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Significance

Understanding the processes 
responsible for the striking plant 
diversity found in tropical 
forests has been a constant 
preoccupation of ecology and 
evolutionary biology. Recent 
studies have proposed a role for 
introgressive gene flow. To test 
the prevalence of introgression 
in a high- diversity clade of trees 
with a specialized pollination 
system, we built a global 
phylogenomic framework of figs 
(Ficus), a keystone species across 
tropical forests and partners in a 
celebrated pollination mutualism. 
Our results based on 1,858 
genes for 520 species of figs and 
relatives found limited 
introgression in the nuclear 
genome despite widespread 
cytoplasm transfer, consistent 
with phylogenetically stable 
lineages despite occasional 
hybridization. A well- resolved 
phylogenomic framework for figs 
provides an important tool for 
classification and comparative 
evolutionary studies.
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EVOLUTION

Echoes of ancient introgression punctuate stable genomic 
lineages in the evolution of figs
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Studies investigating the evolution of flowering plants have long focused on isolating 
mechanisms such as pollinator specificity. Some recent studies have proposed a role for 
introgressive hybridization between species, recognizing that isolating processes such 
as pollinator specialization may not be complete barriers to hybridization. Occasional 
hybridization may therefore lead to distinct yet reproductively connected lineages. We 
investigate the balance between introgression and reproductive isolation in a diverse 
clade using a densely sampled phylogenomic study of fig trees (Ficus, Moraceae). 
Codiversification with specialized pollinating wasps (Agaonidae) is recognized as a major 
engine of fig diversity, leading to about 850 species. Nevertheless, some studies have 
focused on the importance of hybridization in Ficus, highlighting the consequences of 
pollinator sharing. Here, we employ dense taxon sampling (520 species) throughout 
Moraceae and 1,751 loci to investigate phylogenetic relationships and the prevalence of 
introgression among species throughout the history of Ficus. We present a well- resolved 
phylogenomic backbone for Ficus, providing a solid foundation for an updated classifi-
cation. Our results paint a picture of phylogenetically stable evolution within lineages 
punctuated by occasional local introgression events likely mediated by local pollinator 
sharing, illustrated by clear cases of cytoplasmic introgression that have been nearly 
drowned out of the nuclear genome through subsequent lineage fidelity. The phyloge-
netic history of figs thus highlights that while hybridization is an important process 
in plant evolution, the mere ability of species to hybridize locally does not necessarily 
translate into ongoing introgression between distant lineages, particularly in the presence 
of obligate plant–pollinator relationships.

Ficus | hybridization | Moraceae | phylogenomics

Interrogating the processes that gave rise to and continue to maintain the splendid plant 
diversity found in tropical forests has been a constant preoccupation of natural history and 
evolutionary biology (1). Recent studies have increasingly proposed a role for introgressive 
gene flow between species, made possible by high numbers of closely related sympatric 
species, as a feature of tropical biodiversity (2, 3). Yet whether diversity facilitates or results 
from introgression is difficult to determine (4). Introgression may increase genetic diversity 
within species (3) and has the potential to move potentially adaptive alleles among them (5), 
though at the risk of genetic homogenization (6). Factors limiting interspecific hybridization 
such as pollinator specialization, temporal separation of flowering times, and pollen incom-
patibility are important balancing mechanisms allowing species coexistence. There is, how-
ever, confusion in the tropical plant literature between hybridization, which provides the 
opportunity for genetic introgression, and introgression, the incorporation of genetic material 
from one species into a lineage after the initial hybrids and first- generation backcrosses (7). 
Hybridization may in fact lead to only rare introgression in lineages with strong isolating 
mechanisms such as high pollinator specificity. Nevertheless, these rare events have the 
potential to compound, imprinting ancient introgression on global clades. Exemplary model 
systems with a robust phylogenetic and morphological framework can provide a better 
understanding of the relative importance of these processes.

The global lineage of fig trees (Ficus, Moraceae) presents a model system for dissecting 
the history of introgression in the face of strong isolating mechanisms. A keystone genus 
of tropical forests, a partner in a celebrated pollination mutualism, a shade tree to the 
Buddha during his enlightenment, the Egyptian tree of life, one of the Seven Species of 
the Hebrew Bible, and the namesake of a sura in the Qur’an, Ficus has few peers in its 
combination of ecological and cultural importance. This diverse genus of about 850 species 
consists of lineages that are largely biogeographically confined, with many sympatric 
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species in forests throughout the tropics (8, 9). Scholars have long 
recognized coevolution with specialized pollinating wasps 
(Agaonidae) as a major engine of fig diversity (10, 11), as polli-
nator specificity can serve as a powerful isolating mechanism, 
limiting hybridization (12, 13). Yet fig biologists have long rec-
ognized occasional pollinator sharing and host switching, either 
inferred from comparisons of fig and wasp phylogenetic trees or 
observed directly in some closely related species (7, 14). Some 
studies have therefore proposed that genetic introgression facili-
tated initially by incomplete pollinator specificity could play a 
major role in the evolution of Ficus (14, 15). These two processes, 
introgression via nonabsolute pollinator specificity and multiple 
species coexistence facilitated by pollinator specialization, may 
balance one another to help maintain the high diversity of figs.

The outsized importance of Ficus is matched by the challenges 
it has posed for classification (16), leading E.D. Merrill to question 
the sanity of taxonomists who choose to work on Ficus (8). Despite 
decades of global phylogenetic studies (10, 11, 16–18), variable 
sampling schemes, lack of phylogenetic resolution, and conflicting 
nuclear and organelle topologies (15, 19) have hindered conclusive 
resolution of major questions in the evolutionary history of Ficus. 
Based on the most complete phylogenetic study of PCR- amplified 
loci, including six gene regions for 307 species of Ficus, Clement 
et al. (16) took a major step toward reconciling molecular and 
traditional classification, establishing informal clade names and 
providing a tractable framework for future revisionary work. While 
recent studies largely agree on similar section- level clades, backbone 
relationships remain uncertain and subject to substantial disagree-
ment. For example, analyses disagree on whether the Neotropical 
sect. Pharmacosycea is sister to all other figs, whether the monoe-
cious stranglers form a clade, and whether the dioecious species 
form a clade (10, 11, 15, 16, 19, 20).

Despite the reproductive isolation expected in a group with 
high pollinator specificity, there is an emerging consensus that 
hybridization does occur between closely related Ficus species, 
further complicating the taxonomy of the genus (7, 21, 22). 
Hybridization may have played an important role in the evolution 
of Ficus, though only limited published evidence suggests that 
hybridization results in nuclear gene introgression in the genus 
(14, 15). The case for whether genetic introgression among Ficus 
species plays a prominent and ongoing role in the evolution of 
the genus, contributing to codiversification with pollinating 
wasps, is still open (10). Indeed, the extent of interspecific gene 
flow in the genus remains uncertain, and even dramatic plastome–
nuclear discordance may represent occasional localized gene flow 
rather than widespread introgression (23). This is partially because 
no phylogenomic study exploring reticulate relationships has yet 
employed dense and widespread taxon sampling comparable to 
the well- sampled studies based on few loci (16). In addition, the 
evolution and diversification of Ficus must be understood in the 
evolutionary and comparative context of the Moraceae family 
more broadly (16, 20, 24–27).

This study documents the outcome of an ancient balance 
between introgression and strong reproductive isolation in one of 
the world’s largest angiosperm genera. We provide the most 
densely sampled and data- rich phylogenomic reconstruction of 
Ficus to date, contextualized within comprehensive phylogenetic 
sampling across Moraceae. We use our phylogeny to investigate 
two alternatives: whether the phylogeny of Ficus is network- like, 
with ongoing introgression blurring boundaries between lineages; 
or more tree- like, with pulses of introgression punctuating evolu-
tion within phylogenetically stable lineages. Analyses employed 
1,751 nuclear loci for 235 species of Ficus and 285 other Moraceae, 
representing all genera, with species- level sampling within most 

of them, including divergence time estimations and ancestral- range 
reconstructions. Our analyses also provide a well- supported frame-
work for further work on the classification, origin, and dispersal 
of figs.

Results

Nonitalicized informal clade names follow the system established 
by Clement et al. (16), except that we now consider Mixtiflores 
to include the Urostigma clade as shown by Rasplus et al. (11) 
and this study. Formal taxonomic names follow Berg and Corner 
(8), as updated by Pederneiras et al. (28). Additional proposed 
changes by Zhang et al. (29) are noted when relevant but are not 
used throughout the paper as some of them are not compatible 
with our results. Synonyms appear in parentheses when the latter 
are in more common use than the legitimate names. A summary 
of relevant names appears in Table 1.

Phylogenetic Trees. We conducted phylogenetic analyses in four 
categories: 1) All- Ficus nuclear species tree: a coalescent- based species 
tree based on 1,858 gene trees for 362 samples (232 Ficus species 
and 5 outgroups, Fig. 1) from samples enriched for nuclear targets 
(30, 31); 2) Plastome: a maximum- likelihood tree based on whole- 
chloroplast sequences for 180 taxa, Fig. 2 and SI Appendix, Fig. S2); 
3) Introgression: phylogenetic network analyses under maximum 

Table 1. Left: Clade names according to Clement et al. 
(16), as modified here. Middle: Corresponding formal 
taxonomic names and ranks according to Berg and Cor-
ner (8), as updated by Pederneiras et al. (28). Right: Tax-
onomic names and ranks according to Zhang et al. (29), 
to the extent they differ

Clade

Berg and Corner,  
as updated by Ped-
erneiras et al.

Zhang et al., if 
different

Pharmacosycea Subg. Pharmacosycea, 
sect. Pharmacosycea

–

Mixtiflores Subg. Spherosuke 
(=Urostigma)

–

 Urostigma  Subsect. Urostigma –

 Conosycea   Subsect. Cordifoliae 
(=Conosycea)

–

 Malvanthera  Sect. Malvanthera –

 Madagascar 
clade

 [not recognized] [not recognized]

 Galoglychia  Sect. Platyphyllae –

 Americanae  Sect. Americanae –

Oreosycea Subg. Pharmacosycea, 
sect. Oreosycea

–

Caricae Subg. Ficus, subsect. 
Ficus

Subg. Ficus in 
total

Sycidium Subg. Terega (=Sycid-
ium)

–

Sycomorus Subg. Sycomorus –

Frutescentiae Subg. Ficus sect. 
Frutescentieae

Subg. Synoecia 
sect. Plagiostigma  
in part

Eriosycea Subg. Ficus sect. 
Eriosycea

Subg. Synoecia 
sect. Apiosycea 
in part

Synoecia Subg. Synoecia Subg. Synoecia in 
part

http://www.pnas.org/lookup/doi/10.1073/pnas.2222035120#supplementary-materials
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pseudo- likelihood and a related analysis of gene tree conflict using 
rooted triplets (Figs. 2 and 3 and SI Appendix, Figs. S2–S4) based 
on 1,223 gene trees; and 4) Moraceae: a whole- family tree, time- 
calibrated under penalized likelihood, based on 528 samples and 
724 genes (including 231 Ficus species, with replicates deduplicated, 
Fig. 4). All samples with successful technical replicates (successful 
recovery of at least 1,000 loci for both replicates) were sister to one 
another in the phylogenetic analyses.

