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Characterization of genome-wide phylogenetic conflict uncovers 
evolutionary modes of carnivorous fungi
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ABSTRACT Mass extinction has often paved the way for rapid evolutionary radiation, 
resulting in the emergence of diverse taxa within specific lineages. The emergence 
and diversification of carnivorous nematode-trapping fungi (NTF) in Ascomycota have 
been linked to the Permian-Triassic (PT) extinction, but the processes underlying NTF 
radiation remain unclear. We conducted phylogenomic analyses using 23 genomes 
that represent three NTF lineages, each employing distinct nematode traps—mechan­
ical traps (Drechslerella spp.), three-dimensional (3D) adhesive traps (Arthrobotrys spp.), 
and two-dimensional (2D) adhesive traps (Dactylellina spp.), and the genome of one 
non-NTF species as the outgroup. These analyses revealed multiple mechanisms that 
likely contributed to the tempo of the NTF evolution and rapid radiation. The species 
tree of NTFs based on 2,944 single-copy orthologous genes suggested that Drech­
slerella emerged earlier than Arthrobotrys and Dactylellina. Extensive genome-wide 
phylogenetic discordance was observed, mainly due to incomplete lineage sorting (ILS) 
between lineages. Two modes of non-vertical evolution (introgression and horizontal 
gene transfer) also contributed to phylogenetic discordance. The ILS genes that are 
associated with hyphal growth and trap morphogenesis (e.g., those associated with the 
cell membrane system and polarized cell division) exhibited signs of positive selection.

IMPORTANCE By conducting a comprehensive phylogenomic analysis of 23 genomes 
across three NTF lineages, the research reveals how diverse evolutionary mechanisms, 
including ILS and non-vertical evolution (introgression and horizontal gene transfer), 
contribute to the swift diversification of NTFs. These findings highlight the complex 
evolutionary dynamics that drive the rapid radiation of NTFs, providing valuable insights 
into the processes underlying their diversity and adaptation.

KEYWORDS incomplete lineage sorting, horizontal gene transfer, nematode-trapping 
fungi

M ass extinctions result in vacated ecological niches that can be occupied by 
novel species and drive subsequent radiation events (1, 2). Mass extinction 

and concomitant radiations have been documented in multiple lineages, including 
angiosperms (3), planktic foraminifera (4), snakes (5), modern birds (6), and mushrooms 
(7). Comparative genomics has facilitated the systematic identification of candidate 
genetic changes underlying speciation and adaptive radiation (8).

Carnivorous nematode-trapping fungi (NTF) emerged after the Permian-Triassic (PT) 
extinction (ca. 252 million years ago) and radiated into multiple lineages that form 
distinct trapping devices to capture free-living nematodes (9). The emergence of NTF 
from saprophytic fungal species is thought to be driven by nematode proliferation 
followed by the PT extinction, an event that resulted in a carbon-rich and nitrogen-poor 
environment (10–13). The ability to capture and consume nematodes allows NTF to 
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obtain extra nitrogen, likely conferring a competitive advantage over saprophytic fungi 
(9) and driving diversification. NTF have radiated into three clades that form distinct 
trapping systems: Arthrobotrys spp. that employ three-dimensional (3D) adhesive traps 
(networks), Dactylellina spp. that utilize two-dimensional (2D) adhesive traps (knob, 
column, non-constricting ring), and Drechslerella spp. that form constricting rings, 
mechanical traps (14).

Phylogenomics has greatly advanced our understanding of the Tree of Life, mech­
anisms of gene and genome evolution, and the relationship between genomic and 
phenotypic divergence during speciation (15, 16). Phylogenomics has also revealed 
why some genes exhibit evolutionary patterns distinct from the phylogenetic history 
of species carrying these genes (17, 18). Theoretical and empirical studies have shown 
that this discordance or incongruence can be caused by analytical errors (e.g., insuffi­
cient taxon sampling and gene tree estimation) and diverse biological factors. Among 
biological factors include incomplete lineage sorting (ILS), which causes ancestral 
genetic variations to persist during rapid speciation, leading to discrepancies between 
gene trees and species trees; horizontal gene transfer (HGT), where genes are trans­
ferred across different lineages; and introgressive hybridization, where hybrid genes 
gradually integrate into the parent population, resulting in genetic mixing (16, 19–
22). Other factors also influenced species diversification during radiation. For example, 
adaptive evolution punctuated by positive selection occurs more frequently in radiating 
lineages than in slowly diversifying ones (23). While ILS, HGT, introgression, and positive 
selection have been documented in several eukaryotic lineages, such as cichlids (24), 
wild tomatoes (25), honeybees (26), big cats (27), and Populus species (28), their impact 
on fungal radiation events remains poorly understood.

Here, we characterized the genome-wide patterns and drivers of phylogenetic 
discordance among the three NTF lineages. Patterns of genome-wide phylogenetic 
discordance showed that ILS between lineages caused most of the observed discordan­
ces. By contrast, introgression and HGT contributed less to the incongruence between 
species and gene trees. Positive selection of ILS genes associated with growth and trap 
morphogenesis was also observed. Similar to previous studies of other lineages, our 
phylogenomic analyses revealed how diverse evolutionary mechanisms contributed to 
the tempo of NTF evolution and rapid radiation.

RESULTS

Extensive phylogenomic discordance among NTF

To investigate the evolutionary history of NTF in Ascomycota, we analyzed 23 NTF 
genomes and the genome of one non-NTF species as an outgroup (Table S1). The 
NTF taxa covered three major lineages that underwent radiation and evolved distinct 
mechanisms of nematode trapping, including 3D adhesive networks (Arthrobotrys spp.), 
2D adhesive traps (Dactylellina spp.), and mechanical traps (Drechslerella spp.). Dactylella 
cylindrospora, a member of the Orbiliaceae that does not have trapping capability, was 
selected as the outgroup.

Single-copy orthologous genes (2,944 in total; Table S2) present in all species were 
combined to construct a maximum likelihood species tree using two alignment and 
trimming strategies (Clustal-Omega + ClipKIT and MAFFT + Gblocks) (29–32). The species 
tree topologies were consistent under both strategies (Fig. 1; Fig. S1), suggesting that 
our analyses were robust and not significantly affected by analytical errors associated 
with sequence alignment and trimming. The genome-scale phylogeny was consistent 
with our previously published multiple-gene phylogeny (33) and strongly supported 
the placement of Arthrobotrys and Dactylellina as sister genera (Fig. 1). The species tree 
supported two notable evolutionary events: the divergence of those forming adhesive 
traps from the lineage that produces mechanical traps (Drechslerella) and the subsequent 
divergence of 2D (Dactylellina) and 3D (Arthrobotrys) adhesive traps. The three strains of 
Dactylellina cionopaga, a morphological species with longer branch lengths than other 
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species, suggest that D. cionopaga may be a species complex. Further phylogenetic 
analyses are required to test this hypothesis.

