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Introduction

To cause disease, many fungal pathogens develop specialised structures to rupture the tough
outer layers of their plant or animal hosts. These infection cells, called appressoria, have been
extensively studied in many fungal species [1]. However, once inside host tissue, pathogens
must also invade new cells and traverse host cell junctions. How they do this has received
much less attention, but recent evidence from the rice blast fungus suggests that cell invasion
within a host plant may also require the development of a specialised infection structure. Here,
we compare the developmental biology of invasive growth during different stages of plant
infection by the rice blast fungus. We identify the remarkable parallels between the biology of
appressorium development and cell-to-cell movement. Finally, we evaluate evidence suggest-
ing that a specialised infection cell—the transpressorium—is necessary for invasive growth.

How does the rice blast fungus puncture an intact leaf?

Rice blast disease is one of the world’s most important crop diseases, each year destroying
enough rice to feed 60 million people [2]. Given that rice is the staple food for almost 3.7 bil-
lion of the world’s population—many of them in low-income countries—blast disease repre-
sents a clear and present danger to global food security. The blast fungus Magnaporthe oryzae
can, however, infect more than 50 different grass species, including other major cereals such as
barley, oats, finger millet, and wheat. Significant outbreaks of wheat blast have occurred in
Brazil, Bangladesh [3,4], and, most recently, in Zambia [5]—now threatening wheat produc-
tion on 3 continents. Understanding the biology of blast diseases is therefore important if new
disease control strategies are to be developed.

To gain entry to a plant, M. oryzae uses a dome-shaped, melanin-pigmented appressorium
[1]. A conidium germinates on the leaf surface to form a polarised germ tube, which differenti-
ates into an appressorium within 4 to 6 hours. There are 3 important prerequisites for appres-
sorium morphogenesis. First of all, a hard hydrophobic surface [6] must be recognised by
M. oryzae, which requires the Pmk1 mitogen-activated protein kinase (MAPK) signalling
pathway. Upstream sensory proteins trigger a phosphorylation cascade that involves Mst11
(mitogen-activated protein kinase kinase kinase, MAPKKK), Mst7 (mitogen-activated protein
kinase kinase, MAPKK), and Pmk1 (MAPK). In the absence of Pmk1, the fungus is unable to
form an appressorium, and, therefore, incapable of causing disease [7]. The second prerequi-
site is that the germinating cell of the 3-celled conidium must undergo mitosis. An S phase
checkpoint is necessary for the initiation of appressorium development, and the nucleus must
then pass through G2-M to enable appressorium maturation to progress [8]. Finally, the
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3-celled conidium undergoes autophagy and an iron-dependent programmed cell death pro-
cess, called ferroptosis, before its contents are trafficked to the appressorium [9,10]. If this pro-
cess is impaired by mutation of genes required for autophagy, then the fungus is unable to
cause disease because appressoria cannot repolarise. The initiation of autophagy requires both
Pmk1 and cell cycle progression, but is also linked to starvation stress and a target of rapamy-
cin (TOR) kinase-dependent metabolic checkpoint [11], because appressoria only develop in
the absence of exogenous nutrients.

How does the appressorium function?

