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Introduction: Organic wastes are composted to increase their plant nutritional 
value, but little is known about how this might alter the bacterial and archaeal 
community structure and their genes.

Methods: Cow manure was collected from three local small-scale farmers 
and composted under controlled conditions, while the bacterial and archaeal 
communities were determined using shotgun metagenomics at the onset and 
after 74 days of composting.

Results: The bacterial, archaeal, methanogen, methanotrophs, methylotroph, 
and nitrifying community structures and their genes were affected by 
composting for 74 days, but the original composition of these communities 
determined the changes. Most of these archaeal and bacterial groups showed 
considerable variation after composting and between the cow manures. 
However, the differences in the relative abundance of their genes were much 
smaller compared to those of the archaeal or bacterial groups.

Discussion: It was found that composting of different cow manures did not 
result in similar bacterial or archaeal communities, and the changes that were 
found after 74 days were defined by the original populations. However, more 
research is necessary to determine if other composting conditions will give the 
same results.
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1 Introduction

Animal wastes, for example, cow manure, have been applied to 
arable land to improve soil fertility and increase crop yields (Lee et al., 
2023). Apart from providing nutrients for growing crops, that is, most 
importantly, mineral N, animal wastes improve soil structure and 
might add plant growth-promoting bacteria (Zhao et al., 2022). Some 
of these bacteria can liberate phosphorus, produce plant growth-
promoting hormones, are antagonistic against the pathogen, fix 
nitrogen, and/or oxidize ammonium (NH4

+) to nitrate (NO3
−), which 

is easily taken up by plants as it is not fixed on the soil matrix (Gouda 
et al., 2018).

However, animal waste can also contain pathogens or 
opportunistic pathogens for plants, animals, or humans, which might 
restrict their use in agricultural practices (Blaiotta et  al., 2016; 
Matthews, 2023). The type and quantity of pathogens in the animal 
waste will depend on the animal, feeding, and characteristics of the 
manure produced (Abdugheni et  al., 2023). Composting can also 
increase microorganisms that participate in the liberation of plant 
nutrients (Lucchetta et al., 2023). Additionally, animal manures are an 
ideal environment for methane (CH4) producing archaea. 
Methanogens thrive under anaerobic conditions in organic material-
rich environments and often produce large amounts of CH4 in animal 
wastes (Pampillón-González et  al., 2017). According to a United 
Nations Climate Change Report (2023), the total CH4 emissions from 
livestock manure management was 2.62 kt, with 1.36 kt or 52% from 
cattle manure. Animal manures might also contain methanotrophs 
that oxidize CH4 under microaerobic conditions (van Bodegom et al., 
2001), thereby reducing emissions of this potent greenhouse gas 
(Nordahl et al., 2023).

Composting is a self-heating, aerobic, and biodegradative process 
of organic material. The composting process is affected by several 
characteristics of the organic waste, such as nutrients, pH, moisture 
content, initial particle size aeration, temperature, and carbon-to-
nitrogen (C/N) ratio (Neklyudov et  al., 2014; Lin et  al., 2022). 
Composting not only alters the physical and chemical characteristics 
of the composted organic waste but also alters microbial communities 
profoundly. For instance, Wan et  al. (2021) reported that during 
composting, the bacterial and fungal diversity decreased, and they also 
reported large shifts in community composition and species 
dominance. Composting has also often been applied to animal wastes, 
such as cow manure, to reduce pathogens (Gurtler et al., 2018) and 
veterinary antibiotics (Ezzariai et  al., 2018), and liberate plant 
nutrients (Lucchetta et  al., 2023). How composting affects the 
microbial community and their metabolic functioning, that is, their 
genes, and especially those archaea and bacteria involved in mineral 
N and methane cycling need further investigation. Therefore, cow 
manure was collected from three small-scale Mexican farmers. In 
small-scale farming in central Mexico, cow feces are collected with the 
maize straw from the stalls in which the animals are kept. This mixture 
is kept in heaps outside the farms without any further treatment. The 
composted mixture is spread on agricultural land before the crop-
growing season starts.

In this study, cow manure was collected from three different 
farmers to include variations in cattle farming and its possible effect 
on the microbial community and its genes. We used cow manure 
from local farmers for composting as we want to promote the use of 
compost as a biofertilizer in an area with highly eroded soil and soil 

low in organic matter content. If the obtained composts are uniform 
in composition, then they could be used not only as a supplier of 
nutrients to plants but also as a biofertilizer. The three collected cow 
manures were composted under controlled conditions, that is, 
constant water content (WC) and temperature, in the greenhouse for 
74 days. The collected cow manure and the composted cow manure 
were characterized, and the archaeal and bacterial communities were 
determined through shotgun metagenomics. The aim of this study 
was to determine how composting affected (i) the archaeal and 
bacterial community structure (ii) the bacteria and archaea, and the 
genes involved in mineral N cycling and CH4 cycling. It was 
hypothesized that composting would (i) alter the archaeal and 
bacterial groups and the genes involved in the N cycle, (ii) favor the 
nitrifying population and methanotrophs, and (iii) the variation in 
the bacterial community would be larger than the variation in its 
genes, that is, metabolic functions. In previous studies based on the 
16S rRNA gene, we found that variations in the relative abundance 
of putative metabolic functions were smaller than those of the 
bacterial groups (Dendooven et al., 2024). Shotgun metagenomics 
allows us to determine changes in the relative abundance of genes 
directly so the last hypothesis can be verified directly. The novelty of 
this research is that we used shotgun metagenomics to study the 
effect of composting different organic wastes, that is, cow manure, 
which allows us to study a wide range of microorganisms and their 
genes simultaneously.

2 Materials and methods

2.1 Cow manure collection, 
characterization, and composting

The local farms selected for sampling cow manure are small, with 
only a couple of cows. The farmers have some cows, but they have 
other additional jobs, mostly as laborers. The purpose of the farms is 
the self-consumption of milk and meat or for selling in the local 
market. The feed that the cows receive is not standardized or 
industrialized. The cows are usually fed with crop residues, mainly 
maize, grass, or other green fodder, depending on the season. The 
cows do not receive extra pharmacological treatments or nutritional 
supplements. The cow manure is taken from the cow sheds regularly 
and kept in piles in the open air without any further treatment. It is 
collected and spread on farmland before planting starts in the rainy 
season, that is, June.

Cow manure was collected from three local farmers in the state of 
Tlaxcala (México). It was obtained from a first farmer in Ixtenco 
(19°15′00″N, 97°53′00″O), the second was located in Colonia 
Altamira Guadalupe in the city of Huamantla (19°18′52″N, 
97°55′31″O) and the third Ixtacuixtla (19°19′31″N, 98°22′44″O). In 
each location, three 30 kg subsamples were collected and taken 
separately to the laboratory. Each of the samples (n = 3) from each 
location (n = 3) was characterized, extracted for DNA, and composted 
separately to avoid pseudoreplication (Heffner et al., 1996).

The experimental design is schematized in 
Supplementary Figure S1. The water holding capacity (WHC) was 
determined on each of the cow manure samples (n = 3) from the three 
locations (n = 3), and the cow manure was adjusted to 50% WHC, 
found to be the optimum for C mineralization (Murwira et al., 1990). 
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Three subsamples (n = 3) of each cow manure (n = 3) were added 
separately to polyvinyl chloride (PVC) tubes (length 30 cm W 15 cm) 
closed at the bottom with a PVC end cap with holes so that excess 
water could drain freely. On 29 April 2022, a 1 kg subsample was taken 
from each PVC tube (n = 9), characterized, and extracted for DNA as 
described below.

Each PVC tube was covered with fine cloth to keep away insects 
and placed in a greenhouse. The WC of the cow manure was 
maintained at 50% WHC by applying distilled water every 2–3 days, 
depending on the amount of water lost. On 25 May, that is, after 
30 days, a 50 g subsample of cow manure was taken from each column, 
and the WHC was determined. The WC in the cow manure was again 
adjusted to 50% of the WHC as determined after 30 days. On 12 July, 
that is, after 74 days of composting, the cow manure was removed 
from the PVC tubes, characterized, and extracted for DNA as 
described below.

2.2 Characterization of the cow manure

The pH of the cow manure and the composted cow manure 
was measured in 1:2.5 soil-H2O (w:w) suspension using a 716 DMS 
Titrino pH meter (Metrohm Ltd. CH.-9101 Herisau, Switzerland) 
fitted with a glass electrode (Thomas, 2018). Total C was 
determined by oxidation with potassium dichromate and trapping 
the evolved CO2 in NaOH and titrating it with 0.1 M HCl (Amato, 
1983), while total N was measured with the Kjeldhal method using 
concentrated H2SO4, K2SO4, and HgO to digest the sample 
(Bremner, 1996). The CO2 emitted after a 7-day incubation was 
measured by trapping evolved CO2 in 1 M NaOH and determined 
by titration with 0.1 M HCl (Bartha and Pramer, 1965; Jenkinson 
and Powlson, 1976). The electrolytic conductivity (EC) was 
determined in a saturated solution extract of the cow manure 
(Rhoades et al., 1989). The WC of the cow manure and composted 
cow manure was determined by weighing a fresh 20-g subsample, 
drying it at 60°C for 24 h, and weighing it again. The WC of each 
subsample was defined as the difference in weight between the 
fresh and dried subsample. The WHC of the cow manure and 
composted cow manure was determined by water saturating a 
fresh 20 g subsample and leaving it to drain freely overnight. The 
water-holding content of each subsample was defined as the 
difference in weight between the water-saturated and drained 
subsample, and the dried sample. Each characterization was done 
separately on a subsample from each location (n = 3) and each 
sample (n = 3).

2.3 DNA extraction

A 0.5-g sub-sample of each cow manure sample (n = 9) and 
composted cow manure (n = 9) was extracted for DNA using the 
QIAGEN kit as stipulated by the provider. Aliquots of 2 mL of each 
sample were centrifuged at 12,000 g for 5 min, the pellets were 
resuspended in 200-μL sterile distilled water, 180-μL lysozyme (20 mg/
mL) was added to each tube and incubated at 37°C for 1 h. The 
samples were processed by the QIAcube-robot with the QIAamp DNA 
Mini (Qiagen, Venlo, The Netherlands) and eluted to a final volume 
of 200-μL water.

The integrity of DNA was confirmed on 0.8% agarose gel and 
quantified using Invitrogen’s PicoGreen® dsDNA fluorometric 
quantitation assay on a NanoDrop™ 3300 (Thermo Scientific, 
Carlsbad, CA) (Supplementary Figure S2). The DNA was sequenced 
by Centre d’expertise et de services Génome Québec (Montreal, 
Québec, Canada).

2.4 Bioinformatics and assembly

First, raw paired-end reads were mapped against the masked 
human reference genome GRCh38.p14, and the cow reference genome 
ARS-UCD1.3 using BBMap1 to identify and remove possible human 
contaminant and cow host sequences as recommended by Bushnell 
(2014). Unmapped reads to the human genome were quality filtered 
using Sickle version 1.33 (Joshi and Fass, 2011), that is, paired-end 
sequences with an average Q-score below 20 and shorter than 50 
nucleotides were discarded. Unambiguous and unpaired reads that 
passed quality filtering were kept (-s, singles, or uneven pairs) for 
assembly. High-quality reads were used as inputs for the MEGAHIT 
assembler (Li et al., 2015). The multiple k-mer lengths option was 
chosen based on the software developer’s recommendations for large 
and complex metagenomes [e.g., soil samples (k-min 27, k-max 127, 
and k-step 10)], and the minimum contig length was set to 500 nt. 
Open reading frames prediction and protein annotation with 
assembled contigs were done with Prokka version 1.13 using the 
metagenome setting for highly fragmented datasets2 (Seemann, 2014). 
To quantify the genes, the readings were mapped against the contigs 
with bowtie2 version 2.5.3 (Langmead and Salzberg, 2012) and 
quantified with HTSeq version 2.0.3 (Anders et al., 2015).

2.5 Metabolic pathways

Metabolic pathways prediction was done as follows. The generic 
feature annotation file (GFF Prokka’s annotation output) was filtered 
to retain all genes with a KO identifier assigned. The “Minimal set of 
Pathways” tool (MinPath version 1.4, Ye and Doak, 2009) was used to 
obtain a conservative estimation of pathways to visually them on the 
microbial metabolic map through the interactive pathway explorer 
web-based tool (iPath version 3, https://pathways.embl.de/).

2.6 Nitrogen cycle-related genes

The ORF prediction of assembled contigs was done with prodigal 
version 2.6.3 (Hyatt et al., 2010). Sequences were aligned against the 
NCyc database (Tu et al., 2019) using DIAMOND aligner with an 
e-value of 1 × 10−5 and 80% of identity (Buchfink et al., 2015). The 
NCyc database was constructed with nitrogen cycle gene families from 
UniProt and from different orthology databases [clusters of 
orthologous genes (COG), SEED, Kyoto Encyclopedia of Genes and 

1 https://sourceforge.net/projects/bbmap/

2 https://github.com/tseemann/prokka
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Genomes (KEGG), and evolutionary gene genealogy Non-supervised 
Orthologous Groups (eggNOG)]3 (Tu et al., 2019).

