordance with depth. PPFD at the top, 
middle and bottom layers of the pond ranged from 
1,939.5 ± 1.00 µmol/m2/s to 81.5 ± 1.00 µmol/m2/s, 
81.5 ± 1.00 µmol/m2/s to 1.44 ± 0.01 µmol/m2/s and 
1.44 ± 0.01 to 0.00 µmol/m2/s. The average absorption 
values at the top, middle and bottom layers were 
97.67%, 3.05% and 0.10%, respectively (Fig. 2).

Microbial community patterns
The bacteria and archaeans found in this study 

included photosynthetic and BOD-, nitrogen- and 
phosphorus-removing bacteria. A total of 26 bacterial 
phyla were identified. The 10 main phyla were found at all 
depths and did not significantly differ amongst samples 

 
 
  

  

Table 1: Water quality of the influent; top, middle and bottom layers; and effluent of the sampled LERD oxidation pond 
 
 

Parameters Units Std* Input Layers Output F-test Efficiency 
(%) Top Middle Bottom

Temperature ˚C 23–32 27.4 27.0 26.9 26.9 27.4 - - 

pH - - 8.10 8.92 8.81 8.73 8.90 - - 

DO mg/L >3.00 4.03 7.76 7.45 7.42 7.34 - - 

BOD mg/L <20 29.7 ±  
0.79 

23.11 ±  
0.62c 

24.27 ±  
0.06b 

34.48 ±  
0.13a 

18.3 ±  
0.05 ** 38.38 

NO3
− -N mg/L 5.00 0.56 ±  

0.05 
2.25 ±  
0.16a 

1.13 ±  
0.08b 

0.65 ±  
0.09c 

2.73 ±  
0.27 ** −387.50 

NH3-N mg/L 0.50 2.54 ±  
0.15 

1.55 ±  
0.12 

1.44 ±  
0.19 

1.33 ±  
0.18 

0.21 ±  
0.09 NS 91.73 

PO4
3− mg/L ≤0.1 1.85 ±  

0.77 
0.66 ±  
0.15b 

0.63 ±  
0.06b 

1.04 ±  
0.07a 

0.64 ±  
0.13 ** 65.41 

Total 
phytoplankton cell/m3 - - 107  × 2.99 107  × 2.97 107  × 2.73 - - - 

*Std = standard. The standard of control drain effluent water from the community wastewater treatment system set by the Ministry of Natural 
Resource and Environment, Thailand 
**Statistical variances at a 95% confidence level, ns = no significant differences at a 95% confidence level 
a–c indicate high-to-low statistical values from Duncan's multiple range test. 

Table 1: Water quality of the influent; top, middle and bottom layers; and effluent of the sampled LERD oxidation pond
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taken at different depths. Actinobacteriota dominated 
amongst the phyla, followed by Cyanobacteria, 
Plactomycetota, Firmicutes, Proteobacteria (Alpha- 
and Gammaprotobacteria), Verrucomicrobiota, 
Chloroflexi, Bacteriota, Acidobacteriota and SAR324 
clade (marine group B) (Fig. 3a). More than 42 
families were identified. The bacteria showed similar 
relative abundances, with the top three dominant 
families consisting of Cyanobiaceae, Pirellulaceae 
and Clostridiaceae, and uncultured bacteria were 
found at all levels with abundances of 3.2%–3.5% (Fig. 
3b). Anaerobic bacteria/archaeans showed certain 
patterns or differences at different depths and were 
grouped in accordance with O2 demands: 18.99%, 
16.38% and 18.48%. Six phyla, namely, Euryachaeota 
(Methanobacteriaceae), Firmicutes (Clostridiaceac, 
Peptostreptococcaceae and Erysipelotrichceae), 
Verrucomicrobiota (Akkermansiaceae and 
Terrimicrobiaceae), Proteobacteria (Rhizobiales 
incertae sedis), Planctomycetota (Rubinisphaeraceae) 
and SAR324 clade (marine group B), were identified 
(Fig. 3) (Tudsanaton et al., 2023).

Main microbial drivers of aerobic wastewater 
treatment 

The two main groups of bacteria were identified 
and classified in accordance with O2 demand: 1) 
aerobic and 2) anaerobic bacteria, which included 
Archaea, an ancient bacterial lineage that does not 

require O2 to grow. Archaeans can exist in domestic 
wastewater because they can decompose organic 
substances (protein, carbohydrate and lipids) by 
working together with various bacteria in the form of a 
consortium under suitable conditions (Mathew et al., 
2022). Archaeans and bacteria in the top, middle and 
bottom layers of the pond separated into two groups: 
1) chemotrophic and 2) phototrophic bacteria. DO is 
an important driver in aerobic wastewater treatment 
systems. In this study, the highest DO concentration 
was observed during midday (11:00–14:00 h). It was 
influenced by phytoplankton photosynthesis. PPFD is 
an abiotic factor. It is light energy with an important 
role in the treatability of oxidation ponds because it 
influences the addition of O2 via thermosiphoning and 
photosynthesis, wherein light is used as energy by 
phytoplankton and photoautotrophic cyanobacteria. 
Although phototrophs are dependent on light as their 
PPFD preference varies depending on their species 
(Theus et al., 2022). However, in oxidation ponds, depth 
influences photoinhibition because photosynthesis by 
phytoplankton and cyanobacteria requires a maximum 
PPFD of 1400–1900 µmol/m2/s (Ziganshina et al., 2020). 
In this study, PPFD had a negative relationship with 
phytoplankton and DO (Table 1). However, the vertical 
DO content was sufficient for aerobic degradation 
because the PPFD measured at lower pond depths 
was adequate for photosynthesis by phytoplankton 
and cyanobacteria, which require a minimum PPFD 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

  

  

 

 

 

Fig. 2: Light profile (PPFD: µmol/m2/s) at the (a) top, (b) middle and (c) bottom layers 

 

Fig. 2: Light profile (PPFD: µmol/m2/s) at the (a) top, (b) middle and (c) bottom layers
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of 4–20 µmol/m2/s (Ritchie, 2010). The oxygenic 
photosynthetic bacteria found at all depths originated 
from one photolithoautotrophic cyanobacterial 
phylum and separated into four families, including 
1) the dominant family Cyanobiaceae (Cyanobium 
PCC-6307), 2) Cyanobacteriaceae, 3) Nostocaceae 
and 4) Synechococcaceae. These families are the 
main O2 producers and contributed more than 80% 
of the O2 measured in the water (Yin et al., 2021). 
Cyanobium spp. were found at all depths because 
they contain chlorophyll pigments and carotenoid 
and phycobiliprotein accessory pigments as well as 
have the ability to absorb green or blue light, which 
can penetrate deep levels (Bernet et al., 2021). For 
this reason, Cyanobium spp. use accessory pigments 
instead of chlorophyll to absorb light energy (PPFD) 
and have the optimal irradiance of 200–260 µmol/
m2/s (Pagels et al., 2020), accounting for their high 
abundance of 20.33% at the pond surface (Fig. 3) The 

above phenomena indicate that in the investigated 
wastewater treatment system, oxygenic photosynthetic 
bacteria played a main role in the photosynthesis 
process which adds O2 during daylight hours, thus 
supporting the organic degradation activities of 
aerobic and facultative anaerobic bacteria. In this 
study, anoxygenic photosynthetic bacteria, which do 
not photosynthesise and produce O2 as a product, 
were found at every water depth and identified as 
members of the Chloroflexi phylum (2.8%–3.0%). They 
were classified as filamentous green bacteria that do 
not require O2 and mediate the formation of flocs that 
house various bacteria (consortium), thus supporting 
the fermentation of carbohydrates and complex 
polymeric organic carbon compounds (Speirs et al., 
2019) 

Role of bacteria in oxidation ponds 
BOD indicates the contamination of water by 

 
a) 

 
b) 
 

 

