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ABSTRACT

This publication aims to provide guidelines of the 
knowledge required and the potential research to be con-
ducted in order to understand the mode of action of anti-
methanogenic feed additives (AMFA). In the first part of 
the paper, we classify AMFA into 4 categories according 
to their mode of action: (1) lowering dihydrogen (H2) 
production; (2) inhibiting methanogens; (3) promoting 
alternative H2-incorporating pathways; and (4) oxidizing 
methane (CH4). The second part of the paper presents 
questions that guide the research to identify the mode 
of action of an AMFA on the rumen CH4 production 
from 5 different perspectives: (1) microbiology; (2) cell 
and molecular biochemistry; (3) microbial ecology; (4) 
animal metabolism; and (5) cross-cutting aspects. Rec-
ommendations are provided to address various research 
questions within each perspective, along with examples 
of how aspects of the mode of action of AMFA have been 
elucidated before. In summary, this paper offers timely 
and comprehensive guidelines to better understand and 
reveal the mode of action of current and emerging AMFA.
Key words: methanogens, mitigation, rumen 
methanogenesis, rumen microbiota

INTRODUCTION

Enteric methane (CH4) from ruminant livestock ac-
counts for 30% of anthropogenic CH4 emissions and 5% 
of anthropogenic GHG emissions worldwide (Jackson et 
al., 2020). Given that 88% of the livestock CH4 emis-
sions are contributed by enteric fermentation, interest is 
increasing in mitigating CH4 emissions from ruminants as 
a way to achieve the goals of the Paris Agreement (limit 
global warming to 2.0°C, and preferably 1.5°C, above 
preindustrial levels; Arndt et al., 2022). Meta-analyses 
have consistently shown that antimethanogenic feed ad-
ditives (AMFA) are the most potent abatement strategy 
to mitigate enteric CH4 emissions from ruminants (Al-
meida et al., 2021; Arndt et al., 2022).

The adoption of AMFA as a mitigation strategy in 
ruminant production requires a consistent and sustained 
reduction of rumen CH4 production with no negative ef-
fect on animal health, well-being, or productivity. More-
over, AMFA should also be safe for workers handling the 
additives, as well as consumers, and the environment. A 
thorough understanding of how AMFA inhibit CH4 pro-
duction in the rumen is necessary, as is an understanding 
of the metabolic fate of AMFA in the animal, the environ-
ment, and humans consuming animal products. Without 
this understanding, it may be more difficult to approve or 
register AMFA (Tricarico et al., 2025), or to recommend 
or account for its use (del Prado et al., 2025; Dijkstra et 
al., 2025). Defining specific targets and understanding 
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the modes of action can also enable the search for and 
discovery of new AMFA and decrease social resistance to 
the adoption of AMFA in livestock production.

Although inhibiting the formation of CH4 in the ru-
men and its release to the atmosphere would theoretically 
save energy for the ruminant host, this intervention has 
not resulted in consistent improvements in animal per-
formance; instead, it increases feeding costs (Ungerfeld, 
2018; Morgavi et al., 2023). Understanding how AMFA 
affect the rumen microbial ecosystem and the host me-
tabolism, could also allow developing more tailored and 
cost-effective mitigation strategies. For example, select-
ing the appropriate type of AMFA, adjusting the dose 
or delivery mechanism according to diet, animal type 
and production system (Ungerfeld et al., 2022). Diets 
could also be reformulated considering changes in feed 
intake and nutrient digestion and absorption caused by 
the inhibition of CH4 production, if those changes are 
understood.

This paper provides guidelines and recommendations 
about the knowledge required to define the mode of 
action of commercial or investigational AMFA and the 
research needed to fill existing knowledge gaps. The first 
part of this paper provides a brief overview of rumen me-
tabolism and methanogenesis to enable the classification 
of the AMFA into 4 categories according to their broad 
mode of action. The second part of the paper focuses on 
research strategies recommended to establish the mode 
of action of an AMFA from various perspectives. We use 
the term “mode of action” in a broad sense to describe 
the overall effects of AMFA on specific microorganisms, 
the microbial community, and the collective metabolism 
of the rumen microbial ecosystem, rumen hydrogen dy-
namics, and methanogenesis, as well as any effects on 
the host. The term “mechanism of action” refers to the 
understanding of how a compound interacts with a mi-
crobial cell at a molecular level.

Investigating the mode of action of an AMFA involves 
considerable financial resources, specialized equipment, 
and the dedication of expert human resources. Therefore, 
the present guidelines are intended for AMFA that have 
demonstrated consistent efficacy in vitro or in animal 
trials without showing negative effects on animal pro-
duction and health. In this regard, the present guidelines 
should be viewed within the context of the collection of 
6 papers of Technical Guidelines to Develop Feed Addi-
tives to Reduce Enteric Methane. The research discussed 
in the first 2 papers of this series present guidelines for 
in vitro discovery and identification of bioactive com-
pounds (Durmic et al., 2025) and testing at animal level 
(Hristov et al., 2025), which will usually precede the 
research herein for elucidating the modes of action of 
AMFA. Elucidating the modes of action of AMFA will 
aid in the interpretation and modelization of the enteric 

CH4 mitigating effects (Dijkstra et al., 2025), in the reg-
istration and regulation process (Tricarico et al., 2025), 
and in carbon accounting (del Prado et al., 2025).

POTENTIAL TARGETS FOR AMFA

The AMFA can be broadly classified into 4 catego-
ries according to the targeted microbes and metabolic 
pathways or processes affected (Figure 1): (1) modula-
tion of the rumen microbial fermentation to decrease H2 
production, (2) direct inhibition of methanogens, (3) H2 
redirection toward alternative electron (e-)-incorporating 
pathways, and (4) CH4 oxidation. However, many AMFA 
may have multiple modes of action to decrease CH4 
emissions.

H2 Production and Its Inhibition

In the rumen, a variety of polysaccharides, including 
cellulose, hemicellulose, pectin, and starch, undergo 
hydrolysis, ultimately yielding glucose and other hex-
oses and pentoses (Figure 1). Monosaccharides experi-
ence subsequent catabolism, leading to the production 
of VFA (mainly acetate, propionate, and butyrate), and 
carbon dioxide (CO2), releasing e- that are accepted by 
microbial intracellular cofactors NAD+ and oxidized 
ferredoxins (Ungerfeld, 2020). Cofactors, once reduced, 
must be re-oxidized through transferring e- for rumen 
fermentation to continue (Wolin, 1979). Re-oxidation of 
reduced cofactors is largely (but not solely) facilitated 
by hydrogenases, enzymes catalyzing the generation 
or uptake of dihydrogen (molecular hydrogen or H2; 
Ungerfeld, 2020). Genes encoding hydrogenases are 
present in about two-thirds of the sequenced genomes 
from cultivated rumen bacteria (Greening et al., 2019). 
Dihydrogen-evolving hydrogenases catalyze the transfer 
of e- from reduced cofactors to protons (H+) to form H2. 
Most rumen H2-evolving hydrogenases genes and tran-
scripts correspond to the bifurcative type [FeFe] A3 and 
prototypical hydrogenases [FeFe] A1 (Greening et al., 
2019; Pitta et al., 2022b). In the rumen, H2 exists in 2 
phases: dissolved H2 in the liquid phase and H2 in the 
gaseous phase, with only dissolved H2 being available 
for microorganisms (Beauchemin et al., 2020). Under 
typical conditions, dissolved H2 is at low concentration 
in the rumen (0.1–50 µM; Janssen, 2010) and does not 
accumulate as it is used by methanogenic archaea to 
produce CH4. Removal of H2 helps the re-oxidation of 
NADH to NAD+, with NAD+ being required to accept 
e- from the oxidation of glyceraldehyde 3-phosphate to 
1, 3-diphosphoglycerate in glycolysis (Voet and Voet, 
1995), the central catabolic pathway of hexoses in the 
rumen (Russell and Wallace, 1997). Thus, ultimately, 
removal of H2 is important for the continuity of fer-
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mentation (van Lingen et al., 2016). Protons in solution 
do not count for electron flows and balances, as H+ in 
solution are devoid of e- and instead participate in acid-
base reactions. It is redox reactions that generate the 
Gibbs energy changes that drives microbial ATP genera-
tion and transmembrane electrochemical gradients that 
fuel nonspontaneous anabolic processes. The pool of 

hydrogen atoms composed of H+ and an e-, which can 
be exchanged in fermentation, is collectively termed 
metabolic hydrogen ([H]). A portion of [H] released in 
fermentation will become H2. When conducting e- bal-
ances for pathways and overall fermentation, it can be 
convenient to quantify [H] sinks as pairs of reducing 
equivalents ([2H]; Ungerfeld, 2020).

Belanche et al.: MODE OF ACTION OF ANTIMETHANOGENIC FEED ADDITIVES

Figure 1. Illustration of the rumen methanogenesis and the main categories of antimethanogenic feed additives (AMFA) according to their 
intended mode of action. Blue arrows represent flows of CO2 release and incorporation. Red and green arrows indicate release and incorporation of 
reducing equivalent pairs, respectively. Unintended effects on nontargeted microbes/processes are not included. Not all AMFA in the figure show 
consistent effects and variation exists. Only catabolic pathways with glucose as a substrate are presented for simplicity: Glucose + 2 H2O → 2 
Acetate- + 2 H+ + 2 CO2 + 4 [2H]; Glucose → Butyrate- + H+ + 2 CO2 + 2 [2H]; Glucose + 2 [2H] → 2 Propionate- + 2 H+ + 2 H2O; CO2 + 4 [2H] → 
CH4 + 2 H2O. Created by A. Belanche and Sabrina Garay; used with permission.
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Methane production can be decreased using AMFA 
that inhibit the rumen microbiota involved in the produc-
tion of acetate (e.g., Ruminococcus albus and R. flavefa-
ciens), to lower the availability of H2 for methanogens 
(Figure 1; Pereira et al., 2022). Because [H] release is 
associated with the production of acetate and, to a lesser 
extent, of butyrate, and conversely, propionate produc-
tion incorporates [H], inhibiting microorganisms produc-
ing H2 (or modifying their metabolism) generally shifts 
fermentation from acetate toward propionate (Janssen, 
2010). These AMFA inhibiting the H2-producing mi-
crobiota can be divided into several subcategories and 
described according to the main targeted microbes and 
the mechanism of inhibition at the cell level (see “The 
Cell and Molecular Biochemistry Perspective” section).

The modulation of the type and amount of substrate 
available for the rumen microbes represents another al-
ternative to decrease H2 production. Tannins are a hetero-
geneous group of high molecular weight phenolic com-
pounds with the capacity to form reversible and irrevers-
ible complexes with feed proteins, and to a lesser extent, 
with polysaccharides, alkaloids, nucleic acids, minerals, 
as well as metabolically active microbial compounds such 
as enzymes and structural membrane proteins, ultimately 
limiting microbial digestion and feed fermentation (Fru-
tos et al., 2004). Calcium peroxide (CaO2) can indirectly 
affect H2-producing microorganisms through increasing 
the oxidation-reduction potential by slowly decomposing 
into Ca(OH)2 and H2O2, with H2O2 decomposing to H2O 
and O2 (Demeyer, 1982; Morgavi et al., 2010).

Methanogens and Their Inhibition

There are about 20 species of methanogens isolated 
from the rumen and characterized, whereas other isolates 
remain uncharacterized (Khairunisa et al., 2023). Three 
methanogenic pathways exist, depending on the substrate 
used as a carbon source (Liu and Whitman, 2008): hy-
drogenotrophic, methylotrophic (in turn, divided into 
methyl dismutation and methyl-reducing pathways), and 
acetoclastic pathways. In the hydrogenotrophic pathway, 
CH4 is produced through the reduction of CO2, primar-
ily using electrons donated by H2, and to a lesser extent 
by formate (Ungerfeld, 2020). In this pathway, CO2 is 
successively reduced to CH4 through a series of 8 steps 
known as the Wolfe cycle (Figure 2). The majority of 
hydrogenotrophic rumen methanogens belong to the ge-
nus Methanobrevibacter, including Methanobrevibacter 
gottschalkii, Methanobrevibacter ruminantium, and 
Methanobrevibacter smithii (Janssen and Kirs, 2008). 
In the methylotrophic pathway the primary substrates 
contain methyl groups, such as methanol, methylamines, 
and methylsulfides. Methyl groups are transferred to 
a cognate corrinoid protein and subsequently enter 

methanogenesis via methyl coenzyme M (CoM), where 
they are further reduced to CH4 (Ferguson et al., 2000). 
Methylotrophic methanogens are primarily represented 
by Methanomassiliicoccaceae-affiliated groups and by 
Methanosphaera, belonging to the order Methanobacte-
riales, and to a lesser extent by Methanosarcinales. Only 
Methanosaeta and Methanosarcina are known to utilize 
the acetoclastic pathway to oxidize the carboxyl group of 
acetate to CO2 and reduce the methyl group to CH4.

Among these 3 known pathways, the hydrogenotrophic 
predominates in the rumen, followed by the methylotro-
phic pathway (Poulsen et al., 2013). The acetoclastic 
pathway is virtually absent in the rumen (Morgavi et al., 
2010), as evidenced by the fact that methanogens that 
can utilize acetate, such as Methanosarcina and Metha-
nosaeta, are consistently in very low abundances across 
ruminant species and diets (Henderson et al., 2015; Ma-
lik et al., 2022), and the acetoclastic pathway was shown 
to be of negligible importance in rumen batch culture 
(He et al., 2018). Likely, acetoclastic methanogens are 
not found in the rumen because the rumen passage rate 
of rumen contents is greater than their rate (Janssen and 
Kirs, 2008). Importantly, all 3 pathways share the final 
steps of the Wolfe cycle (Figure 2), which is catalyzed by 

Belanche et al.: MODE OF ACTION OF ANTIMETHANOGENIC FEED ADDITIVES

Figure 2. The Wolfe cycle for the reduction of CO2 to CH4 in hy-
drogenotrophic methanogens. Steps: (1) CO2 reacts with methanofuran 
(MFR) to produce formyl-MFR; (2) The formyl group is transferred to 
tetrahydromethanopterin (H4MPT); (3–5) Intramolecular imine forma-
tion and successive reductions; (6) Methyl transfer from methyl-H4MPT 
to CoM-SH catalyzed by coenzyme M (CoM) methyl-transferase (co-
balamin); (7) Methyl group reduced to CH4 catalyzed by methyl-CoM 
reductase (cofactor F430); (8) Ferredoxin mediated regeneration of CoM. 
Adapted from Glasson et al. (2022) by Sabrina Garay, with permission 
from Elsevier.
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methyl coenzyme M reductase (MCR), an enzyme that 
is a common target of inhibitors (Rouvière and Wolfe, 
1988). Methyl coenzyme M reductase utilizes coenzyme 
B as an electron donor for the reduction of the methyl 
group in methyl-CoM to CH4, and it contains a Ni+1 ion, 
forming part of a tetrapyrrole derivative named cofactor 
F430. The enzyme methyl-tetrahydromethanopterin: coen-
zyme M methyltransferase (MTR) catalyzes the transfer 
of a methyl group to CoM, generating methyl-CoM, in a 
reaction dependent on cobamides. This is the antepenul-
timate step in rumen methanogenesis and is also shared 
across most methanogens except certain methylotrophs 
that have similar enzymes (methanol- or methylamine 
corrinoid methyltransferases). Similarly, heterodisulfide 
reductase, which regenerates the CoM and coenzyme B, 
is always present (Hedderich et al., 1990). Therefore, 
these enzymes also represent relevant targets for the de-
velopment of AMFA.

Direct inhibition of methanogens to inhibit CH4 pro-
duction offers several advantages over attempts to alter 
the upstream H2 flow. As archaea lack the taxonomical 
and biochemical diversity of bacteria, protozoa, and fungi 
(Ferry, 1992; Wright et al., 2004; Henderson et al., 2015), 
their ability to inactivate AMFA or adapt is theoretically 
more limited, so targeting methanogens could reduce the 
likelihood of adaptation to AMFA. Furthermore, direct 
inhibition of methanogens may reduce the likelihood of 
undesirable consequences on fermentative microorgan-
isms. Although there are a variety of potential approaches 
to inhibit methanogens directly (e.g., enzyme inhibition, 
cell wall and cell membrane disruption, blocking DNA 
and protein synthesis, and gene editing and regulation; 
Figure 1), few of them have been evaluated in vivo. Those 
AMFA that inhibit enzymes involved in CH4 production 
(i.e., 3-nitrooxypropanol and bromoform forming part of 
red algae Asparagopsis, which inhibit MCR and MTR, 
respectively), are closer to practical application.

Alternative Electron Acceptors

Redirection of [H] toward desirable sinks is one strat-
egy for decreasing rumen methanogenesis (Figure 1). 
Organic acids such as malate, fumarate, or acrylate have 
been investigated as a potential strategy to direct [H] 
toward propionate formation (Newbold et al., 2005). The 
reduction of fumarate to succinate is thermodynamically 
more favorable than methanogenesis (Ungerfeld and 
Kohn, 2006). However, much of the added fumarate and 
malate seems to be converted to acetate, releasing [H] 
rather than incorporating it; as a result, decreases in CH4 
are much lower than theoretically predicted (Ungerfeld 
et al., 2007; Ungerfeld and Forster, 2011). Phenols such 
as phloroglucinol incorporate e- in its reduction to ac-
etate. Phloroglucinol was effective to incorporate part of 

excess H2 resulting from the inhibition of methanogen-
esis in in vitro rumen cultures but did not affect (Huang 
et al., 2023) or decreased numerically (Romero et al., 
2023b) CH4 production in the absence of an inhibitor 
of methanogenesis. Polyunsaturated fatty acids inhibit 
CH4 production in the rumen, but they mostly act by 
inhibiting methanogens and H2-producing microorgan-
isms rather than as e- acceptors (Nagaraja et al., 1997). 
Nitrate is a strong mineral e- acceptor in the rumen when 
reduced to nitrite, and subsequently to ammonia, and can 
also directly inhibit methanogens and some fibrolytic 
bacteria through its reduction intermediate—nitrite—in 
nonadapted animals (Zhou et al., 2011; Lee and Beauche-
min, 2014). Rumen microbes efficiently reduce nitrate to 
nitrite but the subsequent conversion of nitrite to ammo-
nium occurs at a slower rate, leading to the potential risk 
of accumulation and absorption of this toxic intermedi-
ate (Iwamoto et al., 1999). Moreover, nitrite can also be 
metabolized to other undesirable end products, such as 
small amounts of N2O, a GHG even more potent than 
CH4 (Petersen et al., 2015; Yang et al., 2016). Sulfate is 
another mineral e- acceptor in which reduction is slightly 
energetically more favorable than methanogenesis, 
but the toxic e- sink hydrogen sulfide can be absorbed 
through the rumen wall and pose a health risk to the host 
animal (Gibson et al., 1993).