2.7 Microbial community analysis

Fastq raw files were cleaned and trimmed with trimmomatic for 
the diversity analysis. Contigs were assembled with SPADES in meta 
configuration, followed by annotation with kraken2 using Genbank 
RefSeq database (accessed in July 2023). Only archaeal and bacterial 
results were used for microbial community analysis.

2.8 Statistical analysis

All statistical analyses were done in R version 4.2.2 (R Core Team, 
2019) within the RStudio environment (Version 2023.09.0 + 463). 
Alpha diversity of the soil bacterial community was determined based 
on the Hill numbers at different q orders (q = 0, 1, and 2) (Chao et al., 
2010). The Hill number at q = 0 gives the species richness, q = 1 is the 
Shannon entropy and denotes frequently occurring species, and q = 2 
is the inverse Simpson and characterizes dominant species (Chao 
et al., 2014) and they were calculated with the HillR package version 
0.5.1 (Li, 2021). A non-parametric analysis (t1way test of the WRS2 
package, version 1.1-0, Mair and Wilcox, 2020) was used to determine 
the effect of the origin of the cow manure and composting on the Hill 
numbers. The changes in the bacterial community due to composting 
were determined with the betapart R package (Baselga and 
Orme, 2012).

Ordination [principal component analysis (PCA)] and 
multivariate comparison (PERMANOVA) were made with converted 
sequence data using the centered log-ratio transformation test 
returned by the aldex.clr argument ALDEx2 (version 1.21.1) (Gloor 
et al., 2020). The FactoMineR (version 2.3) package (Husson et al., 
2020) was used for the PCA and the vegan (version 2.5-6) package to 
determine the homogeneity of groups dispersions (dispersion within 
the cow manure and composted cow manure) (Anderson, 2017; 
Oksanen et al., 2019). The Mantel test for dissimilatory matrices was 
used to calculate the Mantel statistic (r) and the p-value, while a 
constrained and unconstrained redundancy analysis (RDA) was done 
with the unconstrained and constrained characteristics of the cow 
manure with different archaeal and bacterial groups, and genes with 
the vegan (version 2.5-6) package (Anderson, 2017; Oksanen et al., 
2019). The characteristics of the cow manure and composted cow 
manure that were included in the constrained RDA were those that 
had a significant effect on the bacterial or archaeal groups or genes, as 
indicated by the Mantel test (p < 0.05). None of the characteristics of 
the cow manure and composted cow manure was significantly 
correlated with the nitrite-oxidizing bacteria (NOB), so the 
constrained RDA was done with all characteristics except pH and 
total N as they were never correlated significantly with any bacterial 
or archaeal group. The ordistep function (based on p-values) in the 
RDA of the vegan package was used to develop a model by 
permutation tests.

3 https://github.com/qichao1984/NCyc

The effect size, which is defined as the difference between groups 
divided by the maximum dispersion within group A or B, was 
calculated after a centered log-ratio transformation with the aldex.ttest 
argument [ALDEx2 (version 1.18), Gloor et al., 2020]. The effect size 
was calculated by comparing the archaeal and bacterial groups and 
genes in the cow manure at the onset of the experiment and after 
74 days of composting. Only effect sizes that were large were 
considered (≤ −0.8 or ≥0.8) (Kim, 2015). The effect size was plotted 
vs. the expected p-value of the Kruskal–Wallis test in Microsoft® Excel 
for Mac version 16.62. The variance of relative abundance of the 
bacterial and archaeal species and the genes were calculated for the 
three compost samples from each of the three locations, and the 
variance between the three locations.

2.9 Sequence database deposition

The raw sequences dataset was deposited in the NCBI-SRA 
(Sequence Read Archive) under BioProject SUB14117382 accession 
number PRJNA770100.

3 Results

3.1 Effect of composting on cow manure 
characteristics

The WHC in the cow manure ranged from 3,935 to 5,930 g kg−1 
and was significantly higher in the cow manure from Ixtenco than in 
the cow manure from Altamira and Ixtacuixtla (p < 0.05) (Figure 1A). 
Composting did significantly reduce the WHC in the cow manure 
from Altamira but not in that from Ixtenco and Ixtacuixtla (p < 0.05). 
The EC in the cow manure ranged from 5.6 to 9.2 dS m−1, and in the 
composted cow manure, from 4.9 to 9.8 dS m−1 (Figure 1B). The EC 
was similar in the cow manures and in the composted cow manures, 
and composting did not affect the EC significantly. The pH in the cow 
manure ranged from 8.5 to 8.7, and in the composted cow manure, 
from 8.2 to 8.5 (Figure 1C). The pH was similar in the cow manures 
and in the composted cow manures, and composting did not affect the 
pH significantly. The organic C in the cow manure ranged from 327 
to 449 g kg−1, and in the composted cow manure, from 216 to 382 g kg−1 
(Figure  1D). The organic C was similar in the cow manures but 
significantly lower in the composted cow manure from Altamira than 
in that from Ixtenco and Ixtacuixtla (p < 0.05). Composting did not 
affect the organic C significantly. The total N ranged from 11.5 to 
20.1 g kg−1 in the cow manures and between 13.1 and 20.0 g kg−1 in the 
composted cow manures (Figure 1E). Total N was similar in the cow 
manures and composted cow manure, and composting did not affect 
the total N significantly. The C/N ratio ranged from 19.1 to 39.0 in the 
cow manures and between 16.1 and 27.0  in the composted cow 
manures (Figure  1F). The total C/N ratio was similar in the cow 
manures and composted cow manure, and composting did not affect 
the C/N ratio significantly. The CO2 emitted from the cow manure in 
a 7-day incubation ranged from 8.4 to 9.4% of the organic-C at the 
onset of the experiment and from 3.0 to 4.7% after composting the 
cow manure (Figure 1G). The CO2 emitted in a 7-day incubation was 
not different between the cow manures, but after composting, it was 
significantly larger from the Ixtenco composted cow manure than 
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from the Altamira one (p < 0.05). Composting reduced the CO2 
emitted in a 7-day incubation in each of the studied cow manures 
(p < 0.05). The NH4

+ concentration in the cow manures ranged from 
147 to 2,233 mg N kg−1 and from 27 to 332 mg N kg−1 in the composted 
cow manures (Figure  1H). Composting reduced the NH4

+ 
concentration in cow manures from Altamira and Ixtenco, but not 
from Ixtacuixtla (p < 0.05). The NH4

+ concentration in the cow manure 
from Ixtenco was significantly larger than from Altamira and 
Ixtacuixtla (p < 0.05), but after composting, it was similar. The NO2 
concentration in the cow manures ranged from 13 to 55 mg N kg−1 and 
from 5 to 332 mg N kg−1 in the composted cow manures (Figure 1I). 
Composting reduced the NO2 concentration in the cow manures from 
Altamira and Ixtenco, but not from Ixtacuixtla (p < 0.05). The NO2 
concentration in the cow manure from Ixtenco was significantly larger 
than that from Altamira and Ixtacuixtla (p < 0.05). After composting, 
the NO2 concentration in the cow manure from Ixtenco was 
significantly larger than from Altamira (p < 0.05). No NO3

− was 
detected in the cow manures but ranged from 9 to 349 mg N kg−1 in 
the composted cow manures (Figure 1J). The NO2

− concentration in 
the cow manure from Ixtenco was significantly larger than that from 
Altamira and Ixtacuixtla (p < 0.05). After composting, the NO3

− 
concentration in the cow manures was similar (p < 0.05).

3.2 Bacteria

3.2.1 The bacterial community structure
Overall, 66,252,686 bacterial sequences were obtained that 

included 39 phyla, 2,931 genera, and 9,152 species. The α diversity was 
not affected by composting, but significantly different between the 
cow manures (considering the onset and after 74 days of composting) 
at Hill numbers q = 1 (frequent species) and q = 2 (dominant species) 
(Supplementary Figure S3A). The dissimilarity index for bacterial 
species was small after 74 days of composting (0.063) and most 
changes were due to 1-to-1 substitution (0.050).

Pseudomonadota (formerly, Proteobacteria) dominated in the 
cow manure and the compost (mean relative abundance of all samples 
59.94%), while members of the Actinomycetota were the second most 
abundant phyla in one of them and Bacteroidota in the other two 

(Supplementary Figure S4A). Composting enriched some bacterial 
phyla, for example, Bacteroidota, and decreased the relative abundance 
of others, for example, Bacillota (formerly, Firmicutes), but the effect 
was sometimes determined by the location where the cow manure was 
collected. This effect was even more outspoken considering bacterial 
genera and species (Figure 2A; Supplementary Figure S4B). Despite 
this, the effect size (or the difference between groups divided by the 
maximum dispersion within group A or B) of the relative abundance 
of many bacterial genera and species had a very large effect size ≤ −1.4 
or ≥1.4 and highly significant (p < 0.001) (Supplementary Figure S5A). 
The PCA separated the bacterial communities in different cow 
manures and the composted cow manure (Figure 3A). Consequently, 
cow manure and composting had a significant effect on the bacterial 
community structure considering all bacterial species (p < 0.05). The 
Mantel test indicated a significant effect of WHC, organic C, CO2 
emitted in 7 days, C/N ratio, and NH4

+ and NO2
− content on the 

bacterial community (p < 0.05) (Supplementary Table S1). The 
constrained RDA, considering the characteristics that had a significant 
effect on the bacterial community, clearly separated the different cow 
manures and the composted cow manures (Figure 3B). The ordistep 
function in RDA resulted in a model that included organic material 
(p = 0.05) and NO2

− (p = 0.01).

3.2.2 Ammonium and nitrite-oxidizing bacteria
A wide range of ammonium oxidizing bacteria (AOB) were 

detected in the cow manure, but the diversity of NOB was low 
(Figure 4). Nitrosomonas europaea was the most abundant AOB, while 
Nitrobacter winogradskyi was the most abundant nitrite oxidizer. Only 
one member of the comammox community, that is, complete 
ammonia oxidizers, was detected, that is, Cd. Nitrospira inopinata in 
the cow manure (1.0 × 10−3) and composted cow manure (5.4 × 10−3). 
The relative abundance of most AOB, for example, N. europaea 3.0 
times, and all NOB, for example, N. winogradskyi 3.9 times, increased 
sharply after 74 days of composting. The PCA separated the different 
cow manures and the composted cow manures considering the AOB 
(Figure 3C). The effect of composting and cow manures on the AOB 
was significant, but not the dispersion (p < 0.05). The Mantel test 
indicated a significant positive correlation of WC, WHC, CO2 emitted 
in 7 days, and the NH4

+ and NO2
− content on the AOB (p < 0.05) 

FIGURE 1

Box plots with the characteristics of the compost, that is, (A) water-holding capacity, (B) electrolytic conductivity (EC), (C) pH, (D) organic carbon, 
(E) total nitrogen (TN), (F) carbon/nitrogen ratio, (G) carbon dioxide (CO2) emitted, (H) ammonium concentration, (I) nitrite concentration, and 
(J) nitrate concentration, from three locations at the onset of the experiment (Start) and after 74  days of composting (End). Samples with the same 
capital letter are not affected by composting, that is, comparison between the cow manure and the composted cow manure for each location, 
samples with the same letter are cow manures from the different locations that are not significantly different, that is, comparison of the cow manures, 
while values with the same letter in italic are composted cow manures from the different locations that are not significantly different, that is, 
comparison of the composted cow manures, (p  <  0.05).
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FIGURE 2

Barplots with the relative abundance (%) of the 15 most abundant (A) bacterial species, (B) archaeal species, and (C) genes in the cow manures from 
three locations at the start of the experiment (St) and after 74  days composting (En).
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(Supplementary Table S1), but no characteristic was significantly 
correlated to the NOB. The constrained RDA considering the 
characteristics that had a significant effect on the AOB, clearly 
separated the different cow manures and the composted cow manures 
(Figure 3D). The ordistep function in RDA resulted in a model that 
included the CO2 emitted in 7 days (p = 0.030) and WC (p = 0.005) for 
AOB and NOB (p = 0.015 and p = 0.005, respectively).

3.2.3 Methylotrophs and methanotrophs
Most methylotrophs were enriched after composting the cow 

manure for 74 days. The effect of composting and cow manures on the 
methylotrophs was highly significant, but the interaction was also 
significant (p < 0.05) (Figure 5A). The dispersion was not significant. 
The Mantel test indicated a significant effect of WHC, organic C, CO2 
emitted in 7 days, C/N ratio, and NH4

+ and NO2
− content on the 

methylotrophs (p < 0.05) (Supplementary Table S1). The constrained 
RDA, considering the characteristics that had a significant effect on 

the methylotrophs, separated the different cow manures and the 
composted cow manures (Figure 5B).