Fig. 3 : Relative abundance of dominant bacterial (a) phyla and (b) families at three different layers of the 
sampled oxidation pond 
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Fig. 3 : Relative abundance of dominant bacterial (a) phyla and (b) families at three different layers of the sampled oxidation pond
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organic carbon substances. This study found that the 
abundances of Planctomycetes, Bacteroidota (Zhang 
et al., 2020) and Verrucomicrobiota (Jia et al., 2019), 
which have major roles in carbon and nitrogen cycling 
in aquatic environments, decreased from 17.41% 
to 15.50%, 7.69% to 6.47 and 0.97% to 0.96% (Fig. 
3a) with depth, respectively. These three phyla are 
responsible for organic carbon degradation (Suominen 
et al., 2021). The reduction in the abundance of 
heterotrophic bacteria with depth corresponded to 
an increase in BOD to 23.11 ± 0.62, 24.27 ± 0.06 and 
34.48 ± 0.13 mg/L at the top, middle and bottom layers 
of the pond, respectively. The heterotrophic bacteria 
identified in this work consisted of six families, including 
Pirellulaceae, the dominant family; Rhodobacteraceae; 
Flavobacteriaceae; Saprospiracea; Crocinitomicaceae; 
and Mircobacteriaceae (Fig. 3b). These families are 
aerobic bacteria whose main functions are to degrade 
BOD in the treatment system under aerobic conditions 
(Table 1). The abundances of these BOD-degrading 
bacteria tended to decrease with depth (12.95%, 
12.76% and 11.67%). This phenomenon contributed 
to the increase in BOD given that the amount of 
decomposers decreased. In addition, organic matter 
increased with depth due to the sedimentation of 
bacterial cells and phytoplankton. The accumulation of 
sediment also promoted the anaerobic decomposition 
of organic matter. Nevertheless, natural oxidation 
by methanogens in the pond treatment system can 
degrade the organic carbon in the form of BOD into 
CH4 under anaerobic conditions. These methanogens 
are members of the Archaea domain and accounted 
for approximately 1% of the total bacteria. They were 
classified as members of the phylum Euryarcheota 
(Methanobacteriaceae), and their population increased 
with pond depth. This study found bacteria from two 
methanogen families: 1) Steroidobacteraceae and 2) 
Methanobacteraceae (Methanobacterium). These 
families are class I methanogens that produce CH4 
through strict hydrogenotrophic methanogenesis (Lyu 
and Lu, 2018), which is supported by Clostridiaceae 
(sensu stricto1 and 13). Clostridiaceae, which was 
found at all depths, produce hydrogen gas (H2) as a 
substrate (Cao et al., 2022). All the above processes 
support the ability to remove organic compounds from 
carbohydrates in wastewater through carbohydrate 
utilisation. This study also found aerobic and 
anaerobic methanotrophic bacteria (methanotrophs), 
including Methylococcaceae (Methyloparacoccus) 

and Rubinishaeraceae (SH-PL14), that use CH4 
produced by methanogens as a carbon source and 
energy for growth. This Organic carbon dedradation 
and inorganic carbon reduction phenomenon also 
contributed to the reduction in carbon compounds 
in wastewater and indicates that the treatment of 
organic substances, particularly carbon compounds or 
BOD, in municipal wastewater relies on the interaction 
of aerobic bacteria with anaerobic bacteria/archaeans. 
The O2 concentration is related to a reduction in 
methanogenesis because O2 is toxic to anaerobic 
bacteria. Reactive oxygen species (ROS), which 
consist of the superoxide radical (O2

−•), hydrogen 
peroxide (H2O2) and the hydroxyl radical (OH•), 
can damage genetic material and cell structures. 
However, anaerobic bacteria, such as Clostridiaceae, 
have been suggested to mount antioxidative defense 
responses by producing the enzymes 1) superoxide 
dismutase (SOD), which changes O2

−• into H2O2 and 
O2, and 2) catalase, which eliminates H2O2 toxicity by 
converting H2O2 into H2O and O2 (Brioukhanov and 
Netrusov, 2004). Moreover, the methanogens found 
in this study can produce more SOD during the log 
phase and catalase during the stationary phase than 
during other phases (Brioukhanov et al., 2002). The 
enzymes that play a role in reducing ROS toxicity are 
alkyl hydroperoxide reductase, thioredoxin reductase 
and thioredoxin. They are produced by the phyla 
Planctomycetota, Verrucomicrobiota, Bacteriodota, 
Acidobacteriota, Chloroflexi, Actinobacteriota, SAR324 
clade (marine group B) and Firmicutes (Johnson and 
Hug, 2019), which were found at all pond depths. 
Changes in nitrogen are related to nitrification by 1) 
nitrifying bacteria, which consist of ammonia-oxidising 
bacteria (AOB) and nitrite-oxidising bacteria (NOB), 
and 2) denitrification by denitrifying bacteria, which 
considerably reduce NO3

−-N concentration with depth 
(Table 1). The nitrifying bacterium Comamonadaceae 
(Jia et al., 2019) was found at all depths. The AOB 
families Nitrosomonadaceae (Ellin6067), Pirellulaceae 
and Alphaproteobacteria were also found. The NOB 
Gammaproteobacteria was also identified. AOB and 
NOB phyla consisted of Actinobacteriota (25.4% to 
26.9%), Planctomycetota (15.5% to 17.4%), Firmicutes 
(10.0% to 11.9%), Chloroflexi (2.8% to 3.0%), Bacteriota 
(1.0% to 1.4%) and Acidobacteriota (0.7% to 0.8%). 
Baskaran et al. (2020) suggested that bacteria in the 
aforementioned phyla participate in nitrification. All 
of these phyla are the main phyla found in this study 
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(Fig. 3a). In particular, the Planctomycetes family plays 
an important role in the nitrogen cycle (Zhang et al., 
2020). These findings account for the nonsignificant 
differences in NH3-N concentration along the vertical 
profile (1.55 ± 0.12, 1.44 ± 0.19 and 1.33 ± 0.18 mg/L) 
and indicate that the nonsignificant change in NH3 at 
basic pH (pH of 8.73 to 8.92) (Table 1) resulted from 
the growth of phytoplankton and cyanobacteria (Zang 
et al., 2011). This study found that bacteria in the 
Proteobacteria and Chloroflexi phyla and Rhizobiales 
incertae sedis and Steroidobacteraceae families were 
present. Moreover, it discovered that the concentration 
of nitrogen contaminants, especially NO3

--N, 
decreased with depth (Table 1). Denitrifying bacteria 
are anaerobic heterotrophic and chemolithotrophic 
denitrifiers (Zhang et al., 2020) that reduce NO3

−-N into 
nitrogen gas (N2) through the activation of the nitrous 
oxide reductase gene (Rose et al., 2021). Phosphorus 
removal is supported by 1) bacteria that produce 
carbon–phosphorus (C–P) lyase, Alpharoteobacteria, 
Gammaproteobacteria and Actinobacteriota (Sosa et 
al., 2019) and 2) polyphosphate-accumulating bacteria 
(POB) with the pitA, pstABCS, phoU and ppk genes 
(Kristensen et al., 2021) in the Acidobacteriota phylum 

and Vicinamibacteraceae and Comamonadaceae 
families. The results suggest that phosphorus-removing 
bacteria did not differ with depth (Fig. 3b). However, 
PO4

3− concentration significantly differed with depth 
(Table 1). PO4

3− accumulated at depths greater than 
1.5 m (0.66 ± 0.15, 0.63 ± 0.06 and 1.04 ± 0.07 mg/L) 
because the pH values at these depths exceeded 
8.5 (Lee et al., 2015). Moreover, the deposition of 
dead bacterial and phytoplankton cells released 
PO4

3− from nucleic acids or phospholipid bilayers in 
microbial cell membranes, and phosphonate sourced 
from washing agents oxidised into PO4

3− (Rott et al., 
2018). These compounds are used as nutrients for the 
growth of phytoplankton, cyanobacteria and bacteria 
through uptake into the cells by the biochemical 
processes involved in growth, resulting in a decrease 
in phosphorus in wastewater. This work found that 
community wastewater treatment systems in tropical 
zones exhibited a diverse range of bacteria at the 
phylum level. These bacteria play a crucial role in the 
production of O2 and treatment of organic substances 
containing carbon, nitrogen and phosphorus groups, 
exhibiting a distinct advantage over other community 
wastewater treatment systems (Table 2).