Once formed, the appressorium adheres tightly to the leaf cuticle and develops enormous tur-
gor of up to 8.0 MPa (approximately 80 atmospheres of pressure). This huge pressure is gener-
ated by accumulating high concentrations of glycerol and other polyols [12,13], which draw
water into the cell by osmosis. The appressorium has a differentiated cell wall rich in melanin,
which reduces cell wall porosity, thereby preventing exodus of polyols but allowing water
entry to continue. Melanisation of the appressorium is essential for turgor generation, and
mutants that cannot synthesise dihydroxynaphthalene melanin are unable to cause blast dis-
ease [14]. Turgor is applied at the base of the appressorium as mechanical force, enabling a
narrow, rigid penetration hypha to rupture the rice leaf cuticle [13]. This requires cytoskeletal
reorientation, followed by rapid actin polymerisation [15-17]. Filamentous actin forms a
toroidal network around the appressorium pore, a region at the base of the appressorium lack-
ing melanin, which marks the points from which the penetration peg emerges [15,18]. Septin
guanosine triphosphatases (GTPases) are necessary for actin remodelling, forming a ring
structure around the appressorium pore, which provides cortical rigidity and acts as a lateral
diffusion barrier. This facilitates the organisation of polarity determinants and proteins
involved in membrane deformation and exocytosis [15,17]. In the absence of any of the 4 core
septins that form the hetero-oligomeric septin ring at the appressorium pore, the cell is unable
to repolarise and puncture the leaf cuticle. Penetration peg emergence therefore involves a
switch from isotropic to polarised, anisotropic growth at the appressorium pore [19]. It is also
clear that these changes in cytoskeletal conformation only occur once a critical threshold of
appressorium turgor has been achieved [20]. A turgor-sensing histidine-aspartate kinase, SIn1,
is necessary for sensing when maximal turgor has been reached, modulating further pressure
generation. Mutants lacking the SIn1 kinase generate excess appressorial turgor, but cannot
repolarise and are thus unable to apply the pressure generated as protrusive force [20]. Sln1 is
necessary to down-regulate both glycerol synthesis, likely regulated by the cAMP-dependent
protein kinase A pathway, and melanisation. As a consequence, slnI mutants form hypermela-
nised nonfunctional appressoria [20]. In addition, a pressure-dependent cell cycle S phase
checkpoint in the appressorium is essential for septin-dependent repolarisation [21].

How is rice tissue colonised by the blast fungus?

Once inside a plant cell, the penetration hypha differentiates into bulbous, branched hyphae
that rapidly fill the interior of the cell. These invasive hyphae grow by budding, and the fungus
undergoes significant changes in primary metabolism [22] during initial cell colonisation.
Soon after its entry into a plant cell, a plant membrane-rich cap is also observed at the tip of
the penetration peg. The fungus buds at this point and differentiates into an invasive hypha,
but the membrane-rich structure remains and is known as the biotrophic interfacial complex
(BIC) [23,24]. The BIC might originate as a focal plant defence reaction, but an increasing
body of evidence suggests that M. oryzae utilises this structure to deliver effector proteins into
plant cells. Effectors are secreted pathogen proteins necessary for suppression of plant immune
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Fig 1. Infection structures of the rice blast fungus: The appressorium and transpressorium. A schematic figure
describing the characteristics and developmental biology of appressoria and transpressoria—specialised infection
structures formed by Magnaporthe oryzae to penetrate the host cuticle and traverse cell junctions, respectively. MAP,
mitogen-activated protein.

https://doi.org/10.1371/journal.ppat.1009779.9001

responses. Secretion of effectors into the cytoplasm involves a distinct secretory pathway to
conventional hyphal tip-mediated secretion of extracellular effectors [24]. Only once the fun-
gus has fully occupied the initial epidermal cell does it invade adjacent cells, normally in a
highly synchronous manner, spreading from cell to cell and rapidly occupying host tissue
(Fig 1).

What is a transpressorium?