Phylogenetic trees of single-copy orthologous genes were also constructed using 
Clustal-Omega + ClipKIT and MAFFT + Gblocks approaches using a maximum likeli­
hood framework. The resulting trees were largely consistent, suggesting that analytical 
errors associated with the software choice are minimal (16). Nonetheless, there was 
abundant discordance between the single-gene trees and the species tree (Fig. 2; Table 
S2). Densitree plots depicted numerous topological conflicts among the gene trees 
(24) (Fig. 2a). Robinson-Foulds (RF) distance is a metric that quantifies the differences 
between two phylogenetic trees. Multidimensional scaling (MDS) analysis based on 
the RF distance matrix between the species tree and all gene trees revealed exten­
sive phylogenetic conflict (Fig. 2b). Concordance analyses based on IQ-TREE showed 
a high rate of conflict between gene trees and the species tree at the divergence 
points between mechanical traps (Drechslerella) and adhesive traps, as well as between 
2D (Dactylellina) and 3D (Arthrobotrys) adhesive traps (gene-concordance factors 
(gCF) <60%, Fig. 1). Two nodes within Arthrobotrys and one node within Dactylellina 
had a high conflict (gCF <60%, Fig. 1).

ILS is largely responsible for phylogenetic discordance

To further rule out analytical sources of error, we identified single gene trees that 
were consistent between the two alignment and trimming strategies—Clustal-Omega + 
ClipKIT and MAFFT + Gblocks. Among the 2,944 single-copy orthologous genes, 64 
yielded inconsistent gene trees with the two strategies (see Table S2); inconsistent genes, 
likely subject to analytical errors, were removed from subsequent analyses.

Among the remaining 2,880 gene trees, 488 exhibited bootstrap support below 80% 
(Table S1), suggesting that errors in phylogenetic inference may have affected these 
trees. Among the remaining 2,392 trees with high bootstrap support, 978 (40.9%; a 

FIG 1 Phylogeny of nematode-trapping fungi. Phylogenic relationships were determined using concatenated nucleotide sequences of the single-copy 

orthologous genes present in all species. Dactylella cylindrospora, a non-NTF species, was used as the outgroup. Bootstrap values were 100% for each node. 

Gene-concordance factors (gCF) were calculated using IQ-TREE (noted on each node), with green indicating nodes greater than 60% gCF values and red 

indicating nodes less than 60%.
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group designated as Tree1) supported the species tree, whereas 1,414 (59.1%) were 
inconsistent with the species tree.

The Multispecies Coalescent (MSC) model was employed to investigate whether the 
observed topologies of the gene trees across sets of four taxa could be attributed to 
ILS (34). Specifically, to ensure each four-taxa combination, the outgroup was fixed, and 
three taxa were selected from the remaining 23, which resulted in 1,771 unique four-taxa 
combinations. Using 1,414 gene trees that showed discordance with the species tree, we 
performed hypothesis testing for each four-taxa combination. The null hypothesis was 
that the gene tree discordance was caused by ILS, while the alternative hypothesis was 
that the discordance was due to other factors, such as introgression or horizontal gene 
transfer (HGT). We compared the observed gene tree distributions with those predicted 
using the MSC model for each four-taxa combination. At the 0.0001 significance level, 
if the observed distribution did not significantly deviate from the predicted distribution 
under the MSC model, we failed to reject the null hypothesis. More specifically, our 
results showed that 81.3% of the four-taxa scenarios did not reject the null hypothesis, 
indicating that ILS was the primary factor shaping topology in these cases. Conversely, 
18.7% of the scenarios rejected the null hypothesis (Fig. 3a), suggesting that other 
evolutionary modes, such as introgression and HGT, might have influenced the history of 
these loci.

Examination of genome-wide D-statistics analysis (also known as the ABBA-BABA test) 
(35, 36), which tests for introgression, revealed insignificant amounts of introgression 
among the three NTF lineages (Fig. 3b; D = −0.0075, Z = −0.114). However, phylogenetic 
network analysis revealed two introgression events within the Arthrobotrys lineage and 
one within the Dactylellina lineage. Each event potentially involved one or more genes 

FIG 2 Extensive conflict between the gene trees and the species tree. (a) Densitree plot. Blue represents the gene trees, and red represents the consensus tree 

inferred by the Densitree software, which is consistent with the topology of the species tree. (b) A plot resulting from MDS analysis illustrates the topological 

differences between the gene trees (denoted by blue dots) and the species tree (denoted by the red pentagram). The axes (MDS1 and MDS2) represent 

dimensions in the reduced Euclidean space obtained from the Robinson-Foulds distance matrix calculated between all pairs of gene trees and the species tree. 

MDS1 and MDS2 have no intrinsic biological significance but are used to visualize the relative differences and conflicts in tree topologies in a low-dimensional 

space.
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FIG 3 Origins of conflict between the gene trees and the species tree. (a) ILS analysis based on the MSC analysis. Specifically, each vertex represents a particular 

four-taxa tree topology, and the position of each point within the triangle is determined by the proportions of the three topologies among all gene trees for the 

four taxa. Blue circles represent four-taxa scenarios in which the topology can be explained solely by the ILS. Red triangles represent scenarios

(Continued on next page)
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(Fig. 3c). Notably, these event nodes showed high degrees of conflict between the gene 
and species trees, which may partly stem from introgression (Fig. 1).

Among the 1,414 genes displaying topological structures that conflict with the 
species tree, 36 appeared to have been acquired via HGT. These HGT genes predomi­
nantly originated from bacteria, with Pseudomonadota being the main donor phylum. 
Some HGT events from fungi, particularly from the sister phylum Basidiomycota, were 
also observed (Fig. 3d).

The remaining 1,378 trees were categorized into three groups (Fig. 4a): 7.0% (97) 
placed Arthrobotrys and Drechslerella as sister groups (Tree2); 18.0% (245) clustered 
Drechslerella and Dactylellina (Tree3); and 75.0% (1,036) did not align with their 
corresponding generic clades (designated as Unclassified).

The branch lengths at the divergence nodes of the gene trees likely affected by ILS 
were longer than those in the species tree, a significant signal supporting ILS (37). We 
compared the divergent branch lengths between the ancestral node (node1) and the 
next divergence node (node2), which represents the duration of nematode-trapping 
device divergence in the three different types of gene trees (Fig. 4a). The mean divergent 
branch lengths for Tree2 and Tree3 (0.5746 and 0.5895, respectively) were significantly 
shorter than that for the species tree (0.4399, P < 0.0001), supporting the contribution of 
ILS to the divergence of the three NTF lineages.

