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Summary

Glycosylation is a conserved set of post-translational modifications that exists in all eukaryotic cells.
During the last decade, the role of glycosylation in plant pathogenic fungi has received significant
attention and considerable progress has been made, especially in Ustilago maydis and Magnaporthe
oryzae. Here, we review recent advances in our understanding of the role of N-glycosylation, O-
glycosylation and glycosylphosphatidylinositol (GPI) anchors during plant infection by pathogenic
fungi. We highlight the roles of these processes in regulatory mechanisms associated with
appressorium formation, host penetration, biotrophic growth and immune evasion. We argue that
improved knowledge of glycosylation pathways and the impact of these modifications on fungal

pathogenesis is overdue and could provide novel strategies for disease control.

Key words: Post-translational modification, glycosylation, GPI anchor, cell wall, fungal infection,

pathogenesis, plant-fungus interaction
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I. Introduction

Glycosylation is a highly conserved process in eukaryotes that leads to a wide range of post-
translational modifications. These involve the synthesis and addition of different polysaccharide cores
to specific amino acids within a consensus sequence of the protein. Most glycoproteins acquire
glycosyl groups from the secretory system involving endoplasmic reticulum (ER) and Golgi apparatus,
and are secreted to plasma membrane-associated cell wall or extracellular spaces (Helenius & Aebi,
2004). Glycosylation can regulate the function of glycoproteins by affecting their folding, sorting,
localization, abundance and activity (Helenius & Aebi, 2004).

Protein glycosylation can be divided into three main types— N-glycosylation, O-glycosylation,
and Glycosylphosphatidylinositol (GPI) anchoring (Fujita & Kinoshita, 2012; Breitling & Aebi, 2013;
Loibl & Strahl, 2013). Detailed glycosylation modification processes have been identified in
Saccharomyces cerevisiae and comprehensively reviewed (Wildt & Gerngross, 2005; Deshpande et
al., 2008). During the past decade, some components of all three main glycosylation pathways have
been investigated in plant pathogenic fungi, but our understanding is far from complete. Important
roles for glycosylated proteins have, however, been identified in a number of plant pathogenic fungal
species, particularly in the corn smut fungus Ustilago maydis and the rice blast fungus Magnaporthe
oryzae (see Table 1), both of which are tractable genetic models for fungal pathogenesis. Emerging
evidence suggests that glycosylation contributes to fungal infection mechanisms in multiple ways. In
this insight article, we highlight recent advances in our understanding of glycosylation in
phytopathogenic fungi, including roles in appressorium-mediated penetration and biotrophic growth.
We argue that these processes are, however, often overlooked in studies of fungal effector proteins

and cell wall modifications essential for fungal pathogenesis.

I1. Glycosylation and fungal virulence

Proteins that serve functions in N-glycosylation, O-glycosylation and GPI anchoring pathways
have recently been found to be pathogenicity determinants in plant pathogenic fungi (Table 1). In M.
oryzae, for instance, the N-glycan synthesis pathway gene ALG3 is required for infection hypha
development and suppression of the plant immune response (Chen et al., 2014). The o-1,2-

mannosyltransferase MgALG2 gene of the Septoria leaf blotch fungus Mycosphaerella graminicola,
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meanwhile, is important for switching from the yeast-like phase to the hyphal growth form and is
essential for virulence (Motteram et al., 2011). Several genes in the N-glycosylation ER quality
control (ERQC) system have also been reported to be essential for virulence in U. maydis as shown in
Table 1 (Schirawski et al., 2005; Fernandez-Alvarez et al., 2009), suggesting a wider role for such
post-translations modifications in plant infection. Consistent with this idea, N-glycosylation pathway
proteins such as a-1,6-mannosyltransferase Ochl, N-acetylglucosaminyl transferase Gnt2 also play an
important role in virulence of a range of different fungal pathogens (Table 1) (Li et al., 2014; Zhang
et al., 2019; Lopez-Fernandez et al., 2013).

Fungal O-glycosylation has also been shown to be significant in fungal pathogenesis. The initial
O-mannosyltransferase reaction is mediated by integral ER membrane protein mannose transferases,
which can be classified into three subfamilies (PMT1, PMT2, and PMT4) (Lommel & Strahl, 2009).
Mutations in PMT family genes have been linked to reduced pathogenicity of several plant pathogenic
fungi, such as U. maydis, Botrytis cinerea, Fusarium oxysporum, M. oryzae and Penicillium digitatum
(Table 1) (Fernémdez—Alvarez et al., 2009; Fernandez-Alvarez et al., 2012; Gonzalez et al., 2013;
Harries et al., 2015; Guo et al., 2016; Pan et al., 2019; Xu et al., 2020).

