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Abstract
Urban wetlands are biodiversity reservoirs sustained by microbe-mediated processes. In tropical
zones, wetland microbial dynamics remain poorly understood. Chemical parameters, heavy metal
content, and microbiological community structure were investigated in surface sediments of the Santa
Maria del Lago (SML) wetland in Bogota, Colombia. High-throughput sequencing was employed
to generate RNAr 16S and nosZ gene sequence data with which bacteria, archaea, and nosZ-type
denitrifier community composition and their phylogenetic relationships were investigated. A canonical
correspondence analysis was conducted to determine the relationship between assessed environmental
variables and microbial community composition. Results showed that the most abundant bacterial
phyla were Proteobacteria, Acidobacteria (group GP18), and Aminicenantes; Archaea were represented by the taxa Methanomicrobia and Thermoprotei, and the nosZ community was dominated
by Candidatus Competibacter denitrificans. A phylogenetic analysis revealed a high diversity of
Operational Taxonomic Units (OTUs), according to 16S rRNA gene sequence data; however, the
quantity and diversity of OTUs from the nosZ community were low compared to previous studies.
High concentrations of ammonium, phosphorus, organic carbon, Pb, Fe, Zn, Cu, and Cd, were detected
in sediments, but they were not strongly related to observed microbial community compositions. In
conclusion, in the same polluted SML wetland sediments diverse bacteria and archaea communities
were detected, although not nosZ-type denitrifiers.
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1. Introduction
Wetlands are plant and animal diversity reservoirs sustained by several microbe-mediated processes
[1]. Wetland dynamics such as biogeochemical processes are driven by hydrological, plant, soil,
and microbial variables. Microbial communities are responsible for wetland effective nutrient
cycling and ecological integrity [2] by removing nitrogen and metals, participating in sulfide
oxidation, and driving carbon, nitrogen, and sulfur cycling [3]. In temperate regions, eutrophic
wetlands are sources of N2 O produced by denitrification under anoxic conditions [4] and high
nitrate availability [5]. In these environments, archaea and bacteria-driven nitrifications release
N2 O below suboxic conditions [6]. In contrast, the features driving bacterial N2 O cycling in
tropical wetlands remain largely unexplored. In Colombia, N2 O in mangrove sediments reaches
flux levels of 1179:7 µg m 2 h 1 in the Cienaga Grande de Santa Marta [7] and 5:63 µg m 2 h 1
in lake Sonso [8]. A recent study has recorded a net N2 O consumption of up to 0:040 ng g 1 d 1
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at the Santa María del Lago Wetland (SML) within Bogota’s urban area [9]. Although this figure
indicates sediment denitrification, the bacterial communities involved in this process remain
uncharacterized.
Habitat-specific characterizations of microbial communities chiefly rely on DNA sequence data.
Gene sequences have assisted the identification of bacterial and archaeal communities in different
environments, including wetlands. Depending on the research scope, such genes can be universal
(e.g., 16S rRNA) or specific to a given function, for instance, nitrous oxide reduction within
denitrifying communities, for which the nosZ gene is most suitable. Diversity within microbial
communities is assessed with genetic information. Diversity-related metrics and statistical methods
have been central to studying the environmental drivers of bacterial, archaeal, and denitrifying
communities [10, 11, 12, 13, 14].
The SML wetland is part of a network of urban wetlands in Bogota - Colombia, included in the
Ramsar List of key areas for the conservation of biological diversity. The SML wetland physical,
chemical, and biological conditions have been previously investigated [15], revealing high seasonal
and spatial variation in its trophic structure. This is associated with fluctuating availability of
nutrients and oxygen in water [16], along with seasonal changes in N2 O production through
nitrification and denitrification [9]. Further aspects of this wetland remain to be understood,
including the composition of its bacterial, archaeal and nosZ-denitrifying communities, as well
as its current heavy metal levels. In the present study, we have assessed these missing aspects of
the SML wetland in Bogota.

2. Materials and Methods
2.1. Sediment sample collection
Sampling was carried out in two areas within the Santa Maria del Lago wetland in Bogota: S01
(4ı 410 32:1700 N – 74ı 50 40:7100 O, 4ı 410 47:6900 N – 74ı 50 37:9000 O) and S02 (4ı 410 35:9500 N –
74ı 50 47:2400 O, 4ı 410 41:500 N – 74ı 50 31:3500 O; Figure 1). Both sampling locations experience
contrasting environmental features: unlike S01, the S02 area receives urban wastewater and
surface runoff water. Samples were taken at each sampling point during the dry (August) and rainy
(November) seasons. At each location, 150 g of surface sediments (0 cm to 5 cm deep) were taken
in duplicate using a dredger and stored in whirl pack bags at 20 ı C for chemical and genetic
analysis two months later.
2.2. Chemical analysis
Sediment pH readings were taken using the potentiometric method. Ammonium was measured
through a colorimetric assay (Standard Method 4500-NH4 C ), nitrate with UV spectrophotometry
(Standard Method 4500-NO3 ), and phosphorous was measured via digestion and colorimetric
assays. Furthermore, total organic carbon (TOC) was assessed with digestion and titulometry
(NTC 5403), and organic matter via combustion. All of the chemical measurements followed
the analytical methods published by the Laboratory of Soils at Instituto Geográfico Agustín
Codazzi, Colombia [17]. Metals, such as Cu, Zn, and Fe were analyzed via atomic absorption
(UNIVAM 969 Solar), and Cd and Pb analyses in sediments was carried out with the ICP-OES
assay (Icap7200 Duo Thermo Scientific) following the analytical methods used for soils at the
International Center of Tropical Agriculture.

Universitas Scientiarum:163–185

http://ciencias.javeriana.edu.co/investigacion/universitas-scientiarum

165

Castro, Pacheco & Restrepo

Figure 1. Location of the Santa Maria del Lago wetland in Bogota, Colombia. The two sediment sampling points
(S01 and S02) are marked on the map. This image was modified with the permission of the author [15].