There is also interest in the use of homoacetogenic bac-
teria as direct-fed microbials. Homoacetogens conduct 
reductive acetogenesis, the production of acetate from 
H2/CO2, formate, or CO (autotrophic reductive acetogen-
esis) or NADH and reduced ferredoxin (heterotrophic 
reductive acetogenesis; Ljungdahl, 1986). Note that in 
this respect, reductive acetogenesis is an e--incorporating 
pathway, rather than an e- acceptor. Reductive acetogen-
esis competes with methanogenesis for [H] in gut envi-
ronments, such as the hindgut of some termites and cock-
roaches (Liu and Whitman, 2008). It is thought that very 
little reductive acetogenesis occurs in the rumen with 
functional methanogenesis, because the partial pressure 
of H2 is lower than the threshold required for homoaceto-
gens (Ungerfeld and Kohn, 2006). Raju (2016) showed in 
vitro and ex vivo that reductive acetogenesis was a minor 
e--incorporating pathway in the rumen with functional 
methanogenesis, which increased when CH4 production 
was inhibited by chemical inhibitors of methanogens 
acetylene or 2-bromoethanesulfonate.

Methane Oxidation

Aerobic methanotrophs belong to phyla Proteobacte-
ria and Verrucomicrobia. Anaerobic oxidation of CH4 
involves the coupling of CH4 oxidation with various 
e- acceptors, including nitrate, nitrite, iron, manganese, 
and sulfate, and occurs in conjunction with a syntrophic 
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bacterial or archaeal partner (Guerrero-Cruz et al., 2021). 
Methanotrophy in the rumen was found to be very low 
(Kajikawa et al., 2003), but the abundance of metha-
notrophs seems to increase with nitrate supplementa-
tion in the diet (Liu et al., 2017), and methanotrophic 
genus Methylomonas was more abundant in low- than in 
high-CH4-emitting cattle (Auffret et al., 2018). A cen-
tral aspect to the success or potential of this strategy is 
whether methanotrophy is an obligate catabolic pathway 
for rumen methanotrophs or for externally dosed metha-
notrophs to obtain energy and carbon.

A PROPOSED PIPELINE TO UNDERSTAND  
THE MODE OF ACTION OF AMFA

The questions in this section address the research 
needed to establish the mode of action of AMFA. These 
questions are proposed from 5 levels of aggregation or 
perspectives: microbiology, cell and molecular biochem-
istry, microbial ecology, animal metabolism, and cross-
cutting. For each perspective, we recommend research 
strategies to gather further understanding of the mode of 
action of AMFA.

The Microbiology Perspective

Which Microbes Are Targeted by the AMFA? Iden-
tifying the target microbial group is the first step in 
classifying any AMFA into one or more of the different 
modes of action described in the previous section. Initial 
insights on whether an AMFA is inhibiting methanogens 
directly or inhibiting H2-producing microbes can be 
provided by cultivating mixed rumen microorganisms 
with and without the AMFA, and with both the control 
and methanogenesis-inhibition treatment with and with-
out added H2. If the inhibition of CH4 production by 
an AMFA dissipates when H2 is added, it is likely that 
the AMFA is acting on H2-producing microorganisms 
rather than on methanogens. This preliminary approach, 
however, can yield incorrect results with AMFA such as 
nitrate with a dual mode of action (Lee and Beauchemin, 
2014). Nitrate will inhibit methanogenesis through its re-
duction intermediate nitrite, but its mode of action as an 
alternative e- acceptor would not be captured using this 
approach, as nitrate will continue to inhibit CH4 produc-
tion even under nonlimiting H2.

The effects of an AMFA on specific microbes or micro-
bial groups can be investigated by studying changes in 
the absolute abundance of microorganisms in vitro or in 
vivo using classical cultivation techniques (Harrison and 
Vickers, 1990; Gruninger et al., 2022), quantitative (q)
PCR (Pitta et al., 2021), or high throughput sequencing of 
the 16S rRNA (prokaryotes), 18S rRNA (protozoa), and 
large subunit rRNA (fungi) genes (Abecia et al., 2014; 

Pitta et al., 2021). However, while studying the effects 
of AMFA on microbial abundance in mixed rumen cul-
tures or in vivo can help identify microbes affected by an 
AMFA, these methods do not demonstrate direct effects 
of an AMFA on a particular microbial group, but rather 
show associations. The inhibition of CH4 production by 
an AMFA does not only affect the target microorganisms 
directly, but also affects many other microbial groups in-
directly through changes in e- flow (see “The Microbial 
Fermentation and Ecosystem Perspective” section).

Direct effects of an AMFA on a particular microbial 
group or species eventually need to be demonstrated via 
cultivation in pure culture, with and without the additive 
being studied, under ideal cultivation conditions (Table 
1; e.g., Abecia et al., 2014; Romero et al., 2023a). A 
limitation of this approach is that not all rumen micro-
organisms are culturable in the laboratory. Additionally, 
it is important to determine whether the specific AMFA 
exhibits a microbe-ostatic or microbe-cidal effect. When 
the effects are microbe-ostatic rather than microbe-cidal, 
discontinuation of the AMFA enables the population or 
activity of the targeted microorganisms to quickly recov-
er (Banik et al., 2016). Nevertheless, also if the microbe-
cidal effects of the AMFA are incomplete, surviving cells 
may re-establish the original population size.

Can AMFA Act Through Inhibiting More than One 
Microbial Group Simultaneously? Antimethanogenic 
feed additives designed primarily for a specific mode of 
action can exert other modes of action simultaneously, 
also leading to the inhibition of methanogenesis (Table 
1). For example, tannins can mitigate CH4 by decreas-
ing substrate degradation, which decreases the amount 
of H2 available for methanogens (Tavendale et al., 2005), 
but they also have antiprotozoal activity (Morgavi et al., 
2010). Similarly, some essential oils derived from garlic, 
cinnamon, rhubarb, and frangula, apart from decreasing 
H2 production, may also directly inhibit methanogens 
(Benchaar and Greathead, 2011). Nitrate has a dual mode 
of action as e- acceptor and as a toxin to methanogens 
through its intermediate nitrite (see the “Alternative 
Electron Acceptors” section). Various nitrocompounds 
can act as [H] acceptors and also inhibit formate dehy-
drogenase or formate hydrogen lyase in methanogens 
and rumen bacteria, as shown by inhibited CH4 produc-
tion after external addition of H2 and formate (Anderson 
et al., 2008). Thus, it is relevant to identify all potential 
modes of action of a given AMFA to better interpret their 
efficacy (or lack of it) under different conditions (del 
Prado et al., 2025; Dijkstra et al., 2025; Hristov et al., 
2025).

Can Targeted Microbes Develop Resistance to the 
AMFA? It is important to understand the extent of varia-
tion in sensitivity to AMFA among targeted microbes, so 
that more resistant microbes might occupy niches left 
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empty by more sensitive microbes, and the extent that 
targeted microbes can develop resistance to the AMFA. 
This may also help explain if variation in the efficacy of 
AMFA across different diets may reflect differences in 
the composition of the communities of targeted microbes. 
For example, species of rumen methanogens grown 
in pure cultures differ in their tolerance to increasing 
doses of chemical inhibitors (Abecia et al., 2014; Duin 
et al., 2016). Co-occurrence analysis in vivo or in mixed 
cultures can provide insights into the potential replace-
ment (or competition) of one AMFA targeted microbe by 
another that possesses similar metabolic and ecological 
activity (Ghanbari Maman et al., 2020).

Development of tolerance to ionophores, including 
cross-resistance to ionophores to which organisms had 
not been exposed and to the non-ionophore antibiotic 
avoparcin, was reported for Fibrobacter succinogenes, 
Prevotella ruminicola, and Veillonela parvula (Chen and 
Wolin, 1979; Newbold et al., 1993). Approaches to in-
vestigate the possibility of development of resistance to 
AMFA include detection of resistant microorganisms in 
sequential cultures of pure strains exposed to suboptimal 
doses of the AMFA, in vitro assessment of horizontal 
transfer of antimicrobial resistance genes, and isolation 
of resistant microorganisms from the rumens of animals 
supplemented the AMFA (Toomey et al., 2009).
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Table 1. Summary of recommended research to understand the mode of action of antimethanogenic feed additives (AMFA) at various knowledge 
levels

Knowledge level   Recommendations

The microbiology perspective    
  Minimal knowledge   Conduct incubations with mixed rumen microbes with and without added H2 to gain a preliminary understanding 

if the AMFA is inhibiting methanogens or H2-producing microorganisms; explore changes in the target rumen 
microbes using quantitative PCR and high throughput sequencing; demonstrate direct effects with pure cultures 
grown with the AMFA

  Deep understanding   Dose-responses with pure cultures of different species of the targeted microbes; investigate differences among 
target microbes in their sensitivity to the AMFA; long-term (≥84 d) in vivo monitoring of target and other microbes 
with high throughput sequencing; investigate direct unwanted effects in nontargeted microbes

  Future research   Research on culturomics to assess the effects of AMFA on currently nonculturable microbes
The cell and molecular perspective    
  Minimal knowledge   Identify the active compound or compounds
  Deep understanding   Identify the type of mechanism involved: enzyme inhibition, membrane disruption, blocking DNA and protein 

synthesis; demonstrate target enzyme with pure enzyme: substrate systems; demonstrate the specific mechanism 
of inhibition, including binding sites and reaction intermediates and mechanism; establish the type (competitive or 
noncompetitive) and kinetics (i.e., the concentration of compound inhibiting 50% of the enzyme activity)

  Future research   Study the mechanisms of action explaining variations in sensitivity and acquisition of resistance by targeted 
microbes

The microbial fermentation and  
  ecosystem perspective

   

  Minimal knowledge   Investigate changes in the total VFA concentration and individual VFA molar percentages; determine H2 
accumulation in vitro and H2 expelled in vivo; when the active compounds or metabolites are not naturally 
present in the rumen, or when degradation pathways are understood and research focuses on parameterizing rates, 
analytical chemistry might suffice to study degradation rates; conduct in vitro radiolabeling assays to understand 
the rumen metabolism of active compounds if the active compound or its metabolites may be present in the rumen

  Deep understanding   Determine concentration of dissolved H2, formate, succinate, lactate, methanol, and ethanol; conduct 
metagenomics and metatranscriptomics with a particular focus on hydrogenases

  Future research   Metabolomics analysis to fully understand effects of the AMFA on electron sinks and metabolic intermediates; 
metaproteomic analyses for a closer understanding of changes in rates of metabolic pathways; determine the 
effects of inhibiting methanogenesis on VFA production; isolation and identification of microorganisms that 
metabolize the active compounds

The animal perspective    
  Minimal knowledge   Understand the absorption, metabolism, excretion, and accumulation in animal products (milk or meat) and tissues 

(rumen, liver, mammary gland, blood, and other organs) of the active compounds and its rumen metabolites; 
toxicological and mutagenic examination of active compounds as well as intermediary and end product 
metabolites; if feed intake is decreased, examine the possibility of palatability or inflammation problems

  Deep understanding   Oral administration of isotopic-labeled compound to ruminants and nonruminants followed by its quantification in 
tissues, feces, urine, milk, and exhaled air; conduct metabolomics analyses of rumen fluid and plasma screening 
for potentially toxic compounds, or compounds potentially affecting feed intake

  Future research   Determine effects on VFA absorption, gluconeogenesis, and other postabsorptive processes; investigate 
mechanisms through which the inhibition of CH4 production in the rumen can decrease feed intake

The cross-cutting perspective    
  Minimal knowledge   Thoroughly report information of animal species, breed, production type, age, stage and level of production, diet, 

feeding management and behavior, intake pattern, and other details of the methods used in scientific papers
  Deep understanding   Characterize the daily evolution of the concentration of the active compound in the rumen; optimize the design of 

combinations of various AMFA with synergistic modes of action
  Future research   Investigate how the efficacy of different additives is affected by physiological and microbiological variables both 

at the in vivo level and in controlled experiments with mixed and defined cultures
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Is the AMFA Toxic to Nontargeted Microbiota? De-
termining the effects of a given AMFA on nontargeted 
microbiota is important when designing a strategy to in-
hibit CH4 production and concomitantly redirect [H] to-
ward desirable sinks. For example, chloroform has been 
shown to be toxic to homoacetogens (Raju, 2016) and 
thus chloroform and other CH4 halogenated analogs may 
not be ideal for inhibiting methanogenesis if the objec-
tive is to simultaneously promote reductive acetogenesis 
as a [H] sink alternative to CH4. Direct effects, or lack of 
them, of an AMFA on nontargeted microbes need to be 
proven in pure culture studies in which the microbial spe-
cies of interest is grown with the AMFA, and functional 
measurements can be conducted (Duin et al., 2016; Raju, 
2016). Rumen protozoa favor methanogenesis by trans-
ferring H2 to their endo- and epi-symbiotic methanogens 
(Belanche et al., 2014). Therefore, an indirect inhibition 
of symbiotic methanogens may occur as a result of inhi-
bition of protozoa by the AMFA. This problem could be 
partially circumvented by using fluorescence staining to 
monitor changes in protozoal-associated endo- and epi-
symbiotics methanogens (Belanche et al., 2014).

Recommendations for Research  
at the Microbiology Perspective

●● Initially, explore changes in the rumen microbial 
community using qPCR to identify changes in the 
absolute abundance of the main microbial groups 
(bacteria, methanogens, protozoa, and fungi) and 
high throughput amplicon sequencing of rumen 
contents from animals fed different diets to identify 
those microbes that might be targeted by AMFA.

●● Final confirmation of direct effects on microbes are 
to be obtained through cultivation in pure cultures 
with increasing concentrations of the AMFA with-
out nutrient limitation.

●● Evaluate if some target microbes are inherently 
more resistant or can develop resistance to the 
AMFA. Both questions can be addressed through 
assays with pure cultures and isolation of resistant 
microorganisms from the rumens of animals that 
have been supplemented with AMFA.

The Cell and Molecular Biochemistry Perspective

Which Are the Active Compounds? Identifying the 
active compound or compounds is straightforward in 
AMFA that are composed of a single chemical. If the 
chemical is mixed with a carrier, the control treatments 
should include the carrier alone in the same dietary pro-
portion as when it is mixed with the active compound, 
to identify any carrier effects (e.g., Melgar et al., 2020). 
Identifying the active compound or compounds in AMFA 

that are natural products derived from plant extracts or 
algae is more complex and involves relating in vitro 
results of antimethanogenic activity to the primary com-
ponents and secondary metabolites within the mixture 
(Table 1). Machado et al. (2016) noted that the highly 
effective AMFA red algae Asparagopsis is rich in bro-
moform and other halogenated CH4 analogs, which have 
previously been shown to inhibit CH4 production in vitro 
(Bauchop, 1967) and in vivo (Lanigan, 1972), and whose 
mechanism of action has been elucidated already (Wood 
et al., 1968). Following, Machado et al. (2016) con-
firmed in in vitro cultures the antimethanogenic activity 
of extracts from Asparagopsis, and that bromoform was 
both the most abundant secondary metabolite and the 
most potent inhibitor as a pure compound. A subsequent 
study reported similar effects of Asparagopsis and pure 
bromoform on the relative abundance of methanogens 
orders in mixed rumen cultures, confirming bromoform 
as the main active compound in Asparagopsis (Machado 
et al., 2018). If an AMFA contains tannins, for example, 
the importance of tannins at inhibiting CH4 production 
can be verified by incubations with and without the tan-
nin inactivating agent, polyethylene glycol.

Which Cellular and Intracellular Processes and 
Molecules Are Targeted by AMFA? There are a variety 
of mechanisms of action at the cell and molecular level 
through which AMFA can inhibit CH4 formation. The 
greatest historical research effort and recent years’ suc-
cess has taken place with AMFA that specifically block 
the action of enzymes that are unique to methanogens 
(Figure 1). The enzyme MCR, which catalyzes the last 
step of methanogenesis, is shared by all methanogenic 
pathways and has thus been specifically targeted to in-
hibit all different methanogens. Two inhibitors of MCR 
that have been synthesized as analogs of its cofactor 
CoM and its methylated form methyl-CoM are 2-bromo-
ethanesulfonate (BES; Gunsalus et al., 1978) and 3-ni-
trooxypropanol (3-NOP; Duin et al., 2016), respectively. 
First, it was shown that BES was a potent inhibitor of 
CH4 production with cell extracts of Methanobacterium 
thermoautotrophicum (Gunsalus et al., 1978). It was later 
demonstrated that BES specifically inhibits MCR in ex-
periments with pure (Ellermann et al., 1989) or partially 
purified MCR enzyme (Gräwert et al., 2014). 2-Bromo-
ethanesulfonate binds MCR catalytic site and alkylates 
the Ni+1 in cofactor F430 to a transient Ni+3 intermediate, 
eventually yielding ethylene, sulfite, and Ni2+ (Goenrich 
et al., 2004; Li et al., 2010; Thauer, 2019).

The enzymology work for uncovering the mechanism 
of action of 3-NOP was conducted with purified MCR 
(Duin et al., 2016). The specific mechanism of inacti-
vation of MCR by 3-NOP is through oxidation of the 
Ni atom in F430 at the catalytic site from Ni1+ to Ni2+ 
as demonstrated using electron paramagnetic resonance 
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spectroscopy (Duin et al., 2016). The presence of 3-NOP 
reduction products, nitrite and 1,3-propanediol was re-
vealed using mass spectrometry and colorimetric mea-
surements. Nitrite itself was found to inactivate MCR 
through oxidizing Ni1+, implying a dual mechanism of 
action through which 3-NOP inhibits methanogenesis 
(Duin et al., 2016).

Methane halogenated analogs such as chloroform, bro-
moform, bromochloromethane, and others, inhibit CH4 
formation by impeding the transfer of a methyl group 
attached to a cobamide in MTR to CoM to yield methyl-
CoM. Competitive inhibition of extracts containing MTR 
by dichloromethane, chloroform, or carbon tetrachloride 
with formation of halomethylcobalamins and the cor-
responding halogen anions, was shown by Wood et al. 
(1968).