Several studies have also addressed the roles of GPI anchoring during infection by plant
pathogenic fungi (Rittenour & Harris, 2013; Oliveira-Garcia & Deising, 2016; Liu et al., 2020). To
date, only a few GPI anchoring pathway-related genes have been successfully deleted in fungi (Table
1). These include GPI7 orthologs in M. oryzae (Liu et al.,2020) and in F. graminearum (Rittenour &
Harris, 2013), as well as GPI12, GAA1 and GPIS8 orthologs in Colletotrichum graminicola (Oliveira-
Garcia and Deising, 2016). GPI anchoring therefore plays diverse and significant roles in vegetative

development and pathogenicity in plant pathogenic fungi (Table 1).

ITI. Regulatory mechanisms of glycosylation in appressorium-mediated penetration

Many plant pathogens have evolved specific mechanisms to penetrate the host cuticle directly,
such as the development of specialized infection structures called appressoria (Howard et al., 1991;
Talbot, 2019). Recent studies have reported that glycosylation plays vital roles in appressorium-

mediated penetration.
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O-glycosylation for example, is important in fungal cell wall composition and affects the relative
abundance and distribution of B-1,3-glucans, chitin and glycoproteins (Fernandez-Alvarez et al.,
2009). In U. maydis, deletion of the O-glycosylation pathway gene PMT4 significantly reduced the
frequency of appressorium formation and function (Fernandez-Alvarez et al., 2009). O-glycosylation
of the transmembrane mucin protein Msb2 appears to be responsible for the defect of Apmt4 in
appressorium differentiation of U. maydis, which may be due to an effect on the downstream
activation of the MAP kinase Kpp2 (Fernandez-Alvarez et al., 2012). Interestingly, the Msb2 ortholog
in M. oryzae, MoMsb2, which is also predicted to be heavily glycosylated in the extracellular domain,
was also reported to regulate appressorium development via activation of the analogous Pmk1 MAPK
signaling pathway (Figure 1) (Liu ef al., 2011).

Some proteins related to glycogen utilization, lipid utilization, cell wall biogenesis, glycosylation
pathways, and ER quality control are also highly N-glycosylated in M. oryzae (Figure 1) (Chen et al.,
2020). Mutants of the N-glycosylation pathway gene ALG3, for example, are reduced in their
frequency of appressorium-mediated penetration (Chen et al., 2014).

Cell wall glycoproteins are also important in determining fungal cell wall composition, and can
also be modified by the GPI anchors (Fujita and Kinoshita, 2012). In M. oryzae, GP17-mediated GPI
anchoring regulates appressorial cell wall integrity, which is required for turgor generation and
penetration (Liu ef al., 2020), as shown in Figure 1. The glucan elongation factor (Gel) B-1,3-glucan
glucanoyltransferase— members of family 72 of glycoside hydrolases (GH72) —have furthermore been
found to play key roles in appressorium cell wall structure (Lesage & Bussey, 2006; Samalova ef al.,
2017). Interestingly, accumulation of all five Gel proteins are regulated by GPI anchoring in M.
oryzae (Liu et al., 2020). The vital roles played by the Gel proteins in the polymerisation, distribution
and branching of -1,3-glucans in cell walls may partially explain why GPI anchoring is essential for

appressorium-mediated penetration.

IV. Regulatory mechanisms of glycosylation in biotrophic establishment during fungal growth
and proliferation
After penetration, fungal pathogens must undergo rapid invasive growth within host tissue.

Pathogens must evade or suppress plant immune responses to ensure their survival and intracellular
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proliferation. For biotrophic and hemibiotrophic fungi, the host interaction is finely tuned to ensure
survival of infected plant cells, as they are invaded and occupied by the pathogen. Glycosylation is
clearly involved in the interactions of fungal secreted proteins within the plant host, particularly in the
apoplast. Therefore, mutants in glycosylation pathway genes often induce a strong host immune
response. For example, mutants affecting N-glycosylation and GPI anchoring pathway genes induce
host cell ROS accumulation (Chen et al, 2014; Liu et al., 2020), suggesting that cell wall
modifications dependent on glycosylation may be important in preventing PAMP-triggered immunity.
It also suggests that secreted effector proteins involved in immunity suppression, particularly in the
apoplastic compartment, may require glycosylation for their activity. By contrast, O-glycosylation
appears less important in this regard, because deletion mutants lacking the O-glycosylation pathway
gene PTM4 do not significantly accumulate reactive oxygen species (ROS) or induce plant cell death
(Fernandez-Alvarez et al., 2009).