Table 2: Bacterial communities at the phylum level in other wastewater treatment systems
Table 2: Bacterial communities at the phylum level in other wastewater treatment systems 

 
 

Biological 
process 

Wastewater 
treatment 
system/Method 

Bacteria at the phylum level 

Sources 
Other research The current study 

(oxidation pond ) 

1. O2 production Oxidation pond Cyanobacteria Cyanobacteria Sukchinda et al., 2019; 
Srichomphu et al., 2024 

2. BOD removal 
 

Oxidation ditch Chloroflexi Planctomycetes, 
Verrucomicrobiota, 
Bacteroidota, Euryarcheota 

Xu et al., 2017; Nascimento 
et al., 2018;  

Activated sludge Proteobacteria Cydzik-Kwiatkowska and 
Zielinska , 2016 

3. Nitrogen 
removal 
  

Activated sludge Proteobacteria Proteobacteria, 
Actinobacteriota, 
Planctomycetota, Firmicutes, 
Verrucomicrobiota, 
Chloroflexi, Bacteriota, 
Acidobacteriota  

Zhong et al., 2023 
Oxidation pond Verrucomicrobiota, 

Firmicutes, Chloroflexi, 
Bacteroidota 

Saneha et al., 2023 

Anaerobic-anoxic-
aerobic method 

Firmicutes, 
Proteobacteria 

Zhao et al., 2019 

Anaerobic-anoxic-
aerobic  
method 

Proteobacteria  Gu et al., 2022 

4. Phosphorus 
removal  
 

Activated sludge Proteobacteria Actinobacteriota, 
Proteobacteria 

Liu et al., 2016 
Anaerobic–anoxic–
aerobic  
method 

Proteobacteria  Zhao et al., 2019;  
Gu et al., 2022; 

Oxidation ditch Actinobacteriota Xu et al., 2017 
Enhanced biological 
phosphorus removal 

Actinobacteriota, 
Proteobacteria 

López-Vázquez et al., 2008 
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CONCLUSION
This work determined the change in bacterial verti-

cal variability along with depth in community domestic 
wastewater treatment systems in tropical zones on the 
basis of bacterial communities combined with physical 
and chemical water quality. The results of this study 
showed that water quality reflected the biodegrada-
tion activities that occurred in the treatment system 
and that the diversities of aerobic and anaerobic bac-
teria did not differ. The 10 main bacteria phyla were 
Actinobacteriota, Cyanobacteria, Plactomycetota, 
Firmicutes, Proteobacteria (Alpha- and Gammaproto-
bacteria), Verrucomicrobiota, Chloroflexi, Bacteriota, 
Acidobacteriota and SAR324 clade (marine group B). 
These bacterial phyla also supported the degradation 
of organic carbon, nitrogen and phosphorus com-
pounds in domestic wastewater in tropical zones. The 
bacteria that were found at all three depths were clas-
sified into four main groups. 1) Phototrophic bacteria 
included oxygenic and anoxygenic photosynthetic bac-
teria. Cyanobiaceae (Cyanobium PCC-6307) was the 
dominant oxygenic photosynthetic bacterium (19.08% 
to 21.19%) at each depth and main O2 producer in the 
investigated wastewater treatment system. Sunlight is 
an important factor for O2 production through photo-
synthetic activity and measured in the form of PPFD. 
PPFD decreased from 1939.5 ± 1.00 µmol/m2/s at the 
surface of the pond to 0.00 µmol/m2/s at the bottom 
layer of the pond. However, O2 in the vertical profile 
was sufficient for aerobic degradation by bacteria (7.76 
to 7.42 mg/L). The anoxygenic photosynthetic bacteri-
um in this study was identified as Chloroflexi (2.8% to 
3.0%), which can form filaments to support the growth 
of other bacteria. 2) Bacteria that played a role in the 
treatment of the three groups of carbon compounds in 
the treatment system included BOD-removing hetero-
trophic bacteria with a major role in BOD degradation. 
They included Planctomycetes; Verrucomicrobiota; 
and Bacteroidota, which consisted of the Pirellulaceae, 
Rhodobacteraceae, Flavobacteriaceae, Saprospirace-
ae, Crocinitomicaceae and Mircobacteriaceae fami-
lies. They also included methanogenic and archaean 
bacteria, namely, Steroidobacteraceae (bacteria) and 
Methanobacteraceae (archaean), which convert or-
ganic carbon into CH4 through the hydrogenotrophic 
methanogenesis pathway. This pathway is also sup-
ported by hydrogen-producing bacteria (Clostridiace-
ae sensu stricto1 and 13). Methanotrophic bacteria in 
the Methylococcaceae and Rubinishaeraceae families 

used CH4 produced by methanogens in the treatment 
system for growth. All of these processes reduced the 
BOD concentration in the wastewater treatment sys-
tem to 38.38%. 3) Nitrifying and denitrifying bacteria 
play a role in the treatment of nitrogen compounds. 
Nitrifying bacteria (AOB and NOB) in the Actinobacte-
riota, Planctomycetota, Firmicutes, Chloroflexi, Bacte-
riota and Acidobacteriota phyla were identified. They 
converted NH3-N into NO3

−-N, thus decreasing NH3-N in 
the treatment system by 91.73%. Denitrifying bacteria 
included Chloroflexi and Proteobacteria in the Rhizo-
biales incertae sedis and Steroidobacteraceae fami-
lies. They reduce NO3

−-N into N2. This process caused 
NO3

−-N to decrease with depth (23.11 ± 0.62, 1.13 ± 
0.08 and 0.65 ± 0.09 mg/L). 4) Bacteria for the treat-
ment of phosphorus compounds included those that 
can produce C–P lyase. These bacteria include Prote-
obacteria, Actinobacteria and POB in the Acidobacte-
riota phylum. The high PO4

3− concentration at depths 
exceeding 1.5 m (1.04 ± 0.07 mg/L) resulted from 
chemical precipitation due to high pH. PO4

3− treatment 
efficacy reached 65.41%. Anaerobic bacteria/archae-
ans possess a self-repairing system that initiates the 
repair of DNA and cell structural damage caused by 
O2 toxicity. Bacterial communities did not significantly 
differ along the vertical profile of oxidation ponds in 
tropical zones. In the treatment system, the products 
of anaerobic bacteria had no negative effects because 
of the balanced interaction of aerobic and anaerobic 
bacteria. This study was conducted in a real area with 
depth limitations. Therefore, future studies should in-
vestigate deep ponds. However, the depth of 2.23 m is 
suitable for treating community wastewater in tropical 
zones.

AUTHOR CONTRIBUTIONS
C. Tudsanaton established the experimental design 

and performed material and manuscript preparation 
and data collection, analysis and interpretation. T. 
Pattamapitoon contributed to study conception, 
experimental design, material preparation, data 
collection and analysis and manuscript preparation 
and editing. O. Phewnil contributed to the 
experimental design and conducted data collection and 
interpretation. W. Wararam performed data collection, 
analysis and interpretation. K. Chunkao contributed to 
the experimental design and manuscript editing. P. 
Maskulrath performed data collection and manuscript 
preparation. M. Srichomphu conducted laboratory 



11

Global J. Environ. Sci. Manage., 10(3): 1-14, Summer 2024

analysis and material preparation 

ACKNOWLEDGEMENT
The authors appreciate The King’s Royally Initiated 

Laem Phak Bia Research and Development Project, 
Chaipattana Foundation for financial support (LERD 
RDS2-2/2566) and distinguished faculties from the 
Faculty of Environment, Kasetsart University, Bangkok, 
Thailand for their academic advice.

CONFLICT OF INTEREST
The authors declare no conflict of interests 

regarding the publication of this manuscript. In 
addition, ethical issues, including plagiarism, 
informed consent, misconduct, data fabrication and/
or falsification, double publication and/or submission 
and redundancy have been completely addressed by 
the authors.

OPEN ACCESS
©2024 The author(s). This article is licensed under 

a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, 
distribution and reproduction in any medium or 
format, as long as you give appropriate credit to the 
original author(s) and the source; provide a link to the 
Creative Commons license; and indicate if changes 
were made. The images or other third-party material 
in this article are included in the article’s Creative 
Commons license, unless indicated otherwise in 
a credit line to the material. If the material is not 
included in the article’s Creative Commons license 
and your intended use is not permitted by statutory 
regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright 
holder. To view a copy of this license, visit: http://
creativecommons.org/licenses/by/4.0/

PUBLISHER’S NOTE
GJESM Publisher remains neutral with regard 

to jurisdictional claims in published maps and 
institutional afflictions.