2.3. Denitrifying community abundance
Surface sediment denitrifying community abundance was assessed using the most probable
number (MPN) method. In brief, this approach involves mixing 10 g of sediment into 90 ml of
sterile phosphate-buffered saline (PBS), thereafter sediment suspensions were 10-fold diluted
down to a 1  10 7 dilution. Sterilized tubes containing denitrification medium and inverted
Durham glass tubes were then inoculated with 1 ml of each dilution from 1  10 3 to 1  10 7 in
triplicate. The composition of the denitrification medium used in this experiment was as follows
(g l 1 ): sodium citrate 5.0; KNO3 2.0; KH2 PO4 1.0; K2 HPO4 ·3H2 O 1.0; MgSO4 ·7H2 O 0.2
(pH 7.0). Inoculated denitrification test tubes were incubated at 30 ı C for 2 weeks. Thereafter
NO3 removal was quantified, recording bacterial growth and gas production. Tubes that met
the following three criteria (growth, nitrate removal and gas production) were deemed as having
undergone denitrification. The presence of NO3 -N and NO2 -N in the medium was confirmed
with Griess reactive [18].
2.4. DNA extraction
Total genomic DNA was extracted from 250 mg sediment samples with the Fast DNA spin kit for
soil material (MP Biomedical) following the supplier’s instructions. Next, DNA concentration
and quality were determined using a Nanodrop spectrophotometer at wavelengths 260 nm and
280 nm and DNA was diluted with ultrapure water to a concentration of 10 ng µl 1 and stored at
80 ı C for further analysis.
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2.5. Sequencing, bioinformatics and phylogenetics analyses
The 16S rRNA and nosZ genes were PCR-amplified in each sample. The regions V3-V4 of the
16S rRNA gene were sequenced with the bacterial primers 515F and 806R [19], which were
optimized for the Illumina MiSeq platform. PCR reactions were carried out under an initial
3 min denaturation step at 94 ı C, followed by 30 cycles of denaturation at 94 ı C (45s), primer
annealing at 55 ı C (45s), and primer extension at 72 ı C (90s), and completed with a final extension
step at 72 ı C for 10 min. The primers nosZF and nosZR [20] were used for PCR amplification
of the nosZ gene, with an initial denaturation step at 94 ı C (1 min) followed by 35 cycles of
denaturation at 94 ı C (45s), primer annealing at 58 ı C (45s), and primer extension at 72 ı C (60s)
and then a final extension step at 72 ı C for 10 min. Subsequent amplicon library construction and
sequencing were carried out in the commercial laboratories GENEWIZ (New Jersey, USA) and
RTL Genomics (Texas, USA), respectively. Amplicon sequencing was performed on a MiSeq
platform (Illumina, California, USA) employing the MiSeq Reagent kit (v2) with the longest read
length set to 2  250 bp.
Low quality reads were removed with the Trimmomatic software [21]. Subsequently, pairedend reads were merged and further processed in QIIME, version 1.9.1 [22]. Our prokaryotic
diversity analysis was carried out with 16S rRNA sequence data, and OTU detection with QIIME
1.9.1 [22]. The “pick open reference method” was set at 97 % similarity. DECIPHER’s Find
Chimeras (http://www2.decipher.codes/FindChimeras.html) software was used to remove chimeric
sequences [23].
16S rRNA and nosZ gene sequences (the latter translated into amino acid sequence) were subjected
to the MEGA 7.0 [24] software for phylogenetic analysis and aligned using MUSCLE version 5
[25]. 16S rRNA reference sequences were retrieved from the GenBank database using the nucleotide tool BLAST, Popset, and Batch Entrez at NCBI (http://www.ncbi.nlm.nih.gov), and nosZ
reference sequences were retrieved from the Fungene database (http://fungene.cme.msu.edu/).
Following the identification of optimal (nucleotide/amino acid) substitution models, neighbor
joining was selected as the statistical method for phylogenetic reconstruction in MEGA 7.0.
Molecular evolutionary genetics analyses were carried out across several computing platforms
[26], with Tamura–Nei and Jones–Taylor–Thornton’s as the chosen substitution models to work
with 16S rRNA and nosZ gene sequence data, respectively.
2.6. Statistical analysis
A canonical correspondence analysis was carried out to observe the relationship between the
bacterial community composition and environmental variables using the Canoco software V4.5
[27]. The diversity index (Shannon and Simpson) was calculated with the PAST 3 software, only
using the OTUs that were associated with 0:1 % of the total abundance of sequences.
2.7. Nucleotide sequence accession numbers
Sequences data were submitted to the GenBank database under the accession numbers MK394800
- MK394975 for 16S rRNA-OTU sequences and PRJNA693821 for 16S rRNA and nosZ Illumina
raw sequences (Table S2).
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Table 1. Environmental parameters measured in the sediments of two sampling areas within the Santa Maria del
Lago wetland. TOM: Total Organic Matter; TOC: Total Organic Carbon; NO3 : nitrates; NH4 C -N: Ammonia
Nitrogen.

Environmental parameter

Sampling areas
S01

S01

S02

S02

Season

Dry

Rainy

Dry

Rainy

TOM (%)
TOC (%)
Phosphorous (mg kg 1 )
NO3 (mg kg 1 )
NH4 C (mg kg 1 )
pH
Cu (mg kg 1 )
Zn (mg kg 1 )
Fe (g kg 1 )
Cd (mg kg 1 )
Pb (mg kg 1 )

23 ˙ 17
8.35
55.9
< 50:0
4.0
6.58
22.03
106.61
7.00
0.39
40.40

20 ˙ 1
9.96
199.9
< 50:0
18.4
6.57
9.93
51.27
3.90
0.21
18.06

26 ˙ 1
8.42
24.2
< 50:0
3.3
6.80
20.07
95.90
7.50
0.40
40.56

36 ˙ 15
10.40
174.5
< 50:0
33.5
6.41
18.13
84.12
6.30
0.35
38.99

3. Results
3.1. Chemical variables and denitrifying bacteria community abundance
The outcomes of the studied chemical variables in the SML wetland sediments are shown in
Table 1. These sediments revealed acidic conditions in a pH range between 6.4 and 6.8. Organic
matter levels varied between 20 % and 36 %; the highest organic matter content was identified
in sampling area S02. Detected TOC values varied between 8.3 and 10.4, revealing a 10 %
increase during the rainy season in both sampling areas. Phosphorus concentrations varied
between 24:2 mg kg 1 and 199:9 mg kg 1 , being highest in sampling area S02 in the rainy season.
Ammonium concentrations varied between 3:3 mg kg 1 and 33:5 mg kg 1 , increasing by one
order of magnitude during the rainy season in the S02 sampling area. We detected Nitrate values
of approximately 50 mg kg 1 in both sampling areas.
Metals (Cd, Cu, Zn, Pb, and Fe) were detected with overall comparable concentrations in both
sampling areas, but some metal levels varied both spatially and temporally (Table 1). (i) In the
S01 area, Cu and Zn levels reached values of 22:03 mg kg 1 and 106:6 mg kg 1 , respectively,
during the dry season. (ii) Cd, Cu, Zn, Fe, and Pb levels were similar in both sampling areas and
experienced a parallel decrease during the rainy season. Finally (iii), in the rainy season, even
though metal levels were below those reported in the dry season, S02 metal levels were higher
than in S01. This is likely because of the influx of urban sewage wastewater and surface runoff
into the former sampling area.
In wetland sediments, denitrifying bacteria density between the rainy and dry season varied from
7:2 ˙ 3:7 to 16:0 ˙ 8:3 bacteria per gram of dry sediment, respectively. No significant differences
existed in the bacterial community abundance between sampling areas.
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Table 2. Sequence read information from this study, along with richness and diversity estimates of OTUs for 16S
rRNA and nosZ-type sequence data in bacterial communities assessed at the Santa Maria del Lago wetland during
its dry (d) and rainy (r) season.

