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• Background and Aims The geographical origin and evolutionary mechanisms underpinning the rich and dis-
tinctive New Caledonian flora remain poorly understood. This is attributable to the complex geological past of the 
island and to the scarcity of well-resolved species-level phylogenies. Here, we infer phylogenetic relationships and 
divergence times of New Caledonian palms, which comprise 40 species. We use this framework to elucidate the 
biogeography of New Caledonian palm lineages and to explore how extant species might have formed.
• Methods A phylogenetic tree including 37 New Caledonian palm species and 77 relatives from tribe Areceae 
was inferred from 151 nuclear genes obtained by targeted sequencing. Fossil-calibrated divergence times were 
estimated and ancestral ranges inferred. Ancestral and extant ecological preferences in terms of elevation, pre-
cipitation and substrate were compared between New Caledonian sister species to explore their possible roles as 
drivers of speciation.
• Key Results New Caledonian palms form four well-supported clades, inside which relationships are well resolved. 
Our results support the current classification but suggest that Veillonia and Campecarpus should be resurrected and fail 
to clarify whether Rhopalostylidinae is sister to or nested in Basseliniinae. New Caledonian palm lineages are derived 
from New Guinean and Australian ancestors, which reached the island through at least three independent dispersal 
events between the Eocene and Miocene. Palms then dispersed out of New Caledonia at least five times, mainly to-
wards Pacific islands. Geographical and ecological transitions associated with speciation events differed across time 
and genera. Substrate transitions were more frequently associated with older events than with younger ones.
• Conclusions Neighbouring areas and a mosaic of local habitats shaped the palm flora of New Caledonia, and 
the island played a significant role in generating palm diversity across the Pacific region. This new spatio-temporal 
framework will enable population-level ecological and genetic studies to unpick the mechanisms underpinning 
New Caledonian palm endemism.

Key words: Arecaceae, Areceae, biogeography, molecular dating, New Caledonia, phylogeny, speciation, target 
sequence capture, ultramafic.

INTRODUCTION

New Caledonia is an archipelago located in the Southwest 
Pacific that is considered a biodiversity hotspot for its numerous 
endemic species and genera (Myers et al., 2000; Pillon et al., 
2017), many of which are threatened by fragmented distribu-
tion, fires, mining and alien species (Veillon, 1993; Pascal et al., 
2008; Jaffré et al., 2010). The basal stratum of the main island, 
Grande Terre, is a part of Gondwana that moved away from 
what is now Australia during the Cretaceous (Pelletier, 2007; 
Neall and Trewick, 2008). Geological studies suggest that New 
Caledonia was submerged at some point during its geological 
history, most likely ~60–75 Ma (Maurizot and Campbell, 
2020). Regardless of the precise timing and even degree of sub-
mergence, most studies agree that the entire biodiversity of the 

archipelago is likely to have originated from dispersal events 
from other landmasses and/or from now-submerged local is-
lands, followed by in situ speciation (Grandcolas et al., 2008; 
Grandcolas, 2017; Nattier et al., 2017; Malem et al., 2023), 
as opposed to vicariance (Ladiges and Cantrill, 2007; Heads, 
2023). New Caledonia is located ~1500 km east of Australia, 
400 km south of Vanuatu and 2000 km north of New Zealand 
(Grandcolas et al., 2008; Ibanez et al., 2014). A phytogeograph-
ical analysis based on shared genera between landmasses has 
revealed strongest affinities of the New Caledonian flora with 
that of Australia, New Guinea and, to a lesser extent, Malesia 
(Morat, 1993). Biogeographical studies based on molecular 
phylogenetic data, usually limited in taxonomic scope (e.g. a 
single genus), have confirmed a likely origin of groups such 
as Nothofagus (Swenson et al., 2001) or Diospyros (Duangjai 
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et al., 2009) in Sahul or Southeast Asia. However, few studies 
have investigated a large enough taxonomic group to under-
stand the timing and direction of the dispersal of plants between 
New Caledonia and neighbouring landmasses (but for conifers, 
see Condamine et al., 2017).

The factors that could have driven in situ speciation in New 
Caledonia also remain unclear. Currently, New Caledonia is 
best understood as a dynamic mosaic of soils and habitats that 
kept changing following geological and climatic events (Jaffré, 
1993; Pintaud et al., 2001; Grandcolas, 2017). This makes New 
Caledonia an ideal setting in which to explore how geology and 
climate can interact to promote speciation and extinction. Three 
main variables have been suggested to act as potential drivers 
of speciation for New Caledonian plant lineages (Morat, 1993; 
Veillon, 1993; Pintaud and Jaffré, 2001; Pintaud et al., 2001; 
Barrabé et al., 2014; Paun et al., 2016). The first one is sub-
strate heterogeneity: the soil of the main island consists mainly 
of a mosaic of ultramafic rocks and volcano-sedimentary sub-
strates, whereas the soil of Loyalty Islands consists mainly of 
coral limestone. The second variable is precipitation heterogen-
eity in time and space: New Caledonia has experienced an al-
ternation of wetter and drier episodes owing to continental drift 
and global climate change. Today, the eastern part of Grande 
Terre is more humid than the western side owing to a west–east 
gradient in precipitation ranging from ~800 to 4500 mm year−1 
(Caudmont and Maitrepierre, 2007). The third variable is eleva-
tion heterogeneity in time and space, resulting from the forma-
tion of different massifs across the main island, today reaching 
≤1600 m a.s.l. These three variables all create a dynamic mo-
saic of habitats, which might promote adaptive and/or allopatric 
speciation. So far, studies exploring the respective roles of dif-
ferent ecological factors in shaping the flora of New Caledonia 
have focused more on explaining distribution patterns than on 
explaining speciation patterns, owing to a lack of well-resolved 
phylogenetic hypotheses for New Caledonian clades.

Palms are a key component of the endemic flora of New 
Caledonia and have great potential to deliver phylogenetic in-
sights into the evolutionary processes on the island. The family 
is an important component of global tropical rainforests, and 
multiple palm lineages have dispersed and diversified across 
Southeast Asia and the Pacific islands, leading to the forma-
tion of hundreds of endemic species (Dransfield et al., 2008). 
In New Caledonia, palms are among the most dominant plant 
families on both ultramafic (i.e. rich in heavy metals) and non-
ultramafic soils (Ibanez et al., 2014). Forty native palm spe-
cies are found in New Caledonia, all of which are endemic (the 
widespread, potentially introduced coconut, Cocos nucifera, 
is not considered here). Thirty-nine species belong to a single 
tribe, Areceae (subfamily Arecoideae), with the one remaining 
species, Saribus jeanneneyi (Becc.) C.D.Bacon & W.J.Baker 
(tribe Trachycarpeae), being the sole New Caledonian repre-
sentative of subfamily Coryphoideae. The taxonomy of New 
Caledonian palms has been revised recently (Pintaud and Baker, 
2008; Pintaud and Stauffer, 2011; Hodel et al., 2021) based on 
molecular phylogenetics (Baker et al., 2009, 2011; Baker and 
Couvreur, 2013), leading to the classification of the arecoid 
species into three subtribes and seven genera: Clinospermatinae 
(Clinosperma Becc. and Cyphokentia Brongn.), Basseliniinae 
(Basselinia Vieill., Burretiokentia Pic.Serm., Cyphophoenix 
H.Wendl. ex Hook.f. and Cyphosperma H.Wendl. ex Hook.f.), 

and Archontophoenicinae (Chambeyronia H.Wendl. ex 
Hook.f.). These genera are all endemic to New Caledonia ex-
cept for Cyphosperma, which also occurs in Fiji and Vanuatu. 
Previous phylogenetic studies show that all three subtribes be-
long to the ‘western Pacific clade’ of tribe Areceae (Norup et 
al., 2006; Baker et al., 2011), which comprises ~210 species 
from 38 genera (POWO, 2023), and that the closest relatives 
of New Caledonian palms occur on surrounding archipelagos 
and landmasses, including Vanuatu, Australia, New Zealand, 
Fiji and the Solomon Islands (Baker et al., 2009, 2011). The 
distribution of palms within New Caledonia has been linked to 
precipitation and substrate and, to a lesser extent, to elevation 
(Pintaud and Jaffré, 2001; Pintaud et al., 2001). Drier periods 
during the Pleistocene and/or Tertiary are also thought to have 
shaped the current heterogeneity in species diversity, because 
two main disjunct areas of high palm diversity (in the north-east 
and south of Grande Terre) correspond to areas of highest rain-
fall that could have served as refugia during dry periods (Pintaud 
et al., 2001). However, phylogenetic tests of these hypotheses 
have not been possible so far because available phylogenies 
are incomplete, lack resolution at the species level and are not 
dated, which precludes inferences of the number, direction and 
timing of dispersal events between New Caledonia and neigh-
bouring regions, in addition to exploration of the role of geo-
logical and ecological factors as drivers of speciation.

The development of high-throughput, short-read sequencing 
now allows the inference of comprehensive species-level 
phylogenies for large clades because it has opened the door to 
large-scale sequencing of degraded DNA extracted from mu-
seum collections (Brewer et al., 2019). In addition, reduced 
representation methods, such as target sequence capture, have 
recently gained popularity in the phylogenomics community 
because they permit the sequencing of hundreds of target DNA 
regions at a relatively low cost (Dodsworth et al., 2019). The 
availability of target sequence capture kits designed for spe-
cific lineages (Nikolov et al., 2019; Schneider et al., 2021) or to 
work across many lineages (Johnson et al., 2019) now renders 
large-scale, species-level studies affordable and informative. 
Applying genomic approaches to the New Caledonian system 
has the potential to provide new insights on the mechanisms 
underpinning its unique biodiversity, as illustrated by a study 
showing how allopatric and ecological speciation might have 
shaped New Caledonian Diospyros diversity (Paun et al., 2016).

