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Arbuscular mycorrhizal fungi (AMF) form mutualistic asso-
ciations with most land plants. The symbiosis is based on 
the exchange of nutrients: AMF receive photosynthetically 
fixed carbon from the plants and deliver mineral nutrients 
in return. Lipids are important players in the symbiosis. They 
act as components of the plant-derived membrane surround-
ing arbuscules, as carbon sources transferred from plants to 
AMF, as a major form of carbon storage in AMF and as trig-
gers of developmental responses in AMF. In this review, we 
describe the role of lipids in arbuscular mycorrhizal symbiosis 
and AMF development.
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Introduction

Arbuscular mycorrhiza (AM) is a symbiosis between most land 
plants and fungi of the clade Glomeromycotina (Spatafora et al. 
2016). The mutualistic symbiosis is based on the exchange of 
nutrients: arbuscular mycorrhizal fungi (AMF) receive up to 
20% of the photosynthetically fixed carbon from the plant and 
deliver mineral nutrients in return (Bago et al. 2000, Smith 
and Smith 2011). The fungi absorb these nutrients from the 
soil with an extended extraradical hyphal network and release 
them at tree-like hyphal structures, called arbuscules, into root 
cortex cells (Luginbuehl and Oldroyd 2017). AMF are peculiar 
organisms. They have not been reported to reproduce sexually. 
Instead, they form asexual spores, which can carry hundreds to 
several thousands of haploid nuclei depending on the species 
(Kokkoris et al. 2020). Their hyphae are coenocytic, and large 
numbers of nuclei share the same cytoplasm. AMF are obli-
gate biotrophs, which is attributed to the loss of genes encoding 
enzymes involved in sugar and thiamin metabolism as well as 
fatty acid (FA) biosynthesis during coevolution with plant hosts 
(Tisserant et al. 2013, Wewer et al. 2014, Malar et al. 2021). It is 
possible that more auxotrophies will be uncovered in the future.

Lipids are important players in the symbiosis. Plants 
form specialized membranes, the peri-arbuscular membranes 
(PAMs), surrounding the arbuscules. AM fungal spores are filled 
with lipids likely providing the material for membrane forma-
tion and energy during germination, and species belonging 
to the Glomeraceae also form lipid-filled vesicles inside roots, 
which are regarded as storage organs. All FAs contained in fun-
gal lipids are likely derived from host plants, although they may 
not be present in the fungi in the form, in which they were origi-
nally delivered, as AMF possess the enzymatic machinery for FA 
elongation and desaturation (Trépanier et al. 2005, Wewer et al. 
2014, Brands et al. 2020, Cheeld et al. 2020). Furthermore, some 
lipids work as triggers that regulate AMF development. In this 
review, we describe the role of lipids in AM symbiosis and AMF 
development. Since the general lipid metabolism in plants has 
extensively been described (Li-Beisson et al. 2013, Luttgeharm 
et al. 2016, Nakamura 2017), we place a particular focus on the 
role of plant-derived lipids as metabolites and developmental 
triggers for AMF and on AM fungal lipid metabolism.

Lipid Composition of the PAM

As constituents of membranes, lipids are major contributors 
to the construction of the large membrane interface at the 
arbuscule consisting of the arbuscular membrane and the 
plant-derived PAM. The PAM forms in root cortex cells dur-
ing arbuscule development through exocytosis to envelop the 
arbuscule, resulting in strong polarization of these cortex cells 
into a peripheral membrane and a PAM (Gutjahr and Parniske 
2013, Harrison and Ivanov 2017). Both the membrane of the 
fungal arbuscule and the PAM are strongly curved to envelop 
and surround the arbuscule branches (Ivanov et al. 2019, Roth 
et al. 2019), and the lipid composition of these two mem-
branes likely contributes to the curvature, membrane stabil-
ity and the formation of specialized sub-domains. The exact 
lipid composition of and distribution within the PAM are still 
unknown. However, specialized domains have been observed 
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by using genetically encoded reporters for phosphoinositides 
(PI4P and PI(4,5)P2), diacylglycerol (DAG) and phosphatidic 
acid (PA) in Medicago truncatula roots (Ivanov and Harrison 
2019). Both PA and phosphoinositides are small anionic lipids 
that impact a number of cellular processes such as exocy-
tosis, endocytosis, endomembrane trafficking and signaling 
(reviewed in Noack and Jaillais 2020). They also affect the mem-
brane curvature by changing the electrostatic potential of the 
membrane due to their negative charge (Simon et al. 2016) and 
may thereby contribute to the curvature of the arbuscule mem-
brane and the PAM. PI4P and PI(4,5)P2 can be converted to 
DAG via phospholipase C, while DAG and PA can be reciprocally 
interconverted via DAG kinase and phosphatidate phosphatase, 
respectively (reviewed in Noack and Jaillais 2020).

In arbuscule-containing cells, the PI(4,5)P2 (GFP-PHPLCδ1) 
reporter and the PI4P (mCherry-PHFAPP1) colocalized to the 
PAM surrounding thick and fine arbuscule branches. In addi-
tion, thick trunks that had just penetrated the cell and 
had not yet branched displayed dome-shaped punctae with 
very strong PI(4,5)P2 reporter accumulation. These were sug-
gested to represent possible emergence points for new hyphal 
branches (Ivanov and Harrison 2019). The PA marker (mCherry-
PABDSpo20p) was detected at hyphal tips, while the DAG 
reporter (CYS1PKC𝛾-mCherry) was mainly detected in the cyto-
plasm of arbuscule-containing cells and at mobile punctae 
(Ivanov and Harrison 2019). The four reporters localized par-
tially to different domains in the arbuscule trunk, indicat-
ing a variety of regions in the trunk domain of the PAM. 
However, they also partially colocalized at two discrete and 
prominent punctae at the opposite lateral sides of the base 
of the arbuscule trunk (Ivanov and Harrison 2019). The func-
tion of these punctate domains is unclear. But as they appear 
slightly bulged, the authors suggested that they could corre-
spond to a plant-derived ‘biotrophic interfacial complex (BIC)’, 
which in interactions between the pathogenic fungus Mag-
naporthe oryzae and rice acts as a platform for the release 
of fungal effectors into the plant cell (Khang et al. 2010, 
Ivanov and Harrison 2019). Although there is no evidence 
yet for the role of the investigated lipids in the arbuscule-
containing cell and PAM, the study by Ivanov and Harrison 
(2019) gave interesting first insights into the lipid landscape of
the PAM.

The lipid composition likely plays an important role in deter-
mining the content and functionality of their resident proteins, 
which include a number of transporters and channels involved 
in nutrient and signal exchange between the symbionts (Wipf 
et al. 2019) and proteins involved in signaling (Roth et al. 
2018). Glycosylated sphingolipids may play a role in PAM for-
mation or the regulation of its protein composition, as a M. 
truncatula GLUCOSAMINE INOSITOL PHOSPHORYLCERAMIDE 
TRANSFERASE1 (GINT1) gene required for the glycosylation of 
N-acetyl-glucosamine-decorated glycosyl inositol phosphoryl 
ceramides is required for arbuscule maturation and branching 
(Moore et al. 2021).