All aerobic obligate methanotrophs being obligate, for example, 
Methylotuvimicrobium alcaliphilum, or facultative, were enriched after 
composting the cow manure for 74 days. The PCA clearly separated 
the different cow manures and the composted cow manures 
considering methylotrophs (Figure  5C). The variation in the cow 
manures was larger considering methanotrophs, but the composted 
cow manures were grouped. The effect of composting and cow 
manures on the methanotrophs was highly significant, but the 
dispersion was also significant (p < 0.05). The Mantel test indicated a 
significant effect of WHC, organic C, CO2 emitted in 7 days, C/N ratio, 
and NH4

+, NO2
− and NO3

− content on the methanotrophs (p < 0.05) 
(Supplementary Table S1). The constrained RDA, considering the 
characteristics that had a significant effect on the methanotrophs, 
separated the different cow manures and the composted cow manures 
(Figure 5D). The ordistep function in RDA resulted in a model that 

FIGURE 3

(A) Principal component analysis (PCA) and (B) constrained redundancy analysis (RDA) with all bacterial species, (C) PCA and (D) RDA with the 
ammonium oxidizing bacteria (AOB), and (E) PCA and (F) RDA with the nitrite-oxidizing bacteria (NOB) in the cow manure from Altamira at the 
beginning of the experiment ( ) and after 74  days composting ( ), from Ixtacuixtla at the beginning ( ) and after 74  days composting ( ), and from 
Ixtenco at the beginning ( ) and after 74  days composting ( ). The results of a permutational multivariate analysis of variance (PERMANOVA) test 
comparing the community structure in the different cow manures, composted cow manures, and their interaction is given with p-values in bold, 
indicating that differences between the cow manures or composted cow manures were significant at <0.05 and the permutation multivariate analysis 
of dispersion (PERMDISP) test was used to determine the homogeneity of groups dispersions (dispersion within cow manures vs. dispersion between 
composted cow manures) (Anderson, 2006).
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included only the NH4
+ concentration (p = 0.005) for both 

methylotrophs and methanotrophs.

3.3 Archaea

3.3.1 The archaeal community structure
Overall, 446,000 archaeal sequences were obtained that included 

9 phyla, 235 genera, and 479 species. The archaeal alpha diversity was 
not affected by composting but was significantly different between the 
cow manures (considering the onset and after 74 days of composting) 
at q = 0, 1, and 2 (p < 0.05) (Supplementary Figure S3B). The 
dissimilarity index for archaeal species was small (0.269) but larger 
than that of bacteria after 74 days of composting, and most changes 
were due to 1-to-1 substitution (0.236).

Members of nine different archaeal phyla were detected and 
Euryarchaeota dominated in the cow manure and its compost 
(97.55%) (Supplementary Figure S4B). Composting enriched some 
archaeal genera, for example, Methanocorpusculum, and species 
Methanocorpusculum labreanum, and decreased the relative 

abundance of others, for example, Methanobrevibacter millerae, but 
the effect was sometimes determined by the origin of the cow manure, 
for example, Methanosarcina mazei (Figure  2B; 
Supplementary Figure S4D). Despite this, composting had a large 
(effect size ≤ −1.4 or ≥1.4) and highly significant effect on the relative 
abundance of some archaeal species (p < 0.001) 
(Supplementary Figure S5B). The PCA clearly separated the archaeal 
communities in different cow manures, but not always in the 
composted cow manure (Figure  6A). Composting changed the 
archaeal community in two of the three cow manures but not so 
clearly in the third. Consequently, cow manure and composting had a 
significant effect on the archaeal community structure considering all 
archaeal species (p < 0.05). The Mantel test indicated a significant 
effect of EC, WHC, C/N ratio, and NO3

− content on the archaeal 
community (p < 0.05) (Supplementary Table S1). The constrained 
RDA, considering the characteristics that had a significant effect on 
the archaeal community, clearly separated the different cow manures 
and the composted cow manures (Figure 6B). The ordistep function 
in RDA for archaeal species resulted in a model that included only 
WHC (p = 0.005).

FIGURE 4

List of ammonium-oxidizing bacteria (AOB), ammonium-oxidizing archaea (AOA), and nitrite-oxidizing bacteria (NOB) found in the different cow 
manures and composting cow manures. The values between parenthesis are athe relative abundance (×10−3) in the cow manure at the onset of the 
experiment, bthe relative abundance (×10−3) in the composted cow manure after 74  days of composting and cthe effect size, which is defined as the 
difference between groups divided by the maximum dispersion within group A or B, was calculated with the ALDEx2 package using the aldex.ttest 
argument. A negative value indicates that the relative abundance of the nitrifier was higher in the cow manures than in the composted cow manures, 
and a positive value indicates opposite.
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3.3.2 Ammonium oxidizing archaea
A wide range of ammonium oxidizing archaea (AOA) were detected 

in the cow manure (Figure 4). Cd. Nitrosocosmicus franklandus was the 
most abundant AOA. The relative abundance of some AOA increased 
sharply after 74 days of composting, but it also decreased for others. The 
PCA separated the different cow manures and the composted cow 
manures considering AOA (Figure 6C). The effect of composting and cow 
manures on the AOA was significant, but not the dispersion (p < 0.05). 
The Mantel test indicated a significant positive correlation between the 
AOA and the WC, WHC, CO2 emitted in 7 days, C/N ratio, and NH4

+ and 
NO2

− content (p < 0.05) (Supplementary Table S1). The constrained RDA 
considering the characteristics that had a significant effect on the AOA, 
clearly separated the different cow manures and the composted cow 
manures (Figure 6D). The ordistep function in RDA for AOA resulted in 
a model that included WHC (p = 0.005) and the CO2 emitted in 7 days 
(p = 0.045).

3.3.3 Methanogens
Different archaeal orders that include methanogenic species were 

detected in the cow manure. Methanosarcinales, the most abundant 
archaeal order in the cow manure was replaced by Methanomicrobiales 
as the most abundant archaeal group after 74 days of composting. 
Members of Methanobacteriales, Methanonatronarchaeales, and 
Methanococcales were also enriched after composting, but the relative 
abundance of Methanomassiliicoccales and Methanocellales decreased. 
The PCA clearly separated the different cow manures and the 
composted cow manures, although with some large variation between 
the samples collected at the same location (Figure 6E). The effect of 
composting and cow manures on the methanogens was highly 
significant, but the interaction was also highly significant (p < 0.01). The 
dispersion was not significant. The Mantel test indicated a significant 
effect of EC, WHC, CO2 emitted in 7 days, C/N ratio, and NO3

− content 
on the methanogens (p < 0.05) (Supplementary Table S1). The 

FIGURE 5

(A) Principal component analysis (PCA) and (B) constrained redundancy analysis (RDA) with methylotrophs, and (C) PCA and (D) RDA with 
methanotrophs in the cow manure from Altamira at the beginning of the experiment ( ) and after 74  days composting ( ), from Ixtacuixtla at the 
beginning ( ) and after 74  days composting ( ), and from Ixtenco at the beginning ( ) and after 74  days composting ( ). Explanations of the 
PERMANOVA and PERMDISP analysis are given in the legend to Figure 3.
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constrained RDA considering the characteristics that had a significant 
effect on the methanogens, clearly separated the different cow manures 
and the composted cow manures, although with some large variation 
between the samples collected at the same location (Figure 6F). The 
ordistep function in RDA for methanogens resulted in a model that 
included WHC (p = 0.005) and the CO2 emitted in 7 days (p = 0.005).

3.4 Genes

3.4.1 The overall gene structure
In total, 127,640,255 sequences were obtained related to 11,645 

genes. The Hill number of the genes at q = 2 was affected significantly 
by composting, and the Hill number at q = 1 was significantly different 
between the cow manures (considering the onset and after 74 days of 
composting) (p < 0.05) (Supplementary Figure S3C). The dissimilarity 
index for genes was small (0.261) and similar to that of archaea after 
74 days of composting, and most changes were due to 1-to-1 
substitution (0.181), although some losses of genes also occurred, that 
is, they were not detected.

The rcsC (sensor histidine kinase RcsC, 1.23%) and sasA gene 
(adaptive-response sensory-kinase SasA, 0.81%) were the most 
abundant genes (Figure 2C). Composting had a large (effect size 
≤ −1.4 or ≥1.4) and highly significant effect on the relative 
abundance of many genes (p < 0.001) (Supplementary Figure S5C). 
The PCA clearly separated the gene structure in different cow 
manures and the composted cow manures, although with some 
large variation between the samples collected at the same location 
(Figure 7A). Consequently, cow manure and composting had a 
significant effect on the gene structure (p < 0.05). The Mantel test 
indicated a significant effect of EC, WHC, organic C, and CO2 
emitted in 7 days, C/N ratio, and NH4

+ and NO2
− content on the 

genes (p < 0.05) (Supplementary Table S1). The constrained RDA 
considering the characteristics that had a significant effect on the 
genes, separated the different cow manures and the composted 
cow manures, although with some large variation between the 
samples collected at the same location (Figure  7B). The  
ordistep function in RDA for all genes resulted in a  
model that included WC (p = 0.005) and the CO2 emitted in 
7 days (p = 0.025).

FIGURE 6

(A) Principal component analysis (PCA) and (B) constrained redundancy analysis (RDA) with all archaeal species, (C) PCA and (D) RDA with the 
ammonium oxidizing archaea (AOA), and (E) PCA and (F) RDA with the methanogens in the cow manure from Altamira at the beginning of the 
experiment ( ) and after 74  days composting ( ), from Ixtacuixtla at the beginning ( ) and after 74  days composting ( ), and from Ixtenco at the 
beginning ( ) after 74  days composting ( ). Explanations of the PERMANOVA and PERMDISP analysis are given in the legend to Figure 3.
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3.4.2 The genes involved in the N cycle
Many genes involved in the N cycle were detected in the cow 

manure and the composted cow manure (Supplementary Table S2). 
The relative abundance of more genes increased after 74 days of 
composting than those that showed a decrease (p < 0.05) 
(Supplementary Table S2). The PCA separated the different cow 
manures and the composted cow manures considering the genes 
involved in the N cycle, although with some large variation 
between the samples collected at the same location (Figure 7C). 
The Mantel test indicated a significant effect of EC, WHC, 
organic C, C/N ratio, and NH4

+ and NO2
− content on the genes 

involved in the N cycle (p < 0.05) (Supplementary Table S1). The 
constrained RDA considering the characteristics that had a 
significant effect on the genes involved in the N cycle, separated 
the different cow manures and the composted cow manures, 
although with some large variation between the samples collected 

at the same location (Figure 7D). The ordistep function in RDA 
for the genes involved in the N cycle resulted in a model that 
included only WHC (p = 0.015).

3.5 Comparison between the metabolic 
functions and the archaeal and bacterial 
communities

The variations in relative abundances within each of the sampled 
compost (n = 3) at the onset of the experiment and after 74 days of 
composting were largest for the archaeal species (mean 116 × 10−3) and 
lowest for the genes (9 × 10−6) (Supplementary Figure S6). For instance, 
the maximum variation for archaeal species was 1,200, that is, 
M. labreanum in the cow manure from Ixtacuixtla at the onset of the 
experiment, but only 1.35 for the pknD gene in Ixtacuixtla after 

FIGURE 7

(A) Principal component analysis (PCA) and (B) constrained redundancy analysis (RDA) with the sequences of all genes, and (C) PCA and (D) RDA with 
the genes involved in the N cycle in the cow manure from Altamira at the beginning of the experiment ( ) and after 74  days composting ( ), from 
Ixtacuixtla at the beginning ( ) and after 74  days composting ( ), and from Ixtenco at the beginning ( ) after 74  days composting ( ). Explanations 
of the PERMANOVA and PERMDISP analysis are given in the legend to Figure 3.
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composting for 74 days. A similar pattern emerged when comparing the 
variation in the three cow manures sampled and after 74 days of 
composting (Supplementary Figure S7). For instance, the maximum 
variation for archaeal species was 2,617, that is, M. labreanum after 
composting the cow manure for 74 days, but only 0.26 for the TonB-
dependent receptor P3. A much larger variation was also detected in the 
ratio between the relative abundance of bacterial or archaeal groups at the 
onset of the experiment and after 74 days of composting compared to the 
changes in the relative abundance of the genes (Supplementary Figure S8).

4 Discussion

4.1 Compost characteristics

The characteristics of cattle manure are defined by waste 
management, type of animal, and feeding (Aboudi et al., 2021). As 
such, characteristics of different cow manures are highly variable, but 
they generally contain large amounts of organic material (Shepherd 
et al., 2002). In this study, the cow manures were slightly alkaline with 
a pH of 8.6 which is near the optimum for composting, as reported by 
Ge et al. (2022). However, they had a high EC 7.0 dS m−1 (mean of the 
three samples), which might limit their repeated application to arable 
soil. The organic C content was high and ranged between 327 and 
449 g C kg−1 with a low C/N ratio except in the cow manure from 
Ixtenco. A C/N ratio in animal waste of 25–30 should allow for 
adequate composting, although a lower C/N ratio (15–20), as found 
in two of the three composts, might facilitate the composting process 
(Guo et al., 2012). The NH4

+ and NO2
− content was highly variable in 

the cow manure as reported often (e.g., Risberg et  al., 2017). The 
detection of NO2

− suggested that oxidation of NH4
+ occurred 

(nitrification), so NO3
− should have been formed, but none was 

detected, so it must have been reduced (Shi et al., 2017). As such, 
aerobic microsites coexisted with anaerobic ones, which occurs even 
in well-aerated manures when the oxygen consumed by the 
heterotrophic microorganisms matches the oxygen flux in parts of the 
composting cow manures (Lv et al., 2020).