There are other mechanisms through which AMFA can 
inhibit methanogens (Figure 1). Acetylene disrupts trans-
membrane electrochemical gradients in methanogens 
(Sprott et al., 1982). Methanogens inhibitors can also tar-
get enzymes involved in other anabolic processes, such 
as the synthesis of membrane lipids (Miller and Wolin, 
2001), the cofactor tetrahydromethanopterin (Dumitru 
et al., 2003), and DNA gyrases (Bergerat et al., 1994). 
For example, the antibiotic squalamine causes disruption 
of methanogens pseudomurein cell wall and cytoplasm 
leakage, as shown by electron microscopy (Khelaifia and 
Drancourt, 2012). Antibiotics such as imidazoles can 
inhibit methanogens and other microbes through block-
ing DNA and protein synthesis (Khelaifia and Drancourt, 
2012). Conceptual approaches include the control of 
regulatory noncoding RNA genes (ncRNA) in methano-
gens (Wurtzel et al., 2010; Qi et al., 2017), as ncRNA 
are expressed in rumen methanogens and are present in 
the rumen metatranscriptome (Zhou et al., 2023). Editing 
methanogens genomes using clustered regularly inter-
spaced palindromic repeats and the associated cas genes 
is another approach that may be investigated in the future 
(Nayak and Metcalf, 2017; Bao et al., 2022).

There is also ongoing research on archaeal viruses as 
a potential tool to control rumen methanogens through 
cell lysis (Gilbert et al., 2020). The lytic enzyme PeiR 
from the φmru prophage was linked to nanoparticles 
and shown to inhibit pure cultures of methanogens and 
decrease CH4 production in rumen continuous cultures 
(Altermann et al., 2022). Historically, the presence of 
viruses in cells was studied using transmission electron 
microscopy, whereas molecular methods are now used to 
identify viral sequences (Gilbert and Ouwerkerk, 2020).

Research has also been conducted to understand how 
some H2-producing microorganisms are affected by 
AMFA at the cellular level. For example, gram-positive 

H2-producing bacteria (e.g., R. albus and R. flavefaciens) 
are inhibited by ionophores through increased membrane 
porosity and disruption of transmembrane electrochemi-
cal gradients (Russell and Strobel, 1989; Duffield et al., 
2008). The hydrophobicity of essential oils enables these 
molecules to disrupt the bacterial cell membrane, result-
ing in the leakage of ions (Knobloch et al., 1986). Sapo-
nins and several defaunating agents, such as capric, lauric 
or myristic acids can reduce CH4 production by forming 
irreversible complexes with cholesterol in protozoal cell 
membranes, causing cell lysis, and thus lowering proto-
zoal concentrations (Wallace et al., 2002).

What Are the Molecular Mechanisms of Resistance 
or Adaptation to AMFA? As outlined in the first publi-
cation of this series (Durmic et al., 2025), the selection 
and progress of an AMFA requires persistent effects not 
subject to the development of resistance. It is therefore 
necessary to understand the mechanism by which these 
resistances may develop. Several mechanisms of resis-
tance to AMFA have been described: for example, some 
rumen bacteria can respond to tannins by changing their 
morphology by developing a thick glycocalyx (Chiquette 
et al., 1988). Similarly, the antiprotozoal effect of sapo-
nins is often transitory after an adaptation period in which 
rumen bacteria develop the ability to inactivate saponins 
through deglycosylation of the sugar moiety (Patra and 
Saxena, 2009), although modifying saponins’ chemical 
structure may enhance their resistance to degradation 
in the rumen (Ramos-Morales et al., 2017). So far, no 
mechanisms of microbial adaptation to 3-NOP have been 
described even after 1 yr of continuous treatment (van 
Gastelen et al., 2024). However, the efficacy of 3-NOP 
to inhibit different methanogens is variable among ru-
minant species (Duin et al., 2016), suggesting structural 
differences in MCR are responsible for differences in 
tolerance to 3-NOP (Pitta et al., 2022a). The existence of 
differences among methanogens in their capacity to syn-
thesize coenzymes involved in methanogenesis has also 
been suggested to affect the efficacy of methanogenesis 
inhibitors (Ungerfeld, 2022). Methanogens may also 
avoid the effects of AMFA through metabolism of the 
active molecules to a less toxic form, such as the reduc-
tion of halogenated CH4 analogs (Glasson et al., 2022). 
Long et al. (2021) identified mutations in the genome 
of Methanococcus maripaludis that increased resistance 
to chloroform, neomycin, and echinomycin, with not all 
mutations being related to the genes encoding targets of 
the inhibitors. This study suggested that mutations in the 
gene encoding geranyl-geranyl-glyceryl-phosphate syn-
thase, for example, may have enhanced the resistance of 
this methanogen by reducing their uptake of chloroform 
and neomycin.
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Recommendations for Research at the Cell  
and Molecular Biochemistry Perspective

●● The mechanism of action of active compounds in 
AMFA needs to be hypothesized from their chemi-
cal composition, and molecular structure.

●● When the AMFA is a plant extract consisting of a 
blend of compounds of natural origin, its molecular 
composition needs to be thoroughly characterized 
to formulate hypotheses about possible mechanisms 
of action.

●● A sole suite of biochemical methods cannot eluci-
date all possible intracellular mechanisms of action 
of AMFA, and complementary techniques such as 
enzymology, isotope labeling, metagenomics, or 
microbial pure cultures are generally required.

●● For chemical inhibitors hypothesized to inhibit en-
zymes, enzymology assays with purified or partially 
purified enzymes, substrates, cofactors, and inhibi-
tors, are required to define a mechanism of action. 
It is recommended to understand the sequence, 
structure, and function of the enzyme in question 
and the binding site for AMFA to fully elucidate the 
mechanism of action of that AMFA.

●● For groups of organisms such as methanogens, it is 
recommended that mechanisms of action are studied 
with a model organism relevant to the rumen eco-
system (e.g., Methanobrevibacter ruminantium).

●● Mechanisms of methanogens resistance to inhibi-
tors may exist and need to be investigated.

The Microbial Fermentation  
and Ecosystem Perspective

Which Are the Consequences of Inhibiting CH4 Pro-
duction on Rumen Fermentation Pathways? The inhibi-
tion of methanogenesis is not an isolated intervention and 
has indirect consequences on metabolism of the rumen 
microbial ecosystem. A comprehensive understanding of 
the effect of AMFA on e- flow and fermentation pathways 
is important. Antimethanogenic feed additives affect 
fermentation pathways directly (i.e., affecting microbes 
responsible for these pathways), or indirectly through 
altering the concentration of intermediate products. This 
requires a system-wide perspective of the flows of pro-
duction and utilization of H2 (Greening et al., 2019) and 
other e- carriers.

Typically, inhibiting rumen methanogenesis results in 
a marked accumulation of H2 in vitro (Ungerfeld, 2015) 
and an increase in exhaled H2 in vivo (Ungerfeld et al., 
2022), along with increases in dissolved H2 in rumen fluid 
(Melgar et al., 2020). Other intermediate e- carriers, such 
as formate, ethanol (Martinez-Fernandez et al., 2016; 
Melgar et al., 2020), and lactate (Amgarten et al., 1981) 

can also accumulate. Succinate has been reported to ac-
cumulate in methanogenesis-inhibited in vitro cultures 
(Ungerfeld et al., 2003). Methanol and methylamines, 
which are substrates for methylotrophic methanogen-
esis, have also been reported to accumulate when rumen 
methanogenesis is inhibited (Martinez-Fernandez et al., 
2018). It is recommended to routinely measure the con-
centrations of dissolved H2 and the metabolic interme-
diates succinate, ethanol, methanol, formate and lactate 
when investigating the inhibition of rumen CH4 produc-
tion by AMFA (Martinez-Fernandez et al., 2016; Melgar 
et al., 2020) to understand which metabolic pathways 
are constrained and at which steps. Metabolomics can be 
used to explore changes in a larger suite of compounds 
with biological and production implications (Martinez-
Fernandez et al., 2018). Examination of reductive ace-
togenesis can be conducted with 13C-labeled bicarbonate 
(Nollet et al., 1997; Le Van et al., 1998). Demonstration 
of rumen CH4 oxidation requires quantifying the fate of 
13C in CH4 (Kajikawa et al., 2003).

As different methanogens possess different methano-
genesis pathways, they also have different thermody-
namic thresholds for H2 (Feldewert et al., 2020). Con-
sequently, AMFA that differentially inhibit methanogens 
with different H2 thresholds may also lead to differences 
in H2 concentration in the rumen, which in turn will 
differentially favor nonmethanogenic H2-incorporating 
pathways depending on their H2 threshold, affinity 
Km, and maximum rate at substrate saturation. This is 
relevant because the possibility of redirecting e- toward 
nutritionally beneficial pathways may make the adoption 
of some AMFA more appealing than others (Beauchemin 
et al., 2022).

In vitro mixed rumen culture systems have been ex-
tensively used to examine effects on balances of [2H] 
produced, incorporated, and recovered (Durmic et al., 
2025). As in vitro systems lack absorption of metabolites, 
and dilution rates are fixed and known in case of continu-
ous and semi-continuous incubations, the production, 
incorporation, and recovery of e- can be estimated from 
the net production of metabolites and known biochemi-
cal pathways (Ungerfeld, 2015). Importantly, the genetic 
capacity of some microbial species to conduct alterna-
tive fermentation pathways indicated by the examination 
of genomes of cultivated rumen bacteria (Hackmann et 
al., 2017) is not considered in classical [2H] balances, 
although their quantitative importance for redirection of 
e- flow in the rumen remains unknown. Furthermore, ac-
counting for aspects such as the possibility of acetate be-
ing formed in the rumen via reductive acetogenesis, the 
balance between hydrogenotrophic and methyl-reducing 
methanogenesis, as well as utilization of H2 for microbial 
growth affects the estimation of [2H] balances (Unger-
feld, 2015).
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In vitro systems are extremely useful for testing basic 
hypotheses and mechanisms about the effects of AMFA 
on e- flow. Ultimately, it is important to verify changes 
elicited by AMFA on rumen metabolism in experiments 
in vivo. Studying e- flows in vivo requires estimating 
VFA production in as close to steady state conditions as 
possible (e.g., Markantonatos and Varga, 2017; Hristov 
et al., 2025) (see How does the AMFA Affect the Absorp-
tion of Metabolites from the Rumen and Postabsorptive 
Metabolism?).

How Do AMFA Affect the Composition of the Rumen 
Microbial Community? Apart from direct inhibition of 
microorganisms (see Which Microbes are Targeted by the 
AMFA?), AMFA affect the composition of the rumen mi-
crobiota indirectly through changes in rumen conditions 
affecting microbial populations. Examples of important 
indirect effects are AMFA inhibiting methanogens and 
the resulting H2 accumulation affecting hydrogenogenic 
and hydrogenotrophic microorganisms negatively and 
positively, respectively (Ungerfeld, 2020). Although re-
search of the effects of AMFA on the composition of the 
rumen microbial community can be conducted in batch, 
continuous or semicontinuous cultures (Romero-Pérez 
et al., 2016; Roque et al., 2019), in vitro methods may 
not fully reflect the composition of microbial communi-
ties in vivo (Johnson et al., 2009; Weimer et al., 2011). 
Hence, in vivo experiments are preferred to study the ef-
fects of the AMFA on microbial α diversity, community 
composition, and the correlation among microbial taxa 
(e.g., co-occurrence analysis and microbial networks). 
Preliminary insights about changes in metabolic path-
ways resulting from changes in the composition of 
the microbial communities can be predicted using the 
Kyoto Encyclopedia of Genes and Genomes (Horinaka 
et al., 2021). When interpreting the amplicon sequenc-
ing results it is recommended to pay special attention to 
changes in known hydrogenogenic and hydrogenotro-
phic rumen organisms. Whether an organism produces 
or takes up H2 (or formate) can be characterized from 
previous isolates, or through metagenome-assembled 
genomes, to predict its capacity for H2 metabolism. 
The use of shotgun metagenomics in conjunction with 
metatranscriptomics provides information not only about 
the diversity and abundance of microbial taxa, but also 
about the abundance of functional genes and transcripts 
involved in different metabolic pathways and changes in 
gene expression (Pitta et al., 2022b). As a step further, 
metaproteomics encompasses mRNA translation through 
generating information about microbial enzymes and 
other proteins present in the microbial ecosystem. Infor-
mation on proteins is theoretically expected to be closer 
to metabolism, as the half-life of proteins is longer than 
their mRNA transcripts (Huws et al., 2018). However, in 
preliminary studies, metaproteomics failed to discrimi-

nate between high- and low-emitting animals (Wallace 
et al., 2017).

How Are AMFA Metabolized in the Rumen, at Which 
Rates, and by Which Microbes? Investigating how the 
active compounds inhibiting CH4 production are metabo-
lized in the rumen is important to understand the effective 
rumen AMFA concentrations (Dijkstra et al., 2025) and 
daily patterns of CH4 inhibition and whether the AMFA 
or its metabolites can be transferred to animal products, 
the environment, or accumulate in animal organs. The 
degradation of newly developed AMFA with unknown 
pathways of metabolism can be difficult to assess. One 
challenge for studying the degradation pathways of small 
molecular CH4 inhibitors is their low molecular weight 
(i.e., 121.09 g/mol for 3-NOP), which lacks strong UV 
absorbing structural elements, making them difficult to 
measure and identify at relatively low concentrations in 
complex biological matrices. The high volatility of some 
molecules (i.e., halogenated compounds) represents an-
other challenge that complicates sampling and analyses 
(Glasson et al., 2022). To overcome these challenges, 
rumen culture studies with isotopic or radiolabeled ac-
tive compounds can be conducted to understand the 
metabolic fate of active compounds in the rumen. For 
example, it was found that the carbon skeleton of 14C-
labeled 3-NOP was rapidly metabolized to 1,3-propane-
diol by rumen mixed cultures (Duin et al., 2016; EFSA 
Panel on FEEDAP, 2021).

Studying the metabolic fate of compounds which are 
typically not present in the rumen may preclude the 
need for radiolabeling making it more affordable and 
technically easier, although this will ultimately depend 
on the requirements of regulatory agencies (Tricarico et 
al., 2025). Analytical chemistry may suffice if pathways 
of metabolism are reasonably understood and rates of 
conversion to intermediates are determined under differ-
ent ruminal conditions. For example, the metabolic fate 
and pathways of e- acceptors such as nitrate and sulfate 
in the rumen are well known (Drewnoski et al., 2014; 
Yang et al., 2016), so the extent of their metabolism can 
be assessed by quantifying the concentration and emis-
sions of their intermediates and end products (Zhao et 
al., 2015). Similarly, pathways that methanogens use to 
reduce CH4 halogenated analogs are understood (Glasson 
et al., 2022). Romero et al. (2023a) found that bromo-
form was rapidly degraded by rumen cultures and that 
the concentration of the end product of the first deha-
logenation, dibromomethane, increased during the first 
6 h of incubation and gradually declined thereafter. It is 
recommended to fully characterize the fate of not only 
the active compounds in the AMFA, but of also all pos-
sible intermediates as discussed in the further section.

Determining which microbes metabolize each com-
pound requires the use of pure cultures (Krone et al., 
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1989). Microorganisms are, in principle, able to utilize 
a particular compound that may be identified through 
sequential dilutions and enrichment by providing the 
AMFA as the sole energy and carbon substrate. Sub-
sequently, in vivo changes in the rumen abundance of 
AMFA-degraders so identified can be monitored using 
qPCR or high-throughput sequencing.

Recommendations for Research from the Microbial 
Fermentation and Ecosystem Perspective

●● A minimal understanding of the effects of an AMFA 
on rumen fermentation involves characterizing 
changes in the concentration of fermentation prod-
ucts (mainly, VFA and ammonium), accumulation 
of fermentation intermediates (primarily H2; report-
ing formate, lactate, succinate, and alcohols is also 
recommended).

●● Initial studies to understand the above aspects may 
be conducted in vitro but in vivo results are required 
to confirm the applicability of findings.

●● A more advanced mechanistic understanding can 
be provided through the study of abundance of 
genes and transcripts, and gene expression, through 
metagenomics, metatranscriptomics, metapro-
teomics and metabolomics.

●● Research to understand how an AMFA is metabo-
lized in the rumen will have to vary depending on 
whether its components and their metabolites are 
generally present in the rumen.

The Animal Metabolism Perspective

How Are AMFA Effects on Feed Intake and Digest-
ibility Mediated? Meta-analyses revealed that inhibition 
of rumen methanogenesis generally causes a decrease 
in DMI (Ungerfeld et al., 2022), although this may also 
depend on the design of trials (Hristov et al., 2025). In 
some studies, the dose-dependent, negative effects of 
the bromoform-containing algae Asparagopsis on DMI 
might have been explained by palatability issues or 
inflammation of the rumen epithelium (Li et al., 2018; 
Muizelaar et al., 2021; Stefenoni et al., 2021).

Likewise, tannins can reduce palatability by reacting 
with taste receptors and by the complexation and precipi-
tation of salivary proline-rich proteins with subsequent 
loss of the lubricating effect of saliva (Horne et al., 
2002), although some ruminants can reverse this effect 
by modifying the quantity and type of salivary proteins 
(Frutos et al., 2004). Whether an AMFA reduces DMI 
because of diminished palatability can be evaluated 
through comparing responses in feed intake and feeding 
behavior to the AMFA when it is administered in a mixed 
diet or dosed into the rumen through a rumen cannula 

(Kim et al., 2019). Cafeteria-type studies in which ani-
mals can voluntarily choose different feeds are another 
option to study the effect of AMFA on palatability (Lee 
et al., 2020). The possibility of an AMFA causing epi-
thelial inflammation can be evaluated in intestinal cell 
culture models (Ponce de León-Rodríguez et al., 2019), 
and through the analysis of inflammatory acute phase 
proteins such as haptoglobin, serum amyloid, and α1 
acid glycoprotein (Eckersall and Bell, 2010), or via post-
mortem examination of rumen mucosa (Li et al., 2018; 
Muizelaar et al., 2021).

One physiological explanation for the decrease in DMI 
when rumen methanogenesis is inhibited is the increased 
production and absorption of propionate acting as a 
satiety signal (Ungerfeld et al., 2022). Other proposed 
hypotheses through which inhibiting CH4 production 
decreases DMI include mechanisms related to increased 
gut fill (Allen, 1996), which is proposed to be caused by 
the accumulation of H2 hindering NADH oxidation, fer-
mentation, and eventually digestion, and increased total 
gas pressure in the rumen as 1 mol of CH4 is replaced 
by 4 moles of H2 plus 1 mol of CO2 (Kjeldsen et al., 
2022). The possibility of toxic compounds being formed 
in the rumen and absorbed has also been speculated upon 
(Kjeldsen et al., 2022).