The phylogenetic conflicts in those categorized as “Unclassified” (1,036 trees) were 
likely caused by ILS (Fig. 4b). The MSC analysis indicated that 84.44% of the conflicts in 
the four taxa could not reject the hypothesis that they arose from ILS (Fig. S2). ILS events 
involve random fixation of ancestral sequences, leading to many topologies spanning 
the NTF lineages. A substantial number of gene trees exhibiting inconsistency with the 
lineages may be due to the stochastic nature of ILS. At the same time, the lack of 
correspondence between these gene trees and the species tree suggests that these are 
more ancient ILS events. Compared to Tree1, Tree2, and Tree3, the Unclassified­type 
trees have significantly shorter cumulative branch lengths (Fig. 4c), suggesting lower 
evolutionary rates (38) (Table S3).

ILS genes under positive selection are broadly associated with growth and 
trap morphogenesis

Natural selection during rapid evolutionary radiation frequently leads to accelerated 
gene evolution and resulting phenotypic changes (23, 39). Positive selection among ILS 
genes was detected using CodeML with the site model. Sixteen single-copy orthologous 
genes exhibited signs of significant positive selection (Table S2) and were enriched 
for functions related to the cell membrane system and cellular polar division (Fig. 5; 
Tables S3 and S4). For example, functions annotated to the Saccharomyces cerevisiae 
HMX1 (YLR205C) gene (Tables S3 and S4) are associated with the cell membrane system, 
including the plasma membrane (GO:0005886, annotated with the PHO81 gene, an 
ankyrin repeat protein nuc-2), nuclear outer membrane (GO:0005640), outer membrane 
(GO:0019867), and endoplasmic reticulum (GO:0005783). Functions related to cellular 
polarity division, including the cellular bud tip (GO:0005934), neck (GO:0005935), cellular 

FIG 3 (Continued)

in which this hypothesis is rejected, indicating that the topology is explained by other factors. The closer the blue circles are to the center of the triangle, 

the stronger the influence of ILS. (b) Schematic representation of D-statistic results. The D-statistic was derived from the ABBA-BABA test, which detects 

introgression by comparing the counts of ABBA and BABA SNP patterns across the genome. For the lineages Arthrobotrys (P1), Dactylellina (P2), Drechslerella 

(P3), and an outgroup (O), ABBA sites are those where P2 and P3 share a derived allele while P1 and the outgroup have the ancestral allele, and BABA sites 

are where P1 and P3 share the derived allele while P2 and the outgroup have the ancestral allele. The results showed a non­significant D value, indicating no 

significant introgression events between P2 and P3, as well as between P1 and P3. (c) Reticulate phylogenetic tree inferred by Phylonet, with red indicating gene 

introgression sites. When the number of hybridization events was set to three, the tree inferred by PhyloNet matched the species tree and the fit was optimal. (d) 

Sankey diagram depicting suspected HGT events among NTF and the predicted sources of genes. The left column represents different NTF species, the middle 

column represents gene families (orthogroups), and the right column represents the predicted sources of genes, including different kingdoms and phyla. Each 

flow line indicates a possible path for gene transfer between species, with colors representing different species and gene families.
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bud (GO:0005933), and site of polarized growth (GO:0030427), were annotated with the 
PH domain-containing protein gene (Tables S3 and S4).

Among the conserved genes categorized as “Unclassified,” 35 families showed 
significant evidence of positive selection (Table S2). The functions of these gene 
families are primarily enriched in processes related to RNA polymerase, cell nucleus, and 
transcription (Fig. S3; Table S5), such as those encoding DNA polymerase, DNA ligase, 
RNA exonuclease, DnaJ domain proteins, and transcription factors (Table S6). These 
functions are crucial for conserved cytological processes.

DISCUSSION

We investigated the evolutionary history of carnivorous NTF in Ascomycota by analyzing 
the genome-wide pattern of phylogenetic discordance and positive selection using the 
genomes of 21 species (23 strains) representing three NTF lineages. We generated the 
first genome-scale species tree of these NTF. The genome-scale species tree (Fig. 1) 
was consistent with the previously published phylogenetic trees (9, 33); however, we 
found extensive phylogenetic discordance across the genome and nodes of the species 
tree. The ILS between lineages caused 81.3% of the phylogenetic discordance, while 
18.7% was attributed to post-speciation introgression within the lineage or HGT. The 
reticulate phylogenetic inference indicates that introgression only led to differentiation 
within certain NTF genera. Although HGT events caused conflict between gene trees 
and the species tree, they were not the primary drivers of widespread phylogenetic 
inconsistencies. These results suggest that the PT extinction led to rapid stochastic 
fixation of ancestral polymorphisms and diverged along the NTF lineages. Subsequent 
positive selection accelerated the evolution of genes associated with carnivory. Several 
HGT events may have contributed to genetic polymorphism in carnivores. Moreover, 

FIG 4 Divergence nodes and cumulative branch lengths for the three NTF genera. (a) Schematic representation of the topological structures of the three gene 

trees and their divergence branch lengths. The root node was labeled as node 1, and the second divergence node of the three lineages was labeled as node 2. 

The dashed red line represents the branch length scale of the divergence nodes in the species tree. Each evolutionary branch is colored to correspond with its 

genus name. The branch lengths shown are the average branch lengths of the gene trees supporting each topological structure, with statistical tests performed 

on the three groups of data. (b) Stacked bar chart showing the proportions of the three types of gene tree topologies inconsistent with the species tree. (c) Box 

plot of cumulative branch lengths for the four types of gene trees.
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gene flow between NTF lineages was restricted, with limited introgression within each 
lineage.

The main sources of phylogenetic discordance between the gene and species trees 
are ILS, introgression, and HGT. Genome-wide signatures of ILS and introgression can 
be distinguished because the coalescence times for regions under ILS should be older 
than the speciation events. By contrast, hybridization is post-speciation event (19). The 
observation that the branch lengths from the ancestral nodes to the lineage differentia­
tion nodes in Tree2 and Tree3 are longer than those in the species tree supports the 
hypothesis that ILS is the primary cause of the observed phylogenetic discordance. ILS 
causes ancestral genetic polymorphisms to persist during rapid speciation (40), and ILS 
events have been detected in many lineages, including marsupials (19), peat moss (41), 
butterflies (42), filamentous fungi (18, 43), and eared seals (20). Our study indicates that 
the evolution of NTF represents a new case of ILS-driven evolution.

We also observed signals of introgression within Arthrobotrys and Dactylellina with 
the occurrence of a reticulate phylogenetic relationship within each lineage. Conse­
quently, the effect of introgression was more pronounced among the closely related 
species within the generic lineage. The role of gene introgression events in species 
evolution has garnered increasing attention because numerous studies have highligh­
ted their significant effects on ecological adaptability and evolution in species such as 
primates, butterflies (42), gray snub-nosed monkeys (44), and foxes (45). Future studies 
should explore the effects of introgression within each NTF lineage.