Here, we used a palm-specific target sequence capture kit 
(Heyduk et al., 2016) to sequence the DNA of New Caledonian 
arecoid palms and other representatives of the western Pacific 
clade of Areceae from the eastern Asia–Pacific region. The 
unprecedented phylogenetic resolution, based on 151 nuclear 
loci, achieved through this approach allowed us to estimate the 
evolutionary time frame of New Caledonian arecoid palms, 
meaning that we could investigate their origins, the timing of 
speciation events in the archipelago and the direction of dis-
persal events involving New Caledonia. Finally, we inferred the 
soil, precipitation and elevational preferences for each species 
and their ancestors to explore how different ecological factors 
might have shaped New Caledonian palm diversity through 
time. This combination of phylogenomics with molecular 
dating and inferences of ancestral range and ecological pref-
erences allows us to shed new light on the evolution of New 
Caledonian palms and the shaping of the New Caledonian flora.

D
ow

nloaded from
 https://academ

ic.oup.com
/aob/article/134/1/85/7634765 by C

entre IR
D

 de M
ontpellier (ex. O

rstom
) user on 11 July 2024



Pérez-Calle et al. ― Diversification of New Caledonian palms 87

MATERIALS AND METHODS

Taxon sampling

All 39 species of New Caledonian arecoid palms were targeted 
in this study, following the accepted species listed in Plants 
of the World Online (POWO, 2023), including new combin-
ations made recently by Hodel et al. (2021). Three species 
belonging to the New Caledonian arecoid genera could not 
be included in the analyses because samples were unavail-
able: Cyphosperma naboutinense Hodel & Marcus (Fiji), 
Cyphosperma voutmelense Dowe (Vanuatu) and the recently 
described Chambeyronia houailouensis Hodel and Barrett from 
New Caledonia (Dowe and Cabalion, 1996; Hodel and Marcus, 
2011; Hodel et al., 2021). To test the monophyly of the focal 
genera and subtribes, we also included one to four species from 
all remaining genera of the western Pacific clade, at least one 
species of each of the seven remaining Areceae subtribes and at 
least one species of each of the ten genera that are still unplaced 
at the subtribal level in Areceae (Baker et al., 2011; Baker and 
Dransfield, 2016). A species of tribe Euterpeae (Euterpe edulis 
Mart.) was added to serve as outgroup because this tribe has 
previously been shown to be closely related to Areceae (Baker 
et al., 2009; Comer et al., 2016; Matsunaga and Smith, 2021). 
This amounted to 113 species represented by 116 samples, 
which are listed in the Supplementary Data (Table S1) with 
their voucher and location information.

Acquisition of genomic data

DNA extraction and DNA library preparation followed the 
same protocols as in the studies by Brewer et al. (2019) and 
Kuhnhäuser et al. (2021), respectively. Briefly, DNA was ex-
tracted from leaves dried in silica gel or sampled from herb-
arium specimens, following a protocol based on cetrimonium 
bromide (CTAB) modified from Doyle and Doyle (1987) as 
described by Brewer et al. (2019). When not already frag-
mented, the DNA was sonicated to yield fragments no longer 
than ~1000 bp using an M220 Focused-ultrasonicator™ with 
microTUBES AFA Fiber Pre-Slit Snap-Cap (Covaris, Woburn, 
MA, USA), with the following settings: peak power, 50; duty 
percentage factor, 20; cycles per burst, 200; power, 10; dur-
ation, 55 s; and temperature, 20 °C. Libraries were then pre-
pared using the DNA NEBNext® Ultra™ II Library Prep Kit 
and the NEBNext® Multiplex Oligos for Illumina® (Dual Index 
Primers Set 1) from New England BioLabs (Ipswich, MA, 
USA). The ‘Heyduk’ or ‘PhyloPalm’ target sequence capture 
RNA probe sets (Heyduk et al., 2016; Loiseau et al., 2019) 
synthesized by Arbor Biosciences myBaits® (now Daicel) 
were then used to capture target genes by hybridizing the DNA 
libraries to the RNA probes for 20–24 h at 65 °C. Hybridized 
DNA was then washed following the manufacturer’s protocol 
(v.4.0; http://www.arborbiosci.com/mybaits-manual), amp-
lified with 12–16 PCR cycles following the same protocol. 
Pooled libraries were then sequenced on an Illumina MiSeq 
with v.2 or v.3 chemistry at the Royal Botanic Gardens, Kew 
or on an Illumina HiSeq X (Illumina, San Diego, CA, USA) 
at Macrogen Inc. (Seoul, Korea), respectively. This yielded, 
respectively, 2 × 300 bp or 2 × 150 bp paired-end sequencing 

reads. The Heyduk probe set targets 176 loci, whereas the 
PhyloPalm set targets 971 loci, including the Heyduk ones. 
The kit used for each sample is indicated in the Supplementary 
Data (Table S1). To reduce the impact of missing data, this 
study uses only the 176 loci common to both probe sets, i.e. 
the Heyduk loci.

Cleaning of genomic data

The reads of each sample were subjected to quality control 
using FastQC (Andrews, 2010). Adapters were removed using 
Trimmomatic (Bolger et al., 2014) in ‘paired-end’ mode, al-
lowing only one mismatch during the search for matches 
between the reads and the adapter sequence, with a palin-
drome clip threshold of 30 and a simple clip threshold of ten. 
Minimum adapter length was set at 2 bp, and the reverse read 
was retained by setting the keepBothReads option to ‘true’. 
Leading and trailing bases with a quality score of <20 were re-
moved. A sliding window trimming was also performed with 
a window size of four bases and an average required quality 
score of 20. Moreover, the MINLEN option was used to discard 
reads with a final length of <36 bp, because short reads might 
lead to wrong/ambiguous assemblies. The trimmed reads were 
then subjected to a second quality check, also using FastQC, 
to make sure the trimming had worked. The median number of 
reads per sample was 1 300 660 reads, ranging from 1099 reads 
in Cyphosperma trichospadix (sample SBL663) to 10 770 584 
reads in Ptychococcus lepidotus (sample SBL266).

Gene recovery and assembly

The recovery and assembly of the sequencing reads was per-
formed with the HybPiper pipeline (Johnson et al., 2016). The 
pipeline used BWA (Li and Durbin, 2009) to map reads to a 
reference file comprising reference sequences for the target 
loci, and SPAdes (Bankevich et al., 2012) to assemble the 
reads mapping to a given target region into a single contig. The 
reference file comprised coding sequences (CDS) of the 176 
Heyduk loci (Heyduk et al., 2016) obtained from Elaeis Jacq. 
(132 CDS), Sabal Adans. (39 CDS), Phoenix L. (3 CDS) and 
Nypa Steck (2 CDS), which represent three palm subfamilies, 
including Arecoideae. A preliminary CDS recovery was carried 
out on all samples with HybPiper and this reference file, setting 
the SPADES depth-of-coverage cut-off parameter at five and 
allowing for separate recovery of exons and introns. This was 
possible because reads do not necessarily fall exclusively in 
target CDS regions but can overlap off-target intronic regions, 
allowing us to retrieve the latter (also known as the ‘splash 
zone’; Johnson et al., 2016). The hybpiper_stats.py script (also 
part of the HybPiper pipeline) was then used to calculate re-
covery statistics for all samples. The four genera used to make 
the reference file are not closely related to Areceae, which 
could affect the CDS recovery; therefore, a new reference file 
was created with the 836 exons and 754 introns recovered from 
the Clinosperma bracteale (Brongn.) Becc. Sample, which 
was among the samples with the highest recovery. This new 
Clinosperma bracteale reference file was then used to recover 
the exons and introns of the other samples, using HybPiper as 
before with a depth-of-coverage cut-off of five.
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Sequence alignment

For each exon and intron, the sequences from all samples 
were aligned with MAFFT v.7 (Katoh and Standley, 2013), 
using ≤1000 iterations of the E-INS-i algorithm and the op-
tion ‘adjustdirectionaccurately’. The resulting alignments 
were inspected and sorted using Geneious Prime v.2021.1.1 
(https://www.geneious.com). Initially, all alignments that con-
tained <40 % of the samples (45 taxa) were removed to reduce 
biases attributable to missing data (Nute et al., 2019). The re-
maining alignments were then examined manually, and those 
that seemed ambiguously aligned were discarded to reduce the 
impact of misalignment on the phylogenetic inferences. An ex-
ception was made for two exon alignments, which were manu-
ally cleaned and kept in order that more data could be available 
for Physokentia avia H.E.Moore, for which only a few exons 
were recovered, and for Physokentia thurstonii (Becc.) Becc., 
for which one of these exons was the only region recovered. To 
ensure that gene trees would be performed on sufficiently in-
formative sequence alignments, the exon and intron alignments 
of each gene were then concatenated using AMAS (Borowiec, 
2016). This resulted in a total of 151 gene alignments, which 
were then cleaned using TAPER v.1.0.0 (Zhang et al., 2021) 
to remove spurious sequence stretches. Default settings were 
used because changing these settings for a few representative 
alignments showed no improvement. To reduce the impact of 
missing data and poor alignment in gappy regions, nucleo-
tide sites with gaps in ≥70 % of the taxa were removed using a 
custom script (https://github.com/sidonieB/scripts/blob/master/
strip_alignment_gaps.py).