Cow manure contains large amounts of organic C content that is 
easily mineralized, but once it is mineralized, only more resistant C 
substrates remain, which are more slowly decomposed by the 
microorganisms (Miranda-Carrazco et al., 2022). In this study, 8.9% 
of the organic C was emitted as CO2 in a 7-day aerobic incubation 
(mean of the three samples) at the onset of the experiment, but more 
than halved after 74 days of composting which indicated that most 
easily decomposable organic material was mineralized (Inbar et al., 
1993). The C/N ratio also dropped after composting, which indicated 
that a mature product was obtained after 74 days (Goyal et al., 2005).

4.2 Bacteria

4.2.1 The bacterial community structure
Different bacterial species dominated in the cow manures, that is, 

Luteimonas sp. MC1750, Venatorbacter cucullus or Acinetobacter 
indicus. These bacterial species have been found before in cattle waste. 
Members of Luteimonas participated in lignocellulose degradation 
during the composting of cattle manure and straw, as the application 
of mannooligosaccharides enriched them (Zhang H. et  al., 2022; 

Zhang Y. et al., 2022). Saeedi et al. (2021) isolated the Gram-negative, 
aerobic, halotolerant, motile, rod-shaped, and predatory bacterium 
V. cucullus recently from a bovine slurry tank using Campylobacter 
hyointestinalis as prey. A. indicus strain ZJB20129 isolated from an 
urban sewage treatment showed the capacity of heterotrophic 
nitrification-aerobic denitrification (Ke et al., 2022), but the species is 
also an opportunistic pathogen (Klotz et al., 2017).

Changes in alpha diversity of the bacterial species after 
composting are determined by the characteristics of the cow manures, 
for example, pH, N content and composition of the organic material, 
and the composting conditions (Jiang et al., 2015; López-González 
et al., 2015; Kumari et al., 2015). In this study, composting did not 
change bacterial richness and frequent or dominant species (Hill 
number at q = 0, 1, and 2), but altered the bacterial community 
structure. Wan et al. (2021) also reported that composting leads to 
large changes in the bacterial community structure and the dominant 
species. They reported that Pseudomonadota (Proteobacteria) and 
Chloroflexota dominated in cattle manure composts. In this study, 
Pseudomonadota was also the most abundant bacterial phyla in the 
composted cow manures, with Bacteroidota or Actinomycetota as the 
second most abundant phylum. In only one cow manure did the most 
abundant bacterial species at the onset of the experiment, i.e. 
Luteimonas sp. MC1750, also remain the most abundant after 74 days 
of composting, although its relative abundance was 3.2 times lower. In 
the other two composted cow manures, members of Alkaliflexus 
became the dominant genus, with the uncultured Alkaliflexus sp. 
Ai-910 is the dominant species. Min et al. (2022) also found that 
Alkaliflexus was the dominant bacterial genus in dairy cattle manure 
(20.4%). Until now, only one species of this genus has been isolated, 
i.e., Alkaliflexus imshenetskii, an anaerobic saccharolytic bacteria 
growing in a pH range of 7.5–10.2, with an optimum around pH 8.5 
while oxygen, which was not used as an electron acceptor, reduced 
growth (Zhilina et al., 2004). The isolates, as described by Zhilina et al. 
(2004) degraded cellobiose, xylose, maltose, xylan, starch, and pectin 
but did not degrade cellulose, indicating that they utilized soluble 
products. The high pH in the cow manure, the capacity of members 
of Alkaliflexus to degrade a wide range of organic molecules, and the 
anaerobic microsites during composting might have favored them.

Based on 16S ribosomal RNA, Partanen et al. (2010) found a large 
difference in the bacterial community between a pilot and a full-scale 
facility 70 km apart when considering the OTUs and species, although 
they were fed with similarly separated municipal biowaste mixed with 
wood chips, but less so when considering bacterial genera and phyla. 
They detected five phyla Actinomycetota, Bacteroidota, 
Pseudomonadota, and Deinococcota formerly, Deinococcus-Thermus 
and Bacillota with the latter the most dominant. Except for 
Deinococcota, these phyla were also the most abundant in this study. 
Li J. et al. (2020) and Li Z. et al. (2020) investigated the changes in the 
bacterial community structure during composting of cow manure and 
sawdust and reported that Pseudomonadota remained dominant after 
42 days, the relative abundance of Bacteroidetes increased, while that 
of Bacillota decreased. In this study, a similar pattern was found after 
74 days of composting, Pseudomonadota remained dominant, the 
relative abundance of Bacteroidetes increased, while that of Bacillota 
sharply decreased. Li J. et al. (2020) and Li Z. et al. (2020) also found 
that on day 6 of a pilot-scale composting process of dairy manure, the 
dominant bacterial genera were Pseudomonas, Sphingobacterium, and 
Bacillus, while on day 21 Flavobacterium, Myroides, Cellvibrio, 
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Sphingobacterium, Rhodothermus, Bacillus, and Clostridium 
dominated and the relative abundance or Cellvibrio. spp. increased to 
12.4% at day 42. In this study, only members of Pseudomonas were 
among the most abundant (2.4%) in the cow manure, while at the end 
of the composting process, none of the bacterial genera reported by Li 
J. et al. (2020) and Li Z. et al. (2020) were among the most abundant 
bacterial genera and the relative abundance of Cellvibrio increased 
from 0.14% to only 0.19%.

Ge et  al. (2022) showed that the changes in the bacterial 
community during composting of cattle manure were affected 
significantly by total carbon, pH, and initial WC, while Zhu et al. 
(2019) reported that WC, pH, and C/N ratio were characteristics 
affecting organic-N transformation by microorganisms during 
chicken manure, garden waste, and municipal solid waste composting. 
In this study, the bacterial community was significantly and positively 
correlated with WC, organic material, and mineral N but not with 
pH. The pH in the cow manure showed little variation after 
composting, that is, it changed from 8.6 to 8.4, so its possible effect on 
the bacterial community was minimal.

4.2.2 Bacterial nitrifiers
Five different AOB genera were detected in the cow manure and the 

composted cow manure, that is, Nitrosomonas, Nitrosospira, Nitrosococcus, 
and Cd. Nitroacidococcus and Cd. Nitrosoglobus, with Nitrosomonas 
europaea (16.03 × 10−3%) the most abundant species. The NOB contained 
three genera, that is, Cd. Nitrotoga, Nitrospira, and Nitrobacter, with 
members of the latter N. winogradskyi (32.50 × 10−3%) and 
N. hamburgensis (11.59 × 10−3%), the most dominant species. The relative 
abundance of Cd. Nitrotoga arctica (2.30 × 10−3%), a cold-adapted NOB 
(Lücker et al., 2015), was similar to that of Nitrospira (Neomysis japonica, 
2.70 × 10−3% and N. moscoviensis 5.13 × 10−3%). Lücker et al. (2015) also 
found that the relative abundance of Cd. Nitrotoga was similar to that of 
Cd. Nitrospira in different wastewater treatment plants indicates it is a 
functionally important NOB. Some members of Cd. N. inopinata 
(3.21 × 10−3%), complete ammonia oxidizer (comammox) bacteria, were 
also detected in the cow manure and composted cow manure confirming 
that their distribution is more widespread than previously thought (Zhang 
H. et al., 2022; Zhang Y. et al., 2022). Another interesting bacterium 
involved in the N cycle detected in the cow manure and the composted 
manure was A. indicus—found to be capable of heterotrophic nitrification-
aerobic denitrification (Ke et al., 2022). It would be interesting to study 
the functional activity of these bacteria during composting to determine 
their contribution to N cycling. Wang et al. (2017) studied anaerobic 
ammonium-oxidizing (anammox) bacteria by targeting the 16S rRNA 
gene and the hydrazine oxidase gene (hzo) in samples isolated from 
compost produced from cow manure and rice straw and detected Cd. 
Brocadia, Cd. Kuenenia, and Cd. Scalindua. In this study, only Cd. 
Kuenenia stuttgartiensis (1.14 × 10−3%) was detected, as well as hydrazine 
synthase subunit beta and gamma, with both showing a 4-fold increase 
after composting.

Yamamoto et al. (2010) found that the AOB community structure 
changed during composting, as found in this study. Yan et al. (2015) 
found that members of Nitrosomonas were dominant throughout the 
entire 28-day composting process of municipal sludge at a field-scaled 
facility. Sun et al. (2019) composted cattle manure in an aerated vessel 
and found AOB closely related to Nitrosomonas spp., Nitrosomonas 
eutropha, and Nitrosospira spp. and uncultured bacteria, with 
Nitrosomonas spp. predominant. In this study, the AOB were also 

dominated by members of Nitrosomonas, and composting for 74 days 
increased their relative abundance 2.7 times.

The relative abundance of most AOB and NOB decreased after 
composting which would suggest a decrease in available NH4

+ or 
NO2

−. Sun et  al. (2019) found that WC, total nitrogen (TN), and 
ammonium concentration were important for the AOB community 
structure. In this study, NH4

+ and WC content were positively 
correlated with AOB. The C/N ratio of the organic material in the cow 
manure was low, so the total N was not a defining factor 
during composting.

As mentioned before, denitrification occurred during composting 
as not all NH4

+ detected at the onset of the experiment was converted 
to NO3

− after 74 days. The relative abundance of all the genes involved 
in the reduction of NO2

− to N2, that is, nirK, nirS, norB, norC, and nosZ 
showed a small but consistent increase in relative abundance. This 
would suggest that anaerobic conditions existed during composting, 
but other factors have also been found to affect the relative abundance 
of these genes. Meng et al. (2019) reported that the diversity of the 
nirK and nirS genes was significantly correlated with NH4

+, that of the 
nosZ gene with pH, and the abundance of the nirK nirS and nosZ 
genes with temperature (p < 0.05). In this study, the genes involved in 
the N cycle were correlated positively and significantly with salt 
content, organic material, and NH4

+ and NO2
− concentrations. It must 

be  remembered that some NH3 might have been lost through 
volatilization as the cow manure was alkaline which would have 
affected the correlation between the genes involved in the N cycle and 
the mineral N content.

4.2.3 Methanotrophs and methylotrophs
The aerobic methanotrophs detected in the cow manure and the 

composted cow manure belonged to four bacterial groups, that is, α-, 
β-, and γ-proteobacteria and Verrucomicrobiota. Some of them are 
obligate methanotrophs, for example, M. alcaliphilum (Rozova et al., 
2021), but most are facultative methanotrophs and methylotrophs 
(Farhan Ul Haque et al., 2020). Bacteria capable of anaerobic oxidation 
of methane coupled with denitrification, such as Cd. Methylomirabilis 
oxyfera members of the phylum Nitrospirota (Cui et al., 2015; Welte 
et al., 2016), were not detected in the cow manure and the composted 
cow manure. Additionally, no members of Cd. Methanoperedens 
nitroreducens (Methanosarcinales), archaea capable of anaerobic 
methane oxidation coupled to nitrate reduction, were found (McIlroy 
et al., 2023).

Composting of animal manures generally increases the relative 
abundances of aerobic methanotrophs and methylotrophs as better 
aeration favors these bacteria. In this study, the relative abundances of 
all detected methanotrophs and nearly all methylotrophs increased. 
Also, the relative abundance of the pmoA (15.0 times), pmoB (13.4 
times), and pmoC (55.8 times) genes increased substantially after 
74 days of composting, which have been reported before (e.g., Sonoki 
et al., 2013), but possible large variation in pmoA values over time, as 
reported by Sharma et al. (2011) should be considered.

4.3 Archaea

4.3.1 The archaeal community structure
Although the archaeal species in the cow manure in this study 

belonged to nine different phyla, 97.55% belonged to the 
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Euryarchaeota, mostly methanogen species. Ngetich et  al. (2022) 
analyzed six rumen fluid and 42 dung samples from Kenyan and 
Tanzanian farms using shotgun metagenomics and found that the 
class Methanomicrobia was the most abundant in the rumen samples 
(~39%) and dung (~44%) while M. labreanum the most abundant 
(~17%) methanogen species. In this study, the relative abundance of 
Methanomicrobia in the cow manure was similar (39.15%) to that 
reported by Ngetich et al. (2022), but higher in the composted cow 
manure (61.87%). This would suggest that the changes in cow manure 
characteristics during composting favored the Methanomicrobia. 
Interestingly, Zhang et  al. (2018) studied the effect of dietary 
forage:concentrate ratios on the archaeal community and found that 
the relative abundance of Methanocorpusculum varied between 32.90 
and 61.99% depending on forage:concentrate ratio. As such, feed 
might partly explain the large variations detected in the relative 
abundance of M. labreanum in the cow manure used in this study. 
Zhang et  al. (2018) reported a high relative abundance of 
Methanobrevibacter (ranging between 26.90 and 49.57%). In this 
study, the relative abundance of Methanobrevibacter, the second most 
abundant archaeal genus, was 18.10% in the cow manure but dropped 
to 2.03% after 74 days of composting. Daquiado et al. (2014) reported 
that Methanobrevibacter ruminantium was the dominant archaeal 
species in rectal dung (63.6%), and barn floor manure (62.4%) of 
Korean Hanwoo cattle. In this study, the relative abundance of genus 
M. ruminantium was only 2.14%. Consequently, the cow manure 
characteristics and how the archaeal group responds to the composting 
process will determine a possible effect on its abundance.

