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Abstract: Biotic and abiotic factors influence the formation of fungal-algal pairings in lichen symbio-
sis. However, the specific determinants of these associations, particularly when distantly related fungi
are involved, remain poorly understood. In this study, we investigated the impact of different drivers
on the association patterns between taxonomically diverse lichenized fungi and their trebouxioid
symbiotic partners. We collected 200 samples from four biomes and identified 41 species of lichenized
fungi, associating them with 16 species of trebouxioid green algae, of which 62% were previously
unreported. The species identity of both the fungal and algal partners had the most significant effect
on the outcome of the symbiosis, compared to abiotic factors like climatic variables and geographic
distance. Some obviously specific associations were observed in the temperate zone; however, the
nestedness value was lower in arid regions than in cold, polar, and temperate regions according to
interaction network analysis. Cophylogenetic analyses revealed congruent phylogenies between
trebouxioid algae and associated fungi, indicating a tendency to reject random associations. The main
evolutionary mechanisms contributing to the observed phylogenetic patterns were “loss” and “failure
to diverge” of the algal partners. This study broadens our knowledge of fungal-algal symbiotic
patterns in view of Trebouxia-associated fungi.
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1. Introduction

Lichens are vital constituents of fungi, encompassing approximately 20% of known
fungal species [1]. Throughout the evolutionary history of Ascomycota and Basidiomycota,
lichenization events have occurred independently on several occasions [2,3]. The unique
mutualistic symbiosis of lichens involves fungi, green microalgae, or cyanobacteria [4,5],
enabling their predominant presence in diverse and extreme environments, including polar,
plateau, and desert regions [6]. Lichens also play a critical role in the early formation of
terrestrial ecosystems [7].

As of now, there are approximately 20,000 accepted species of lichen-forming fungi
(LFF) [1], whereas lichen-forming algae (LFA) are limited to around 200 species [8]. The
composition of LFF and LFA in lichen symbiosis is not symmetrical [9]. However, the
association between LFF and LFA is much more intricate than simply comparing the
number of species. Various factors, both biotic and abiotic—such as the cophylogeny of
LFF and LFA, geography, and the reproductive strategy of LFF—influence the formation of
fungal-algal pairings in lichen symbiosis [10]. This indicates that both evolutionary and
ecological processes contribute to the diversity of symbiotic associations [11].

The lichen associations are often described based on various degrees of availability,
selectivity, and specifia between LFF and LFA. Specificity refers to a narrow taxonomic
range of acceptable partners, while selectivity indicates the frequency of association with
compatible partners [12,13]. In general, when compared to LFA-LFF associations, LFF-LFA
associations exhibit higher specificity at any taxonomic level. For instance, at the order
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level, LFF like Arthoniales, Ostropales, Pyrenulales, and Trypetheliales, which are mainly
found in tropical regions, preferentially associate with green algae from the Trentepohliales,
while Lecanorales and Teloschistales are mainly associated with green algae from the
Trebouxiales [14]. Generally, LFF genera and species tend to choose one specific genus of
green algae or cyanobacteria and one specific species as their LFA [15-17]. However, LFF
can range from being narrow specialists to generalists [18,19]. Most research on symbiont
association patterns has been conducted using a specific lichen taxon as a model, with
associations typically studied at the genus and family levels [5,8,15,20-22]. However,
the association pattern between LFF and LFA is not well understood, particularly when
distantly related fungi are considered.

Different lichen taxa often exhibit varied responses to diverse geographical factors
concerning the LFF-LFA association [23,24]. Certain LFF are unaffected by geographical
factors and maintain strong specificity to their associated LFA across significant global
ranges. For instance, associations like the genus Oropogon with limited Trebouxia OTUs,
Omphalina with Coccomyxa, and Evernia mesomorpha with Trebouxia jamesii s.1. demonstrate
such patterns [15,25,26]. Alternatively, in some lichens, geographic distributions lead
to distinct patterns of symbiosis, as observed in Stereocaulon and Sticta [21,22,27]. The
ecological preference of LFA indirectly affects lichen distribution, where different LFF that
associate with the same LFA generally exhibit similar ecological properties [28,29]. Asexual
reproduction, through vegetative propagules such as isidia, soredia, and lobules (also
called thallus fragmentation), allows lichens to colonize new habitats and co-disperse LFF
and LFA (vertical transmission). Sexual reproduction, relying on the spores of LFF, leads to
new symbiosis forming when suitable LFA are encountered (horizontal transmission) [30].
Asexual reproduction tends to structure stable mutualistic associations among lichens
but may result in low LFA diversity. In contrast, sexual reproduction results in greater
propagation distance and higher LFA diversity. However, existing studies either do not
consider distantly related fungi or are limited to specific geographical zones. Consequently,
the association pattern between LFF and LFA remains unclear when multiple types of
geographical zones and different LFF orders are considered simultaneously.

Among the known lichen symbionts, approximately 50% to 70% form symbiotic rela-
tionships with green algae from the family Trebouxiaceae, with the genus Trebouxia being
the most common LFA [8]. There is a growing interest in understanding the diversity and
evolutionary relationships in Trebouxia-associated lichens [15]. Recent research has revealed
a significant increase in candidate species lineages, ranging from 109 to 113, compared to
the previously formally described 29 Trebouxia species, indicating an underestimation of
Trebouxia diversity [5,31]. However, the samples in these studies from China were scarce,
leaving room for the discovery of cryptic or unknown Trebouxia diversity, given its ex-
tensive ecogeographical range in the region. This creates an opportunity for an intensive
study of Trebouxia-associated lichens’ diversity in China to comprehend their evolutionary
patterns. Moreover, Trebouxia-associated lichens are found in various fungal orders and
across different climatic zones.

In this study, we chose Trebouxia-associated lichen symbionts as a model and collected
a total of 200 samples from different taxonomic levels (including orders) and distinct
biomes, mainly from China. By delimiting the species of mycobionts and phycobionts, we
aimed to explore the potential effects of various biotic and abiotic factors on the outcomes
of the symbiosis, examine the interaction patterns between symbiotic associations across
different ecoregions, and investigate their coevolutionary mechanisms.

2. Results
2.1. Molecular Sequence Data and Phylogenetic Analysis

In this study, a total of 1238 DNA sequences were generated, including 196 ITS,
188 nuLSU, 176 mtSSU, and 136 RPB1 sequences from LFF and 186 ITS, 170 nuSSU, and
186 rbcL sequences from LFA (Table S1). The BLASTn analysis of the ITS sequences against
the GenBank database revealed that the LFF sequences were classified into 41 species,
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29 genera, 14 families, 8 orders, and 2 classes within Ascomycota (Table S1). Among these,
40 species belonged to Lecanoromycetes and 1 species belonged to Candelariomycetes,
based on their high sequence identity with previously described species. The species
delimitation was further confirmed using their phylogenetic topology based on the ITS
dataset (Figure S1) and the four-locus concatenated phylogeny (Figure S2).

Based on the ITS sequence analysis using the BLASTn tool, all of the LFA were
identified as belonging to the genus Trebouxia. The phylogenetic topology of Trebouxia was
constructed using the combined ITS and rbcL sequences, incorporating sequences from the
study by [5] (Figure S3). To confirm the species boundaries, three DNA species delimitation
analyses (Generalized Mixed Yule Coalescent (GMYC), bPTP, and Automatic Barcode Gap
Discovery (ABGD)) were employed (Figure 54). Sixteen species were recovered, of which
ten were previously undescribed (Figures S3 and S5). Within the Heterodermia japonica/H.
speciosa clade, different delimitation methods yielded varying results. Four or six Trebouxia
species were recognized by GMYC (ITS), bPTP (ITS), ABGD (ITS + rbcL), and bPTP (ITS
+ rbcL), while only one species was recognized by GMYC (ITS + rbcL), ABGD (ITS), and
the study by [5] (Figures S2, 54, and S5). Ultimately, the last delimitation was chosen,
considering that some samples in this clade grow in the same locality, and even on the
same bark, such as QJ2-1, QJ2-2, and QJ2-8. In another clade composed of 18 samples
representing eight lichen species (Bryoplaca tetraspora, Ochrolechia tartarea, Gondwania regalis,
Megaspora verrucosa, Lecanora fuscobrunnea, Physcia caesia, Physcia dubia, and Rhizoplaca
chrysoleuca), all of the delimitation methods recognized only one Trebouxia species, except
for GMYC (ITS), which recognized two (Figures S4 and S5). Consequently, the rule of
majority was applied, and only one Trebouxia species was considered valid.

2.2. Mutualistic Association Patterns between LFF and LFA

Fifty-one associations were observed between 41 LFF and 16 LFA (Figure 1; Table S1).
At the class level, LFF species in Lecanoromycetes were associated with all 16 LFA Tre-
bouxia species. At the order level, LFF orders with samples of more than two species
were associated with multiple LFA species. For example, the species of Lecanorales, Cali-
ciales, Teloschistales, and Pertusariales were associated with 10, 6, 3, and 2 LFA species,
respectively. Similarly, at the family level, LFF species from Parmeliaceae, Megasporaceae,
Teloschistaceae, and Physciaceae, with samples of more than two species, were associated
with six, four, three, and two LFA species, respectively. At the genus level, Circinaria was
the only genus with samples of more than two species, and it was associated with two LFA
species. At the species level, each LFF species was associated with 1-4 LFA species. Among
them, Diplotomma venustum showed the most potent selectivity but the poorest specificity
to LFA, with an association ratio of 1 vs. 4.

Each Trebouxia species showed compatibility with 1-11 LFF species, and out of the
16 Trebouxia species, 11 were associated with more than one LFF species (Figure 1). Five
LFA species—namely, Trebouxia arboricola, T. cretacea, T. impressa, T. jamesii, and Trebouxia
sp. 10—were associated with 4-10 LFF species across various families, genera, and species.
Among these, the first four LFA species were even associated with multiple LFF species
distributed in different orders. Trebouxia cretacea exhibited the most robust selectivity but
the poorest specificity to LFF, accepting 11 LFF species across two classes, seven orders,
seven families, and eight genera.