Some inconsistencies between the gene and species trees were caused by HGT. Most 
HGT genes originated from bacteria, but some originated from fungi in the phylum 
Basidiomycota. Although HGT events may not be the main factor driving the divergence 

FIG 5 Functional enrichment analysis. Functional enrichment analysis of ILS genes that are linked to the divergence of the three NTF lineages and display 

signs of significant positive selection. The Gene Ontology (GO) terms enriched among those associated with the cell membrane system and polarity division are 

shown. The bar chart on the left shows GO terms, with the length of each bar representing the percentage of genes associated with that term. The numbers on 

the bars indicate the gene count and the P-value for each term. The dot plot on the right shows the enrichment analysis results, with the x-axis representing the 

RichFactor (the ratio of the number of genes in the term to the total number of annotated genes). The size of the dots corresponds to the number of genes, while 

the color indicates the significance (P-value) of the enrichment, with red indicating higher significance and blue indicating lower significance.
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of NTF lineages, they typically introduce traits that play a crucial role in evolution (46), 
which may also hold true for carnivorous fungi. Functional characterization of such genes 
should be performed to assess their significance in the evolution of NTF (13).

The most conflict­rich regions tend to be associated with the highest rates of 
phenotypic innovation, which have been detected in six clades of vertebrates and plants 
(47). The most conflict­rich nodes in this study also coincide with the differentiation 
nodes of NTF nematode traps, which also implies that these genes undergoing ILS may 
be associated with morphological innovation in NTF, although additional studies are 
needed. We found that some ILS genes, especially those involved in the cell membrane 
system are involved in trap morphogenesis (48, 49) and inflation of the constricting ring 
(50), underwent positive selection. The role of positive selection in the adaptive radiation 
of cichlids, wild tomatoes, and Jaltomata has also been demonstrated, although there 
are gene tree discordances in their evolutionary processes (24, 25, 51). Using gene trees 
for each ILS gene instead of the species tree in our positive selection analysis helped 
reduce the risk of false positives. This underscores the significance of positive selection 
as an evolutionary driver that accelerates the adaptive radiation of carnivorous fungi. 
Additional analysis to strengthen the association between ILS and positive selection 
among NTF will help shed light on the strength of these processes shaping NTF biology.

Gene tree discordance represents another source of substitution rate variation that 
can lead to false inferences regarding positive selection (52). Genes linked to adaptive 
traits might not align with the species tree, causing changes in substitution rates and 
potentially misleading conclusions about positive selection. Therefore, the interpretation 
of positive selection and adaptive radiation requires caution. Our study detected positive 
selection in the genes associated with carnivorous traits. The use of gene trees for each 
ILS gene instead of the species tree in our positive selection analysis helped to reduce 
the risk of false positives. This underscores the significance of positive selection as an 
evolutionary driver that accelerates the adaptive radiation of carnivorous fungi.

Many genes that did not align with their corresponding generic clades are likely to 
have originated prior to the divergence of the three NTF lineages. ILS typically results 
in the random retention of ancestral sequences (53, 54), and this stochastic process is 
responsible for the generation of gene trees that do not align with the clades of the 
lineage. The significantly shorter cumulative branch lengths observed in these gene trees 
(Fig. 4c) suggest their ancient origin and conservation, indicating their role in conserved 
functions related to basic life processes rather than those associated with carnivorous 
lifestyles. Our findings highlight the importance of these genes.

Conclusion

The evolutionary history of NTF in Ascomycota, a phylum to which most known 
carnivorous fungi belong, was investigated through phylogenomic analyses. Their 
evolution was facilitated by the PT extinction, which led to rapid radiation driven by ILS, 
coupled with positive selection of the genes associated with various carnivorous traits 
between generic lineages, and introgression within each lineage of two genera that form 
adhesive traps. These analyses advanced our understanding of the genetic mechanisms 
underlying fungal adaptive radiation and evolution.

MATERIALS AND METHODS

Genome mining

Genomes with the published protein-coding gene predictions were obtained from the 
National Center for Biotechnology Information (Table S1, https://www.ncbi.nlm.nih.gov/
bioproject/791178). Considering the frequent expansion of gene families during fungal 
evolution, only single-copy genes present in all species were used in this study. In 
total, 2,944 gene groups were identified (Tables S2 and S3) using OrthoFinder v 
2.5.6 (55). The nucleotide and protein sequences of these genes were then matched. 
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Conserved protein domains were predicted using pfam-scan (56). Gene Ontology (GO) 
terms based on the functional domains were obtained using pfam2go (http://geneon­
tology.org/external2go/pfam2go). The detailed gene functions were predicted using 
InterProScan (http://www.ebi.ac.uk/interpro/).

Phylogenetic analyses

To minimize the impact of phylogenetic inference errors on subsequent analyses, we 
employed two methodologies for phylogenetic analysis, resulting in two sets of species 
and gene trees.

The first approach involved aligning the nucleotide sequences of all single-copy 
orthologous genes using MAFFT v 7.520 and Gblock v 0.91b (29, 30). The combined 
sequences were used to construct species trees using IQ-TREE v 2.2.2.7 with 1,000 
replicates (57). Individual gene trees based on nucleotide sequences were constructed 
using IQ-TREE v 2.2.2.7 with 1,000 replicates. The species and gene trees were rooted 
using the corresponding sequences of D. cylindrospora.

The second approach involved aligning the nucleotide sequences of all single-copy 
orthologous genes using Clustal-Omega v 1.2.4 and ClipKIT v 2.2.2 (31, 32). The 
combined sequences were used to construct species trees using IQ-TREE v 2.2.2.6 
with 1,000 replicates (57). Individual gene trees based on nucleotide sequences were 
constructed using IQ-TREE with 1,000 replicates. The species and gene trees were rooted 
using the corresponding sequences of D. cylindrospora.

We also conducted parallel analyses using amino acid sequences. Although the 
results were consistent, the phylogenetic trees based on amino acid sequences had 
lower bootstrap support values (Fig. S4; Table S1). Thus, we chose nucleotide sequence-
based trees, as they provided more robust and reliable support for our analyses. We 
conducted the same analysis using amino acid sequences.

The tree types were identified using classify_tree.py, a tool available on GitHub 
(https://github.com/dengweihx/classifytree). By comparing the classification results of 
the two datasets, only gene trees that were consistent across both data sets were used 
for further analysis.

The incongruence coefficients of gene trees at each branch node of the species 
tree were calculated using IQ-TREE v 2.2.2.6, and the species tree was presented using 
Interactive Tree Of Life (iTOL) v5 (58). Densitree plots of conflicting gene tree topolo­
gies were drawn using DensiTree v 3.0.2 (59) (https://www.cs.auckland.ac.nz/~remco/
DensiTree/download.html). Pairwise Robinson-Foulds (RF) distances between gene trees 
were calculated using the ape package for R 4.1.3, and the RF distances were then 
analyzed and plotted by MDS (34, 60). The evolutionary rate of each gene tree was 
calculated using PhyKIT (38).