AMF Receive Lipids from Their Host Plants

Unlike plants, AMF cannot synthesize FAs de novo. Instead, 
they obtain FAs from their host plants (Fig. 1), which is con-
sidered a major cause for their obligate biotrophy. Feeding 
experiments using isotope-labeled carbon sources showed that 
AMF cannot synthesize FAs in asymbiotic stages and in the 
extraradical mycelium (ERM) in symbiotic stages (Bago et al. 
1999, Pfeffer et al. 1999, Trépanier et al. 2005). These results 
were later explained by the absence of genes encoding cytoso-
lic type I FA synthase (FAS) from the Rhizophagus irregularis
genome (Wewer et al. 2014), which in fungi is required to syn-
thesize palmitic acid (C16:0 FA) from acetyl-coenzyme A (CoA) 
and malonyl-CoA (Wakil et al. 1983) (Fig. 1I). The absence of 
genes encoding cytosolic FAS was confirmed for genomes of six 
additional AM fungal species (Tisserant et al. 2013, Kobayashi 
et al. 2018, Maeda et al. 2018, Morin et al. 2019, Sun et al. 
2019, Malar et al. 2021). This raised the possibility that AMF are 
unable to synthesize FAs de novo and may depend on the plant 
for FA delivery. Since FA synthesis consumes a large amount of 
ATP and nicotinamide adenine dinucleotide phosphate (Wakil 
et al. 1983), it makes sense that AMF afforded to lose the 
FA synthesis pathway once they could obtain FAs from plants. 
Indeed, the transport of FA-containing lipids from host plants 
to AMF was first suggested by lipid accumulation patterns in 
mycorrhizal roots of wild-type and AM-specific lipid biosyn-
thesis mutants (Bravo et al. 2017) and then shown with two 
independent methods (Jiang et al. 2017, Keymer et al. 2017, 
Luginbuehl et al. 2017). Jiang et al. (2017) and Luginbuehl et al. 
(2017) expressed UcFatB encoding a thioesterase from Umbel-
lularia californica, which terminates FA biosynthesis after 12C 
atoms resulting in lauric acid (C12:0 FA) in M. truncatula hairy 
roots. Since C12:0 FA neither occurs in M. truncatula nor in 
the model fungus R. irregularis, they could use it as a tracer 
to show that C12:0 FA was transferred from roots to extrarad-
ical hyphae and spores. Keymer et al. (2017) fed roots with 
13C-labeled glucose and used isotopolog profiling of 16:0 FA nat-
urally occurring in roots of Lotus japonicus plants or Daucus 
carota hairy roots as well as extraradical hyphae and spores of 
R. irregularis (the method is explained in more detail in Keymer 
and Gutjahr 2018). Although the 16:0 FA isotopolog pattern 
differed between L. japonicus roots and carrot hairy roots, the 
fungal pattern always mirrored that of the plant, indicating that 
the plant determined the pattern and transferred 16:0 FA or a 
16:0 FA-containing lipid to the fungus (Keymer et al. 2017).

The increased need for FAs for transfer to the fungus is sat-
isfied by an AM-specific lipid biosynthesis pathway, which was 
discovered by forward and reverse genetics in model legumes 
(Fig. 1A, Bravo et al. 2016, Bravo et al. 2017, Jiang et al. 2017, 
Keymer et al. 2017, Luginbuehl et al. 2017, Brands et al. 2018). 
DISORGANIZED ARBUSCULES (DIS) encodes a β-ketoacyl-acyl 
carrier protein (ACP) synthase I (KASI), which acts in the plastid 
in concert with KASIII (biosynthesis of C4 FAs) and KASII (elon-
gation of C16 FAs) and elongates FAs from C4 to C16 by 
the stepwise addition of two-carbon units from malonyl-CoA 
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Fig. 1 Lipid metabolism and transport in AM symbiosis. (A) An AM-specific lipid biosynthesis pathway in plants operates in arbuscule-containing 
cells. DIS is a KASI, which elongates acyl groups bound to ACP from C4 to C16 (Keymer et al. 2017). Acyl group elongation is terminated by a 
thioesterase FatM, which preferentially hydrolyzes 16:0-ACP into 16:0 FA (Bravo et al. 2016, Brands et al. 2018). REQUIRED FOR ARBUSCULAR 
MYCORRHIZATION 2 (RAM2) produces 2MGs with a preference for 16:0 FAs (Bravo et al. 2017, Keymer et al. 2017, Luginbuehl et al. 2017). (B) 
Hypotheses on lipid transport mechanisms from the arbuscule-containing cell into the arbuscule. STR and STR2 are two half ABCG transporters, 
which form heterodimers and localize to the PAM (Zhang et al. 2010). The STR/STR2 complex currently represents the best candidate exporter 
for 2MGs because it is required for lipid transfer to the fungus (Gutjahr et al. 2012, Bravo et al. 2017, Jiang et al. 2017, Keymer et al. 2017). 
Alternatively (or in addition), lipids might be transported via exocytotic vesicles (Ivanov et al. 2019, Roth et al. 2019), and STR/STR2 might be 
involved in triggering vesicle transport. It is unclear whether 2MGs are directly imported into AMF or hydrolyzed in the peri-arbuscular space into 
free FAs and glycerol or converted into other compounds before import. RiFAT1 and RiFAT2 might be involved in 2MG or FA import (Brands and 
D ̈ormann 2022). Dashed arrows and question marks indicate hypothetical transport routes and involved proteins. FPM, fungal plasma membrane. 
(C) Lipid metabolism in AMF. AMF cannot synthesize FAs de novo because they lack the cytosolic type I FAS (Wewer et al. 2014), and the missing 
biosynthetic steps are shown in light gray. Some FAs obtained from plants are desaturated (Brands et al. 2020, Cheeld et al. 2020) and/or elongated 
(Trépanier et al. 2005, Sugiura et al. 2020). FAs are incorporated into TAGs and preserved in lipid droplets (Bonfante et al. 1994, Bago et al. 2002). 
FAs are catabolized into acetyl-CoA in the β-oxidation pathway. Acetyl-CoA is oxidated in the TCA cycle to synthesize ATP or converted into 
C4 dicarboxylic acids in the glyoxylate cycle and subsequently into hexoses in the gluconeogenesis pathway (Bago et al. 1999, Pfeffer et al. 1999, 
Lammers et al. 2001, Sugiura et al. 2020). 