Nuclear Species Trees. The All- Ficus tree (Fig. 1) was based on 
ca. 666.7 billion nuclear quartet trees, and the final normalized 
quartet score was 0.77. All subgenera recognized by Berg 
and Corner (8) were monophyletic except Pharmacosycea 
and Ficus, the latter corresponding instead to Zhang et  al.’s 
reduced circumscription (29), which comprises only the 
Caricae clade. The monoecious Neotropical Pharmacosycea 

clade (sect. Pharmacosycea) was sister to the entire rest of the 
genus, while the monoecious Paleotropical Oreosycea (sect. 
Oreosycea) was sister to a clade containing all of the dioecious 
figs: the Caricae (subsect. Ficus) + Sycidium (subg. Terega = 
subg. Sycidium), subg. Synoecia s.l. sensu Zhang [comprising 
the Eriosycea (sect. Eriosycea), Frutescentiae (sect. Frutescentiae), 
and Synoecia (subg. Synoecia s.str.) clades], and Sycomorus 
(subg. Sycomorus, which also contains a few monoecious figs) 
clades. Within the Synoecia clade, Frutescentiae was sister to 
Eriosycea and Synoecia, although with low support (LPP = 0.42) 
and without rejecting the polytomy hypothesis (P = 0.22). The 
monophyletic monoecious Mixtiflores (subg. Spherosuke = subg. 
Urostigma), containing the Urostigma (subsect. Urostigma), 
Conosycea (sect. Cordifoliae = sect. Conosycea), Malvanthera 
(sect. Malvanthera), Americanae (sect. Americanae), and 
Galoglychia (sect. Platyphyllae = sect. Galoglychia) clades, was 
sister to all of Ficus except Pharmacosycea. Notable within 
that clade was a previously unrecognized section- level clade 
of Madagascan species sister to Americanae (Neotropics) and 
Galoglychia (Africa). The backbone did not change in a more 
conservative analysis retaining only the least- saturated 50% 
of genes, those whose GC content did not differ substantially 
between Pharmacosycea and the rest of Ficus, and gene tree splits 
with at least 50% bootstrap support. A species tree based on 
16,449 genes assembled from publicly available whole- genome 
reads for 26 samples also had the same backbone, save for a 
transposition in the positions of Eriosycea and Frutescentiae and 
a single rearrangement within Conosycea (SI Appendix, Fig. S1).

Chloroplast Tree. The plastome tree (Fig.  2 and SI  Appendix, 
Fig. S2) revealed four main lineages. One of these lineages (Clade 
I) was strictly associated with Neotropical Pharmacosycea and was 
sister to the other three clades. Species belonging to Oreosycea 
appear in each of these other clades, always sister to most other 
species within each. Clade II is largely African and Neotropical, 
comprising a clade of African Oreosycea and Sycomorus, sister to 
half of Mixtiflores (Madagascar, Galoglychia, and Americanae). 
Clade III contains three Asian Oreosycea, sister to a mixed 
assemblage of several dioecious clades (Cariceae, Frutescentiae, 
and parts of Eriosycea, Sycidium, and Synoecia). Clade IV consists 
of Ficus tikoua (Sycomorus) and F. albipila (Oreosycea) in a grade, 
followed by two subclades—one containing the rest of Mixtiflores 
along with Malesian and Papuasian Synoecia and Sycomorus 
species and the other containing Australasian Oreosycea plus most 
of Eriosycea and Sycomorus.

Analyses of the nuclear and chloroplast datasets together revealed 
substantial cyto- nuclear discordance. Scoring the plastome tree 
using a pruned set of nuclear gene trees resulted in a low normalized 
quartet score of 0.61, indicating that nearly 40% of nuclear gene 
tree quartets were not reflected in the plastome tree. Similarly, 
coalescent- based simulations starting from the nuclear species tree 
revealed that the plastome tree contained dramatically more extra 
lineages (52 clades not appearing in nuclear species tree) than would 
be expected for a maternally inherited organellar genome (simulated 
plastome trees had a median of 6 clades not appearing in the nuclear 
species tree) and instead fell within the expected range of extra 
lineages present in simulated nuclear gene trees under incomplete 
lineage sorting (SI Appendix, Fig. S3).

Introgression. We investigated introgression using maximum 
pseudo- likelihood networks as well as an analysis of rooted triplet 
trees.

For network analyses based on 1,223 gene trees, two strategies 
were employed—one with 27 samples chosen to reflect cyto- nuclear 

Fig. 1. All- Ficus tree. ASTRAL species tree based on 1,751 nuclear genes. Node 
labels denote local posterior probability (LPP) and P- value for the polytomy 
test. Unlabeled nodes have LPP = 1.0 and P < 0.05. Pie charts denote the 
quartet frequency of the main topology (blue), the second- most frequent 
topology (light blue), and the third- most frequent topology (gray).
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discordance and another with 42 samples representing major 
nuclear lineages. For both schemes, the optimal networks had four 
or five reticulations, depending on whether a slope heuristic or 
BIC was used to select the model (Fig. 3 and SI Appendix, 
Table S2). All four optimal networks showed reticulation between 
Oreosycea and Mixtiflores (and Urostigma in particular), reflect-
ing competing topologies placing Oreosycea either sister to the 
dioecious clade (Fig. 3 A–C) or with the Mixtiflores stranglers 
(Fig. 3D). These reticulations reflected a substantial signal in the 
nuclear gene trees, with inheritance probabilities (the proportional 
genomic contribution to the reticulated edge) mostly above 0.28, 
and in one network (Fig. 3D) as high as 0.5, reflecting equally 
strong signals for the major tree and the reticulated edges. Another 
recurring theme (Fig. 3 A and D) was reticulation along the back-
bone of the dioecious clade reflecting conflict as to whether 
Caricae+Sycidium or Sycomorus was sister to the rest of the clade, 
again reflecting a substantial signal in the gene trees (inheritance 
probability >0.3 for the reticulated edge in both cases). In one 
case (Fig. 3C), a weak signal of reticulation (inheritance probabil-
ity 0.1) was detected between Synoecia (root climbers) and the 
sublineage of Sycomorus containing F. tikoua, the only member 
of its clade with a rampant habit. In the best network based on 
13,587 genes from whole- genome data for 24 samples (SI Appendix, 
Fig. S4), the strongest reticulation signal was between Urostigma 
and the single Oreosycea sample included in that analysis (inher-
itance probability for the minor edge of 0.383); the other inferred 
reticulations were based on comparatively weak signals, with 
inheritance probabilities all below 0.16 (i.e., above 0.84 for the 
major tree). All networks, scores, and information criteria appear 
in SI Appendix.

In the triplet analysis of 42 samples (SI Appendix, Fig. S5), pat-
terns of gene tree discordance followed the same themes as those 

reconstructed under maximum pseudo- likelihood, suggesting 
reticulation linking Oreosycea to Mixtiflores and the clade con-
taining all of the dioecious lineages (Caricae, Sycidium, Sycomorus, 
Frutescentiae, Eriosycea, and Synoecia). The pattern was stronger 
for Ficus assimilis (Albipilae) than for the other two samples of 
Oreosycea (Glandulosae and Pedunculata), but similar patterns 
were also observed for the other samples, so the introgression may 
be shared by all of the samples.

Family- Wide Analysis. The Moraceae tree (Fig.  4), inferred 
from 724 genes selected for clock- like behavior (determined by 
low root- to- tip variance, low site saturation, and concordance 
with the species tree topology), recovered well- supported clades 
for each of the seven tribes, sorted into two sister subfamilial 
clades. The first comprised Chlorophoreae, which was sister to 
Artocarpeae + Moreae. The second contained Parartocarpeae sister 
to Dorstenieae+Olmedieae+Ficeae, the latter two sister to one 
another. Within Olmedieae, the wind- pollinated Streblus was sister 
to the rest of Olmedieae, and the wind- pollinated Olmedia was 
sister to the entire (largely insect pollinated) Neotropical clade save 
for the morphologically distinctive Poulsenia. The Ficus backbone 
was the same as in the All- Ficus tree described above, including 
Pharmacosycea as sister to the rest of Ficus, save for a transposition 
in the positions of Eriosycea and Frutescentiae, mirroring the 
topology recovered by the whole- genome Ficus tree. The crown 
and stem ages of Ficus were 44.4 and 63.8  Ma, respectively. 
The ancestral area reconstruction on the same tree (Fig. 4 and 
SI Appendix, Fig. S10) reconstructed an ancestral stem range for 
Ficus of Asia, expanding at the crown to Asia+Neotropics. The same 
Asia+Neotropics pattern was recovered for three other tribes in the 
family: Moreae, Artocarpeae, and Chlorophoreae. The crown and 
stem range for all Ficus except for Pharmacosycea was Asia alone, 

Fig. 2. Cyto- nuclear discordance. (Left) Time- calibrated nuclear species tree (pruned from Fig. 4), nodes labeled with posterior probability (unlabeled nodes 
have LPP = 1.0). (Right) Time- calibrated chloroplast tree, nodes labeled with bootstrap support (unlabeled nodes have bootstrap = 100%). Pie charts at nodes on 
both trees represent inferred ancestral ranges. Clade colors match those in Fig. 1. Blue bars next to tip labels denote taxa pollinated by members of subfamily 
Blastophaginae.
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with subsequent dispersals to other regions. The most likely 
range for the crown node of Moraceae was also Asia+Neotropics. 
An analysis of speciation rates recovered seven rate shifts in 
Moraceae, five of them in Ficus, in Oreosycea+dioecious figs, 
Conosycea, Malvanthera, Galoglychia, and Americanae, with 
the highest rate in the latter (SI Appendix, Fig. S7).