How Do AMFA Affect the Absorption of Metabolites 
from the Rumen and Postabsorptive Metabolism? Indi-
vidual VFA have different effects on postabsorptive me-
tabolism because they are metabolized through different 
pathways in ruminant tissues (van Houtert, 1993). There-
fore, it is important to understand the effects of AMFA on 
VFA production in the rumen and their absorption (Table 
1). Theoretical considerations (Janssen, 2010) and meta-
analyses from in vitro batch cultures (Ungerfeld, 2015) 
suggest that inhibiting CH4 production in the rumen may 
increase propionate production and absorption, although 
this has not been verified with in vivo measurements of 
VFA production. Measuring VFA in vivo would eventu-
ally require estimating rumen propionate production 
beyond merely measuring propionate concentration or 
molar percentage (for a review of tracer and nontracer 
methods to determine VFA production in the rumen, see 
France and Dijkstra, 2005). Inhibition of rumen metha-
nogenesis can also result in accumulation of methanol 
and methylamines (Martinez-Fernandez et al., 2018). Ru-
minants are typically limited in their supply of absorbed 
methyl donors (McFadden et al., 2020), and therefore it is 
of interest to determine if AMFA increase the absorption 
of methanol or methylamines, although the possibility 
that excess absorption of methanol and methylamines 
from the rumen leading to toxicity should also be consid-
ered. Metabolomics of rumen fluid (Martinez-Fernandez 
et al., 2018) and plasma (Yanibada et al., 2020) can reveal 
changes in the concentration of methyl donors.
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How Are AMFA or Their Metabolites Absorbed, 
Metabolized, and Excreted? Studies determining the 
metabolism of an AMFA in the rumen would be followed 
by studies investigating the absorption, distribution, me-
tabolism, and excretion of the AMFA and its metabolites 
by the ruminant. Most AMFA and their metabolic prod-
ucts are small molecules that can be absorbed through the 
rumen wall or in the distal digestive tract. Tracing AMFA 
or their degradation products in animal tissues, milk, 
feces, and urine, can be challenging because concentra-
tions are generally low due to dosage and metabolites are 
diluted by digesta and may not be absorbed or accumu-
lated in body tissues. Labeling the active compounds in 
the AMFA with isotopes would enable to trace them and 
their nongaseous rumen-derived metabolites in animal 
tissues. The isotopic metabolites of the active compound 
could be identified using nuclear magnetic resonance or 
gas or liquid chromatography coupled to mass spectrom-
etry (Thiel et al., 2019a; EFSA Panel on FEEDAP, 2021). 
Studies conducted with rodents or other nonruminants 
may be useful to assess the postabsorptive fate and poten-
tial toxicity of active compounds that might be absorbed 
without undergoing rumen metabolism, acknowledging 
that postabsorptive metabolism in these animal models 
may differ from ruminants (e.g., metabolism of 3-NOP 
to 3-hydroxypropionic acid in rats; Thiel et al., 2019a,b; 
Tricarico et al., 2025). Once degradation products are 
identified, they should be assessed in toxicology and 
mutagenic tests in ruminants and nonruminants. An indi-
rect assessment of possible toxicity of AMFA can also be 
provided by a detailed analysis of blood parameters, such 
as plasma minerals, metabolites, and enzyme concentra-
tions (Kung et al., 2003).

Recommendations for Research from the Animal 
Metabolism Perspective

●● If the AMFA being investigated decreases DMI, 
evaluate if it reduces palatability, produces inflam-
mation within the gastrointestinal tract, or if it af-
fects passage rate.

●● If productive performance is consistently improved 
by supplementation of an AMFA, it should be 
investigated if this is linked to an improved nutri-
ent absorption or utilization resulted from rumen 
methanogenesis inhibition.

●● Investigating safety for animals, consumers, and 
the environment of new AMFA without a history 
of use in animal production requires characteriz-
ing the absorption and postabsorptive metabolism 
of AMFA and their rumen metabolites as well as 
their possible accumulation in animal products and 
organs, excretion in feces and urine, and their pos-
sible toxicity and mutagenic effects.

The Cross-Cutting Perspective

How Is AMFA Effectiveness Modulated? The overall 
effectiveness of AMFA at mitigating enteric CH4 emis-
sions is influenced by numerous factors that modulate 
their mode of action and achieving a mechanistic un-
derstanding requires thorough research (Table 1). These 
factors are related to animal species, breed, age, as well 
as production stage, diet composition, the method of 
AMFA administration, and patterns of feed consumption 
(del Prado et al., 2025; Dijkstra et al., 2025; Hristov et 
al., 2025). Differences in rumen microbial communities 
are fundamental to variations in the magnitude of CH4 
emissions. A comprehensive global analysis across vari-
ous foregut fermenter species revealed that the dominant 
archaeal groups were remarkably similar worldwide, 
with 5 dominant methanogen groups comprising 89% of 
archaeal communities (Henderson et al., 2015). Although 
in this analysis diet had a greater influence than animal 
species on rumen microbial communities, next to diet 
also differences between ruminant species and types, 
such as beef versus dairy cattle can impact CH4 produc-
tion and the efficacy of AMFA.

Differences among animals in their responses to 
AMFA may stem from variations in physiological traits 
and management practices, including feed intake level 
and pattern, rumen volume, and fractional passage rate 
affecting rumen conditions such as pH and microbiome 
composition (e.g., Colucci et al., 1990; Swainson et al., 
2008). Reynolds et al. (2014) pulse-dosed 3-NOP twice 
daily and observed a transitory inhibition of CH4 pro-
duction lasting for about 2 h after dosing. Meta-analyses 
have demonstrated differences between beef and dairy 
cattle in the efficacy of monensin, nitrate, and 3-NOP, 
likely due to differences in diet, DMI, and passage rates 
causing variation in rumen microbial communities (Ran-
ga Niroshan Appuhamy et al., 2013; Dijkstra et al., 2018, 
2025; Feng et al., 2020). The effects of essential oils 
containing thymol are variable across different dietary 
conditions as their antimicrobial effects can increase 
with lower pH presumably because thymol becomes 
more hydrophobic and integrates better with microbial 
cell membranes when its hydroxyl group is protonated 
(Calsamiglia et al., 2007). Similarly, the supplementation 
of dairy cows with a blend of coriander seed oil, eugenol, 
geranyl acetate and geraniol caused greater CH4 decrease 
after rumen microbiota adapted to the additives in the 
long term (>28 d; Belanche et al., 2020). The composition 
of plant extracts is affected by the type of plant, growth 
conditions, harvesting season, and extraction and storage 
methods, as highlighted in the companion publications 
Durmic et al. (2025) and Hristov et al. (2025). Hence it 
is not advised to draw conclusions about AMFA efficacy 
based on a single study or sample. It is recommended to 
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confirm findings of enteric CH4 mitigation across differ-
ent animal species, diet types, production systems (e.g., 
grazing vs. confinement), or treatment duration to pre-
vent potentially erroneous extrapolations. For example, 
supplementation of 3-NOP to grazing dairy cows twice 
per day at milking generated a time gap between the de-
livery of the additive to the rumen and grass ingestion 
that resulted in considerably milder inhibition of CH4 
production (Costigan et al., 2024; Muñoz et al., 2024) 
compared with what has been reported in a meta-analysis 
of studies of dairy cows fed TMR (Kebreab et al., 2023).

The effect of AMFA is dose dependent. For example, 
greater levels of 3-NOP (van Gastelen et al., 2022) or 
Asparagopsis (Roque et al., 2021), resulted in greater re-
ductions in CH4 production in cattle. Key enzymes in the 
methanogenic pathway (i.e., MTR and MCR) are suscep-
tible to competitive or oxidative inhibition (Glasson et 
al., 2022). Therefore, a greater supply of AMFA is likely 
to increase the inhibition of these enzymes. Alternative 
e- acceptors such as nitrate and sulfate were also shown 
to decrease CH4 in a dose-dependent manner (Olijhoek 
et al., 2016).

Storage time and conditions may also affect the sta-
bility of AMFA depending on AMFA characteristics and 
AMFA carrier used, thereby affecting their efficacy. For 
example, 75% to 84% of the bromoform in Asparagopsis 
was lost after 4 mo of storage at 4°C (Stefenoni et al., 
2021). An understanding of the actual dose of the active 
compound and the dynamics of its concentration in the 
rumen are crucial for understanding the CH4 inhibitory 
effect of AMFA.

There may be dietary effects on AMFA efficacy as 
demonstrated for the efficacy of A. taxiformis and 3-NOP 
which decreased with increasing dietary fiber content 
(Dijkstra et al., 2018; Roque et al., 2021; Kebreab et al., 
2023), while the CH4 decreasing effect of monensin in 
beef steers tended to increase as dietary fiber increased 
(Appuhamy et al., 2013). Variation in sensitivity of 
methanogen species to AMFA has been demonstrated 
for 3-NOP and other inhibitors of methanogen. In ma-
ture ruminants, hydrogenotrophs constitute the majority 
of methanogens, whereas the microbiomes of newborns 
have a higher proportion of methylotrophs (Furman et 
al., 2020). Thus, differences in methanogenic communi-
ties at different stages of life (Friedman et al., 2017) may 
also affect the efficacy of AMFA.

Understanding the mechanisms of action of active 
compounds may allow for the formulation of synergic 
combinations of AMFA. For example, addition of phlo-
roglucinol to inhibitors of methanogenesis decreased H2 
accumulation in vitro (Huang et al., 2023; Romero et al., 
2023b) and H2 expelled in vivo (Martinez-Fernandez et 
al., 2017). Direct fed microbials such as homoacetogens 
acted synergistically with AMFA to incorporate H2 into 

reductive acetogenesis rumen cultures (Nollet et al., 
1997). Similarly, addition of nitrate- and nitrite-reducing 
bacteria to rumen cultures supplemented with nitrate was 
shown to inhibit CH4 production and enhance the reduc-
tion of nitrate to ammonium (Jeyanathan et al., 2014), 
although this was not confirmed in vivo (de Raphélis-
Soissan et al., 2014). When combining inhibitors of 
methanogens with feed additives promoting hydrogeno-
trophic pathways of interest, it is necessary to consider 
the possibility of unwanted effects of the inhibitor of 
methanogens on hydrogenotrophs of interest.

Recommendations for Research from the Cross-
Cutting Perspective

●● It is necessary to report the actual dose of the 
AMFA, storage conditions and duration, dosing 
system, feeding level, method of delivery, and the 
type of production system (type of animal and diet) 
for a better understanding of the mode of action and 
variation in effectiveness.

●● Further research is needed to enhance our under-
standing of the mechanisms through which AMFA 
interact with diet composition, and with rumen 
conditions for various life and production stages of 
different ruminants.

●● Monitoring rumen concentration of the active com-
pounds in AMFA can help understand variation in 
their efficacy.

●● Combining various AMFA to achieve synergistic 
effects of reduction in CH4 emission requires a 
sound understanding of their mode of action and 
their interaction, as well as knowledge of their ef-
fects on nontargeted microbes.

SUMMARY OF RECOMMENDATIONS

Unveiling the mode of action of AMFA is a difficult 
and costly task that requires multidisciplinary approach-
es from different perspectives, involving specialized 
equipment, facilities, and human resources. Therefore, 
we recommend conducting extensive research on the 
mode of action of AMFA only after their effectiveness 
has been proven in vitro or in vivo, as well as their lack 
of detrimental effects on animal production and health. 
The proposed pipeline of research recommendations is 
summarized in Table 1.

At the microbiology level, it is necessary to demon-
strate which microbes are targeted by AMFA, but also 
if there are unwanted effects on nontarget microbiota. It 
is also necessary to understand the mechanisms through 
which AMFA act at the cellular and molecular level to 
inhibit enzymes or disrupt other cellular processes in 
target microorganisms. Microbial ecology studies focus 
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on understanding the effects of AMFA on the microbial 
ecosystem and metabolic pathways, including the deg-
radation of the active compounds. Safety for animals, 
consumers, and the environment requires understanding 
the kinetics of absorption, postabsorptive metabolism, 
excretion in urine and feces, and accumulation of active 
compounds from AMFA and their metabolites in animal 
products and tissues. Research is required to understand 
the mechanisms through which the type of animal, the 
diet, management, and other factors, affect the mode of 
action and effectiveness of AMFA.

To achieve these objectives this publication provides 
a guideline and recommendations for conducting experi-
mental research we understand is required to elucidate 
the mode of action and efficacy of AMFA. The research 
proposed herein implies complementary approaches to 
claim a minimal knowledge, a comprehensive under-
standing of the mode of action of AMFA, and research 
considered as important to be carried out in the future to 
fill important knowledge gaps in this area.

NOTES

The Technical Guidelines to Develop Feed Additives to 
Reduce Enteric Methane is a Flagship Project of the Glob-
al Research Alliance (GRA) on Agricultural Greenhouse 
Gases and contributes to the work of the GRA’s Livestock 
Research Group and Feed and Nutrition Network (https://
www.globalresearchalliance.org). The authors acknowl-
edge the financial support of the Global Dairy Platform 
(Rosemont, IL) through its Pathways to Net Zero initia-
tive. A. Belanche was funded by the Spanish State Re-
search Agency (AEI) through a Ramón y Cajal research 
contract (AEI, Madrid, Spain; RYC2019-027764-I) and 
the project PID2021-12306OB-100. A. Bannink was 
funded by the Dutch Ministry of Agriculture, Nature and 
Food Quality (The Hague, Netherlands; Project Global 
Research Alliance; BO-43.10-001-001). F. Garcia was 
supported by the Global Dairy Platform (Des Plaines, 
IL). Diego P. Morgavi acknowledges financial support 
from the European Union’s Horizon 2020 research and 
innovation programme (Brussels, Belgium; grant agree-
ment no. 101000213-HoloRuminant). D. R. Yáñez-Ruiz 
has received funding from the European Union’s Horizon 
Europe research and innovation programme under the 
grant agreement No 01059609 (Re-Livestock project, 
European Commission funding; Brussels, Belgium). E. 
M. Ungerfeld acknowledges funding from Agencia Na-
cional de Investigación y Desarrollo (Santiago, Chile) 
Proyectos Fondecyt 1190574 and 1240264. Thanks are 
due to Evert Duin for proofreading this publication. No 
human or animal subjects were used, so this analysis did 
not require approval by an Institutional Animal Care and 

Use Committee or Institutional Review Board. The au-
thors have not stated any conflicts of interest.

Nonstandard abbreviations used: 3-NOP = 3-ni-
trooxypropanol; ADME = absorption, distribution, 
metabolism, and excretion; AMFA = antimethanogenic 
feed additives; BES = 2-bromoethanesulfonate; CoM = 
coenzyme M; H4MPT = tetrahydromethanopterin; MCR 
= methyl coenzyme M reductase; MFR = methanofuran; 
MTR = methyl-tetrahydromethanopterin: coenzyme M 
methyltransferase; ncRNA = noncoding RNA genes; q = 
quantitative.

REFERENCES

Abecia, L., K. E. Waddams, G. Martinez-Fernandez, A. I. Martin-Garcia, 
E. Ramos-Morales, C. J. Newbold, and D. R. Yanez-Ruiz. 2014. An 
antimethanogenic nutritional intervention in early life of ruminants 
modifies ruminal colonization by Archaea. Archaea 2014:841463. 
https:​/​/​doi​.org/​10​.1155/​2014/​841463.

Allen, M. S. 1996. Physical constraints on voluntary intake of forages 
by ruminants. J. Anim. Sci. 74:3063–3075. https:​/​/​doi​.org/​10​.2527/​
1996​.74123063x.

Almeida, A. K., R. S. Hegarty, and A. Cowie. 2021. Meta-analysis 
quantifying the potential of dietary additives and rumen modifiers 
for methane mitigation in ruminant production systems. Anim. Nutr. 
7:1219–1230. https:​/​/​doi​.org/​10​.1016/​j​.aninu​.2021​.09​.005.

Altermann, E., K. Reilly, W. Young, R. S. Ronimus, and S. Muetzel. 
2022. Tailored nanoparticles with the potential to reduce ruminant 
methane emissions. Front. Microbiol. 13:816695. https:​/​/​doi​.org/​10​
.3389/​fmicb​.2022​.816695.

Amgarten, M., H. J. Schatzmann, and A. Wuthrich. 1981. ‘Lactate type’ 
response of ruminal fermentation to chloral hydrate, chloroform and 
trichloroethanol. J. Vet. Pharmacol. Ther. 4:241–248. https:​/​/​doi​.org/​
10​.1111/​j​.1365​-2885​.1981​.tb00736​.x.

Anderson, R. C., N. A. Krueger, T. B. Stanton, T. R. Callaway, T. S. 
Edrington, R. B. Harvey, Y. S. Jung, and D. J. Nisbet. 2008. Effects 
of select nitrocompounds on in vitro ruminal fermentation during 
conditions of limiting or excess added reductant. Bioresour. Technol. 
99:8655–8661. https:​/​/​doi​.org/​10​.1016/​j​.biortech​.2008​.04​.064.

Arndt, C., A. N. Hristov, W. J. Price, S. C. McClelland, A. M. Pelaez, 
S. F. Cueva, J. Oh, J. Dijkstra, A. Bannink, A. R. Bayat, L. A. 
Crompton, M. A. Eugene, D. Enahoro, E. Kebreab, M. Kreuzer, M. 
McGee, C. Martin, C. J. Newbold, C. K. Reynolds, A. Schwarm, K. 
J. Shingfield, J. B. Veneman, D. R. Yanez-Ruiz, and Z. Yu. 2022. 
Full adoption of the most effective strategies to mitigate methane 
emissions by ruminants can help meet the 1.5°C  target by 2030 but 
not 2050. Proc. Natl. Acad. Sci. USA 119:e2111294119. https:​/​/​doi​
.org/​10​.1073/​pnas​.2111294119.

Auffret, M. D., R. Stewart, R. J. Dewhurst, C.-A. Duthie, J. A. Rooke, R. 
J. Wallace, T. C. Freeman, T. J. Snelling, M. Watson, and R. Roehe. 
2018. Identification, comparison, and validation of robust rumen mi-
crobial biomarkers for methane emissions using diverse Bos taurus 
breeds and basal diets. Front. Microbiol. 8:2642. https:​/​/​doi​.org/​10​
.3389/​fmicb​.2017​.02642.

Banik, B. K., Z. Durmic, W. Erskine, C. K. Revell, J. Vadhanabhuti, 
C. S. McSweeney, J. Padmanabha, G. R. Flematti, A. A. Algreiby, 
and P. E. Vercoe. 2016. Bioactive fractions from the pasture legume 
Biserrula pelecinus L. have an anti-methanogenic effect against key 
rumen methanogens. Anaerobe 39:173–182. https:​/​/​doi​.org/​10​.1016/​
j​.anaerobe​.2016​.04​.004.