and the production of one CO2 per malonyl-CoA (Li-Beisson 
et al. 2013, Keymer et al. 2017). FA elongation is terminated 
by a thioesterase FatM, which preferentially hydrolyzes 16:0-
ACP (Bravo et al. 2016, Brands et al. 2018). Finally, REQUIRED 
FOR ARBUSCULAR MYCORRHIZATION 2 (RAM2) encodes a 
glycerol-3-phosphate ACP synthase 6 paralog producing 2-
monoacylglycerols (2MGs) with a preference for 16:0-CoA and 
to a lesser extent for 14:0-CoA (Wang et al. 2012, Bravo et al. 
2017, Keymer et al. 2017, Luginbuehl et al. 2017). The ectopic 

expression of RAM1, a transcription factor that induces the 
expression of genes encoding the enzymes in the AM-specific 
lipid biosynthesis pathway, enhanced the accumulation of 16:0 
2MGs and to a slightly lesser extent 16:0 1MGs on the root sur-
face (Luginbuehl et al. 2021). Furthermore, the half ATP-binding 
cassette G (ABCG) transporter mutant str slightly accumulates 
16:0 2MGs upon root colonization when a protocol for rapid 
colonization is used (Bravo et al. 2017). Taken together, these 
results suggest that 16:0 2MGs may be the final product of the 
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AM-specific lipid biosynthesis pathway that is exported to the 
fungus; however, this has not been directly shown. FatM and 
RAM2 are AM-specific paralogs of housekeeping lipid biosyn-
thesis genes and have eroded from genomes of plants that sec-
ondarily lost AM (Bravo et al. 2016). DIS is present in genomes 
of AM-competent dicotyledons and gymnosperms but not in 
genomes of monocotyledons, suggesting that DIS was lost at 
the base of the monocotyledon clade and members of this clade 
produce 16:0 FA for transfer to the fungus by means of their 
housekeeping KASI (Keymer et al. 2017). The promoters of all 
three genes are specifically active in arbuscule-containing cells. 
Consistent with this expression pattern and the dependence 
of the fungus on plant lipids, mutations in these genes disable 
arbuscule development, arbuscules remain stunted, root length 
colonization is reduced and the fungus is unable to form lipid-
storing vesicles and finally dies off (Wang et al. 2012, Bravo et al. 
2016, 2017, Keymer et al. 2017, Luginbuehl et al. 2017, Brands 
et al. 2018, Dai et al. 2022, Liu et al. 2022). Taken together, this 
suggests that lipids are mainly exported to the arbuscules via
the PAM.

How the lipids are exported from the plant cell toward the 
arbuscule is currently unknown. A heterocomplex of two half 
ABCG transporters called STUNTED ARBUSCULE (STR) and 
STR2 (Zhang et al. 2010) represents currently the best candi-
date exporter for 2MGs or FAs (Fig. 1B). str and str2 mutants 
carry stunted arbuscules similar to dis, fatm and ram2 (Zhang 
et al. 2010, Gutjahr et al. 2012), lipid transfer is blocked in these 
mutants (Jiang et al. 2017, Keymer et al. 2017) and roots of an 
M. truncatula str mutant were shown to accumulate 16:0 2MGs 
upon colonization (Bravo et al. 2017). Furthermore, STR/STR2 
has similarities with the human cholesterol transporter hete-
rocomplex ABCG5/ABCG8 and with complexes of half ABCG 
transporters involved in cutin or suberin formation, which are 
hypothesized to transport cutin or suberin monomers includ-
ing 2MGs (Sun et al. 2021, Ichino and Yazaki 2022). However, 
the substrate, transport activity and substrate specificity of the 
STR/STR2 complex remain to be demonstrated, and alternative 
scenarios are possible. Lipids could, for example, be transported 
via exocytotic vesicles (Fig. 1B, Ichino and Yazaki 2022). Indeed, 
different types of vesicles in the peri-arbuscular apoplast and 
club-shaped protrusions of the PAM have been observed by 
electron tomography (Ivanov et al. 2019, Roth et al. 2019). Inter-
estingly, similar vesicles were also observed during suberization 
of the endodermal Casparian strip (de Bellis et al. 2022), mak-
ing it tempting to speculate that these extracellular vesicles are 
involved in the secretion and transport of lipophilic metabo-
lites. The role of the interconnected membrane protrusions 
from the PAM is still unclear, but the latter may act as platforms 
for vesicle shedding (Rilla 2021), represent traffic jams of vesicles 
budding off the PAM or act as membrane extensions to allow 
the accommodation of an increased amount of transporter pro-
teins in the PAM (Roth et al. 2019). It is thus possible that 
2MGs (or alternative transferred lipids) are not transported by 
STR/STR2 itself but that the ABCG transporter complex exports 

a signal, which triggers vesicle-based transport or stimulates 
arbuscule branching thereby enabling lipid transfer.

Lipid Metabolism in AMF

The mechanisms by which AMF import lipids are unknown. 
Labeling experiments showed that AMF can import both 
acyl and glycerol moieties of 2MGs exported from plants 
(Luginbuehl et al. 2021) (Fig. 2A); however, it is unclear whether 
2MGs would be directly imported or hydrolyzed in the peri-
arbuscular space into free FAs and glycerol or be converted 
into other compounds before import (Fig. 1B). Brands and 
D ̈ormann found two homologs of yeast FA transporter FAT1 in 
the R. irregularis genome. RiFAT1 and RiFAT2 exhibited higher 
expression in intraradical mycelium (IRM) than in ERM, mak-
ing it tempting to speculate that they could be involved in the 
uptake of FAs or 2MGs delivered by the plant. Indeed, when het-
erologously expressed in a yeast fat1 mutant, RiFAT1 and RiFAT2
enhanced the uptake of isotope-labeled C14:0 and C16:0 FAs 
and 2MGs (Brands and D ̈ormann 2022), supporting the hypoth-
esis that RiFAT1 RiFAT2 may mediate lipid import during the 
symbiosis (Fig. 1B), although their functions in the IRM have 
not been assessed. An ortholog of MG lipase highly expressed 
in the arbuscules might be involved in the hydrolysis of 2MGs 
(Kameoka et al. 2019a). Although the majority of 2MGs result-
ing from the AM-specific 2MG biosynthesis are decorated with 
a C16:0 (Keymer et al. 2017, Luginbuehl et al. 2017, 2021), 
AMF can import not only C16:0 FA but also other FAs (or FA-
containing lipids): when C12:0 FA biosynthesis was enhanced 
in genetically modified host plants, the ratio of C12:0 FA and 
C12:0 in triacylglycerol (TAG) was increased in AMF (Jiang et al. 
2017, Luginbuehl et al. 2017, Rich et al. 2021). 13C-labeled myris-
tic acid (C14:0 FA), C16:0 FA and fluorescently labeled C12:0 FA 
and C16:0 FA derivatives were also imported into AMF in asym-
biotic hyphae derived from germinating spores (Sugiura et al. 
2020). These results suggest that AMF can import at least FAs 
with a chain length between C12 and C16.