Four pairs of associations between LFF and LFA displayed unique specificity, regard-
less of the sample source. These associations were Hypogymnia hypotrypa vs. Trebouxia
sp. 5, Menegazzia subsimilis vs. Trebouxia sp. 4, Parmotrema tinctorum vs. T. corticola, and
Psoroma fruticulosum vs. Trebouxia sp. 6. Trebouxia sp. 8 was found to form symbiotic
relationships with two LFF species, namely, Heterodermia japonica and H. speciosa, but the
majority of samples (95%; 21 out of 22) were associated with H. japonica. Most of these
specific associations were observed in the temperate zone, indicating that these LFF-LFA
associations tend to be more specific in warmer climates. The mutualistic associations
corresponding to the four climate zones are summarized in Table 1. Interaction network
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analyses further revealed that the temperate network had relatively lower web connectance
(0.17) and linkage density (1.83) but the highest nestedness (38.88), and it was segregated
into more compartments (six) compared to the arid, polar, and cold networks.

Hypotrachyna osseoalba -

Parmotrema clavuliferum Trebouxia sp.XX
Ramalina calicaris
Usnea aciculitera Trebouxia sp.XIX

Parmotrema tinctorum

Trebouxia corticola
Lobothallia semisterilis

Circinaria tortuosa

Trebouxia sp.XIII
Acarospora nodulosa
Acarospora strigata
Caloplaca sp.
Squamarina kansuensis Trebouxia cretacea
Candelariella sp.

Circinaria sp.2
Circinaria sp.3
Psoroma cinnamomeum

Trebouxia sp.XI

Diplotomma venustum Trebouxia sp.XII

Gondwania regalis

Ramalina terebrata Trebouxia arboricola

Gondwania regalis

Bryoplaca tetraspora

Lecanora fuscobrunnea
Megaspora verrucosa

Physcia caesia

Physcia dubia

Rhizoplaca chrysoleuca clade B

Trebouxia impressa

Rhizoplaca chrysoleuca clade F Trebouxia sp.XVII

Ochrolechia tartarea
Bryoria fuscescens
Hypogymnia antarctica
Tephromela atra

Parmelia saxatilis
Umbilicaria antarctica
Himantormia lugubris

Trebouxia jamesii

Usnea aurantiacoatra

Trebouxia sp. XV

Hypogymnia hypotrypa
/ Trebouxia sp-XV1
Psoroma fruticulosum Trebouxia sp.XIV
Menegazzia subsimilis /

Flavoparmelia caperata —— SN Tcbouxia anticipata
Punctelia rudecta

Heterodermia japonica
Trebouxia sp. XVIII

Heterodermia speciosa

Figure 1. Mutualistic association patterns between lichen-forming fungi (LFF) and lichen-forming
algae (LFA): The left and right columns represent the names of LFF and LFA, respectively. The lines
connecting the LFF and LFA indicate the mutualistic associations. The width of the lines indicates the
lichen sample numbers composed of LFF and LFA.

Table 1. The interaction-network-level parameters.

Arid Zone Cold Zone Polar Zone  Temperate Zone
Connectance 0.30 0.44 0.22 0.17
Links per species 1.00 0.67 0.87 0.71
Linkage density 4.60 1.50 3.70 1.83
Nestedness 18.68 24.21 37.39 38.88

Number of compartments 1 2 3 6
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2.3. Correlation among LFF, LFA, and Ecological Factors

We performed variation partitioning analysis to assess the relative contributions of
climatic variables, geographical distance, LFF or LFA, distribution types, reproductive
modes, and host specificity to shaping the mutualistic association of lichens (Figure 2). For
the LFA, climatic variables, geographical distance, LFF, and the other factors explained
36% of the variation (Figure 2a). The LFF explained the most significant proportion of the
variation, with a 12% independent effect and 14% in combination with other variables.
Distribution types, reproduction modes, and host specificity independently explained
3% of the variation, whereas 16% was shared with other variables. Geographical distance
and climatic variables independently explained 1% and 2% of the variation, respectively,
and 5% and 10% were shared with other variables, respectively. Alternatively, climatic
variables, geographical distance, LFA, and other factors explained 28% of the variation of
the LFF (Figure 2b). The LFA explained the most significant proportion of variation, with
11% independent effects and 12% in combination with other variables. The climatic vari-
ables independently explained 3% of the total variation and shared 7% with other variables,
followed by 2% and 9% of variation explained by distribution types, reproduction modes,
and host specificity independently and in combination with other variables, respectively.
The geographical distance explained 3% when combined with other variables, while it
explained 0% independently.

(a) LFF (b) LFA

Bioclim | Multi_fac
Geo w

4

N

Multi_fac

Bioclim
Residual=0.64 Residual=0.72

Figure 2. Venn diagram showing the results from variation partitioning analysis (VPA): (a) Partition-
ing variance of lichen-forming fungi (LFF), geographical distance (Geo), 19 bioclimatic variables (Bio-
clim), and other factors including lichen distribution types, reproduction modes, and host specificity
(Multi_fac) onto photobiont diversity and distribution. (b) Partitioning variance of lichen-forming
algae (LFA), geographical distance (Geo), 19 bioclimatic variables (Bioclim), and other factors includ-
ing lichen distribution types, reproduction modes, and host specificity (Multi_fac) onto mycobiont
diversity and distribution.

2.4. Cophylogenetic Analyses

The cophylogenetic analyses were conducted using the well-supported LFF and
LFA phylogenies. The global-fit tests (ParaFit and PACo) provided evidence supporting
overall congruence between the tree topologies of fungal hosts and Trebouxia species
(ParaFitGlobal = 0.08, p = 0.001; PACo m? global value = 2.73, p = 0; Figure S6). These results
reject the null hypothesis of random association. Out of the 51 mutualistic associations
studied, 16 (31.4%) showed significant contributions to ParaFitGlobal based on ParaFit1
values, and 18 associations (35.3%) were based on ParaFit2 values (p < 0.05).

In Jane 4.0, most cost scenarios tested supported significant congruence between LFF
and LFA phylogenies. The program’s reconstructed solution outperformed all random
solutions except for costs H and Q (Table 2). Notably, among the significant reconstructions,
cost regime B yielded the lowest overall cost. This regime suggested one cospeciation
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event, eight duplications, six duplications with host switches, ninety losses, and thirty-five
failure-to-diverge events, all contributing to the congruent phylogenies between LFF and
LFA (Figure S7). The roles of losses and failure-to-diverge events were found to be crucial
in shaping the observed congruence, and interestingly, all of the cost regimes yielded the
same solution regardless of the penalized values.

Table 2. Cophylogenetic analysis results with an event-based approach using Jane 4.0 with different
cost regimes.

Cost Regime = C-D-D&S-L-FD ? C D D&S L FD Total Cost
A 01211 1 8 6 91 35 146
B 01,2,1,-1 1 8 6 90 35 75
C 0221,1 1 8 6 89 35 152
D 00211 1 9 5 91 35 136
E 0,1,3,1,1 1 9 5 91 35 150
F 011,11 0 8 7 88 35 138
G 0,1,22,1 0 8 7 90 35 237
H 01,201* 2 13 0 113 35 48
I 01212 1 8 6 89 35 179
J 01,210 1 8 6 90 35 110
K 1,1,11,1 0 8 7 88 35 138
L 1,1,2,11 0 8 7 88 35 145
M 1,0,0,1,1 0 7 8 90 35 125
N -1,121,1 1 8 6 89 35 143
@) 21,111 0 8 7 88 35 138
P 2,1,1,1,0 0 8 7 88 35 103
Q 2,1,1,00* 0 8 7 108 35 15

Notes: @ Order of cost regimes from left to right is C (cospeciation), D (duplication), D&S (duplication and host
switch), L (loss/sorting), and FD (failure to diverge). * This cost regime is not significantly lower than random
reconstruction.

3. Discussion

Accurate species delimitation of symbiotic partners is crucial to avoid biased iden-
tity, which would mask interactions [20]. The ultrastructure of LFA was analyzed using
low-temperature scanning electron microscopy, offering a new species identification strat-
egy [32], which merits incorporation into the LFA integrative classification. In this study,
we tentatively conducted phylogenetic analysis using the dataset of [5] as a backbone to
construct the phylogeny of Trebouxia species. We employed three species delimitation
approaches to define the algal species boundary, and the results were consistent with those
of [5] (Figure S3). From this analysis, we identified 16 Trebouxia species, of which 10 (62.5%)
are potentially new species to science, indicating an underestimation of cryptic Trebouxia
species diversity. In dealing with inconsistent delimitation results for two species (Hetero-
dermia japonica and H. speciosa), we ultimately adopted the minimum number of species,
considering the habitat and the previous delimitation results [32], to avoid overestimating
Trebouxia species diversity. Nevertheless, our findings strongly suggest a higher potential
for diversity than currently identified.

Our data revealed that 32 (78%) of the 41 LFF species were associated with only
one LFA species, whereas 11 (69%) of the 16 LFA species accepted more than one LFF
species (Figure 1). This mutualistic association exhibits asymmetry, suggesting higher
selectivity and weaker specificity from the perspective of LFA choosing LFF over the reverse.
However, this result might have been partially influenced by the limited samples available
for analysis. Previous studies on interaction networks have proposed the abundance-
asymmetry hypothesis [33,34], which hypothesizes that the uneven distribution of fungal
hosts and algal species contributes to this asymmetry. According to this hypothesis, species
abundance plays a crucial role in determining the frequency and strength of interspecific
interactions, resulting in an asymmetric structure when individuals interact randomly
within a community [35]. Given the substantial difference in known species abundance
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between LFF and LFA [1,8], it is inevitable that this abundance disparity impacts the
mutualistic association patterns observed. Additionally, the reproduction modes of LFF
also influence the asymmetric mutualistic association patterns, as they exhibit both sexual
and asexual reproduction modes [36]. Macrolichens, including most species in our study,
typically exhibit asexual structures such as isidia and soredia [36]. These structures facilitate
the dispersal of both LFF and LFA together, resulting in relatively low genetic diversity
in both partners and high specificity in their reciprocal association [10]. The association
pattern between LFF and LFA in asexual lichens differs from that observed in sexual lichens
within the lichen genus Cladonia [10] However, when we consider a broader taxonomic scale
in our study, the role of reproductive modes of LFF in shaping the LFF-LFA association
patterns explains less than 2% of the variation. In mutualistic association, LFF tend to act
as specialists. Alternatively, LFA species are seldom found in a free-living state and cannot
survive independently once the lichens die. As a result, they tend to act as generalists
in the mutualistic association chosen by LFF, particularly in harsh environments [37,38].
Similar patterns are observed in trentepohlioid algae-associated lichens, where closely
related algae associate with distantly related mycobionts or with mycobionts from one
family [39]. Nevertheless, it is essential to note that not all LFF play the same role as strict
specialists, sometimes acting as generalists instead [40].