ABBREVIATIONS
16s rRNA 16s ribosomal ribonucleic acid
% Percent
°C Degree Celsius
µm Micrometer

µmol/m2/s Micromole per second per square 
meter

ANOVA Analysis of variance
AOB Ammonia-oxidising bacteria
BOD Biochemical oxygen demand
cell/m3 Cell per cubic meter
cell/L Cell per liter
CH4 Methane gas
cm Centimeter
CO2 Carbon dioxide
C–P Carbon–phosphorus
DMRT Duncan’s multiple range test
DNA Deoxyribonucleic acid
DO Dissolved oxygen
EPS Extracellular polymeric substance  
H2 Hydrogen gas
H2O2 Hydrogen peroxide
HCO3

- Carbonate ions
HDPE High density polyethylene
h Hours
km Kilometer
L Liter
LERD 
project

The King’s Royally Initiated Laem 
Phak Bia Research and Development 
Project

m Meter
m3 Cubic meter
mg/L Milligrams per liter
mL Milliliter
N2 Nitrogen gas
NGS Next- generation sequencing
NH3-N Ammonia-nitrogen
NH4

+-N Ammonium-nitrogen
nosZ Nitrous oxide reductase gene
nm Nanometer
NO3

--N Nitrate-nitrogen
NOB Nitrite-oxidising bacteria
O2 Oxygen gas
O2

−• Superoxide radical
OH− Hydroxyl ion
OH• Hydroxyl radical
PAR Photosynthetically active radiation
pH Potential of hydrogen
phoU Gene encoding for phosphate 

accumulation

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/


12

C. Tudsanaton et al.

pitA Gene encoding for phosphate 
accumulation

PO4
3- Orthophosphate

POB Polyphosphate accumulating bacteria
ppk Gene encoding for phosphate 

accumulation
PPFD Photosynthesis photon flux density
pstABCS Gene encoding for phosphate 

accumulation
QIIME Quantitative Insights into Microbial 

Ecology
ROS Reactive oxygen species
rpm Revolutions per minute
SAR324 
Clade

Bacteria phylum

SOD Superoxide dismutase 
SPSS Statistical package for the social 

sciences 

REFERENCES
Abbasi, M.; Gholizadeh, R.; Kasaee, S.R.; Vaez, A.; Chelliapan, S.; Fadhil 

Al-Qaim, F.; Deyab, I.F.; Shafiee, M.; Zareshahrabadi, Z.; Amani, A.M.; 
Mosleh-Shirazi, S., (2023). An intriguing approach toward antibacterial 
activity of green synthesised Rutin-templated mesoporous silica 
nanoparticles decorated with nanosilver. Sci. Rep., 13(1): 5987 (12 
pages).

APHA, (2017). Standard method for the examination of water and 
wastewater, 23th ed. America Public Health Association, Washington 
DC.

Bartosiewicz, M.; Maranger, R.; Przytulska, A.; Laurion, I., (2021). Effects 
of phytoplankton blooms on fluxes and emissions of greenhouse 
gases in a eutrophic lake. Water Res., 196: 116985 (12 pages).

Baskaran, V.; Patil, P.K.; Antony, M.L.; Avunje, S.; Nagaraju, V.T.; Ghate, 
S.D.; Nathamuni, S.; Dineshkumar, N.; Alavandi, S.V.;Vijayan, K.K., 
(2020). Microbial community profiling of ammonia and nitrite 
oxidising bacterial enrichments from brackishwater ecosystems for 
mitigating nitrogen species. Sci. Rep., 10(1): 5201 (11 pages).

Bellebcir, A.; Merouane, F.; Chekroud, K.; Bounabi, H.; Vasseghian, 
Y.; Kamyab, H.; Chelliapan, S.; Klemeš, J.J.; Berkani, M., (2023). 
Bioprospecting of biosurfactant-producing bacteria for hydrocarbon 
bioremediation: Optimisation and characterisation. Korean J. Chem. 
Eng., 40: 2497-2512 (16 pages).

Bernát, G.; Zavřel, T.; Kotabová, E.; Kovács, L.; Steinbach, G.; Vörös, 
L.; Prášil, O.; Somogyi, B.; Tóth, V.R., (2021). Photomorphogenesis 
in the picocyanobacterium cyanobium gracile includes increased 
phycobilisome abundance under blue light, phycobilisome decoupling 
under near far-red light and wavelength-specific photoprotective 
strategies. Front. Plant Sci., 12: 612302 (16 pages).

Bolyen, E.; Rideout, J.R.; Dillon, M.R.; Bokulich, N.A.; Abnet, C.C.; Al-
Ghalith, G.A.; Alexander, H.; Alm, E.J.; Arumugam, M.; Asnicar, F.;Bai, Y., 
(2019). Reproducible, interactive, scalable and extensible microbiome 
data science using QIIME 2. Nat. Biotechnol., 37(8): 852-857 (6 pages).

Brunet, C.; Chandrasekaran, R.; Barra, L.; Giovagnetti, V.; Corato, F.; 
Ruban, A.V., (2014). Spectral radiation dependent photoprotective 
mechanism in the diatom Pseudo-nitzschia multistriata. PLoS One. 

9(1): e87015 (10 pages).
Bouchaala, L.; Charchar, N.; Sahraoui, H.; Gherib, A. (2021). Assessment 

of wastewater biological treatment efficiency and mapping of WWTPs 
and LTPs in Algeria. J. Environ. Health Sci. Eng., 19(1): 1153-1169 (17 
pages).

Brioukhanov, A.L.; Netrusov, A.I., (2004). Catalase and superoxide 
dismutase: distribution, properties and physiological role in cells of 
strict anaerobes. Biochemistry (Moscow), 69: 949-962 (14 pages).

Brioukhanov, A.L.; Thauer, R.K.; Netrusov, A.I., (2002). Catalase 
and superoxide dismutase in the cells of strictly anaerobic 
microorganisms. Microbiology. 71: 281-285 (5 pages).

Cao, J.; Xu, C.; Zhou, R.; Duan, G.; Lin, A.; Yang, X.; You, S.; Zhou, Y.; 
Yang, G., (2022). Potato peel waste for fermentative biohydrogen 
production using different pretreated culture. Bioresour. Technol., 
362: 127866 (9 pages).

Chan, S.S.; Khoo, S.S.; Chew, K.W.; Ling, T.C.; Show, P.L., (2022). Recent 
advances biodegradation and biosorption of organic compounds from 
wastewater: Microalgae-bacteria consortium - A review. Bioresour. 
Technol., 344: 126159 (11pages)

Cydzik-Kwiatkowska, A.; Zielińska, M., (2016). Bacterial communities 
in full-scale wastewater treatment systems. World J. Microbiol. 
Biotechnol., 32: 66 (8 pages).

Dias, D.F.C.; Passos, R.G.; von Sperling, M., (2017). A review of bacterial 
indicator disinfection mechanisms in waste stabilisation ponds. Rev. 
Environ. Sci. Biol. Technol., 16: 517-539 (23 pages).

Gu, Y.; Li, B.; Zhong, X.; Liu, C.; Ma, B., (2022). Bacterial community 
composition and function in a tropical municipal wastewater 
treatment plant. Water. 14(10): 1537 (12 pages).

Jia, L.; Jiang, B.; Huang, F.; Hu, X., (2019). Nitrogen removal mechanism 
and microbial community changes of bioaugmentation subsurface 
wastewater infiltration system. Bioresour. Technol., 294: 122140 (10 
pages).

Johnson, L.A.; Hug, L.A., (2019). Distribution of reactive oxygen species 
defense mechanisms across domain bacteria. Free Radical Biol. Med., 
140: 93-102 (10 pages).

Kristensen, J.M.; Singleton, C.; Clegg, L.A.; Petriglieri, F.; Nielsen, P.H., 
(2021). High diversity and functional potential of undescribed 
“Acidobacteriota” in Danish wastewater treatment plants. Front. 
Microbiol., 12: 643950 (14 pages).

Lee, C.S.; Lee, S.A.; Ko, S.R.; Oh, H.M.; Ahn, C.Y., (2015). Effects of 
photoperiod on nutrient removal, biomass production and algal-
bacterial population dynamics in lab-scale photobioreactors treating 
municipal wastewater. Water Res., 68: 680-691 (12 pages).