Gene

Sample

No. of Sequences

97/80%

Valid

Shannon
(H)

Simpson
(1-D)

Raw

Quality

Valid

16S rRNA

S01-d
S01-r
S02-d
S02-r

140 569
156 382
238 596
217 017

94 512
78 676
149 446
132 955

19 943
14 307
32 656
32 225

1338
991
1465
1414

1220
907
1343
1296

5:73
5.23
5.65
5.47

0:990
0.986
0.990
0.989

nosZ

S01-d
S01-r
S02-d
S02-r

86 560
50 180
59 755
21 133

61 064
22 765
31 346
14 315

61 056
22 030
14 968
7619

19
12
14
10

19
12
14
10

0.04
1.95
0.03
0.56

0.010
0.785
0.007
0.014

3.2. 16S rRNA bacterial community composition
In the SML wetland, bacterial 16S rRNA diversity and richness were similar between sampling
stations. However, community diversity showed a slight increase in samples taken during the dry
season (H D 5:65 or H D 5:73), and richness experienced a decrease in the S01 sampling area
during the rainy season (Table 2).
Figure 2 shows the OTUs with reads with at least 0:1 % representation in both sampling areas.
About 38:3 % of the total OTUs revealed with 16S rRNA sequence data were present in both
wetland sampling areas. The most abundant bacterial groups were Delta bacteria, Acidobacteria, Aminicenantes, Bacteroidetes, and Chloroflexi, and the most abundant class of Archaea
were Methanomicrobia and Thermoprotei. No significant spatial and temporal differences were
observed in the abundance of both communities.
The Aminicenantes class and the group GP18 (phylum Acidobacteria) were the most abundant
taxa in sediments from the two sampling areas and seasons. Three Proteobacteria families
(Methylococcaceae, Desulfobacteraceae, and Chromatiaceae) and two Acidobacteria subphylum
groups (GP6 and GP16) increased their relative abundance during the dry and rainy seasons,
respectively (Figure 3).
3.3. The phylogenetic analysis of 16S rRNA community
Figure 4 depicts the phylogenetic relationships of the 15 most abundant OTUs, identified thanks
to 16S rRNA gene sequence data from SML wetland sediment samples during the dry and
rainy seasons. Eleven of the OTUs identified in the SML wetland have not been previously
reported in other water body sediments; however, three of them have, and shared substantial
similarity with the following clones: MH205704, obtained from Lake Onego sediments (OTU003,
86 % similarity) and to Candidatus Aminicenantes CYBC47 (OTU001, 91 % similarity) and
MG897596.1 (OTU012, 86 % similarity), both recovered from river sediments.
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3.4. NosZ-type denitrifying community composition
In the SML wetland, neither spatial nor seasonal differences were observed in the richness and
diversity of nosZ-OTUs (Table 2). Within the nosZ-type community, OTU richness was low (19)
due to difficulty in amplifying and sequencing the nosZ gene of the bacteria present in the studied
community, despite the same DNA extract being used in parallel 16S rRNA gene analysis. This
result reveals lower bacterial community richness in S02 (10 OTUs) than in the S01 (19 OTUs).
With the caveat that the obtained diversity values are likely unreliable, given the low number of
OTUs identified.

Figure 2. Composition and abundance of 16S rRNA bacterial communities at the Santa Maria del Lago wetland,
showing seasonal and spatial similarity. Circle sizes indicate the proportion of sequences assigned to each phylum,
subphylum or class.
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OTU composition within the nosZ-community revealed the dominance of one (99 % abundance),
likely Candidatus Competibacter denitrificans, while the other OTUs (< 0:1 % abundance)
were taxonomically affiliated (> 85 % similarity) with the genera Castellanieulla, Azospirillum,
Thiobacillus, Rhodobacter, Microvirga, Sinorhizobium, Ralstonia, Oligotropha, and Thauera
(Table S1).
3.5. Phylogenetic relationships of the nosZ-type denitrifying community
With the obtained nosZ gene sequence data, the most abundant OTUs (nine in total) were used to
construct a phylogenetic tree (Figure 5). These OTUs were grouped in a single cluster, distinct
from the ones containing sequences retrieved from previous sediment, soil, and lake studies. Eight
OTUs were 90 % similar to Pseudomonas aeruginosa strain DBT1BNH3 and OTUs 3, 9, and 97
were 88 % similar to OTU Buji 1-8, obtained from a landfill leachate treatment plant. All OTUs
showed between 83 % and 85 % similarity to the previously reported OTUs from sediments, soils
or rhizospheres.
3.6. Environmental factors influencing community composition
A canonical correspondence analysis was carried out to observe the relationship between the
assessed environmental variables and bacterial community composition (Figure 6). Our CCA
results revealed slight community composition differences between sampling areas, due to environmental parameter dynamics occurring in either or both locations. The latter included: higher
levels of TOM, TOC, and ammonium in the S02 area during the rainy season, increased levels
of metals in both stations in the dry season, and a total phosphorus surge in the S01 area during

Figure 3. Relative abundance of 16S rRNA bacterial communities (at family level) assessed in the Santa Maria del
Lago wetland during the dry and wet seasons in two sampling spots (S01 and 202).
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Figure 4. Neighbor-joining phylogenetic tree of the bacterial 16S rRNA gene sequences obtained from surface
sediments in the SML wetland. Bootstrap values greater than 50 (based on 1000 bootstrap resampling) were labeled
at the nodes. Scale bar length represents 0:5 % sequence divergence. Sequences from this study are indicated by
bold diamond shapes.

the rainy season. In the first two CCA dimensions, environmental variables accounted for 88:3 %
and 8:5 % of the variance in bacterial and archaeal community composition. The microbial
community, characterized via 16S rRNA gene data, was distributed around the center of the plot,
suggesting a consistent community composition, regardless of variation in environmental factors.
However, the presence of the Epsilon bacteria group, recorded in the S01 area during the dry
season, may indicate a bacterial community response to high metal concentrations. To ascertain
this preliminary finding, it is necessary to repeat this study with a larger number of samples.