4.3.2 Ammonium oxidizing archaea
Most of the AOA detected in the cow manure and composted cow 

manure were unknown species or not yet classified, that is, Cd. 
Nitrosocaldus, Cd. Nitrosopelagicus, Cd. Nitrosomarinus, Cd. 
Nitrosotalea, Cd. Nitrosotenuis. Some classified species, such as 
Nitrososphaera. viennensis, Nitrosopumilus maritimus, and 
Nitrosopumilus piranensis, were detected in the cow manure and 
composted cow manure. N. viennensis was isolated from soil and 
grows on ammonia or urea as an energy source and can use higher 
ammonia concentrations than the marine isolate N. maritimus 
(Tourna et  al., 2011). Although N. viennensis can grow 
chemolithoautotrophically, its growth rates increased substantially 
upon the addition of low amounts of pyruvate or when grown in 
coculture with bacteria (Tourna et al., 2011). Nitrosopumilus adriaticus 
and N. piranensis were isolated from the Adriatic Sea (Bayer et al., 
2019). They are mesophilic and neutrophilic that gain energy by 
oxidizing NH3 to NO2

−, and use bicarbonate as a carbon source, while 
N. piranensis can also use urea as a source of ammonia for energy 
production and growth. The large amounts of NH4

+ in the cow manure 
and the capacity of AOA to survive in environments with high salt 
contents explain their large diversity in the cow manure and the 
composted cow manure. Overall, the relative abundance of AOA 
increased 1.4-fold, but not all AOA groups were enriched. For 
instance, the relative abundance of the five Nitrosopumilus species 
decreased after composting, so another factor, for example, the high 
amount of NH3 (Tourna et  al., 2011), determined their relative 
abundance or other AOA or AOB inhibited their growth.

Sun et al. (2019) composted cattle manure in an aerated vessel 
with and detected five AOA sequences belonging to Cd. Nitrososphaera 

gargensis and to an uncultured archaeon. Yan et al. (2015) found that 
members of Cd. N. gargensis was dominant throughout the entire 
28-day composting process of municipal sludge at a field-scaled 
facility. In this study, Cd. N. gargensis was also detected, and its relative 
abundance decreased after composting for 74 days.

Zou et al. (2023) reported that AOA in estuaries (Nitrosomarinus, 
Nitrosopumilus, Aestuariumsis, Nitrosarchaeum, and Nitrosopelagicus-
like groups) were affected by salinity, pH, and dissolved oxygen. Sun 
et al. (2019) reported that high correlations were observed between 
ammonia, nitrate, and total N and the AOA community. In this study, 
NH4

+ and WC content were positively correlated with AOA. As 
mentioned before, the C/N ratio of the organic material in the cow 
manure was low, so N was not a limiting factor and will have favored 
the AOA that gains energy from oxidizing NH3. Additionally, changes 
in pH in the cow manure after composting were small, so its possible 
effect on the AOA must have been small.

4.3.3 Methanogens
Ngetich et al. (2022) studied rumen and dung samples of dairy 

cows from Kenyan and Tanzanian farms using a shotgun metagenomic 
approach and found that the class Methanomicrobia was the most 
abundant in the rumen samples (~39%) and dung (~44%) with 
M. labreanum the most abundant (~17%) methanogen species. Li 
J. et  al. (2020) and Li Z. et  al. (2020) investigated the rumen 
methanogens of three ruminant families, Cervidae (deer), Bovidae 
(bovid), and Moschidae (musk deer), and found that members of 
Methanobrevibacter spp. were the most widespread methanogens. 
Malik et  al. (2024) reported that Euryarchaeota dominated the 
archaeal community in cattle and buffaloes, with Methanobacteriales 
the dominant order and Methanobrevibacter the most prevalent genus 
of methanogens, but members of Methanosarcinales, 
Methanococcales, Methanomicrobiales, and Methanomassiliicoccales 
were also detected. In this study, Euryarchaeota also dominated in the 
cow manure and composted cow manure with the methanogens 
Methanocorpusculum, Methanosarcina, and Methanobrevibacter, the 
prevalent archaeal genera, although the genus that dominated varied 
with the location where the cow manure was collected. Differences in 
diet are known to alter the archaeal community structure and the 
dominant methanogen in cow manure (Vaidya et al., 2020).

Guo et al. (2021) studied the methanogens in fresh pig manure 
and wheat straw composted for 42 days and found that the dominant 
methanogenic genera were members of Methanobrevibacter, 
Methanobacterium, Methanothermobacter, and Methanocorpusculum, 
which accounted for 74.25–99.46% of the total sequences. They found 
that the relative abundance of Methanocorpusculum and 
Methanobrevibacter decreased after 42 days of composting, but the 
latter remained the dominant methanogenic genus. In this study, the 
relative abundance of Methanocorpusculum, however, increased 34.1 
times (mean of the three different cow manures) and that of 
Methanobrevibacter 1.5 times. This confirms that the cow manure 
characteristics and composting conditions might determine which 
microbial groups might be enriched.

Yu et  al. (2023) studying the effects of inoculation with 
lignocellulose-degrading microorganisms on the degradation of 
organic matter during composting, found that organic material and 
temperature were the main factors that affected the bacterial and 
methanogen community structures. In this study, the relative 
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abundance of methanogens was significantly and positively correlated 
with salt content, that is, EC, WC, and WHC emitted CO2 and NO3

− 
content. As anaerobes, the relative abundance of methanogens will 
be defined by anaerobic conditions, which, as mentioned before, is 
related to O2 availability controlled by WC and microbial activity.

The relative abundance of methanogens and the methylcoenzyme 
M reductase (mcrA) gene increased when the cow manure was 
composted, but the effect on the different methanogenic groups was 
different. This indicated that anaerobic conditions existed during 
composting, but changes in organic material composition and 
environmental conditions, for example, temperature, affected 
methanogenic groups differently (Yu et al., 2023). Chen et al. (2014) 
studied methanogens in manure and found that after a 50-day period, 
the relative abundance of Methanosarcina decreased and that of 
Methanobrevibacter increased, but manure management, that is, 
windrow composting or solid storage affected the methanogenic 
community. In this study, we found an opposite result, that is, the 
relative abundance of Methanosarcina increased 2.1 times (mean of 
the three different cow manures and composted cow manures), and 
that of Methanobrevibacter decreased 1.6 times, confirming that the 
cow manure characteristics and composting conditions determine 
which microbial groups will be enriched. For instance, Rademacher 
et al. (2012) reported that when the temperature in a leach bed reactor 
was 55°C, members of the Methanobacteriales dominated in the 
downstream anaerobic filter reactor, whereas at higher temperatures 
in the leach bed reactor (75°C) Methanosarcinales prevailed. As such, 
the origin of the compost, for example its composition, but also the 
characteristics of the methanogenic group will determine a possible 
effect of the composting process. For instance, the relative abundance 
of Methanosarcina increased in two of the composted cow manures, 
that is, 1.5 and 6.5 times, but decreased 11.3 times in the other one.

4.4 Comparison between the metabolic 
functions and the archaeal and bacterial 
communities

In earlier studies based on the 16S rRNA gene, we found that the 
variations in putative metabolic functions between samples of the 
same treatment and also between the different treatments were much 
smaller than those detected between bacterial groups (Zarco-González 
et al., 2023). However, these metabolic functions were putative and 
based on taxonomic classification. As such, the question remained if 
this was a “real” phenomenon or an artifact. Many factors, such as 
microbial interactions and resource availability, can affect the 
expression of genes related to a certain functional activity. This means 
that while different archaeal and bacterial groups can perform the 
same metabolic function, they may not all be  active in the same 
environment at the same time and may even compete sometimes. It 
would be interesting to determine changes in mRNA content so that 
not only genes in microorganisms but also their transcription can 
be studied.

Xia et al. (2022) studied the assembly of functional genes and taxa 
in soil and the gut of the earthworm under vanadium stress and found 
that the taxa were more sensitive to stress in soil compared with 
functional genes but not in the earthworm gut. This suggested the 
existence of bacterial functional redundancy in soil but not in the 

earthworm gut. Miralles et  al. (2021) studied the functional and 
taxonomic effects of organic amendments on the restoration of 
semiarid quarry soil. They reported that both taxonomic and 
functional metagenomic sequencing profiling clearly separated the 
organically amended soil from the unamended control samples. They 
also stated that although the taxonomic differences were clear, the 
functional redundancy was higher than expected.

The study reported here based on shotgun metagenomics 
confirmed that the variation in the relative abundance of bacterial 
and archaeal groups was much larger than that of genes within 
replicated samples of the same cow manure and compost, but also 
between the cow manures and the composted cow manures. This 
confirms that changes in archaeal and bacterial groups were more 
stochastic than those of the metabolic functions, that is, different 
archaeal and bacterial groups can perform the same metabolic 
function, and, as such, there was a clear functional redundancy 
(Louca et al., 2018). This might be important in composting, where 
maintaining a stable functional capacity for processes such as 
nitrogen and carbon cycling is crucial. As such, although the 
bacterial and archaeal community shows large variations, important 
metabolic functions were less variable.

5 Conclusion

In this study, we collected cow manure from three local farmers 
with significant differences in water, NH4

+ and NO2
− content, and 

WHC. We  assumed that the archaeal and bacterial community 
structures would be different between them but that composting 
would largely reduce these differences. The archaeal and bacterial 
communities were indeed different in the three cow manures at the 
onset of the experiment, and these might be due to cow characteristics, 
type of feed, treatments applied to the cattle, and storage conditions 
of the cow manure. Composting affected different bacterial and 
archaeal groups strongly, and the microbial community structures 
remained different even after 74 days. As such, bacterial and archaeal 
communities, but also the composition of specific groups, such as 
AOB and archaea, NOB, methanogens, methanotrophs, and 
methylotrophs, changed during composting, but the changes were 
defined by the origin of the cow manure and persisted independent 
of composting. A similar pattern emerged when considering bacterial 
genes, even though the variations in their relative abundance were 
much smaller. This means that the possible use of plant growth-
promoting microorganisms in composted cow manure to improve 
crop yields will depend heavily on the type and origin of the animal 
waste. As such, local farmers who might want to use their composted 
cow manure might have a product that is highly diverse depending 
on the cow’s diet and cow manure storage. Advising on how to use 
the composted cow manure might depend not only on soil 
characteristics and the crop cultivated but also on the 
obtained compost.

It must be remembered, however, that the composting of the cow 
manure in this study occurred under controlled conditions in columns 
in the greenhouse, so it would be  interesting to investigate if 
composting of animal wastes under different conditions, that is, in 
heaps where higher temperatures can be  reached, under dryer 
conditions with regular mixing and better aeration and for more than 
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74 days, would have the same effect on the microbial communities and 
their metabolic functions.
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SUPPLEMENTARY FIGURE S1

Pictures of the cow manures, composting of the cow manures, 
characterization and DNA extraction, and a map of Tlaxcala (Mexico) with the 
locations of the sampling spots.

SUPPLEMENTARY FIGURE S2

An example of an 0.8% agarose gel indicating the integrity of the extracted  
DNA.

SUPPLEMENTARY FIGURE S3

Box plot with Hill numbers at q = 0, 1 and 2 of (A) bacterial and (B) archaeal 
species and (C) genes in the cow manures at the beginning (Start) and after 
74 days composting (End).

SUPPLEMENTARY FIGURE S4

Barplots with the relative abundance (%) of the (A) bacterial and (B) archaeal 
phyla, and (C) bacterial and (D) archaeal genera in the cow manures from 
three location at the start of the experiment (St) and after 74 days 
composting (En).

SUPPLEMENTARY FIGURE S5

Volcano plot comparing the relative abundance of (A) bacterial and 
(B) archaeal species and (C) genes in the cow manure at the onset of the 
experiment versus the cow manures composted for 74 days. The expected 
p-value of the Kruskal–Wallis test is given in the y-axis and the effect size is 
given in the x-axis (Gloor et al., 2017). The effect size, which is defined as the 
difference between groups divided by the maximum dispersion within group 
A or B, was calculated with the ALDEx2 package using the aldex.ttest 
argument. A negative value indicates that the relative abundance of the 
microbial group was higher in the cow manures than in the cow manures 
composted for 74 days and a positive value the opposite. Vertical lines 
indicate large effects size (≤ −0.8, ≥0.8) and very large effect sizes (≤ −1.3, 
≥1.3) (Kim, 2015).

SUPPLEMENTARY FIGURE S6

Variance in the relative abundance of (A) bacterial and (B) archaeal species 
and (C) genes (%) in the three samples of cow manure (n = 3) from three 
different locations at the start of the experiment (Start) and after 74 days 
composting (End).

SUPPLEMENTARY FIGURE S7

Variance in the relative abundance of bacterial and archaeal species and 
genes (%) in the cow manures from three different locations at the start of 
the experiment (Start) and after 74 days composting (End).