In our study, different symbiotic partners exhibited diverse association patterns across
various climatic zones and ecoregions. Interaction network analyses showed that the cold
and polar zones had higher web connectance compared to the temperate zone, indicating
increased reciprocal specificity between partners in warmer regions, consistent with the
findings of Singh et al. [41]. However, this is not a fully confirmed conclusion, because
although the polar zone still had higher linkage density the cold zone had lower linkage
density than the temperate zone, indicating that temperature is not the absolute factor
shaping the LFF-LFA association. Moreover, the nestedness was the highest in temperate
zone, which was an almost contrary result compared to the findings of Singh et al. [41]. It is
interesting instead that there was the lowest nestedness in the arid zone, indicating drought
might be an underestimated factor in structuring the specificity of LFF-LFA associations.
The selection of LFA is also sometimes influenced by the LFF within a taxonomic range
of acceptable partners, especially at the local scale [42]. Conversely, the patterns of LFF’s
specificity toward LFA remain consistent across different ecoregions and climatic zones. In
most cases, LFF maintain one-to-one relationships with LFA, except for a few instances,
such as Circinaria tortuosa, Diplotomma venustum, Gondwania regalis, Lobothallia semisterilis,
Ochrolechia tartarea, Parmotrema clavuliferum, and Ramalina calicaris, which associate with
2-4 LFA species. Among all of the mutualistic associations, the most distinct modularity is
observed in Hypogymnia hypotrypa, where both LFF and LFA act as one-to-one specialists.
This high reciprocal specificity is likely related to their vertical transmission through soredia
and the limited niche of LFA. Similar patterns have also been found in Evernia mesomorpha,
which belongs to the same family as Hypogymnia hypotrypa [16,26].

Our study revealed that symbiotic partners have the most significant impact on mutu-
alism, with 11-12% independent effects and 12-14% in combination with other variables,
which are lower than the corresponding values found in studies focusing on a single lichen
genus, such as Parmelia [43]. The contribution of LFF and LFA to their respective partners
is based on the genetic distance of their phylogenies. In the lichen genus Cladonia, the
identity of LFF has a more pronounced impact on the genetic variation of LFA (Asterochlo-
ris) [44], leading to the occurrence of more new LFF-LFA associations. Hence, the effects
of the symbiotic partners could be understood as their cophylogenetic trend, where the
effect value is roughly equivalent to the degree of cophylogenetic evolution. Variation
partitioning analyses demonstrated that geographical location (GPS) and 19 climate factors
related to temperature and precipitation contributed no more than 3% to the variation.
Similar findings have been observed in many other symbiosis analyses, where symbi-
otic partners primarily drive mutualism, while ecological mechanisms and geographical
distributions such as extreme environments or cooler climate zones explain part of the vari-
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ation [15,21,30]. However, within a specific taxonomic scale, ecological factors like climate
exhibit a more significant impact on structuring LFF-LFA associations [43,45]. In the island
radiation of LFF, macroclimate plays a more critical role in the LFF-LFA association than
LFA [40].

There are still 64% and 72% unknown interpretations that need further exploration.
One of these factors is historical climatological and geological processes, which have been
shown to affect current species distribution patterns [46]. For example, the distribution
of Trebouxia has been linked to climate change, which, in turn, might impact LFF and
their nutritional dependence on LFA [24]. However, the extent of this factor’s effect was
not known in this study. Moreover, the research model in this study involves Trebouxia-
associated lichens from different genera, families, and orders, making the interactions more
complex than those studied at the species or genus levels. Studies focusing on a single
fungal genus could provide an explanation of the variation within one fungal genus that
could be easily obtained [21,41].

Cophylogeny evaluates the dependency of two associated groups of organisms to
investigate how ecological and evolutionary processes affect species diversification [47].
Our study rejected the null hypothesis of a random association between LFF and LFA, as
previously reported by other studies [5,11,22,48], indicating a trend of congruence between
Trebouxia algae and their associated LFE. Loss and failure of LFA to diverge played a
much more critical role than cospeciation, duplication, and host switching in driving the
coevolution in lichen mutualism (Figure S7), although some scientists did not consider
coevolution [49]. It has been verified that cospeciation between symbionts seldom happens
except for those with strictly vertical transmission, as opposed to reciprocal selection by
mutualistic partners, such as lichens [50]. Host switches, failure of the LFA to diverge,
and losses are commonly found to be the prevalent events shaping lichen symbionts, such
as Protoparmelia—Trebouxia, Sticta—Symbiochloris, and Cladonia—Asterochloris [22,41,51]. The
failure of the LFA to diverge with their fungal hosts is known to be responsible for the
occurrence of generalist algal species [52]. This was demonstrated by one Trebouxia species
being associated with multiple fungal species across different taxonomic levels in our study.
Losses of LFA are a consequence of extinction or incomplete lineage sorting, which has
been reported as another significant event during the coevolutionary process of lichens [41].
This is usually caused by the inability of the algae to parasitize the fungal hosts when the
host speciates incipiently with a small population size [50,52]. Furthermore, this study’s
evolutionary events leading to Trebouxia-associated symbionts did not correspond to the
climate zones. In contrast, macroclimate may influence unique lichen association patterns,
such as Protoparmelia—Trebouxia symbionts driven by different evolutionary mechanisms in
different climatic regions [41].

Our study highlights the association between LFF and LFA in Trebouxia-related lichens.
The sampling scope was not limited to species, genus, family, or order but covered a
broader taxonomic scale, providing a comprehensive framework of lichen phylogeny. Ad-
ditionally, our study included different climatic zones and ecological types, ranging from
local to regional and global scales, rather than being restricted to a specific geographi-
cal area. Although the sample size of this study may not be very large and it may not
present the complete picture of Trebouxia-related lichens, it still offers an overview of the
LFF-LFA mutualistic associations on larger taxonomic and ecological scales. To gain a
more comprehensive understanding of the coevolution of mutualistic associations, future
explorations should consider incorporating more climate zones, ecological types, taxa, and
larger sample sizes.

4. Materials and Methods
4.1. Taxon Sampling and Morphological Examination

Between 2014 and 2018, we collected 200 Trebouxia lichen samples from diverse ge-
ographical locations, including mainland (forest and sand desert) and Taiwan (forest) of
China, Japan (forest), Israel (sand desert), and Antarctica (cold desert). These collections
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spanned four climate zones (B—Arid, C—temperate, D—cold, and E—polar) based on
the Koppen-Geiger climate classification [53,54] (Figure 3, Table S2). The samples cov-
ered a wide range of taxonomical scales, representing different orders, families, genera,
and species, mainly from the class Lecanoromycetes. Morphological and anatomical ex-
aminations were conducted using a MOTIC SMZ-168 stereomicroscope, a Leica M125
dissecting microscope equipped with a Leica DFC450 camera, and a Zeiss Axio Imager
A2-M2 equipped with a Zeiss AxioCam MRC5 camera.

M Tropical, rainforest ] Arid, steppe, cold B Temperate, dry winter, cold summer Bl Cold, dry summer, cold summer [ Cold, no dry season, hot summer

Il Tropical, monsoon [] Temperate, dry summer, hot summer [] Temperate, no dry season, hot summer [l Cold, dry summer, very cold winter EE] Cold, no dry season, warm summer

[ Tropical, savannah [ZX] Temperate, dry summer, warm summer ] Temperate, no dry season, warm summer [ Cold, dry winter, hot summer Bl Cold, no dry season, cold summer

I Arid, desert, hot [l Temperate, dry summer, cold summer Bl Temperate, no dry season, cold summer Bl Cold, dry winter, warm summer [l Cold, no dry season, very cold winter

[ Arid, desert, cold [J Temperate, dry winter, hot summer B Cold, dry summer, hot summer Il Cold, dry winter, cold summer [ Polar, tundra

[ Arid, steppe, hot Temperate, dry winter, warm summer Bl Cold, dry summer, warm summer M Cold, dry winter, very cold winter [l Polar, frost

Figure 3. Collection sites of the lichen materials used in this study are marked by solid blue circles.
The map was taken from [54]. The color scheme was adopted from [53].