Bao, J., E. de Dios Mateos, and S. Scheller. 2022. Efficient CRISPR/
Cas12a-Based Genome-Editing Toolbox for metabolic engineering 
in Methanococcus maripaludis. ACS Synth. Biol. 11:2496–2503. 
https:​/​/​doi​.org/​10​.1021/​acssynbio​.2c00137.

Bauchop, T. 1967. Inhibition of rumen methanogenesis by methane 
analogues. J. Bacteriol. 94:171–175. https:​/​/​doi​.org/​10​.1128/​jb​.94​.1​
.171​-175​.1967.

Belanche et al.: MODE OF ACTION OF ANTIMETHANOGENIC FEED ADDITIVES

https://www.globalresearchalliance.org
https://www.globalresearchalliance.org
https://doi.org/10.1155/2014/841463
https://doi.org/10.2527/1996.74123063x
https://doi.org/10.2527/1996.74123063x
https://doi.org/10.1016/j.aninu.2021.09.005
https://doi.org/10.3389/fmicb.2022.816695
https://doi.org/10.3389/fmicb.2022.816695
https://doi.org/10.1111/j.1365-2885.1981.tb00736.x
https://doi.org/10.1111/j.1365-2885.1981.tb00736.x
https://doi.org/10.1016/j.biortech.2008.04.064
https://doi.org/10.1073/pnas.2111294119
https://doi.org/10.1073/pnas.2111294119
https://doi.org/10.3389/fmicb.2017.02642
https://doi.org/10.3389/fmicb.2017.02642
https://doi.org/10.1016/j.anaerobe.2016.04.004
https://doi.org/10.1016/j.anaerobe.2016.04.004
https://doi.org/10.1021/acssynbio.2c00137
https://doi.org/10.1128/jb.94.1.171-175.1967
https://doi.org/10.1128/jb.94.1.171-175.1967


390

Journal of Dairy Science Vol. 108 No. 1, 2025

Beauchemin, K. A., E. M. Ungerfeld, A. L. Abdalla, C. Alvarez, C. 
Arndt, P. Becquet, C. Benchaar, and A. Berndt., R, M. Mauricio, 
T. A. McAllister, W. Oyhantçabal, S. A. Salami, L. Shalloo, Y. Sun, 
J. Tricarico, A. Uwizeye, C. De Camillis, M. Bernoux, T. Robin-
son, and E. Kebreab. 2022. Invited review: Current enteric methane 
mitigation options. J. Dairy Sci. 105:9297–9326. https:​/​/​doi​.org/​10​
.3168/​jds​.2022–22091.

Beauchemin, K. A., E. M. Ungerfeld, R. J. Eckard, and M. Wang. 2020. 
Review: Fifty years of research on rumen methanogenesis: Lessons 
learned and future challenges for mitigation. Animal 14:s2–s16. 
https:​/​/​doi​.org/​10​.1017/​S1751731119003100.

Belanche, A., G. de la Fuente, and C. J. Newbold. 2014. Study of 
methanogen communities associated with different rumen protozoal 
populations. FEMS Microbiol. Ecol. 90:663–677. https:​/​/​doi​.org/​10​
.1111/​1574​-6941​.12423.

Belanche, A., C. J. Newbold, D. P. Morgavi, A. Bach, B. Zweifel, and 
D. R. Yanez-Ruiz. 2020. A meta-analysis describing the effects of 
the essential oils blend Agolin ruminant on performance, rumen 
fermentation and methane emissions in dairy cows. Animals (Basel) 
10:620. https:​/​/​doi​.org/​10​.3390/​ani10040620.

Benchaar, C., and H. Greathead. 2011. Essential oils and opportunities 
to mitigate enteric methane emissions from ruminants. Anim. Feed 
Sci. Technol. 166–167:338–355. https:​/​/​doi​.org/​10​.1016/​j​.anifeedsci​
.2011​.04​.024.

Bergerat, A., D. Gadelle, and P. Forterre. 1994. Purification of a DNA 
topoisomerase II from the hyperthermophilic archaeon Sulfolobus 
shibatae. A thermostable enzyme with both bacterial and eucaryal 
features. J. Biol. Chem. 269:27663–27669. https:​/​/​doi​.org/​10​.1016/​
S0021​-9258(18)47037​-8.

Calsamiglia, S., M. Busquet, P. W. Cardozo, L. Castillejos, and A. Ferret. 
2007. Invited review: Essential oils as modifiers of rumen microbial 
fermentation. J. Dairy Sci. 90:2580–2595. https:​/​/​doi​.org/​10​.3168/​
jds​.2006​-644.

Chen, M., and M. J. Wolin. 1979. Effect of monensin and lasalocid-
sodium on the growth of methanogenic and rumen saccharolytic 
bacteria. Appl. Environ. Microbiol. 38:72–77. https:​/​/​doi​.org/​10​
.1128/​aem​.38​.1​.72​-77​.1979.

Chiquette, J., K.-J. Cheng, J. W. Costerton, and L. P. Milligan. 1988. effect 
of tannins on the digestibility of two isosynthetic strains of birdsfoot 
trefoil (Lotus corniculatus L.) using in vitro and in sacco techniques. 
Can. J. Anim. Sci. 68:751–760. https:​/​/​doi​.org/​10​.4141/​cjas88​-084.

Colucci, P. E., G. K. MacLeod, W. L. Grovum, I. McMillan, and D. J. Bar-
ney. 1990. Digesta kinetics in sheep and cattle fed diets with differ-
ent forage to concentrate ratios at high and low intakes. J. Dairy Sci. 
73:2143–2156. https:​/​/​doi​.org/​10​.3168/​jds​.S0022​-0302(90)78895​-9.

Costigan, H., L. Shalloo, M. Egan, M. Kennedy, C. Dwan, S. Walsh, D. 
Hennessy, N. Walker, R. Zihlmann, and B. Lahart. 2024. The effect 
of twice daily 3-nitroxypropanol supplementation on enteric meth-
ane emissions in grazing dairy cows. J. Dairy Sci. 107:9197–9208. 
https://doi.org/10.3168/jds.2024-24772. In press.

de Raphélis-Soissan, V., L. Li, I. R. Godwin, M. C. Barnett, H. B. Per-
dok, and R. S. Hegarty. 2014. Use of nitrate and Propionibacterium 
acidipropionici to reduce methane emissions and increase wool 
growth of Merino sheep. Anim. Prod. Sci. 54:1860–1866. https:​/​/​doi​
.org/​10​.1071/​AN14329.

del Prado, A., R. E. Vibart, F. M. Bilotto, C. Faverin, F. Garcia, F. L. 
Henrique, F. F. G. D. Leite, A. M. Mazzetto, B. G. Ridoutt, D. R. 
Yáñez-Ruiz, and A. Bannink. 2025. Feed additives for methane miti-
gation: Assessment of feed additives as a strategy to mitigate enteric 
methane from ruminants—Accounting; How to quantify the mitigat-
ing potential of using antimethanogenic feed additives. J. Dairy Sci. 
108:411–429. https:​/​/​doi​.org/​10​.3168/​jds​.2024​-25044.

Demeyer, D. I. 1982. Influence of calcium peroxide on fermentation pat-
tern and protozoa in the rumen. Arch. Tierernahr. 32:579–593. https:​
/​/​doi​.org/​10​.1080/​17450398209435886.

Dijkstra, J., A. Bannink, G. F. S. Congio, J. L. Ellis, M. Eugène, F. Gar-
cia, M. Niu, R. E. Vibart, D. R. Yáñez-Ruiz, and E. Kebreab. 2025. 
Feed additives for methane mitigation: Modeling the impact of feed 
additives on enteric methane emission of ruminants—Approaches 
and recommendations. J. Dairy Sci. 108:356–374. https:​/​/​doi​.org/​10​
.3168/​jds​.2024​-25049.

Dijkstra, J., A. Bannink, J. France, E. Kebreab, and S. van Gastelen. 
2018. Short communication: Antimethanogenic effects of 3-nitro-
oxypropanol depend on supplementation dose, dietary fiber content, 
and cattle type. J. Dairy Sci. 101:9041–9047. https:​/​/​doi​.org/​10​
.3168/​jds​.2018​-14456.

Drewnoski, M. E., D. J. Pogge, and S. L. Hansen. 2014. High-sulfur in 
beef cattle diets: A review. J. Anim. Sci. 92:3763–3780. https:​/​/​doi​
.org/​10​.2527/​jas​.2013​-7242.

Duffield, T. F., A. R. Rabiee, and I. J. Lean. 2008. A meta-analysis of the 
impact of monensin in lactating dairy cattle. Part 2. Production effects. 
J. Dairy Sci. 91:1347–1360. https:​/​/​doi​.org/​10​.3168/​jds​.2007​-0608.

Duin, E. C., T. Wagner, S. Shima, D. Prakash, B. Cronin, D. R. Yanez-
Ruiz, S. Duval, R. Rumbeli, R. T. Stemmler, R. K. Thauer, and M. 
Kindermann. 2016. Mode of action uncovered for the specific reduc-
tion of methane emissions from ruminants by the small molecule 
3-nitrooxypropanol. Proc. Natl. Acad. Sci. USA 113:6172–6177. 
https:​/​/​doi​.org/​10​.1073/​pnas​.1600298113.

Dumitru, R., H. Palencia, S. D. Schroeder, B. A. DeMontigny, J. M. 
Takacs, M. E. Rasche, J. L. Miner, and S. W. Ragsdale. 2003. Tar-
geting methanopterin biosynthesis to inhibit methanogenesis. Appl. 
Environ. Microbiol. 69:7236–7241. https:​/​/​doi​.org/​10​.1128/​AEM​.69​
.12​.7236​-7241​.2003.

Durmic, Z., E. C. Duin, A. Bannink, A. Belanche, V. Carbone, M. D. 
Carro, M. Crüsemann, V. Fievez, F. Garcia, A. Hristov, M. Joch, G. 
Martinez-Fernandez, S. Muetzel, E. M. Ungerfeld, M. Wang, and 
D. R. Yáñez-Ruiz. 2025. Feed additives for methane mitigation: 
Recommendations for identification and selection of bioactive com-
pounds to develop antimethanogenic feed additives. J. Dairy Sci. 
108:302–321. https:​/​/​doi​.org/​10​.3168/​jds​.2024​-25045.

Eckersall, P. D., and R. Bell. 2010. Acute phase proteins: Biomarkers of 
infection and inflammation in veterinary medicine. Vet. J. 185:23–
27. https:​/​/​doi​.org/​10​.1016/​j​.tvjl​.2010​.04​.009.

EFSA Panel on FEEDAP (Additives Products or Substances used in 
Animal Feed), V. Bampidis, G. Azimonti, M. d. L. Bastos, H. Chris-
tensen, B. Dusemund, M. Fašmon Durjava, M. Kouba, M. López-
Alonso, S. López Puente, F. Marcon, B. Mayo, A. Pechová, M. Pet-
kova, F. Ramos, Y. Sanz, R. E. Villa, R. Woutersen, G. Aquilina, G. 
Bories, P. G. Brantom, J. Gropp, K. Svensson, L. Tosti, M. Anguita, 
J. Galobart, P. Manini, J. Tarrès-Call, and F. Pizzo. 2021. Safety and 
efficacy of a feed additive consisting of 3-nitrooxypropanol (Bovaer 
10) for ruminants for milk production and reproduction (DSM Nu-
tritional Products Ltd.). EFSA J. 19:e06905. https:​/​/​doi​.org/​10​.2903/​
j​.efsa​.2021​.6905.

Ellermann, J., S. Rospert, R. K. Thauer, M. Bokranz, A. Klein, M. Voges, 
and A. Berkessel. 1989. Methyl-coenzyme-M reductase from Metha-
nobacterium thermoautotrophicum (strain Marburg). Purity, activity 
and novel inhibitors. Eur. J. Biochem. 184:63–68. https:​/​/​doi​.org/​10​
.1111/​j​.1432​-1033​.1989​.tb14990​.x.

Feldewert, C., K. Lang, and A. Brune. 2020. The hydrogen threshold 
of obligately methyl-reducing methanogens. FEMS Microbiol. Lett. 
367:fnaa137. https:​/​/​doi​.org/​10​.1093/​femsle/​fnaa137.

Feng, X. Y., J. Dijkstra, A. Bannink, S. van Gastelen, J. France, and E. 
Kebreab. 2020. Antimethanogenic effects of nitrate supplementation 
in cattle: A meta-analysis. J. Dairy Sci. 103:11375–11385. https:​/​/​doi​
.org/​10​.3168/​jds​.2020​-18541.

Ferguson, D. J. Jr., N. Gorlatova, D. A. Grahame, and J. A. Krzycki. 
2000. Reconstitution of dimethylamine:​coenzyme M methyl transfer 
with a discrete corrinoid protein and two methyltransferases purified 
from Methanosarcina barkeri. J. Biol. Chem. 275:29053–29060. 
https:​/​/​doi​.org/​10​.1074/​jbc​.M910218199.

Ferry, J. G. 1992. Biochemistry of methanogenesis. Crit. Rev. 
Biochem. Mol. Biol. 27:473–503. https:​/​/​doi​.org/​10​.3109/​
10409239209082570.

France, J., and J. Dijkstra. 2005. Volatile fatty acid production. Pages 
157–175 in Quantitative Aspects of Ruminant Digestion and Me-
tabolism. 2nd ed. J. Dijkstra, J. M. Forbes, and J. France, ed. CABI.

Friedman, N., E. Jami, and I. Mizrahi. 2017. Compositional and function-
al dynamics of the bovine rumen methanogenic community across 
different developmental stages. Environ. Microbiol. 19:3365–3373. 
https:​/​/​doi​.org/​10​.1111/​1462​-2920​.13846.

Belanche et al.: MODE OF ACTION OF ANTIMETHANOGENIC FEED ADDITIVES

https://doi.org/10.3168/jds.2022–22091
https://doi.org/10.3168/jds.2022–22091
https://doi.org/10.1017/S1751731119003100
https://doi.org/10.1111/1574-6941.12423
https://doi.org/10.1111/1574-6941.12423
https://doi.org/10.3390/ani10040620
https://doi.org/10.1016/j.anifeedsci.2011.04.024
https://doi.org/10.1016/j.anifeedsci.2011.04.024
https://doi.org/10.1016/S0021-9258(18)47037-8
https://doi.org/10.1016/S0021-9258(18)47037-8
https://doi.org/10.3168/jds.2006-644
https://doi.org/10.3168/jds.2006-644
https://doi.org/10.1128/aem.38.1.72-77.1979
https://doi.org/10.1128/aem.38.1.72-77.1979
https://doi.org/10.4141/cjas88-084
https://doi.org/10.3168/jds.S0022-0302(90)78895-9
https://doi.org/10.3168/jds.2024-24772
https://doi.org/10.1071/AN14329
https://doi.org/10.1071/AN14329
https://doi.org/10.3168/jds.2024-25044
https://doi.org/10.1080/17450398209435886
https://doi.org/10.1080/17450398209435886
https://doi.org/10.3168/jds.2024-25049
https://doi.org/10.3168/jds.2024-25049
https://doi.org/10.3168/jds.2018-14456
https://doi.org/10.3168/jds.2018-14456
https://doi.org/10.2527/jas.2013-7242
https://doi.org/10.2527/jas.2013-7242
https://doi.org/10.3168/jds.2007-0608
https://doi.org/10.1073/pnas.1600298113
https://doi.org/10.1128/AEM.69.12.7236-7241.2003
https://doi.org/10.1128/AEM.69.12.7236-7241.2003
https://doi.org/10.3168/jds.2024-25045
https://doi.org/10.1016/j.tvjl.2010.04.009
https://doi.org/10.2903/j.efsa.2021.6905
https://doi.org/10.2903/j.efsa.2021.6905
https://doi.org/10.1111/j.1432-1033.1989.tb14990.x
https://doi.org/10.1111/j.1432-1033.1989.tb14990.x
https://doi.org/10.1093/femsle/fnaa137
https://doi.org/10.3168/jds.2020-18541
https://doi.org/10.3168/jds.2020-18541
https://doi.org/10.1074/jbc.M910218199
https://doi.org/10.3109/10409239209082570
https://doi.org/10.3109/10409239209082570
https://doi.org/10.1111/1462-2920.13846


Journal of Dairy Science Vol. 108 No. 1, 2025

391

Frutos, P., G. Hervas, F. J. Giráldez, and A. R. Mantecón. 2004. Review: 
Tannins and ruminant nutrition. Span. J. Agric. Res. 2:191–202. 
https:​/​/​doi​.org/​10​.5424/​sjar/​2004022​-73.

Furman, O., L. Shenhav, G. Sasson, F. Kokou, H. Honig, S. Jacoby, T. 
Hertz, O. X. Cordero, E. Halperin, and I. Mizrahi. 2020. Stochastic-
ity constrained by deterministic effects of diet and age drive rumen 
microbiome assembly dynamics. Nat. Commun. 11:1904. https:​/​/​doi​
.org/​10​.1038/​s41467​-020​-15652​-8.

Gagen, E. J., P. Mosoni, S. E. Denman, R. Al Jassim, C. S. McSweeney, 
and E. Forano. 2012. Methanogen colonisation does not significantly 
alter acetogen diversity in lambs isolated 17 h after birth and raised 
aseptically. Microb. Ecol. 64:628–640. https:​/​/​doi​.org/​10​.1007/​
s00248​-012​-0024​-z.

Ghanbari Maman, L., F. Palizban, F. Fallah Atanaki, N. Elmi Ghiasi, S. 
Ariaeenejad, M. R. Ghaffari, G. Hosseini Salekdeh, and K. Kavousi. 
2020. Co-abundance analysis reveals hidden players associated with 
high methane yield phenotype in sheep rumen microbiome. Sci. Rep. 
10:4995. https:​/​/​doi​.org/​10​.1038/​s41598​-020​-61942​-y.

Gibson, G. R., G. T. Macfarlane, and J. H. Cummings. 1993. Sulphate 
reducing bacteria and hydrogen metabolism in the human large in-
testine. Gut 34:437–439. https:​/​/​doi​.org/​10​.1136/​gut​.34​.4​.437.

Gilbert, R., and D. Ouwerkerk. 2020. Ruminal viruses and extrachro-
mosomal genetic elements. Pages 281–320 in Improving Rumen 
Function. C. S. McSweeney and R. I. Mackie, ed. Burleigh Dodds 
Science Publishing Limited.