Although AMF cannot synthesize FAs de novo, they mod-
ify the imported long-chain FAs. Many AMF species, including 
the model species R. irregularis, produce a unique unsatu-
rated FA, palmitvaccenic acid (C16:1∆11cis FA) (Graham et al. 
1995, Bentivenga and Morton 1996, Olsson and Johansen 2000, 
Wewer et al. 2014) (Fig. 2B). Since C16:1∆11cis FA has been 
found in only a limited number of organisms other than AMF 
such as some moths, bacteria and two ectomycorrhizal fun-
gal species (Hofmann and Tausig 1955, Walker 1969, Bjostad 
and Roelofs 1983, Da Rocha Campos et al. 2008, Reich et al. 
2009, Ding et al. 2014), it is used as a lipid biomarker for 
AMF (Graham et al. 1995, Olsson et al. 1997, Van Aarle and 
Olsson 2003, Ngosong et al. 2012). The ratio of AMF hyphae 
and spores can be estimated from the ratio of phospholipids 
and neutral lipids containing C16:1∆11cis groups because the 
ratio of the plasma membrane, composed of phospholipids, 
is higher in hyphae than in spores and that of stored neutral 
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Fig. 2 Chemical structures of lipids that have functions in AMF development. (A) 2-Palmitoylglycerol (C16:0 MG). (B) Palmitvaccenic acid 
(C16:1∆11 FA). (C) 16-Hydroxyhexadecanoic acid (16-OH-C16:0 FA). (D) 1,16-Hexadecanediol. (E) 2-Hydroxytetradecanoic acid (2-OH-C14:0 FA).
(F) (S)-12-methyltetradodecanic acid (anteiso-C15:0 FA). (G) Palmitoleic acid (C16:1∆9cis FA). (H) Myristic acid (C14:0 FA). 

lipids is higher in spores than in hyphae (Olsson et al. 1997). 
Recently, RiOLE1-LIKE/DES2 has been identified as an acyl-
CoA ∆11 desaturase in R. irregularis. Rhizophagus irregularis
contains two homologs of the acyl-CoA ∆9 desaturase gene, 
RiOLE1/DES1 and RiOLE1-LIKE/DES2. RiOLE1/DES1 desaturates 
acyl-CoA, especially stearoyl-CoA (C18:0-CoA), at position ∆9, 
similar to its orthologs in yeast and many other organisms. On 
the other hand, RiOLE1-LIKE/DES2 desaturates acyl-CoA, espe-
cially C16:0-CoA, at position ∆11 (Brands et al. 2020, Cheeld 
et al. 2020) (Fig. 1C). AMF can also elongate long-chain FAs. 
Two homologs of FA elongase in Saccharomyces cerevisiae were 
found in the R. irregularis genome (Kameoka et al. 2019a), 
although their enzymatic activities have not been examined. 
Feeding experiments showed that at least C14–C18 FAs are 
elongated to C16–C20 FAs in AMF (Trépanier et al. 2005, Sug-
iura et al. 2020) (Fig. 1C). Since AMF also have C22 and C24 FAs 
(Trépanier et al. 2005, Wewer et al. 2014), these FAs must also 
be synthesized in AMF through FA chain elongation.

Most FAs are incorporated into TAGs and are preserved in 
lipid droplets (Fig. 1C). TAGs account for about 40–90% of 
stored carbon in AMF (Beilby and Kidby 1980, Bécard et al. 1991, 
Gaspar et al. 1994, Bago et al. 2000, Wewer et al. 2014) and are 
dominantly synthesized in IRM, transported to ERM and even-
tually stored in spores (Bécard et al. 1991, Gaspar et al. 1994, 
Pfeffer et al. 1999, Bago et al. 2002). Lipid droplets are thought 
to be important for TAG preservation and transport (Bonfante 
et al. 1994, Bago et al. 2002). Kobae et al. (2014) showed that two 
phylogenetically distant AMF species, R. irregularis and Para-
glomus occultum, generate lipid droplets in the IRM including 
mature or senescent arbuscules. Of note, the accumulation 
of lipid droplets was observed to coincide with arbuscule col-
lapse, suggesting the importance of arbuscule turnover for lipid 

droplet generation or alternatively for recycling of arbuscule 
membrane lipids by the fungus (Kobae et al. 2014). The lipid 
droplets are then transported in the cytoplasm toward the ERM 
(Bago et al. 2002, Kobae et al. 2014). FA modifications may 
contribute to controlling the physical features of lipid droplets. 
Normally, about 60–70% of the FA groups in fungal TAGs are 
unsaturated (Beilby and Kidby 1980, Bécard et al. 1991, Olsson 
and Johansen 2000, Wewer et al. 2014), and lipid droplets 
are in a liquid state. However, when R. irregularis is grown in 
C14:0 FA-containing media, it exhibits a higher ratio of C14:0 
groups in TAGs and abnormal lumpy lipid droplets that appear 
to be in a more solid state presumably due to stronger inter-
molecular forces of saturated FAs (Sugiura et al. 2020), implying 
that FA desaturation may contribute to the fluidity of lipid
droplets.

AMF use the stored FAs to produce energy and synthe-
size saccharides. FAs are catabolized into acetyl-CoA in the 
β-oxidation pathway (Fig. 1C). Acetyl-CoA is oxidated in the 
tricarboxylic acid (TCA) cycle to synthesize ATP (Fig. 1C) or 
to convert it into C4 dicarboxylic acids in the glyoxylate cycle 
(Fig. 1C) and subsequently into hexoses in the gluconeogene-
sis pathway (Fig. 1C). The orthologs of all enzymes required for 
these pathways are conserved and expressed in AMF (Lammers 
et al. 2001, Wewer et al. 2014, Kameoka et al. 2019a, Wendering 
and Nikoloski 2022). The stimulation of ATP production by FA 
treatment suggests the significance of the β-oxidation and the 
TCA cycle for ATP synthesis in AMF (Sugiura et al. 2020). Fur-
thermore, labeling experiments showed the conversion of FAs, 
acetate, or glycerol into trehalose, glycogen and chitin (Bago 
et al. 1999, Pfeffer et al. 1999, Lammers et al. 2001, Sugiura 
et al. 2020), demonstrating that β-oxidation, glyoxylate cycle 
and gluconeogenesis are active in AMF.
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Lipids Stimulate the Growth and Branching of 
AM Fungal Hyphae

In addition to the functions of FAs as carbon sources, some FAs 
and FA derivatives work as triggers of developmental changes in 
AMF. For example, it has been suggested based on phenotypes 
of M. truncatula ram2 mutants that cutin monomers includ-
ing 16-hydroxyhexadecanoic acid (16-OH-C16:0 FA) (Fig. 2C) 
and 1,16-hexadecanediol (Fig. 2D) activate the formation of 
hyphopodia by R. irregularis (Wang et al. 2012). However, more 
recent studies have shown that RAM2 synthesizes lipids for 
transfer to the fungus as described above (Jiang et al. 2017, 
Keymer et al. 2017, Luginbuehl et al. 2017). Careful reassessment 
is required to confirm that the role of ram2 in hyphopodium 
formation is caused by reduced cutin monomers and is not a 
secondary effect of disrupted lipid transfer at the arbuscule.