4.2. DNA Extraction, Amplification, and Sequencing

Samples’ DNA was extracted either fresh or frozen at —80 °C. Healthy fragments
without any diseased spots were selected and surface-sterilized in 75% ethanol, 1% sodium
hypochlorite, and 75% ethanol for 1 min, 2 min, and 0.5 min, respectively, followed by a
rinse with sterile water for 5 min. Total genomic DNA was extracted from lichen thalli
using a modified CTAB method [55]. For LFA, we amplified the nuclear internal tran-
scribed spacer region (ITS), the nuclear small subunit ribosomal RNA gene (SSU), and the
chloroplast ribulose-bisphosphate carboxylase-RuBisCO gene (rbcL). For LFF, four nuclear
markers were amplified: ITS, the large nuclear subunit ribosomal RNA gene (nuLSU), the
largest subunit of RNA polymerase II (RPB1), and the small mitochondrial subunit ribo-
somal RNA gene (mtSSU). PCR amplification was conducted in a 25 pL reaction volume,
comprising 12.5 uL of 2 x Taq Mix DNA polymerase (CWBIO, China), 9.5 uL of ddH,0,
1 uL each (10 uM) of the primers (forward and reverse), and 1 pL of the DNA template. The
primers used were obtained from various sources [56-69]. Detailed PCR conditions can be
found in Table S3. The PCR products were visualized on 0.8% agarose gels, purified using
a gel purification kit (Shanghai Huashun Bioengineering Corporation, China) according
to the manufacturer’s instructions, and subsequently sequenced using an ABI 3730 XL
Sequencer (Shanghai BioSune Corporation, China).
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4.3. DNA Alignment and Phylogenetic Analysis

The DNA sequences were assembled and manually edited using the SeqMan module
of the DNASTAR Lasergene Packages 7 (Madison, WI, USA). Each locus’s sequences were
aligned separately using MAFFT v. 7.471 [70] with the G-INS-i algorithm. Gaps were
treated as missing data, and ambiguously aligned regions were excluded using Gblocks
v0.91b [71]. The sequence data were submitted to the GenBank database, and the accession
numbers are provided in Table S2. Additionally, the sequence alignments were deposited
at TreeBase (http://purl.org/phylo/treebase/phylows/study/TB2:530069 (accessed on 16
January 2023)).

Individual gene topologies of LFA and LFF were reconstructed using the RAXML v.8
program [72], which was implemented on the CIPRES Science Gateway v.3.3 [73]. The recon-
struction was performed with a GTRGAMMA model and 1000 bootstrap (BS) replicates to
assess the branch support. Before concatenating the datasets, the individual gene topologies
were carefully examined for congruence. A conflict was considered significant when two
data partitions supported conflicting monophyletic groups with maximum-likelihood (ML)
bootstrap values of >70% in both trees [74]. To achieve maximum phylogenetic resolution
without evidence of conflicting nodes, independent gene datasets were combined.

Bayesian inference was carried out on the concatenated datasets of LFA and LFF using
MrBayes v.3.2.7. [75] on the CIPRES Science Gateway v.3.3. The best-fitting models of
nucleotide substitutions were selected based on the corrected Akaike information criterion
(AICc), as suggested by jModelTest [76]. Two parallel Markov chain Monte Carlo (MCMC)
runs were conducted, each utilizing four chains and running for 10,000,000 generations.
Trees were sampled every 10,000th generation. After discarding the initial 25% as burn-in,
a 50% majority-rule consensus tree was generated from the combined sample of both runs.

The phylogenetic trees resulting from the analysis were visualized using FigTree
v.1.4.4 [77]. Clades with bootstrap support (BS) values of >70% and posterior probability
values of >0.95 were considered to be significantly supported.

4.4. Species Delimitation

The identification of LFF was primarily based on DNA sequences, in conjunction with
phenotypic examination. To identify the closest relatives of each strain, a BLAST search
against the GenBank database was conducted using the BLASTn tool. The LFF strains
were initially classified at the species level, mainly based on the threshold >98% sequence
identity with the described species in the ITS region. A total of 1371 sequences of their
closest relatives were downloaded from GenBank and used for assessing the phylogenetic
positions of 1238 newly generated LFF sequences from this study. Both ML and Bayesian
methods were employed to construct a four-locus phylogenetic tree in order to re-evaluate
the phylogenetic relationships of LFF strains. For the identification of LFA and their
phylogenetic positions, we integrated ITS and rbcL sequences from this study into the
Trebouxia dataset from [5] for further phylogenetic analysis. The identity of the Trebouxia
species was then evaluated using three species delimitation approaches: ABGD [78], a
Bayesian implementation of the PTP approach (bPTP) [79], and the coalescent-based GMYC
approach [80].

ABGD infers a model-based confidence limit for intraspecific divergence and identifies
the barcode gap as the first significant gap beyond this limit to partition the data. The
primary data partitions are then recursively split to obtain finer partitions until no further
partitions can be detected [78]. For the ABGD analyses, separate analyses were performed
for each dataset of ITS, SSU, and rbcL using the web interface (https://bioinfo.mnhn.fr/abi/
public/abgd/abgdweb.html (accessed on 22 May 2023)). Genetic distances were calculated
using the JC69 model, with a prior P ranging from 0.001 to 0.1 and a relative gap width
ranging from 1.0 to 1.5. Regarding bPTP (Bayesian implementation of the PTP approach)
analyses, unrooted phylogenetic trees inferred by ML were used. The analyses were run
on the bPTP web server (http:/ /species.h-its.org/ptp/ (accessed on 31 December 2022))
with 200,000 generations, a burn-in of 0.1, and a thinning of 100. Both ML and Bayesian
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solutions were examined. For the GMYC analyses, ultrametric trees were estimated from
the combined sequence dataset using the BEAST v2.6.3 program [81]. MCMC chains were
run for 15 million generations under the coalescent model with a constant population size
and a constant clock as the tree prior. Chain mixture and convergence were evaluated in
TRACER v.1.7.2 [82] after discarding 10% of the samples as burn-in. An effective sample
size value greater than 200 was considered to be a good indicator. The consensus tree was
generated using TreeAnnotator 1.8.2 [81] after discarding the first 3000 trees. The GMYC
analysis was executed under the single-threshold model using the SPLITS package [80],
available for R 4.0.5 [83].

4.5. Interaction Network Analyses

The mutualistic association network of Trebouxia species and their associated fungal
symbionts (Table S4) was visualized in R using the function plotweb from the bipartite pack-
age, based on the species trees [84]. Bipartite network analyses were conducted to assess the
complexity of the interactions using five commonly used qualitative indices: connectance,
linkage density, links per species, number of compartments, and nestedness. These analyses
were performed using the function networklevel from the R package bipartite [84,85].

4.6. Variation Partitioning Analysis

The variation in LFA and LFF diversity was analyzed using variation partitioning
analysis based on redundancy analysis. The analysis aimed to examine the relative effects
of several factors, including climatic variables obtained from the GBIF website and dis-
tribution literature related to the lichen species used in this study, geographical distance,
the symbiotic partner, and other factors, such as distribution types, reproduction modes
(sexual—fertile; asexual—soredia/isidia/lobules), and host specificity (i.e., the number of
LFF species associating with the LFA, or vice versa; Table S5). The variation partitioning
analysis was conducted using the varpart function in the vegan package [86]. The phylo-
genetic distances of LFA or LFF were calculated using the Patristic software, and the first
10 PCoA (principal coordinate analysis) axes were utilized as response variables [87]. Nine-
teen climatic variables for the 200 samples (Table S5) were obtained from the WorldClim
database (www.worldclim.org (accessed on 20 June 2022)) with a grid cell resolution of
2.5 min using the software DIVA-GIS 7.5 [88]. These 19 environmental variables underwent
forward selection using the function RDA in vegan with the distribution of LFA and LFE.
Geographical distance values (i.e., latitude and longitude) were transformed into principal
coordinates of neighbor matrix (PCNM) vectors representing geographical distances at
various spatial scales. PCNM vectors were calculated based on the pairwise geographical
distances using the function pcnm in the vegan package. All four PCNMs were used for the
analysis. Additionally, a presence/absence matrix of 30 variables, including distribution
types, reproduction modes, and host specificity, was combined as a mixed factor. Similar to
the climatic variables, forward selection was applied to the distribution of LFA and LFF.

4.7. Cophylogenetic Analyses

To assess the cophylogenetic patterns between LFF and LFA, three methods were used:
ParaFit [89], the Procrustean Approach to Cophylogeny (PACo) [90], and Jane 4.0 [91]. One
sample corresponding to each LFF-LFA association was chosen for the cophylogenetic
analysis to evaluate potential patterns of coevolution and congruence between the two
associated groups of organisms.

Distance-based analysis was conducted to assess the overall congruence between
host and parasite phylogenies, alongside quantification of the relative contribution of
individual host—parasite associations to the overall congruence. The ParaFit method was
implemented using the R package APE [92]. The ParaFitGlobal statistic, representing the
fit between parasite and host phylogenies, was computed, and its statistical significance
was tested through 999 permutations to determine whether the parasites were randomly
associated with their hosts. If the observed ParaFitGlobal statistic exceeds the randomized
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statistic in more than 95% of cases, the null hypothesis of independent evolution can
be rejected, indicating a significant congruence between host and parasite phylogenies.
To identify the contribution of individual host-parasite associations, the ParaFitLink1
and ParaFitLink?2 tests were employed. A significant link suggests that a particular host—
parasite association contributes to the global congruence between the host and parasite trees.
Furthermore, PACo analysis was performed using the R packages APE and VEGAN [86].
This analysis assessed the dependence of algal phylogeny on the fungal host phylogeny
through 100,000 permutations. The contribution of each host—parasite association to the
global fit was measured using jackknife estimation of their respective squared residuals
and the confidence intervals associated with each host-parasite association.

The event-based analyses were conducted using the Jane 4.0 software (Claremont, CA,
USA), which supports polytomies and accommodates parasites with multiple hosts. The
topology-based program assigns costs to five coevolutionary events: cospeciation, duplica-
tion, host switching, loss/extinction, and failure to diverge [91]. Estimating the relative cost
of events is challenging; hence, a default event cost scheme was employed (cospeciation = 0,
duplication = 1, host switching = 2, loss/extinction = 1, failure to diverge = 1). Additionally,
16 other cost regimes were selected, derived from the default regime, to test the overall
costs of reconstructions in Jane 4.0. All regimes were analyzed with a population size
of 23, following the recommendation of [91]. The number of generations was set to 45.
To evaluate the statistical significance of the reconstructions, 100 random tip mapping
permutations were performed.

Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/plants12173172/s1, Figure S1: Phylogeny of 41 species of lichen-
forming fungi based on Randomized Axelerated Maximum Likelihood (RAXML) analysis using the
internal transcribed spacer region (ITS) sequences. The species names and accession numbers of
type strains are marked in red. The number in each node represents bootstrap support (BS) and
posterior probability (PP). BS values of >70 and PP values of >0.95 are plotted on the branches. Scale
in 0.02 substitutions per site. Figure S2: Phylogeny of lichen-forming fungi based on the Randomized
Axelerated Maximum Likelihood analysis of the concatenated four-locus dataset including the
internal transcribed spacer region (ITS), the large nuclear subunit ribosomal RNA gene (nuLSU),
the small mitochondrial subunit ribosomal RNA gene (mtSSU), and the largest subunit of RNA
polymerase II (RPB1) sequences. The number in each node represents bootstrap support (BS) and
posterior probability (PP). BS values of >70 and PP values of >0.95 are plotted on the branches. Scale
in 0.02 substitutions per site. Figure S3: Phylogeny of lichen-forming algae Trebouxia species based on
the Randomized Axelerated Maximum Likelihood (RAXML) analysis of a concatenated two-locus
dataset including internal transcribed spacer region (ITS) and chloroplast ribulose-bisphosphate
carboxylase-RuBisCO (rbcL) gene sequences, with reference sequences from the studies of [5,93-96]
marked in black. The number in each node represents bootstrap support (BS). BS values of >70
are plotted on the branches. Scale in 0.05 substitutions per site. Figure S4: Comparison of different
Trebouxia species delimitations resulting from three species delimitation approaches, i.e., Automatic
Barcoding Gap Discovery (ABGD), a Bayesian implementation of the PTP (bPTP) [79], and the
coalescent-based General Mixed Yule Coalescent (GMYC), along with the species scenarios proposed
by [5]. The phylogeny was constructed by Randomized Axelerated Maximum Likelihood (RAXML)
analysis based on the combined internal transcribed spacer region (ITS) and chloroplast ribulose-
bisphosphate carboxylase-RuBisCO gene (rbcL) gene sequences. Scale in 0.02 substitutions per site.
The numbers in the seven columns represent the species numbers defined by different methods;
Figure S5: Phylogeny of lichen-forming algae Trebouxia species based on the Randomized Axelerated
Maximum Likelihood (RAxML) analysis of a concatenated three-locus dataset including internal
transcribed spacer region (ITS), large nuclear subunit ribosomal RNA gene (nuSSU), and chloroplast
ribulose-bisphosphate carboxylase-RuBisCO (rbcL) sequences. The number in each node represents
bootstrap support (BS) and posterior probability (PP). BS values of >70 and PP values of >0.95 are
plotted on the branches. Scale in 0.01 substitutions per site; Figure S6: Boxplot of the jackknifed
squared residuals, with upper 95% confidence intervals associated with each host-symbiont link from
Procrustean Approach to Cophylogeny (PACo) analysis. Asterisks on the top of the bars indicate
significant congruence, as supported by ParaFit. Figure S7: The least costly cophylogenetic scenario
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between lichen-forming algae (LFA) and their lichen-forming fungi (LFF) hosts, reconstructed using
Jane 4.0. The cost regime settings were as follows: cospeciation = 0, duplication = 1, duplication with
host switch = 2, losses = 1, and failures to diverge = —1, corresponding to cost regime E (Table 2).
Black branches represent the LFF host phylogeny, and blue branches represent the LFA parasite
phylogeny. The LFF names are in bold. Yellow and red solid circles represent duplications, dashed
lines with purple circles represent losses, and dented lines with black asterisks represent failures
to diverge. Habitat information is provided with the LFF species. AR: arctic/alpine or boreal zone,
TM: temperate zone, STR: subtropical zone, TR: tropical zone. Table S1: The BLASTn results for LFF
strains. The species names in red are included as reference species in the ITS phylogeny. Table S2:
Lichen samples used in this study, including voucher information and GenBank accession numbers.
Table S3: Molecular markers and primer sequences used in this study. Table S4: The climate type of
lichen distributions. Table S5: The information on geographical distance, bioclimatic variables, and
other factors of lichen-forming fungi and algae.

Author Contributions: Conceptualization, X.-L.W. and X.-Z.L.; validation, X.-L.W. and X.-Z.L.;
formal analysis, Y.-B.Z., X.-Z.L., D.-Y.H,, Y.-YW,, Q.-X.Y. and Q.R; investigation, Y.-B.Z. and X.-L.W.;
writing—original draft preparation, X.-L.W.; writing—review and editing, X.-Z.L. and Y.-B.Z. All
authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the National Natural Science Foundation of China (32070096),
the Space Application System of China Manned Space Program (KJZ-YY-WSMO05) and Beijing Natural
Science Foundation (5232020), and the Youth Innovation Promotion Association of the Chinese
Academy of Sciences (2012076, 2017125).

Data Availability Statement: The DNA sequence alignments were deposited at TreeBase (http://
purl.org/phylo/treebase/phylows/study/TB2:530069 (accessed on 16 January 2023)).

Acknowledgments: We are grateful to the Chinese Arctic and Antarctic Administration for the help
in carrying out the project in the Great Wall Station during the 34th Chinese National Antarctic
Expedition, and to Enago (https://www.enago.cn/ (accessed on 16 January 2023)) for its linguistic
assistance during the preparation of this manuscript.

Conflicts of Interest: The authors declare no conflict of interest.

References

1.

10.

11.

12.

Liicking, R.; Hodkinson, B.P.; Leavitt, S.D. The 2016 classification of lichenized fungi in the Ascomycota and Basidiomycota—
Approaching one thousand genera. Bryologist 2017, 119, 361-416. [CrossRef]

Gargas, A.; DePriest, P.T.; Grube, M.; Tehler, A. Multiple origins of lichen symbioses in fungi suggested by SSU rDNA phylogeny.
Science 1995, 268, 1492-1495. [CrossRef]

Lutzoni, F; Pagel, M.; Reeb, V. Major fungal lineages are derived from lichen symbiotic ancestors. Nature 2001, 411, 937-940.
[CrossRef] [PubMed]

Liicking, R.; Nelsen, M.P. Ediacarans, protolichens, and lichen-derived Penicillium: A critical reassessment of the evolution of
lichenization in fungi. In Transformative Paleobotany; Krings, M., Harper, C.J., Cineo, N.R., Rothwell, G.W., Eds.; Academic Press:
Cambridge, MA, USA, 2018; pp. 551-590. [CrossRef]

Muggia, L.; Nelsen, M.P,; Kirika, PM.; Barreno, E.; Beck, A.; Lindgren, H.; Lumbsch, H.T.; Leavitt, S.D. Formally described
species woefully underrepresent phylogenetic diversity in the common lichen photobiont genus Trebouxia (Trebouxiophyceae,
Chlorophyta): An impetus for developing an integrated taxonomy. Mol. Phylogenet. Evol. 2020, 149, 106821. [CrossRef] [PubMed]
Lumbsch, H.T.; Rikkinen, J. Evolution of lichens. In The Fungal Community, 4th ed.; Dighton, J., White, ].F,, Eds.; CRC Press: Boca
Raton, FL, USA, 2017; pp. 53-62. [CrossRef]

Taylor, T.; Hass, H.; Kerp, H. The oldest fossil ascomycetes. Nature 1999, 399, 648. [CrossRef] [PubMed]

Kroken, S.; Taylor, J].W. Phylogenetic species, reproductive mode, and specificity of the green alga Trebouxia forming lichens with
the fungal genus Letharia. Bryologist 2000, 103, 645-660. [CrossRef]

Hill, D.J. Asymmetric co-evolution in the lichen symbiosis caused by a limited capacity for adaptation in the photobiont. Bot. Rev.
2009, 75, 326-338. [CrossRef]

Steinova, J.; Skaloud, P; Yahr, R.; Bestovd, H.; Muggia, L. Reproductive and dispersal strategies shape the diversity of mycobiont-
photobiont association in Cladonia lichens. Mol. Phylogenet. Evol. 2019, 134, 226-237. [CrossRef]

Buckley, H.L.; Rafat, A.; Ridden, ].D.; Cruickshank, R.H.; Ridgway, H.J.; Paterson, A.M. Phylogenetic congruence of lichenised
fungi and algae is affected by spatial scale and taxonomic diversity. Peer] 2014, 2, e573. [CrossRef] [PubMed]

Yahr, R.; Vilgalys, R.; Depriest, P.T. Strong fungal specificity and selectivity for algal symbionts in Florida scrub Cladonia lichens.
Mol. Ecol. 2004, 13, 3367-3378. [CrossRef]


http://purl.org/phylo/treebase/phylows/study/TB2:S30069
http://purl.org/phylo/treebase/phylows/study/TB2:S30069
https://www.enago.cn/
https://doi.org/10.1639/0007-2745-119.4.361
https://doi.org/10.1126/science.7770775
https://doi.org/10.1038/35082053
https://www.ncbi.nlm.nih.gov/pubmed/11418855
https://doi.org/10.1016/B978-0-12-813012-4.00023-1
https://doi.org/10.1016/j.ympev.2020.106821
https://www.ncbi.nlm.nih.gov/pubmed/32294545
https://doi.org/10.1201/9781315119496-5
https://doi.org/10.1038/21349
https://www.ncbi.nlm.nih.gov/pubmed/10385115
https://doi.org/10.1639/0007-2745(2000)103[0645:PSRMAS]2.0.CO;2
https://doi.org/10.1007/s12229-009-9028-x
https://doi.org/10.1016/j.ympev.2019.02.014
https://doi.org/10.7717/peerj.573
https://www.ncbi.nlm.nih.gov/pubmed/25250218
https://doi.org/10.1111/j.1365-294X.2004.02350.x

Plants 2023,12, 3172 14 of 17

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.
37.

38.