Phylogenetic analyses

Each gene alignment was analysed separately using the 
maximum likelihood-based phylogenetic inference program 
RAxML (Stamatakis, 2014), with GTRGAMMA as the model 
of nucleotide substitution as recommended in the manual, 
generating 1000 bootstrap replicates using the rapid bootstrap 
algorithm and setting a seed of 12 345. All 151 gene trees were 
then combined in a single file, and all branches with <10 % 
bootstrap support were collapsed using the Newick utilities 
tool (Junier and Zdobnov, 2010), following recommendations 
from Zhang et al. (2018). The gene trees were processed using 
ASTRAL-III v.5.7.7 (Zhang et al., 2018) to compute the spe-
cies tree that shared the maximum number of quartets with 
the gene trees, where a quartet is an unrooted tree of four taxa 
(Reaz et al., 2014). The full annotation option of ASTRAL was 
selected to obtain two measurements of support for the species 
tree topology: the local posterior probability of each branch 
(LPP) and the quartet support (QS), i.e. the percentage of quar-
tets in the gene trees that agree with a branch in the species 
tree. The species tree was rooted on Euterpe edulis using the 
pxrr program of the Phyx tool (Brown et al., 2017). To evaluate 
the impact of gene tree error on our species tree inference, we 
repeated the latter analysis using Weighted ASTRAL (Zhang 
and Mirarab, 2022), with the option astral-hybrid. This option 
infers a species tree based on gene trees in a similar fashion 
to ASTRAL-III, but it weights the branches in the gene trees 
based on their bootstrap support and length, thereby giving 
less weight to branches that might be erroneous. The resulting 

species tree (Supplementary Data Fig. S1) was identical to the 
original species tree (See Results) except for 12 poorly sup-
ported branches (LPP < 0.9). The original tree was therefore 
used for the molecular dating and biogeographical inferences 
described below. Both species trees, the gene trees and the 
corresponding sequence alignments are available on Zenodo 
(Pérez-Calle et al., 2024).

Molecular dating

The dating of a species tree based on a concatenated alignment 
or joint analysis of all genes would be prohibitively time con-
suming. The software SortaDate (Smith et al., 2018) was there-
fore used to find the 30 genes that best represent the species tree 
topology. This number was selected because it resulted in a tree 
very similar to the one obtained with ASTRAL while still al-
lowing the computation to be tractable. Before using SortaDate, 
the gene trees were rooted using a custom script (https://github.
com/sidonieB/scripts/blob/master/Root_trees_general_pxrr_
v4.R) and pxrr (Brown et al., 2017). When Euterpe edulis was 
not included in a gene tree, the tree was rooted on the next most 
outer taxon or clade based on the topology of the species tree. 
The gene trees were classified by SortaDate initially by their 
bipartition support (proportion of bipartitions in agreement 
with the species tree topology); then by their tree length (sum 
of all branch lengths, a proxy for phylogenetic informative-
ness); and finally, by their root-to-tip variance in branch length 
(a proxy for clock-likeness). Given that the only gene that in-
cluded Physokentia thurstonii sequences (PPHEY856) was not 
selected by SortaDate, it was added afterwards, resulting in a 
set of 31 genes. The best substitution model for each gene was 
selected using IQ-TREE (Nguyen et al., 2015; Trifinopoulos et 
al., 2016) with the ModelFinder method (Kalyaanamoorthy et 
al., 2017; Supplementary Data Table S2). The 31 genes were 
then concatenated using AMAS (Borowiec, 2016) and analysed 
using BEAST v.1.10 (Suchard et al., 2018) to obtain a dated 
tree. Each gene was allowed to have its own substitution model 
following the results of IQ-TREE. A lognormal uncorrelated 
relaxed clock prior was chosen to allow for substitution rate 
heterogeneity among branches, and the tree prior was set to 
‘Speciation: Birth-Death Process’ assuming that at any point in 
time, each lineage can speciate or go extinct (Heath, 2011). We 
constrained the topology of the dated tree using the ASTRAL 
tree as the starting topology and disabling the subtreeslide, 
narrowExchange, wideExchange and wilsonBalding operators 
during the BEAST analysis.

The age of the Areceae crown group was calibrated with 
Friedemannia messelensis Collinson, Manch. & Wilde, a fossil 
from the middle Eocene oil shales stratum found in Messel, 
Germany and dated to be 47 Myr old (Collinson et al., 2012). 
This was supported by the morphology-based placement of 
this fossil in crown Areceae recovered in a previous study 
(Matsunaga and Smith, 2021). Given that fossils can provide 
only a minimum age for the lineage to which they are assigned, 
the age of the Areceae crown group was allowed to be older 
than the fossil by setting the age prior to a gamma distribution 
with shape = 1.0, scale = 16.0 and offset = 47.0 Ma, meaning 
that its median would be 58.1 Ma but its 99 % upper quantile 
fell conservatively at ~121 Ma, corresponding to the age of the 
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oldest known palm fossils (Spinizonocolpites pollen from the 
Albian or possibly the Aptian–late Barremian of Patagonia, 
Argentina, most probably representing the stem group of 
palms; Martínez et al., 2016). The relaxed clock prior (‘ucld.
mean’) was set to a gamma distribution with shape = 0.001 and 
scale = 1000, following the recommendation of Drummond and 
Bouckaert (2015). The Bayesian inference was run for 200 mil-
lion generations, saving a tree every 20 000 generations. Three 
independent runs were performed. Checks using Tracer v.1.7.1 
(Rambaut et al., 2018) indicated that the three runs converged 
towards the same parameter estimates, and all effective sample 
size (ESS) values of the individual runs were >200, except for 
treeModel.rootHeight and coefficientOfVariation (ESS > 100). 
The 1500 (15 %) first trees corresponding to the burn-in phase 
of the analysis were removed from each run, and the remaining 
trees from the three runs were combined using LogCombiner 
v.1.10.4. The ESS of all parameters estimated from the com-
bined posterior tree distributions were >200. A maximum clade 
credibility tree with median node heights was then built from 
the combined posterior trees using TreeAnnotator v.1.10.4 and 
visualized and edited with FigTree v.1.4.4 (http://tree.bio.ed.ac.
uk/software/figtree/).

Ancestral range inferences

The inference of ancestral species ranges was made using 
the BioGeoBEARS R package v.1.1.2 (Matzke, 2013). To sim-
plify the number of areas and to keep the focus on the western 
Pacific clade, all taxa outside this clade + Hydriastele H.Wendl. 
& Drude were removed from the dated tree using the drop.tip() 
function of the R package ape v.5.5 (Paradis and Schliep, 2019). 
These packages, and other R packages cited below, were used 
in R v.4.0.3 (R Core Team, 2020) through RStudio Desktop 
v.1.3.1093 (RStudio Team, 2020). The DEC (dispersion–extinc-
tion–cladogenesis), DIVALIKE (dispersal–vicariance analysis) 
and BAYAREALIKE (Bayesian analysis) biogeographical 
models implemented in BioGeoBEARS were compared, with 
and without using the founder-event speciation parameter (+J). 
Critique of the parameter +J (Ree and Sanmartín, 2018) has 
been soundly rebutted (Matzke, 2022). Therefore, we included 
it in some of our models because many of the taxa studied here 
are island taxa, a case where the +J model might be particu-
larly suitable (Ree and Sanmartín, 2018). Eleven different areas 
were defined: Australia (A), Borneo (B), Caroline Islands (K), 
Fiji (+ Samoa; F), New Caledonia (C), New Guinea (including 
Bismarck archipelago; N), the Philippines (including Ryukyu 
Island; P), Solomon Islands (O), Southern Zealandia (including 
Lord Howe Island, New Zealand, Kermadec Islands; S), 
Vanuatu (V) and Wallacea (W) (see Results; Supplementary 
Data Table S1). Southern Zealandia was not divided further 
in order to keep the analysis computationally tractable and 
because exploring dispersals between its components was be-
yond the scope of this New Caledonia-focused study. Ancestral 
ranges were allowed to span a maximum of three areas at the 
same time.

Two sets of analyses were carried out: (1) an unconstrained 
analysis using only data on the current presence/absence of each 
species in each area; and (2) a constrained analysis, in which 
dispersal between areas was set as a function of the current 

distance separating them (Van Dam and Matzke, 2016). For the 
analyses using distance between areas, the distance between the 
nearest coasts of two areas was estimated using the ‘Measure 
distance’ option of Google Maps (https://www.google.com/
maps/). For Australia, only the coasts of Northern Territory, 
Queensland and New South Wales were used (reflecting the 
distribution of our Australian species). For areas with a high 
number of islands, only the largest island was used to measure 
the distances (e.g. Grande Terre for New Caledonia). We did 
not perform time-stratified analyses owing to the uncertainty 
remaining regarding the geological past of the region. The 
constrained and unconstrained analyses were run for all three 
biogeographical models, with or without implementing the +J 
parameter, resulting in a total of 12 models that were compared 
based on their corrected Akaike information criterion (AICc).