Li, Z.; Wang, J.; Chen, X.; Lei, Z.; Yuan, T.; Shimizu, K.; Zhang, Z.; Lee, D.J., 
(2022). Insight into aerobic phosphorus removal from wastewater in 
algal-bacterial aerobic granular sludge system. Bioresour. Technol., 
352: 127104 (10 pages).

Liu, Y.; Su, X.; Lu, L.; Ding, L.; Shen, C., (2016). A novel approach to 
enhance biological nutrient removal using a culture supernatant from 
Micrococcus luteus containing resuscitation-promoting factor (Rpf) in 
SBR process. Environ. Sci. Pollut. Res., 23; 4498-4508 (11 pages).

Liu, Z.; Smith, S.R., (2021). Enzyme Recovery from Biological Wastewater 
Treatment. Waste Biomass Valor., 12: 4185–4211 (27 pages).

López-Vázquez, C.M.; Hooijmans, C.M.; Brdjanovic, D.; Gijzen, H.J.; van 
Loosdrecht, M.C., (2008). Factors affecting the microbial populations 
at full-scale enhanced biological phosphorus removal (EBPR) 
wastewater treatment plants in The Netherlands. Water Res., 42(10-
11): 2349-2360. (12 pages).

Lyu, Z.; Lu, Y., (2018). Metabolic shift at the class level sheds light on 
adaptation of methanogens to oxidative environments. Multi-Discip. 

https://www.nature.com/articles/s41598-023-33095-1#citeas
https://www.nature.com/articles/s41598-023-33095-1#citeas
https://www.nature.com/articles/s41598-023-33095-1#citeas
https://www.nature.com/articles/s41598-023-33095-1#citeas
https://www.nature.com/articles/s41598-023-33095-1#citeas
https://www.nature.com/articles/s41598-023-33095-1#citeas
https://www.scirp.org/reference/referencespapers?referenceid=2459667
https://www.scirp.org/reference/referencespapers?referenceid=2459667
https://www.scirp.org/reference/referencespapers?referenceid=2459667
https://www.sciencedirect.com/science/article/pii/S0043135421001834
https://www.sciencedirect.com/science/article/pii/S0043135421001834
https://www.sciencedirect.com/science/article/pii/S0043135421001834
https://www.nature.com/articles/s41598-020-62183-9
https://www.nature.com/articles/s41598-020-62183-9
https://www.nature.com/articles/s41598-020-62183-9
https://www.nature.com/articles/s41598-020-62183-9
https://www.nature.com/articles/s41598-020-62183-9
https://link.springer.com/article/10.1007/s11814-023-1418-y
https://link.springer.com/article/10.1007/s11814-023-1418-y
https://link.springer.com/article/10.1007/s11814-023-1418-y
https://link.springer.com/article/10.1007/s11814-023-1418-y
https://link.springer.com/article/10.1007/s11814-023-1418-y
https://www.frontiersin.org/articles/10.3389/fpls.2021.612302/full
https://www.frontiersin.org/articles/10.3389/fpls.2021.612302/full
https://www.frontiersin.org/articles/10.3389/fpls.2021.612302/full
https://www.frontiersin.org/articles/10.3389/fpls.2021.612302/full
https://www.frontiersin.org/articles/10.3389/fpls.2021.612302/full
https://www.frontiersin.org/articles/10.3389/fpls.2021.612302/full
https://www.nature.com/articles/s41587-019-0209-9
https://www.nature.com/articles/s41587-019-0209-9
https://www.nature.com/articles/s41587-019-0209-9
https://www.nature.com/articles/s41587-019-0209-9
https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0087015
https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0087015
https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0087015
https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0087015
https://link.springer.com/article/10.1007/s40201-021-00682-1
https://link.springer.com/article/10.1007/s40201-021-00682-1
https://link.springer.com/article/10.1007/s40201-021-00682-1
https://link.springer.com/article/10.1007/s40201-021-00682-1
https://link.springer.com/article/10.1023/B:BIRY.0000043537.04115.d9
https://link.springer.com/article/10.1023/B:BIRY.0000043537.04115.d9
https://link.springer.com/article/10.1023/B:BIRY.0000043537.04115.d9
https://link.springer.com/article/10.1023/A:1015846409735
https://link.springer.com/article/10.1023/A:1015846409735
https://link.springer.com/article/10.1023/A:1015846409735
https://www.sciencedirect.com/science/article/abs/pii/S0960852422011968
https://www.sciencedirect.com/science/article/abs/pii/S0960852422011968
https://www.sciencedirect.com/science/article/abs/pii/S0960852422011968
https://www.sciencedirect.com/science/article/abs/pii/S0960852422011968
https://www.sciencedirect.com/science/article/abs/pii/S0960852421015017
https://www.sciencedirect.com/science/article/abs/pii/S0960852421015017
https://www.sciencedirect.com/science/article/abs/pii/S0960852421015017
https://www.sciencedirect.com/science/article/abs/pii/S0960852421015017
https://link.springer.com/article/10.1007/s11274-016-2012-9
https://link.springer.com/article/10.1007/s11274-016-2012-9
https://link.springer.com/article/10.1007/s11274-016-2012-9
https://link.springer.com/article/10.1007/s11157-017-9433-2
https://link.springer.com/article/10.1007/s11157-017-9433-2
https://link.springer.com/article/10.1007/s11157-017-9433-2
https://www.mdpi.com/2073-4441/14/10/1537
https://www.mdpi.com/2073-4441/14/10/1537
https://www.mdpi.com/2073-4441/14/10/1537
https://www.sciencedirect.com/science/article/pii/S0960852419313707?casa_token=OAVi4CXV4loAAAAA:_WRnjyyVWeDbWA0d6xxDEyeZdhPaD_eM8SCPpl7BrNgyWZvM5pHRkLwZvg8RYOpEPlCdztjgfw
https://www.sciencedirect.com/science/article/pii/S0960852419313707?casa_token=OAVi4CXV4loAAAAA:_WRnjyyVWeDbWA0d6xxDEyeZdhPaD_eM8SCPpl7BrNgyWZvM5pHRkLwZvg8RYOpEPlCdztjgfw
https://www.sciencedirect.com/science/article/pii/S0960852419313707?casa_token=OAVi4CXV4loAAAAA:_WRnjyyVWeDbWA0d6xxDEyeZdhPaD_eM8SCPpl7BrNgyWZvM5pHRkLwZvg8RYOpEPlCdztjgfw
https://www.sciencedirect.com/science/article/pii/S0960852419313707?casa_token=OAVi4CXV4loAAAAA:_WRnjyyVWeDbWA0d6xxDEyeZdhPaD_eM8SCPpl7BrNgyWZvM5pHRkLwZvg8RYOpEPlCdztjgfw
https://www.sciencedirect.com/science/article/abs/pii/S0891584918322688
https://www.sciencedirect.com/science/article/abs/pii/S0891584918322688
https://www.sciencedirect.com/science/article/abs/pii/S0891584918322688
https://www.frontiersin.org/articles/10.3389/fmicb.2021.643950/full
https://www.frontiersin.org/articles/10.3389/fmicb.2021.643950/full
https://www.frontiersin.org/articles/10.3389/fmicb.2021.643950/full
https://www.frontiersin.org/articles/10.3389/fmicb.2021.643950/full
https://www.sciencedirect.com/science/article/abs/pii/S0043135414007271
https://www.sciencedirect.com/science/article/abs/pii/S0043135414007271
https://www.sciencedirect.com/science/article/abs/pii/S0043135414007271
https://www.sciencedirect.com/science/article/abs/pii/S0043135414007271
https://www.sciencedirect.com/science/article/abs/pii/S0960852422004333
https://www.sciencedirect.com/science/article/abs/pii/S0960852422004333
https://www.sciencedirect.com/science/article/abs/pii/S0960852422004333
https://www.sciencedirect.com/science/article/abs/pii/S0960852422004333
https://link.springer.com/article/10.1007/s11356-015-5603-3
https://link.springer.com/article/10.1007/s11356-015-5603-3
https://link.springer.com/article/10.1007/s11356-015-5603-3
https://link.springer.com/article/10.1007/s11356-015-5603-3
https://link.springer.com/article/10.1007/s12649-020-01251-7
https://link.springer.com/article/10.1007/s12649-020-01251-7
https://www-sciencedirect-com.kasetsart.idm.oclc.org/science/article/pii/S0043135408000079
https://www-sciencedirect-com.kasetsart.idm.oclc.org/science/article/pii/S0043135408000079
https://www-sciencedirect-com.kasetsart.idm.oclc.org/science/article/pii/S0043135408000079
https://www-sciencedirect-com.kasetsart.idm.oclc.org/science/article/pii/S0043135408000079
https://www-sciencedirect-com.kasetsart.idm.oclc.org/science/article/pii/S0043135408000079
https://www.nature.com/articles/ismej2017173
https://www.nature.com/articles/ismej2017173


13

Global J. Environ. Sci. Manage., 10(3): 1-14, Summer 2024

J. Microbial. Ecol., 12(2): 411-423 (13 pages).
Mahapatra, S.; Samal, K.; Dash, R.R., (2022). Waste Stabilisation Pond 

(WSP) for wastewater treatment: A review on factors, modelling and 
cost analysis. J. Environ. Manage., 308: 114668 (15 pages).