Muggia, L.; Leavitt, S.; Barreno, E. The hidden diversity of lichenised Trebouxiophyceae (Chlorophyta). Phycologia 2018, 57,
503-524. [CrossRef]

Thiis, H.; Muggia, L.; Pérez-Ortega, S.; Favero-Longo, S.E.; Joneson, S.; O’Brien, H.; Nelsen, M.P.; Duque-Thiis, R.; Grube, M.;
Friedl, T.; et al. Revisiting photobiont diversity in the lichen family Verrucariaceae (Ascomycota). Eur. J. Phycol. 2011, 46, 399-415.
[CrossRef]

Leavitt, S.D.; Kraichak, E.; Nelsen, M.P,; Altermann, S.; Divakar, PK.; Alors, D.; Esslinger, T.L.; Crespo, A.; Lumbsch, T. Fungal
specificity and selectivity for algae play a major role in determining lichen partnerships across diverse ecogeographic regions in
the lichen-forming family Parmeliaceae (Ascomycota). Mol. Ecol. 2015, 24, 3779-3797. [CrossRef]

Chagnon, P.L.; Magain, N.; Miadlikowska, J.; Lutzoni, F. Strong specificity and network modularity at a very fine phylogenetic
scale in the lichen genus Peltigera. Oecologia 2018, 187, 767-782. [CrossRef] [PubMed]

Rikkinen, J. Cyanolichens: An evolutionary overview. In Cyanobacteria in Symbiosis; Rai, A.N., Bergman, B., Rasmussen, U., Eds.;
Kluwer Academic Publisher: Dordrecht, The Netherlands, 2002; pp. 31-72.

Garrido-Benavent, I.; Pérez-Ortega, S.; de Los Rios, A. From Alaska to Antarctica: Species boundaries and genetic diversity of
Prasiola (Trebouxiophyceae), a foliose chlorophyte associated with the bipolar lichen-forming fungus Mastodia tessellata. Mol.
Phylogenet. Evol. 2017, 107, 117-131. [CrossRef]

Muggia, L.; Pérez-Ortega, S.; Kopun, T.; Zellnig, G.; Grube, M. Photobiont selectivity leads to ecological tolerance and evolutionary
divergence in a polymorphic complex of lichenized fungi. Ann. Bot. 2014, 114, 463-475. [CrossRef]

Pardo-De la Hoz, C.J.; Magain, N.; Lutzoni, E; Goward, T.; Restrepo, S.; Miadlikowska, J. Contrasting symbiotic patterns in two
closely related lineages of trimembered lichens of the genus Peltigera. Front. Microbiol. 2018, 9, 2770. [CrossRef] [PubMed]
Vancurovd, L.; Muggia, L.; Peksa, O.; Ridk4, T.; Skaloud, P. The complexity of symbiotic interactions influences the ecological
amplitude of the host: A case study in Stereocaulon (lichenized Ascomycota). Mol. Ecol. 2018, 27, 3016-3033. [CrossRef]
Lindgren, H.; Moncada, B.; Liicking, R.; Magain, N.; Simon, A.; Goffinet, B.; Sérusiaux, E.; Nelsen, M.P,; Mercado-Diaz, J.A;
Widhelm, T.J.; et al. Cophylogenetic patterns in algal symbionts correlate with repeated symbiont switches during diversification
and geographic expansion of lichen-forming fungi in the genus Sticta (Ascomycota, Peltigeraceae). Mol. Phylogenet. Evol. 2020,
150, 106860. [CrossRef]

Nelsen, M.P.; Leavitt, S.D.; Heller, K.; Muggia, L.; Lumbsch, H.T. Macroecological diversification and convergence in a clade of
keystone symbionts. FEMS Microbiol. Ecol. 2021, 97, fiab072. [CrossRef]

Nelsen, M.P; Leavitt, S.D.; Heller, K.; Muggia, L.; Lumbsch, H.T. Contrasting patterns of climatic niche divergence in Trebouxin—A
clade of lichen-forming algae. Front. Microbiol. 2022, 13, 791546. [CrossRef] [PubMed]

Zoller, S.; Lutzoni, F. Slow algae, fast fungi: Exceptionally high nucleotide substitution rate differences between lichenized fungi
Omphalina and their symbiotic green algae Coccomyxa. Mol. Phylogenet. Evol. 2003, 29, 629-640. [CrossRef] [PubMed]
Piercey-Normore, M.D. Vegetatively reproducing fungi in three genera of the Parmeliaceae share divergent algal partners.
Bryologist 2009, 112, 773-785. [CrossRef]

Singh, G.; Kukwa, M.; Dal Grande, E; Lubek, A_; Otte, J.; Schmitt, I. A glimpse into genetic diversity and symbiont interaction
patterns in lichen communities from areas with different disturbance histories in Biatowieza forest, Poland. Microorganisms 2019,
7,335. [CrossRef]

Beck, A.; Kasalicky, T.; Rambold, G. Myco-photobiontal selection in a Mediterranean cryptogam community with Fulgensia fulgida.
New Phytol. 2002, 153, 317-326. [CrossRef]

Peksa, O.; Skaloud, P. Do photobionts influence the ecology of lichens? A case study of environmental preferences in symbiotic
green alga Asterochloris (Trebouxiophyceae). Mol. Ecol. 2011, 20, 3936-3948. [CrossRef] [PubMed]

Dal Grande, F.; Rolshausen, G.; Divakar, PK.; Crespo, A.; Otte, J.; Schleuning, M.; Schmitt, I. Environment and host identity
structure communities of green algal symbionts in lichens. New Phytol. 2018, 217, 277-289. [CrossRef]

Xu, M.; De Boer, H.; Olafsdottir, E.S.; Omarsdottir, S.; Heidmarsson, S. Phylogenetic diversity of the lichenized algal genus
Trebouxia (Trebouxiophyceae, Chlorophyta): A new lineage and novel insights from fungal-algal association patterns of Icelandic
cetrarioid lichens (Parmeliaceae, Ascomycota). Bot. . Linn. Soc. 2020, 194, 460—468. [CrossRef]

Bordenave, C.D.; Garcia-Breijo, F.; Gazquez, A.; Muggia, L.; Carrasco, P.; Barreno, E. Low Temperature Scanning Electron
Microscopy (LTSEM) Findings on the Ultrastructure of Trebouxia lynnae (Trebouxiophyceae, Lichenized Microalgae). Diversity
2023, 15, 170. [CrossRef]

Vazquez, D.P; Poulin, R.; Krasnov, B.R.; Shenbrot, G.I. Species abundance and the distribution of specialization in host-parasite
interaction networks. J. Anim. Ecol. 2005, 74, 946-955. [CrossRef]

Véazquez, D.P.; Aizen, M.A. Asymmetric specialization: A pervasive feature of plant—pollinator interactions. Ecology 2004, 85,
1251-1257. [CrossRef]

Vazquez, D.P; Melian, C.J.; Williams, N.M.; Bliithgen, N.; Krasnov, B.R.; Poulin, R. Species abundance and asymmetric interaction
strength in ecological networks. Oikos 2007, 116, 1120-1127. [CrossRef]

Bowler, P.; Rundel, P. Reproductive strategies in lichens. Bot. J. Linn. Soc. 1975, 70, 325-340. [CrossRef]

Fernandez-Mendoz, F.; Domaschke, S.; Garcia, M.A.; Jordan, P.; Martin, M.P,; Printzen, C. Population structure of mycobionts and
photobionts of the widespread lichen Cetraria aculeata. Mol. Ecol. 2011, 20, 1208-1232. [CrossRef] [PubMed]

Ertz, D.; Guzow-Krzeminska, B.; Thor, G.; Lubek, A.; Kukwa, M. Photobiont switching causes changes in the reproduction
strategy and phenotypic dimorphism in the Arthoniomycetes. Sci. Rep. 2018, 8, 4952. [CrossRef] [PubMed]


https://doi.org/10.2216/17-134.1
https://doi.org/10.1080/09670262.2011.629788
https://doi.org/10.1111/mec.13271
https://doi.org/10.1007/s00442-018-4159-6
https://www.ncbi.nlm.nih.gov/pubmed/29761320
https://doi.org/10.1016/j.ympev.2016.10.013
https://doi.org/10.1093/aob/mcu146
https://doi.org/10.3389/fmicb.2018.02770
https://www.ncbi.nlm.nih.gov/pubmed/30505297
https://doi.org/10.1111/mec.14764
https://doi.org/10.1016/j.ympev.2020.106860
https://doi.org/10.1093/femsec/fiab072
https://doi.org/10.3389/fmicb.2022.791546
https://www.ncbi.nlm.nih.gov/pubmed/35242115
https://doi.org/10.1016/S1055-7903(03)00215-X
https://www.ncbi.nlm.nih.gov/pubmed/14615198
https://doi.org/10.1639/0007-2745-112.4.773
https://doi.org/10.3390/microorganisms7090335
https://doi.org/10.1046/j.0028-646X.2001.00315.x
https://doi.org/10.1111/j.1365-294X.2011.05168.x
https://www.ncbi.nlm.nih.gov/pubmed/21699598
https://doi.org/10.1111/nph.14770
https://doi.org/10.1093/botlinnean/boaa050
https://doi.org/10.3390/d15020170
https://doi.org/10.1111/j.1365-2656.2005.00992.x
https://doi.org/10.1890/03-3112
https://doi.org/10.1111/j.0030-1299.2007.15828.x
https://doi.org/10.1111/j.1095-8339.1975.tb01653.x
https://doi.org/10.1111/j.1365-294X.2010.04993.x
https://www.ncbi.nlm.nih.gov/pubmed/21324011
https://doi.org/10.1038/s41598-018-23219-3
https://www.ncbi.nlm.nih.gov/pubmed/29563606

Plants 2023,12, 3172 15 of 17

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

65.