Retrieval of spatial occurrence data

Global spatial occurrence data for all New Caledonian 
taxa included in this study (Supplementary Data Table S1) 
were sourced from a previously published dataset of palm 
occurrences including clean data retrieved from the Global 
Biodiversity Information Facility (GBIF; derived dataset 
GBIF.org, https://doi.org/10.15468/dd.at82kf; Bellot et al., 
2022) and from the specimen databases of the Royal Botanic 
Gardens, Kew and of the Naturalis Biodiversity Center, Leiden 
(The Netherlands) (Bellot et al., 2022). Coordinates falling 
into marine areas, biodiversity institutions, cities, or province 
or country centroids were identified and removed using the 
R package CoordinateCleaner v.1.0-7 (Zizka et al., 2019). 
Coordinates corresponding to longitude or latitude zero, with 
an uncertainty of >100 km, inconsistent with country assign-
ment, falling outside the native distribution range of the species 
(POWO, 2018) or recorded before 1945 (when the precision 
of geo-localization devices was poor) were also removed, as 
well were duplicated occurrences (see details in the study by 
Bellot et al., 2022). Additional well-curated occurrence data 
derived from herbarium specimens and field observations and 
used to perform IUCN Red List assessments of threatened New 
Caledonian flora by the local group of botanical expertise ‘RLA 
Flore NC’ (e.g. Amice et al., 2017a, b, c, d, 2020a, b, c) were 
obtained from the New Caledonia Red List working group (J. 
Maura, pers. com. 14 March 2017; Meyer et al., 2022) after 
being aggregated to a 500 m2 resolution.

Ecological analyses

To explore which ecological factors among annual precipita-
tion, elevation and geological substrate might have played a role 
in driving speciation of palms in New Caledonia, the current 
distribution and ecological preferences of each New Caledonian 
species were analysed in a phylogenetic context. Annual pre-
cipitation and elevation for each species occurrence point were 
extracted from 1-km-resolution layers from WorldClim (Fick 
and Hijmans, 2017) and from the Shuttle Radar Topography 
Mission (Farr et al., 2007), respectively, using the spatial oc-
currence data mentioned in the previous subsection. The func-
tion extract() of the R package raster v.3.4.5 (Hijmans, 2022) 
was used to extract the values from the raster layers. Substrate 
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preferences and current distribution were obtained for each 
New Caledonian species from the studies by Hodel and Pintaud 
(1998), Pintaud and Jaffré (2001) and Pintaud and Stauffer 
(2011). Precipitation and elevation values for each occurrence 
can be found in the Supplementary Data (Table S3).

To study ecological preferences and geographical distribu-
tion in a phylogenetic context, the species tree obtained from 
the ASTRAL analysis was used to identify pairs of sister species 
to compare. Precipitation and elevation ranges between sister 
taxa were then compared statistically with unpaired Student’s 
t-test. Substrate preference was treated as a discrete character 
with three states: ‘ultramafic’, ‘schistose’ and ‘limestone’, with 
species allowed to present multiple states. The ‘schistose’ state 
encompasses any non-ultramafic volcano-sedimentary soil pre-
sent on Grande Terre. A situation where one species grew in 
two geological substrates and its sister species grew in only 
one substrate was treated as a difference in extant substrate 
preferences. We also recorded whether the sister species were 
‘sympatric’, when the distribution range of one of the sister 
species was overlapped by ≥50 % by the distribution range 
of the other; ‘allopatric’, when the distribution ranges of both 
sister species did not overlap; or ‘parapatric’, when the distri-
bution ranges of the sister species overlapped in <50 % of their 
respective ranges. Species with a parapatric distribution were 
considered to have a difference in their distribution range. In a 
second iteration, the ecological and geographical ranges of the 
closest relative to each species pair were also compared with 
the ecological and geographical range represented by the pair. 
Finally, to estimate ancestral ecological preferences, the spe-
cies tree obtained from the ASTRAL analysis was simplified 
to have only the New Caledonian species, using the drop.tip() 
function of ape v.5.5 (Paradis and Schliep, 2019). The func-
tion contMap() of the phytools v.0.7.70 package (Revell, 2012) 
was then used to estimate ancestral precipitation and elevation 
preferences and to plot ancestral and current preferences on 
the tree. Ancestral substrate preferences were inferred on the 
complete western Pacific clade species tree through a Markov 
chain Monte Carlo Bayesian search using RevBayes v.1.2.1, 
following a model of equal rates of transition between states 
as specified in the software tutorial (https://revbayes.github.io/
tutorials/morph_ase/ase.html). The prior distribution for the 
rate of transition between states was set to an exponential dis-
tribution with a mean of ten, following the tutorial’s recom-
mendation in the absence of prior knowledge. The substrate of 
species outside New Caledonia was encoded as missing. Two 
runs of 25 000 generations were performed. Their posterior dis-
tributions of ancestral states were combined after removing the 
first 25 % (burn-in fraction) and checking for convergence in 
Tracer (Rambaut et al., 2018), and the posterior probabilities 
of the different states were visualized on the phylogeny using 
RevGadgets (Tribble et al., 2022) as explained in the tutorial.

RESULTS

Phylogenetic relationships among New Caledonian arecoid palms 
and their close relatives

Targeted sequencing generated enough data for all sampled 
taxa to be included in the phylogenetic tree, with the exception 

of Clinosperma lanuginosa (Supplementary Data Table S1). 
Species relationships obtained from the multispecies co-
alescent summary analysis of 151 genetic regions were, for 
the most part, highly supported inside the western Pacific 
clade (64 of 95 nodes with LPPs ≥ 0.90), especially relation-
ships between subtribes and genera (Fig. 1). The western 
Pacific clade was resolved as monophyletic, with Hydriastele 
as its sister group (LPP = 1; Fig. 1). In this clade, four, pos-
sibly five (Cyphosperma balansae), separate New Caledonian 
clades were resolved, each most closely related to a clade 
from Australia, Southern Zealandia (Lord Howe Island + New 
Zealand), Fiji or the Solomon Islands. Ptychospermatinae 
and Archontophoenicinae were each monophyletic (LPPs = 1 
and 0.68, respectively), and they formed a maximally sup-
ported clade with Calyptrocalyx (Laccospadicinae), which 
itself grouped with Archontophoenicinae with maximal sup-
port (Fig. 1A). A close relationship between Basseliniinae 
and Rhopalostylidinae was maximally supported, as was their 
grouping closer to the clade Ptychospermatinae + Archontoph
oenicinae + Calyptrocalyx than to the remainder of the western 
Pacific clade (Fig. 1A). The remainder of Laccospadicinae 
(i.e. Laccospadix, Linospadix and Howea) were monophyletic 
(LPP = 1) and grouped with Heterospathe and Dransfieldia 
(LPP = 0.88), which are currently unplaced in any subtribe but 
are resolved here as sister genera with low support (LPP = 0.77; 
Fig. 1A). The clade formed by these five genera was resolved 
as sister to Clinospermatinae and Carpoxylinae, albeit with low 
support (LPP = 0.62; Fig. 1A).

Most relationships among New Caledonian species and be-
tween them and their closest relatives from outside New Caledonia 
were moderately (LPP ≥ 0.80) or highly (LPP ≥ 0.90) sup-
ported (Fig. 1B–D). In Archontophoenicinae, Archontophoenix 
was maximally supported as sister to Chambeyronia, which 
was monophyletic with maximal support, and all but one re-
lationship between Chambeyronia species had maximal sup-
port (Fig. 1B). In this genus, Chambeyronia divaricata and 
Chambeyronia huerlimanii were sister and, together, sister to  
Chambeyronia pyriformis; Chambeyronia macrocarpa  
and Chambeyronia oliviformis were sister and, together, sister 
to Chambeyronia magnifica; and Chambeyronia lepidota and 
Chambeyronia piersoniorum were sister, but their relationship 
to the other species had low support (LPP = 0.46; Fig. 1B). In 
Basseliniinae and Rhopalostylidinae, all genera were resolved 
as monophyletic with moderate (Physokentia: LPP = 0.87) 
or maximal support, with the exception of Cyphophoenix, 
which formed a grade around Burretiokentia with high sup-
port (LPP > 0.94; Fig. 1C). These two genera were sister 
to Physokentia with maximal support, while Cyphosperma 
and Lepidorrhachis grouped together with moderate support 
(LPP = 0.82) and as sister to Basselinia, also with moderate 
support (LPP = 0.86). Rhopalostylidinae were monophyletic 
(LPP = 1) but nested inside Basseliniinae with low support 
(LPP = 0.56), because they were sister to Basselinia + Cyphosp
erma + Lepidorrhachis (Fig. 1C). In Basseliniinae, intrageneric 
relationships were generally well resolved, with the exception 
of Physokentia, where most relationships were poorly sup-
ported (LPP = 0.32–0.89; Fig. 1C). In Burretiokentia, all re-
lationships had maximal support, with Burretiokentia dumasii 
and Burretiokentia koghiensis being sisters and themselves 
sister to Burretiokentia grandiflora, and with Burretiokentia 
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Fig. 1. Phylogenetic relationships among New Caledonian arecoid palms and closely related genera obtained by multispecies coalescent summary analysis of 151 
genes. All New Caledonian arecoid species were included in the tree except for Clinosperma lanuginosa (sequencing failure) and Chambeyronia houailouensis 
(not described at the time of the study). Numbers represent the local posterior probability of each clade, while pie charts show quartet support of the displayed 
topology (red), of the first alternative topology (blue) and of the second alternative (grey). New Caledonian lineages are highlighted in grey, with the current 
taxonomic classification added on the right. Cyphophoenix alba and Cyphophoenix fulcita were previously Veillonia alba and Campecarpus fulcitus, respect-
ively. Genera without a subtribe name are unplaced according to Baker and Dransfield (2016). Abbreviations: Laccos., Laccospadicinae; NC, New Caledonia; 