How fungal pathogens spread from cell to cell in host tissue is largely unstudied in either plant
or animal pathogenic fungi. In M. oryzae, severe hyphal constrictions were observed during
invasive growth and appeared to correlate with pit fields where plasmodesmata accumulate
[23]. Plasmodesmata are cytoplasmic conduits that link together plant cells [25]. Live-cell
imaging of cell-to-cell movement by M. oryzae has shown that invasive hyphae become swol-
len (approximately 5.0 um in diameter) at rice cell junctions and then undergo severe hyphal
constriction to a diameter of 0.6 to 0.8 pm (measured by electron microscopy) [26]. This is
very similar to the process that occurs when an appressorium forms a penetration peg, with
both structures having a similar diameter when visualised by light microscopy (0.8 to 0.9 um),
as shown in Fig 2. Hyphal constriction is accompanied by actomyosin ring formation at the
cell junctions. Interestingly, it has been reported that the Pmk1l MAPK cascade, which regu-
lates appressorium morphogenesis, is also necessary for hyphal constriction and cell-to-cell
invasion in a septin-dependent mechanism [26]. Using a conditional analogue-sensitive
mutant of Pmkl1, it was shown that the inhibition of the Pmkl MAPK with the ATP analogue
Napthyl-PP1 prevents M. oryzae from moving between rice cells [26]. This suggests that the
Pmk]1 pathway is involved in the morphogenetic switch of bulbous hyphae into narrow infec-
tion pegs that traverse rice cells. Interestingly, Pmk1 also regulates the expression of a subset of
fungal effector genes that may be required for suppression of plasmodesmatal immunity. Dur-
ing initial infection, plasmodesmatal conductance is maintained to enable effectors to move
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Fig 2. Cell-to-cell movement during the rice blast infection. Live-cell imaging of Magnaporthe oryzae strain expressing gelsolin-GFP during rice infection. (A, B)
Three-dimensional projection micrographs showing the appressorium entry site into rice leaf sheath. The arrow indicates the penetration peg, which subsequently
differentiates into a primary invasive hypha at 24 hpi. (C) Three-dimensional rendering of the base of the M. oryzae appressorium with a penetration peg (arrowed)
and primary invasive hypha within an epidermal rice cell. (D, E) Three-dimensional projection micrographs to show the specialised transpressorium required for cell-
to-cell invasion by M. oryzae. The cyan colour indicates the constriction site when the fungus passes through a plasmodesmata-rich pit field. (F) Enlarged image of the
transpressorium crossing point. The dotted line indicates the region selected for measurement of the diameter of the hyphal constriction point. (G) Plot showing the
mean diameter of the App and Trans. Data were collected from 3 different rice seedling infections (n = 8 pegs measured in each experiment), with data points colour
coded for each biological replication of the experiment. App, appressorium penetration peg; Trans, transpressorium penetration peg.

https://doi.org/10.1371/journal.ppat.1009779.9002

into adjacent unoccupied plant cells, which may involve manipulation of plasmodesmata by
fungal effectors to prevent their closure. However, it is also clear that even when plant immune
responses are suppressed or host tissue is killed, the fungus still needs to undergo pit field loca-
tion and hyphal constriction in order to traverse cell junctions [26].

Appressorium development and cell-to-cell movement therefore appear to be morphoge-
netically related processes. Both involve isotropic expansion of a swollen germ tube or a hyphal
tip, followed by the generation of a much narrower infection peg, to rupture either the cuticle
or plant cell wall at pit fields. This similarity has been noted previously by careful observers of
plant-fungal interactions, who coined the term “transpressorium” to describe in planta infec-
tion structures formed by fungi to move between host cells. Liese and Schmid were the first to
describe transpressoria when they studied Ceratocystis sp. infection of Pinus strobus [27,28].
They reported how swollen structures underwent severe constriction to form hyphae of much
smaller diameter involved in the penetration of the cell wall of neighbouring cells [27]. Once
the transpressorium peg reached the lumen of the adjacent cell, it then expanded to the normal
diameter of an invasive hypha [27]. Liese suggested that the transpressorium penetrates the
cell wall using a combination of localised enzymatic activity and mechanical pressure [29].
Appressoria and transpressoria therefore fulfil a very similar function, enabling traversal of a
physical obstacle [27,30]. Although these findings were reported more than 55 years ago, there
have not been further reports of transpressorium morphogenesis. Recent observations in M.
oryzae of its Pmk1-dependent, septin-mediated cell-to-cell movement mechanisms, however,
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are completely consistent with the experiments of Liese and Schmid [27] and thoughtful
reviewers of appressorium biology [28].