Gilbert, R. A., E. M. Townsend, K. S. Crew, T. C. A. Hitch, J. C. A. Frie-
dersdorff, C. J. Creevey, P. B. Pope, D. Ouwerkerk, and E. Jameson. 
2020. Rumen virus populations: Technological advances enhancing 
current understanding. Front. Microbiol. 11:450. https:​/​/​doi​.org/​10​
.3389/​fmicb​.2020​.00450.

Glasson, C. R. K., R. D. Kinley, R. de Nys, N. King, S. L. Adams, 
M. A. Packer, J. Svenson, C. T. Eason, and M. Magnusson. 2022. 
Benefits and risks of including the bromoform containing seaweed 
Asparagopsis in feed for the reduction of methane production from 
ruminants. Algal Res. 64:102673. https:​/​/​doi​.org/​10​.1016/​j​.algal​
.2022​.102673.

Goenrich, M., F. Mahlert, E. C. Duin, C. Bauer, B. Jaun, and R. K. 
Thauer. 2004. Probing the reactivity of Ni in the active site of meth-
yl-coenzyme M reductase with substrate analogues. J. Biol. Inorg. 
Chem. 9:691–705. https:​/​/​doi​.org/​10​.1007/​s00775​-004​-0552​-1.

Gräwert, T., H. P. Hohmann, M. Kindermann, S. Duval, A. Bacher, and 
M. Fischer. 2014. Inhibition of methyl-CoM Reductase from Metha-
nobrevibacter ruminantium by 2-bromoethanesulfonate. J. Agric. 
Food Chem. 62:12487–12490. https:​/​/​doi​.org/​10​.1021/​jf505056g.

Greening, C., R. Geier, C. Wang, L. C. Woods, S. E. Morales, M. J. Mc-
Donald, R. Rushton-Green, X. C. Morgan, S. Koike, S. C. Leahy, W. 
J. Kelly, I. Cann, G. T. Attwood, G. M. Cook, and R. I. Mackie. 2019. 
Diverse hydrogen production and consumption pathways influence 
methane production in ruminants. ISME J. 13:2617–2632. https:​/​/​
doi​.org/​10​.1038/​s41396​-019​-0464​-2.

Gruninger, R. J., X. M. Zhang, M. L. Smith, L. Kung Jr., D. Vyas, S. M. 
McGinn, M. Kindermann, M. Wang, Z. L. Tan, and K. A. Beauche-
min. 2022. Application of 3-nitrooxypropanol and canola oil to 
mitigate enteric methane emissions of beef cattle results in distinctly 
different effects on the rumen microbial community. Anim. Microbi-
ome 4:35. https:​/​/​doi​.org/​10​.1186/​s42523​-022​-00179​-8.

Guerrero-Cruz, S., A. Vaksmaa, M. A. Horn, H. Niemann, M. Pijuan, and 
A. Ho. 2021. Methanotrophs: Discoveries, environmental relevance, 
and a perspective on current and future applications. Front. Micro-
biol. 12:678057. https:​/​/​doi​.org/​10​.3389/​fmicb​.2021​.678057.

Gunsalus, R. P., J. A. Romesser, and R. S. Wolfe. 1978. Preparation of 
coenzyme M analogues and their activity in the methyl coenzyme 
M reductase system of Methanobacterium thermoautotrophicum. 
Biochemistry 17:2374–2377. https:​/​/​doi​.org/​10​.1021/​bi00605a019.

Hackmann, T. J., D. K. Ngugi, J. L. Firkins, and J. Tao. 2017. Genomes 
of rumen bacteria encode atypical pathways for fermenting hexoses 
to short-chain fatty acids. Environ. Microbiol. 19:4670–4683. https:​
/​/​doi​.org/​10​.1111/​1462​-2920​.13929.

Harrison, R. A. P., and S. E. Vickers. 1990. Use of fluorescent probes to 
assess membrane integrity in mammalian spermatozoa. J. Reprod. 
Fert. 88:343–352. https:​/​/​doi​.org/​10​.1530/​jrf​.0​.0880343.

He, Z. X., J. Y. Qiao, Z. L. Tan, and M. Wang. 2018. Carbon-13 stable 
isotope analysis reveals the existence but insignificance of ruminal 
methanogenic pathway from acetate in a batch culture system. Anim. 
Feed Sci. Technol. 246:46–51. https:​/​/​doi​.org/​10​.1016/​j​.anifeedsci​
.2018​.10​.002.

Hedderich, R., A. Berkessel, and R. K. Thauer. 1990. Purification and 
properties of heterodisulfide reductase from Methanobacterium 
thermoautotrophicum (strain Marburg). Eur. J. Biochem. 193:255–
261. https:​/​/​doi​.org/​10​.1111/​j​.1432​-1033​.1990​.tb19331​.x.

Henderson, G., F. Cox, S. Ganesh, A. Jonker, W. Young, Global Rumen 
Census Collaborators, and P. H. Janssen. 2015. Rumen microbial 
community composition varies with diet and host, but a core micro-
biome is found across a wide geographical range. Sci. Rep. 5:14567. 
https:​/​/​doi​.org/​10​.1038/​srep14567.

Horinaka, A., Y. H. Kim, A. Kimura, E. Iwamoto, T. Masaki, T. Ichijo, 
and S. Sato. 2021. Changes in the predicted function of the rumen 
bacterial community of Japanese Black beef cattle during the fatten-
ing stages according to Kyoto Encyclopedia of Genes and Genomes 
(KEGG) analyses. J. Vet. Med. Sci. 83:1098–1106. https:​/​/​doi​.org/​
10​.1292/​jvms​.21​-0121.

Horne, J., J. Hayes, and H. T. Lawless. 2002. Turbidity as a measure of 
salivary protein reactions with astringent substances. Chem. Senses 
27:653–659. https:​/​/​doi​.org/​10​.1093/​chemse/​27​.7​.653.

Hristov, A. N., A. Bannink, M. Battelli, A. Belanche, M. C. Cajarville 
Sanz, G. Fernandez-Turren, F. Garcia, A. Jonker, D. A. Kenny, V. 
Lind, S. J. Meale, D. Meo Zilio, C. Muñoz, D. Pacheco, N. Peiren, 
M. Ramin, L. Rapetti, A. Schwarm, S. Stergiadis, K. Theodoridou, 
E. M. Ungerfeld, S. van Gastelen, D. R. Yáñez-Ruiz, S. M. Waters, 
and P. Lund. 2025. Feed additives for methane mitigation: Recom-
mendations for testing enteric methane-mitigating feed additives 
in ruminant studies. J. Dairy Sci. 108:322–355. https:​/​/​doi​.org/​10​
.3168/​jds​.2024​-25050.

Huang, R., P. Romero, A. Belanche, E. M. Ungerfeld, D. Yanez-Ruiz, D. 
P. Morgavi, and M. Popova. 2023. Evaluating the effect of phenolic 
compounds as hydrogen acceptors when ruminal methanogenesis is 
inhibited in vitro—Part 1. Dairy cows. Animal 17:100788. https:​/​/​
doi​.org/​10​.1016/​j​.animal​.2023​.100788.

Huws, S. A., C. J. Creevey, L. B. Oyama, I. Mizrahi, S. E. Denman, M. 
Popova, R. Muñoz-Tamayo, E. Forano, S. M. Waters, M. Hess, I. 
Tapio, H. Smidt, S. J. Krizsan, D. R. Yáñez-Ruiz, A. Belanche, L. 
Guan, R. J. Gruninger, T. A. McAllister, C. J. Newbold, R. Roehe, 
R. J. Dewhurst, T. J. Snelling, M. Watson, G. Suen, E. H. Hart, A. 
H. Kingston-Smith, N. D. Scollan, R. M. do Prado, E. J. Pilau, H. C. 
Mantovani, G. T. Attwood, J. E. Edwards, N. R. McEwan, S. Mor-
risson, O. L. Mayorga, C. Elliott, and D. P. Morgavi. 2018. Address-
ing global ruminant agricultural challenges through understanding 
the rumen microbiome: Past, present, and future. Front. Microbiol. 
9:2161. https:​/​/​doi​.org/​10​.3389/​fmicb​.2018​.02161.

Iwamoto, M., N. Asanuma, and T. Hino. 1999. Effects of nitrate com-
bined with fumarate on methanogenesis, fermentation, and cel-
lulose digestion by mixed ruminal microbes in vitro. Anim. Sci. J. 
70:471–478. https:​/​/​doi​.org/​10​.2508/​chikusan​.70​.471.

Jackson, R. B., M. Saunois, P. Bousquet, J. G. Canadell, B. Poulter, A. R. 
Stavert, P. Bergamaschi, Y. Niwa, A. Segers, and A. Tsuruta. 2020. 
Increasing anthropogenic methane emissions arise equally from 
agricultural and fossil fuel sources. Environ. Res. Lett. 15:071002. 
https:​/​/​doi​.org/​10​.1088/​1748​-9326/​ab9ed2.

Janssen, P. H. 2010. Influence of hydrogen on rumen methane formation 
and fermentation balances through microbial growth kinetics and 
fermentation thermodynamics. Anim. Feed Sci. Technol. 160:1–22. 
https:​/​/​doi​.org/​10​.1016/​j​.anifeedsci​.2010​.07​.002.

Janssen, P. H., and M. Kirs. 2008. Structure of the archaeal community 
of the rumen. Appl. Environ. Microbiol. 74:3619–3625. https:​/​/​doi​
.org/​10​.1128/​AEM​.02812​-07.

Jeyanathan, J., C. Martin, and D. P. Morgavi. 2014. The use of direct-fed 
microbials for mitigation of ruminant methane emissions: a review. 
Animal 8:250–261. https:​/​/​doi​.org/​10​.1017/​S1751731113002085.

Johnson, M. C., A. A. Devine, J. C. Ellis, A. M. Grunden, and V. Fellner. 
2009. Effects of antibiotics and oil on microbial profiles and fermen-
tation in mixed cultures of ruminal microorganisms. J. Dairy Sci. 
92:4467–4480. https:​/​/​doi​.org/​10​.3168/​jds​.2008​-1841.

Belanche et al.: MODE OF ACTION OF ANTIMETHANOGENIC FEED ADDITIVES

https://doi.org/10.5424/sjar/2004022-73
https://doi.org/10.1038/s41467-020-15652-8
https://doi.org/10.1038/s41467-020-15652-8
https://doi.org/10.1007/s00248-012-0024-z
https://doi.org/10.1007/s00248-012-0024-z
https://doi.org/10.1038/s41598-020-61942-y
https://doi.org/10.1136/gut.34.4.437
https://doi.org/10.3389/fmicb.2020.00450
https://doi.org/10.3389/fmicb.2020.00450
https://doi.org/10.1016/j.algal.2022.102673
https://doi.org/10.1016/j.algal.2022.102673
https://doi.org/10.1007/s00775-004-0552-1
https://doi.org/10.1021/jf505056g
https://doi.org/10.1038/s41396-019-0464-2
https://doi.org/10.1038/s41396-019-0464-2
https://doi.org/10.1186/s42523-022-00179-8
https://doi.org/10.3389/fmicb.2021.678057
https://doi.org/10.1021/bi00605a019
https://doi.org/10.1111/1462-2920.13929
https://doi.org/10.1111/1462-2920.13929
https://doi.org/10.1530/jrf.0.0880343
https://doi.org/10.1016/j.anifeedsci.2018.10.002
https://doi.org/10.1016/j.anifeedsci.2018.10.002
https://doi.org/10.1111/j.1432-1033.1990.tb19331.x
https://doi.org/10.1038/srep14567
https://doi.org/10.1292/jvms.21-0121
https://doi.org/10.1292/jvms.21-0121
https://doi.org/10.1093/chemse/27.7.653
https://doi.org/10.3168/jds.2024-25050
https://doi.org/10.3168/jds.2024-25050
https://doi.org/10.1016/j.animal.2023.100788
https://doi.org/10.1016/j.animal.2023.100788
https://doi.org/10.3389/fmicb.2018.02161
https://doi.org/10.2508/chikusan.70.471
https://doi.org/10.1088/1748-9326/ab9ed2
https://doi.org/10.1016/j.anifeedsci.2010.07.002
https://doi.org/10.1128/AEM.02812-07
https://doi.org/10.1128/AEM.02812-07
https://doi.org/10.1017/S1751731113002085
https://doi.org/10.3168/jds.2008-1841


392

Journal of Dairy Science Vol. 108 No. 1, 2025

Kajikawa, H., C. Valdes, K. Hillman, R. J. Wallace, and C. J. Newbold. 
2003. Methane oxidation and its coupled electron-sink reactions in 
ruminal fluid. Lett. Appl. Microbiol. 36:354–357. https:​/​/​doi​.org/​10​
.1046/​j​.1472​-765X​.2003​.01317​.x.

Kebreab, E., A. Bannink, E. M. Pressman, N. Walker, A. Karagiannis, 
S. van Gastelen, and J. Dijkstra. 2023. A meta-analysis of effects of 
3-nitrooxypropanol on methane production, yield, and intensity in 
dairy cattle. J. Dairy Sci. 106:927–936. https:​/​/​doi​.org/​10​.3168/​jds​
.2022​-22211.

Khairunisa, B. H., C. Heryakusuma, K. Ike, B. Mukhopadhyay, and D. 
Susanti. 2023. Evolving understanding of rumen methanogen eco-
physiology. Front. Microbiol. 14:1296008. https:​/​/​doi​.org/​10​.3389/​
fmicb​.2023​.1296008.

Khelaifia, S., and M. Drancourt. 2012. Susceptibility of archaea to 
antimicrobial agents: Applications to clinical microbiology. Clin. 
Microbiol. Infect. 18:841–848. https:​/​/​doi​.org/​10​.1111/​j​.1469​-0691​
.2012​.03913​.x.

Kim, S. H., C. Lee, H. A. Pechtl, J. M. Hettick, M. R. Campler, M. D. 
Pairis-Garcia, K. A. Beauchemin, P. Celi, and S. M. Duval. 2019. 
Effects of 3-nitrooxypropanol on enteric methane production, rumen 
fermentation, and feeding behavior in beef cattle fed a high-forage 
or high-grain diet1. J. Anim. Sci. 97:2687–2699. https:​/​/​doi​.org/​10​
.1093/​jas/​skz140.

Kjeldsen, M. H., M. B. Jensen, and P. Lund. 2022. Potent methane reduc-
ing feed additives in a Danish context, and their reduction potential, 
additive effects, risks related to animal welfare and carry-over to 
milk, and potential trade-offs. Advisory report from DCA – Danish 
Centre for Food and Agriculture, Aarhus University. Accessed Jan. 
30, 2023. https:​/​/​pure​.au​.dk/​portal/​files/​306097925/​Rapport​_FINAL​
_300123​.pdf

Knobloch, K., N. Weis, and H. Weigand. 1986. Mechanism of antimicro-
bial activity of essential oils. Planta Med. 52:556. https:​/​/​doi​.org/​10​
.1055/​s​-2007​-969370.

Krone, U. E., K. Laufer, R. K. Thauer, and H. P. Hogenkamp. 1989. Co-
enzyme F430 as a possible catalyst for the reductive dehalogenation 
of chlorinated C1 hydrocarbons in methanogenic bacteria. Biochem-
istry 28:10061–10065. https:​/​/​doi​.org/​10​.1021/​bi00452a027.

Kung, L. Jr., K. A. Smith, A. M. Smagala, K. M. Endres, C. A. Bessett, 
N. K. Ranjit, and J. Yaissle. 2003. Effects of 9,10 anthraquinone 
on ruminal fermentation, total-tract digestion, and blood metabolite 
concentrations in sheep. J. Anim. Sci. 81:323–328. https:​/​/​doi​.org/​10​
.2527/​2003​.811323x.

Lanigan, G. W. 1972. Metabolism of pyrrolizidine alkaloids in the ovine 
rumen. IV. Effects of chloral hydrate and halogenated methanes 
on rumen methanogenesis and alkaloid metabolism in fistulated 
sheep. Aust. J. Agric. Res. 23:1085–1091. https:​/​/​doi​.org/​10​.1071/​
AR9721085.

le Van, T. D., J. A. Robinson, J. Ralph, R. C. Greening, W. J. Smolenski, 
J. A. Leedle, and D. M. Schaefer. 1998. Assessment of reductive 
acetogenesis with indigenous ruminal bacterium populations and 
Acetitomaculum ruminis. Appl. Environ. Microbiol. 64:3429–3436. 
https:​/​/​doi​.org/​10​.1128/​AEM​.64​.9​.3429​-3436​.1998.

Lee, C., and K. A. Beauchemin. 2014. A review of feeding supplemen-
tary nitrate to ruminant animals: nitrate toxicity, methane emissions, 
and production performance. Can. J. Anim. Sci. 94:557–570. https:​/​
/​doi​.org/​10​.4141/​cjas​-2014​-069.

Lee, C., S. H. Kim, K. Beauchemin, P. Celi, and S. Duval. 2020. Short-
term eating preference of beef cattle fed high forage or high grain 
diets supplemented with 3-nitrooxypropanol. Animals (Basel) 10:64. 
https:​/​/​doi​.org/​10​.3390/​ani10010064.

Li, X., H. C. Norman, R. D. Kinley, M. Laurence, M. Wilmot, H. Bender, 
R. de Nys, and N. Tomkins. 2018. Asparagopsis taxiformis decreases 
enteric methane production from sheep. Anim. Prod. Sci. 58:681–
688. https:​/​/​doi​.org/​10​.1071/​AN15883.

Li, X., J. Telser, R. C. Kunz, B. M. Hoffman, G. Gerfen, and S. W. Rags-
dale. 2010. Observation of organometallic and radical intermediates 
formed during the reaction of methyl-coenzyme M reductase with 
bromoethanesulfonate. Biochemistry 49:6866–6876. https:​/​/​doi​.org/​
10​.1021/​bi100650m.

Liu, L., X. Xu, Y. Cao, C. Cai, H. Cui, and J. Yao. 2017. Nitrate decreases 
methane production also by increasing methane oxidation through 

stimulating NC10 population in ruminal culture. AMB Express 7:76. 
https:​/​/​doi​.org/​10​.1186/​s13568​-017​-0377​-2.

Liu, Y., and W. B. Whitman. 2008. Metabolic, phylogenetic, and eco-
logical diversity of the methanogenic archaea. Ann. N. Y. Acad. Sci. 
1125:171–189. https:​/​/​doi​.org/​10​.1196/​annals​.1419​.019.