Discussion

This study presents the most densely sampled phylogenomic 
reconstruction of Ficus to date. It is a major advance in untangling 
deep phylogenetic relationships and clarifying the contribution 
of introgression to the evolution of Ficus. While previous studies 
have pointed either to tight codiversification with wasps (10, 32) 
or to widespread hybridization (14, 15), our results show that 
both processes are at play: Ficus reflects a history of lineage stability 
punctuated by introgression events among ancestral lineages. 
These largely relate to the backbone topology and center around 
Oreosycea in both the nuclear and chloroplast analyses 
(Figs. 2 and 3 and SI Appendix, Figs. S2–S9). Traces of deep intro-
gression of Oreosycea cytoplasm into most other lineages in the 
chloroplast tree largely did not mirror conflicts relating to that 

lineage in the nuclear tree, which suggests a history of localized 
introgression in deep time followed by lineage fidelity rather than 
ongoing introgression between lineages. This finding confirms a 
basic scenario of coevolution within major fig and wasp lineages, 
with major introgression events limited to stem lineages likely 
predating the diversification of extant figs. This is consistent with 
evidence from population- level studies concluding that while figs 
can sometimes hybridize readily, species nevertheless usually 
remain distinct (7, 33).

Echoes of Introgression in Cyto- Nuclear Discordance. We 
recovered substantial cyto- nuclear discordance, supporting the 
findings of Bruun- Lund et  al. (19). The chloroplast tree was 
dramatically more different in topology than would be expected 
under simple incomplete lineage sorting (SI Appendix, Fig. S3), 
providing compelling evidence of ancient introgression among 
major lineages, largely centered around the Oreosycea clade, 
reflecting both geographic affinity and pollinator alliances (Fig. 2 
and SI Appendix, Fig. S2). Yet the particular relationships evident 
in the chloroplast tree are largely not reflected in phylogenetic 
networks based on nuclear genes. Combined with the high 
normalized quartet scores in the nuclear analyses (>0.75)—slightly 

Fig. 3. The best maximum- pseudo- likelihood networks allowing a maximum of 4 (left column) and 5 (middle column) reticulations, plus associated plots of 
network scores (right column) for sample sets 1 (top row) and 2 (bottom row) based on 1,223 nuclear gene trees. Clade colors match those in Fig. 1. Inheritance 
probabilities appear in light blue for reticulated (minor) edges and in dark blue for the corresponding branches on the major (bifurcating) tree.

http://www.pnas.org/lookup/doi/10.1073/pnas.2222035120#supplementary-materials
http://www.pnas.org/lookup/doi/10.1073/pnas.2222035120#supplementary-materials
http://www.pnas.org/lookup/doi/10.1073/pnas.2222035120#supplementary-materials
http://www.pnas.org/lookup/doi/10.1073/pnas.2222035120#supplementary-materials
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higher than those previously calculated for Artocarpus (34)—these 
dynamics suggest occasional rather than sustained introgression 
through evolutionary time, with the chloroplast tree preserving 
echoes of events that have largely been drowned out by the 
intralineage fidelity characterizing the nuclear genome. The 
Oreosycea clade appears in three out of four chloroplast lineages, 
usually sister to geographically proximate taxa. This likely 
represents local gene flow mediated by pollinator host shifting 

or sharing, perhaps (as discussed below) driven by isolation of 
individual fig trees in climatically unstable areas. Some African 
Sycomorus species belong to the same highly supported chloroplast 
lineage (SI Appendix, Fig. S2, Clade 2) as some African species of 
Oreosycea; however, this affinity is not supported by the nuclear 
gene trees, which support an unambiguously monophyletic 
Sycomorus (LPP = 1.0, P < 0.05). In two chloroplast lineages, 
the transfer of Oreosycea plastome was probably mediated by 