Transpressorium-like structures have also been reported in other filamentous fungi. Hyphal
morphogenetic reprogramming into specialised structures has been largely studied in model
fungal species, such as Neurospora crassa and Aspergillus nidulans [31]. Recent studies in
Podospora anserina have, for example, shown that narrow hyphae are developed during fungal
growth in order to breach cellulosic substrates such as cellophane [32]. Additionally, recent
elegant studies of hyphal morphological adaptation to occupy extremely narrow channels sug-
gest that a trade-off may exist between plasticity and velocity in hyphal growth [33]. These
observations provide evidence that generation of specialised hyphae-derived structure for
invasive growth may be a conserved mechanism in filamentous fungi. Elucidating the com-
mon morphological components of transpressorium and transpressorium-like invasive
hyphae will be an exciting future challenge.

What are the parallels between appressoria and transpressoria?

Many common features are shared between appressoria and transpressoria. First, their devel-
opment involves departure from polarised growth and formation of an isotropically expanded
hyphal/germ tube tip. Both types of infection cell also form following recognition of physical
cues of the surfaces they encounter [34]. A symmetry breaking process then occurs, whereby a
polarised infection peg is formed to rupture the host cell wall, either at the leaf surface or at pit
fields between host cells. Finally, after passing through the structural barrier, the emerging
infection hypha is surrounded by the invaginated plant plasma membrane. This occurs not
only upon initial infection, but also, remarkably, every time the fungus enters a new host cell
[26]. A separate extra-invasive hyphal membrane compartment is always formed as well as a
BIC [23,26]. These morphogenetic processes during both appressorium and transpressorium
development require the Pmkl MAPK—acting downstream of the thigmotropic perception of
the cell/cuticle surface—which regulates septin-dependent cytoskeletal remodelling.

What do we not understand about invasive growth by the blast fungus?

The obvious parallels between appressorium and transpressorium development raise many
questions. What are the thigmotropic signals, for example, perceived by hyphal tips, which
lead to appressorium and transpressorium morphogenesis, and which sensory proteins are
necessary for their perception? While some putative sensors have been identified for appresso-
rium development [35,36], this process is far from well understood. Does perception of these
surface cues lead to membrane curvature generation in the fungus, acting as a signal for septin
aggregation during development of infection cells [37,38]? This might, for example, explain
how pit fields are recognised as indentations in the cell wall surface. Is there a cell cycle depen-
dency for transpressorium development, as there is for appressorium formation? Mitosis
occurs at cell junctions [39], but is this a prerequisite for transpressorium formation, and, if so,
does a similar S phase checkpoint mechanism act at this time [21]? Is there a quorum sensing
or nutritional dependency for transpressorium development? Invasive hyphae appear to fill
epidermal cells completely before invasion of neighbouring cells, suggesting that such a signal
might exist, while it is also clear that transpressorium function and biotrophic growth may be
linked to metabolic control and TOR kinase regulation [40]. Finally, and perhaps most intrigu-
ing of all, does transpressorium function require pressure generation and application of
mechanical force in the same way as an appressorium, and, if so, are transpressoria ever mela-
nised? Or, alternatively, does cell wall crossing occur exclusively via enzymatic activity?
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We have much to learn about the mechanisms of invasive growth by pathogenic fungi, but

the role of the transpressorium—which has hitherto been largely unrecognised—may prove to

be as significant to fungal pathogenesis as that of the appressorium.

References

1.

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

Talbot NJ. Appressoria. Curr Biol. 2019; 29:R144-6. https://doi.org/10.1016/j.cub.2018.12.050 PMID:
30836078

Skamnioti P, Gurr SJ. Against the grain: safeguarding rice from rice blast disease. Trends Biotechnol.
2009; 27:141-50. https://doi.org/10.1016/j.tibtech.2008.12.002 PMID: 19187990

Islam MT, Croll D, Gladieux P, Soanes DM, Persoons A, Bhattacharjee P, et al. Emergence of wheat
blast in Bangladesh was caused by a South American lineage of Magnaporthe oryzae. BMC Biol. 2016;
14:84. https://doi.org/10.1186/s12915-016-0309-7 PMID: 27716181

Islam MT, Kim K-H, Choi J. Wheat blast in Bangladesh: the current situation and future impacts. Plant
Pathol J. 2019; 35:1. https://doi.org/10.5423/PPJ.RW.08.2018.0168 PMID: 30828274