The ERQC system, based on recognition of specific glycosylation intermediates of N-linked
glycans, is used for 'proof-reading' newly synthesized glycoproteins, so that only well-folded
glycoproteins can be delivered to the secretory system and reach their final destinations. Misfolded
glycoproteins are retained and undergo ER associated degradation (ERAD) and recycling (Ellgaard &
Helenius, 2003). Based on studies in both U. maydis and M. oryzae the ERQC system appears to be
fundamental to invasive growth. (Schirawski et al., 2005; Fernandez-Alvarez et al., 2013; Chen et al.,
2020). The U. maydis ERQC system glucosidase I, Gls1, for instance, is required for the initial stages
of infection following appressorium-mediated penetration, whereas glucosidase II B-subunits, Gasl
and Gas2, are required for intracellular expansion in host cells (Schirawski et al., 2005; Fernandez-
Alvarez et al., 2013). Therefore, the ERQC system is important for both biotrophic growth and
subsequent spread of U. maydis dikaryotic hyphae in host tissue. Interestingly, similar functions for
ERQC components have been reported in M. oryzae (Chen et al., 2020). These ERQC components,
including orthologs of Gasl, Gas2 and Glsl, were identified as N-glycosylated proteins via a
quantitative N-glycoproteomic analysis of M. oryzae. Importantly, as an example, the N-glycosite of
Gls1 (N497) is essential for its ER localization and protein stability, and is required for biotrophic
growth (Chen et al., 2020). Therefore, the N-glycosylation system helps to maintain protein stability
of ERQC components (Figure 1).

This article is protected by copyright. All rights reserved



The identification of mechanisms of host recognition by immune evasion strategies is a very
active area of investigation in fungal-plant interactions (Rovenich et al., 2016). Chitin and B-1,3-
glucan are the main structural components of the fungal cell wall, which is vital for fungal growth and
development. They also function as PAMPs and can therefore be recognized by host receptors and
activate plant immune responses. Fungi have developed different strategies to evade host immunity
involving recognition of chitin and B-1,3-glucan. For example, the outer layer of the fungal pathogen
cell wall can provide structural protection, which can protect the inner cell wall from recognition by
host cells. Accumulation of a-1,3-glucans on the surface of invasive hyphae can, for instance, be used
to mask chitin and B-1,3-glucans and thereby block host recognition (Fujikawa et al., 2012). GPI-
anchored proteins can furthermore function as a shield in both appressoria and invasive hypha of M.
oryzae, to protect the fungus from host immunity recognition (Figure 1) (Liu et al, 2020). Depletion
of GPI-anchored proteins in M. oryzae, for example, resulted in chitin and B-1,3-glucans exposure and
elicit host defence responses. A similar mechanism was also reported in the human fungal pathogen
Candida albicans (Shen et al., 2015), suggesting that GPI anchoring-mediated immune evasion may
be widespread among pathogens of both plants and animals. Chitin deacetylases, which catalyze the
conversion of chitin to chitosan and help shield chitin from host perception, are also predicted to be
GPI-anchored proteins (Liu et al, 2020), but it is not yet known whether the GPI anchor is important
for their function.

During infection, fungi secrete a large repertoire of effector proteins to suppress host immune
functions and thereby facilitate invasive growth. Some effector proteins, destined for delivery to the
apoplast, contain cysteine-rich regions, which are suitable for disulfide bond formation that is often
necessary for their active conformation (Lanver ef al., 2017). In U. maydis, efficient N-glycosylation
of the disulfide isomerase Pdil, the protein required to catalyze generation of disulfide bonds, is
necessary for secretion of virulence factors, including effector proteins (Figure 1). N-glycosylation of
Pdil affects its electrophoretic mobility, but not cellular location or stability (Marin-Menguiano et al.,
2019). GPI anchoring may also be necessary for the function of some effector proteins (Figure 1).
Many putative effector proteins have, for example, been predicted to be GPI-anchored proteins in M.
oryzae (Liu et al., 2020). The GPI anchor in this context may be important for attachment of effector