Rhopalost., Rhopalostylidinae.
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vieillardii and Burretiokentia hapala being sisters and them-
selves sister to the rest of the genus. Cyphophoenix elegans and 
Cyphophoenix nucele were sisters with maximal support and 
themselves grouping with Burretiokentia (LPP = 0.94), while 
Cyphophoenix alba and Cyphophoenix fulcita branched suc-
cessively outside of this group (LPP = 0.69; Fig. 1C). Inside 
Basselinia, Basselinia gracilis and Basselinia eriostachys were 
sisters (LPP = 0.91), themselves sister to Basselinia pancheri 
and Basselinia vestita (LPP = 1), with the latter possibly 
closer to them (LPP = 0.82); Basselinia moorei and Basselinia 
velutina were maximally supported as sisters, and Basselinia 
tomentosa and Basselinia favieri were sisters and themselves 
sister to Basselinia sordida with maximal support, while the 
position of the other species remained unclear (Fig. 1C). Finally, 
Clinospermatinae and Carpoxylinae were each maximally 
supported as monophyletic, and their grouping was weakly 
supported (LPP = 0.76; Fig. 1D). Inside Clinospermatinae, 
Cyphokentia and Clinosperma were each maximally supported 
as monophyletic, and relationships within these genera were all 
highly supported, with Clinosperma vaginata and Clinosperma 
bracteale grouping closer to each other than to Clinosperma 
macrocarpa (LPPs 0.99–1; Fig. 1D).

Biogeographical history of New Caledonian arecoid palms

The two best biogeographical models (i.e. two models with 
the smallest AICc) were BAYAREALIKE+J (AICc: 317.6) 
and DEC+J (AICc: 323.5), both including an area distance 
matrix. The first and second models had a difference of AICc 
(∆i) 4 ≤ ∆i ≤ 7, therefore showing ‘considerably less support’ 
for the second model according to Burnham and Anderson 
(2004). Other models had ∆i ≥ 8.8 compared with the first 
model (Supplementary Data Table S4), therefore ‘essentially 
no support’ (Burnham and Anderson, 2004). Results provided 
by the two best models were congruent for all but six nodes 
(Supplementary Data Fig. S2). Five of these nodes involved 
undersampled genera (i.e. Hydriastele and Heterospathe) or 
were located towards the root, where uncertainty was higher. 
Given that our sampling did not allow a robust inference of 
the ancestral ranges outside the western Pacific clade, we only 
describe the historical biogeography of the New Caledonian 
arecoid palms and of their closest relatives. Our analysis sug-
gests that there have been at least three colonization events for 
New Caledonia since the Late Eocene and that New Caledonia 
acted as a source from where lineages dispersed to other areas at 
least five times. The western Pacific clade was inferred to have 
diverged from the Hydriastele lineage ~50 Ma (95 % highest 
posterior density interval: 43–70 Ma; Supplementary Data Fig. 
S3) and its most recent common ancestor to have occurred in 
New Guinea (Fig. 2). The first dispersal to New Caledonia 
appears to have originated from New Guinea and to have in-
volved the stem lineage of Basseliniinae + Rhopalostylidinae, 
between ~28 (22–40) and ~44 (35–60) Ma. A second dispersal 
from New Guinea to New Caledonia might have taken place in 
the Late Eocene before the stem lineage of Clinospermatinae 
and Carpoxylinae was formed, between ~40 (32–57) and ~43 
(35–60) Ma (but see below about the possibility for a later 
dispersal from Vanuatu instead). Finally, our analysis sug-
gests that the last colonization of New Caledonia by arecoid 
palms occurred during the Middle Miocene from Australia, 

after the divergence of the Chambeyronia lineage from the 
Archontophoenix lineage, between ~12 (8–17) and 17 (12–25) 
Ma. After their initial colonization of New Caledonia, Basselin
iinae + Rhopalostylidinae appear to have dispersed at least four 
times out of New Caledonia. The ancestor of Rhopalostylidinae 
dispersed to Southern Zealandia between ~28 (21–39) and ~22 
(14–33) Ma, and Lepidorrhachis also dispersed there at most 
~25 (19–36) Ma. Then, the ancestor of Physokentia dispersed 
to the Solomon Islands between ~17 (12–24) and ~21 (16–30) 
Ma, and Cyphosperma dispersed to Fiji at most ~12 (6–20) Ma. 
A fifth dispersal out of New Caledonia, this time to Vanuatu, 
involved the ancestors of Carpoxylinae between ~30 (21–44) 
and ~40 (32–57) Ma, but this remains to be confirmed given 
that another scenario not involving a dispersal out of New 
Caledonia also received a relatively high, albeit lower, prob-
ability (Fig. 2). In addition to these dispersals in and out of New 
Caledonia, our results suggest that the history of the western 
Pacific clade was punctuated by at least three dispersals from 
New Guinea to Australia (Laccospadicinae, Archontophoenix 
and Normanbya + Wodyetia + Carpentaria lineages), three dis-
persals from New Guinea to Wallacea (Drymophloeus, Jailoloa 
and Ptychosperma propinquum lineages), one dispersal from 
Australia to Lord Howe island (genus Howea) and two disper-
sals from Fiji to Vanuatu (within the genera Physokentia and 
Veitchia).

The speciation of the extant New Caledonian species ap-
pears to have started during the Miocene (Fig. 2), and subse-
quent speciation events within New Caledonian clades coincide 
to some extent with dry periods. For example, the divergence 
of Burretiokentia from Cyphophoenix ~19 (14–27) Ma and of 
Burretiokentia species from each other between 11 (7–16) and 
6 (3–10) Ma, respectively, overlapped with the Mid-Miocene 
and the Miocene–Pliocene dry periods (Fig. 2). Clinosperma 
and Cyphokentia species formed ~15 (8–24) and 11 (6–18) Ma, 
respectively, and Chambeyronia started to diversify ~12 
(8–17) Ma, all three events overlapping with the Mid-Miocene 
dry period. Basselinia started to diversify ~17 (13–24) Ma, with 
eight speciation events occurring around the Mid-Miocene dry 
period, and the most recent species of this genus appeared ~7 
(4–11) Ma, coinciding with the Miocene–Pliocene dry period 
(Fig. 2). Only six Basselinia species have their distribution 
range completely outside of the wettest areas in New Caledonia 
(Supplementary Data Fig. S4), and five of those species di-
verged from their sister lineage around the Miocene–Pliocene 
dry period, Basselinia vestita being the only exception (Fig. 2).

Transitions in geographical range and ecological preferences

As a first step towards evaluating the role that ecological vari-
ables might have played in the speciation of New Caledonian 
arecoid palms, we surveyed 19 speciation events (indicated by a 
black dot in Fig. 3) for the presence of transitions in geograph-
ical range, substrate, precipitation and/or elevation preference. 
This was based on inferences of ancestral substrate and climatic 
preferences and on comparisons between extant ecological 
preferences between sister species and between species pairs 
and their closest relative, when the latter was a single species. 
To remain conservative, only past transitions in elevation or 
precipitation preferences that were associated with statistically 
significant differences in current preferences were considered; 
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Fig. 2. Divergence times and ancestral ranges of New Caledonian arecoids and closely related genera. Ancestral ranges were inferred under a BAYAREALIKE+J 
model including an area distance matrix. Pie charts represent the probability of each state, with areas colour coded as shown on the top left map. Tip squares in-
dicate the current distribution of each taxon, with area colour and letter coded following the top left map and as described in the Materials and Methods and the 
Supplementary Data (Table S1). New Caledonian lineages are highlighted in grey, and the current taxonomic classification is specified on the right. Genera without 
a subtribe name are unplaced according to Baker and Dransfield (2016). Grey vertical bars indicate dry periods in the Southwest Pacific following Chamley (1986). 

The letters B, C and D indicate the clades shown in panels B, C and D of Fig. 1.
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Fig. 3. Current and ancestral ecological preferences and current distribution overlap for New Caledonian arecoid species. (A) Ancestral precipitation (top trees; 
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the exact timing and direction of the transitions were not in-
ferred; and only the minimum number of transitions needed 
to explain the data was considered. Among the 19 speciation 
events considered, ten involved a transition in range. Among 
these, two did not involve any statistically significant ecological 
transition, three involved a transition in precipitation only, two 
in elevation only, one in substrate only, one in precipitation and 
elevation, and one in all three factors (Fig. 3). Among the nine 
speciation events that did not involve range transitions, four did 
not involve any statistically significant ecological transition, 
one involved a transition in elevation only, and four involved 
a transition in precipitation and elevation preference (Fig. 3). 
In addition to these, 13 older speciation events could be as-
sessed for substrate transitions only (nodes without a black dot 
in Fig. 3), among which six were associated with such tran-
sitions. These results indicate that no one factor was more 
closely associated with speciation events than any others. 
However, some tendencies could be observed. Substrate tran-
sitions tended to be associated primarily with older speciation 
events, across the different genera. All but one of the speciation 
events in Chambeyronia were associated with transitions in ele-
vation and/or precipitation preference in a context of sympatry, 
and all but one speciation event leading to extant species of 
Cyphokentia, Clinosperma, Burretiokentia and Cyphophoenix 
involved a range transition together with diverse ecological 
transitions (Fig. 3). Of the four speciation events leading to ex-
tant species that could not be associated with any ecological or 
geographical transitions, three were found in Basselinia, and 
transitions in elevation and precipitation were recovered only 
once in this genus, the largest of New Caledonian palms (Fig. 
3).