Marzetz, V.; Spijkerman, E.; Strieble, M.; Wacker, A., (2020). Phytoplankton 
Community Responses to Interactions Between Light Intensity, Light 
Variations and Phosphorus Supply. Front. Environ. Sci., 8: 539733 (11 
pages).

Mathew, M.M.; Khatana, K.; Vats, V.; Dhanker, R.; Kumar, R.; Dahms, 
H.U.; Hwang, J.S., (2022). Biological approaches integrating algae and 
bacteria for the degradation of wastewater contaminants-a review. 
Front. Microbiol., 12: 801051 (16 pages).

Menden-Deuer, S., (2012). Structure-dependent phytoplankton 
photosynthesis and production rates: implications for the formation, 
maintenance and decline of plankton patches. Mar. Ecol. Prog. Ser., 
468: 15-30 (16 pages).

Nascimento, A.L.; Souza, A.J.; Andrade, P.A.M.; Andreote, F.D.; Coscione, 
A.R.; Oliveira, F.C.; Regitano, J.B., (2018). Sewage sludge microbial 
structures and relations to their sources, treatments and chemical 
attributes. Front. Microbiol., 9: 1462 (11 pages).

Nguyen, G.T.; Nhien, H.T.H., (2020). Phytoplankton-water quality 
relationship in water bodies in the Mekong Delta, Vietnam. Appl. 
Environ. Res., 42(2): 1-12 (12 pages).

Noikondee, R.; Chunkao, K.; Bualert, S.; Pattamapitoon, T., (2019). 
Evaluation of Dissolved Oxygen Stratification in an Oxidation Pond for 
Community Wastewater Treatment through King’s Royally Initiated” 
Nature by Nature” Process. EnvironmentAsia., 12(1): 169-177 (9 
pages).

Pagels, F.; Bonomi-Barufi, J.; Vega, J.; Abdala-Díaz, R.; Vasconcelos, V.; 
Guedes, A.C.; Figueroa, F.L., (2020). Light quality triggers biochemical 
modulation of Cyanobium sp.-photobiology as tool for biotechnological 
optimisation. J. Appl. Phycol., 32: 2851-2861 (6 pages).

Ritchie, R.J., (2010). Modelling photosynthetic photon flux density and 
maximum potential gross photosynthesis. Photosynthetica., 48: 596-
609 (14 pages).

Rose, A.; Padovan, A.; Christian, K.; van de Kamp, J.; Kaestli, M.; Tsoukalis, 
S.; Bodrossy, L.; Gibb, K., (2021). The diversity of nitrogen-cycling 
microbial genes in a waste stabilisation pond reveals changes over 
space and time that is uncoupled to changing nitrogen chemistry. 
Microb. Ecol., 81: 1029-1041 (13 pages).

Rott, E.; Steinmetz, H.; Metzger, J.W., (2018). Organophosphonates: A 
review on environmental relevance, biodegradability and removal in 
wastewater treatment plants. Sci. Total Environ., 615: 1176-1191 (16 
pages).

Saneha, S.; Pattamapitoon, T.; Bualert, S.; Phewnil, O.; Wararam, 
W.; Semvimol, N.; Chunkao, K.; Tudsanaton, C.; Srichomphu, M.; 
Nachaiboon, U.; Wongsrikaew, O., (2023). Relationship between 
bacteria and nitrogen dynamics in wastewater treatment oxidation 
ponds. Global J. Environ. Sci. Manage., 9(4): 707-718 (12 pages).

Sosa, O.A.; Repeta, D.J.; DeLong, E.F.; Ashkezari, M.D.; Karl, D.M., (2019). 
Phosphate-limited ocean regions select for bacterial populations 
enriched in the carbon–phosphorus lyase pathway for phosphonate 
degradation. Environ. Microbiol., 21(7): 2402-2414 (13 pages).

Speirs, L.B.M.; Rice, D.T.; Petrovski, S.; Seviour, R.J., (2019). The phylogeny, 
biodiversity and ecology of the Chloroflexi in activated sludge. Front. 
Microbiol., 10: 2015 (28 pages).

Srichomphu, M.; Pattamapitoon, T.; Phewnil, O.; Chunkao, K.; 
Chanthasoon, C., (2020). Optimal sampling interval for qualitative 
analysis of phytoplankton on community wastewater treatment 
systems. In The 17th National Kasetsart University Kamphaeng Saen 

Conference 2-3 December, Kasetsart University Kamphaeng Saen 
Campus, Thailand.

Srichomphu, M.; Phewnil, O.; Pattamapitoon, T.; Chaichana, R.; 
Chunkao, K.; Wararam, W.; Dampin, N.; Maskulrath, P., (2024). Role 
of Cylindrospermopsis sp. in vertical nitrogen changes observed in 
tropical oxidation wastewater treatment ponds. Global J. Environ. Sci. 
Manage., 10(1): 287-300 (14 pages).

Sukchinda, S.; Phewnil, O.; Pattamapitoon, T.; Srichomphu, M., (2019). 
Effect of solar radiation on cyanobacteria bloom in oxidation ponds 
community wastewater treatment at the king’s royally initiated 
laem phak bia environmental research and development project, 
Phetchaburi, Thailand. EnvironmentAsia., 12(3): 54-61 (8 pages).

Suominen, S.; Van Vliet, D.M.; Sánchez-Andrea, I.; Van der Meer, M.T.; 
Sinninghe Damsté, J.S.; Villanueva, L., (2021). Organic matter type 
defines the composition of active microbial communities originating 
from anoxic Baltic Sea sediments. Front. Microbiol., 12: 978 (17 
pages).

Tejaswini, E.; Uday Bhaskar Babu, G.; Seshagiri Rao, A. (2019). Effect of 
Temperature on Effluent Quality in a Biological Wastewater Treatment 
Process. Chem.Prod. Process Model., 15(1) : 20190018 (12 pages).

Theus, M.E.; Layden, T.J.; McWilliams, N.; Crafton-Tempel, S.; Kremer, 
C.T.; Fey, S.B., (2022). Photoperiod influences the shape and scaling of 
freshwater phytoplankton responses to light and temperature. Oikos., 
2022(6): e08839 (11 pages).

Tudsanaton, C.; Pattamapitoon, T.; Phewnil, O.; Semvimol, N.; Wararam, 
W.; Chanthasoon, C.; Thaipakdee, S., (2021). Limiting factors of durian 
rind composting by natural technology during the wet period. Ecol. 
Environ. Convers., 27(2): 590-598 (9 pages).

Tudsanaton, C.; Pattamapitoon, T.; Phewnil, O.; Wararum, W.; Saneha, S.; 
Sukchinda, S.; Khonesavanh, S.; Maskulrath, P., (2023). Effect of pond 
depth on water quality and bacterial vertical variability in oxidation 
pond. In Proceedings of 61st Kasetsart University Annual Conference: 
Science, Engineering and Architecture, Agro-Industry, Natural 
Resources and Environment 1-3 Mar, Kasetsart University, Bangkok, 
Thailand.

Xu, D.; Liu, S.; Chen, Q.; Ni, J., (2017). Microbial community compositions 
in different functional zones of Carrousel oxidation ditch system for 
domestic wastewater treatment. AMB Express. 7(40): 1-13 (13 pages).

Yin, L.; Fu, L.; Wu, H.; Xia, Q.; Jiang, Y.; Tan, J.; Guo, Y., (2021). Modeling 
dissolved oxygen in a crab pond. Ecol. Modell., 440: 109385 (9 
pages).