proteins to the cell wall.
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Fungi can also evade plant immunity by effector-mediated suppression of immune responses
(Valent & Khang, 2015). In M. oryzae, an apoplastic effector Slpl can compete with the rice chitin
pattern recognition receptor CEBIiP to sequester chitin, and therefore evade host immune response
(Mentlak et al., 2012). The stability and chitin-binding activity of Slpl is tightly regulated by Alg3-
mediated N-glycosylation, and this is mediated by N- glycosylation of three sites (Chen et al., 2014).
Interestingly, bioinformatic prediction of N-glycosylation suggests that many other effector proteins
may also be N-glycosylated, and this may be important in their ability to suppress host immune
responses. Recently, for example, it was found that in the oomycete pathogen Phytophthora sojae, N-
glycosylation also shields an effector PSXEG1 against degradation by host aspartate proteases (Xia et
al., 2020).

O-glycosylation may, similarly, regulate the function of a sub-set of effector proteins (Figure 1).
For example, Um03749 is a putative secreted effector protein of U. maydis, whose function is affected
by Pmt4-mediated O-glycosylation (Fernandez-Alvarez et al., 2012). O-glycosylation also regulates
the function of the plasma membrane protein Pitl, and subsequently affects the activity of the secreted
effector Pit2 for fungal biotrophic growth (Fernandez-Alvarez et al., 2012). Therefore, O-
glycosylation may regulate effector function, either directly or indirectly, to facilitate biotrophic
growth during fungal infection. It is, however, clear that glycosylation of effectors has not yet been
systematically studied. This is important in the context of the analysis of effectors, which are often
expressed heterologously in bacteria for structural analysis, or transiently expressed in host plants
using Agrobacterium to identify interacting plant proteins. Effectors which require N- or O-
glycosylation to be active may not adopt their correct structure, if not produced by the fungal

pathogen, and this could lead to artifacts.

V. Conclusions and future perspectives

It is becoming clear that all three types of glycosylation play fundamental roles in the infection
processes of plant pathogenic fungi. This is likely to be a function of the requirement for fungi to have
specialized modifications in their cell walls, associated with invasive growth and formation of the
intimate plant-fungal interface in biotrophic interactions, as well as deployment of the battery of

secreted effector proteins necessary to suppress host immunity. Many apoplastic effectors, in
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particular, are glycosylated and these modifications are likely to be critical for their function. In the
past decade, significant new information has been gained regarding the function and molecular
mechanisms of glycosylation and these processes are important for appressorium-mediated
penetration and biotrophic growth. However, relatively few fungal pathogen systems have been
analyzed so far and therefore the findings reported to date cannot yet be generalized. In addition, the
patterns and types of glycosylation that occur during plant infection by pathogens and how this is
regulated remain to be elucidated.

Our current understanding of glycosylation has largely been established through functional
genetic studies of specific glycosylation pathway proteins, while glycosylated target proteins
executing biological functions have received far less attention. Future research may need instead to
focus on systematic global analysis of glycosylation in virulence through proteomic and glycomic
analyses. Systematic study of glycosylation targets, including the profiling of the global repertoire of
glycoproteins and their glycosites, will be critical to understand the mechanistic roles of glycosylation
during fungal infection process. Although N-glycoproteomes of M. oryzae and F. graminearum (Yu
et al., 2016; Chen et al., 2020), and O-glycoproteomes of F. oxysporum and B. cinerea have been
generated and investigated recently (Gonzélez et al., 2014; Xu et al., 2020), few O-glycoproteome
and GPI anchoring proteomics studies have been performed to date. A comparative study of
Penicillium species, for example, shows how much diversity in modifications is likely to exist within
fungal glycoproteomes (Hykollari et al., 2016). In the future, it will therefore be necessary to
systematically screen the full repertoire of glycosylated fungal effectors, for example, through
proteomic analysis of invaded host tissue in which pathogen effectors are highly expressed. A range
of mass spectrometry and fractionation approaches will also be necessary because glycans of the same
mass can have very different structures. LC-MALDI-ToF-mass spectrometry, in combination with
chemical and enzymatic treatment, as well as reverse phase HPLC, may collectively be necessary to
define the glycosylation patterns associated with the secreted effector population. Functional analysis
of genes encoding glycosylated proteins has also been hard to carry out because they often exist as
gene families. The development of efficient CRISPR-Cas9 genome editing (Foster ef al., 2018), offers
the chance to delete entire gene families which, due to redundancy in function, may lead to

discernible phenotypes. In this way the full extent of the effect of glycosylation on infection structure