4. Discussion
4.1. Chemical factor variation in SML wetland sediments
In this study, the composition of 16S rRNA and nosZ-type denitrifying bacteria communities
was analyzed in relation to ecological drivers in SML wetland sediments. These sediments were
sampled in two wetland areas (S01 and S02) and in the rainy and dry seasons. Results revealed
variation in the chemical factors values obtained for each area. The highest values for TOM,
TOC, ammonium and metal levels were recorded in S02 sediments during the rainy season. This
conforms with outcomes of previous studies in the same area, in which nutrient, oxygen, trophic
status, and water column denitrification levels varied both spatially and seasonally [9, 15, 16].
Furthermore, our results also support previously reported trace metal fluctuations in sediments of
Universitas Scientiarum:163–185
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Figure 5. Neighbor-joining phylogenetic tree of partial amino acid sequences translated from nosZ-gene sequences.
Bootstrap values above 50 % are shown. Scale bar length represents 0:5 % sequence divergence. Sequences from
this study are indicated by bold diamond shapes. Outgroup: Haloarcula marismortui ATCC43049.

highly polluted lakes [28, 29, 30]. Our observed sediment TOM and TOC levels surpass those
already reported in coastal wetlands [31] and eutrophic shallow urban lakes [13, 30]. However,
compared to previous reports from eutrophic urban lakes by Zhao [13], Wang [6] and Fan [30],
our results revealed lower phosphorus and ammonium levels, similar pH values, and increased
nitrate levels.
The recorded metal levels in SML wetland sediments are diagnostic of heavily polluted freshwater
wetlands [28, 29, 30, 32]. Temporal metal level variation (i.e., high levels in the dry season) may
be attributed to high Cu and Zn affinity with organic matter, as previously reported by Koretsky
[28]. Furthermore, the influx of wastewater from the urban sewage system and surface runoff
during the rainy season accentuated metal presence in the S02 area. As discussed in the following,
trace metals may impact the microbial community, even though the levels of trace metals recorded
in the sediments are below the threshold concentrations expected to harm benthic organisms: ERL
(effects range-low) and ERM (effects range-median) of 34 mg g 1 and 270 mg g 1 , respectively
[33, 34].
4.2. SML wetland 16S rRNA bacterial community composition
The taxa making up our studied bacterial community (i.e., ı-Proteobacteria, Acidobacteria, Aminicenantes, Bacteroidetes, and Chloroflexi) belong to freshwater wetlands [11, 31, 35], constructed
wetlands [1], and hypoxic and urban lakes [13, 36]. In addition, taxa such as Bacteroidetes,
Spirochaetes, Latescibacteria, Clostridia, and Chloroflexi usually are scarce within such bacterial
communities [1, 11]. Our results support these observations and further indicate that the relative abundances of these taxa in the assessed 16S bacterial community are comparable between
sampling areas.
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In our study, one of the most abundant Acidobacteria groups was GP18. These bacteria are
common in freshwater systems, such as streams, aquatic sediments, and natural and constructed
wetlands [2, 12, 37, 38]. GP18 is also present in soils with high heavy metal levels [39]. These
bacteria can degrade multiple carbon sources, such as sugars, hemicellulose, cellulose, and
chitin [40]. However, there is no clear evidence that Acidobacteria are involved in nitrogen cycle
processes, such as denitrification [41].
The Aminicenantes is another abundant phylum in the SML wetland. These bacteria thrive in
habitats with high organic matter content, necessary to carry out their metabolic functions. These
include heterotrophic activity during nitrate respiration, amylolytic activity, and carbohydrate
and protein fermentation [42, 43]. Likewise, our phylogenetic analysis revealed the abundance of

Figure 6. Canonical correspondence analysis (CCA) between the bacterial and archaeal community composition
in sediments of the Santa Maria del Lago wetland and environmental (water) factors such as: total organic matter
(TOM), total organic carbon (TOC), pH, total phosphorus (TP), ammonia nitrogen (NH3 + ), and metals: Pb, Fe, Cd,
Cu, and Zn. Arrows indicate environmental factors. Symbols (diamonds) represent the sampling areas during the
rainy (November: nv) and dry (August: ag) seasons, and circles represent the taxonomic groups observed in the area.
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one OTU, similar to Candidatus Aminicenantes CYBC47 in polluted SML wetland sediments,
supporting previous observations of an increased abundance of this group in habitats with high
hydrocarbon levels, arsenic [44] and heavy metals [45].
The obtained data suggest that the Epsilon bacteria group and the families Desulfobacteraceae,
Chromatiaceae, and Methylococcaceae tend to be more abundant in the dry season; in which
they were recorded, along with the highest heavy metal values. This is consistent with the reports
of Li [45] and Bensaid [46], in which Epsilon bacteria of the genera Sulfurovum, Sulfurimonas,
Sulfurospirillum, and Sulfuricurvum were detected in sediments with high levels of PAH and
metals. The observed high levels of Fe, heavy metals, and TOC may also justify the presence of
Desulfobacteraceae in the SML sediments, since they use acetate as a substrate, degrade organic
pollutants [47], and use iron as a part of its Fe (III) reducing metabolism [30]. However, further
research is necessary to corroborate this idea and to validate any direct relation between an
increase in heavy metals and the relative abundance of these groups along with Chromatiaceae
and Methylococcaceae, which also are central microorganisms to sulfur and methane cycling in
aquatic ecosystems.
Furthermore, our data indicate that Methanomicrobia inhabit SML wetland sediments. This
Euryarchaeota group is widespread in terrestrial, freshwater and marine ecosystems [48], anaerobic
urban lakes [49], river sediments, and waste-treatment bioreactors [50, 51]. Although these
methanogens have a narrow set of metabolic substrates, their wide distribution throughout different
environments indicates that these archaea are able to differentially adapt to divergent conditions of
pH, nutrients, salinity, oxidative stress, temperature [48], and heavy metals [45], thus explaining
their abundance in the SML wetland. Methanomicrobia also are known to be involved in syntrophic
anaerobic methane oxidation in anoxic habitats [52] and freshwater sediments [53].
The presence of Methanomicrobia along with Methylococcus (Gamma Proteobacteria) in the SML
wetland is notable, as both are reported as methanotrophs within wetlands [54, 55]. However,
it remains unclear how both bacteria and archaea could contribute to methane cycling in this
wetland.
4.3. The nosZ community composition
Effectively amplifying and sequencing the nosZ-type community from both SML wetland sampling
areas was challenging. These situation highlights common problems associated with both of these
molecular techniques. However, the same molecular approach addressing the 16S rRNA-based
sediment bacterial community with the same DNA extracts was not problematic. This situation
may also signal the low abundance of this denitrifying bacteria group in the studied sediments.
Such possibility is supported by the quantification results from NMP and by the dominance
of a single OTU. These two aspects are consistent with the low rates of net N2 O consumption
(.0:035 ˙ 0:011/ ng g 1 d 1 ) previously recorded for the SML wetland area [9].
This suggests that the N2 O reduction potential in the SML wetland is comparatively lower than
in other wetlands richer in nosZ sequences. Peralta [56] recorded 94 nosZ-TRF in a restored
wetland, Bañeras [31] reported up to 252 nosZ-TRF in a coastal wetland, and Iribar [14] reported
55 OTUs in an alluvial wetland. Furthermore, these studies also observed that the community
structure and the relative abundance of nosZ-OTUs or TRF remained constant throughout their
observation periods, which is consistent with the results from the present study.
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The dominant nosZ-type sequence in SML wetland sediments was Candidatus Competibacter denitrificans, obtained previously from laboratory-scale enrichment reactors through metagenomics
[57]. Competibacter members present varying capabilities to assimilate thymidine, ferment
glucose, produce exopolysaccharide, accumulate glycogen, and metabolize PHA and volatile fatty
acids [57, 58]. However, a genomic analysis of the species Candidatus C. denitrificans indicates its
potential for full denitrification to nitrogen [57]. Furthermore, the phylogenetic analysis indicated
that some nosZ-OTUs obtained from the SML sediments are similar to Pseudomonas aeruginosa
DBT1BNH3, which has been identified as a nitrifying aerobic denitrifier [59]. This data opens
new questions about the role of both bacteria in the N2 O cycling in this wetland which should be
addressed later.
Based on our results we can speculate that pollution by heavy metals in the SML wetland could
be affecting nosZ community diversity and even leading to selection of denitrifiers without the
nosZ-gene, triggering the dominance of one OTU capable of N2 O reduction. This is in accordance
with previous studies, where trace metals, such as Cu, Zn, and Cd have caused loss of genetic
diversity [60] and strongly inhibited the activity, abundance, and transcription of genes involved
in the denitrification pathway, especially within N2 O reducing communities [32, 61].
However, to establish a clear relationship between seasonality, nutrients, heavy metals and wetland
sediment bacterial community composition, an analysis with a larger number of samples and a
more appropriate experimental design is required.