Kosecka, M.; Jabloniska, A.; Flakus, A.; Rodriguez-Flakus, P; Kukwa, M.; Guzow-Krzemiriska, B. Trentepohlialean algae
(Trentepohliales, Ulvophyceae) show preference to selected mycobiont lineages in lichen symbioses. J. Phycol. 2020, 56, 979-993.
[CrossRef]

Blazquez, M.; Hernandez-Moreno, L.S.; Gasulla, F.; Pérez-Vargas, 1.; Pérez-Ortega, S. The role of photobionts as drivers of
diversification in an island radiation of lichen-forming fungi. Front. Microbiol. 2022, 12, 784182. [CrossRef] [PubMed]

Singh, G.; Dal Grande, F,; Divakar, PK.; Otte, J.; Crespo, A.; Schmitt, I. Fungal-algal association patterns in lichen symbiosis
linked to macroclimate. New Phytol. 2017, 214, 317-329. [CrossRef]

Vancurova, L.; Malicek, J.; Steinov4, J.; Skaloud, P. Choosing the right life partner: Ecological drivers of lichen symbiosis. Front.
Microbiol. 2021, 12, 769304. [CrossRef]

Moya, P.; Molins, A.; Skaloud, P; Divakar, PX.; Chiva, S.; Dumitru, C.; Molina, M.C.; Crespo, A.; Barreno, E. Biodiversity patterns
and ecological preferences of the photobionts associated with the lichen-forming genus Parmelia. Front. Microbiol. 2021, 12, 765310.
[CrossRef]

Pino-Bodas, R.; Stenroos, S. Global biodiversity patterns of the photobionts associated with the genus Cladonia (Lecanorales,
Ascomycota). Microb. Ecol. 2021, 82, 173-187. [CrossRef] [PubMed]

Medeiros, 1.D.; Mazur, E.; Miadlikowska, J.; Flakus, A.; Rodriguez-Flakus, P.; Pardo-De la Hoz, C.J.; Cieélak, E.; Sliwa, L.; Lutzoni,
F. Turnover of lecanoroid mycobionts and their Trebouxia photobionts along an elevation gradient in Bolivia highlights the role
of environment in structuring the lichen symbiosis. Front. Microbiol. 2021, 12, 774839. [CrossRef] [PubMed]

Wiens, ].J.; Donoghue, M.J. Historical biogeography, ecology and species richness. Trends Ecol. Evol. 2004, 19, 639-644. [CrossRef]
Blasco-Costa, I.; Hayward, A.; Poulin, R.; Balbuena, ].A. Next-generation cophylogeny: Unravelling eco-evolutionary processes.
Trends Ecol. Evol. 2021, 36, 907-918. [CrossRef]

Piercey-Normore, M.D. The lichen-forming ascomycete Evernia mesomorpha associates with multiple genotypes of Trebouxia jamesii.
New Phytol. 2006, 169, 331-344. [CrossRef]

Saini, K.C.; Nayaka, S.; Bast, F. Diversity of lichen photobionts: Their coevolution and bioprospecting potential. In Microbial
Diversity in Ecosystem Sustainability and Biotechnological Applications; Satyanarayana, T., Das, S.K., Johri, B.N., Eds.; Springer Nature:
Singapore, 2019; pp. 307-323. [CrossRef]

De Vienne, D.M.; Refrégier, G.; Lépez-Villavicencio, M.; Tellier, A.; Hood, M.E.; Giraud, T. Cospeciation vs host-shift speciation:
Methods for testing, evidence from natural associations and relation to coevolution. New Phytol. 2013, 198, 347-385. [CrossRef]
[PubMed]

Beiggi, S.; Piercey-Normore, M.D. Evolution of ITS ribosomal RNA secondary structures in fungal and algal symbionts of selected
species of Cladonia sect. Cladonia (Cladoniaceae, Ascomycotina). J. Mol. Evol. 2007, 64, 528-542. [CrossRef]

Millanes, A.M.; Truong, C.; Westberg, M.; Diederich, P.; Wedin, M. Host switching promotes diversity in host-specialized
mycoparasitic fungi: Uncoupled evolution in the Biatoropsis-Usnea system. Evolution 2014, 68, 1576-1593. [CrossRef]

Peel, M.C,; Finlayson, B.L.; McMahon, T.A. Updated world map of the Képpen-Geiger climate classification. Hydrol. Earth. Syst.
Sci. 2007, 11, 1633-1644. [CrossRef]

Beck, H.E.; Zimmermann, N.E.; McVicar, T.R.; Vergopolan, N.; Berg, A.; Wood, E.F. Present and future Képpen-Geiger climate
classification maps at 1-km resolution. Sci. Data 2018, 5, 180214. [CrossRef] [PubMed]

Rogers, S.O.; Bendich, A.J. Extraction of DNA from plant tissues. In Plant Molecular Biology Manual; Gelvin, S.B., Schilperoort,
R.A., Verma, D.PS., Eds.; Springer: Dordrecht, The Netherlands, 1989; pp. 73-83. [CrossRef]

Dal Grande, F,; Beck, A.; Cornejo, C.; Singh, G.; Cheenacharoen, S.; Nelsen, M.P.; Scheidegger, C. Molecular phylogeny and
symbiotic selectivity of the green algal genus Dictyochloropsis s.1. (Trebouxiophyceae): A polyphyletic and widespread group
forming photobiont-mediated guilds in the lichen family Lobariaceae. New Phytol. 2014, 202, 455-470. [CrossRef]

Doring, H.; Clerc, P.; Grube, M.; Wedin, M. Mycobiont-specific PCR primers for the amplification of nuclear ITS and LSU rDNA
from lichenized ascomycetes. Lichenologist 2000, 32, 200-204. [CrossRef]

FRIEDL, T.; ROKITTA, C. Species relationships in the lichen alga Trebouxia (Chlorophyta, Trebouxiophyceae): Molecular
phylogenetic analyses of nuclear-encoded large subunit rRNA gene sequences. Symbiosis 1997, 23, 125-148.

Helms, G.; Friedl, T.; Rambold, G.; Mayrhofer, H. Identification of photobionts from the lichen family Physciaceae using
algal-specific ITS rDNA sequencing. Lichenologist 2001, 33, 73-86. [CrossRef]

Matheny, P.B.; Liu, Y.J.; Ammirati, ].F,; Hall, B.D. Using RPB1 sequences to improve phylogenetic inference among mushrooms
(Inocybe, Agaricales). Am. J. Bot. 2002, 89, 688—698. [CrossRef] [PubMed]

Nelsen, M.P; Plata, E.R.; Andrew, C.J.; Liicking, R.; Lumbsch, H.T. Phylogenetic Diversity of Trentepohlialean Algae Associated
with Lichen—Forming Fungi 1. J. Phycol. 2011, 47, 282-290. [CrossRef] [PubMed]

Nozaki, H.; Itoh, M.; Sano, R.; Uchida, H.; Watanabe, M.M.; Kuroiwa, T. Phylogenetic relationships within the colonial Volvocales
(Chlorophyta) inferred from rbcL gene sequence data. J. Phycol. 1995, 31, 970-979. [CrossRef]

Piercey-Normore, M.D.; DePriest, P.T. Algal switching among lichen symbioses. Am. J. Bot. 2001, 88, 1490-1498. [CrossRef]
[PubMed]

Sawayama, S.; Inoue, S.; Yokoyama, S.y. Phylogenetic position of Botryococcus braunii (Chlorophyceae) based on small subunit
ribosomal RNA sequence data 1. J. Phycol. 1995, 31, 419-420. [CrossRef]

Sherwood, A.R,; Garbary, D.J.; Sheath, R.G. Assessing the phylogenetic position of the Prasiolales (Chlorophyta) using rbcL and
18S rRNA gene sequence data. Phycologia 2000, 39, 139-146. [CrossRef]


https://doi.org/10.1111/jpy.12994
https://doi.org/10.3389/fmicb.2021.784182
https://www.ncbi.nlm.nih.gov/pubmed/35046912
https://doi.org/10.1111/nph.14366
https://doi.org/10.3389/fmicb.2021.769304
https://doi.org/10.3389/fmicb.2021.765310
https://doi.org/10.1007/s00248-020-01633-3
https://www.ncbi.nlm.nih.gov/pubmed/33150498
https://doi.org/10.3389/fmicb.2021.774839
https://www.ncbi.nlm.nih.gov/pubmed/34987486
https://doi.org/10.1016/j.tree.2004.09.011
https://doi.org/10.1016/j.tree.2021.06.006
https://doi.org/10.1111/j.1469-8137.2005.01576.x
https://doi.org/10.1007/978-981-13-8487-5_13
https://doi.org/10.1111/nph.12150
https://www.ncbi.nlm.nih.gov/pubmed/23437795
https://doi.org/10.1007/s00239-006-0115-x
https://doi.org/10.1111/evo.12374
https://doi.org/10.5194/hess-11-1633-2007
https://doi.org/10.1038/sdata.2018.214
https://www.ncbi.nlm.nih.gov/pubmed/30375988
https://doi.org/10.1007/978-94-009-0951-9_6
https://doi.org/10.1111/nph.12678
https://doi.org/10.1006/lich.1999.0250
https://doi.org/10.1006/lich.2000.0298
https://doi.org/10.3732/ajb.89.4.688
https://www.ncbi.nlm.nih.gov/pubmed/21665669
https://doi.org/10.1111/j.1529-8817.2011.00962.x
https://www.ncbi.nlm.nih.gov/pubmed/27021860
https://doi.org/10.1111/j.0022-3646.1995.00970.x
https://doi.org/10.2307/3558457
https://www.ncbi.nlm.nih.gov/pubmed/21669682
https://doi.org/10.1111/j.0022-3646.1995.00419.x
https://doi.org/10.2216/i0031-8884-39-2-139.1

Plants 2023, 12, 3172 16 of 17

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

80.

81.

82.

83.

84.
85.

86.

87.
88.
89.
90.
91.
92.

93.