SUPPLEMENTARY FIGURE S8

Ratio between the relative abundance of the 20 most abundant (A) bacterial 
and (B) archaeal species and (C) genes in the cow manure collected at three 
locations and the average of these three locations (all) at the onset of the 
experiment versus that in the cow manure after 74 days composting. Ratio 
>2 times larger ( ), >2 times larger or >2 times smaller ( ) and >2 times 
smaller ( ). First, when the relative abundance was larger at the onset than 
after 74 days composting, the ratio was calculated as—(relative abundance at 
the onset—relative abundance after 74 days composting)/(relative 
abundance after 74 days composting). Second, when the relative abundance 
was larger after 74 days composting than at the onset, the ratio was 
calculated as (relative abundance after 74 days composting − relative 
abundance at the onset)/(relative abundance at the onset).

https://doi.org/10.3389/fmicb.2024.1425548
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1425548/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1425548/full#supplementary-material


Romero-Yahuitl et al. 10.3389/fmicb.2024.1425548

Frontiers in Microbiology 17 frontiersin.org

References
Abdugheni, R., Li, L., Yang, Z. N., Huang, Y., Fang, B. Z., Shurigin, V., et al. (2023). 

Microbial risks caused by livestock excrement: current research status and prospects. 
Microorganisms 11:1897. doi: 10.3390/microorganisms11081897

Aboudi, K., Fernández-Güelfo, L. A., Álvarez-Gallego, C. J., and Romero-García, L. I. 
(2021). “Biogas, biohydrogen, and polyhydroxyalkanoates production from organic 
waste in the circular economy context” in Sustainable biofuels. ed. R. C. Ray (Cambridge, 
Massachusetts: Academic Press), 305–343.

Amato, M. (1983). Determination of carbon 12C and 14C in plant and soil. Soil Biol. 
Biochem. 15, 611–612. doi: 10.1016/0038-0717(83)90059-7

Anderson, M. J., (2006). Distance-based tests for homogeneity of multivariate 
dispersions. Biometrics 62, 245–253. doi: 10.1111/j.1541-0420.2005.00440.x

Anderson, M. J. (2017). “Permutational multivariate analysis of variance 
(PERMANOVA)” in Wiley StatsRef: statistics reference online (Cambridge, 
Massachusetts: Wiley), 1–15.

Anders, S., Pyl, P. T., and Huber, W. (2015). HTSeq—a Python framework to work 
with high-throughput sequencing data. Bioinformatics 31, 166–169. doi: 10.1093/
bioinformatics/btu638

Bartha, R., and Pramer, D. (1965). Features of a flask and method for measuring the 
persistence and biological effects of pesticides in soil. Soil Sci. 100, 68–70. doi: 
10.1097/00010694-196507000-00011

Baselga, A., and Orme, C. D. L. (2012). betapart: an R package for the study of beta 
diversity. Methods Ecol. Evol. 3, 808–812. doi: 10.1111/j.2041-210X.2012.00224.x

Bayer, B., Vojvoda, J., Reinthaler, T., Reyes, C., Pinto, M., and Herndl, G. J. (2019). 
Nitrosopumilus adriaticus sp. nov. and Nitrosopumilus piranensis sp. nov., two ammonia-
oxidizing archaea from the Adriatic Sea and members of the class Nitrososphaeria. Int. 
J. Syst. Evol. Microbiol. 69, 1892–1902. doi: 10.1099/ijsem.0.003360

Blaiotta, G., Di Cerbo, A., Murru, N., Coppola, R., and Aponte, M. (2016). Persistence 
of bacterial indicators and zoonotic pathogens in contaminated cattle wastes. BMC 
Microbiol. 16:87. doi: 10.1186/s12866-016-0705-8

Bremner, J. M. (1996). “Nitrogen-total” in Methods of soil analysis: part 3 chemical 
methods. eds. D. L. Sparks, A. L. Page, P. A. Helmke, R. H. Loeppert, P. N. Soltanpour 
and M. A. Tabatabaiet al. (Madison, WI: American Society of Agronomy, Inc.), 
1085–1121.

Buchfink, B., Xie, C., and Huson, D. H. (2015). Fast and sensitive protein alignment 
using DIAMOND. Nat. Methods 12, 59–60. doi: 10.1038/nmeth.3176

Bushnell, B. (2014) BBMap: a fast, accurate, splice-aware aligner. Available at: https://
jgi.doe.gov/data-and-tools/software-tools/bbtools/ (Accessed June, 29, 2023).

Chao, A., Chiu, C. H., and Jost, L. (2010). Phylogenetic diversity measures based on 
Hill numbers. Philos. Trans. R. Soc. B 365, 3599–3609. doi: 10.1098/rstb.2010.0272

Chao, A., Chiu, C. H., and Jost, L. (2014). Unifying species diversity, phylogenetic 
diversity, functional diversity, and related similarity and differentiation measures 
through Hill numbers. Annu. Rev. Ecol. Evol. Syst. 45, 297–324. doi: 10.1146/annurev-
ecolsys-120213-091540

Chen, R., Wang, Y., Wei, S., Wang, W., and Lin, X. (2014). Windrow composting 
mitigated CH4 emissions: characterization of methanogenic and methanotrophic 
communities in manure management. FEMS Microbiol. Ecol. 90, 575–586. doi: 
10.1111/1574-6941.12417

Cui, M., Ma, A., Qi, H., Zhuang, X., and Zhuang, G. (2015). Anaerobic oxidation 
of methane: an “active” microbial process. Microbiol. Open 4, 1–11. doi: 10.1002/
mbo3.232

Daquiado, A. R., Cho, K. M., Kim, T. Y., Kim, S. C., Chang, H. H., and Lee, Y. B. 
(2014). Methanogenic archaea diversity in Hanwoo (Bos taurus coreanae) rumen fluid, 
rectal dung, and barn floor manure using a culture-independent method based on mcrA 
gene sequences. Anaerobe 27, 77–81. doi: 10.1016/j.anaerobe.2014.01.008

Dendooven, L., Pérez-Hernández, V., Navarro-Pérez, G., Tlalmis-Corona, J. N.-N., 
and Navarro-Noya, Y. E. (2024). Spatial and temporal shifts of endophytic bacteria in 
conifer seedlings of Abies religiosa (Kunth) Schltdl. & Cham. Microb. Ecol. 87:90. doi: 
10.1007/s00248-024-02398-9

Ezzariai, A., Hafidi, M., Khadra, A., Aemig, Q., El Fels, L., Barret, M., et al. (2018). 
Human and veterinary antibiotics during composting of sludge or manure: global 
perspectives on persistence, degradation, and resistance genes. J. Hazard. Mater. 359, 
465–481. doi: 10.1016/j.jhazmat.2018.07.092

Farhan Ul Haque, M., Xu, H. J., Murrell, J. C., and Crombie, A. (2020). Facultative 
methanotrophs—diversity, genetics, molecular ecology and biotechnological potential: 
a mini-review. Microbiology 166, 894–908. doi: 10.1099/mic.0.000977

Ge, M., Shen, Y., Ding, J., Meng, H., Zhou, H., Zhou, J., et al. (2022). New insight into 
the impact of moisture content and pH on dissolved organic matter and microbial 
dynamics during cattle manure composting. Bioresour. Technol. 344:126236. doi: 
10.1016/j.biortech.2021.126236

Gloor, G. B., Macklaim, J. M., Pawlowsky-Glahn, V., and Egozcue, J. J., (2017). 
Microbiome datasets are compositional: and this is not optional. Front. microbiol. 8, 
2224. doi: 10.3389/fmicb.2017.02224

Gloor, G., Fernandes, A., Macklain, J., Albert, A., Links, M., Quinn, T., et al. (2020) 
ALDEx2 package: analysis of differential abundance taking sample variation into 
account: version: 1.21.1. Available at: https://github.com/ggloor/ALDEx_bioc. (Accessed 
April 20, 2020)

Gouda, S., Kerry, R. G., Das, G., Paramithiotis, S., Shin, H. S., and Patra, J. K. (2018). 
Revitalization of plant growth promoting rhizobacteria for sustainable development in 
agriculture. Microbiol. Res. 206, 131–140. doi: 10.1016/j.micres.2017.08.016

Goyal, S., Dhull, S., and Kapoor, K. (2005). Chemical and biological changes during 
composting of different organic wastes and assessment of compost maturity. Biol. Wastes 
96, 1584–1591. doi: 10.1016/j.biortech.2004.12.012

Guo, H., Gu, J., Wang, X., Song, Z., Yu, J., and Lei, L. (2021). Microbial mechanisms 
related to the effects of bamboo charcoal and bamboo vinegar on the degradation of 
organic matter and methane emissions during composting. Environ. Pollut. B. 
272:116013. doi: 10.1016/j.envpol.2020.116013

Guo, R., Li, G., Jiang, T., Schuchardt, F., Chen, T., Zhao, Y., et al. (2012). Effect of 
aeration rate, C/N ratio and moisture content on the stability and maturity of compost. 
Bioresour. Technol. Rep. 112, 171–178. doi: 10.1016/j.biortech.2012.02.099

Gurtler, J. B., Doyle, M. P., Erickson, M. C., Jiang, X., Millner, P., and Sharma, M. 
(2018). Composting to inactivate foodborne pathogens for crop soil application: a 
review. J. Food Prot. 81, 1821–1837. doi: 10.4315/0362-028X.JFP-18-217

Heffner, R. A., Butler, M. J., and Reilly, C. K. (1996). Pseudoreplication revisited. 
Ecology 77, 2558–2562. doi: 10.2307/2265754

IPCC (2023) in Climate change 2023: synthesis report. Contribution of Working 
Groups I, II and III to the Sixth Assessment Report of the Intergovernmental Panel on 
Climate Change. eds. H. Lee and J. Romero (Geneva, Switzerland: IPCC), 184.

Husson, F., Josse, J., Le, S., and Mazet, J. (2020). FactoMineR package: multivariate 
exploratory analysis and data mining: version: 2.3. Available at: http://factominer.free.
fr. (Accessed February 29, 2020)

Hyatt, D., Chen, G. L., LoCascio, P. F., Land, M. L., Larimer, F. W., and Hauser, L. J. 
(2010). Prodigal: prokaryotic gene recognition and translation initiation site 
identification. Bioinformatics 11:119. doi: 10.1186/1471-2105-11-119

Inbar, Y., Hadar, Y., and Chen, Y. (1993). Recycling of cattle manure: the composting 
process and characterization of maturity. J. Environ. Qual. 22, 857–863. doi: 10.2134/
jeq1993.00472425002200040032x

Jenkinson, D. S., and Powlson, D. S. (1976). The effects of biocidal treatments on 
metabolism in soil—V. Soil Biol. Biochem. 8, 209–213. doi: 10.1016/0038-0717(76)90005-5

Jiang, T., Li, G., Tang, Q., Ma, X., Wang, G., and Schuchardt, F. (2015). Effects of 
aeration method and aeration rate on greenhouse gas emissions during composting of 
pig feces in pilot scale, Journal of Environmental Sciences, 31, 124–132. doi: 10.1016/j.
jes.2014.12.005

Joshi, N. A., and Fass, J. N. (2011). Sickle: a sliding-window, adaptive, quality-based 
trimming tool for FastQ files (version 1.33) [software]. Available at: https://github.com/
najoshi/sickle (Accessed June, 29, 2023).

Ke, X., Liu, C., Tang, S. Q., Guo, T. T., Pan, L., Xue, Y. P., et al. (2022). Characterization 
of Acinetobacter indicus ZJB20129 for heterotrophic nitrification and aerobic 
denitrification isolated from an urban sewage treatment plant. Bioresour. Technol. 
347:126423. doi: 10.1016/j.biortech.2021.126423

Kim, H. Y. (2015). Statistical notes for clinical researchers: effect size. Restor Dent 
Endod 40, 328–331. doi: 10.5395/rde.2015.40.4.328

Klotz, P., Göttig, S., Leidner, U., Semmler, T., Scheufen, S., and Ewers, C. (2017). 
Carbapenem-resistance and pathogenicity of bovine Acinetobacter indicus-like isolates. 
PLoS One 12:e0171986. doi: 10.1371/journal.pone.0171986

Kumari, P., Choi, H. L., Sudiarto, S. I. A., and Moreno-Hagelsieb, G., (2015). 
Assessment of bacterial community assembly patterns and processes in pig manure 
slurry. PLoS One 10, e0139437. doi: 10.1371/journal.pone.0139437

Langmead, B., and Salzberg, S. (2012). Fast gapped-read alignment with Bowtie 2. Nat. 
Methods 9, 357–359. doi: 10.1038/nmeth.1923

Lee, J., Jo, N. Y., Shim, S. Y., Linh, L. T. Y., Kim, S. R., Lee, M. G., et al. (2023). Effects 
of Hanwoo (Korean cattle) manure as organic fertilizer on plant growth, feed quality, 
and soil bacterial community. Front. Plant Sci. 14:1135947. doi: 10.3389/
fpls.2023.1135947

Li, D. (2021) hillR package: Diversity through Hill numbers. Version 0.5.1, Date: 
2021-03-01. https://github.com/daijiang/hillR. (Accessed May, 30, 2023).