Ljungdhal, L. G. 1986. The autotrophic pathway of acetate synthesis in 
acetogenic bacteria. Annu. Rev. Microbiol. 40:415–450. https:​/​/​doi​
.org/​10​.1146/​annurev​.mi​.40​.100186​.002215.

Long, F., C. Y. Cheung, W. B. Whitman, G. M. Cook, and R. S. Ronimus. 
2021. Using genome comparisons of wild-type and resistant mutants 
of Methanococcus maripaludis to help understand mechanisms of 
resistance to methane inhibitors. Access Microbiol. 3:000244. https:​
/​/​doi​.org/​10​.1099/​acmi​.0​.000244.

Machado, L., M. Magnusson, N. A. Paul, R. Kinley, R. de Nys, and N. 
Tomkins. 2016. Identification of bioactives from the red seaweed 
Asparagopsis taxiformis that promote antimethanogenic activity 
in vitro. J. Appl. Phycol. 28:3117–3126. https:​/​/​doi​.org/​10​.1007/​
s10811​-016​-0830​-7.

Machado, L., N. Tomkins, M. Magnusson, D. J. Midgley, R. de Nys, and 
C. P. Rosewarne. 2018. In vitro response of rumen microbiota to the 
antimethanogenic red macroalga Asparagopsis taxiformis. Microb. 
Ecol. 75:811–818. https:​/​/​doi​.org/​10​.1007/​s00248​-017​-1086​-8.

Malik, P. K., S. Trivedi, A. P. Kolte, V. Sejian, R. Bhatta, and H. Rahman. 
2022. Diversity of rumen microbiota using metagenome sequencing 
and methane yield in Indian sheep fed on straw and concentrate diet. 
Saudi J. Biol. Sci. 29:103345. https:​/​/​doi​.org/​10​.1016/​j​.sjbs​.2022​
.103345.

Markantonatos, X., and G. A. Varga. 2017. Effects of monensin on glu-
cose metabolism in transition dairy cows. J. Dairy Sci. 100:9020–
9035. https:​/​/​doi​.org/​10​.3168/​jds​.2016​-12007.

Martinez-Fernandez, G., S. E. Denman, J. Cheung, and C. S. McSwee-
ney. 2017. Phloroglucinol degradation in the rumen promotes the 
capture of excess hydrogen generated from methanogenesis inhibi-
tion. Front. Microbiol. 8:1871. https:​/​/​doi​.org/​10​.3389/​fmicb​.2017​
.01871.

Martinez-Fernandez, G., S. E. Denman, C. Yang, J. Cheung, M. Mit-
sumori, and C. S. McSweeney. 2016. Methane inhibition alters the 
microbial community, hydrogen flow, and fermentation response 
in the rumen of cattle. Front. Microbiol. 7:1122. https:​/​/​doi​.org/​10​
.3389/​fmicb​.2016​.01122.

Martinez-Fernandez, G., S. Duval, M. Kindermann, H. J. Schirra, S. 
E. Denman, and C. S. McSweeney. 2018. 3-NOP vs. halogenated 
compound: Methane production, ruminal fermentation and microbial 
community response in forage fed cattle. Front. Microbiol. 9:1582. 
https:​/​/​doi​.org/​10​.3389/​fmicb​.2018​.01582.

McFadden, J. W., C. L. Girard, S. Tao, Z. Zhou, J. K. Bernard, M. 
Duplessis, and H. M. White. 2020. Symposium review: One-carbon 
metabolism and methyl donor nutrition in the dairy cow. J. Dairy 
Sci. 103:5668–5683. https:​/​/​doi​.org/​10​.3168/​jds​.2019​-17319.

Melgar, A., M. T. Harper, J. Oh, F. Giallongo, M. E. Young, T. L. Ott, 
S. Duval, and A. N. Hristov. 2020. Effects of 3-nitrooxypropanol 
on rumen fermentation, lactational performance, and resumption of 
ovarian cyclicity in dairy cows. J. Dairy Sci. 103:410–432. https:​/​/​
doi​.org/​10​.3168/​jds​.2019​-17085.

Miller, T. L., and M. J. Wolin. 2001. Inhibition of growth of methane-
producing bacteria of the ruminant forestomach by hydroxymeth-
ylglutaryl-SCoA reductase inhibitors. J. Dairy Sci. 84:1445–1448. 
https:​/​/​doi​.org/​10​.3168/​jds​.S0022​-0302(01)70177​-4.

Morgavi, D. P., G. Cantalapiedra-Hijar, M. Eugene, C. Martin, P. 
Noziere, M. Popova, I. Ortigues-Marty, R. Munoz-Tamayo, and E. 
M. Ungerfeld. 2023. Review: Reducing enteric methane emissions 
improves energy metabolism in livestock: is the tenet right? Animal 
17(Suppl. 3):100830. https:​/​/​doi​.org/​10​.1016/​j​.animal​.2023​.100830.

Morgavi, D. P., E. Forano, C. Martin, and C. J. Newbold. 2010. Microbial 
ecosystem and methanogenesis in ruminants. Animal 4:1024–1036. 
https:​/​/​doi​.org/​10​.1017/​S1751731110000546.

Muizelaar, W., M. Groot, G. van Duinkerken, R. Peters, and J. Dijkstra. 
2021. Safety and Transfer Study: Transfer of bromoform present in 
Asparagopsis taxiformis to milk and urine of lactating dairy cows. 
Foods 10:584. https:​/​/​doi​.org/​10​.3390/​foods10030584.

Belanche et al.: MODE OF ACTION OF ANTIMETHANOGENIC FEED ADDITIVES

https://doi.org/10.1046/j.1472-765X.2003.01317.x
https://doi.org/10.1046/j.1472-765X.2003.01317.x
https://doi.org/10.3168/jds.2022-22211
https://doi.org/10.3168/jds.2022-22211
https://doi.org/10.3389/fmicb.2023.1296008
https://doi.org/10.3389/fmicb.2023.1296008
https://doi.org/10.1111/j.1469-0691.2012.03913.x
https://doi.org/10.1111/j.1469-0691.2012.03913.x
https://doi.org/10.1093/jas/skz140
https://doi.org/10.1093/jas/skz140
https://pure.au.dk/portal/files/306097925/Rapport_FINAL_300123.pdf
https://pure.au.dk/portal/files/306097925/Rapport_FINAL_300123.pdf
https://doi.org/10.1055/s-2007-969370
https://doi.org/10.1055/s-2007-969370
https://doi.org/10.1021/bi00452a027
https://doi.org/10.2527/2003.811323x
https://doi.org/10.2527/2003.811323x
https://doi.org/10.1071/AR9721085
https://doi.org/10.1071/AR9721085
https://doi.org/10.1128/AEM.64.9.3429-3436.1998
https://doi.org/10.4141/cjas-2014-069
https://doi.org/10.4141/cjas-2014-069
https://doi.org/10.3390/ani10010064
https://doi.org/10.1071/AN15883
https://doi.org/10.1021/bi100650m
https://doi.org/10.1021/bi100650m
https://doi.org/10.1186/s13568-017-0377-2
https://doi.org/10.1196/annals.1419.019
https://doi.org/10.1146/annurev.mi.40.100186.002215
https://doi.org/10.1146/annurev.mi.40.100186.002215
https://doi.org/10.1099/acmi.0.000244
https://doi.org/10.1099/acmi.0.000244
https://doi.org/10.1007/s10811-016-0830-7
https://doi.org/10.1007/s10811-016-0830-7
https://doi.org/10.1007/s00248-017-1086-8
https://doi.org/10.1016/j.sjbs.2022.103345
https://doi.org/10.1016/j.sjbs.2022.103345
https://doi.org/10.3168/jds.2016-12007
https://doi.org/10.3389/fmicb.2017.01871
https://doi.org/10.3389/fmicb.2017.01871
https://doi.org/10.3389/fmicb.2016.01122
https://doi.org/10.3389/fmicb.2016.01122
https://doi.org/10.3389/fmicb.2018.01582
https://doi.org/10.3168/jds.2019-17319
https://doi.org/10.3168/jds.2019-17085
https://doi.org/10.3168/jds.2019-17085
https://doi.org/10.3168/jds.S0022-0302(01)70177-4
https://doi.org/10.1016/j.animal.2023.100830
https://doi.org/10.1017/S1751731110000546
https://doi.org/10.3390/foods10030584


Journal of Dairy Science Vol. 108 No. 1, 2025

393

Muñoz, C., I. A. Muñoz, R. Rodríguez, N. L. Urrutia, and E. M. Un-
gerfeld. 2024. Effect of combining the methanogenesis inhibitor 
3-nitrooxypropanol and cottonseeds on methane emissions, feed in-
take, and milk production of grazing dairy cows. Animal 18:101203. 
https:​/​/​doi​.org/​10​.1016/​j​.animal​.2024​.101203.

Nagaraja, T. G., C. J. Newbold, C. J. van Nevel, and D. I. Demeyer. 
1997. Manipulation of ruminal fermentation. Pages 523–632 in The 
Rumen Microbial Ecosystem. P. N. Hobson and C. S. Stewart, ed. 
Springer.

Nayak, D. D., and W. W. Metcalf. 2017. Cas9-mediated genome editing 
in the methanogenic archaeon Methanosarcina acetivorans. Proc. 
Natl. Acad. Sci. USA 114:2976–2981. https:​/​/​doi​.org/​10​.1073/​pnas​
.1618596114.

Newbold, C. J., S. Lopez, N. Nelson, J. O. Ouda, R. J. Wallace, and A. R. 
Moss. 2005. Propionate precursors and other metabolic intermedi-
ates as possible alternative electron acceptors to methanogenesis in 
ruminal fermentation in vitro. Br. J. Nutr. 94:27–35. https:​/​/​doi​.org/​
10​.1079/​BJN20051445.

Newbold, C. J., R. J. Wallace, and N. D. Walker. 1993. The effect of 
tetronasin and monensin on fermentation, microbial numbers and the 
development of ionophore-resistant bacteria in the rumen. J. Appl. 
Bacteriol. 75:129–134. https:​/​/​doi​.org/​10​.1111/​j​.1365​-2672​.1993​
.tb02757​.x.

Nollet, L., D. Demeyer, and W. Verstraete. 1997. Effect of 2-bromoeth-
anesulfonic acid and Peptostreptococcus productus ATCC 35244 
addition on stimulation of reductive acetogenesis in the ruminal 
ecosystem by selective inhibition of methanogenesis. Appl. Environ. 
Microbiol. 63:194–200. https:​/​/​doi​.org/​10​.1128/​aem​.63​.1​.194​-200​
.1997.

Olijhoek, D. W., A. L. F. Hellwing, M. Brask, M. R. Weisbjerg, O. 
Hojberg, M. K. Larsen, J. Dijkstra, E. J. Erlandsen, and P. Lund. 
2016. Effect of dietary nitrate level on enteric methane production, 
hydrogen emission, rumen fermentation, and nutrient digestibility in 
dairy cows. J. Dairy Sci. 99:6191–6205. https:​/​/​doi​.org/​10​.3168/​jds​
.2015​-10691.

Patra, A. K., and J. Saxena. 2009. The effect and mode of action of sapo-
nins on the microbial populations and fermentation in the rumen and 
ruminant production. Nutr. Res. Rev. 22:204–219. https:​/​/​doi​.org/​10​
.1017/​S0954422409990163.

Pereira, A. M., M. de Lurdes Nunes Enes Dapkevicius, and A. E. S. Bor-
ba. 2022. Alternative pathways for hydrogen sink originated from 
the ruminal fermentation of carbohydrates: Which microorganisms 
are involved in lowering methane emission? Anim. Microbiome 4:5. 
https:​/​/​doi​.org/​10​.1186/​s42523​-021​-00153​-w.

Petersen, S. O., A. L. Hellwing, M. Brask, O. Hojberg, M. Poulsen, Z. 
Zhu, K. R. Baral, and P. Lund. 2015. Dietary nitrate for methane 
mitigation leads to nitrous oxide emissions from dairy cows. J. Envi-
ron. Qual. 44:1063–1070. https:​/​/​doi​.org/​10​.2134/​jeq2015​.02​.0107.

Pitta, D., N. Indugu, K. Narayan, and M. Hennessy. 2022a. Symposium 
review: Understanding the role of the rumen microbiome in enteric 
methane mitigation and productivity in dairy cows. J. Dairy Sci. 
105:8569–8585. https:​/​/​doi​.org/​10​.3168/​jds​.2021​-21466.

Pitta, D. W., N. Indugu, A. Melgar, A. Hristov, K. Challa, B. Vecchiarelli, 
M. Hennessy, K. Narayan, S. Duval, M. Kindermann, and N. Walker. 
2022b. The effect of 3-nitrooxypropanol, a potent methane inhibi-
tor, on ruminal microbial gene expression profiles in dairy cows. 
Microbiome 10:146. https:​/​/​doi​.org/​10​.1186/​s40168​-022​-01341​-9.

Pitta, D. W., A. Melgar, A. N. Hristov, N. Indugu, K. S. Narayan, C. 
Pappalardo, M. L. Hennessy, B. Vecchiarelli, V. Kaplan-Shabtai, M. 
Kindermann, and N. Walker. 2021. Temporal changes in total and 
metabolically active ruminal methanogens in dairy cows supple-
mented with 3-nitrooxypropanol. J. Dairy Sci. 104:8721–8735. 
https:​/​/​doi​.org/​10​.3168/​jds​.2020​-19862.

Ponce de León-Rodríguez, M. C., J.-P. Guyot, and C. Laurent-Babot. 
2019. Intestinal in vitro cell culture models and their potential to 
study the effect of food components on intestinal inflammation. 
Crit. Rev. Food Sci. Nutr. 59:3648–3666. https:​/​/​doi​.org/​10​.1080/​
10408398​.2018​.1506734.

Poulsen, M., C. Schwab, B. Borg Jensen, R. M. Engberg, A. Spang, 
N. Canibe, O. Hojberg, G. Milinovich, L. Fragner, C. Schleper, W. 
Weckwerth, P. Lund, A. Schramm, and T. Urich. 2013. Methylotro-

phic methanogenic Thermoplasmata implicated in reduced methane 
emissions from bovine rumen. Nat. Commun. 4:1428. https:​/​/​doi​
.org/​10​.1038/​ncomms2432.

Qi, L., L. Yue, D. Feng, F. Qi, J. Li, and X. Dong. 2017. Genome-wide 
mRNA processing in methanogenic archaea reveals post-transcrip-
tional regulation of ribosomal protein synthesis. Nucleic Acids Res. 
45:7285–7298. https:​/​/​doi​.org/​10​.1093/​nar/​gkx454.

Raju, P. 2016. Homoacetogenesis as an alternative hydrogen sink in the 
rumen. PhD thesis. Department of Microbiology and Genetics, Uni-
versity of Massey, Palmerston North, New Zealand.

Ramos-Morales, E., G. de la Fuente, S. Duval, C. Wehrli, M. Bouillon, 
M. Lahmann, D. Preskett, R. Braganca, and C. J. Newbold. 2017. 
Antiprotozoal effect of saponins in the rumen can be enhanced by 
chemical modifications in their structure. Front. Microbiol. 8:399. 
https:​/​/​doi​.org/​10​.3389/​fmicb​.2017​.00399.

Ranga Niroshan Appuhamy, J. A. D., A. B. Strathe, S. Jayasundara, 
C. Wagner-Riddle, J. Dijkstra, J. France, and E. Kebreab. 2013. 
Anti-methanogenic effects of monensin in dairy and beef cattle: A 
meta-analysis. J. Dairy Sci. 96:5161–5173. https:​/​/​doi​.org/​10​.3168/​
jds​.2012​-5923.

Reynolds, C. K., D. J. Humphries, P. Kirton, M. Kindermann, S. Duval, 
and W. Steinberg. 2014. Effects of 3-nitrooxypropanol on methane 
emission, digestion, and energy and nitrogen balance of lactating 
dairy cows. J. Dairy Sci. 97:3777–3789. https:​/​/​doi​.org/​10​.3168/​jds​
.2013​-7397.

Romero, P., A. Belanche, E. Jimenez, R. Hueso, E. Ramos-Morales, J. 
K. Salwen, E. Kebreab, and D. R. Yanez-Ruiz. 2023a. Rumen mi-
crobial degradation of bromoform from red seaweed (Asparagopsis 
taxiformis) and the impact on rumen fermentation and methanogenic 
archaea. J. Anim. Sci. Biotechnol. 14:133. https:​/​/​doi​.org/​10​.1186/​
s40104​-023​-00935​-z.

Romero, P., R. Huang, E. Jimenez, J. M. Palma-Hidalgo, E. M. Unger-
feld, M. Popova, D. P. Morgavi, A. Belanche, and D. R. Yanez-Ruiz. 
2023b. Evaluating the effect of phenolic compounds as hydrogen 
acceptors when ruminal methanogenesis is inhibited in vitro—Part 
2. Dairy goats. Animal 17:100789. https:​/​/​doi​.org/​10​.1016/​j​.animal​
.2023​.100789.

Romero-Pérez, A., E. K. Okine, L. L. Guan, S. M. Duval, M. Kinder-
mann, and K. A. Beauchemin. 2016. Effects of 3-nitrooxypropanol 
and monensin on methane production using a forage-based diet in 
Rusitec fermenters. Anim. Feed Sci. Technol. 220:67–72. https:​/​/​doi​
.org/​10​.1016/​j​.anifeedsci​.2016​.07​.013.

Roque, B. M., C. G. Brooke, J. Ladau, T. Polley, L. J. Marsh, N. Najafi, 
P. Pandey, L. Singh, R. Kinley, J. K. Salwen, E. Eloe-Fadrosh, E. 
Kebreab, and M. Hess. 2019. Effect of the macroalgae Asparagopsis 
taxiformis on methane production and rumen microbiome assem-
blage. Anim. Microbiome 1:3. https:​/​/​doi​.org/​10​.1186/​s42523​-019​
-0004​-4.

Roque, B. M., M. Venegas, R. D. Kinley, R. de Nys, T. L. Duarte, X. 
Yang, and E. Kebreab. 2021. Red seaweed (Asparagopsis taxiformis) 
supplementation reduces enteric methane by over 80 percent in beef 
steers. PLoS One 16:e0247820. https:​/​/​doi​.org/​10​.1371/​journal​.pone​
.0247820.

Rouvière, P. E., and R. S. Wolfe. 1988. Novel biochemistry of metha-
nogenesis. J. Biol. Chem. 263:7913–7916. https:​/​/​doi​.org/​10​.1016/​
S0021​-9258(18)68417​-0.