Incomplete lineage sorting analysis

ILS signals were detected by calculating the branch lengths of the differentiated nodes 
of the gene trees using the Internal Branch Statistics feature of the PhyKIT toolkit (38). 
Differences in branch length were determined using the t-test. D values were detec­
ted by the z-test against whole-genome backgrounds (35, 36) (see https://github.com/
simonhmartin/ tutorials/tree/master/ABBA_BABA_whole_genome for D statistics). ILS 
analyses based on the four-taxon branch length chi-square test were performed and 
plotted using the MSCquartets package R 4.1.3 (61). Reticulated phylogenetic inference 
based on the InferNetwork_MP model was performed using PhyloNet v 3.8.2 (https://
phylogenomics.rice.edu/html/tutorials.html). Detection of genome-wide HGT events was 
performed using HGTector2 (https://github.com/qiyunlab/HGTector).

Analysis of positive selection

Positive selection on 2,944 single-copy orthologous genes was evaluated using CodeML 
and PAML (62) based on the GWideCodeML package for Python 3.10.12 (https://
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github.com/lauguma/gwidecodeml). The dn/ds values for each clade were calculated 
using the site model. To correct for errors in substitution rate estimation due to ILS, 
we performed branch site model calculations for the genes subjected to ILS based on 
their gene trees. Results from the GO term enrichment analysis were presented using the 
clusterProfiler package for R 4.3.2 (60).

ACKNOWLEDGMENTS

We are deeply grateful to Dr. Antonis Rokas, Department of Biological Sciences at 
Vanderbilt University, and Dr. Yafei Mao, Bio-X institutes at Shanghai Jiaotong University, 
for providing insightful advice.

This work was supported by the Major International Joint Research Project grant 
from the National Natural Scientific Foundation of China (Grant no. 32020103001), the 
National Natural Science Foundation of China (Grant no. 32200009), and the Startup 
Fund from the Nankai University to XZL. S.K. acknowledges support from the USDA-NIFA 
and Hatch Appropriation (PEN4839). J.L.S. is a Howard Hughes Medical Institute Awardee 
of the Life Sciences Research Foundation.

AUTHOR AFFILIATIONS

1State Key Laboratory of Medicinal Chemical Biology, Key Laboratory of Molecular 
Microbiology and Technology, and Department of Microbiology, College of Life Science, 
Nankai University, Tianjin, China
2State Key Laboratory of Mycology, Institute of Microbiology, Chinese Academy of 
Sciences, Beijing, China
3University of Chinese Academy of Sciences, Beijing, China
4Department of Plant Pathology & Environmental Microbiology, The Pennsylvania State 
University, University Park, Pennsylvania, USA
5Howards Hughes Medical Institute and Department of Molecular and Cell Biology, 
University of California, Berkeley, California, USA

AUTHOR ORCIDs

Wei Deng  http://orcid.org/0000-0003-4918-7550
Jacob Lucas Steenwyk  http://orcid.org/0000-0002-8436-595X
Meichun Xiang  http://orcid.org/0000-0003-4111-9019
Xingzhong Liu  http://orcid.org/0000-0002-3224-8604

FUNDING

Funder Grant(s) Author(s)

MOST | National Natural Science Foundation of China 
(NSFC)

32020103001 Xingzhong Liu

MOST | National Natural Science Foundation of China 
(NSFC)

32200009 Shunxian Wang

DATA AVAILABILITY

All the genomic data analyzed in this study are available in GenBank. Specifically, we 
sequenced 18 genomes, and the remaining 6 genomes were downloaded from GenBank. 
The accession numbers of the genomes are listed in Table S1.

ADDITIONAL FILES

The following material is available online.

Research Article mBio

Month XXXX  Volume 0  Issue 0 10.1128/mbio.02133-2411

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/m

bi
o 

on
 3

0 
A

ug
us

t 2
02

4 
by

 2
60

7:
f1

40
:4

00
:7

1:
61

71
:3

fb
6:

ba
08

:8
66

8.

https://github.com/lauguma/gwidecodeml
https://doi.org/10.1128/mbio.02133-24
https://doi.org/10.1128/mbio.02133-24


Supplemental Material

Supplemental Figures (mBio02133-24-s0001.docx). Figures S1 to S4.
Supplemental Tables (mBio02133-24-s0002.xlsx). Tables S1 to S7.

REFERENCES

1. Jablonski D. 2001. Lessons from the past: evolutionary impacts of mass 
extinctions. Proc Natl Acad Sci U S A 98:5393–5398. https://doi.org/10.
1073/pnas.101092598

2. Sepkoski JJ. 1998. Rates of speciation in the fossil record. Philos Trans R 
Soc Lond B Biol Sci 353:315–326. https://doi.org/10.1098/rstb.1998.0212

3. Silvestro D, Cascales-Miñana B, Bacon CD, Antonelli A. 2015. Revisiting 
the origin and diversification of vascular plants through a comprehen­
sive Bayesian analysis of the fossil record. New Phytol 207:425–436. 
https://doi.org/10.1111/nph.13247

4. Lowery CM, Fraass AJ. 2019. Morphospace expansion paces taxonomic 
diversification after end Cretaceous mass extinction. Nat Ecol Evol 
3:900–904. https://doi.org/10.1038/s41559-019-0835-0

5. Grundler MC, Rabosky DL. 2021. Rapid increase in snake dietary diversity 
and complexity following the end-Cretaceous mass extinction. PLoS Biol 
19:e3001414. https://doi.org/10.1371/journal.pbio.3001414

6. Jarvis ED, Mirarab S, Aberer AJ, Li B, Houde P, Li C, Ho SYW, Faircloth BC, 
Nabholz B, Howard JT, et al. 2014. Whole-genome analyses resolve early 
branches in the tree of life of modern birds. Science 346:1320–1331. 
https://doi.org/10.1126/science.1253451

7. Varga T, Krizsán K, Földi C, Dima B, Sánchez-García M, Sánchez-Ramírez 
S, Szöllősi GJ, Szarkándi JG, Papp V, Albert L, et al. 2019. Megaphylogeny 
resolves global patterns of mushroom evolution. Nat Ecol Evol 3:668–
678. https://doi.org/10.1038/s41559-019-0834-1

8. Marques DA, Meier JI, Seehausen O. 2019. A combinatorial view on 
speciation and adaptive radiation. Trends Ecol Evol 34:531–544. https://
doi.org/10.1016/j.tree.2019.02.008

9. Yang E, Xu L, Yang Y, Zhang X, Xiang M, Wang C, An Z, Liu X. 2012. Origin 
and evolution of carnivorism in the Ascomycota (fungi). Proc Natl Acad 
Sci U S A 109:10960–10965. https://doi.org/10.1073/pnas.1120915109

10. Barron GL. 1977. The nematode-destroying fungitopics in mycobiology 
no. 1. Guelph, ON, Canada Canadian Biological Publications Ltd