In species belonging to the genus Gigaspora, but not in 
R. irregularis, hydroxy FAs trigger hyphal growth, suggest-
ing that they work as signals. Nagahashi et al. showed that 
2-hydroxytetradecanoic acid (2-OH-C14:0 FA) (Fig. 2E) and 
2-hydroxydodecanoic acid (2-OH-C12:0 FA) stimulate hyphal 
elongation and branching (Nagahashi et al. 2010, Nagahashi 
and Douds 2011). In contrast, 2-hydroxydecanoic acid (2-OH-
C10:0 FA), 2-hydroxyhexadecanoic acid (2-OH-C16:0 FA) and 
3-hydroxytetradecanoic acid (3-OH-C14:0 FA) did not stim-
ulate hyphal growth (Nagahashi and Douds 2011), suggest-
ing a structure-specific recognition of hydroxy FAs by AMF. 
Compounds presumed as 2-hydroxy FAs were found from car-
rot root exudates by MS analysis (Nagahashi et al. 2010). In 
addition, strigolactones (SLs) in root exudates induce hyphal 
branching of AMF (Akiyama et al. 2005). While SLs induce 
higher-order hyphal branching, 2-hydroxy FAs increase the 
branching points on the primary hyphae (Nagahashi and Douds 
2011). Since carrot root exudates stimulate both types of 
branching (Nagahashi and Douds 2011), Gigaspora species may 
enhance hyphal branching in response to 2-hydroxy FAs in root 
exudates as well as to SLs to increase the chances of contact with 
host roots.

FAs Stimulate AM Fungal Spore Formation in 
the Absence of a Host

After the discovery of lipid transfer from plants to AMF, the 
dependence on plant-derived FAs was considered a major basis 
of their obligate biotrophy. However, Hildebrandt et al. (2006) 
showed that AMF species in the order Glomerales, including R. 
irregularis, can form a small number of spores when co-cultured 
with the Gram-positive bacterium, Paenibacillus validus, in the 
absence of a host plant. In addition, the fungi responded to 
P. validus with intensive hyphal branching resulting in densely 
packed hyphal coils. Although the spores formed by co-culture 
with P. validus were smaller than the spores resulting from 
symbiosis, they were able to germinate and colonize roots 
(Hildebrandt et al. 2002, 2006). Activity-guided fractionation 

of supernatant from P. validus culture led to the discovery that 
(S)-12-methyltetradodecanic acid (anteiso-C15:0 FA) (Fig. 2F), 
a branched-chain FA, can induce hyphal branching and the 
formation of a small number of asymbiotic spores by R. irregu-
laris (Kameoka et al. 2019b). Since several types of branched-
chain FAs are produced by a wide range of bacteria (Kaneda 
1991), the activities of a number of them were examined. FAs 
branching at C11 or C12 had the strongest hyphal branch-
inducing activities, while FAs branching at C13 or C14 had 
weaker or no activities, respectively (Kameoka et al. 2019b). This 
structure–activity relationship implies that these FAs work as 
signaling compounds, along with a possible function as carbon 
sources. Extensive testing of FAs revealed that three straight-
chain FAs, C16:1∆11cis FA (Fig. 2B), palmitoleic acid (C16:1∆9cis

FA) (Fig. 2G) and C14:0 FA (Fig. 2H), also induce hyphal branch-
ing and spore formation in R. irregularis (Fig. 3) (Kameoka 
et al. 2019b, Sugiura et al. 2020, Tanaka et al. 2022) [note that 
Kameoka et al. (2019b) did not detect the activity of C14:0 FA, 
presumably because the hyphal branching-inducing activities of 
FAs were examined by paper disk diffusion assay for the first 
screening, in which the activity of C14:0 FA was not significant]. 
C12:0 FA stimulates hyphal elongation but no spore formation 
(Sugiura et al. 2020). While C16:1∆11cis FA shows spore-inducing 
activity to the same degree as anteiso-C15:0 FA, C16:1∆9cis FA 
and C14:0 FA have a much stronger activity (Kameoka et al. 
2019b, Sugiura et al. 2020). Interestingly, these FAs induce spore 
formation in R. irregularis and Rhizophagus clarus in the order 
Glomerales, but not in Gigaspora margarita belonging to the 
order Diversisporales, although C14:0 FA slightly enhances the 
hyphal growth in G. margarita. The range of species whose spore 
formation is induced by FAs is comparable to that of species 
whose spore formation is induced by co-culture with P. validus
(Hildebrandt et al. 2006, Kameoka et al. 2019b, Sugiura et al. 
2020, Tanaka et al. 2022).

The possibility of complimenting the FA auxotrophy of AMF 
by FAs in the culture medium bears great potential for in vitro 
propagation of AMF (Fig. 3). The media must contain spore-
inducing FAs, such as C16:1∆9cis FA and C14:0 FA (Kameoka et al. 
2019b, Sugiura et al. 2020). In addition to inducing spore forma-
tion, C14:0 FA also increased the biomass of AMF, implying that 
AMF prefer C14:0 FA to C16:1∆9cis FA as a carbon source. Indeed, 
13C-labeled C14:0 FA in the media was converted into TAGs and 
saccharides in AMF (Sugiura et al. 2020). Furthermore, it was 
suggested that C14:0 FA may be required for the myristoylation 
of proteins required for fungal functioning (Sugiura et al. 2020). 
C16:0 FA co-applied with C14:0 FA more strongly enhances 
AMF growth than C14:0 FA treatment alone and exogenously 
applied C16:0 FA is incorporated into fungal TAGs (Sugiura et al. 
2020), indicating that it can also act as a carbon source in spite 
of not showing spore-inducing activity. Tanaka et al. further 
improved the medium to enable the mass production of spores 
of R. clarus and R. irregularis (Tanaka et al. 2022). To this end, 
they added an organic nitrogen source and thiamine that can-
not be produced by AMF (Tisserant et al. 2013), as well as the 
plant hormones SLs and jasmonic acid, both of which were 
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Fig. 3 Spore formation by AMF in axenic culture. Rhizophagus irregularis cultured in a modified M medium (A), a modified M medium with 100 μM 
C16:0 FA (B), a T medium without C14:0 FA (C) and a T medium that contains 500 μM C14:0 FA (D) [(A, B) Kameoka et al. 2019b, (C, D) Tanaka 
et al. 2022]. Asterisks indicate mother spores. Bar = 500 μm. 

previously described to stimulate fungal growth (Akiyama et al. 
2005, Nagata et al. 2016). They also showed that the asymbioti-
cally produced spores can promote the growth of Welsh onions 
(Tanaka et al. 2022), demonstrating their utility for application. 
However, the growth of AMF and the production of spores 
are slower in axenic culture as compared to conventional cul-
ture methods in the presence of plants or root organ culture. 
Furthermore, the asymbiotically produced spores are smaller 
than those produced during the symbiosis, which appears to 
cause lower germination and colonization rates (Kameoka et al. 
2019b, Sugiura et al. 2020, Tanaka et al. 2022). Although the pos-
sibility to induce large amounts of spores asymbiotically repre-
sents a great and long-awaited breakthrough in the field (Tanaka 
et al. 2022), an improvement in the method by optimizing the 
concentrations and combination of FAs and other nutrients 
and adding other compounds that promote AMF growth and 
spore production is required for the commercial mass produc-
tion of AMF inoculum. Furthermore, asymbiotic propagation 
of AMF is currently limited to two species, R. irregularis and 
R. clarus, while species of the genus Gigaspora do not produce 
spores in response to the tested FAs. More work is required 
to understand whether combinations of other compounds or 
specific FAs can induce spores in Gigaspora species. Never-
theless, the novel protocols provide already several impor-
tant advantages for research. For example, this method can 
reduce the labor for preserving AMF isolates belonging to 
the permissive species. Furthermore, large amounts of AMF 
mycelia and spores can be produced, which can be desirable 
for different experimental applications such as detecting low-
abundance transcripts or proteins or recording transcriptomic 

proteomic or metabolomic responses of the fungus to differ-
ent environmental conditions or molecules (in the absence of
the plant).