Ficus ruginervia EG 846
Ficus barba−jovis Liao 20190451
Ficus carrii Liao 20190370
Ficus cf grandiflora EG 826
Ficus sarawakensis L0040286
Ficus punctata Kjellberg 199723
Ficus scratchleyana Johns PP10456
Ficus apiocarpa Chanterasuwan sn
Ficus trichocarpa Harrison 624
Ficus recurva EG 839
Ficus villosa EG 832 832
Ficus urnigera L1617759
Ficus sagittata Ronsted 266
Ficus spiralis L1616561
Ficus excavata Liao 20190333
Ficus sarmentosa var thunbergii OKP9
Ficus pumila Ronsted 91
Ficus guizhouensis RJP19
Ficus sarmentosa var sarmentosa JLP5
Ficus pubigera ZZ973
Ficus dinganesis DLP28
Ficus anserina JHH2
Ficus erecta var beecheyana CB8087
Ficus vaccinioides CB8068
Ficus formosana SRR13972883
Ficus gasparriniana SRR13279556
Ficus chapaensis N Ronsted 301
Ficus heteromorpha SRR13570495
Ficus ischnopoda C10011626
Ficus deltoidea EG 833
Ficus brunneoaurata Liao 20190373
Ficus bruneiensis EG 879
Ficus aurata Liao 20190347
Ficus inaequipetiolata Liao 20190413
Ficus macilenta L1608816
Ficus androchaete L1593813
Ficus ruficaulis RD Harrison 626
Ficus fulva C10011625
Ficus grossularioides EG 812
Ficus lamponga CTFS I5 28831
Ficus glandulifera SING2010 054
Ficus chartacea Chanterasuwan
Ficus hirta SRR1909654
Ficus triloba SRR13279555
Ficus laevis SING2019 489
Ficus lepicarpa EG 919
Ficus satterthwaitei Harrison 617
Ficus rosulata SING2019 300
Ficus nota Liao 20190423
Ficus fistulosa Harrison 598
Ficus scortechinii SING2019 807
Ficus botryocarpa Harrison 616
Ficus septica C
Ficus tarennifolia Liao 20190342
Ficus hispida SRR13279575
Ficus squamosa SRR15882953
Ficus treubii L1613164
Ficus beccarii Liao 20190385
Ficus aff bukitrayaensis Liao 20190443
Ficus aff megaleia EG 881
Ficus aff uncinata EG 891
Ficus megaleia Liao 20190379
Ficus malayana Liao 20190340
Ficus uncinata EG 880
Ficus aff bukitrayaensis EG 884
Ficus stolonifera Liao 20190384
Ficus pungens Takeuchi 8767
Ficus minahassae C
Ficus macrostyla Liao20190392
Ficus albomaculata L1592179
Ficus francisi EG 874
Ficus cereicarpa L1600154
Ficus tiliifolia Maurin 87
Ficus torrentium Rakotonirina 97
Ficus mauritiana FournelMichenaud JF89
Ficus vogeliana N Ronsted 214
Ficus mucuso N Ronsted 207
Ficus sur Ronsted 76
Ficus racemosa SRR1405700
Ficus variegata EG 901
Ficus auriculata SRR13570498
Ficus oligodon SRR13279562
Ficus semicordata Chanterasuwan sn
Ficus tikoua SRR6663248
Ficus microdictya SRR13279564
Ficus dammaropsis Regalado 1012
Ficus austrina Koie1765
Ficus pseudopalma Harrison 610
Ficus obscura RD Harrison 602
Ficus uniglandulosa Liao 20190356
Ficus sinuata Liao 20190332
Ficus hemsleyana L1602112
Ficus pisifera L1615303
Ficus scaberrima Liao 20190457
Ficus rubrocuspidata EG530
Ficus parietalis Liao 20190441
Ficus heteropleura L1602487
Ficus aurita L1605165
Ficus subulata N Ronsted 299
Ficus midotis L1609660
Ficus tinctoria Ronsted 99
Ficus virgata N Ronsted 65
Ficus fiskei RD Harrison 613
Ficus ampelas R Harrison 615
Ficus melinocarpa R Harrison 625
Ficus asperifolia N Ronsted 217
Ficus exasperata Randrianaivo 1656
Ficus politoria O Maurin 74
Ficus brachyclada Rakotovao 3796
Ficus pachyclada Antilahimena 6031
Ficus lateriflora Fournel Michenaud JF130
Ficus copiosa Weiblen D8
Ficus wassa T Utteridge
Ficus aff conocephalifolia McDonell 3708
Ficus montana Liao 20190407
Ficus cyrtophylla SRR13279557
Ficus heterophylla NRonsted 302
Ficus henryi N Ronsted 289
Ficus tsiangii Ronsted 298
Ficus carica SRR5678803
Ficus palmata Friis163
Ficus asperula McPherson 19193
Ficus cf crescentioides McPherson 18134
Ficus webbiana McPherson 18179
Ficus austrocaledonica CB8080
Ficus otophora McPherson 18581A
Ficus nitidifolia McPherson 19246
Ficus racemigera McPherson 18187
Ficus nervosa subsp pubinervis Liao 20190344
Ficus magnoliifolia Harrison 619
Ficus sp E Gardner 526
Ficus vasculosa CTFS L5 04509
Ficus callosa N Ronsted 109
Ficus dicranostyla Friis2501
Ficus variifolia Jongkind 11646
Ficus assimilis Onjalalaina 25
Ficus velutina Stevens 36499
Ficus costaricana CB8046
Ficus crocata Stevens 35898
Ficus boliviana Fuentes 4335
Ficus colubrinae Stevens 31913
Ficus calimana N Ronsted 108
Ficus eximia N Ronsted 146
Ficus casapiensis N Ronsted 149
Ficus subandina N Ronsted 104
Ficus paraensis N Ronsted 107
Ficus broadwayi N Ronsted 121
Ficus pertusa N Ronsted 135
Ficus obtusifolia Stevens 33323
Ficus nymphaeifolia Stevens 36194
Ficus popenoei Stevens 28999
Ficus gommelleira N Ronsted 153
Ficus albert−smithii N Ronsted 105
Ficus guianensis GW1669
Ficus caballina N Ronsted 101
Ficus schumacheri CB8100
Ficus coerulescens CB8043
Ficus luschnatiana N Ronsted 78
Ficus aurea N Ronsted 130
Ficus americana Ronsted 154
Ficus petiolaris CB8071
Ficus lyrata CB8091
Ficus preussii N Ronsted 138
Ficus cyathistipuloides N Ronsted 136
Ficus sagittifolia ERR4009362
Ficus scassellatii N Ronsted 110
Ficus barteri Walters 668
Ficus tesselata N Ronsted 143
Ficus densistipulata N Ronsted 233
Ficus cyathistipula Ronsted 80
Ficus lingua N Ronsted 208
Ficus natalensis CB8095
Ficus amadiensis C
Ficus thonningii N Ronsted 231
Ficus reflexa O Maurin 76
Ficus stuhlmanii CB8057
Ficus abutilifolia CB8050
Ficus lutea CB8008
Ficus sansibarica N Ronsted 127
Ficus trichopoda N Ronsted 118
Ficus marmorata Manjakahery 406
Ficus humbertii Phillipson 3726
Ficus cf antandronarum Razafimandimbison 1309
Ficus antandronarum Antilahimena 8099
Ficus consociata SING2019 1180
Ficus xylophylla SING2019 828
Ficus retusa L1620294
Ficus bracteata L1596389
Ficus forstenii RD Harrison 632
Ficus lowii L3927087
Ficus sundaica L1612213
Ficus callophylla RD Harrison 601
Ficus balete Elmer18266
Ficus crassiramea L1596056
Ficus curtipes SRR13570496
Ficus cf archboldiana GD Weiblen 1695
Ficus subcordata CB8098
Ficus benjamina L1594269
Ficus maclellandii N Ronsted 281
Ficus drupacea N Ronsted 114
Ficus cucurbitina L1596709
Ficus cordatula RD Harrison 606
Ficus altissima SRR13576172
Ficus kerkhovenii SING2019 1357
Ficus microcarpa Ronsted 77
Ficus rumphii N Ronsted 74
Ficus mollis L1598511
Ficus menabeensis Manjakahery 405
Ficus globosa EG 834
Ficus depressa L1606755
Ficus lawesii Harrison 628
Ficus glaberrima N Ronsted 295
Ficus platypoda N Ronsted 142
Ficus watkinsiana CB8012
Ficus rubiginosa Ronsted 89
Ficus macrophylla CB8092
Ficus destruens CB8089
Ficus obliqua C10503012
Ficus brachypoda Dixon 1101
Ficus glandifera JYR JRAS01480
Ficus hesperidiiformis G Weiblen 2332
Ficus sterrocarpa G Weiblen 1126
Ficus xylosycia Weiblen 2047
Ficus salicifolia CB8053
Ficus verruculosa NRonsted 115
Ficus religiosa SRR13279560
Ficus densifolia Fournel 117
Ficus virens G Weiblen 555
Ficus caulocarpa R Harrison 596
Ficus ingens N Ronsted 106
Ficus orthoneura HSNU20190123
Ficus cf segoviae N Ronsted 119
Ficus segoviae Morales 2472
Ficus insipida SantamariaAguilar 2914
Ficus lapathifolia Gomez Chagala 683
Ficus yoponensis Stevens 37406
Ficus adhatodifolia HSNU20180228
Ficus tonduzii Monteagudo 14187
Ficus macbridei Quisbert 1244
Ficus torresiana Estonda 2258
Ficus apollinaris Espinosa 725
Ficus maxima N Ronsted 156
Ficus mutisii HoyosGomez 2396
Ficus crassiuscula Grayum 9097
Ficus sp Weiblen1674
Pseudolmedia rigida Moya 207
Pseudolmedia laevis Moya 144
Perebea guianensis subsp guianensis  Moya 142
Pseudolmedia laevigata Neill 15741
Pseudolmedia spuria Lobo263
Noyera mollis Ledezma 963 F
Noyera rubra Silva 2935 F
Perebea xanthochyma Aguilar 10866 F
Perebea angustifolia Araya 479 F
Perebea humilis R Foster 11037 F
Perebea guianensis subsp hirsuta Graham 2336 F
Helicostylis tomentosa C10011604
Helicostylis turbinata F 1247063
Helicostylis tovarensis Chapi 63
Maquira guianensis subsp costaricana F 2251117
Maquira guianensis F 2302650
Maquira sclerophylla Sabatier 5326
Maquira coriacea Altamirano 3387
Naucleopsis naga F 2047822
Naucleopsis francisci F 2311189
Naucleopsis ulei subsp amara F 2312797
Naucleopsis krukovii F 2285867
Naucleopsis pseudonaga F 2312795
Naucleopsis capirensis F 2312425
Naucleopsis glabra F 2312782
Naucleopsis ternstroemiiflora F 1826476
Naucleopsis caloneura F 2143090
Naucleopsis macrophylla Berg18534
Castilla elastica Chase19850
Castilla ulei F 2312790
Castilla tunu Rodriguez 13002
Olmedia aspera
Poulsenia armata C10011557
Antiaris toxicaria SRR13279561
Antiaris toxicaria C10011604
Mesogyne insignis
Antiaropsis decipiens
Sparratosyce dioica Weiblen1223
Streblus asper EG696
Streblus tonkinensis Hoang CBL1644
Dorstenia strangii
Dorstenia tentaculata
Dorstenia ramosa subsp  Dolichocaula
Dorstenia morifolia
Dorstenia cayapia ssp  vitifolia
Dorstenia bonijesu
Dorstenia urceolata
Dorstenia tubicina
Dorstenia bahiensis
Dorstenia brasiliensis
Dorstenia cayapia ssp  Cayapia
Dorstenia milaneziana
Dorstenia lagoensis
Dorstenia flagellifera
Dorstenia fawcetti
Dorstenia petraea
Dorstenia caimitensis
Dorstenia erythrandra
Dorstenia roigii
Dorstenia peruviana
Dorstenia umbricola
Dorstenia carautae
Dorstenia tenuis
Dorstenia hirta
Dorstenia turnerifolia
Dorstenia contrajerva
Dorstenia drakeana
Dorstenia lindeniana
Dorstenia excentrica
Dorstenia appendiculata
Dorstenia elliptica
Dorstenia warneckei
Dorstenia goetzei
Dorstenia zanzibarica
Dorstenia hildebrandtii var  schlechcteri
Dorstenia buchananii
Dorstenia benguellensis
Dorstenia foetida
Dorstenia astyanactis
Dorstenia barnimiana
Dorstenia indica
Dorstenia picta
Dorstenia ciliata
Dorstenia poinsettiifolia
Dorstenia tenera
Dorstenia yambuyaensis
Dorstenia variifolia
Dorstenia tayloriana var  tayloriana
Dorstenia holstii
Dorstenia brownii
Dorstenia soerensenii
Dorstenia psilurus
Dorstenia turbinata
Dorstenia mannii
Dorstenia alta
Utsetela gabonensis
Utsetela neglecta
Dorstenia angusticornis
Dorstenia kameruniana
Dorstenia africana
Scyphosyce manniana
Scyphosyce pandurata
Dorstenia oligogyna
Dorstenia djettii
Trilepisium madagascariense
Bosqueiopsis gilletii
Brosimum potabile
Brosimum parinarioides
Brosimum longifolium
Brosimum utile
Brosimum rubescens
Brosimum multinervium
Brosimum amazonicum
Brosimum oligandrum
Brosimum sprucei
Brosimum gauidichaudii
Brosimum glaucum
Brosimum guianense
Brosimum alicastrum
Brosimum alicastrum subsp bolivarinese
Brosimum costaricanum
Brosimum acutifolium
Brosimum lactescens
Treculia obovoidea
Treculia acuminata
Treculia africana
Sloetiopsis usambarensis
Bleekrodea madagascariensis
Sloetia elongata
Broussonetia kazinoki
Broussonetia papyrifera
Malaisia scandens
Broussonetia kurzii
Allaeanthus luzonicus
Broussonetia greveana
Fatoua pilosa
Fatoua villosa
Hullettia dumosa
Hullettia griffithiana
Parartocarpus venenosus
Parartocarpus bracteatus
Pseudostreblus indicus
Artocarpus scortechinii
Artocarpus elasticus
Artocarpus corneri
Artocarpus jarrettiae
Artocarpus sumatranus
Artocarpus kemando
Artocarpus maingayi
Artocarpus teijsmannii
Artocarpus sericicarpus
Artocarpus tamaran
Artocarpus excelsus
Artocarpus lowii
Artocarpus obtusus
Artocarpus horridus
Artocarpus mariannensis
Artocarpus bergii
Artocarpus camansi
Artocarpus altilis
Artocarpus montanus
Artocarpus blancoi
Artocarpus treculianus
Artocarpus nigrescens
Artocarpus pinnatisectus
Artocarpus rigidus
Artocarpus hispidus
Artocarpus callophyllus
Artocarpus odoratissimus
Artocarpus melinoxylus
Artocarpus chama
Artocarpus nobilis
Artocarpus hirsutus
Artocarpus anisophyllus
Artocarpus clementis
Artocarpus sarawakensis
Artocarpus brevipedunculatus
Artocarpus annulatus
Artocarpus integer
Artocarpus heterophyllus
Artocarpus altissimus
Artocarpus sepicanus
Artocarpus primackii
Artocarpus tomentosulus
Artocarpus fretessii
Artocarpus borneensis
Artocarpus longifolius subsp adpressus
Artocarpus vrieseanus var vrieseanus
Artocarpus vrieseanus var refractus
Artocarpus xanthocarpus
Artocarpus lamellosus
Artocarpus rubrovenius
Artocarpus subrotundifolius
Artocarpus ovatus
Artocarpus fulvicortex
Artocarpus glaucus
Artocarpus rubrosoccatus
Artocarpus griffithii
Artocarpus dadah
Artocarpus humilis
Artocarpus thailandicus
Artocarpus gomezianus
Artocarpus parvus
Artocarpus zeylanicus
Artocarpus lacucha
Artocarpus pithecogallus
Artocarpus gongshanensis
Artocarpus petelotii
Artocarpus styracifolius
Artocarpus hypargyraeus
Artocarpus tonkinensis
Artocarpus papuanus
Artocarpus limpato
Artocarpus frutescens
Batocarpus orinocensis
Clarisia biflora
Clarisia racemosa
Batocarpus amazonicus
Batocarpus costaricensis
Clarisia ilicifolia
Sorocea bonplandii
Sorocea hilarii
Sorocea guilleminiana
Sorocea muriculata subsp uaupensis
Sorocea steinbachii
Sorocea pubivena subsp hirtella
Sorocea briquetii
Sorocea muriculata subsp muriculata
Sorocea jaramilloi
Sorocea pubivena subsp oligotricha
Sorocea pubivena subsp pubivena
Sorocea trophoides
Sorocea affinis
Sorocea duckei
Sorocea sprucei subsp saxicola
Sorocea subumbellata
Bagassa guianensis
Morus sp
Morus alba
Morus sp
Morus sp
Morus sp
Morus australis
Morus serrata
Morus macroura
Morus microphylla
Morus celtidifolia
Morus rubra
Morus notabilis
Trophis cuspidata
Trophis mexicana
Trophis racemosa
Trophis involucrata
Paratrophis australiana
Paratrophis glabra
Paratrophis philippinensis
Paratrophis pendulina
Paratrophis microphylla
Paratrophis anthropophagorum
Paratrophis insignis
Ampalis mauritiana
Ampalis dimepate
Milicia excelsa
Milicia regia
Afromorus mesozygia
Maillardia borbonica
Maillardia montana
Taxotrophis spinosa
Taxotrophis taxoides
Taxotrophis ilicifolia
Taxotrophis macrophylla
Taxotrophis zeylanica
Maclura cochinchinensis
Maclura pubescens
Maclura tricuspidata
Maclura amboinensis
Maclura fruticosa
Maclura thorellii
Maclura pomifera
Maclura brasiliensis
Maclura spinosa
Maclura andamanica
Maclura africana
Maclura tinctoria subsp mora
Maclura tinctoria subsp tinctoria