Li, D., Liu, C. M., Luo, R., Sadakane, K., and Lam, T. W. (2015). MEGAHIT: an ultra-
fast single-node solution for large and complex metagenomics assembly via succinct de 
Bruijn graph. Bioinformatics 31, 1674–1676. doi: 10.1093/bioinformatics/btv033

Li, J., Chen, Y.-T., Xia, Z.-Y., Gou, M., Sun, Z.-Y., and Tang, Y.-Q. (2020). Changes in 
bacterial communities during a pilot-scale composting process of dairy manure. J. 
Environ. Eng. 146:04020095. doi: 10.1061/(asce)ee.1943-7870.0001774

Lin, C., Cheruiyot, N. K., Bui, X. T., and Ngo, H. H. (2022). Composting and its 
application in bioremediation of organic contaminants. Bioengineered 13, 1073–1089. 
doi: 10.1080/21655979.2021.2017624

https://doi.org/10.3389/fmicb.2024.1425548
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.3390/microorganisms11081897
https://doi.org/10.1016/0038-0717(83)90059-7
https://doi.org/10.1111/j.1541-0420.2005.00440.x
https://doi.org/10.1093/bioinformatics/btu638
https://doi.org/10.1093/bioinformatics/btu638
https://doi.org/10.1097/00010694-196507000-00011
https://doi.org/10.1111/j.2041-210X.2012.00224.x
https://doi.org/10.1099/ijsem.0.003360
https://doi.org/10.1186/s12866-016-0705-8
https://doi.org/10.1038/nmeth.3176
https://jgi.doe.gov/data-and-tools/software-tools/bbtools/
https://jgi.doe.gov/data-and-tools/software-tools/bbtools/
https://doi.org/10.1098/rstb.2010.0272
https://doi.org/10.1146/annurev-ecolsys-120213-091540
https://doi.org/10.1146/annurev-ecolsys-120213-091540
https://doi.org/10.1111/1574-6941.12417
https://doi.org/10.1002/mbo3.232
https://doi.org/10.1002/mbo3.232
https://doi.org/10.1016/j.anaerobe.2014.01.008
https://doi.org/10.1007/s00248-024-02398-9
https://doi.org/10.1016/j.jhazmat.2018.07.092
https://doi.org/10.1099/mic.0.000977
https://doi.org/10.1016/j.biortech.2021.126236
https://doi.org/10.3389/fmicb.2017.02224
https://github.com/ggloor/ALDEx_bioc
https://doi.org/10.1016/j.micres.2017.08.016
https://doi.org/10.1016/j.biortech.2004.12.012
https://doi.org/10.1016/j.envpol.2020.116013
https://doi.org/10.1016/j.biortech.2012.02.099
https://doi.org/10.4315/0362-028X.JFP-18-217
https://doi.org/10.2307/2265754
http://factominer.free.fr
http://factominer.free.fr
https://doi.org/10.1186/1471-2105-11-119
https://doi.org/10.2134/jeq1993.00472425002200040032x
https://doi.org/10.2134/jeq1993.00472425002200040032x
https://doi.org/10.1016/0038-0717(76)90005-5
https://doi.org/10.1016/j.jes.2014.12.005
https://doi.org/10.1016/j.jes.2014.12.005
https://github.com/najoshi/sickle
https://github.com/najoshi/sickle
https://doi.org/10.1016/j.biortech.2021.126423
https://doi.org/10.5395/rde.2015.40.4.328
https://doi.org/10.1371/journal.pone.0171986
https://doi.org/10.1371/journal.pone.0139437
https://doi.org/10.1038/nmeth.1923
https://doi.org/10.3389/fpls.2023.1135947
https://doi.org/10.3389/fpls.2023.1135947
https://doi.org/10.1093/bioinformatics/btv033
https://doi.org/10.1061/(asce)ee.1943-7870.0001774
https://doi.org/10.1080/21655979.2021.2017624


Romero-Yahuitl et al. 10.3389/fmicb.2024.1425548

Frontiers in Microbiology 18 frontiersin.org

Li, Z., Wang, X., Alberdi, A., Deng, J., Zhong, Z., Si, H., et al. (2020). Comparative 
microbiome analysis reveals the ecological relationships between rumen methanogens, 
acetogens, and their hosts. Front. Microbiol. 11:1311. doi: 10.3389/fmicb.2020.01311

López-González, J. A., Vargas-García, M. del C., López, M. J., Suárez-Estrella, F., 
Jurado, M. del M., and Moreno, J. (2015). Biodiversity and succession of mycobiota 
associated to agricultural lignocellulosic waste-based composting. Bioresource 
Technology, 187, 305–313. doi: 10.1016/j.biortech.2015.03.124

Louca, S., Polz, M. F., Mazel, F., Albright, M. B. N., Huber, J. A., O’Connor, M. I., et al. 
(2018). Function and functional redundancy in microbial systems. Nat. Ecol. Evol. 2, 
936–943. doi: 10.1038/s41559-018-0519-1

Lucchetta, M., Romano, A., Alzate Zuluaga, M. Y., Fornasier, F., Monterisi, S., Pii, Y., 
et al. (2023). Compost application boosts soil restoration in highly disturbed hillslope 
vineyard. Front. Plant Sci. 14:1289288. doi: 10.3389/fpls.2023.1289288

Lücker, S., Schwarz, J., Gruber-Dorninger, C., Spieck, E., Wagner, M., and Daims, H. 
(2015). Nitrotoga-like bacteria are previously unrecognized key nitrite oxidizers in full-
scale wastewater treatment plants. ISME J. 9, 708–720. doi: 10.1038/ismej.2014.158

Lu, J., Breitwieser, F. P., Thielen, P., and Salzberg, S. L. (2017). Bracken: estimating 
species abundance in metagenomics data. PeerJ Comput. Sci. 3:e104. doi: 10.7717/
peerj-cs.104

Lv, B., Cui, Y., Wei, H., Chen, Q., and Zhang, D. (2020). Elucidating the role of 
earthworms in N2O emission and production pathway during vermicomposting of 
sewage sludge and rice straw. J. Hazard. Mater. 400:123215. doi: 10.1016/j.
jhazmat.2020.123215

Mair, P., and Wilcox, R. (2020) WRS2: a collection of robust statistical methods based 
on Wilcox WRS functions. Version: 1.1-0. Available at: https://r-forge.r-project.org/
projects/psychor/. (Accessed June 16, 2020)

Malik, P. K., Trivedi, S., Kolte, A. P., Mohapatra, A., Biswas, S., Bhattar, A. V. K., et al. 
(2024). Comparative rumen metagenome and CAZyme profiles in cattle and buffaloes: 
implications for methane yield and rumen fermentation on a common diet. 
Microorganisms 12:47. doi: 10.3390/microorganisms12010047

Matthews, K. R. (2023). “Chapter 3—manure management” in The produce 
contamination problem. eds. K. R. Matthews and D. Salvi. 3rd ed (Cambridge, 
Massachusetts: Academic Press), 47–66.

McIlroy, S. J., Leu, A. O., Zhang, X., Newell, R., Woodcroft, B. J., Yuan, Z., et al. (2023). 
Anaerobic methanotroph ‘Candidatus Methanoperedens nitroreducens’ has a 
pleomorphic life cycle. Nat. Microbiol. 8, 321–331. doi: 10.1038/s41564-022-01292-9

Meng, Q., Xu, X., Zhang, W., Cheng, L., Men, M., Xu, B., et al. (2019). Diversity and 
abundance of denitrifiers during cow manure composting. Rev. Argent. Microbiol. 51, 
191–200. doi: 10.1016/j.ram.2018.08.003

Min, B. R., Willis, W., Casey, K., Castleberry, L., Waldrip, H., and Parker, D. (2022). 
Condensed and hydrolyzable tannins for reducing methane and nitrous oxide emissions 
in dairy manure—a laboratory incubation study. Animals 12:2876. doi: 10.3390/
ani12202876

Miralles, I., Ortega, R., Comeau, A. M., Rath, D., and Kushwaha, P. (2021). Functional 
and taxonomic effects of organic amendments on the restoration of semiarid quarry 
soils. mSystems 6:e0075221. doi: 10.1128/mSystems.00752-21

Miranda-Carrazco, A., Ramirez-Villanueva, D. A., and Dendooven, L. (2022). 
Greenhouse gas emissions of biosolid and cow manure during composting and 
vermicomposting and when applied to soil cultivated with wheat (Triticum sp. L.). 
Environ. Sci. Pollut. Res. 29, 24968–24982. doi: 10.1007/s11356-021-17624-x

Murwira, H. K., Kirchmann, H., and Swift, M. J. (1990). The effect of moisture on the 
decomposition rate of cattle manure. Plant Soil 122, 197–199. doi: 10.1007/BF02851975

Neklyudov, A. D., Fedotov, G. N., and Ivankin, A. N. (2014). Intensification of 
Composting Processes by Aerobic Microorganisms : A Review. January 2011. doi: 
10.1134/S000368380801002X

Ngetich, D. K., Bett, R. C., Gachuiri, C. K., and Kibegwa, F. M. (2022). Diversity of gut 
methanogens and functional enzymes associated with methane metabolism in 
smallholder dairy cattle. Arch. Microbiol. 204:608. doi: 10.1007/s00203-022- 
03187-z

Nordahl, S. L., Preble, C. V., Kirchstetter, T. W., and Scown, C. D. (2023). Greenhouse 
gas and air pollutant emissions from composting. Environ. Sci. Technol. 57, 2235–2247. 
doi: 10.1021/acs.est.2c05846

Oksanen, J., Blanchet, F. G., Friendly, M., Kindt, R., Legendre, P., McGlinn, D., et al. 
(2019) vegan: community ecology package. Version: 2.5-7. Available at: https://CRAN.R-
project.org/package=vegan (Accessed June, 30, 2023).

Pampillón-González, L., Ortiz-Cornejo, N. L., Luna-Guido, M., Dendooven, L., and 
Navarro-Noya, Y. E. (2017). Archaeal and bacterial community structure in an anaerobic 
digestion reactor (lagoon type) used for biogas production at a pig farm. J. Mol. 
Microbiol. Biotechnol. 27, 306–317. doi: 10.1159/000479108

Partanen, P., Hultman, J., Paulin, L., Auvinen, P., and Romantschuk, M. (2010). 
Bacterial diversity at different stages of the composting process. BMC Microbiol. 10:94. 
doi: 10.1186/1471-2180-10-94

Rademacher, A., Nolte, C., Schönberg, M., and Klocke, M. (2012). Temperature 
increases from 55 to 75°C in a two-phase biogas reactor result in fundamental alterations 
within the bacterial and archaeal community structure. Appl. Microbiol. Biotechnol. 96, 
565–576. doi: 10.1007/s00253-012-4348-x

R Core Team (2019). R: a language and environment for statistical computing. Vienna, 
Austria: R Foundation for Statistical Computing.

Rhoades, J. D., Manteghi, N. A., Shouse, P. J., and Alves, W. (1989). Estimating soil 
salinity from saturated soil‐paste electrical conductivity. Soil Sci. Soc. Am. J. 53, 428–433. 
doi: 10.2136/sssaj1989.03615995005300020019x

Risberg, K., Cederlund, H., Pell, M., Arthurson, V., and Schnürer, A. (2017). 
Comparative characterization of digestate versus pig slurry and cow manure—chemical 
composition and effects on soil microbial activity. Waste Manag. 61, 529–538. doi: 
10.1016/j.wasman.2016.12.016

Rozova, O. N., Ekimova, G. A., Molochkov, N. V., Reshetnikov, A. S., 
Khmelenina, V. N., and Mustakhimov, I. I. (2021). Enzymes of an alternative pathway 
of glucose metabolism in obligate methanotrophs. Sci. Rep. 11:8795. doi: 10.1038/
s41598-021-88202-x

Saeedi, A., Cummings, N. J., McLean, D., Connerton, I. F., and Connerton, P. L. 
(2021). Venatorbacter cucullus gen. nov sp. nov a novel bacterial predator. Sci. Rep. 
11:21393. doi: 10.1038/s41598-021-00865-8

Savin, K. W., Moate, P. J., Williams, S. R. O., Bath, C., Hemsworth, J., Wang, J., et al. 
(2022). Dietary wheat and reduced methane yield are linked to rumen microbiome 
changes in dairy cows. PLoS One 17:e0268157. doi: 10.1371/journal.pone.0268157

Seemann, T. (2014). Prokka: rapid prokaryotic genome annotation. Bioinformatics 30, 
2068–2069. doi: 10.1093/bioinformatics/btu153

Sharma, R., Ryan, K., Hao, X., Larney, F. J., McAllister, T. A., and Topp, E. (2011). 
Real-time quantification of mcrA, pmoA for methanogen, methanotroph 
estimations during composting. J. Environ. Qual. 40, 199–205. doi: 10.2134/
jeq2010.0088

Shepherd, M., Philipps, L., Jackson, L., and Bhogal, A. (2002). The nutrient content of 
cattle manures from organic holdings in England. Biol. Agric. Hortic. 20, 229–242. doi: 
10.1080/01448765.2002.9754967

Shi, X., Hu, H. W., Zhu-Barker, X., Hayden, H., Wang, J., Suter, H., et al. (2017). 
Nitrifier-induced denitrification is an important source of soil nitrous oxide and can 
be  inhibited by a nitrification inhibitor 3,4-dimethylpyrazole phosphate. Environ. 
Microbiol. 19, 4851–4865. doi: 10.1111/1462-2920.13872

Sonoki, T., Furukawa, T., Jindo, K., Suto, K., Aoyama, M., and 
Sánchez-Monedero, M. Á. (2013). Influence of biochar addition on methane 
metabolism during thermophilic phase of composting. J. Basic Microbiol. 53, 
617–621. doi: 10.1002/jobm.201200096

Sun, Y., Zhu, L., Xu, X., Meng, Q., Men, M., Xu, B., et al. (2019). Correlation between 
ammonia-oxidizing microorganisms and environmental factors during cattle manure 
composting. Rev. Argent. Microbiol. 51, 371–380. doi: 10.1016/j.ram.2018. 
12.002

Thomas, G. W. (2018). “Soil pH and soil acidity” in Methods of soil analysis: part 3 
chemical methods. eds. D. L. Sparks, A. L. Page, P. A. Helmke, R. H. Loeppert, P. N. 
Soltanpour and M. A. Tabatabaiet al. (Madison, WI: Soil Science Society of America, 
American Society of Agronomy), 475–490.