Tembo B, Mulenga RM, Sichilima S, M’siska KK, Mwale M, Chikoti PC, et al. Detection and characteri-
zation of fungus (Magnaporthe oryzae pathotype Triticum) causing wheat blast disease on rain-fed
grown wheat (Triticum aestivum L.) in Zambia. Wang Z, editor. PLoS ONE. 2020;e0238724:15. https://
doi.org/10.1371/journal.pone.0238724 PMID: 32956369

Dean RA. Signal pathways and appressorium morphogenesis. Annu Rev Phytopathol. 1997; 35:211—
45. https://doi.org/10.1146/annurev.phyto.35.1.211 PMID: 15012522

Xu JR. MAP kinases in fungal pathogens. Fungal Genet Biol. 2000; 31:137-52. https://doi.org/10.1006/
fgbi.2000.1237 PMID: 11273677

Saunders DGO, Aves SJ, Talbot NJ. Cell cycle-mediated regulation of plant infection by the rice blast
fungus. Plant Cell. 2010; 22:497-507. https://doi.org/10.1105/tpc.109.072447 PMID: 20190078

Veneault-Fourrey C, Barooah M, Egan M, Wakley G, Talbot NJ. Autophagic fungal cell death is neces-
sary for infection by the rice blast fungus. Science. 2006; 312:580-3. https://doi.org/10.1126/science.
1124550 PMID: 16645096

Shen Q, Liang M, Yang F, Deng YZ, Naqvi NI. Ferroptosis contributes to developmental cell death in
rice blast. New Phytol. 2020; 227:1831-46. https://doi.org/10.1111/nph.16636 PMID: 32367535

Marroquin-Guzman M, Sun G, Wilson RA. Glucose-ABL1-TOR signaling modulates cell cycle tuning to
control terminal appressorial cell differentiation. Copenhaver GP, editor. PLoS Genet. 2017;
€1006557:13. https://doi.org/10.1371/journal.pgen.1006557 PMID: 28072818

de Jong JC, McCormack BJ, Smirnoff N, Talbot NJ. Glycerol generates turgor in rice blast. Nature.
1997; 389:244—4. https://doi.org/10.1038/38418

Foster AJ, Ryder LS, Kershaw MJ, Talbot NJ. The role of glycerol in the pathogenic lifestyle of the rice
blast fungus Magnaporthe oryzae. Environ Microbiol. 2017; 19:1008-16. https://doi.org/10.1111/1462-
2920.13688 PMID: 28165657

Chumley FG, Valent B. Genetic analysis of melanin-deficient, nonpathogenic mutants of Magnaporthe
grisea. Mol Plant Microbe Interact. 1990; 3:135—43.

Dagdas YF, Yoshino K, Dagdas G, Ryder LS, Bielska E, Steinberg G, et al. Septin-mediated plant cell
invasion by the rice blast fungus, Magnaporthe oryzae. Science. 2012; 336:1590-5. https://doi.org/10.
1126/science.1222934 PMID: 22723425

Osés-Ruiz M, Talbot NJ. Cell cycle-dependent regulation of plant infection by the rice blast fungus Mag-
naporthe oryzae. Commun Integr Biol. 2017; 10:e1372067. https://doi.org/10.1080/19420889.2017.
1372067 PMID: 29259729

Ryder LS, Dagdas YF, Mentlak TA, Kershaw MJ, Thornton CR, Schuster M, et al. NADPH oxidases
regulate septin-mediated cytoskeletal remodeling during plant infection by the rice blast fungus. Proc
Natl Acad Sci U S A. 2013; 110:3179-84. https://doi.org/10.1073/pnas.1217470110 PMID: 23382235

Gupta YK, Dagdas YF, Martinez-Rocha A-L, Kershaw MJ, Littlejohn GR, Ryder LS, et al. Septin-depen-
dent assembly of the exocyst is essential for plant infection by Magnaporthe oryzae. Plant Cell. 2015;
27:3277-89. https://doi.org/10.1105/tpc.15.00552 PMID: 26566920