Currently, it is unclear whether ERMs of AMF respond to 
FAs also under natural conditions. Since roots exude C14:0 FA 
and C16:0 FA (Badri and Vivanco 2009, Zhu et al. 2016, Li et al. 
2017, Rillig et al. 2020) as well as SL and jasmonate (Nagata 
et al. 2015, 2016), Rhizophagus species may respond by hyphal 
branching to the cocktail of these compounds in the rhizo-
sphere. Gigaspora species may specifically respond to another 
set of FAs, for example, the 2-hydroxy FAs at least with hyphal 
branching. AMF carry many different soil bacteria on the sur-
face of their hyphae (Emmett et al. 2021). These bacteria may 
induce hyphal branching by releasing branched-chain FAs, for 
example, to increase the fitness of their fungal host and the 
hyphal surface area they can colonize. It is unclear whether FAs 
in combination with exuded plant hormones as well as pos-
sibly bacteria-released thiamin also induce spore formation in 
soils because relatively high concentrations (0.1–1 mM) of FAs 
are required for spore induction in vitro; spore induction by 
root exudates or bacteria under natural conditions has not yet 
been reported. In vitro induction of spores may be caused by 
unnaturally high concentrations of FAs. However, it is well pos-
sible that Rhizophagus species exposed to plant or bacterial 
exudates produce spores in the absence of symbiosis or that 
spore formation of root-colonizing fungi is further stimulated 
by FAs in these exudates. Further research is required to reveal 
whether asymbiotic spores are also formed in natural soils in 
response to specific FAs and whether this has any ecological
significance.
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Total lipid and fatty acid accumulation during basidiospore formation 
in the ectomycorrhizal fungus Pisolithus sp. Rev. Bras. Cienc. Solo 32: 
1531–1540.

Dai, H., Zhang, X., Zhao, B., Shi, J., Zhang, C., Wang, G., et al. (2022) Col-
onization of mutualistic mycorrhizal and parasitic blast fungi requires 
OsRAM2-regulated fatty acid biosynthesis in rice. Mol. Plant Microbe 
Interact. 35: 178–186.

de Bellis, D., Kalmbach, L., Marhavy, P., Daraspe, J., Geldner, N. and 
Barberon, M. (2022) Extracellular vesiculo-tubular structures associated 
with suberin deposition in plant cell walls. Nat. Commun. 13: 1489.

Ding, B.-J., Hofvander, P., Wang, H.-L., Durrett, T.P., Stymne, S. and L ̈ofst-
edt, C. (2014) A plant factory for moth pheromone production. Nat. 
Commun. 5: 3353.

Emmett, B.D., Lévesque-Tremblay, V. and Harrison, M.J. (2021) Conserved 
and reproducible bacterial communities associate with extraradical 
hyphae of arbuscular mycorrhizal fungi. ISME J. 15: 2276–2288.

Gaspar, M.L., Pollero, R.J. and Cabello, M.N. (1994) Triacylglycerol consump-
tion during spore germination of vesicular-arbuscular mycorrhizal fungi. 
J. Am. Oil Chem. Soc. 71: 449–452.

Graham, J.H., Hodge, N.C. and Morton, J.B. (1995) Fatty acid methyl ester 
profiles for characterization of glomalean fungi and their endomycor-
rhizae. Appl. Environ. Microbiol. 61: 58–64.

Gutjahr, C. and Parniske, M. (2013) Cell and developmental biology of 
arbuscular mycorrhiza symbiosis. Annu. Rev. Cell Dev. Biol. 29: 593–617.

Gutjahr, C., Radovanovic, D., Geoffroy, J., Zhang, Q., Siegler, H., 
Chiapello, M., et al. (2012) The half-size ABC transporters STR1 and STR2 
are indispensable for mycorrhizal arbuscule formation in rice. Plant J. 69: 
906–920.

Harrison, M.J. and Ivanov, S. (2017) Exocytosis for endosymbiosis: mem-
brane trafficking pathways for development of symbiotic membrane 
compartments. Curr. Opin. Plant Biol. 38: 101–108.

Hildebrandt, U., Janetta, K. and Bothe, H. (2002) Towards growth of arbus-
cular mycorrhizal fungi independent of a plant host towards growth of 
arbuscular mycorrhizal fungi independent of a plant host. Appl. Environ. 
Microbiol. 68: 1919–1924.

Hildebrandt, U., Ouziad, F., Marner, F.J. and Bothe, H. (2006) The bacterium 
Paenibacillus validus stimulates growth of the arbuscular mycorrhizal 
fungus Glomus intraradices up to the formation of fertile spores. FEMS 
Microbiol. Lett. 254: 258–267.

Hofmann, K. and Tausig, F. (1955) The chemical nature of the fatty acids of 
a group C Streptococcus species. J. Biol. Chem. 213: 415–423.

 1363



H. Kameoka and C. Gutjahr | Role of Lipids for Arbuscular Mycorrhizal Fungi

Ichino, T. and Yazaki, K. (2022) Modes of secretion of plant lipophilic 
metabolites via ABCG transporter-dependent transport and vesicle-
mediated trafficking. Curr. Opin. Plant Biol. 66: 102184.

Ivanov, S., Austin, J., Berg, R.H. and Harrison, M.J. (2019) Extensive mem-
brane systems at the host–arbuscular mycorrhizal fungus interface. Nat. 
Plants 5: 194–203.

Ivanov, S. and Harrison, M.J. (2019) Accumulation of phosphoinositides 
in distinct regions of the periarbuscular membrane. New Phytol. 221: 
2213–2227.

Jiang, Y., Wang, W., Xie, Q., Liu, N., Liu, L., Wang, D., et al. (2017) Plants trans-
fer lipids to sustain colonization by mutualistic mycorrhizal and parasitic 
fungi. Science 356: 1172–1175.

Kameoka, H., Maeda, T., Okuma, N. and Kawaguchi, M. (2019a) Structure-
specific regulation of nutrient transport and metabolism in arbuscular 
mycorrhizal fungi. Plant Cell Physiol. 60: 2272–2281.

Kameoka, H., Tsutsui, I., Saito, K., Kikuchi, Y., Handa, Y., Ezawa, T., et al. 
(2019b) Stimulation of asymbiotic sporulation in arbuscular mycorrhizal 
fungi by fatty acids. Nat. Microbiol. 4: 1654–1660.