83.53[82.61−84.55]

81.14[80.06−82.35]

78.28[76.79−79.57]

63.83[60.26−69.38]

44.37[40.89−50.14]

42.42[39.05−48.1]

18.35[13.33−40.56]

15.01[12.18−18.96]

14.59[11.34−17.28]

13.78[10.81−16.43]

13.36[10.47−16]

12.4[9.79−14.82]

10.16[8.09−11.82]

9.68[7.71−11.17]

9.37[7.46−10.76]
8.39[6.75−9.52]

7.36[5.97−8.32]
5.56[4.59−6.24]

4.84[4−5.43]
4.46[3.78−5.12]

3.6[3.03−4.09]

3.16[2.59−3.5]

9.16[7.27−10.49]
7.38[5.88−8.44]

6.64[5.25−7.59]
6.38[5.04−7.34]

9.1[8.03−9.87]
7.02[6.67−7.47]

5.43[5.15−5.65]
3.08[2.88−3.31]

4.26[3.98−4.49]

4.38[4.08−4.58]

11.81[9.45−13.59]
10.96[8.97−12.75]

10.12[8.18−11.88]
8.74[7.28−10.83]

5.35[4.59−6.14]
4.36[3.73−5]

6.67[5.23−9.18]

11.6[9.45−14.8]

9.77[8.19−13.52]

9.2[7.68−12.93]
8.78[7.33−12.44]

7.69[6.32−11.05]
7.45[6.14−10.9]

5.08[4.38−5.77]
4.12[3.64−4.63]

2.58[2.24−2.83]

5.02[4.24−5.82]

8.92[6.5−13.26]
7.43[4.84−9.65]

5.72[3.83−7.18]

3.14[2.49−4.26]

11.07[10.33−12.19]

8.81[8.36−9.22]

8.17[7.77−8.48]

6.94[6.7−7.19]

5.93[5.72−6.17]

5.21[4.99−5.46]
5.1[4.9−5.33]

4.68[4.5−4.9]
4.24[4.08−4.44]

3.2[3.07−3.33]
2.99[2.84−3.1]

2.59[2.48−2.72]

3.43[3.25−3.61]

5.28[5.07−5.47]
3.07[2.93−3.27]

5.69[5.47−5.89]
4.9[4.74−5.13]

4.63[4.41−4.78]
4.26[4.09−4.42]

3.78[3.62−3.92]
3.46[3.32−3.61]

3.06[2.9−3.2]

2.67[2.52−2.85]

7.78[7.37−8.06]
3.32[3.04−3.67]

4.09[3.86−4.35]
3.2[2.98−3.42]

10.37[9.55−11.24]

9.38[8.64−10.33]
9.02[8.31−9.98]

8.62[7.9−9.55]
7.68[6.98−8.58]

7.03[6.22−7.77]
4.87[4.56−5.19]

3.41[3.23−3.58]
2.4[2.29−2.56]

4.46[4.18−4.76]
3.88[3.64−4.16]

4.57[3.89−5.53]

7.56[6.85−8.17]
7.19[6.5−7.78]

4.85[4.05−5.48]

13.8[10.8−16.23]

12.43[10.01−14.14]

10.97[8.98−12.68]

10.42[8.58−12.02]

9.55[7.85−11.08]

9.09[7.45−10.57]

8.75[7.15−10.19]

8.28[6.77−9.68]

6.87[5.63−8.13]
6.41[5.56−7.83]

5.88[5.11−7.2]
4.39[3.74−5.31]

4.99[4.05−6.01]

6.53[5.34−7.91]
5.76[4.83−7.1]

7.55[6.1−8.8]

7.5[6.63−9.03]

10.02[8.29−11.2]

9.66[8.01−10.76]

8.28[6.98−9.21]
6.02[5.2−6.68]

4.05[3.58−4.48]

1.93[1.79−2.06]

3.62[3.33−3.83]
2.41[2.27−2.57]

2.02[1.89−2.14]

9.33[7.72−10.49]
6.42[5.33−7.44]

5.54[4.58−6.54]

9.99[8.23−11.84]
9.12[7.69−11.13]

10.42[6.97−12.69]

14.98[10.3−17.43]

13.19[9.19−15.33]
10.36[7.63−12.55]

7.44[6.04−9.04]
4.01[3.71−4.38]

3.55[3.32−3.75]
3.32[3.16−3.51]
3.14[2.98−3.3]

2.66[2.53−2.8]

2.94[2.81−3.11]

11.6[8.28−14.27]
5.95[4.86−6.81]

6.9[5.79−8.14]
3.66[3.03−4.13]

41.66[38.42−47.45]

38.75[36.77−42.95]

35.09[34.79−35.28]

34.08[34−34]

9.44[6.55−10.09]
6.97[5.89−7.54]

6.69[5.71−7.2]

6.37[5.63−7]

6.1[5.4−6.64]

5.94[5.25−6.43]

5.7[5.06−6.14]

5.34[4.71−5.77]

5.03[4.45−5.42]

4.73[4.2−5.1]
3.66[3.2−3.93]

3.87[3.44−4.16]

4.44[3.9−4.79]
3.13[2.71−3.4]

5.51[4.88−5.94]

5.01[4.37−5.39]
4.55[3.97−4.89]

3.52[3.05−3.84]

5.16[4.51−5.5]
4.28[3.77−4.63]

4.36[3.84−4.64]

5.33[4.65−5.74]
4.11[3.55−4.51]

5.46[4.83−5.93]

8.15[5.92−9.65]

7.74[6−9.43]

4.96[4.39−5.59]
4.69[4.17−5.26]

4.28[3.83−4.76]
4.12[3.7−4.53]

3.8[3.44−4.28]
2.78[2.53−3.07]

3.66[3.29−4.03]

4.04[3.61−4.48]

7.1[5.63−8.58]
5.22[4.27−6.06]

4.46[3.66−5.18]
3.92[3.18−4.49]

3.62[3−4.17]
3.09[2.52−3.59]

7.61[5.21−9.13]
6.55[4.18−7.95]

4.57[2.63−6.6]
3.26[1.85−4.46]

2.43[1.59−3.4]

14.11[10.56−17.6]

11.68[9.54−13.41]

10.1[8.9−11.25]

8.64[7.86−9.31]

8.12[7.45−8.77]

7.14[6.43−7.58]
6.77[6.25−7.36]

6.55[6.01−7.04]
6.22[5.76−6.73]

5.77[5.21−6.14]
5.18[4.65−5.47]

4.6[4.12−4.87]
3.71[3.36−3.95]

4.12[3.7−4.36]

4.98[4.53−5.34]

7.79[7.17−8.34]

7.4[6.78−7.94]
6.73[6.16−7.22]

6.07[5.6−6.53]
4.81[4.43−5.28]

6.18[5.67−6.6]
4.56[4.24−4.91]

4.58[4.12−5.1]

7.98[7.14−8.68]
6.84[6.18−7.47]

9.57[8.22−10.72]
7.72[6.66−8.74]

6.52[5.57−7.26]

9.09[8.25−9.73]

8[7.49−8.5]
7.2[6.77−7.62]

6.68[6.27−7.12]
5.96[5.56−6.43]

5.25[4.89−5.79]
4.61[4.24−5.16]

6.53[6.23−7.07]

6.29[5.73−6.92]
2.12[1.92−2.32]

15.76[6.24−42.33]

8.96[5.47−11.52]

8.03[4.98−9.97]
4.99[3.2−6.18]

7.23[4.53−8.97]

6.85[4.27−8.46]
4.39[2.92−5.48]

16.76[7.19−36.65]
13.18[5.53−33.05]

11.9[4.91−31.57]
10.31[4.42−25.99]

5.05[4.33−5.64]
4.45[3.89−5.01]

3.95[3.54−4.52]
3.61[3.23−4.12]

2.77[2.42−3.09]
1.61[1.38−1.88]

4.48[3.95−5.1]
3.2[2.79−3.86]

5.48[2.5−8.29]

39.49[34.51−56.69]

31.86[26.07−51.83]

30.3[24.79−50.13]

29.72[24.24−49.37]

29.1[23.67−48.6]

28.34[23.1−47.91]

28[22.67−47.34]

27.37[22.09−46.57]

26.45[21.21−45.52]

24.48[19.53−42.81]

23.16[18.42−40.5]
18.18[8.51−37.27]

13.7[6.76−20.74]
5.98[4.76−7.7]

1.7[1.46−1.97]

11.94[9.17−18.93]

21.91[17.35−39.38]
17.36[13.65−33.14]

12.91[9.35−23.9]

25.21[19.97−44.11]
20.63[15.84−38.76]

21[17.96−26.89]
19.06[16.23−24.67]

9.18[8.18−10.98]

23.45[19.29−36.11]

16.99[13.99−21.8]
14.03[11.18−18.57]

12.35[9.6−15.72]

12.83[10.05−17.74]

11.54[9.79−14.43]

13.52[10.61−20.3]
12.83[10.32−18.95]

12.19[9.8−18.16]

21.86[17.39−40.84]
13.78[7.43−27.71]

26.78[20.26−46.66]
4.84[4.51−5.14]

23.06[2.86−45.34]

34.52[29.23−52.13]

75.95[74.34−77.34]

72.16[70.29−73.78]

67.38[64.78−69.56]

65.92[63.2−68.12]

64.27[61.44−66.73]

63.43[60.63−65.79]

62.3[59.54−64.59]

58.26[55.15−60.59]

54.08[51.04−56.71]

43.48[41.03−46.11]

33.7[31.67−36.16]

25.05[23.27−26.16]

24.04[22.36−25.18]

21.97[20.87−23.34]

20.96[19.6−22.01]
20.12[18.89−21.24]

17.14[15.73−18.37]
14.19[12.63−15.36]

11.01[9.61−12.63]

18.12[16.76−19.21]

21.32[20.33−22.6]
18.77[17.6−19.99]

15.93[14.53−17.2]
14.65[13.6−16.29]

19.26[17.74−20.47]