This article is protected by copyright. All rights reserved



development, invasive growth and effector function can be evaluated. Such studies may also reveal

whether interfering with specific types of glycosylation could become a novel disease-control strategy.
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Figure legend

Fig. 1 Potential mechanisms of glycosylation during fungal infection process. (a) Regulatory
mechanisms of glycosylation pathways during appressorium formation and penetration. The O-
glycosylated mucin Msb2 senses plant surface signals to activate the MAPK signaling pathway
required for appressorium formation, and to regulate appressorial penetration.
Glycosylphosphatidylinositol (GPI) anchoring contributes to appressorial penetration by affecting cell
wall integrity, through accumulation of GPI-anchored proteins, especially Gel family proteins. Many
N-glycosylated proteins also affect appressorium-mediated penetration, such as proteins involved in
glycogen and lipid utilization, cell wall biogenesis and ER quality control (ERQC) system. (b)
Regulatory mechanisms of different glycosylation pathways for biotrophic establishment during
fungal invasive growth. The ERQC components are regulated by N-glycosylation, then control
protein folding and secretion for fungal biotrophic growth. The N-glycosylation pathway also
regulates functions of Ustilago maydis Pdi for effector secretion. It can also directly modify effector
proteins such as Magnaporthe oryzae Slpl, to regulate their function in immune evasion. O-
glycosylation modifies U. maydis Pitl protein to affect function of effector Pit2. GPI anchored
proteins function as a shield to protect fungal cell wall PAMPs for immune evasion. GPI anchoring
also regulates biotrophic growth by affecting effector secretion. EHIM, plant-derived extra invasive
hyphal membrane; BIC, biotrophic interfacial complex. Solid arrow indicates the reported regulation

with evidence, dashed arrow indicates predicted regulation.
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Table 1 Glycosylation pathway genes discussed in this review.

This article is protected by copyright. All rights reserved

Fungus species Protein  Glycosylation Molecular function Biological function Reference
Magnaporthe oryzae Alg3 N- a-1,3-mannosyltransferase mycelial growth, conidiation, invasive Chen et al., 2014
growth, reactive oxygen spieces (ROS)
detoxification, virulence
Cnx1 N- calnexin
Glsl N- glucosidase | mycelial growth, conidiation, invasive
Gls2 N- glucosidase II B-subunit hyphal growth, virulence Chen et al., 2020
GTBI1 N- glucosidase II B-subunit
PMT2 O- O-mannosyltransferase fungal adhesion, conidial germination, cell ~Guo et al., 2016
wall integrity, invasive hyphae growth
PMT4 O- O-mannosyltransferase hyphal growth, conidiation, penetration Panetal, 2018
and biotrophic invasion, virulence
GPI7 GPI phosphoethanolamine transferase cell wall biogenesis, penetration, invasive  Liu et al., 2020
growth, immune evasion
Ustilago maydis Glsl N- glucosidase | initial stages of biotrophic growth, Fernandez-Alvarez et al., 2013
virulence
Gasl N- glucosidase II a-subunit intracellular expending, virulence Schirawski et al., 2005
Gas2 N- glucosidase II B-subunit intracellular expending, virulence Fernandez-Alvarez et al., 2013
Pdil N- disulfide isomerase effector secretion, virulence Marin-Menguiano et al., 2019
PMT4 O- O-mannosyltransferase appressorium formation, plant cuticle Fernandez-Alvarez et al., 2009
penetration, virulence
Botrytis cinerea PMT1 O- O-mannosyltransferase morphogenesis, fungal adherence, cell wall
PMT2 O- O-mannosyltransferase integrity and virulence Gonzalez et al., 2014



Fusarium oxysporum

Fusarium graminearum

Verticillium dahliae

Colletotrichum graminicola

Mycosphaerella graminicola

Penicillium digitatum

PMT4
Gnt2

Ochl

GPI7

Ochl

GPI12

GAAl

GPI8

Alg2

PMT2

O-mannosyltransferase

N-acetylglucosaminyl transferase
a-1,6-mannosyltransferase
phosphoethanolamine transferase
a-1,6-mannosyltransferase
N-acetylglucosaminylphosphatidyl-
inositol deacetylase
metallo-peptide-synthetase