Kaneda, T. (1991) Iso- and anteiso-fatty acids in bacteria: biosynthesis, 
function, and taxonomic significance. Microbiol. Rev. 55: 288–302.

Keymer, A. and Gutjahr, C. (2018) Cross-kingdom lipid transfer in arbuscu-
lar mycorrhiza symbiosis and beyond. Curr. Opin. Plant Biol. 44: 137–144.

Keymer, A., Pimprikar, P., Wewer, V., Huber, C., Brands, M., Bucerius, S.L., 
et al. (2017) Lipid transfer from plants to arbuscular mycorrhiza fungi. 
Elife 6: e29107.

Khang, C.H., Berruyer, R., Giraldo, M.C., Kankanala, P., Park, S.Y., 
Czymmek, K., et al. (2010) Translocation of Magnaporthe oryzae effec-
tors into rice cells and their subsequent cell-to-cell movement. Plant Cell
22: 1388–1403.

Kobae, Y., Gutjahr, C., Paszkowski, U., Kojima, T., Fujiwara, T. and Hata, S. 
(2014) Lipid droplets of arbuscular mycorrhizal fungi emerge in concert 
with arbuscule collapse. Plant Cell Physiol. 55: 1945–1953.

Kobayashi, Y., Maeda, T., Yamaguchi, K., Kameoka, H., Tanaka, S., Ezawa, T., 
et al. (2018) The genome of Rhizophagus clarus HR1 reveals a common 
genetic basis for auxotrophy among arbuscular mycorrhizal fungi. BMC 
Genom. 19: 465.

Kokkoris, V., Stefani, F., Dalpé, Y., Dettman, J. and Corradi, N. (2020) 
Nuclear dynamics in the arbuscular mycorrhizal fungi. Trends Plant Sci.
25: 765–778.

Lammers, P.J., Jun, J., Abubaker, J., Arreola, R., Gopalan, A., Bago, B., et al. 
(2001) The glyoxylate cycle in an arbuscular mycorrhizal fungus. Carbon 
flux and gene expression. Plant Physiol. 127: 1287–1298.

Li, S., Xu, C., Wang, J., Guo, B., Yang, L., Chen, J., et al. (2017) Cinnamic, 
myristic and fumaric acids in tobacco root exudates induce the infection 
of plants by Ralstonia solanacearum. Plant Soil 412: 381–395.

Li-Beisson, Y., Shorrosh, B., Beisson, F., Andersson, M.X., Arondel, V., 
Bates, P.D., et al. (2013) Acyl-lipid metabolism. Arab B 11: e0161.

Liu, Y., Liu, -C.-C., Zhu, A.-Q., Niu, K., Guo, R., Tian, L., et al. (2022) OsRAM2 
function in lipid biosynthesis is required for arbuscular mycorrhizal 
symbiosis in rice. Mol. Plant Microbe Interact. 35: 187–199.

Luginbuehl, L.H., Menard, G.N., Kurup, S., Van Erp, H., Radhakrishnan, G.V., 
Breakspear, A., et al. (2017) Fatty acids in arbuscular mycorrhizal fungi 
are synthesized by the host plant. Science 356: 1175–1178.

Luginbuehl, L.H. and Oldroyd, G.E.D. (2017) Understanding the arbus-
cule at the heart of endomycorrhizal symbioses in plants. Curr. Biol. 27: 
R952–R963.

Luginbuehl, L.H., Van Erp, H., Cheeld, H., Mysore, K.S., Wen, J., Oldroyd, G.E., 
et al. (2021) Plants export 2-monopalmitin and supply both fatty acyl 
and glyceryl moieties to arbuscular mycorrhizal fungi. bioRxiv 427311.

Luttgeharm, K.D., Kimberlin, A.N. and Cahoon, E.B. (2016) Plant sphin-
golipid metabolism and function. In Lipids in Plant and Algae Develop-
ment. Edited by Nakamura, Y. and Li-Beisson, Y. pp. 249–286. Springer 
International Publishing, Cham.

Maeda, T., Kobayashi, Y., Kameoka, H., Okuma, N., Takeda, N., 
Yamaguchi, K., et al. (2018) Evidence of non-tandemly repeated rDNAs 
and their intragenomic heterogeneity in Rhizophagus irregularis. Com-
mun. Biol. 1: 87.

Malar, C., Krüger, M., Krüger, C., Wang, Y., Stajich, J.E., Keller, J., et al. (2021) 
The genome of Geosiphon pyriformis reveals ancestral traits linked to 
the emergence of the arbuscular mycorrhizal symbiosis. Curr. Biol. 31: 
1570–1577.e4.

Moore, W.M., Chan, C., Ishikawa, T., Rennie, E.A., Wipf, H.M.L., Benites, V., 
et al. (2021) Reprogramming sphingolipid glycosylation is required 
for endosymbiont persistence in Medicago truncatula. Curr. Biol. 31: 
2374–2385e4.

Morin, E., Miyauchi, S., San Clemente, H., Chen, E.C.H., Pelin, A., de la Provi-
dencia, I., et al. (2019) Comparative genomics of Rhizophagus irregularis, 
R. cerebriforme, R. diaphanus and Gigaspora rosea highlights specific 
genetic features in Glomeromycotina. New Phytol. 222: 1584–1598.

Nagahashi, G. and Douds, D.D. (2011) The effects of hydroxy fatty acids on 
the hyphal branching of germinated spores of AM fungi. Fungal Biol. 115: 
351–358.

Nagahashi, G., Douds, D.D. and Ferhatoglu, Y. (2010) Functional categories 
of root exudate compounds and their relevance to AM fungal growth., 
In Arbuscular Mycorrhizas: Physiology and Function, 2nd edn. Edited by 
Koltai, H. and Kapulnik, Y. pp. 33–56. Springer, Dordrecht.

Nagata, M., Yamamoto, N., Miyamoto, T., Shimomura, A., Arima, S., 
Hirsch, A.M., et al. (2016) Enhanced hyphal growth of arbuscular mycor-
rhizae by root exudates derived from high R/FR treated Lotus japonicus. 
Plant Signal. Behav. 11: e1187356.

Nagata, M., Yamamoto, N., Shigeyama, T., Terasawa, Y., Anai, T., Sakai, T., 
et al. (2015) Red/far red light controls arbuscular mycorrhizal coloniza-
tion via jasmonic acid and strigolactone signaling. Plant Cell Physiol. 56: 
2100–2109.

Nakamura, Y. (2017) Plant phospholipid diversity: emerging functions 
in metabolism and protein–lipid interactions. Trends Plant Sci. 22: 
1027–1040.

Ngosong, C., Gabriel, E. and Ruess, L. (2012) Use of the signature fatty acid 
16:1ω5 as a tool to determine the distribution of arbuscular mycorrhizal 
fungi in soil. J. Lipids 2012: 236807.

Noack, L.C. and Jaillais, Y. (2020) Functions of anionic lipids in plants. Ann. 
Rev. Plant Biol. 71: 71–102.