Stiller, J.W.; Hall, B.D. The origin of red algae: Implications for plastid evolution. Proc. Natl. Acad. Sci. USA 1997, 94, 4520-4525.
[CrossRef] [PubMed]

Vilgalys, R.; Hester, M. Rapid genetic identification and mapping of enzymatically amplified ribosomal DNA from several
Cryptococcus species. ]. Bacteriol. 1990, 172, 4238-4246. [CrossRef]

White, T.J.; Bruns, T.; Lee, S.; Taylor, J. Amplification and direct sequencing of fungal ribosomal RNA genes for phylogenetics. In
PCR Protocols: A Guide to Methods and Applications; White, T.]J., Bruns, T., Lee, S., Eds.; Academic Press: Cambridge, MA, USA,
1990; pp. 315-322. [CrossRef]

Zoller, S.; Scheidegger, C.; Sperisen, C. PCR primers for the amplification of mitochondrial small subunit ribosomal DNA of
lichen-forming Ascomycetes. Lichenologist 1999, 31, 511-516. [CrossRef]

Katoh, K,; Standley, D.M. MAFFT multiple sequence alignment software version 7: Improvements in performance and usability.
Mol. Biol. Evol. 2013, 30, 772-780. [CrossRef]

Castresana, J. Selection of conserved blocks from multiple alignments for their use in phylogenetic analysis. Mol. Biol. Evol. 2000,
17, 540-552. [CrossRef]

Stamatakis, A. RAXML version 8: A tool for phylogenetic analysis and post-analysis of large phylogenies. Bioinformatics 2014, 30,
1312-1313. [CrossRef] [PubMed]

Miller, M.A; Pfeiffer, W.; Schwartz, T. Creating the CIPRES Science Gateway for inference of large phylogenetic trees. In
Proceedings of the 2010 Gateway Computing Environments Workshop (GCE), New Orleans, LA, USA, 14 November 2010.
[CrossRef]

Mason-Gamer, R.J.; Kellogg, E.A. Testing for phylogenetic conflict among molecular data sets in the tribe Triticeae (Gramineae).
Syst. Biol. 1996, 45, 524-545. [CrossRef]

Ronquist, E; Teslenko, M.; Van Der Mark, P.; Ayres, D.L.; Darling, A.; Hohna, S.; Larget, B.; Liu, L.; Suchard, M. A.; Huelsenbeck,
J.P. MrBayes 3.2: Efficient Bayesian phylogenetic inference and model choice across a large model space. Syst. Biol. 2012, 61,
539-542. [CrossRef]

Darriba, D.; Taboada, G.L.; Doallo, R.; Posada, D. jModelTest 2: More models, new heuristics and parallel computing. Nat.
Methods 2012, 9, 772. [CrossRef]

FigTree. Tree Figure Drawing Tool, version 1.4.4; FigTree: Wollongong, NSW, Australia, 2018. Available online: http:/ /tree.bio.ed.
ac.uk/software/Figtree/(accessed on 25 November 2018).

Puillandre, N.; Lambert, A.; Brouillet, S.; Achaz, G. ABGD, automatic barcode gap discovery for primary species delimitation.
Mol. Ecol. 2012, 21, 1864-1877. [CrossRef]

Zhang, J.; Kapli, P; Pavlidis, P; Stamatakis, A. A general species delimitation method with applications to phylogenetic
placements. Bioinformatics 2013, 29, 2869-2876. [CrossRef]

Monaghan, M.T.; Wild, R.; Elliot, M.; Fujisawa, T.; Balke, M.; Inward, D.].; Lees, D.C.; Ranaivosolo, R.; Eggleton, P.; Barraclough,
T.G.; et al. Accelerated species inventory on Madagascar using coalescent-based models of species delineation. Syst. Biol. 2009,
58,298-311. [CrossRef] [PubMed]

Bouckaert, R.; Vaughan, T.G.; Barido-Sottani, ].; Duchéne, S.; Fourment, M.; Gavryushkina, A.; Heled, J.; Jones, G.; Kiithnert, D.;
Maio, N.D; et al. BEAST 2.5: An advanced software platform for Bayesian evolutionary analysis. PLoS Comput. Biol. 2019, 15,
€1006650. [CrossRef] [PubMed]

Rambaut, A.; Drummond, A.].; Xie, D.; Baele, G.; Suchard, M. A. Posterior summarization in Bayesian phylogenetics using Tracer
1.7. Syst. Biol. 2018, 67, 901-904. [CrossRef] [PubMed]

R Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing: Vienna, Austria,
2018. Available online: https://www.R-project.org/ (accessed on 16 June 2023).

Dormann, C.; Gruber, B.; Friind, J. Introducing the bipartite package: Analysing ecological networks. R News 2008, 8, 8-11.
Delmas, E.; Besson, M.; Brice, M.H.; Burkle, L.A.; Dalla Riva, G.V.; Fortin, M.].; Gravel, D.; Guimaraes Jr, PR.; Hembry, D.H;
Newman, E.A. Analysing ecological networks of species interactions. Bot. Rev. 2019, 94, 16-36. [CrossRef]

Oksanen, ].; Blanchet, EG.; Kindt, R.; Legendre, P.; Minchin, PR.; O'Hara, R.B.; Simpson, G.L.; Sélymos, P.; Stevens, M.H.H.;
Wagner, H. Vegan: Community Ecology Package; R Foundation for Statistical Computing: Vienna, Austria, 2022. Available online:
https:/ /cran.r-project.org/web/packages/vegan/index.html (accessed on 11 October 2022).

Fourment, M.; Gibbs, M.J. PATRISTIC: A program for calculating patristic distances and graphically comparing the components
of genetic change. BMC Evol. Biol. 2006, 6, 1. [CrossRef]

CIP. DIVA -GIS; CIP: Lima, Peru, 2015. Available online: https://www.diva-gis.org (accessed on 11 October 2022).

Legendre, P; Desdevises, Y.; Bazin, E. A statistical test for host—parasite coevolution. Syst. Biol. 2002, 51, 217-234. [CrossRef]
Balbuena, J.A.; Miguez-Lozano, R.; Blasco-Costa, I. PACo: A novel procrustes application to cophylogenetic analysis. PLoS ONE
2013, 8, e61048. [CrossRef]

Conow, C.; Fielder, D.; Ovadia, Y.; Libeskind-Hadas, R. Jane: A new tool for the cophylogeny reconstruction problem. Algorithms
Mol. Biol. 2010, 5, 16. [CrossRef]

Paradis, E.; Claude, J.; Strimmer, K. APE: Analyses of phylogenetics and evolution in R language. Bioinformatics 2004, 20, 289-290.
[CrossRef]

Barreno, E.; Muggia, L.; Chiva, S.; Molins, A.; Bordenave, C.; Garcia-Breijo, F.; Moya, P. Trebouxia lynnae sp. nov. (former Trebouxia
sp. TRY): Biology and biogeography of an epitome lichen symbiotic microalga. Biology 2022, 11, 1196. [CrossRef] [PubMed]


https://doi.org/10.1073/pnas.94.9.4520
https://www.ncbi.nlm.nih.gov/pubmed/9114022
https://doi.org/10.1128/jb.172.8.4238-4246.1990
https://doi.org/10.1016/B978-0-12-372180-8.50042-1
https://doi.org/10.1006/lich.1999.0220
https://doi.org/10.1093/molbev/mst010
https://doi.org/10.1093/oxfordjournals.molbev.a026334
https://doi.org/10.1093/bioinformatics/btu033
https://www.ncbi.nlm.nih.gov/pubmed/24451623
https://doi.org/10.1109/GCE.2010.5676129
https://doi.org/10.1093/sysbio/45.4.524
https://doi.org/10.1093/sysbio/sys029
https://doi.org/10.1038/nmeth.2109
http://tree.bio.ed.ac.uk/software/Figtree/
http://tree.bio.ed.ac.uk/software/Figtree/
https://doi.org/10.1111/j.1365-294X.2011.05239.x
https://doi.org/10.1093/bioinformatics/btt499
https://doi.org/10.1093/sysbio/syp027
https://www.ncbi.nlm.nih.gov/pubmed/20525585
https://doi.org/10.1371/journal.pcbi.1006650
https://www.ncbi.nlm.nih.gov/pubmed/30958812
https://doi.org/10.1093/sysbio/syy032
https://www.ncbi.nlm.nih.gov/pubmed/29718447
https://www.R-project.org/
https://doi.org/10.1111/brv.12433
https://cran.r-project.org/web/packages/vegan/index.html
https://doi.org/10.1186/1471-2148-6-1
https://www.diva-gis.org
https://doi.org/10.1080/10635150252899734
https://doi.org/10.1371/journal.pone.0061048
https://doi.org/10.1186/1748-7188-5-16
https://doi.org/10.1093/bioinformatics/btg412
https://doi.org/10.3390/biology11081196
https://www.ncbi.nlm.nih.gov/pubmed/36009823

Plants 2023,12, 3172 17 of 17

94. Garrido-Benavent, I.; Chiva, S.; Bordenave, C.D.; Molins, A.; Barreno, E. Trebouxia maresiae sp. nov. (Trebouxiophyceae,
Chlorophyta), a new lichenized species of microalga found in coastal environments. Cryptogamie Algol. 2022, 43, 135-145.
[CrossRef]

95. Bordenave, C.D.; Muggia, L.; Chiva, S.; Leavitt, S.D.; Carrasco, P.; Barreno, E. Chloroplast morphology and pyrenoid ultra-
structural analyses reappraise the diversity of the lichen phycobiont genus Trebouxia (Chlorophyta). Algal Res. 2022, 61, 102561.
[CrossRef]

96. Cometto, A.; Ametrano, C.G.; Muggia, L. Life on top: Cryptoendolithic ascomycetes and microalgae isolated from over 6000 m
altitude. Plant Syst. Evol. 2022, 67, 1-16. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


https://doi.org/10.5252/cryptogamie-algologie2022v43a9
https://doi.org/10.1016/j.algal.2021.102561
https://doi.org/10.35535/pfsyst-2022-0001

	Introduction 
	Results 
	Molecular Sequence Data and Phylogenetic Analysis 
	Mutualistic Association Patterns between LFF and LFA 
	Correlation among LFF, LFA, and Ecological Factors 
	Cophylogenetic Analyses 

	Discussion 
	Materials and Methods 
	Taxon Sampling and Morphological Examination 
	DNA Extraction, Amplification, and Sequencing 
	DNA Alignment and Phylogenetic Analysis 
	Species Delimitation 
	Interaction Network Analyses 
	Variation Partitioning Analysis 
	Cophylogenetic Analyses 

	References