11. Gray NF. 1983. Ecology of nematophagous fungi: distribution and 
habitat. Ann Appl Biol 102:501–509. https://doi.org/10.1111/j.1744-7348.
1983.tb02721.x

12. Liu K, Zhang W, Lai Y, Xiang M, Wang X, Zhang X, Liu X. 2014. Drechsler­
ella stenobrocha genome illustrates the mechanism of constricting rings 
and the origin of nematode predation in fungi. BMC Genomics 15:114. 
https://doi.org/10.1186/1471-2164-15-114

13. Fan Y, Du M, Zhang W, Deng W, Yang E, Wang S, Yan L, Zhang L, Kang S, 
Steenwyk JL, An Z, Liu X, Xiang M. 2024. The genomes of nematode-
trapping fungi provide insights into the origin and diversification of 
fungal carnivorism. bioRxiv. https://doi.org/10.1101/2024.03.21.586190

14. Jiang X, Xiang M, Liu X. 2017. Nematode-trapping fungi. Microbiol 
Spectr 5. https://doi.org/10.1128/microbiolspec.FUNK-0022-2016

15. Jin W-T, Gernandt DS, Wehenkel C, Xia X-M, Wei X-X, Wang X-Q. 2021. 
Phylogenomic and ecological analyses reveal the spatiotemporal 
evolution of global pines. Proc Natl Acad Sci U S A 118:e2022302118. 
https://doi.org/10.1073/pnas.2022302118

16. Steenwyk JL, Li Y, Zhou X, Shen X-X, Rokas A. 2023. Incongruence in the 
phylogenomics era. Nat Rev Genet 24:834–850. https://doi.org/10.1038/
s41576-023-00620-x

17. Salichos L, Rokas A. 2013. Inferring ancient divergences requires genes 
with strong phylogenetic signals. Nature New Biol 497:327–331. https://
doi.org/10.1038/nature12130

18. Steenwyk JL, Shen X-X, Lind AL, Goldman GH, Rokas A. 2019. A robust 
phylogenomic time tree for biotechnologically and medically important 
fungi in the genera Aspergillus and Penicillium. mBio 10:e00925-19. https:
//doi.org/10.1128/mBio.00925-19

19. Feng S, Bai M, Rivas-González I, Li C, Liu S, Tong Y, Yang H, Chen G, Xie D, 
Sears KE, Franco LM, Gaitan-Espitia JD, Nespolo RF, Johnson WE, Yang H, 
Brandies PA, Hogg CJ, Belov K, Renfree MB, Helgen KM, Boomsma JJ, 

Schierup MH, Zhang G. 2022. Incomplete lineage sorting and pheno­
typic evolution in marsupials. Cell 185:1646–1660. 
https://doi.org/10.1016/j.cell.2022.03.034

20. Lopes F, Oliveira LR, Kessler A, Beux Y, Crespo E, Cárdenas-Alayza S, 
Majluf P, Sepúlveda M, Brownell RL, Franco-Trecu V, Páez-Rosas D, 
Chaves J, Loch C, Robertson BC, Acevedo-Whitehouse K, Elorriaga-
Verplancken FR, Kirkman SP, Peart CR, Wolf JBW, Bonatto SL. 2021. 
Phylogenomic discordance in the eared seals is best explained by 
incomplete lineage sorting following explosive radiation in the southern 
hemisphere. Syst Biol 70:786–802. https://doi.org/10.1093/sysbio/
syaa099

21. Shen X-X, Steenwyk JL, Rokas A. 2021. Dissecting incongruence between 
concatenation- and quartet-based approaches in phylogenomic data. 
Syst Biol 70:997–1014. https://doi.org/10.1093/sysbio/syab011

22. Steenwyk JL, Lind AL, Ries LNA, Dos Reis TF, Silva LP, Almeida F, Bastos 
RW, Fraga da Silva T de C, Bonato VLD, Pessoni AM, Rodrigues F, Raja HA, 
Knowles SL, Oberlies NH, Lagrou K, Goldman GH, Rokas A. 2020. 
Pathogenic allodiploid hybrids of Aspergillus fungi. Curr Biol 30:2495–
2507. https://doi.org/10.1016/j.cub.2020.04.071

23. Nevado B, Wong ELY, Osborne OG, Filatov DA. 2019. Adaptive evolution 
is common in rapid evolutionary radiations. Curr Biol 29:3081–3086. 
https://doi.org/10.1016/j.cub.2019.07.059

24. Brawand D, Wagner CE, Li YI, Malinsky M, Keller I, Fan S, Simakov O, Ng 
AY, Lim ZW, Bezault E, et al. 2014. The genomic substrate for adaptive 
radiation in African cichlid fish. Nature New Biol 513:375–381. https://
doi.org/10.1038/nature13726

25. Pease JB, Haak DC, Hahn MW, Moyle LC. 2016. Phylogenomics reveals 
three sources of adaptive variation during a rapid radiation. PLoS Biol 
14:e1002379. https://doi.org/10.1371/journal.pbio.1002379

26. Fouks B, Brand P, Nguyen HN, Herman J, Camara F, Ence D, Hagen DE, 
Hoff KJ, Nachweide S, Romoth L, Walden KKO, Guigo R, Stanke M, Narzisi 
G, Yandell M, Robertson HM, Koeniger N, Chantawannakul P, Schatz MC, 
Worley KC, Robinson GE, Elsik CG, Rueppell O. 2021. The genomic basis 
of evolutionary differentiation among honey bees. Genome Res 
31:1203–1215. https://doi.org/10.1101/gr.272310.120

27. Figueiró HV, Li G, Trindade FJ, Assis J, Pais F, Fernandes G, Santos SHD, 
Hughes GM, Komissarov A, Antunes A, et al. 2017. Genome-wide 
signatures of complex introgression and adaptive evolution in the big 
cats. Sci Adv 3:e1700299. https://doi.org/10.1126/sciadv.1700299

28. Wang J, Street NR, Park EJ, Liu J, Ingvarsson PK. 2020. Evidence for 
widespread selection in shaping the genomic landscape during 
speciation of Populus. Mol Ecol 29:1120–1136. https://doi.org/10.1111/
mec.15388

29. Castresana J. 2000. Selection of conserved blocks from multiple 
alignments for their use in phylogenetic analysis. Mol Biol Evol 17:540–
552. https://doi.org/10.1093/oxfordjournals.molbev.a026334

30. Katoh K, Standley DM. 2013. MAFFT multiple sequence alignment 
software version 7: improvements in performance and usability. Mol Biol 
Evol 30:772–780. https://doi.org/10.1093/molbev/mst010

31. Sievers F, Higgins DG. 2018. Clustal Omega for making accurate 
alignments of many protein sequences. Protein Sci 27:135–145. https://
doi.org/10.1002/pro.3290

32. Steenwyk JL, Buida TJ, Li Y, Shen X-X, Rokas A. 2020. ClipKIT: a multiple 
sequence alignment trimming software for accurate phylogenomic 
inference. PLoS Biol 18:e3001007. https://doi.org/10.1371/journal.pbio.
3001007