Bourett TM, Howard RJ. In vitro development of penetration structures in the rice blast fungus Magna-
porthe grisea. Can J Bot. 1990; 68:329-42. https://doi.org/10.1139/b90-044

Ryder LS, Dagdas YF, Kershaw MJ, Venkataraman C, Madzvamuse A, Yan X, et al. A sensor kinase
controls turgor-driven plant infection by the rice blast fungus. Nature. 2019; 574:423-7. hitps://doi.org/
10.1038/s41586-019-1637-x PMID: 31597961

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1009779  July 30, 2021 6/7


https://doi.org/10.1016/j.cub.2018.12.050
http://www.ncbi.nlm.nih.gov/pubmed/30836078
https://doi.org/10.1016/j.tibtech.2008.12.002
http://www.ncbi.nlm.nih.gov/pubmed/19187990
https://doi.org/10.1186/s12915-016-0309-7
http://www.ncbi.nlm.nih.gov/pubmed/27716181
https://doi.org/10.5423/PPJ.RW.08.2018.0168
http://www.ncbi.nlm.nih.gov/pubmed/30828274
https://doi.org/10.1371/journal.pone.0238724
https://doi.org/10.1371/journal.pone.0238724
http://www.ncbi.nlm.nih.gov/pubmed/32956369
https://doi.org/10.1146/annurev.phyto.35.1.211
http://www.ncbi.nlm.nih.gov/pubmed/15012522
https://doi.org/10.1006/fgbi.2000.1237
https://doi.org/10.1006/fgbi.2000.1237
http://www.ncbi.nlm.nih.gov/pubmed/11273677
https://doi.org/10.1105/tpc.109.072447
http://www.ncbi.nlm.nih.gov/pubmed/20190078
https://doi.org/10.1126/science.1124550
https://doi.org/10.1126/science.1124550
http://www.ncbi.nlm.nih.gov/pubmed/16645096
https://doi.org/10.1111/nph.16636
http://www.ncbi.nlm.nih.gov/pubmed/32367535
https://doi.org/10.1371/journal.pgen.1006557
http://www.ncbi.nlm.nih.gov/pubmed/28072818
https://doi.org/10.1038/38418
https://doi.org/10.1111/1462-2920.13688
https://doi.org/10.1111/1462-2920.13688
http://www.ncbi.nlm.nih.gov/pubmed/28165657
https://doi.org/10.1126/science.1222934
https://doi.org/10.1126/science.1222934
http://www.ncbi.nlm.nih.gov/pubmed/22723425
https://doi.org/10.1080/19420889.2017.1372067
https://doi.org/10.1080/19420889.2017.1372067
http://www.ncbi.nlm.nih.gov/pubmed/29259729
https://doi.org/10.1073/pnas.1217470110
http://www.ncbi.nlm.nih.gov/pubmed/23382235
https://doi.org/10.1105/tpc.15.00552
http://www.ncbi.nlm.nih.gov/pubmed/26566920
https://doi.org/10.1139/b90-044
https://doi.org/10.1038/s41586-019-1637-x
https://doi.org/10.1038/s41586-019-1637-x
http://www.ncbi.nlm.nih.gov/pubmed/31597961
https://doi.org/10.1371/journal.ppat.1009779

PLOS PATHOGENS

21.

22,

23.

24,

25.

26.

27.