Russell, J. B., and H. J. Strobel. 1989. Effect of ionophores on ruminal 
fermentation. Appl. Environ. Microbiol. 55:1–6. https:​/​/​doi​.org/​10​
.1128/​aem​.55​.1​.1​-6​.1989.

Russell, J. B., and R. J. Wallace. 1997. Energy-yielding and energy-
consuming reactions. Pages 246–282 in The Rumen Microbial Eco-
system. P. N. Hobson and C. S. Stewart, ed. Springer.

Sprott, G. D., K. F. Jarrell, K. M. Shaw, and R. Knowles. 1982. Acetylene 
as an inhibitor of methanogenic bacteria. Microbiology (Reading) 
128:2453–2462. https:​/​/​doi​.org/​10​.1099/​00221287​-128​-10​-2453.

Stefenoni, H. A., S. E. Raisanen, S. F. Cueva, D. E. Wasson, C. F. A. 
Lage, A. Melgar, M. E. Fetter, P. Smith, M. Hennessy, B. Vecchiarel-
li, J. Bender, D. Pitta, C. L. Cantrell, C. Yarish, and A. N. Hristov. 
2021. Effects of the macroalga Asparagopsis taxiformis and oregano 
leaves on methane emission, rumen fermentation, and lactational 

Belanche et al.: MODE OF ACTION OF ANTIMETHANOGENIC FEED ADDITIVES

https://doi.org/10.1016/j.animal.2024.101203
https://doi.org/10.1073/pnas.1618596114
https://doi.org/10.1073/pnas.1618596114
https://doi.org/10.1079/BJN20051445
https://doi.org/10.1079/BJN20051445
https://doi.org/10.1111/j.1365-2672.1993.tb02757.x
https://doi.org/10.1111/j.1365-2672.1993.tb02757.x
https://doi.org/10.1128/aem.63.1.194-200.1997
https://doi.org/10.1128/aem.63.1.194-200.1997
https://doi.org/10.3168/jds.2015-10691
https://doi.org/10.3168/jds.2015-10691
https://doi.org/10.1017/S0954422409990163
https://doi.org/10.1017/S0954422409990163
https://doi.org/10.1186/s42523-021-00153-w
https://doi.org/10.2134/jeq2015.02.0107
https://doi.org/10.3168/jds.2021-21466
https://doi.org/10.1186/s40168-022-01341-9
https://doi.org/10.3168/jds.2020-19862
https://doi.org/10.1080/10408398.2018.1506734
https://doi.org/10.1080/10408398.2018.1506734
https://doi.org/10.1038/ncomms2432
https://doi.org/10.1038/ncomms2432
https://doi.org/10.1093/nar/gkx454
https://doi.org/10.3389/fmicb.2017.00399
https://doi.org/10.3168/jds.2012-5923
https://doi.org/10.3168/jds.2012-5923
https://doi.org/10.3168/jds.2013-7397
https://doi.org/10.3168/jds.2013-7397
https://doi.org/10.1186/s40104-023-00935-z
https://doi.org/10.1186/s40104-023-00935-z
https://doi.org/10.1016/j.animal.2023.100789
https://doi.org/10.1016/j.animal.2023.100789
https://doi.org/10.1016/j.anifeedsci.2016.07.013
https://doi.org/10.1016/j.anifeedsci.2016.07.013
https://doi.org/10.1186/s42523-019-0004-4
https://doi.org/10.1186/s42523-019-0004-4
https://doi.org/10.1371/journal.pone.0247820
https://doi.org/10.1371/journal.pone.0247820
https://doi.org/10.1016/S0021-9258(18)68417-0
https://doi.org/10.1016/S0021-9258(18)68417-0
https://doi.org/10.1128/aem.55.1.1-6.1989
https://doi.org/10.1128/aem.55.1.1-6.1989
https://doi.org/10.1099/00221287-128-10-2453


394

Journal of Dairy Science Vol. 108 No. 1, 2025

performance of dairy cows. J. Dairy Sci. 104:4157–4173. https:​/​/​doi​
.org/​10​.3168/​jds​.2020​-19686.

Swainson, N. M., S. O. Hoskin, H. Clark, C. S. Pinares-Patino, and I. 
M. Brookes. 2008. Comparative methane emissions from cattle, red 
deer and sheep. Page 59–62 in Proceedings of the New Zealand Soci-
ety of Animal Production, Brisbane, Australia. New Zealand Society 
of Animal Production.

Tavendale, M. H., L. P. Meagher, D. Pacheco, N. Walker, G. T. Attwood, 
and S. Sivakumaran. 2005. Methane production from in vitro ru-
men incubations with Lotus pedunculatus and Medicago sativa, and 
effects of extractable condensed tannin fractions on methanogen-
esis. Anim. Feed Sci. Technol. 123–124:403–419. https:​/​/​doi​.org/​10​
.1016/​j​.anifeedsci​.2005​.04​.037.

Thauer, R. K. 2019. Methyl (alkyl)-coenzyme M reductases: Nickel F-
430-containing enzymes involved in anaerobic methane formation and 
in anaerobic oxidation of methane or of short chain alkanes. Biochem-
istry 58:5198–5220. https:​/​/​doi​.org/​10​.1021/​acs​.biochem​.9b00164.

Thiel, A., R. Rumbeli, P. Mair, H. Yeman, and P. Beilstein. 2019a. 
3-NOP: ADME studies in rats and ruminating animals. Food Chem. 
Toxicol. 125:528–539. https:​/​/​doi​.org/​10​.1016/​j​.fct​.2019​.02​.002.

Thiel, A., A. C. M. Schoenmakers, I. A. J. Verbaan, E. Chenal, S. Etheve, 
and P. Beilstein. 2019b. 3-NOP: Mutagenicity and genotoxicity as-
sessment. Food Chem. Toxicol. 123:566–573. https:​/​/​doi​.org/​10​
.1016/​j​.fct​.2018​.11​.010.

Toomey, N., A. Monaghan, S. Fanning, and D. Bolton. 2009. Transfer 
of antibiotic resistance marker genes between lactic acid bacteria 
in model rumen and plant environments. Appl. Environ. Microbiol. 
75:3146–3152. https:​/​/​doi​.org/​10​.1128/​AEM​.02471​-08.

Tricarico, J. M., F. Garcia, A. Bannink, S.-S. Lee, M. A. Miguel, J. R. 
Newbold, P. K. Rosenstein, M. R. Van der Saag, and D. R. Yáñez-
Ruiz. 2025. Feed additives for methane mitigation: Regulatory 
frameworks and scientific evidence requirements for the authoriza-
tion of feed additives to mitigate ruminant methane emissions. J. 
Dairy Sci. 108:395–410. https:​/​/​doi​.org/​10​.3168/​jds​.2024​-25051.

Ungerfeld, E. M. 2015. Shifts in metabolic hydrogen sinks in the meth-
anogenesis-inhibited ruminal fermentation: A meta-analysis. Front. 
Microbiol. 6:37. https:​/​/​doi​.org/​10​.3389/​fmicb​.2015​.00037.

Ungerfeld, E. M. 2018. Inhibition of rumen methanogenesis and rumi-
nant productivity: A meta-analysis. Front. Vet. Sci. 5:113. https:​/​/​doi​
.org/​10​.3389/​fvets​.2018​.00113.

Ungerfeld, E. M. 2020. Metabolic hydrogen flows in rumen fermenta-
tion: Principles and possibilities of interventions. Front. Microbiol. 
11:589. https:​/​/​doi​.org/​10​.3389/​fmicb​.2020​.00589.

Ungerfeld, E. M. 2022. Opportunities and hurdles to the adoption and 
enhanced efficacy of feed additives towards pronounced mitigation 
of enteric methane emissions from ruminant livestock. Methane 
1:262–285. https:​/​/​doi​.org/​10​.3390/​methane1040021.

Ungerfeld, E. M., K. A. Beauchemin, and C. Muñoz. 2022. Current per-
spectives on achieving pronounced enteric methane mitigation from 
ruminant production. Front. Anim. Sci. 2:795200. https:​/​/​doi​.org/​10​
.3389/​fanim​.2021​.795200.

Ungerfeld, E. M., and R. J. Forster. 2011. A meta-analysis of malate 
effects on methanogenesis in ruminal batch cultures. Anim. Feed 
Sci. Technol. 166–167:282–290. https:​/​/​doi​.org/​10​.1016/​j​.anifeedsci​
.2011​.04​.018.

Ungerfeld, E. M., and R. A. Kohn. 2006. The role of thermodynamics 
in the control of ruminal fermentation. Pages 55–85 in Ruminant 
Physiology: Digestion, Metabolism and Impact of Nutrition on Gene 
Expression, Immunology and Stress. K. Sejrsen, T. Hvelplund, and 
M. O. Nielsen, ed. Wageningen Academic.

Ungerfeld, E. M., R. A. Kohn, R. J. Wallace, and C. J. Newbold. 2007. A 
meta-analysis of fumarate effects on methane production in ruminal 
batch cultures. J. Anim. Sci. 85:2556–2563. https:​/​/​doi​.org/​10​.2527/​
jas​.2006​-674.

Ungerfeld, E. M., S. R. Rust, and R. Burnett. 2003. Use of some novel al-
ternative electron sinks to inhibit ruminal methanogenesis. Reprod. 
Nutr. Dev. 43:189–202. https:​/​/​doi​.org/​10​.1051/​rnd:​2003016.

van Gastelen, S., E. E. A. Burgers, J. Dijkstra, R. de Mol, W. Muizelaar, 
N. Walker, and A. Bannink. 2024. Long-term effects of 3-nitrooxy-
propanol on methane emission and milk production characteristics in 

Holstein Friesian dairy cows. J. Dairy Sci. 107:5556–5573. https:​/​/​
doi​.org/​10​.3168/​jds​.2023​-24198.

van Gastelen, S., J. Dijkstra, J. M. L. Heck, M. Kindermann, A. Klop, 
R. de Mol, D. Rijnders, N. Walker, and A. Bannink. 2022. Methane 
mitigation potential of 3-nitrooxypropanol in lactating cows is influ-
enced by basal diet composition. J. Dairy Sci. 105:4064–4082. https:​
/​/​doi​.org/​10​.3168/​jds​.2021​-20782.

van Houtert, M. F. J. 1993. The production and metabolism of 
volatile fatty acids by ruminants fed roughages: A review. Anim. 
Feed Sci. Technol. 43:189–225. https:​/​/​doi​.org/​10​.1016/​0377​
-8401(93)90078​-X.

van Lingen, H. J., C. M. Plugge, J. G. Fadel, E. Kebreab, A. Bannink, 
and J. Dijkstra. 2016. Thermodynamic driving force of hydrogen on 
rumen microbial metabolism: A theoretical investigation. PLoS One 
11:e0161362. https:​/​/​doi​.org/​10​.1371/​journal​.pone​.0161362.

Voet, D., and J. G. Voet. 1995. Biochemistry. 2nd ed., Chapter 16, pages 
443–483. John Wiley and Sons.

Wallace, R. J., N. R. McEwan, F. M. McIntosh, B. Teferedegne, and 
C. J. Newbold. 2002. Natural products as manipulators of rumen 
fermentation. Asian-Australas. J. Anim. Sci. 15:1458–1468. https:​/​/​
doi​.org/​10​.5713/​ajas​.2002​.1458.

Wallace, R. J., T. J. Snelling, C. A. McCartney, I. Tapio, and F. Strozzi. 
2017. Application of meta-omics techniques to understand green-
house gas emissions originating from ruminal metabolism. Genet. 
Sel. Evol. 49:9. https:​/​/​doi​.org/​10​.1186/​s12711​-017​-0285​-6.

Weimer, P. J., D. M. Stevenson, D. R. Mertens, and M. B. Hall. 2011. 
Fiber digestion, VFA production, and microbial population changes 
during in vitro ruminal fermentations of mixed rations by monensin-
adapted and unadapted microbes. Anim. Feed Sci. Technol. 169:68–
78. https:​/​/​doi​.org/​10​.1016/​j​.anifeedsci​.2011​.06​.002.

Wolin, M. J. 1979. The rumen fermentation: A model for microbial 
interactions in anaerobic ecosystems. Pages 49–77 in Advances in 
Microbial Ecology: Volume 3. M. Alexander, ed. Springer US.

Wood, J. M., F. S. Kennedy, and R. S. Wolfe. 1968. The reaction of 
multihalogenated hydrocarbons with free and bound reduced vi-
tamin B 12. Biochemistry 7:1707–1713. https:​/​/​doi​.org/​10​.1021/​
bi00845a013.

Wright, A.-D. G., A. J. Williams, B. Winder, C. T. Christophersen, S. L. 
Rodgers, and K. D. Smith. 2004. Molecular diversity of rumen meth-
anogens from sheep in Western Australia. Appl. Environ. Microbiol. 
70:1263–1270. https:​/​/​doi​.org/​10​.1128/​AEM​.70​.3​.1263​-1270​.2004.

Wurtzel, O., R. Sapra, F. Chen, Y. Zhu, B. A. Simmons, and R. Sorek. 
2010. A single-base resolution map of an archaeal transcriptome. 
Genome Res. 20:133–141. https:​/​/​doi​.org/​10​.1101/​gr​.100396​.109.

Yang, C., J. A. Rooke, I. Cabeza, and R. J. Wallace. 2016. Nitrate and 
inhibition of ruminal methanogenesis: microbial ecology, obstacles, 
and opportunities for lowering methane emissions from ruminant 
livestock. Front. Microbiol. 7:132. https:​/​/​doi​.org/​10​.3389/​fmicb​
.2016​.00132.

Yanibada, B., U. Hohenester, M. Petera, C. Canlet, S. Durand, F. 
Jourdan, J. Boccard, C. Martin, M. Eugene, D. P. Morgavi, and H. 
Boudra. 2020. Inhibition of enteric methanogenesis in dairy cows 
induces changes in plasma metabolome highlighting metabolic shifts 
and potential markers of emission. Sci. Rep. 10:15591. https:​/​/​doi​
.org/​10​.1038/​s41598​-020​-72145​-w.

Zhao, L., Q. Meng, L. Ren, W. Liu, X. Zhang, Y. Huo, and Z. Zhou. 2015. 
Effects of nitrate addition on rumen fermentation, bacterial biodiver-
sity and abundance. Asian-Australas. J. Anim. Sci. 28:1433–1441. 
https:​/​/​doi​.org/​10​.5713/​ajas​.15​.0091.

Zhou, M., T. A. McAllister, and L. L. Guan. 2023. Discovery of species-
specific non-coding RNAs from methanogens as novel targets for 
methane mitigation from ruminants. Page 92, poster P089, in Pro-
ceedings of the13th International Gut Microbiology Symposium, 
Aberdeen, Scotland. University of Aberdeen (Aberdeen, Scotland) 
and INRAE (France).

Zhou, Z., Q. Meng, and Z. Yu. 2011. Effects of methanogenic inhibitors 
on methane production and abundances of methanogens and cellulo-
lytic bacteria in in vitro ruminal cultures. Appl. Environ. Microbiol. 
77:2634–2639. https:​/​/​doi​.org/​10​.1128/​AEM​.02779​-10.

Belanche et al.: MODE OF ACTION OF ANTIMETHANOGENIC FEED ADDITIVES

https://doi.org/10.3168/jds.2020-19686
https://doi.org/10.3168/jds.2020-19686
https://doi.org/10.1016/j.anifeedsci.2005.04.037
https://doi.org/10.1016/j.anifeedsci.2005.04.037
https://doi.org/10.1021/acs.biochem.9b00164
https://doi.org/10.1016/j.fct.2019.02.002
https://doi.org/10.1016/j.fct.2018.11.010
https://doi.org/10.1016/j.fct.2018.11.010
https://doi.org/10.1128/AEM.02471-08
https://doi.org/10.3168/jds.2024-25051
https://doi.org/10.3389/fmicb.2015.00037
https://doi.org/10.3389/fvets.2018.00113
https://doi.org/10.3389/fvets.2018.00113
https://doi.org/10.3389/fmicb.2020.00589
https://doi.org/10.3390/methane1040021
https://doi.org/10.3389/fanim.2021.795200
https://doi.org/10.3389/fanim.2021.795200
https://doi.org/10.1016/j.anifeedsci.2011.04.018
https://doi.org/10.1016/j.anifeedsci.2011.04.018
https://doi.org/10.2527/jas.2006-674
https://doi.org/10.2527/jas.2006-674
https://doi.org/10.1051/rnd:2003016
https://doi.org/10.3168/jds.2023-24198
https://doi.org/10.3168/jds.2023-24198
https://doi.org/10.3168/jds.2021-20782
https://doi.org/10.3168/jds.2021-20782
https://doi.org/10.1016/0377-8401(93)90078-X
https://doi.org/10.1016/0377-8401(93)90078-X
https://doi.org/10.1371/journal.pone.0161362
https://doi.org/10.5713/ajas.2002.1458
https://doi.org/10.5713/ajas.2002.1458
https://doi.org/10.1186/s12711-017-0285-6
https://doi.org/10.1016/j.anifeedsci.2011.06.002
https://doi.org/10.1021/bi00845a013
https://doi.org/10.1021/bi00845a013
https://doi.org/10.1128/AEM.70.3.1263-1270.2004
https://doi.org/10.1101/gr.100396.109
https://doi.org/10.3389/fmicb.2016.00132
https://doi.org/10.3389/fmicb.2016.00132
https://doi.org/10.1038/s41598-020-72145-w
https://doi.org/10.1038/s41598-020-72145-w
https://doi.org/10.5713/ajas.15.0091
https://doi.org/10.1128/AEM.02779-10

	Feed additives for methane mitigation: A guideline to uncover the mode of action of antimethanogenic feed additives for ruminants
	INTRODUCTION
	POTENTIAL TARGETS FOR AMFA
	H2 Production and Its Inhibition
	Methanogens and Their Inhibition
	Alternative Electron Acceptors
	Methane Oxidation

	A PROPOSED PIPELINE TO UNDERSTAND THE MODE OF ACTION OF AMFA
	The Microbiology Perspective
	Recommendations for Research at the Microbiology Perspective
	The Cell and Molecular Biochemistry Perspective
	Recommendations for Research at the Cell and Molecular Biochemistry Perspective
	The Microbial Fermentation and Ecosystem Perspective
	Recommendations for Research from the Microbial Fermentation and Ecosystem Perspective
	The Animal Metabolism Perspective
	Recommendations for Research from the Animal Metabolism Perspective
	The Cross-Cutting Perspective
	Recommendations for Research from the Cross-Cutting Perspective

	SUMMARY OF RECOMMENDATIONS
	NOTES
	REFERENCES