5. Conclusions
We recorded, for the first time, high levels of Pb, Fe, Zn, Cu, and Cd in SML wetland sediments,
where bacterial groups, such as Candidatus Aminicenantes CYBC47, Acidobacteria (GP18
group), Epsilon bacteria, Desulfobacteraceae, Chromatiaceae, Methylococcaceae and Candidatus
Competibacter denitrificans were dominant. Also, a greater diversity of 16S-OTUs than nosZOTUs was recorded in the area.
Actions to improve water quality in the SML wetland could contribute to wetland restoration. If
this wetland’s bacterial community continues to be subjected to environmental stress, such as
pollution, it is likely that nutrient-cycling processes will be also affected. A further and thorough
community characterization, down to genus or species levels, is necessary to determine changes in
the function of denitrifying, sulfur-iron reducing, methanogenic, and methanotrophic communities
established in this wetland. These bacterial and archaeal communities are exposed to organic
or inorganic pollution, as well as the resulting impact on methane and nitrous oxide cycling.
Likewise, assays to cultivate these organisms could be an initial step towards achieving a better
understanding of their physiology, providing a foundation for future use of these native bacteria
in bioremediation.

6. Acknowledgements
The authors would like to thank the Environment Secretary of Bogota – Colombia for granting
sampling permission within the Santa Maria del Lago wetland. Special thanks go to SML wetland
staff members: Z. Moreno and A. Ortiz for sampling assistance.

Universitas Scientiarum:163–185

http://ciencias.javeriana.edu.co/investigacion/universitas-scientiarum

176

Bacterial communities in an urban wetland

Further disclosures: This research was developed following the national regulation on the collection of non-commercial specimens of biological diversity for scientific research (Resolution
No. 1198/2014 ANLA). This paper is a product of the 2018 project INV-CIAS 2547, entitled
“Diversidad de la comunidad desnitrificante en el humedal Santa María del Lago, Bogotá” funded
by the research vice rectory at Universidad Militar Nueva Granada, Bogota in the year 2018.

7. Conflict of interest
The authors have no conflicts of interest to declare.

References
[1] Sánchez O. Constructed wetlands revisited: microbial diversity in the omics era, Microbial
Ecology, 73: 722–733, 2017.
doi: 10.1007/S00248-016-0881-y
[2] Zhi E, Song Y, Duan L, Yu H and Peng J. Spatial distribution and diversity of microbial community in large-scale constructed wetland of the Liao River Conservation Area,
Environmental Earth Science, 73(9): 5085–5094, 2015.
doi: 10.1007/s12665-015-4021-7
[3] Faulwetter JL, Gagnon V, Sundberg C, Chazarenc F, Burr MD, Brisson J, Camper AK
and Stein O. Microbial processes influencing performance of treatment wetlands: a review,
Ecological Engineering, 35(6): 987–1004, 2009.
doi: 10.1016/j.ecoleng.2008.12.030
[4] Liikainen A, Martikainen PJ. Effect of ammonium and oxygen on methane and nitrous oxide
fluxes across sediment-water interfaces in a eutrophic lake, Chemosphere, 52: 1287–1293,
2003.
doi: 10.1016/s0045-6535(03)00224-8
[5] Stadmark J, Leonardson L. Emissions of greenhouse gasses from ponds constructed for
nitrogen removal, Ecological Engineering, 25: 542–551, 2005.
doi: 10.1016/j.ecoleng.2005.07.004
[6] Wang W, Liu W, Wu D, Wang X, Zhu G. Differentiation of nitrogen and microbial community
in the littoral and limnetic sediments of a large shallow eutrophic lake (Chaohu Lake, China),
Journal of Soils and Sediments, 19: 1005–1016, 2019.
doi: 10.1007/s11368-018-2090-4
[7] Betancourt JM, Parra JP, Villamil C. Emisión de metano y óxido nitroso de los sedimentos del
manglar de la Ciénaga Grande de Santa Marta, Caribe colombiano, Boletín de Investigaciones
Marinas y Costeras, 42(1): 131–152, 2013.
doi: 10.25268/bimc.invemar.2013.42.1.64