28.
29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

Oses-Ruiz M, Sakulkoo W, Ittlejohn GR, Martin-Urdiroz M, Talbot NJ. Two independent S-phase check-
points regulate appressorium-mediated plant infection by the rice blast fungus Magnaporthe oryzae.
Proc Natl Acad Sci U S A. 2017; 114:E237—44. https://doi.org/10.1073/pnas.1611307114 PMID:
28028232

Fernandez J, Wilson RA. Cells in cells: morphogenetic and metabolic strategies conditioning rice infec-
tion by the blast fungus Magnaporthe oryzae. Protoplasma. 2014; 251:37—47. https://doi.org/10.1007/
s00709-013-0541-8 PMID: 23990109

Kankanala P, Czymmek K, Valent B. Roles for rice membrane dynamics and plasmodesmata during
biotrophic invasion by the blast fungus. Plant Cell. 2007; 19:706—24. https://doi.org/10.1105/tpc.106.
046300 PMID: 17322409

Khang CH, Berruyer R, Giraldo MC, Kankanala P, Park SY, Czymmek K, et al. Translocation of Magna-
porthe oryzae effectors into rice cells and their subsequent cell-to-cell movement. Plant Cell. 2010;
22:1388-403. https://doi.org/10.1105/tpc.109.069666 PMID: 20435900

Faulkner C, Akman OE, Bell K, Jeffree C, Oparka K. Peeking into pit fields: A multiple twinning model of
secondary plasmodesmata formation in tobacco. Plant Cell. 2008; 20:1504—-18. https://doi.org/10.1105/
tpc.107.056903 PMID: 18667640

Sakulkoo W, Osés-Ruiz M, Oliveira Garcia E, Soanes DM, Littlejohn GR, Hacker C, et al. A single fun-
gal MAP kinase controls plant cell-to-cell invasion by the rice blast fungus. Science. 2018; 359:1399—
403. https://doi.org/10.1126/science.aaq0892 PMID: 29567712

Liese W, Schmid R. Uber das Wachstum von Blauepilzen durch verholzte Zellwénde. J Phytopathol.
1964; 51:385-93. https://doi.org/10.1111/j.1439-0434.1964.tb03445.x

Emmett RW, Parberry DG. Appressoria. Annu Rev Phytopathol. 1975; 13:147—67.

Liese W. Ultrastructural aspects of woody tissue disintegration. Annu Rev Phytopathol. 1970; 8:231—
58. https://doi.org/10.1146/annurev.py.08.090170.001311

Jones EBG. Fungal adhesion. Mycol Res. 1994; 98:961-81. https://doi.org/10.1016/S0953-7562(09)
80421-8

Riquelme M, Aguirre J, Bartnicki-Garcia S, Braus GH, Feldbriigge M, Fleig U, et al. Fungal Morphogen-
esis, from the Polarized Growth of Hyphae to Complex Reproduction and Infection Structures. Microbiol
Mol Biol Rev. 2018: 82. https://doi.org/10.1128/MMBR.00068-17 PMID: 29643171

Brun S, Malagnac F, Bidard F, Lalucque H, Silar P. Functions and regulation of the nox family in the fila-
mentous fungus podospora anserina: A new role in cellulose degradation. Mol Microbiol. 2009; 74:480—
96. https://doi.org/10.1111/j.1365-2958.2009.06878.x PMID: 19775249

Fukuda S, Yamamoto R, Yanagisawa N, Takaya N, Sato Y, Riquelme M, et al. Trade-off between plas-
ticity and velocity in mycelial growth. MBio. 2021; 12:1—-11. https://doi.org/10.1128/mBio.03196-20
PMID: 33727355

Whiteford J, Spanu P. Hydrophobins and the interactions between fungi and plants. Mol Plant Pathol.
2002; 3:391-400. Available from: http://www.ebi.ac.uk/clustalw/ https://doi.org/10.1046/j.1364-3703.
2002.00129.x PMID: 20569345

DeZwaan TM, Carroll AM, Valent B, Sweigard JA. Magnaporthe grisea Pth11p is a novel plasma mem-
brane protein that mediates appressorium differentiation in response to inductive substrate cues. Plant
Cell. 1999; 11:2013-30. https://doi.org/10.1105/tpc.11.10.2013 PMID: 10521529

Liu W, Zhou X, Li G, Li L, Kong L, Wang C, et al. Multiple plant surface signals are sensed by different
mechanisms in the rice blast fungus for appressorium formation. PLoS Pathog. 2011; 7:e1001261.
https://doi.org/10.1371/journal.ppat.1001261 PMID: 21283781