Olsson, P.A., Bååth, E. and Jakobsen, I. (1997) Phosphorus effects on the 
mycelium and storage structures of an arbuscular mycorrhizal fungus as 
studied in the soil and roots by analysis of fatty acid signatures. Appl. 
Environ. Microbiol. 63: 3531–3538.

Olsson, P.A. and Johansen, A. (2000) Lipid and fatty acid composition of 
hyphae and spores of arbuscular mycorrhizal fungi at different growth 
stages. Mycol. Res. 104: 429–434.

Pfeffer, P.E., Douds, D.D., Bécard, G. and Shachar-Hill, Y. (1999) Carbon 
uptake and the metabolism and transport of lipids in an arbuscular 
mycorrhiza. Plant Physiol. 120: 587–598.

Reich, M., G ̈obel, C., Kohler, A., Buée, M., Martin, F., Feussner, I., et al. (2009) 
Fatty acid metabolism in the ectomycorrhizal fungus Laccaria bicolor. 
New Phytol. 182: 950–964.

Rich, M.K., Vigneron, N., Liboure, C., Keller, J., Xue, L., Hajheidari, M., et al. 
(2021) Lipid exchanges drove the evolution of mutualism during plant 
terrestrialization. Science 372: 864–868.

Rilla, K. (2021) Diverse plasma membrane protrusions act as platforms for 
extracellular vesicle shedding. J. Extracell Vesicles. 10: e12148.

Rillig, M.C., Aguilar-Trigueros, C.A., Anderson, I.C., Antonovics, J., 
Ballhausen, M.B., Bergmann, J., et al. (2020) Myristate and the ecology of 
AM fungi: significance, opportunities, applications and challenges. New 
Phytol. 227: 1610–1614.

Roth, R., Chiappello, M., Montero, H., Gehring, P., Grossmann, J., 
O’Holleran, K., et al. (2018) A rice serine/threonine receptor-like kinase 

1364



Plant Cell Physiol. 63(10): 1356–1365 (2022) doi:https://doi.org/10.1093/pcp/pcac113

regulates arbuscular mycorrhizal symbiosis at the peri-arbuscular mem-
brane. Nat. Comm. 9: 4677.

Roth, R., Hillmer, S., Funaya, C., Chiapello, M., Schumacher, K., Lo Presti, L., 
et al. (2019) Arbuscular cell invasion coincides with extracellular vesicles 
and membrane tubules. Nat. Plants 5: 204–211.

Simon, M.L.A., Platre, M.P., Marquès-Bueno, M.M., Armengot, L., 
Stanislas, T., Bayle, V., et al. (2016) A PtdIns (4) P-driven electrostatic field 
controls cell membrane identity and signalling in plants. Nat. Plants 2: 
16089.

Smith, S.E. and Smith, F.A. (2011) Roles of arbuscular mycorrhizas in plant 
nutrition and growth: new paradigms from cellular to ecosystem scales. 
Annu. Rev. Plant Biol. 62: 227–250.

Spatafora, J.W., Chang, Y., Benny, G.L., Lazarus, K., Smith, M.E., Berbee, M.L., 
et al. (2016) A phylum-level phylogenetic classification of zygomycete 
fungi based on genome-scale data. Mycologia 108: 1028–1046.

Sugiura, Y., Akiyama, R., Tanaka, S., Yano, K., Kameoka, H., Marui, S., et al. 
(2020) Myristate can be used as a carbon and energy source for the 
asymbiotic growth of arbuscular mycorrhizal fungi. Proc. Natl. Acad. Sci. 
U.S.A. 117: 25779–25788.

Sun, X., Chen, W., Ivanov, S., Maclean, A.M., Wight, H., Ramaraj, T., 
et al. (2019) Genome and evolution of the arbuscular mycorrhizal fun-
gus Diversispora epigaea (formerly Glomus versiforme) and its bacterial 
endosymbionts. New Phytol. 221: 1556–1573.

Sun, Y., Wang, J., Long, T., Qi, X., Donnelly, L., Elghobashi-Meinhardt, N., 
et al. (2021) Molecular basis of cholesterol efflux via ABCG subfamily 
transporters. Proc. Natl. Acad. Sci. U.S.A. 118: e2110483118.

Tanaka, S., Hashimoto, K., Kobayashi, Y., Yano, K., Maeda, T., Kameoka, H., 
et al. (2022) Asymbiotic mass production of the arbuscular mycorrhizal 
fungus Rhizophagus clarus. Commun. Biol. 5: 43.

Tisserant, E., Malbreil, M., Kuo, A., Kohler, A., Symeonidi, A., Balestrini, R., 
et al. (2013) Genome of an arbuscular mycorrhizal fungus provides 

insight into the oldest plant symbiosis. Proc. Natl. Acad. Sci. U.S.A. 110: 
20117–20122.

Trépanier, M., Bécard, G., Moutoglis, P., Willemot, C., Gagné, S., Avis, T.J., 
et al. (2005) Dependence of arbuscular-mycorrhizal fungi on their plant 
host for palmitic acid synthesis. Appl. Environ. Microbiol. 71: 5341–5347.

Van Aarle, I.M. and Olsson, P.A. (2003) Fungal lipid accumulation and devel-
opment of mycelial structures by two arbuscular mycorrhizal fungi. Appl. 
Environ. Microbiol. 69: 6762–6767.

Wakil, S.J., Stoops, J.K. and Joshi, V.C. (1983) Fatty acid synthesis and its 
regulation. Annu. Rev. Biochem. 52: 537–579.

Walker, R.W. (1969) Cis-11-hexadecenoic acid from Cytophaga hutchinsonii
lipids. Lipids 4: 15–18.

Wang, E., Schornack, S., Marsh, J.F., Gobbato, E., Schwessinger, B., 
Eastmond, P., et al. (2012) A common signaling process that pro-
motes mycorrhizal and oomycete colonization of plants. Curr. Biol. 22: 
2242–2246.

Wendering, P. and Nikoloski, Z. (2022) Genome-scale modeling speci-
fies the metabolic capabilities of Rhizophagus irregularis. mSystems 7: 
e01216–21.

Wewer, V., Brands, M. and D ̈ormann, P. (2014) Fatty acid synthesis and lipid 
metabolism in the obligate biotrophic fungus Rhizophagus irregularis
during mycorrhization of Lotus japonicus. Plant J. 79: 398–412.

Wipf, D., Krajinski, F., van Tuinen, D., Recorbet, G. and Courty, P.E. (2019) 
Trading on the arbuscular mycorrhiza market: from arbuscules to com-
mon mycorrhizal networks. New Phytol. 223: 1127–1142.

Zhang, Q., Blaylock, L.A. and Harrison, M.J. (2010) Two Medicago trun-
catula half-ABC transporters are essential for arbuscule development in 
arbuscular mycorrhizal symbiosis. Plant Cell 22: 1483–1497.

Zhu, S., Vivanco, J.M. and Manter, D.K. (2016) Nitrogen fertilizer rate 
affects root exudation, the rhizosphere microbiome and nitrogen-use-
efficiency of maize. Appl. Soil Ecol. 107: 324–333.

 1365