cystein protease

a-1,2-mannosyltransferase

O-mannosyltransferase

conidium morphology, hyphal fusion,
secretion of trafficking vesicles

fungal growth, cell wall integrity, hyphal
adhesion, virulence

growth, macroconidia formation, cell wall
integrity, virulence

growth, conidia production, microsclerotia

formation, cell wall integrity, virulence

cell wall integrity, infection hyphae

differentiation, virulence

cell wall integrity, yeast - like to
filamentous growth switch
cell wall integrity, conidiogenesis,

virulence, sensitivity to fungicide

Lopez-Fernandez et al., 2013

Lietal,h 2014

Rittenour and Harris, 2013

Zhang et al., 2019

Oliveira-Garcia & Deising,

2016

Motteram et al., 2011

Harris et al., 2015

This article is protected by copyright. All rights reserved



References

Breitling J, Aebi M. 2013. N-linked protein glycosylation in the endoplasmic reticulum. Cold
Spring Harbor Perspectives in Biology 5: a013359.

Chen XL, Liu C, Tang B, Ren Z, Wang GL, Liu W. 2020. Quantitative proteomics analysis
reveals important roles of N-glycosylation on ER quality control system for development and
pathogenesis in Magnaporthe oryzae. PLoS Pathogens 16(2): e1008355.

Chen XL, Shi T, Yang J, Shi W, Gao X, Chen D, Xu X, Xu JR. 2014. N-glycosylation of
effector proteins by an alpha-1, 3-mannosyltransferase is required to evade host innate immunity by
the rice blast fungus. The Plant Cell 26: 1360-1376.

Deshpande N, Wilkins MR, Packer N, Nevalainen H. 2008. Protein glycosylation pathways in
filamentous fungi. Glycobiology 18(8): 626-637.

Ellgaard L, Helenius A. 2003. Quality control in the endoplasmic reticulum. Nature Reviews
Molecular Cell Biology 4: 181-191.

Fernandez-Alvarez A, Elias-Villalobos A, Ibeas JI. 2009. The O-mannosyltransferase PMT4 is
essential for normal appressorium formation and penetration in Ustilago maydis. The Plant Cell 21:
3397-3412.

Fernandez-Alvarez A, Elias-Villalobos A, Jimenez-Martin A, Marin-Menguiano M, Ibeas JI.
2013. Endoplasmic reticulum glucosidases and protein quality control factors cooperate to establish
biotrophy in Ustilago maydis. The Plant Cell 25: 4676—4690.

Fernandez-Alvarez A, Marin-Menguiano M, Lanver D, Jiménez-Martin A, Elias-Villalobos A,
Pérez-Pulido AJ, Kahmann R, Ibeas JI. 2012. Identification of O-mannosylated virulence factors in
Ustilago maydis. PLoS Pathogens 8(3): €1002563.

Foster AJ, Martin-Urdiroz M, Yan X, Wright HS, Soanes DM, Talbot NJ (2018) CRISPR-Cas9
ribonucleoprotein-mediated co-editing and counterselection in the rice blast fungus. Sci Reports
8:14355

Fujikawa T, Sakaguchi A, Nishizawa Y, Kouzai Y, Minami E, Yano S, Koga H, Meshi T,
Nishimura M. 2012. Surface a-1,3-glucan facilitates fungal stealth infection by interfering with innate

immunity in plants. PLoS Pathogens 8: ¢1002882

This article is protected by copyright. All rights reserved



Fujita M, Kinoshita T. 2012. GPI-anchor remodeling: potential functions of GPI-anchors in
intracellular trafficking and membrane dynamics. Biochimica et Biophysica Acta 1821: 1050—1058.

Gonzalez M, Brito N, Frias M, Gonzalez C. 2013. Botrytis cinerea protein O-
mannosyltransferases play critical roles in morphogenesis, growth, and virulence. PLoS One 8(6):
€65924.

Gonzélez M, Brito N, Gonzalez C. 2014. Identification of glycoproteins secreted by wild-type
Botrytis cinerea and by protein O-mannosyltransferase mutants. BMC Microbiology 14: 254.

Guo M, Tan L, Nie X, Zhu X, Pan Y, Gao Z. 2016. The Pmt2p-mediated protein O-
mannosylation 1 required for morphogenesis, adhesive properties, cell wall integrity and full virulence
of Magnaporthe oryzae. Frontiers in Microbiology T: 630.

Harries E, Gandia M, Carmona L, Marcos JF. 2015. The Penicillium digitatum protein O-
mannosyltransferase Pmt2 is required for cell wall integrity, conidiogenesis, virulence and sensitivity
to the antifungal peptide PAF26. Molecular Plant Pathology 16(7): 748-761.