Universitas Scientiarum:163–185

http://ciencias.javeriana.edu.co/investigacion/universitas-scientiarum

177

Castro, Pacheco & Restrepo

[8] Canchala T. Generación de gases de efecto invernadero en los sedimentos de un humedal
natural eutrofizado: influencia de nutrientes (N y P). Trabajo de grado maestría, Universidad
del Valle, Colombia, 2014.
URL: http://hdl.handle.net/10893/7723
[9] Castro-González M, González A. La producción neta de óxido nitroso en un humedal urbano
en Colombia está principalmente influenciada por cambios estacionales, Limnetica, 39(2):
693–709, 2020.
doi: 10.23818/limn.39.45
[10] Liu Y, Zhang JX, Zhao L, Zhang XL, Xie SG. Spatial distribution of bacterial communities
in high-altitude freshwater wetland sediment, Limnology, 15: 249–256, 2014.
doi: 10.1007/s10201-014-0429-0
[11] Liu Y, Tong T, Li B, Xie S. Dynamics of bacterial communities in a river water treatment
wetland, Annals of Microbiology, 69: 637–645, 2019.
doi: 10.1007/s13213-019-01454-x
[12] Huang L, Hu W, Tao J, Liu Y, Kong Z, Wu L. Soil bacterial community structure and
extracellular enzyme activities under different land use types in a long-term reclaimed
wetland, Journal of Soils and Sediments, 19(5): 2543–2557, 2019.
doi: 10.1007/s11368-019-02262-1
[13] Zhao D, Huang R, Zeng J, Yan W, Wang J, Wang M, Wu QL. Diversity analysis of bacterial
community compositions in sediments of urban lakes by terminal restriction fragment
length polymorphism (T-RFLP), World Journal of Microbiology and Biotechnology, 28:
3159–3170, 2012.
doi: 10.1007/s11274-012-1126-y
[14] Iribar A, Hallin S, Sánchez JM, Enwall K, Poulet N, Garabétian F. Potential denitrification
rates are spatially linked to colonization patterns of nosZ genotypes in an alluvial wetland,
Ecological Engineering, 80: 191–197, 2015.
doi: 10.1016/j.ecoleng.2015.02.002
[15] López R.H. Estado trófico de un humedal urbano andino tropical: Santa María del Lago,
Bogotá, D.C. Colombia. Universidad Militar Nueva Granada (Ed). Periódicas S.A.S, 2012.
[16] Pinilla G. An index of limnological conditions for urban wetlands of Bogota city, Colombia.
Ecological Indicators. 10: 848–856, 2010.
doi: 10.1016/j.ecolind.2010.01.006
[17] IGAC. Métodos analíticos del laboratorio de suelos. 6th edición. Instituto Geográfico Agustín
Codazzi. Colombia, 2006.
[18] Davidson EA, Strand MK, Galloway LF. Evaluation of the most probable number method
for enumerating denitrifying bacteria, Soil Science Society American Journal, 49: 642–645,
1985.
Universitas Scientiarum:163–185

http://ciencias.javeriana.edu.co/investigacion/universitas-scientiarum

178

Bacterial communities in an urban wetland

doi: 10.2136/sssaj1985.03615995004900030023x
[19] Caporaso JG, Lauber CL, Walters WA, Gerg Lyons D, Huntley J, Fierer N, Owens SM,
Betley J, Fraser L, Bauer M. Ultra-high-throughput microbial community analysis on the
Illumina HiSeq and Miseq platforms, ISME Journal, 6: 1621–1624, 2012.
doi: 10.1038/ismej.2012.8
[20] Kloos K, Mergel A, Rosch C, Bothe H. Denitrification within the genus Azospirillum and
other associative bacteria, Australian Journal of Plant Physiology, 28: 991–998, 2001.
doi: 10.1071/PP01071
[21] Bolger AM, Lohse M, Usadel B. Trimmomatic: A flexible trimmer for Illumina sequence
Data, Bioinformatics, btu170, 2014.
doi: 10.1093/bioinformatics/btu170
[22] Caporaso JG. et al. QIIME allows analysis of high-throughput community sequencing data,
Nature Methods, 7: 335–336, 2010.
doi: 10.1038/nmeth.f.303
[23] Wright ES, Yilmaz LS, Noguera DR. DECIPHER, a search-based approach to chimera
identification for 16S rRNA sequences, Applied and Environmental Microbiology, 78:
717–725, 2012.
doi: 10.1128/aem.06516-11
[24] Tamura K, Stecher G, Peterson D, Filipski A, Kumar S. MEGA 6: molecular evolutionary
genetics analysis version 6.0, Molecular Biology and Evolution, 30: 2725–2729, 2013.
doi: 10.1093/molbev/mst197
[25] Edgar RC. MUSCLE. Multiple sequence alignment with high accuracy and high throughput,
Nucleic Acids Research, 32(5): 1792–1797, 2004.
doi: 10.1093/nar/gkh340
[26] Kumar S, Stecher G, Li M, Knyaz C, Tamura K. MEGA X: Molecular Evolutionary Genetics
Analysis across computing platforms, Molecular Biology and Evolution, 35: 1547–1549,
2018.
doi: 10.1093/molbev/msy096
[27] Ter Braak CJF. CANOCO Reference Manual and Cano Draw for Windows User’s Guide:
Software for Canonical Community Ordination (version 4.5) Ithaca, NY: Microcomputer
Power, 2000.
[28] Koretsky CM, Haas JR, Miller D, Ndenga NT. Seasonal variation in pore water and sediment
geochemistry of littoral lake sediments (Asylum Lake, MI, USA), Geochemical Transactions,
7: 11–37, 2006.
doi: 10.1186/1467-4866-7-11