23.41[21.61−24.56]

21.86[20.53−23.4]

19.68[18.42−21.16]
18.49[16.93−20.21]

17.4[16.15−18.89]
15.4[14.36−16.85]

14.73[13.68−15.98]
12.95[11.55−14.09]

13.4[12.02−15.22]

20.46[19.11−21.87]
17.7[16.2−19.09]

18.23[17.5−19.14]
17.05[16.14−17.86]

11.76[10.81−12.39]

52.28[49.54−55.23]
38.74[35.26−41.61]

37.2[34−40.43]

28.51[25.34−32.22]
20.47[18.62−22.75]

14.51[12.76−16.47]
11.32[9.96−12.83]

24.02[21.38−26.79]
21.67[18.78−23.82]

20.83[18.55−23.4]

31.96[28.42−34.94]

13.66[12.05−15.24]
13.44[11.97−15.14]

11.02[9.38−12.27]
9.4[8.22−10.56]

8.44[7.4−9.6]

12.38[11.12−14.15]
6.93[5.85−7.9]

17.72[14.33−20.68]

57.49[54.24−60.59]
45.16[40.9−48.28]

11.37[8.99−12.97]

3.96[3.47−4.84]

25.94[17.78−31.98]
23.87[16.32−29.37]

20.41[14.01−25.26]
7.4[6.01−8.58]

18.46[12.36−23.13]

20.61[12.56−25.73]

40.61[7.8−63]

57.22[27.24−67.77]

25.8[13.35−36.99]

20.71[16.03−26.13]

19.66[15.43−24.87]

12.19[8.96−17.64]
11.05[7.81−16.21]

10.23[3.33−15.29]

9.77[6.73−13.15]
3.96[3.01−5.11]

13.14[11.58−15.34]
8.23[7.29−9.63]

20.06[15.61−25.17]
18.7[14.36−23.21]

16.29[12.47−20.02]
14.99[11.34−18.38]

8.06[6.54−10.39]

9.5[7.91−11.61]

15.39[11.43−19.28]

21.12[11.59−32.82]
13.35[6.54−25.77]

55.63[10.45−68]

40.61[17.74−68.45]
24.99[10.1−32.86]

10.27[7.05−12.96]

16.2[8.81−20.7]
10.49[6.02−13.3]

12.79[9.51−16.59]

76.97[74.47−80.4]
21.4[20.39−22.82]

11.7[10.99−12.4]

3.21[2.94−3.61]

82.01[80.94−83.11]

77.63[76.53−78.69]

64[64−64]

24.16[17.32−28.38]

23.05[16.95−27.09]

22.54[16.66−26.3]

17.96[14.49−20.09]

14.69[12.82−16.32]

9.92[8.77−11.23]

9.56[8.41−10.83]

9.3[8.17−10.61]

8.98[7.8−10.26]
8.63[7.47−9.95]

8.3[7.17−9.66]

8.03[6.92−9.33]

7.63[6.55−8.88]
7.11[6.13−8.28]

4.87[4.07−5.91]

6.55[5.78−7.52]
4.36[3.95−4.77]

3.62[3.29−4.03]

7.69[6.56−9.18]

7.81[6.73−9.24]

2.37[2.25−2.48]
2.26[2.17−2.41]

1.78[1.66−1.87]

1.92[1.82−2.02]

7.72[6.61−9.25]
7.02[5.76−8.39]

3.88[3.02−4.87]

13.49[11.69−14.56]

9.24[8.65−9.65]
7.82[7.44−8.15]

7[6.67−7.28]
6.43[6.15−6.71]

5.17[4.94−5.35]
4.08[3.85−4.24]

3.23[3.09−3.46]

5.53[5.25−5.86]
4.89[4.54−5.13]

3.82[3.55−4.03]

7.33[6.46−8.13]
4.84[4.22−5.23]

20.64[14.4−24.31]

10.23[9.55−11.02]

9.51[8.88−10.27]

8.83[8.24−9.6]

8.3[7.68−9.02]

7.96[7.37−8.65]

7.64[7.03−8.36]

7.12[6.6−7.88]
6.53[6.03−7.38]

4.53[3.91−5.1]

5.37[4.73−6.03]

5.94[5.43−6.53]
4.2[3.82−4.74]

5.96[5.37−6.63]
4.44[3.9−5.03]

3.98[3.46−4.55]

7.67[7.2−8.53]

8.78[8.31−9.53]
8.56[8.11−9.27]
8.38[7.97−9.13]

5.57[5.28−6.02]
4.88[4.55−5.29]

7.26[6.85−7.9]

5.47[5.06−5.98]

7.48[6.7−8.65]
5.86[5.48−6.29]

4.54[4.25−4.89]
3.82[3.49−4.09]

5.08[4.73−5.43]

11.97[10.42−13.02]
7.76[6.77−8.63]

17.68[7.01−23.75]
15.21[7.63−21.33]

14.84[7.44−20.64]
14.12[7.05−19.8]

14.51[7.21−20.25]

51.38[42.23−58.12]

24.96[20.93−39.77]

23.93[19.97−38.91]

23.57[19.69−38.38]

13.01[11.63−14.54]

9.16[8.82−9.58]

7.94[7.69−8.33]

6.25[6.02−6.56]
3.62[3.34−3.91]

2.95[2.66−3.28]

4.19[3.91−4.5]

7.12[6.86−7.43]
3.05[2.92−3.17]

1.84[1.74−1.95]

2.01[1.9−2.13]
1.04[0.94−1.13]

1.38[1.28−1.48]

8.52[7.7−9.47]
3.73[3.25−4.31]

20.74[13.37−37.1]

10.13[8.94−11.12]

8.09[7.57−8.87]
5.95[5.55−6.39]

5.3[4.9−5.66]
3.96[3.71−4.3]

2.59[2.46−2.77]
2.03[1.9−2.18]

1.76[1.65−1.9]
1.17[1.09−1.28]

5.97[5.52−6.65]
2.43[2.15−2.84]

7.54[6.47−8.26]
3.4[3.13−3.72]

2.71[2.52−2.94]

23.97[19.98−38.89]

23.09[18.94−37.99]

22.2[17.02−39.94]
12.57[9−14.02]

11.83[9.11−13.57]
11.62[8.87−13.29]

11.25[8.58−12.86]
7.69[5.92−8.69]

5.32[4.29−5.85]

20.48[15.45−36.67]

20.11[16.06−34.05]
3.3[2.94−3.93]

9.08[7.51−10.74]

23.47[22.55−24.92]
21.77[20.79−22.89]

21.07[20−21.98]
20.08[19.11−21]

39.06[37.78−40.51]

15.54[14.96−16.02]

12.99[12.6−13.45]
9.81[9.48−10.3]

7.6[7.29−7.83]
6.94[6.69−7.1]

5.76[5.51−5.97]

5.44[5.16−5.64]

7.86[7.33−8.75]

13.62[13.1−13.97]
4.08[3.81−4.41]

5.59[5.3−5.89]

Africa
Asia
Australaisa
Neotropics
Afr+Asia
Afr+Aus
Afr+Neo
Asia+Aus
Asia+Neo
Aus+Neo

Ple.PlioceneMioceneOligoceneEocenePaleoceneUpper
Q.NeogenePaleogeneCretaceous

02333.9566684.4

Fi
ce

ae
O

lm
ed

ie
ae

D
or

st
en

ie
ae

Pa
ra

rto
ca

rp
ea

e

Ar
to

ca
rp

ea
e

M
or

ea
e C
hl

or
op

ho
re

ae

Ph
ar

m
ac

os
yc

ea
   

   
  

U
ro

st
ig

m
a

O
re

os
yc

ea
C

ar
ic

ae
Sy

ci
di

um
Sy

co
m

or
us

Er
io

sy
ce

a
Fr

ut
es

ce
nt

ie
ae

Sy
no

ec
ia

Fig. 4. Time- calibrated Moraceae tree, showing inferred ancestral ranges at the nodes. Textual node labels indicate node ages and 95% HPD, in Ma.
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members of the Blastophaginae (35), which pollinate both 
Oreosycea and some of the species associated by their chloroplast 
lineages (SI  Appendix, Fig.  S2, Clades 3 and 4 in particular). 
The Blastophagineae also link Oreosycea and Pharmacosycea—
the two lineages that traditionally comprise the (paraphyletic) 
subgenus Pharmacosycea. Another member of Moraceae, the 
broad Streblus as defined by Corner, forms a morphological but 
nonmonophyletic alliance dispersed throughout the phylogeny 
that may be described as morphological relics of an ancestral taxon 
(27, 36). The same might be said of the two sections of subg. 
Pharmacosycea, preserving ancestral characters and occupying sister 
positions either to the entire genus or to subclades in both the 
nuclear and chloroplast trees.

The ancient introgressions inferred here are consistent with pat-
terns observed in extant figs. Deep introgression events appear to 
be limited to certain lineages (primarily Mixtiflores and Oreosycea), 
and hybridization among extant figs is also apparently unevenly 
distributed among clades, with many reports focusing on the 
Neotropical and Afrotropical monoecious figs (10, 14, 33, 37), 
although hybridization between closely related dioecious figs has 
also been reported (38–40). This variation in effective gene flow 
could reflect variation in pollinator specialization (39) or genetic 
distance among species within clades. Two processes may facilitate 
the breakdown in pollinator exclusivity necessary for hybridization 
to occur. Biogeographic processes may lead to secondary contact 
between recently diverged species or even bring together previously 
separated species that had never evolved barriers to hybridization. 
Current hybridization in Panamanian figs (14, 33) might involve 
this dynamic, facilitated by the recent rise of the Isthmus of 
Panama. A recent study found ongoing hybridization and historical 
introgression between two closely related fig species, which never-
theless remain essentially distinct (33), mirroring on a small scale 
the broader dynamic observed in deep time in this study: stability 
of lineages despite occasional hybridization. A second kind of 
breakdown of pollinator exclusivity has been documented when a 
fig species is isolated and the normal pollinator is absent (13, 41). 
Historical introgressions may result from the same processes, with 
isolation perhaps caused by climatic or environmental changes; 
indeed, many extant Oreosycea and Urostigma species display 
intermittent growth, a helpful adaptation to environmental fluc-
tuations in seasonally dry forests where some of these species are 
native. Yet even in isolation, figs often maintain fidelity to their 
usual pollinators (12, 13), contributing to the episodic nature of 
introgression in figs. This second pattern mirrors recent findings 
in the oak family (Fagaceae) in which hybridization at the base of 
the tree involved lineages that no longer hybridize but that exhib-
ited historical sympatry (at continental levels), while introgression 
among extant species may reflect adaptive introgression or simply 
porous barriers between recently diverged species (42, 43). Ficus, 
like oaks, may be a syngameon reflecting an equilibrium between 
adaptive introgression and the maintenance of genomically distinct 
species (5), and occasional introgression involving stress- adapted 
species (like certain Oreosycea) may contribute to the survival and 
evolution of other species. This idea might be tested in the future 
by combining our phylogenetic results with current and past cli-
matic data.