DISCUSSION

On the relationships of New Caledonian palms

Our study provides the first comprehensive phylogenetic hy-
pothesis for New Caledonian palms based on high-throughput 
sequencing data from the nuclear genome. Although some re-
cent studies have focused on Archontophoenicinae (Domenech 
et al., 2014; Cumberledge et al., 2020; Hodel et al., 2021), no 
study included a representative sampling of Basseliniinae, and 
the last comprehensive phylogenetic study of Clinospermatinae 
by Baker et al. (2011) was based on only two nuclear genes 
and yielded limited resolution in this group. Our results have 
already contributed to the taxonomic changes made by Hodel et 
al. (2021), who synonymized Actinokentia and Kentiopsis into 
an expanded Chambeyronia. Moreover, we confirm here the 
polyphyly of Laccospadicinae suggested by previous studies 
(Norup et al., 2006; Baker et al., 2009, 2011; Yao et al., 2023), 
with Calyptrocalyx being here strongly supported as sister to 
Archontophoenicinae (Fig. 1A). Our phylogenetic analyses 
also demonstrate the paraphyly of Cyphophoenix, indicating 
that the sinking of Campecarpus fulcitus and Veillonia alba 
in Cyphophoenix made by Pintaud and Baker (2008) was pre-
mature. This taxonomic change was made based on morpho-
logical cladistic analyses and limited molecular phylogenetic 
evidence (Pintaud and Baker, 2008), which is now superseded 
by our more comprehensive genomic dataset. Both Veillonia 

and Campecarpus can reasonably be treated as accepted genera 
once again. Finally, our results also imply that Rhopalostylidinae 
might be nested inside Basseliniinae, as suggested by (Baker 
et al., 2009), but support for this relationship was very low 
(LPP = 0.56) and requires further research (Fig. 1C). Despite 
using a large amount of information (151 genes), some relation-
ships among Basselinia species also remain unclear. In most 
cases, this is probably attributable to incomplete lineage sorting 
in the context of a relatively rapid radiation. This interpretation 
is supported by the short branch lengths associated with these 
nodes (Fig. 2) and by the fact that the two alternative topolo-
gies at the pertinent nodes are found with similar frequencies 
among the gene trees, which is expected when incomplete lin-
eage sorting is the only source of conflict (Sayyari and Mirarab, 
2016). However, in two deeper nodes of the genus (those with 
LPP = 0.33 and 0.55 in Fig. 1C), one of the alternative topolo-
gies was recovered much more than the other, pointing towards 
sources of conflict other than incomplete lineage sorting, such 
as hybridization (Degnan and Rosenberg, 2009).

New Caledonia: recurrent sink and source of palm lineages

Our study shows that New Caledonia acted as a sink for 
arecoid palm lineages at least three times, with lineages 
dispersing twice from New Guinea to New Caledonia at dif-
ferent times during the Eocene/Oligocene and once from New 
Guinea to Australia to New Caledonia during the Miocene 
(Fig. 2). To this should be added two events of colonization 
of New Caledonia by the coryphoid palm Saribus jeanneneyi 
and by the coconut, the origins and timings of which re-
main to be inferred. New Caledonia also acted multiple 
times as a source of palm lineages for other regions, notably 
for Physokentia and Lepidorrhachis, and possibly also for 
Cyphosperma. However, the latter remains to be confirmed 
by an analysis including the three species from this genus for 
which we could not generate data owing to lack of material: 
one from Vanuatu (Cyphosperma voutmelense) and the other 
two from Fiji (Cyphosperma naboutinense and Cyphosperma 
trichospadix). Our sampling for western Pacific clade genera 
outside New Caledonia was representative of the distribution 
range of these genera, with missing regions attributable to 
undersampling occurring in only three genera (Maluku: 1 of 28 
species in Calyptrocalyx; Australia and/or Solomon Islands: 3 
of 29 species in Ptychosperma; Solomon islands: 9 of 39 spe-
cies in Heterospathe). Future studies including all species from 
these genera will enable a more complete understanding of 
their biogeographical history but are unlikely to alter the role 
of New Caledonia as a sink and source of palm diversity sig-
nificantly. Our results are in line with previous evidence that 
New Caledonia served as a source of lineages to neighbouring 
Melanesian islands for multiple angiosperm genera, notably 
Kermadecia s.l. (Mast et al., 2008), Geissois (Pillon, 2011), 
Plerandra (Plunkett and Lowry, 2012) and Oxera (Barrabe et 
al., 2015), and for conifers (Condamine et al., 2017). Dispersal 
from New Caledonia to Southern Zealandia is less com-
monly inferred, but dispersal to New Zealand was suggested 
for Litsea (Munzinger et al., 2023). In contrast, species-rich 
palm genera such as Calamus and Licuala, which are wide-
spread in Southeast Asia and present in Vanuatu or Fiji, are 
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not currently found in New Caledonia. This situation has been 
observed in other plant families, such as Gesneriaceae, where 
tribe Coronanthereae is well represented in New Caledonia 
(Woo et al., 2011) whereas the genus Cyrtandra, widespread in 
Southeast Asia and the Pacific, is represented in New Caledonia 
by a single species restricted to the Loyalty Islands (Johnson 
et al., 2017). New Caledonia thus appears to have served as a 
springboard into the Pacific for some Asian lineages but to have 
resisted colonization by other lineages that dispersed from Asia 
to the Pacific via stepping stones formed by the Melanesian is-
land chain.

Divergence time estimates are compatible with the geological 
history of Melanesia

New Caledonian palms are older than previously inferred 
by Baker and Couvreur (2013). This could be attributable to 
the use of a different fossil (Friedemannia messelensis) placed 
with high support in the crown of Areceae by Matsunaga and 
Smith (2021), our denser sampling (Bromham, 2019) and/
or the use of different prior distributions in the dating ana-
lysis. The stem age of the oldest New Caledonian palm clade, 
Clinospermatinae, matches with the re-emergence of Grande 
Terre ~37 Ma or earlier (Fig. 2) (Pelletier, 2007; Maurizot and 
Campbell, 2020), in line with what was found for other plant 
groups, such as Pycnandra in Sapotaceae (Pillon, 2012). The 
most recent common ancestor of Basseliniinae was inferred to 
have occurred in New Caledonia at the latest 28 (22–40) Ma 
(Fig. 2). Considering that New Caledonian palms are mostly 
forest dwellers (Hodel and Pintaud, 1998), it can be hypothe-
sized that forests on Grande Terre are at least that old. Most 
of New Guinea emerged ~10 Ma, with the mountains rising 
within the last 5 Myr (Hall, 2009, 2012, 2017). However, we 
found the New Guinean ancestors of the New Caledonian lin-
eages to be older than this, in line with new tectonic reconstruc-
tions indicating that parts of New Guinea were above water 
long before the Miocene (Gold et al., 2020). All dispersals to 
Fiji and the Solomon Islands were found to have happened 
in the late Oligocene and in the Miocene, in agreement with 
studies showing that these islands started to emerge between 
the Late Eocene and the Oligocene (Neall and Trewick, 2008; 
Holl, 2013; Haase et al., 2020). We found that the dispersal of 
Ponapea from New Guinea to the Caroline Islands could have 
happened at the latest ~13 (8–20) Ma, which is compatible 
with the formation of the Main Chuuk Lava Series responsible 
for their emergence 12 Ma (Rehman et al., 2013). Our finding 
that Carpoxylinae dispersed from New Caledonia to Vanuatu 
at the latest ~30 (21–44) Ma is somewhat compatible with the 
complex geological history of the area, because the old islands 
arc across the Vitiaz Trench (now submerged) appear to have 
formed after the Late Oligocene, although the current islands 
of the New Hebrides arc originated ~10 Ma onwards (Haase et 
al., 2020).

Potential drivers of speciation in New Caledonian palms

The presence of associations between speciation events, past 
large-scale environmental changes (e.g. drier periods) and tran-
sitions in lineage range or habitat (e.g. precipitation, elevation 

and/or substrate preferences) should not be mistaken for de-
finitive proof that these factors drove diversification. However, 
describing such associations can help to infer which factors 
might have played a more prominent role than others in driving 
past speciation events or at least in contributing to species differ-
entiation by creating barriers against gene flow. Based on me-
dian ages, speciation events in New Caledonian palms were 
found to be concentrated during the Middle to Late Miocene, 
specifically around the periods of drier tropical climate known 
to have occurred in the Southwest Pacific at that time (Chamley, 
1986; Chevillotte et al., 2006). This supports the hypothesis of 
Pintaud et al. (2001) that areas of highest rainfall could have 
served as refugia and promoted speciation during Pleistocene 
and/or Tertiary dry periods. However, this apparent coincidence 
between speciation events and dry periods should be considered 
with caution owing to the relatively large confidence intervals 
around divergence time estimates (Supplementary Data Fig. 
S3). The timing of speciation events and the current distribution 
of sister species (see Figs 2 and 3; Supplementary Data Fig. S4) 
suggest that, if speciation was caused by isolation during dry 
periods, it would have taken place in the Miocene and would 
have been followed by dispersal outside refugia.