Zang, C.; Huang, S.; Wu, M.; Du, S.; Scholz, M.; Gao, F.; Lin, C.; Guo, Y.; 
Dong, Y., (2011). Comparison of relationships between pH, dissolved 
oxygen and chlorophyll a for aquaculture and non-aquaculture waters. 
Water Air Soil Pollut., 219: 157-174 (18 pages).

Zhang, W.; Peng, Y.; Zhang, L.; Li, X.; Zhang, Q., (2020). Simultaneous 
partial nitritation and denitritation coupled with polished anammox 
for advanced nitrogen removal from low C/N domestic wastewater at 
low dissolved oxygen conditions. Bioresour. Technol., 305: 123045 (10 
pages).

Zhang, X.; Zhang, J. (2018). Effect of dissolved oxygen on biological 
denitrification using biodegradable plastic as the carbon source. In 
IOP Conference Series: Earth and Environmental Science 1 February 
121(3): 030015.

Zhao, W.; Peng, Y.; Wang, M.; Huang, Y.; Li, X., (2019). Nutrient removal 
and microbial community structure variation in the two-sludge 
system treating low carbon/nitrogen domestic wastewater. Bioresour. 
Technol., 294: 122161 (9 pages).

Zhong, M.H.; Yang, L.; Xiong, K.; Yang, H.L.; Wang, X.L., (2023). Exploring 
the mechanism of Self-Consistent balance between microbiota and 

https://www.nature.com/articles/ismej2017173
https://www.sciencedirect.com/science/article/abs/pii/S0301479722002419
https://www.sciencedirect.com/science/article/abs/pii/S0301479722002419
https://www.sciencedirect.com/science/article/abs/pii/S0301479722002419
https://www.frontiersin.org/articles/10.3389/fenvs.2020.539733/full#:~:text=On one hand%2C the photosynthetic,Figure 1B%2C Table 1).
https://www.frontiersin.org/articles/10.3389/fenvs.2020.539733/full#:~:text=On one hand%2C the photosynthetic,Figure 1B%2C Table 1).
https://www.frontiersin.org/articles/10.3389/fenvs.2020.539733/full#:~:text=On one hand%2C the photosynthetic,Figure 1B%2C Table 1).
https://www.frontiersin.org/articles/10.3389/fenvs.2020.539733/full#:~:text=On one hand%2C the photosynthetic,Figure 1B%2C Table 1).
https://www.frontiersin.org/articles/10.3389/fmicb.2021.801051/full
https://www.frontiersin.org/articles/10.3389/fmicb.2021.801051/full
https://www.frontiersin.org/articles/10.3389/fmicb.2021.801051/full
https://www.frontiersin.org/articles/10.3389/fmicb.2021.801051/full
https://www.int-res.com/abstracts/meps/v468/p15-30/
https://www.int-res.com/abstracts/meps/v468/p15-30/
https://www.int-res.com/abstracts/meps/v468/p15-30/
https://www.int-res.com/abstracts/meps/v468/p15-30/
https://www.frontiersin.org/journals/microbiology/articles/10.3389/fmicb.2018.01462/full
https://www.frontiersin.org/journals/microbiology/articles/10.3389/fmicb.2018.01462/full
https://www.frontiersin.org/journals/microbiology/articles/10.3389/fmicb.2018.01462/full
https://www.frontiersin.org/journals/microbiology/articles/10.3389/fmicb.2018.01462/full
https://ph01.tci-thaijo.org/index.php/aer/article/view/204083
https://ph01.tci-thaijo.org/index.php/aer/article/view/204083
https://ph01.tci-thaijo.org/index.php/aer/article/view/204083
https://www.thaiscience.info/Journals/Article/ENVA/10992051.pdf
https://www.thaiscience.info/Journals/Article/ENVA/10992051.pdf
https://www.thaiscience.info/Journals/Article/ENVA/10992051.pdf
https://www.thaiscience.info/Journals/Article/ENVA/10992051.pdf
https://www.thaiscience.info/Journals/Article/ENVA/10992051.pdf
https://link.springer.com/article/10.1007/s10811-020-02179-0
https://link.springer.com/article/10.1007/s10811-020-02179-0
https://link.springer.com/article/10.1007/s10811-020-02179-0
https://link.springer.com/article/10.1007/s10811-020-02179-0
https://link.springer.com/article/10.1007/s11099-010-0077-5
https://link.springer.com/article/10.1007/s11099-010-0077-5
https://link.springer.com/article/10.1007/s11099-010-0077-5
https://link.springer.com/article/10.1007/s00248-020-01639-x
https://link.springer.com/article/10.1007/s00248-020-01639-x
https://link.springer.com/article/10.1007/s00248-020-01639-x
https://link.springer.com/article/10.1007/s00248-020-01639-x
https://link.springer.com/article/10.1007/s00248-020-01639-x
https://www.sciencedirect.com/science/article/abs/pii/S0048969717325743
https://www.sciencedirect.com/science/article/abs/pii/S0048969717325743
https://www.sciencedirect.com/science/article/abs/pii/S0048969717325743
https://www.sciencedirect.com/science/article/abs/pii/S0048969717325743
https://www.gjesm.net/article_703868.html#:~:text=Oxidation ponds act as a,through biological processes by bacteria.
https://www.gjesm.net/article_703868.html#:~:text=Oxidation ponds act as a,through biological processes by bacteria.
https://www.gjesm.net/article_703868.html#:~:text=Oxidation ponds act as a,through biological processes by bacteria.
https://www.gjesm.net/article_703868.html#:~:text=Oxidation ponds act as a,through biological processes by bacteria.
https://www.gjesm.net/article_703868.html#:~:text=Oxidation ponds act as a,through biological processes by bacteria.
https://ami-journals.onlinelibrary.wiley.com/doi/full/10.1111/1462-2920.14628?af=R
https://ami-journals.onlinelibrary.wiley.com/doi/full/10.1111/1462-2920.14628?af=R
https://ami-journals.onlinelibrary.wiley.com/doi/full/10.1111/1462-2920.14628?af=R
https://ami-journals.onlinelibrary.wiley.com/doi/full/10.1111/1462-2920.14628?af=R
https://www.frontiersin.org/articles/10.3389/fmicb.2019.02015/full
https://www.frontiersin.org/articles/10.3389/fmicb.2019.02015/full
https://www.frontiersin.org/articles/10.3389/fmicb.2019.02015/full
https://esd.kps.ku.ac.th/kuk-conference/img/gallery/article_17/full_17_22Jan.pdf
https://esd.kps.ku.ac.th/kuk-conference/img/gallery/article_17/full_17_22Jan.pdf
https://esd.kps.ku.ac.th/kuk-conference/img/gallery/article_17/full_17_22Jan.pdf
https://esd.kps.ku.ac.th/kuk-conference/img/gallery/article_17/full_17_22Jan.pdf
https://esd.kps.ku.ac.th/kuk-conference/img/gallery/article_17/full_17_22Jan.pdf
https://esd.kps.ku.ac.th/kuk-conference/img/gallery/article_17/full_17_22Jan.pdf
https://www.gjesm.net/article_705701.html
https://www.gjesm.net/article_705701.html
https://www.gjesm.net/article_705701.html
https://www.gjesm.net/article_705701.html
https://www.gjesm.net/article_705701.html
https://www.thaiscience.info/Journals/Article/ENVA/10992103.pdf
https://www.thaiscience.info/Journals/Article/ENVA/10992103.pdf
https://www.thaiscience.info/Journals/Article/ENVA/10992103.pdf
https://www.thaiscience.info/Journals/Article/ENVA/10992103.pdf
https://www.thaiscience.info/Journals/Article/ENVA/10992103.pdf
https://www.frontiersin.org/articles/10.3389/fmicb.2021.628301/full
https://www.frontiersin.org/articles/10.3389/fmicb.2021.628301/full
https://www.frontiersin.org/articles/10.3389/fmicb.2021.628301/full
https://www.frontiersin.org/articles/10.3389/fmicb.2021.628301/full
https://www.frontiersin.org/articles/10.3389/fmicb.2021.628301/full
https://www.degruyter.com/document/doi/10.1515/cppm-2019-0018/html
https://www.degruyter.com/document/doi/10.1515/cppm-2019-0018/html
https://www.degruyter.com/document/doi/10.1515/cppm-2019-0018/html
https://nsojournals.onlinelibrary.wiley.com/doi/full/10.1111/oik.08839
https://nsojournals.onlinelibrary.wiley.com/doi/full/10.1111/oik.08839
https://nsojournals.onlinelibrary.wiley.com/doi/full/10.1111/oik.08839
https://nsojournals.onlinelibrary.wiley.com/doi/full/10.1111/oik.08839
http://www.envirobiotechjournals.com/article_abstract.php?aid=11431&iid=331&jid=3
http://www.envirobiotechjournals.com/article_abstract.php?aid=11431&iid=331&jid=3
http://www.envirobiotechjournals.com/article_abstract.php?aid=11431&iid=331&jid=3
http://www.envirobiotechjournals.com/article_abstract.php?aid=11431&iid=331&jid=3
https://kukr.lib.ku.ac.th/kukr_es/kukr/search_detail/result/426202
https://kukr.lib.ku.ac.th/kukr_es/kukr/search_detail/result/426202
https://kukr.lib.ku.ac.th/kukr_es/kukr/search_detail/result/426202
https://kukr.lib.ku.ac.th/kukr_es/kukr/search_detail/result/426202
https://kukr.lib.ku.ac.th/kukr_es/kukr/search_detail/result/426202
https://kukr.lib.ku.ac.th/kukr_es/kukr/search_detail/result/426202
https://kukr.lib.ku.ac.th/kukr_es/kukr/search_detail/result/426202
https://link.springer.com/article/10.1186/s13568-017-0336-y
https://link.springer.com/article/10.1186/s13568-017-0336-y
https://link.springer.com/article/10.1186/s13568-017-0336-y
https://www.sciencedirect.com/science/article/abs/pii/S030438002030449X
https://www.sciencedirect.com/science/article/abs/pii/S030438002030449X
https://www.sciencedirect.com/science/article/abs/pii/S030438002030449X
https://link.springer.com/article/10.1007/s11270-010-0695-3
https://link.springer.com/article/10.1007/s11270-010-0695-3
https://link.springer.com/article/10.1007/s11270-010-0695-3
https://link.springer.com/article/10.1007/s11270-010-0695-3
https://www.sciencedirect.com/science/article/abs/pii/S096085242030314X
https://www.sciencedirect.com/science/article/abs/pii/S096085242030314X
https://www.sciencedirect.com/science/article/abs/pii/S096085242030314X
https://www.sciencedirect.com/science/article/abs/pii/S096085242030314X
https://www.sciencedirect.com/science/article/abs/pii/S096085242030314X
https://iopscience.iop.org/article/10.1088/1755-1315/121/3/032015/meta
https://iopscience.iop.org/article/10.1088/1755-1315/121/3/032015/meta
https://iopscience.iop.org/article/10.1088/1755-1315/121/3/032015/meta
https://iopscience.iop.org/article/10.1088/1755-1315/121/3/032015/meta
https://www-sciencedirect-com.kasetsart.idm.oclc.org/science/article/pii/S0960852419313914
https://www-sciencedirect-com.kasetsart.idm.oclc.org/science/article/pii/S0960852419313914
https://www-sciencedirect-com.kasetsart.idm.oclc.org/science/article/pii/S0960852419313914
https://www-sciencedirect-com.kasetsart.idm.oclc.org/science/article/pii/S0960852419313914
https://www.sciencedirect.com/science/article/pii/S0960852423002110
https://www.sciencedirect.com/science/article/pii/S0960852423002110