Bridges AA, Jentzsch MS, Oakes PW, Occhipinti P, Gladfelter AS. Micron-scale plasma membrane cur-
vature is recognized by the septin cytoskeleton. J Cell Biol. 2016; 213:23-32. https://doi.org/10.1083/
jcb.201512029 PMID: 27044896

Cannon KS, Woods BL, Crutchley JM, Gladfelter AS. An amphipathic helix enables septins to sense
micrometer-scale membrane curvature. J Cell Biol. 2019; 218:1128-37. https://doi.org/10.1083/jcb.
201807211 PMID: 30659102

Pfeifer MA, Khang CH. A nuclear contortionist: the mitotic migration of Magnaporthe oryzae nuclei dur-
ing plant infection. Mycology. 2018; 9:202—10. https://doi.org/10.1080/21501203.2018.1482966 PMID:
30181926

Sun G, Elowsky C, Li G, Wilson RA. TOR-autophagy branch signaling via Imp1 dictates plant-microbe
biotrophic interface longevity. PLoS Genet. 2018; 14:e1007814. https://doi.org/10.1371/journal.pgen.
1007814 PMID: 30462633

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1009779  July 30, 2021 7/7


https://doi.org/10.1073/pnas.1611307114
http://www.ncbi.nlm.nih.gov/pubmed/28028232
https://doi.org/10.1007/s00709-013-0541-8
https://doi.org/10.1007/s00709-013-0541-8
http://www.ncbi.nlm.nih.gov/pubmed/23990109
https://doi.org/10.1105/tpc.106.046300
https://doi.org/10.1105/tpc.106.046300
http://www.ncbi.nlm.nih.gov/pubmed/17322409
https://doi.org/10.1105/tpc.109.069666
http://www.ncbi.nlm.nih.gov/pubmed/20435900
https://doi.org/10.1105/tpc.107.056903
https://doi.org/10.1105/tpc.107.056903
http://www.ncbi.nlm.nih.gov/pubmed/18667640
https://doi.org/10.1126/science.aaq0892
http://www.ncbi.nlm.nih.gov/pubmed/29567712
https://doi.org/10.1111/j.1439-0434.1964.tb03445.x
https://doi.org/10.1146/annurev.py.08.090170.001311
https://doi.org/10.1016/S0953-7562%2809%2980421-8
https://doi.org/10.1016/S0953-7562%2809%2980421-8
https://doi.org/10.1128/MMBR.00068-17
http://www.ncbi.nlm.nih.gov/pubmed/29643171
https://doi.org/10.1111/j.1365-2958.2009.06878.x
http://www.ncbi.nlm.nih.gov/pubmed/19775249
https://doi.org/10.1128/mBio.03196-20
http://www.ncbi.nlm.nih.gov/pubmed/33727355
http://www.ebi.ac.uk/clustalw/
https://doi.org/10.1046/j.1364-3703.2002.00129.x
https://doi.org/10.1046/j.1364-3703.2002.00129.x
http://www.ncbi.nlm.nih.gov/pubmed/20569345
https://doi.org/10.1105/tpc.11.10.2013
http://www.ncbi.nlm.nih.gov/pubmed/10521529
https://doi.org/10.1371/journal.ppat.1001261
http://www.ncbi.nlm.nih.gov/pubmed/21283781
https://doi.org/10.1083/jcb.201512029
https://doi.org/10.1083/jcb.201512029
http://www.ncbi.nlm.nih.gov/pubmed/27044896
https://doi.org/10.1083/jcb.201807211
https://doi.org/10.1083/jcb.201807211
http://www.ncbi.nlm.nih.gov/pubmed/30659102
https://doi.org/10.1080/21501203.2018.1482966
http://www.ncbi.nlm.nih.gov/pubmed/30181926
https://doi.org/10.1371/journal.pgen.1007814
https://doi.org/10.1371/journal.pgen.1007814
http://www.ncbi.nlm.nih.gov/pubmed/30462633
https://doi.org/10.1371/journal.ppat.1009779