33. Yang Y, Yang E, An Z, Liu X. 2007. Evolution of nematode-trapping cells 
of predatory fungi of the Orbiliaceae based on evidence from rRNA-
encoding DNA and multiprotein sequences. Proc Natl Acad Sci U S A 
104:8379–8384. https://doi.org/10.1073/pnas.0702770104

34. Duchêne DA, Bragg JG, Duchêne S, Neaves LE, Potter S, Moritz C, 
Johnson RN, Ho SYW, Eldridge MDB. 2018. Analysis of phylogenomic 

Research Article mBio

Month XXXX  Volume 0  Issue 0 10.1128/mbio.02133-2412

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/m

bi
o 

on
 3

0 
A

ug
us

t 2
02

4 
by

 2
60

7:
f1

40
:4

00
:7

1:
61

71
:3

fb
6:

ba
08

:8
66

8.

https://doi.org/10.1073/pnas.101092598
https://doi.org/10.1098/rstb.1998.0212
https://doi.org/10.1111/nph.13247
https://doi.org/10.1038/s41559-019-0835-0
https://doi.org/10.1371/journal.pbio.3001414
https://doi.org/10.1126/science.1253451
https://doi.org/10.1038/s41559-019-0834-1
https://doi.org/10.1016/j.tree.2019.02.008
https://doi.org/10.1073/pnas.1120915109
https://doi.org/10.1111/j.1744-7348.1983.tb02721.x
https://doi.org/10.1186/1471-2164-15-114
https://doi.org/10.1101/2024.03.21.586190
https://doi.org/10.1128/microbiolspec.FUNK-0022-2016
https://doi.org/10.1073/pnas.2022302118
https://doi.org/10.1038/s41576-023-00620-x
https://doi.org/10.1038/nature12130
https://doi.org/10.1128/mBio.00925-19
https://doi.org/10.1016/j.cell.2022.03.034
https://doi.org/10.1093/sysbio/syaa099
https://doi.org/10.1093/sysbio/syab011
https://doi.org/10.1016/j.cub.2020.04.071
https://doi.org/10.1016/j.cub.2019.07.059
https://doi.org/10.1038/nature13726
https://doi.org/10.1371/journal.pbio.1002379
https://doi.org/10.1101/gr.272310.120
https://doi.org/10.1126/sciadv.1700299
https://doi.org/10.1111/mec.15388
https://doi.org/10.1093/oxfordjournals.molbev.a026334
https://doi.org/10.1093/molbev/mst010
https://doi.org/10.1002/pro.3290
https://doi.org/10.1371/journal.pbio.3001007
https://doi.org/10.1073/pnas.0702770104
https://doi.org/10.1128/mbio.02133-24


tree space resolves relationships among marsupial families. Syst Biol 
67:400–412. https://doi.org/10.1093/sysbio/syx076

35. Hibbins MS, Hahn MW. 2022. Corrigendum to: phylogenomic 
approaches to detecting and characterizing introgression. Genetics 
220:iyab220. https://doi.org/10.1093/genetics/iyab220

36. Bjornson S, Upham N, Verbruggen H, Steenwyk J. 2023. Phylogenomic 
inference, divergence-time calibration, and methods for characterizing 
reticulate evolution. Preprints. https://doi.org/10.20944/pre­
prints202309.0905.v1

37. Song H, Wang Y, Shao H, Li Z, Hu P, Yap-Chiongco MK, Shi P, Zhang T, Li 
C, Wang Y, Ma P, Vinther J, Wang H, Kocot KM. 2023. Scaphopoda is the 
sister taxon to Bivalvia: evidence of ancient incomplete lineage sorting. 
Proc Natl Acad Sci U S A 120:e2302361120. https://doi.org/10.1073/pnas.
2302361120

38. Steenwyk JL, Buida TJ, Labella AL, Li Y, Shen X-X, Rokas A. 2021. PhyKIT: a 
broadly applicable UNIX shell toolkit for processing and analyzing 
phylogenomic data. Bioinformatics 37:2325–2331. https://doi.org/10.
1093/bioinformatics/btab096

39. Hines HM, Rahman SR. 2019. Evolutionary genetics in insect phenotypic 
radiations: the value of a comparative genomic approach. Curr Opin 
Insect Sci 36:90–95. https://doi.org/10.1016/j.cois.2019.08.013

40. Hibbins MS, Gibson MJS, Hahn MW. 2020. Determining the probability of 
hemiplasy in the presence of incomplete lineage sorting and introgres­
sion. Elife 9:e63753. https://doi.org/10.7554/eLife.63753

41. Meleshko O, Martin MD, Korneliussen TS, Schröck C, Lamkowski P, 
Schmutz J, Healey A, Piatkowski BT, Shaw AJ, Weston DJ, Flatberg KI, 
Szövényi P, Hassel K, Stenøien HK. 2021. Extensive genome-wide 
phylogenetic discordance is due to incomplete lineage sorting and not 
ongoing introgression in a rapidly radiated bryophyte genus. Mol Biol 
Evol 38:2750–2766. https://doi.org/10.1093/molbev/msab063

42. Edelman NB, Frandsen PB, Miyagi M, Clavijo B, Davey J, Dikow RB, García-
Accinelli G, Van Belleghem SM, Patterson N, Neafsey DE, et al. 2019. 
Genomic architecture and introgression shape a butterfly radiation. 
Science 366:594–599. https://doi.org/10.1126/science.aaw2090

43. Gladieux P, Condon B, Ravel S, Soanes D, Maciel JLN, Nhani A, Chen L, 
Terauchi R, Lebrun M-H, Tharreau D, Mitchell T, Pedley KF, Valent B, 
Talbot NJ, Farman M, Fournier E. 2018. Gene flow between divergent 
cereal- and grass­specific lineages of the rice blast fungus Magnaporthe 
oryzae. mBio 9:e01219-17. https://doi.org/10.1128/mBio.01219-17

44. Wu H, Wang Z, Zhang Y, Frantz L, Roos C, Irwin DM, Zhang C, Liu X, Wu D, 
Huang S, Gu T, Liu J, Yu L. 2023. Hybrid origin of a primate, the gray 
snub-nosed monkey. Science 380:eabl4997. https://doi.org/10.1126/
science.abl4997

45. L Rocha J, Silva P, Santos N, Nakamura M, Afonso S, Qninba A, Boratynski 
Z, Sudmant PH, Brito JC, Nielsen R, Godinho R. 2023. North African fox 
genomes show signatures of repeated introgression and adaptation to 
life in deserts. Nat Ecol Evol 7:1267–1286. https://doi.org/10.1038/
s41559-023-02094-w