Helenius A, Aebi M. 2004. Roles of N-linked glycans in the endoplasmic reticulum. Annual
Review of Biochemistry 73: 1019—1049.

Howard RJ, Ferrari MA, Roach DH, Money NP. 1991. Penetration of hard substrates by a fungus
employing enormous turgor pressures. Proceedings of the National Academy of Sciences, USA 88(24):
11281-11284.

Hykollari, A., Eckmair, B., Voglmeir, J., Jin, C., Yan, S., Vanbeselaere, J., Razzazi-Fazeli, E.,
Wilson, 1.B.H., Paschinger, K. 2016. More than just oligomannose: an N-glycomic comparison of
Penicillium species. Molec. Cell. Proteomics 15(1):73-92.

Lanver D, Tollot M, Schweizer G, Lo Presti L, Reissmann S, Ma LS, Schuster M, Tanaka S,
Liang L, Ludwig N, Kahmann R. 2017. Ustilago maydis effectors and their impact on virulence.
Nature Reviews Microbiology 15(7): 409-421.

Lesage G, Bussey H. 2006. Cell wall assembly in Saccharomyces cerevisiae. Microbiology and
Molecular Biology Reviews 70: 317-743.

Li MH, Xie XL, Lin XF, Shi JX, Ding ZJ, Ling JF, Xi PG, Zhou JN, Leng Y, Zhong S, Jiang ZD.
2014. Functional characterization of the gene FoOCHI encoding a putative o-1,6-

mannosyltransferase in Fusarium oxysporum f. sp. cubense. Fungal Genetics and Biology 65: 1-13.

This article is protected by copyright. All rights reserved



Liu C, Xing J, Cai X, Hendy A, He W, Yang J, Huang J, Peng YL, Ryder L, Chen XL. 2020.
GPI7-mediated glycosylphosphatidylinositol (GPI) anchoring regulates appressorial penetration and
immune evasion during infection of Magnaporthe oryzae. Environmental Microbiology 22(7): 2581-
2595.

Liu WD, Zhou XY, Li GT, Li L, Kong LG, Wang CF, Zhang H, Xu JR. 2011. Multiple plant
surface signals are sensed by different mechanisms in the rice blast fungus for appressorium
formation. PLoS Pathogens 7: €¢1001261.

Loibl M, Strahl S. 2013. Protein O-mannosylation: What we have learned from baker’s yeast.
Biochimica et Biophysica Acta 1833: 2438-2446.

Lommel M, Strahl S. 2009. Protein O-Mannosylation: Conserved from bacteria to humans.
Glycobiology 19: 816-828.

Loépez-Fernandez L, Ruiz-Roldan C, Pareja-Jaime Y, Prieto A, Khraiwesh H, Roncero MI. 2013
The Fusarium oxysporum gnt2, encoding a putative N-acetylglucosamine transferase, is involved in
cell wall architecture and virulence. PLoS One 8(12): e84690.

Marin-Menguiano M, Moreno-Sanchez I, Barrales RR, F ernandez-Alvarez A, Ibeas JI. 2019. N-
glycosylation of the protein disulfide isomerase Pdil ensures full Ustilago maydis virulence. PLoS
Pathogens 15(11): e1007687.

Mentlak TA, Kombrink A, Shinya T, Ryder LS, Otomo I, Saitoh H, Terauchi R, Nishizawa Y,
Shibuya N, Thomma BP, Talbot NJ. 2012. Effector-mediated suppression of chitin-triggered
immunity by Magnaporthe oryzae is necessary for rice blast disease. The Plant Cell 24(1): 322-335.

Motteram J, Lovegrove A, Pirie E, Marsh J, Devonshire J, van de Meene A, Hammond-Kosack
K, Rudd JJ. 2011. Aberrant protein N-glycosylation impacts upon infection-related growth transitions
of the haploid plant-pathogenic fungus Mycosphaerella graminicola. Molecular Microbiology 81(2):
415-433.

Oliveira-Garcia E, Deising HB. 2016. The glycosylphosphatidylinositol anchor biosynthesis
genes GPI12, GAA1, and GPI8 are essential for cell-wall integrity and pathogenicity of the maize
anthracnose fungus Colletotrichum graminicola. Molecular Plant-Microbe Interactions 29(11): 889-

901.