Tourna, M., Stieglmeier, M., Spang, A., Könneke, M., Schintlmeister, A., Urich, T., 
et al. (2011). Nitrososphaera viennensis, an ammonia oxidizing archaeon from soil. Proc. 
Natl. Acad. Sci. U.S.A. 108, 8420–8425. doi: 10.1073/pnas.1013488108

Tu, Q., Lin, L., Cheng, L., Deng, Y., and He, Z. (2019). NCycDB: a curated integrative 
database for fast and accurate metagenomic profiling of nitrogen cycling genes. 
Bioinformatics 35, 1040–1048. doi: 10.1093/bioinformatics/bty741

United Nations Climate Change Report. (2023). A country from Eastern Europe with 
the average annual temperature of 10°C. Available at: https://unfccc.int/resource/tet/ba/
ba4-10_L4_EX4_NID.pdf (Accessed August, 1, 2023).

Vaidya, J. D., van Gastelen, S., Smidt, H., Plugge, C. M., and Edwards, J. E. (2020). 
Characterization of dairy cow rumen bacterial and archaeal communities associated 
with grass silage and maize silage based diets. PLoS One 15:e0229887. doi: 10.1371/
journal.pone.0229887

van Bodegom, P., Stams, F., Mollema, L., Boeke, S., and Leffelaar, P. (2001). Methane 
oxidation and the competition for oxygen in the rice rhizosphere. Appl. Environ. 
Microbiol. 67, 3586–3597. doi: 10.1128/AEM.67.8.3586-3597.2001

Wang, T., Cheng, L., Zhang, W., Xu, X., Meng, Q., Sun, X., et al. (2017). Anaerobic 
ammonium-oxidizing bacteria in cow manure composting. J. Microbiol. Biotechnol. 27, 
1288–1299. doi: 10.4014/jmb.1702.02065

Wan, J., Wang, X., Yang, T., Wei, Z., Banerjee, S., Friman, V. P., et al. (2021). Livestock 
manure type affects microbial community composition and assembly during 
composting. Front. Microbiol. 12:621126. doi: 10.3389/fmicb.2021.621126

Welte, C. U., Rasigraf, O., Vaksmaa, A., Versantvoort, W., Arshad, A., op den 
Camp, H. J. M., et al. (2016). Nitrate- and nitrite-dependent anaerobic  
oxidation of methane. Environ. Microbiol. Rep. 8, 941–955. doi: 
10.1111/1758-2229.12487

Wood, D. E., Lu, J., and Langmead, B. (2019). Improved metagenomic analysis with 
Kraken 2. Genome Biol. 20:257. doi: 10.1186/s13059-019-1891-0

Xia, R., Shi, Y., Wang, X., Wu, Y., Sun, M., and Hu, F. (2022). Metagenomic sequencing 
reveals that the assembly of functional genes and taxa varied highly and lacked 
redundancy in the earthworm gut compared with soil under vanadium stress. mSystems 
7:e0125321. doi: 10.1128/mSystems.01253-21

https://doi.org/10.3389/fmicb.2024.1425548
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.3389/fmicb.2020.01311
https://doi.org/10.1016/j.biortech.2015.03.124
https://doi.org/10.1038/s41559-018-0519-1
https://doi.org/10.3389/fpls.2023.1289288
https://doi.org/10.1038/ismej.2014.158
https://doi.org/10.7717/peerj-cs.104
https://doi.org/10.7717/peerj-cs.104
https://doi.org/10.1016/j.jhazmat.2020.123215
https://doi.org/10.1016/j.jhazmat.2020.123215
https://r-forge.r-project.org/projects/psychor/
https://r-forge.r-project.org/projects/psychor/
https://doi.org/10.3390/microorganisms12010047
https://doi.org/10.1038/s41564-022-01292-9
https://doi.org/10.1016/j.ram.2018.08.003
https://doi.org/10.3390/ani12202876
https://doi.org/10.3390/ani12202876
https://doi.org/10.1128/mSystems.00752-21
https://doi.org/10.1007/s11356-021-17624-x
https://doi.org/10.1007/BF02851975
https://doi.org/10.1134/S000368380801002X
https://doi.org/10.1007/s00203-022-03187-z
https://doi.org/10.1007/s00203-022-03187-z
https://doi.org/10.1021/acs.est.2c05846
https://CRAN.R-project.org/package=vegan
https://CRAN.R-project.org/package=vegan
https://doi.org/10.1159/000479108
https://doi.org/10.1186/1471-2180-10-94
https://doi.org/10.1007/s00253-012-4348-x
https://doi.org/10.2136/sssaj1989.03615995005300020019x
https://doi.org/10.1016/j.wasman.2016.12.016
https://doi.org/10.1038/s41598-021-88202-x
https://doi.org/10.1038/s41598-021-88202-x
https://doi.org/10.1038/s41598-021-00865-8
https://doi.org/10.1371/journal.pone.0268157
https://doi.org/10.1093/bioinformatics/btu153
https://doi.org/10.2134/jeq2010.0088
https://doi.org/10.2134/jeq2010.0088
https://doi.org/10.1080/01448765.2002.9754967
https://doi.org/10.1111/1462-2920.13872
https://doi.org/10.1002/jobm.201200096
https://doi.org/10.1016/j.ram.2018.12.002
https://doi.org/10.1016/j.ram.2018.12.002
https://doi.org/10.1073/pnas.1013488108
https://doi.org/10.1093/bioinformatics/bty741
https://unfccc.int/resource/tet/ba/ba4-10_L4_EX4_NID.pdf
https://unfccc.int/resource/tet/ba/ba4-10_L4_EX4_NID.pdf
https://doi.org/10.1371/journal.pone.0229887
https://doi.org/10.1371/journal.pone.0229887
https://doi.org/10.1128/AEM.67.8.3586-3597.2001
https://doi.org/10.4014/jmb.1702.02065
https://doi.org/10.3389/fmicb.2021.621126
https://doi.org/10.1111/1758-2229.12487
https://doi.org/10.1186/s13059-019-1891-0
https://doi.org/10.1128/mSystems.01253-21


Romero-Yahuitl et al. 10.3389/fmicb.2024.1425548

Frontiers in Microbiology 19 frontiersin.org

Yamamoto, N., Otawa, K., and Nakai, Y. (2010). Diversity and  
abundance of ammonia-oxidizing bacteria and ammonia-oxidizing archaea during 
cattle manure composting. Microb. Ecol. 60, 807–815. doi: 10.1007/
s00248-010-9714-6

Yan, L., Li, Z., Bao, J., Wang, G., Wang, C., and Wang, W. (2015). Diversity of 
ammonia-oxidizing bacteria and ammonia-oxidizing archaea during composting 
of municipal sludge. Ann. Microbiol. 65, 1729–1739. doi: 10.1007/
s13213-014-1012-y

Ye, Y., and Doak, T. G. (2009). A parsimony approach to biological pathway 
reconstruction/inference for genomes and metagenomes. PLoS Comput. Biol. 
5:e1000465. doi: 10.1371/journal.pcbi.1000465

Yu, J., Gu, J., Wang, X., Lei, L., Guo, H., Song, Z., et al. (2023). Exploring the 
mechanism associated with methane emissions during composting: inoculation with 
lignocellulose-degrading microorganisms. J. Environ. Manag. 325:116421. doi: 10.1016/j.
jenvman.2022.116421

Zarco-González, K. E., Valle-García, J. D., Navarro-Noya, Y. E., Fernández-Luqueño, F., 
and Dendooven, L. (2023). Silver and hematite nanoparticles had a limited effect on the 
bacterial community structure in soil cultivated with Phaseolus vulgaris L. Agronomy 
13:2341. doi: 10.3390/agronomy13092341

Zhang, H., Cheng, F., Sun, S., and Li, Z. (2022). Diversity distribution and 
characteristics of comammox in different ecosystems. Environ. Res. 214:113900. doi: 
10.1016/j.envres.2022.113900

Zhang, J., Shi, H., Wang, Y., Cao, Z., Yang, H., and Li, S. (2018). Effect of limit-fed 
diets with different forage to concentrate ratios on fecal bacterial and archaeal 
community composition in Holstein heifers. Front. Microbiol. 9:976. doi: 10.3389/
fmicb.2018.00976

Zhang, Y., Duan, M., Zhou, B., Wang, Q., Zhang, Z., Su, L., et al. (2022). Mechanism 
that allows manno-oligosaccharide to promote cellulose degradation by the bacterial 
community and the composting of cow manure with straw. Environ. Sci. Pollut. Res. Int. 
29, 30265–30276. doi: 10.1007/s11356-021-17797-5

Zhao, C., Hu, J., Li, Q., Fang, Y., Liu, D., Liu, Z., et al. (2022). Transfer of nitrogen and 
phosphorus from cattle manure to soil and oats under simulative cattle manure 
deposition. Front. Microbiol. 13:916610. doi: 10.3389/fmicb.2022.916610

Zhilina, T. N., Appel, R., Probian, C., Brossa, E. L., Harder, J., Widdel, F., et al. (2004). 
Alkaliflexus imshenetskii gen. nov. sp. nov., a new alkaliphilic gliding carbohydrate-
fermenting bacterium with propionate formation from a soda lake. Arch. Mikrobiol. 182, 
244–253. doi: 10.1007/s00203-004-0722-0

Zhu, L., Zhao, Y., Zhang, W., Zhou, H., Chen, X., Li, Y., et al. (2019). Roles of bacterial 
community in the transformation of organic nitrogen toward enhanced bioavailability 
during composting with different wastes. Bioresour. Technol. 285:121326. doi: 10.1016/j.
biortech.2019.121326

Zou, D., Chen, J., Zhang, C., Kao, S. J., Liu, H., and Li, M. (2023). Diversity and salinity 
adaptations of ammonia oxidizing archaea in three estuaries of China. Appl. Microbiol. 
Biotechnol. 107, 6897–6909. doi: 10.1007/s00253-023-12761-4

https://doi.org/10.3389/fmicb.2024.1425548
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.1007/s00248-010-9714-6
https://doi.org/10.1007/s00248-010-9714-6
https://doi.org/10.1007/s13213-014-1012-y
https://doi.org/10.1007/s13213-014-1012-y
https://doi.org/10.1371/journal.pcbi.1000465
https://doi.org/10.1016/j.jenvman.2022.116421
https://doi.org/10.1016/j.jenvman.2022.116421
https://doi.org/10.3390/agronomy13092341
https://doi.org/10.1016/j.envres.2022.113900
https://doi.org/10.3389/fmicb.2018.00976
https://doi.org/10.3389/fmicb.2018.00976
https://doi.org/10.1007/s11356-021-17797-5
https://doi.org/10.3389/fmicb.2022.916610
https://doi.org/10.1007/s00203-004-0722-0
https://doi.org/10.1016/j.biortech.2019.121326
https://doi.org/10.1016/j.biortech.2019.121326
https://doi.org/10.1007/s00253-023-12761-4

	The archaeal and bacterial community structure in composted cow manures is defined by the original populations: a shotgun metagenomic approach
	1 Introduction
	2 Materials and methods
	2.1 Cow manure collection, characterization, and composting
	2.2 Characterization of the cow manure
	2.3 DNA extraction
	2.4 Bioinformatics and assembly
	2.5 Metabolic pathways
	2.6 Nitrogen cycle-related genes
	2.7 Microbial community analysis
	2.8 Statistical analysis
	2.9 Sequence database deposition

	3 Results
	3.1 Effect of composting on cow manure characteristics
	3.2 Bacteria
	3.2.1 The bacterial community structure
	3.2.2 Ammonium and nitrite-oxidizing bacteria
	3.2.3 Methylotrophs and methanotrophs
	3.3 Archaea
	3.3.1 The archaeal community structure
	3.3.2 Ammonium oxidizing archaea
	3.3.3 Methanogens
	3.4 Genes
	3.4.1 The overall gene structure
	3.4.2 The genes involved in the N cycle
	3.5 Comparison between the metabolic functions and the archaeal and bacterial communities

	4 Discussion
	4.1 Compost characteristics
	4.2 Bacteria
	4.2.1 The bacterial community structure
	4.2.2 Bacterial nitrifiers
	4.2.3 Methanotrophs and methylotrophs
	4.3 Archaea
	4.3.1 The archaeal community structure
	4.3.2 Ammonium oxidizing archaea
	4.3.3 Methanogens
	4.4 Comparison between the metabolic functions and the archaeal and bacterial communities

	5 Conclusion

	References