Classification of Figs. We highlight two noteworthy taxonomic 
findings. The first is the existence of a section- level clade that is 
endemic to Madagascar, containing at least three species. The 
persistence of this lineage fits into a pattern of unique lineages 
diversifying in Madagascar, highlighting the geographic and 
evolutionary isolation of the island (44–46). Further study of 
these taxa may provide insights into the origins of the African 

and Neotropical stranglers (Galoglychia and Americanae), which 
have high rates of speciation (SI Appendix, Fig.  S7) (47). This 
finding also highlights the importance of dense taxon sampling, 
as we had no a priori expectation that these species would form a 
distinct clade. Second, we note the monophyly of subg. Spherosuke 
(=Urostigma, the Mixtiflores clade), a subject of conflicting past 
studies (11, 16). While its monophyly is highly supported in the 
nuclear tree (LPP = 1.0, P < 0.05), substantial gene tree conflict 
exists (evidenced by the quartet score of less than 0.5), and all 
inferred networks showed introgression involving at least part of 
the subgenus, which appears as two distinct chloroplast lineages.

The well- resolved phylogenetic tree presented here provides a 
basis for establishing an updated higher classification of Ficus. 
While the backbone topology here differs in some ways from that 
recovered by other phylogenomic studies (11, 15), those studies 
(and for the most part Clement et al. (16) as well) agree on the 
major clades (Fig. 1). The informal clade names proposed by 
Clement et al. (16), with the addition of Urostigma to the 
Mixtiflores clade, already provide a framework for fig classification. 
Building upon that framework as well as the emerging consensus 
as to the major clades, the formal taxa could easily be updated 
with a few mere changes in rank (e.g., elevating sect. Oreosycea to 
subgenus level) and circumscription (perhaps expanding the cir-
cumscription of subg. Ficus).

Biogeography. Our time- calibrated Moraceae tree reconstructed 
a Paleocene stem (63.8 Ma, 95% HPD 60.3 to 69.4) and Eocene 
crown for Ficus (44.4 Ma, 95% HPD 40.9 to 50.1), close to the 
ages in the study by Zhang et al. (20) (Fig. 4 and SI Appendix, 
Fig.  S6). Given the paucity of verifiable Ficus fossils and the 
possibility of deep coalescence in gene trees, these dates might 
best be treated as minimum ages. The biogeographic analysis 
recovered an Asian stem node with two subsequent dispersals to 
the Neotropics, consistent with previous studies finding an Asian 
origin for Ficus (10, 48). The Asia- to- Asia+Neotropics pattern 
appears at the root of four out of seven tribes in Moraceae, 
reflecting a recurring phylogenetic pattern within Moraceae of 
largely Asian clades sister to largely Neotropical clades.

Moraceae were present in boreotropical North America during 
the Eocene (49), and while Ficus itself has not yet been recorded, 
the presence of the family raises the possibility that the habitat 
might have been suitable for the genus. Dispersal from Eurasia 
via North America to the Neotropics, previously proposed for 
Artocarpeae (50), is therefore plausible. An alternative possibility 
is dispersal via Africa, as Moraceae were also present in the late 
Cretaceous of Egypt (51), or even via subtropical Antarctica dur-
ing the Eocene. Any of these scenarios would likely have involved 
substantial extinction of stem lineages due to glaciation in North 
America or Antarctica, or due to desertification in Africa. Other 
dynamics observed in our analyses hint at a role for extinct or 
unknown lineages. For example, the chloroplast affinity between 
some Australasian Oreosycea (ser. Glandulosae) and Eriosycea 
likely originated in a hybridization event between an extinct ances-
tor of both either in Asia or on a drifting India. Likewise, the 
Madagascar clade, sister to African and Neotropical stranglers, 
may represent a link between Asian and Neotropical+African 
Mixtiflores. Long- distance dispersal also cannot be discounted, 
particularly as both bats and birds are major dispersers of figs (52). 
The long Ficus stem coupled with the long distance between Asia 
and the Neotropics strongly suggests the involvement of extinct 
stem taxa (sometimes called “ghost lineages”) (53) in the evolution 
of Ficus. The older ages of internal nodes in the chloroplast tree 
(Fig. 2) as well as the generally older node ages in the most recent 
phylogenetic study of fig wasps provide additional circumstantial 

http://www.pnas.org/lookup/doi/10.1073/pnas.2222035120#supplementary-materials
http://www.pnas.org/lookup/doi/10.1073/pnas.2222035120#supplementary-materials
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evidence of ghost lineages. The biogeographic interplay between 
the fig and wasp phylogenies will be a major area of study as 
detailed and well- supported phylogenetic reconstructions for both 
figs and wasps come into focus.

The analyses here paint a picture of more or less isolated evo-
lution within phylogenetically stable lineages punctuated by occa-
sional local introgression events likely mediated by local pollinator 
sharing. While the obligate mutualism between figs and fig wasps 
promotes lineage fidelity, it is not ironclad. Local gene flow—both 
within extant clades and among stem lineages predating extant 
diversity—plays a recurring role in the evolution of figs, perhaps 
allowing transfer of beneficial genes between species. By the same 
token, the fig–wasp mutualism appears to play a role in limiting 
introgression, resulting in a fundamentally tree- like pattern of 
evolution despite occasional introgression and promoting diver-
gence of species by preventing genetic homogenization. The phy-
logenetic history of figs thus highlights that while hybridization 
is an important process in plant evolution, the mere ability of 
species to hybridize locally does not necessarily translate into ongo-
ing introgression between lineages, particularly in the presence of 
obligate plant–pollinator relationships. As patterns in the evolu-
tion of tropical biodiversity continue to come into focus, research-
ers must continue to consider the balance between hybridization 
and the processes that limit it.

Materials and Methods

Taxon Sampling. The complete study included a total of 627 samples, 245 spe-
cies of Ficus (330 samples), 284 other Moraceae, and 13 outgroups (in Urticaceae 
and Cannabaceae) (SI Appendix, Table S1). In Ficus, sampling represented all 
major lineages and about 30% of the recognized species. In the rest of Moraceae, 
sampling represented all genera, mostly with species- level sampling (exceptions 
include Dorstenia, with ca. 50% sampling, and the tribe Olmedieae, with ca. 60% 
sampling). Data sources included 330 samples newly sequenced for this study 
and 256 samples from previous studies by the authors (27, 34, 54, 55), supple-
mented with samples from the NCBI Sequence Read Archive, and outgroups from 
the Plant and Fungal Tree of Life project (PAFTOL). New samples were collected 
during fieldwork in Australia, Brunei, Cameroon, Madagascar, Papua New Guinea, 
Philippines, Reunion, Sabah and Sarawak in Malaysia, Thailand, Yunnan, South 
China, Ryukyu Islands, from curated living collections of botanic gardens (Bergen 
Botanical Garden, Fairchild Tropical Botanical Garden, National Tropical Botanical 
Garden, US Department of Agriculture Subtropical Horticulture Research Station, 
Xishuangbanna Tropical Botanical Garden), and from herbarium specimens  
(C, F, K, L, MO, SING).

Sample Preparation and Sequencing. Approximately 1 cm2 of leaf tissue was 
ground using a FastPrep- 24 (MP Biomedicals, Santa Ana, CA, USA), and DNA 
was extracted using either the Qiagen DNeasy Plant Mini kit (Qiagen, Hilden, 
German) or a modified CTAB protocol (56), with the incubation periods for lysis 
and precipitation in the latter sometimes extended to overnight or longer for 
herbarium specimens. DNA was quantified using a Qubit fluorometer and frag-
mented to a target mean size of 550 bp. Due to the scope of this collaboration, 
library preparation took place in more than one laboratory. Therefore, for some 
samples, Illumina TruSeq–compatible libraries were prepared using the NEB DNA 
Ultra 2 kit (New England Biolabs, Ipswich, MA, USA) following the manufacturer’s 
protocol, except that most pre- PCR steps were carried out in half- volumes to save 
reagent costs. For other samples, similar libraries were prepared using the blunt- 
end single- tube protocol “BEST” (57) with an additional column- cleaning step 
(58). All newly prepared libraries were enriched for 1,315 single- copy nuclear 
genes (“Ficus1315”) identified by Bruun- Lund (31), and a majority were also 
enriched for the 333 Moraceae loci (“Moraceae333”) identified by Gardner 
et al. (30). Enrichment was carried out using a custom myBaits kit (Daicel Arbor 
Biosciences, Ann Arbor, MI, USA) following the manufacturer’s protocol, except 
that the RNA baits were diluted 1:1 with nuclease- free water. A subset of samples 
were subjected to technical replicates to verify the reliability and repeatability of 
laboratory processes.

Datasets. We assembled four datasets:

1. All- Ficus: 1,751 genes for 330 Ficus samples (not including 29 technical 
replicates) plus five outgroups in the sister tribe, rooted with Broussonetia 
papyrifera.

2. WGS- Ficus: 16,449 genes for 26 Ficus samples, plus two outgroups.
3. Plastome: Whole chloroplasts for 219 Ficus samples.
4. Dated- Moraceae: 1,751 genes for 528 samples spanning the whole 

Moraceae, including one sample per species in Ficus.

Sequence Assembly and Alignment. For the All- Ficus samples, we trimmed 
reads using Trimmomatic (ILLUMINACLIP: TruSeq3- PE.fa:2:30:10 HEADCROP:3 
LEADING:30 TRAILING:25 SLIDINGWINDOW:4:25 MINLEN:20) (59). The trimmed 
reads were assembled using HybPiper 1.2, which produces gene- by- gene, de 
novo assemblies guided by a set of reference CDS sequences (60). Assemblies 
were carried out using default parameters; the reference file consisted of the pre-
dicted CDS for each target gene in the Moraceae333 and Ficus1315 sets as well as 
sequences for the Angiosperms353 genes (61), some of which were recoverable 
from off- target reads, for a total of 1,751 genes. Subsequent analyses used the 
default HybPiper output, which is the predicted CDS for each gene. For each gene, 
sequences were filtered to remove those whose length was less than 100 bp or 
25% of the average length of that gene, and samples with less than 50 genes 
remaining after filtering were discarded. The filtered sequences were aligned 
with MAFFT 7.450 (62), and sites with over 75% gaps were removed using TrimAl 
(63). An initial set of gene trees was estimated using FastTree 2.1.10 (64), and 
sequences corresponding to outlier branches were removed from the alignments 
using TreeShrink in “all- genes” mode. These cleaned alignments were used for 
all subsequent sequence analyses.