Geographical isolation could have played a role in the diver-
sification of all New Caledonian palm genera but was appar-
ently more frequent in Burretiokentia and less so in Basselinia 
and Chambeyronia, despite their higher number of species (Fig. 
3). Transitions in range, in elevation and in precipitation pref-
erences were associated with almost the same number of spe-
ciation events (ten, nine and nine, respectively), illustrating the 
absence of dominance of one of these factors over the others 
(Fig. 3). Transitions in substrate preference were rare (only two 
cases) among the speciation events also surveyed for transi-
tions in range, elevation and/or precipitation preferences, while 
their frequency appears higher among older events. This sug-
gests that adaptation to different substrates evolved early in 
New Caledonian palms, which is different from what has been 
found for Oxera (Barrabé et al., 2019) and Diospyros (Paun et 
al., 2016). Although the ancestral state inferences tend to sug-
gest that most transitions are from ultramafic to non-ultramafic 
substrates (Fig. 3), this remains to be confirmed by studies 
including more data for non-New Caledonian palms. The three 
speciation events apparently not associated with any ecological 
or geographical transition that were found in Basselinia (in com-
parison to only one among the other New Caledonian palms) 
suggest that additional factors might have played a more prom-
inent role in the diversification of this comparatively species-
rich genus (14 species). Such factors might include flowering 
time or more specific climatic differences (e.g. precipitation 
during the dry season). Our results are in line with the find-
ings of Barrabé et al. (2019), who showed that a combination 
of different factors could be behind the speciation processes of 
plants in New Caledonia, and with the suggestion of Pintaud 
et al. (2001) that palm speciation in New Caledonia resulted 
from multiple factors. The fact that allopatric and parapatric 
speciation and ecological divergence could contribute to ex-
plaining the current diversity of palms in New Caledonia is 
consistent with the findings of Paun et al. (2016) for Diospyros 
(Ebenaceae). In contrast, it appears that substrate has not 
played a major role in the most recent diversification of New 
Caledonian palms, despite facilitating speciation in other New 
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Caledonian plant groups, such as the nickel hyperaccumulating 
species of Geissois (Cunoniaceae; Pillon et al., 2014).

CONCLUSION

Our study provides the first well-resolved, comprehensive 
spatio-temporal framework for New Caledonian palms and their 
relatives across Southeast Asia and the Pacific. Our estimate of 
phylogenetic relationships among New Caledonian palms spe-
cies, the most robust yet available, provides important support 
for the prevailing classification while pinpointing issues, such 
as the resurrection of Campecarpus and Veillonia and the need 
for further study of Rhopalostylidinae relative to Basseliniinae. 
Our biogeographical analyses reveal the prominent role played 
by New Guinea lineages in shaping New Caledonian palm di-
versity (via Australia in the case of Archontophoenicinae) and 
highlight New Caledonia as a source of palm diversity for the 
neighbouring regions, especially the Pacific Islands. We show 
that the in situ speciation that led to high endemism in New 
Caledonian palms was likely driven by multiple factors, with 
substrate having played a role only during the early evolutionary 
history of the group, whereas ecological and range transitions 
are more likely to have driven recent speciations, such as in 
Basselinia.

These results provide a model and baseline for future studies 
of diversification and its ecological drivers in New Caledonian 
plants. In particular, investigations of genetic and ecological 
differentiation between recently diverged species (such as in 
Basselinia) might provide insights into the mechanisms under-
pinning radiations in this hotspot of endemicity. Our results 
challenge the idea that New Caledonia is a stable refuge for old 
lineages, underlining instead the dynamism of the island and 
its contribution to the formation of plant diversity in the Pacific 
region.

SUPPLEMENTARY DATA

Supplementary data are available at Annals of Botany online 
and consist of the following.

Figure S1: phylogenetic relationships among New 
Caledonian arecoid palms and closely related genera obtained 
by multispecies coalescent summary analysis of 151 gene re-
gions with gene tree branch weighing (Weighted ASTRAL). 
Numbers represent the local posterior probability of each clade. 
Red numbers indicate branching patterns that differed from 
the species tree obtained without branch weighing presented 
in Fig. 1. Figure S2: divergence times and ancestral ranges of 
New Caledonian arecoids and closely related genera. Ancestral 
ranges were inferred under a DEC+J model including an area 
distance matrix. Pie charts represent the probability of each 
state, with areas colour coded as shown on the top left map. 
Tip squares indicate the current distribution of each taxon, with 
areas colour coded following the top left map and letter coded as 
described in the Materials and Methods and the Supplementary 
Data (Table S1). New Caledonian lineages are highlighted in 
grey, and the current taxonomic classification is specified on the 
right. Genera without a subtribe name are unplaced according 
to Baker and Dransfield (2016). Grey vertical bars indicate dry 
periods in the Southwest Pacific following Chamley (1986). 

Incongruences with Fig. 2 are indicated by asterisks. The letters 
B, C and D indicate the clades shown in panels B, C and D of 
Fig. 1. Figure S3: divergence times and their 95 % highest pos-
terior density intervals. Figure S4: distribution range of New 
Caledonian arecoid palms. Red polygons indicate the suggested 
Pleistocene refugia according to Pintaud et al. (2001). Table S1: 
samples included in this study, with information on vouchers, 
geographical distribution, number of reads, gene recovery and 
Illumina data GenBank accession numbers. Table S2: genes 
selected for the molecular dating, with their nucleotide sub-
stitution model and length. Table S3: annual precipitation and 
elevation for each occurrence point. Table S4: biogeographical 
models, with their AICc values.

FUNDING

This work was supported by grants to the Royal Botanic 
Gardens, Kew from the Garfield Weston Foundation (Global 
Tree Seed Bank project) and the Calleva Foundation (Plant and 
Fungal Trees of Life project).

CONFLICT OF INTEREST

The authors have no conflicts of interest to declare.

ACKNOWLEDGEMENTS

We thank Wolf Eiserhardt and Steven Dodsworth for their 
intellectual contributions early in the project, Isabel Fairlie, 
Annabelle de Vries and Michelle Siros for occasional help 
during DNA library preparation, and Robyn Cowan, Lisa 
Pokorny, and Laszlo Csiba for their advice during the labora-
tory work. We are grateful to Jiro Adorador, Elodie Alapetite, 
Thomas Couvreur, Boris Domenech, John Dowe, Wolf 
Eiserhardt, Sophie Nadot, Peter Petoe, the late Jean-Christophe 
Pintaud and to staff from the BH, CNS, FI, L, NMNH and 
SING herbaria for providing DNA or leaf samples. We thank 
Jonathan Maura, Vincent Tanguy and Gendrilla Warimavute 
for sharing species occurrence data, and we acknowledge the 
contribution of the Red List of threatened New Caledonian 
flora through the local group of botanical expertise ‘RLA 
Flore NC’. Finally, we acknowledge the Research/Scientific 
Computing teams at The James Hutton Institute and NIAB for 
providing computational resources and technical support for 
the ‘UK’s Crop Diversity Bioinformatics HPC’ (BBSRC grant 
BB/S019669/1), use of which has contributed to the results re-
ported within this paper.

AUTHOR CONTRIBUTIONS

The study was conceptualized by W.J.B. and S.B. with input 
from V.P.-C., Y.P., F.F. and I.J.L. Genomic data were produced 
by S.B., while other data were compiled by V.P.-C. Analyses 
were performed by V.P.-C. under supervision of S.B., with 
input from B.G.K. for the molecular dating and biogeography. 
Funding was acquired by W.J.B., F.F. and I.J.L. The original 
draft was written by V.P.-C. and S.B. with input from W.J.B., 
and all authors reviewed and edited the manuscript.

D
ow

nloaded from
 https://academ

ic.oup.com
/aob/article/134/1/85/7634765 by C

entre IR
D

 de M
ontpellier (ex. O

rstom
) user on 11 July 2024



Pérez-Calle et al. ― Diversification of New Caledonian palms98

LITERATURE CITED

Amice R, Canel J, Ugolini D, et al. 2017a. Clinosperma bracteale. The 
IUCN Red List of Threatened Species. https://doi.org/10.2305/IUCN.
UK.2017-3.RLTS.T38472A115773662.en (24 June 2023, date last 
accessed).

Amice R, Canel J, Ugolini D, et al. 2017b. Cyphosperma balansae. The IUCN 
Red List of Threatened Species. https://doi.org/10.2305/IUCN.UK.2017-3.
RLTS.T38503A115776187.en (24 June 2023, date last accessed).

Amice R, Canel J, Ugolini D, et al. 2017c. Cyphokentia cerifera. The IUCN 
Red List of Threatened Species. https://doi.org/10.2305/IUCN.UK.2017-3.
RLTS.T38612A115777101.en (24 June 2023, date last accessed).

Amice R, Canel J, Ugolini D, et al. 2017d. Chambeyronia lepidota. The IUCN 
Red List of Threatened Species. https://doi.org/10.2305/IUCN.UK.2017-3.
RLTS.T38469A115778165.en (24 June 2023, date last accessed).

Amice R, Canel J, Ugolini D, et al. 2020a. Basselinia glabrata (amended 
version of 2017 assessment). The IUCN Red List of Threatened Species. 
https://doi.org/10.2305/IUCN.UK.2020-3.RLTS.T39023A185104556.en 
(24 June 2023, date last accessed).

Amice R, Canel J, Ugolini D, et al. 2020b. Cyphophoenix nucele (amended 
version of 2017 assessment). The IUCN Red List of Threatened Species. 
https://doi.org/10.2305/IUCN.UK.2020-3.RLTS.T38502A185103182.en 
(24 June 2023, date last accessed).