Universitas Scientiarum:163–185

http://ciencias.javeriana.edu.co/investigacion/universitas-scientiarum

179

Castro, Pacheco & Restrepo

[29] Magalhães CM, Machado A, Matos P, Bordalo A. Impact of copper on the diversity, abundance and transcription of nitrite and nitrous oxide reductase genes in an urban European
estuary, FEMS Microbiology and Ecology, 77(2): 274–284, 2011.
doi: 10.1111/j.1574-6941.2011.01107.x
[30] Fan, YY, Li, BB, Yang, ZC, Cheng, YY, Liu F. Abundance and diversity of iron reducing bacteria communities in the sediments of a heavily polluted freshwater lake, Applied
Microbiology and Biotechnology, 102: 10791–10801, 2018.
doi: 10.1007/s00253-018-9443-1
[31] Bañeras LL, Ruiz-Rueda O, López-Flores L, Quintana XD, Hallin S. The role of plant type
and salinity in the selection for the denitrifying community structure in the rhizosphere of
wetland vegetation, International Microbiology, 15: 89–99, 2012.
doi: 10.2436/20.1501.01.162
[32] Magalhães C, Silva J, Teixeira X, Bordalo AA. Impact of trace metals on denitrification in
estuarine sediments of the Douro River estuary, Portugal. Marine Chemistry, 107: 332–341,
2007.
doi: 10.1016/j.marchem.2007.02.005
[33] Long ER, Morgan LG. The potential for biological effects of sediment-sorbed contaminants
tested in the National Status and Trends Program. In: NOAA Tech. Memo. NOS OMA 52.
US National Oceanic and Atmospheric Administration, Seattle, Washington, 1995.
[34] Vane CH, Harrison I, Kim IAW, Moss-Hayes V, Vickers BP and Long K. Organic and metal
contamination in surface mangrove sediments of South China, Marine Pollution Bulletin,
58: 129–166, 2009.
doi: 10.1016/j.marpolbul.2008.09.024
[35] Ruiz-Rueda OS, Hallin S and Bañeras L. Structure and function of denitrifying and nitrifying
bacterial communities in relation to the plant species in a constructed wetland. FEMS
Microbiology and Ecology, 67: 308–319, 2009.
doi: 10.1111/j.1574-6941.2008.00615.x
[36] Cai J, Bai C, Tang X, Dai J, Gong Y, Hu Y, Shao K, Zhou L, Gao G. Characterization of
bacterial and microbial eukaryotic communities associated with an ephemeral hypoxia event
in Taihu Lake, a shallow eutrophic Chinese lake, Environmental Science Pollution Research
International, 25(31): 31543–31557, 2018.
doi: 10.1007/s11356-018-2987-x
[37] Zimmermann J, Portillo MC, Serrano L, Ludwig W and González JM. Acidobacteria in
freshwater ponds at Donana National Park. Spain, Microbial Ecology, 63(4): 844–855,
2012.
doi: 10.1007/s00248-011-9988-3
[38] Hartman WH, Richardson CJ, Vilgalys E and Bruland GL. Environmental and anthropogenic
controls over bacterial communities in wetland soils, Proceedings of Natural Academy of
Sciences USA, 105(46): 17842–17847, 2008.
Universitas Scientiarum:163–185

http://ciencias.javeriana.edu.co/investigacion/universitas-scientiarum

180

Bacterial communities in an urban wetland

doi: 10.1073%2Fpnas.0808254105
[39] Li X, Menga D, Li J, Yin H, Liu H, Liu X, Cheng CH, Xiao Y, Liu Z, Ya M. Response of soil
microbial communities and microbial interactions to long-term heavy metal contamination,
Environmental Pollution, 231: 908–917, 2017.
doi: 10.1016/j.envpol.2017.08.057
[40] De Chaves MG, Silva GGZ, Rossetto R, Edwards RA, Tsai SM, Navarrete AA. Acidobacteria Subgroups and Their Metabolic Potential for Carbon Degradation in Sugarcane Soil
Amended with Vinasse and Nitrogen Fertilizers, Frontiers in Microbiology, 10: 1680, 2019.
doi: 10.3389/fmicb.2019.01680
[41] Kielak AM, Barreto CC, Kowalchuk GA, Van Veen JA, Kuramae EE. The ecology of
Acidobacteria: moving beyond genes and genomes, Frontiers in Microbiology, 7: 704, 2016.
doi: 10.3389/fmicb.2016.00744
[42] Kadnikov V, Mardanov V, Beletsky A, Karnachuk O, Ravin N. Genome of the candidate
phylum Aminicenantes bacterium from a deep subsurface thermal aquifer revealed its fermentative saccharolytic lifestyle, Extremophiles, 23, 2019.
doi: 10.1007/s00792-018-01073-5
[43] Farag IF, Davis JP, Youssef NH, Elshahed MS. Global Patterns of Abundance, Diversity
and Community Structure of the Aminicenantes (Candidate Phylum OP8), PLoS One, 9(3):
e92139, 2014.
doi: 10.1371/journal.pone.0092139
[44] Legg TM, Zheng Y, Simone B, Radloff KA, Mladenov N, et. al. Carbon, metals, and grain
size correlate with bacterial community structure in sediments of a high arsenic aquifer,
Frontiers in Microbiology, 3(82): 1-15, 2012.
doi: 10.3389/fmicb.2012.00082
[45] Li D, Jiang X, Wang J, Wang K, Zheng B. Effect of Sewage and Industrial Effluents on
Bacterial and Archaeal Communities of Creek Sediments in the Taihu Basin, Water, 9: 373,
2017.
doi: 10.3390/w9060373
[46] Bensaid O, Goñiurriza M, El Bour M, Aissa P, Duran R. Bacterial community structure
of superficial sediments of the Bizerte lagoon (Tunisia), a southern Mediterranean coastal
anthropized lagoon, Microbial Ecology, 59(3): 445–56, 2009.
doi: 10.1007/s00248-009-9585-x
[47] Muyzer G, Stams A. The ecology and biotechnology of sulphate-reducing bacteria, Nature
Reviews Microbiology, 6: 441–454, 2008.
doi: 10.1038/nrmicro1892

Universitas Scientiarum:163–185

http://ciencias.javeriana.edu.co/investigacion/universitas-scientiarum

181

Castro, Pacheco & Restrepo

[48] Garcia JL, Ollivier B, Whitman W. The order Methanomicrobiales. In: Dworkin, M., Falkow,
S., Rosenberg, E., Schleifer, K-H., Stackebrandt E. (Eds), The Prokaryotes, 2006. Springer:
New York, USA.
[49] Zhang A, Guo CH, Wang CH, Gu J, Wang P, Hui Y, Han B. Detection of methane biogenesis
in a shallow urban lake in summer, Journal Soils and Sediments, 14: 1004–1012, 2014.
doi: 10.1007/s11368-014-0858-8
[50] Bialek K, Cysneiros D, O’Flaherty V. Low-temperature (10°C) anaerobic digestion of
dilute dairy wastewater in an EGSB bioreactor: Microbial community structure, population
dynamics, and kinetics of methanogenic populations, Archaea, ID 346171: 1–10, 2013.
doi: 10.1155/2013/346171
[51] Browne P, Tamaki H, Kyrpides N, Woyke T, Goodwin L, Imachi H, Bräuer S, Yavitt JB,
Liu WT, Zinder S, Cadillo-Quiroz H. Genomic composition and dynamics among Methanomicrobiales predict adaptation to contrasting environments, ISME Journal, 11(1): 87–99,
2017.
doi: 10.1038/ismej.2016.104
[52] Knittel K, Boetius A. Anaerobic oxidation of methane: progress with an unknown process,
Annual Review of Microbiology, 63: 311–334, 2009.
doi: 10.1146/annurev.micro.61.080706.093130
[53] Weber HS, Habicht KS, Thamdrup B. Anaerobic methanotrophic archaea of the ANME-2d
Cluster are active in a low-sulfate, iron-rich freshwater sediment, Frontiers in Microbiology,
8: 619, 2017.
doi: 10.3389/fmicb.2017.00619
[54] Yun J, Zhuang G, Ma A, Guo H, Wang Y, Zhang H. Community structure, abundance, and
activity of methanotrophs in the Zoige wetland of the Tibetan plateau, Microbial Ecology,
63: 835–843, 2012.
doi: 10.1007/s00248-011-9981-x
[55] Bowman JP. Bergey’s manual of systematics of Archaea and Bacteria. John Wiley & Sons,
Inc, 2015.
[56] Peralta AL, Johnston ER, Matthews JW, Kent AD. Abiotic correlates of microbial community
structure and nitrogen cycling functions vary within wetlands, Freshwater Science, 35(2):
573–588, 2016.
doi: 10.1086/685688
[57] Mcllroy SJ, Albertsen M, Andresen EK, Saunders AM, Kristiansen R, Stokholm-Bjerregaard
M, Nielsen KL, Nielsen PH. ‘Candidatus Competibacter’ - lineage genomes retrieved from
metagenomes reveal functional metabolic diversity, ISME Journal, 8: 613–624, 2014.
doi: 10.1038/ismej.2013.162