46. Li Y, Liu Z, Liu C, Shi Z, Pang L, Chen C, Chen Y, Pan R, Zhou W, Chen X-X, 
Rokas A, Huang J, Shen X-X. 2022. HGT is widespread in insects and 
contributes to male courtship in lepidopterans. Cell 185:2975–2987. 
https://doi.org/10.1016/j.cell.2022.06.014

47. Parins-Fukuchi C, Stull GW, Smith SA. 2021. Phylogenomic conflict 
coincides with rapid morphological innovation. Proc Natl Acad Sci U S A 
118:e2023058118. https://doi.org/10.1073/pnas.2023058118

48. Bai N, Xie M, Liu Q, Wang W, Liu Y, Yang J. 2023. AoSte12 is required for 
mycelial development, conidiation, trap morphogenesis, and secondary 
metabolism by regulating hyphal fusion in nematode-trapping fungus 
Arthrobotrys oligospora. Microbiol Spectr 11:e0395722. https://doi.org/
10.1128/spectrum.03957-22

49. Chen Y, Liu J, Fan Y, Xiang M, Kang S, Wei D, Liu X. 2022. SNARE protein 
DdVam7 of the nematode-trapping fungus Drechslerella dactyloides 
regulates vegetative growth, conidiation, and the predatory process via 
vacuole assembly. Microbiol Spectr 10:e0187222. https://doi.org/10.
1128/spectrum.01872-22

50. Chen Y, Liu J, Kang S, Wei D, Fan Y, Xiang M, Liu X. 2023. A palisade-
shaped membrane reservoir is required for rapid ring cell inflation in 
Drechslerella dactyloides. Nat Commun 14:7376. https://doi.org/10.1038/
s41467-023-43235-w

51. Wu M, Kostyun JL, Hahn MW, Moyle LC. 2018. Dissecting the basis of 
novel trait evolution in a radiation with widespread phylogenetic 
discordance. Mol Ecol 27:3301–3316. https://doi.org/10.1111/mec.14780

52. Mendes FK, Hahn MW. 2016. Gene tree discordance causes apparent 
substitution rate variation. Syst Biol 65:711–721. https://doi.org/10.1093/
sysbio/syw018

53. Rivas-González I, Rousselle M, Li F, Zhou L, Dutheil JY, Munch K, Shao Y, 
Wu D, Schierup MH, Zhang G. 2023. Pervasive incomplete lineage 
sorting illuminates speciation and selection in primates. Science 
380:eabn4409. https://doi.org/10.1126/science.abn4409

54. Korstian JM, Paulat NS, Platt RN, Stevens RD, Ray DA. 2022. SINE-based 
phylogenomics reveal extensive introgression and incomplete lineage 
sorting in Myotis. Genes (Basel) 13:399. https://doi.org/10.3390/
genes13030399

55. Emms DM, Kelly S. 2019. OrthoFinder: phylogenetic orthology inference 
for comparative genomics. Genome Biol 20:238. https://doi.org/10.1186/
s13059-019-1832-y

56. Mistry J, Chuguransky S, Williams L, Qureshi M, Salazar GA, Sonnhammer 
ELL, Tosatto SCE, Paladin L, Raj S, Richardson LJ, Finn RD, Bateman A. 
2021. Pfam: the protein families database in 2021. Nucleic Acids Res 
49:D412–D419. https://doi.org/10.1093/nar/gkaa913

57. Minh BQ, Schmidt HA, Chernomor O, Schrempf D, Woodhams MD, von 
Haeseler A, Lanfear R. 2020. IQ-TREE 2: new models and efficient 
methods for phylogenetic inference in the genomic era. Mol Biol Evol 
37:1530–1534. https://doi.org/10.1093/molbev/msaa015

58. Letunic I, Bork P. 2021. Interactive tree of life (iTOL) v5: an online tool for 
phylogenetic tree display and annotation. Nucleic Acids Res 49:W293–
W296. https://doi.org/10.1093/nar/gkab301

59. Bouckaert RR, Heled J. 2014. DensiTree 2: seeing trees through the 
forest. bioRxiv. https://doi.org/10.1101/012401

60. R Core Team. 2023. R: a language and environment for statistical 
computing. 4.2.3. Vienna R Foundation for Statistical Computing

61. Rhodes JA, Baños H, Mitchell JD, Allman ES. 2021. MSCquartets 1.0: 
quartet methods for species trees and networks under the multispecies 
coalescent model in R. Bioinformatics 37:1766–1768. https://doi.org/10.
1093/bioinformatics/btaa868

62. Yang Z. 2007. PAML 4: phylogenetic analysis by maximum likelihood. 
Mol Biol Evol 24:1586–1591. https://doi.org/10.1093/molbev/msm088

Research Article mBio

Month XXXX  Volume 0  Issue 0 10.1128/mbio.02133-2413

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/m

bi
o 

on
 3

0 
A

ug
us

t 2
02

4 
by

 2
60

7:
f1

40
:4

00
:7

1:
61

71
:3

fb
6:

ba
08

:8
66

8.

https://doi.org/10.1093/sysbio/syx076
https://doi.org/10.1093/genetics/iyab220
https://doi.org/10.20944/preprints202309.0905.v1
https://doi.org/10.1073/pnas.2302361120
https://doi.org/10.1093/bioinformatics/btab096
https://doi.org/10.1016/j.cois.2019.08.013
https://doi.org/10.7554/eLife.63753
https://doi.org/10.1093/molbev/msab063
https://doi.org/10.1126/science.aaw2090
https://doi.org/10.1128/mBio.01219-17
https://doi.org/10.1126/science.abl4997
https://doi.org/10.1038/s41559-023-02094-w
https://doi.org/10.1016/j.cell.2022.06.014
https://doi.org/10.1073/pnas.2023058118
https://doi.org/10.1128/spectrum.03957-22
https://doi.org/10.1128/spectrum.01872-22
https://doi.org/10.1038/s41467-023-43235-w
https://doi.org/10.1111/mec.14780
https://doi.org/10.1093/sysbio/syw018
https://doi.org/10.1126/science.abn4409
https://doi.org/10.3390/genes13030399
https://doi.org/10.1186/s13059-019-1832-y
https://doi.org/10.1093/nar/gkaa913
https://doi.org/10.1093/molbev/msaa015
https://doi.org/10.1093/nar/gkab301
https://doi.org/10.1101/012401
https://doi.org/10.1093/bioinformatics/btaa868
https://doi.org/10.1093/molbev/msm088
https://doi.org/10.1128/mbio.02133-24

	Characterization of genome-wide phylogenetic conflict uncovers evolutionary modes of carnivorous fungi
	RESULTS
	Extensive phylogenomic discordance among NTF
	ILS is largely responsible for phylogenetic discordance
	ILS genes under positive selection are broadly associated with growth and trap morphogenesis

	DISCUSSION
	Conclusion

	MATERIALS AND METHODS
	Genome mining
	Phylogenetic analyses
	Incomplete lineage sorting analysis
	Analysis of positive selection