14

C. Tudsanaton et al.

high efficiency in wastewater treatment. Bioresour. Technol., 374: 
128785 (8 pages).

Ziganshina, E.E.; Bulynina, S.S.; Ziganshin, A.M., (2020). Comparison of 

the photoautotrophic growth regimens of Chlorella sorokiniana in a 
photobioreactor for enhanced biomass productivity. Biology., 9(7): 
169 (13 pages).

AUTHOR (S) BIOSKETCHES

Tudsanaton, C., Ph.D. Candidate, Department of Environmental Science, Faculty of Environment, Kasetsart university, Bangkok, 
Thailand. And The King’s Royally Initiated Laem Phak Bia Environmental Research and Development Project, Ban Laem District, 
Phetchaburi Province, Thailand
 Email: Chalisa.tud@ku.th
 ORCID: 0009-0004-8738-2263
 Web of Science ResearcherID: NA
 Scopus Author ID: NA
 Homepage: https://envi.ku.ac.th/en/

Pattamapitoon, T., Ph.D., Assistant Professor, Department of Environmental Science, Faculty of Environment, Kasetsart university, 
Bangkok, Thailand.
 Email: Thanit.pa@ku.th
 ORCID: 0009-0005-1664-450X
 Web of Science ResearcherID: NA
 Scopus Author ID: 55822416300
 Homepage: https://envi.ku.ac.th/en/

Phewnil, O., Ph.D., Assistant Professor, Department of Environmental Science, Faculty of Environment, Kasetsart university, Bangkok, 
Thailand.
 Email: Onanong.p@ku.th
 ORCID: 0009-0006-6790-4399
 Web of Science ResearcherID: NA
 Scopus Author ID: 56252364600
 Homepage: https://envi.ku.ac.th/en/

Wararam, W., Ph.D., Assistant Professor, Department of Environmental Science, Faculty of Environment, Kasetsart university, Bang-
kok, Thailand.
 Email: Watcharapong.warar@ku.th
 ORCID: 0009-0000-1487-4284
 Web of Science ResearcherID: NA
 Scopus Author ID: 57096032600
 Homepage: https://envi.ku.ac.th/en/

Chunkao, K., Ph.D., Professor, The King’s Royally Initiated Laem Phak Bia Environmental Research and Development Project, Ban 
Laem District, Phetchaburi Province, Thailand.
 Email: parkin.sea@gmail.com
 ORCID: 0009-0002-8035-4732
 Web of Science ResearcherID: NA
 Scopus Author ID: 54683551800
 Homepage: https://www.lerd.org/

Maskulrath, P., Ph.D., Lectuer, Department of Environmental Science, Faculty of Environment, Kasetsart university, Bangkok, Thai-
land.
 Email: Parkin.mas@ku.th
 ORCID: 0009-0002-8035-4732
 Web of Science ResearcherID: NA
 Scopus Author ID: 57202060728
 Homepage: https://envi.ku.ac.th/en/

Srichomphu, M., Ph.D., Instructor, The King’s Royally Initiated Laem Phak Bia Environmental Research and Development Project, Ban 
Laem District, Phetchaburi Province, Thailand.
 Email: Manlikasri@gmail.com
 ORCID: 0009-0004-4965-5769
 Web of Science ResearcherID: NA
 Scopus Author ID: 57202059256
 Homepage: https://lerd.org/ 

HOW TO CITE THIS ARTICLE

Tudsanaton, C.; Pattamapitoon, T.; Phewnil, O.; Wararam, W.; Chunkao, K.; Maskulrath, P.; Srichomphu, M., 
(2024). Vertical variability of bacterial oxidation ponds in the tropical zone. Global J. Environ. Sci. Manage., 
10(3): 1-14.

DOI: 10.22035/gjesm.2024.03.***

URL: ***

https://www.sciencedirect.com/science/article/pii/S0960852423002110
https://www.sciencedirect.com/science/article/pii/S0960852423002110
https://www.mdpi.com/2079-7737/9/7/169
https://www.mdpi.com/2079-7737/9/7/169
https://www.mdpi.com/2079-7737/9/7/169
https://www.mdpi.com/2079-7737/9/7/169
https://envi.ku.ac.th/en/
https://lerd.org/

	Vertical bacterial variability in oxidation ponds in the tropical zone 
	Abstract
	Keywords
	INTRODUCTION
	MATERIALS AND METHODS 
	Study site 
	Sample collection 
	Sample analysis 
	Statistical analysis 

	RESULTS AND DISCUSSION 
	Wastewater treatment performance 
	Light under water 
	Microbial community patterns 
	Main microbial drivers of aerobic wastewater treatment  
	Role of bacteria in oxidation ponds  

	CONCLUSION
	AUTHOR CONTRIBUTIONS 
	ACKNOWLEDGEMENT
	CONFLICT OF INTEREST 
	OPEN ACCESS 
	PUBLISHER’S NOTE 
	ABBREVIATIONS
	REFERENCES