Universitas Scientiarum:163–185

http://ciencias.javeriana.edu.co/investigacion/universitas-scientiarum

182

Bacterial communities in an urban wetland

[58] Brand VR, Crosby LD, Criddle, CS. Niche differentiation among three closely related
Competibacteraceae clades at a full-scale activated sludge wastewater treatment plant and
putative linkages to process performance, Applied and Environmental Microbiology, 85:
e02301–18, 2019.
doi: 10.1128/AEM.02301-18
[59] Kathiravan V, Krishnani KK. Pseudomonas aeruginosa and Achromobacter sp.: Nitrifying
aerobic denitrifiers have a plasmid encoding for denitrifying functional genes, World Journal
Microbiology and Biotechnology, 30(4): 1187–1198, 2014.
doi: 10.1007/s11274-013-1543-6
[60] Sandaa RA, Torsvik V, Enger O, Daae FL, Castberg T, Hahn D. Analysis of bacterial
communities in heavy metal-contaminated soils at different levels of resolution, FEMS
Microbiology and Ecology, 30: 237–251, 1999.
doi: 10.1111/j.1574-6941.1999.tb00652.x
[61] Alloway BJ, Jackson AP. The behavior of heavy metals in sewage sludge-amended soil,
Science of Total Environment, 100: 151–176, 1991.
doi: 10.1016/0048-9697(91)90377-q

Universitas Scientiarum:163–185

http://ciencias.javeriana.edu.co/investigacion/universitas-scientiarum

183

Castro, Pacheco & Restrepo

Comunidades bacterianas en sedimentos de un humedal urbano en Bogotá, Colombia
Resumen: Los humedales urbanos son reservorios de biodiversidad sostenidos por procesos mediados por microbios; sin embargo, en áreas tropicales la dinámica microbiana de
estos humedales permanece poco comprendida. En este estudio, se investigaron parámetros
químicos, concentración de metales pesados y estructura de la comunidad microbiana en la
superficie de los sedimentos del humedal Santa María del Lago (SML) en Bogotá-Colombia.
Con el fin de investigar la composición y relaciones filogenéticas de bacteria, archaea y la
comunidad denitrificante tipo nosZ se generaron datos de secuencias de los genes RNAr
16S y nosZ por medio de secuenciación de alto rendimiento. Se llevó a cabo un análisis de
correspondencia canónica para determinar la relación entre las variables ambientales y la composición de la comunidad microbiana. Los resultados mostraron que los fila más abundantes
de bacterias fueron Proteobacteria, Acidobacteria (grupo GP18) y Aminicenantes; Archaea
estuvo representada por los taxa Methanomicrobia y Thermoprotei, y la comunidad nosZ
fue dominada por “Candidatus Competibacter denitrificans”. El análisis filogenético a partir
de datos de secuencias del gen RNAr 16s reveló una alta diversidad de UTOs; sin embargo,
la cantidad y diversidad de UTOs de la comunidad nosZ fue muy baja en comparación con
estudios previos. Se detectaron altas concentraciones de amonio, fósforo, carbono orgánico,
Pb, Fe, Zn, Cu y Cd en sedimentos, aunque no estuvieron estrechamente relacionadas con
la composición observada de la comunidad microbiana. En conclusión, en los mismos sedimentos contaminados del humedal SML se detectaron comunidades diversas de bacterias y
Archaea, pero no de desnitrificadores tipo nosZ.
Palabras clave: metataxononmía; gen nosZ; polución; humedales urbanos.
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Comunidades bacterianas em sedimentos de uma zona úmida urbana de Bogota, Colômbia
Resumo: As zonas úmidas urbanas são reservatórios de biodiversidade sustentados por
processos mediados por micróbios. Em áreas tropicais, a dinâmica microbiana das zonas
úmidas permanece pouco compreendida. Os parâmetros químicos, concentração de metais
pesados e a estatura da comunidade microbiana foram pesquisados em sedimentos superficiais
da zona úmida de Santa María del Lago (SML) em Bogota, Colômbia. Sequenciamento de
alto rendimento foi usado para gerar dados dos genes RNAr 16S e nosZ e assim pesquisar
a composição e relações filogenéticas de bacteria, archaea e a comunidade denitrificante
tipo nosZ. Adicionalmente, foi realizada uma análise de correspondência canônica para determinar a relação entre as variáveis ambientais estudadas e a composição da comunidade
microbiana. Os resultados mostraram que os fila bacterianos mais abundantes foram Proteobacteria, Acidobacteria (grupo GP18) e Aminicenantes. As Archaea foram representadas
pelos taxa Methanomicrobia y Thermoprotei e a comunidade nosZ foi dominada por “Candidatus Competibacter denitrificans”. A análise filogenética mostrou uma alta diversidade de
unidades taxonômicas operacionais (UTOs) segundo os dados da sequência do gene RNAr
16s. No entanto, a quantidade e diversidade de UTOs da comunidade nosZ foram menores do
reportado em estudos anteriores. Altas concentrações de amônio, fósforo, carbono orgânico,
Pb, Fe, Zn, Cu e Cd foram detectadas nos sedimentos, mas não estiveram relacionadas com a
composição da comunidade. Em conclusão, diversas comunidades de bactérias e Archaea
foram detectadas nos sedimentos contaminados da zona úmida SML, e o oposto foi encontrado
para os denitrificantes do tipo nosZ nos mesmos sedimentos.
Palavras-chave: metataxonômicos; gene nosZ; poluição; zonas úmidas urbanas.
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