Phylogenomic Analyses. Gene trees were generated using IQTree 2.0.3 (65) 
under the best- fit model for each gene as determined by Bayesian Information 
Criterion, and node support was calculated using 1,000 ultrafast bootstrap rep-
licates. After collapsing nodes with less than 30% support using TreeCollapseCL 
3.0 (66), the gene trees were used to estimate a species tree using ASTRAL- III 
5.7.1 (67). Node support was estimated using LPP, a metric based on quartet 
scores that represents gene tree concordance. We also carried out a polytomy 
test in ASTRAL (−t 10) to investigate whether the polytomy hypothesis could be 
rejected for each node.

Because questions have been raised in previous studies about long branch 
attraction caused by site saturation affecting the rooting of Ficus (11), we reran 
ASTRAL on a conservative selection of genes filtered for saturation and GC- content 
heterogeneity using genesortR (68). First, we sorted genes by saturation level (69) 
and discarded the highest 50%; we then calculated GC content for Pharmacosycea 
and for the rest of Ficus and retained only those loci for which GC in both groups 
was within one SD of the mean GC in Ficus. We also applied a stricter filter to 
the gene trees, retaining only those splits with at least 50% bootstrap support.

Whole- Genome Phylogenetic Analysis. This analysis contained 30 species, 
including the 15 analyzed by Wang et  al. (15). Samples were trimmed and 
assembled as described above and then assembled with HybPiper 1.2 under 
default parameters, using the complete set of predicted CDS from the Ficus 
microcarpa genome (70) as a reference. We discarded all sequences for any gene 
that triggered a paralog warning in HybPiper for any sample. Within each locus, 
sequences less than 50% of the average length or 500 bp were discarded, and loci 
with an average length of less than 750 bp or containing fewer than 10 samples 
were also discarded. Alignment and tree inference for the 16,449 genes passing 
these filters then proceeded as outlined above.

Chloroplast Phylogeny. For each sample, reads were mapped to the Ficus carica 
chloroplast genome (GenBank accession number KY635880.1) using BWA (71). 
Variants were called using SAMtools, and a consensus sequence was generated 
using the mpileup command (72). To ensure the reliability of the alignments, 
indels were not included in consensus sequences, as we found that these intro-
duced errors into alignments, particularly in areas with lower depth. Samples with 
more than 50% undetermined bases across the entire plastome were discarded, 
and the remaining were concatenated into an alignment (no separate aligning 
step was necessary as the consensus sequences did not contain indels), which 
was visually inspected for artifacts in AliView. A sequence for Ficus albipila from 
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Bruun- Lund et al. (19) was added to the alignment. A maximum- likelihood tree 
based on the unpartitioned alignment was inferred with RAxML- ng under the 
“GTRCAT” model, with 1,000 bootstrap replicates. We also scored nodes with quar-
tet scores based on the nuclear gene trees using the “−t 1” option in ASTRAL. The 
chloroplast tree was time calibrated and biogeographic areas were reconstructed 
following the methods outlined for the Moraceae tree below. The chloroplast tree 
was compared to the nuclear tree using the cophylo command in Phytools (73) 
in R after pruning F. albipila, which was not present in the nuclear dataset. To test 
whether the differences between the nuclear and chloroplast trees were consistent 
with incomplete lineage sorting or would be better explained by introgression, 
1,000 chloroplast trees were simulated as described in ref. 42. The ASTRAL tree, 
with branches scaled by a factor of 4 to reflect the maternal inheritance of the chlo-
roplast, was used as a starting point. The number of extra lineages in the actual 
chloroplast tree as well as in the simulated trees compared to the ASTRAL tree (i.e., 
the number of splits occurring in the chloroplast trees but not in the ASTRAL tree) 
was counted using the “DeepCoalCount_tree” command in PhyloNet 3.8.0 (74).

Analyses of Hybridization. We inferred phylogenetic networks based on two 
sample sets assembled from the 1,751 nuclear gene trees: 1) 41 Ficus samples 
representing the major lineages observed in the nuclear species tree, and 2) 27 
Ficus samples representing the major- lineage discordance between the nuclear 
and chloroplast trees. We also inferred a network based on ca. 13,586 trees for 26 
samples assembled from whole- genome sequences. Using the Phyx package, all 
gene trees were rooted using Antiaris toxicaria, and those lacking the outgroup 
were discarded. We inferred networks under maximum- pseudo- likelihood using 
PhyloNet (74), ignoring splits with less than 30% bootstrap support and other-
wise using default settings, returning the best five inferred networks. We ran the 
analyses seven times, allowing 0 to 6 reticulations, and chose the best network 
using a slope heuristic (75) and BIC.

We also examined localized gene tree conflict directly by testing whether 
any sample had a conflicting position in the gene trees. To do this, we reduced 
all rooted gene trees to sample triplets. For each triplet, we counted the number 
of times that each of the three possible topologies [A, (B, C); B, (A, C); C, (A, B)] 
occurred. Topologies with bootstrap support lower than 30% were ignored. When 
there are two topologies that are more common than the third, this could indicate 
topological conflict caused by hybridization. The direction of the gene flow can be 
estimated by counting which topology was underrepresented. Using this method, 
introgression events can only be detected if both parent lineages and their hybrid 
are included in the sampling. If only one topology is present in more than a third 
of gene trees, there is likely a single strongly supported phylogenetic pattern 
with little conflicting data. If all topologies are equally common, it could be due 
to poor resolution at the node observed, for instance due to short time between 
divergence events or due to continuous gene flow (for instance, due to conspec-
ificity). We ran 100 bootstrap replicates of all topology frequencies to derive a 
SD for them. We then calculated the occurrence of the second- most common 
topology for each triplet (minus the SD from the bootstrap replicates). If these 
were more than 1/3rd of the total number of trees, we considered that result as 
support that the sample being tested might be of hybrid origin. The values were 
visually observed in a heat map generated for each of the samples and each of the 
possible parent pairs, arranged in the order of a consensus phylogeny. All possible 
introgression events were then mapped to a phylogeny, showing the most likely 
direction of gene flow. Finally, the output was critically assessed to estimate the 
nodes at which the introgression events took place. In the case of more complex 
reticulation events, the introgression events could not be placed unambiguously.

Divergence Times and Biogeography. For reconstruction of historical biogeog-
raphy, we first inferred a time- calibrated tree on an expanded set of taxa including 
species- level sampling for most of Moraceae plus select outgroups in Urticaceae, 
rooted with Trema orientale. Outgroups and other Moraceae were drawn from 
previous studies focusing on various clades in the family (27, 34, 54, 55, 76), 
supplemented by 30 samples newly sequenced for this study, mostly from 
Olmedieae, and publicly available reads from the NCBI Sequence Read Archive 
(SI Appendix, Table S1). For Moraceae samples outside Ficeae and Olmedieae, 
sequences mostly consisted of the Moraceae333 loci, with some Angiosperms353 
loci assembled from off- target reads, whereas Urticaceae samples were based on 
the Angiosperms353 loci.

Sequences were aligned and trimmed by tribe within Moraceae, and out-
group sequences were aligned and trimmed together. These alignments were 

merged with MAFFT using the “- - merge” option and further pruned using the 
FastTree/TreeShrink method described above. Gene trees and an ASTRAL spe-
cies tree were inferred as described above. We also used genesortR (68) to sort 
genes by clock- like behavior, determined by low root- to- tip variance, low site 
saturation, and concordance with the species tree topology. To generate branch 
lengths proportional to substitutions, we selected 724 genes from this sorted list 
and generated a partitioned supermatrix, which was used in RAxML- ng (under 
GTRCAT) to infer branch lengths on the ASTRAL tree. We accounted for uncertainty 
in branch lengths by repeating the branch- length calculation on a set of 100 
jackknife replicates. For each replicate, 50% of loci were dropped, but to prevent 
taxa from dropping out, we sampled the three overlapping sets of loci separately: 
Angiosperms 353, Moraceae333, and Ficus1315. Resampling of locus names 
was carried out in R, and assembly of the jackknife supermatrices was carried 
out using fasta_merge.py from HybPiper. Before time calibration, the furthest 
outgroup, Trema orientale, was pruned from the trees.

The main tree and the jackknife trees were time- calibrated under penalized 
likelihood using treePL (77), with eight fossil constraints (SI Appendix, Table S3) 
following the workflow described by Maurin (78). The Eocene fossil achene of 
Ficus lucidus was used to constrain the stem node of Ficus to a minimum of 56 Ma 
(79), and a fossil fig wasp (80, 81) was used to constrain the stem of Galoglychia 
to a minimum age of 34 Ma. Finally, the stem nodes of sections Pharmacosycea 
and Americanae were constrained to a minimum of 16 Ma based on fossil agaonid 
wasps (82). The ages of the Moraceae crown and stem were bounded by the 95% 
HPD interval from Zhang et al. (20).

Four biogeographic areas were coded following previous studies (10, 83): 1)  
Neotropics (Southern and Central America), 2) Afrotropics (Africa and Madagascar), 
3) Australasia (including Australia, New Caledonia, New Guinea, and islands east 
of Lydekker’s line and the Moluccas), and 4) Asia (Asia including three spe-
cies which are also present in the Palearctic) (SI Appendix, Table S1). Ancestral 
area reconstruction was carried out under the DEC model as implemented in 
BioGeoBears (84). We allowed up to two simultaneous areas per node, as several 
extant taxa occur in two areas. Allowing simultaneous areas on such a large 
tree was made computationally feasible by parallelizing the DEC analysis on 
32 threads.

Finally, we reconstructed diversification rates using BAMM (85, 86) on the 
time- calibrated tree. Priors were optimized using BAMMtools (86), and less- than- 
complete sampling of certain lineages was specified using a sample probability 
table. The analysis was run for 100,000,000 generations, and the first 10% were 
discarded as burn- in based on a visual inspection of a graphical output of the 
results.

Data, Materials, and Software Availability. Raw reads have been deposited 
in the NCBI Sequence Read Archive under BioProject PRJNA956524 (87). Bait 
sequences, alignments, trees, and analysis scripts have been deposited in the 
Dryad Data Repository at https://doi.org/10.5061/dryad.x0k6djhqq (88).
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