This article is protected by copyright. All rights reserved



Pan Y, Pan R, Tan L, Zhang Z, Guo M. 2019. Pleiotropic roles of O-mannosyltransferase
MoPmt4 in development and pathogenicity of Magnaporthe oryzae. Current Genetics 65(1): 223-239.

Rittenour WR, Harris SD. 2013. Glycosylphosphatidylinositol-anchored proteins in Fusarium
graminearum: inventory, variability, and virulence. PLoS One 8(11): ¢81603.

Rovenich H, Zuccaro A, Thomma BP. 2016. Convergent evolution of filamentous microbes
towards evasion of glycan-triggered immunity. New Phytologist 212(4): 896-901.

Samalova M., M¢élida H., Vilaplana F., Bulone V., Soanes D.M., Talbot N.J., Gurr S.J. 2017. The
B-1,3-glucanosyltransferases (Gels) affect the structure of the rice blast fungal cell wall during
appressorium-mediated plant infection. Cell Microbiol. 19(3):e12659

Schirawski J, Bohnert HU, Steinberg G, Snetselaar K, Adamikowa L, Kahmann R. 2005.
Endoplasmic reticulum glucosidase II is required for pathogenicity of Ustilago maydis. The Plant Cell
17: 3532-3543.

Shen H, Chen SM, Liu W, Zhu F, He LJ, Zhang JD, Zhang SQ, Yan L, Xu Z, Xu GT, An MM,
Jiang YY. 2015. Abolishing cell wall glycosylphosphatidylinositol-anchored proteins in Candida
albicans enhances recognition by host dectin-1. Infection and Immunity 83(7): 2694-2704.

Talbot NJ. 2003. On the trail of a cereal killer: Exploring the biology of Magnaporthe grisea.
Annual Review of Microbiology 57: 177-202.

Talbot, NJ. 2019. Appressoria Current Biol. 29:R144-R146

Valent B, Khang CH. 2010. Recent advances in rice blast effector research. Current Opinion in

Plant Biology 13(4): 434-441.

Wildt S, Gerngross T. 2005. The humanization of N-glycosylation pathways in yeast. Nature
Reviews Microbiology 3: 119—128.

Xia 'Y, Ma Z, Qiu M, Guo B, Zhang Q, Jiang H, Zhang B, Lin Y, Xuan M, Sun L, Shu H, Xiao J,
Ye W, Wang Y, Wang Y, Dong S, Tyler BM, Wang Y. 2020. N-glycosylation shields Phytophthora
sojae apoplastic effector PsSXEG1 from a specific host aspartic protease. Proceedings of the National
Academy of Sciences of the United States of America 117(44):27685-27693.

Xu Y, Zhou H, Zhao G, Yang J, Luo Y, Sun S, Wang Z, Li S, Jin C. 2020. Genetical and O-
glycoproteomic analyses reveal the roles of three protein O-mannosyltransferases in phytopathogen

Fusarium oxysporum f.sp. cucumerinum. Fungal Genetics and Biology 134: 103285.

This article is protected by copyright. All rights reserved



Yu L, He H, Hu Z, Ma Z. 2016. Comprehensive quantification of N-glycoproteome in Fusarium

graminearum reveals intensive glycosylation changes against fungicide. Journal of Proteomics 142:
82-90.

Zhang J, Zhang Y, Yang J, Kang L, EloRM AM, Zhou H, Zhao J. 2019. The a-1,6-
mannosyltransferase VAOCHI1 plays a major role in microsclerotium formation and virulence in the

soil-borne pathogen Verticillium dahliae. Fungal Biology 123(7): 539-546.

This article is protected by copyright. All rights reserved



(a) Appressorium

Surface signal

Penetration

O-glycosylation —— Msb2

MAPK signaling
pathway

Kpp2

K|‘::p6.‘

Sa

Cell wall integrity

GPI anchoring

(gel proteins)

Primary
hypha
EIHM

N-glycosylation

Lipid utilization
i Cell wall biogenesis :
ER quality control

Appressorium Appressorium
Plant cell formation penetration
(b) j
° °o°o°o°o

Effectors

N-glycosylation

LocalizationlstabV l

O-glycosylation GPI anchoring

Stability/activity

ERQC components Pdi1 Sip1 Pit1 GPl-anchored
| | proteins
EIHM a NPy i e : YRR
Protein folding i Effector Chitin Effector function Cell wall PAMPs  Effector :
Invasive growth and secretion secretion  protection (Pit2) shielding secretion |

Plant cell

Figure 1

Tansley Insight 34714

|

This article is protected by copyright. All rights reserved