Amice R, Canel J, Ugolini D, et al. 2020c. Burretiokentia dumasii 
(Amended Version of 2017 Assessment). The IUCN Red List of 
Threatened Species. https://doi.org/10.2305/IUCN.UK.2020-3.RLTS.
T115734006A185104975.en (24 June 2023, date last accessed).

Andrews S. 2010. FastQC: A Quality Control Tool for High Throughput 
Sequence Data. http://www.bioinformatics.babraham.ac.uk/projects/
fastqc/ (24 June 2023, date last accessed).

Baker WJ, Couvreur TLP. 2013. Global biogeography and diversification of 
palms sheds light on the evolution of tropical lineages. I. Historical bio-
geography. Journal of Biogeography 40: 274–285.

Baker WJ, Dransfield J. 2016. Beyond Genera Palmarum: progress and pro-
spects in palm systematics. Botanical Journal of the Linnean Society 182: 
207–233.

Baker WJ, Savolainen V, Asmussen-Lange CB, et al. 2009. Complete 
generic-level phylogenetic analyses of palms (Arecaceae) with compari-
sons of supertree and supermatrix approaches. Systematic Biology 58: 
240–256.

Baker WJ, Norup MV, Clarkson JJ, et al. 2011. Phylogenetic relationships 
among arecoid palms (Arecaceae: Arecoideae). Annals of Botany 108: 
1417–1432.

Bankevich A, Nurk S, Antipov D, et al. 2012. SPAdes: a new genome as-
sembly algorithm and its applications to single-cell sequencing. Journal 
of Computational Biology 19: 455–477.

Barrabé L, Maggia L, Pillon Y, et al. 2014. New Caledonian lineages 
of Psychotria (Rubiaceae) reveal different evolutionary histories and 
the largest documented plant radiation for the archipelago. Molecular 
Phylogenetics and Evolution 71: 15–35.

Barrabe L, Karnadi-Abdelkader G, Ounemoa J, De Kok RPJ, Robert N, 
Gateble G. 2015. Recircumscription of Oxera (Lamiaceae: Ajugoideae) 
to include Faradaya based on molecular and anatomical data. Botanical 
Journal of the Linnean Society 179: 693–711.

Barrabé L, Lavergne S, Karnadi-Abdelkader G, Drew BT, Birnbaum P, 
Gâteblé G. 2019. Changing ecological opportunities facilitated the ex-
plosive diversification of new Caledonian Oxera (Lamiaceae). Systematic 
Biology 68: 460–481.

Bellot S, Lu Y, Antonelli A, et al. 2022. The likely extinction of hundreds 
of palm species threatens their contributions to people and ecosystems. 
Nature Ecology and Evolution 6: 1710–1722.

Bolger AM, Lohse M, Usadel B. 2014. Trimmomatic: a flexible trimmer for 
Illumina sequence data. Bioinformatics 30: 2114–2120.

Borowiec ML. 2016. AMAS: a fast tool for alignment manipulation and com-
puting of summary statistics. PeerJ 4: e1660.

Brewer GE, Clarkson JJ, Maurin O, et al. 2019. Factors affecting targeted 
sequencing of 353 nuclear genes from herbarium specimens spanning the 
diversity of angiosperms. Frontiers in Plant Science 10: 1102.

Bromham L. 2019. Six impossible things before breakfast: assumptions, 
models, and belief in molecular dating. Trends in Ecology and Evolution 
34: 474–486.

Brown JW, Walker JF, Smith SA. 2017. Phyx: phylogenetic tools for unix. 
Bioinformatics 33: 1886–1888.

Burnham KP, Anderson DR. 2004. Multimodel inference: understanding 
AIC and BIC in model selection. Sociological Methods & Research 33: 
261–304.

Caudmont S, Maitrepierre L. 2007. Atlas climatique de la Nouvelle-
Calédonie. Nouméa: Météo France.

Chamley H. 1986. Continental and marine paleoenvironments reflected by 
west Pacific clay sedimentation. Geologische Rundschau 75: 271–285.

Chevillotte V, Chardon D, Beauvais A, Maurizot P, Colin F. 2006. Long-
term tropical morphogenesis of New Caledonia (Southwest Pacific): im-
portance of positive epeirogeny and climate change. Geomorphology 81: 
361–375.

Collinson ME, Manchester SR, Wilde V. 2012. Fossil fruits and seeds of the 
Middle Eocene Messel biota, Germany. Abhandlungen der Senckenberg 
Gesellschaft fur Naturforschung 570: 1–251.

Comer JR, Zomlefer WB, Barrett CF, Stevenson DW, Heyduk K, Leebens-
Mack JH. 2016. Data supporting the nuclear phylogenomics of the palm 
subfamily Arecoideae (Arecaceae). Data in Brief 7: 532–536.

Condamine FL, Leslie AB, Antonelli A. 2017. Ancient islands acted as re-
fugia and pumps for conifer diversity. Cladistics 33: 69–92.

Cumberledge AN, Barrett CF, Santee M V, Hodel DR. 2020. Phylogenetic re-
lationships in New Caledonian palms with a focus on Archontophoeniceae 
and Chambeyronia. In: 4th Annual Spring Symposium: West Virginia 
University. https://undergraduateresearch.wvu.edu/symposia/past-
symposia (25 March 2024, date last accessed).

Degnan JH, Rosenberg NA. 2009. Gene tree discordance, phylogenetic in-
ference and the multispecies coalescent. Trends in Ecology & Evolution 
24: 332–340.

Dodsworth S, Pokorny L, Johnson MG, et al. 2019. Hyb-seq for flowering 
plant systematics. Trends in Plant Science 24: 887–891.

Domenech B, Asmussen-Lange CB, Baker WJ, Alapetite E, Pintaud 
JC, Nadot S. 2014. A phylogenetic analysis of palm subtribe 
Archontophoenicinae (Arecaceae) based on 14 DNA regions. Botanical 
Journal of the Linnean Society 175: 469–481.

Dowe JL, Cabalion P. 1996. A taxonomic account of Arecaceae in Vanuatu, 
with descriptions of three new species. Australian Systematic Botany 9: 
1–60.

Doyle JJ, Doyle JL. 1987. A rapid DNA isolation procedure for small quan-
tities of fresh leaf tissue. Phytochemical Bulletin 19: 11–15.

Dransfield J, Uhl NW, Asmussen CB, Baker WJ, Harley MM, Lewis CE. 
2008. Whitehead S, ed. Genera Palmarum - the evolution and classifica-
tion of the Palms. Richmond: Royal Botanic Gardens, Kew.

Drummond AJ, Bouckaert RR. 2015. Bayesian evolutionary analysis 
with BEAST. Cambridge: Cambridge University Press. doi: 10.1017/
CBO9781139095112

Duangjai S, Samuel R, Munzinger J, et al. 2009. A multi-locus plastid 
phylogenetic analysis of the pantropical genus Diospyros (Ebenaceae), 
with an emphasis on the radiation and biogeographic origins of the New 
Caledonian endemic species. Molecular Phylogenetics and Evolution 52: 
602–620.

Farr TG, Rosen PA, Caro E, et al. 2007. The shuttle radar topography mis-
sion. Reviews of Geophysics 45: 1–43.

Fick SE, Hijmans RJ. 2017. WorldClim 2: new 1-km spatial resolution cli-
mate surfaces for global land areas. International Journal of Climatology 
37: 4302–4315.

Gold DP, Casas-Gallego M, Holm R, Webb M, White LT. 2020. New tec-
tonic reconstructions of New Guinea derived from biostratigraphy and 
geochronology. In: Proceedings of the Indonesian Petroleum Association 
Digital Technology Conference. https://archives.datapages.com/data/
ipa_pdf/2020/IPA20-G-61.html (25 March 2024, date last accessed). doi: 
10.29118/ipa20-g-61

Grandcolas P. 2017. Ten false ideas about New Caledonia biogeography. 
Cladistics 33: 481–487.

Grandcolas P, Murienne J, Robillard T, et al. 2008. Review. New Caledonia: 
a very old Darwinian island? Philosophical Transactions of the Royal 
Society B: Biological Sciences 363: 3309–3317.

Haase KM, Gress MU, Lima SM, et al. 2020. Evolution of magma-
tism in the New Hebrides Island Arc and in initial back-arc rifting, 
SW Pacific. Geochemistry, Geophysics, Geosystems 21: 1–21. doi: 
10.1029/2020GC008946

Hall R. 2009. Hydrocarbon basins in SE Asia: understanding why they are 
there. Petroleum Geoscience 15: 131–146.

Hall R. 2012. Late Jurassic–Cenozoic reconstructions of the Indonesian region 
and the Indian Ocean. Tectonophysics 570–571: 1–41.

D
ow

nloaded from
 https://academ

ic.oup.com
/aob/article/134/1/85/7634765 by C

entre IR
D

 de M
ontpellier (ex. O

rstom
) user on 11 July 2024

https://doi.org/
10.2305/IUCN.UK.2017-3.RLTS.T38472A115773662.en
10.2305/IUCN.UK.2017-3.RLTS.T38472A115773662.en
https://doi.org/
10.2305/IUCN.UK.2017-3.RLTS.T38503A115776187.en
10.2305/IUCN.UK.2017-3.RLTS.T38503A115776187.en
https://doi.org/
10.2305/IUCN.UK.2017-3.RLTS.T38612A115777101.en
10.2305/IUCN.UK.2017-3.RLTS.T38612A115777101.en
https://doi.org/
10.2305/IUCN.UK.2017-3.RLTS.T38469A115778165.en
10.2305/IUCN.UK.2017-3.RLTS.T38469A115778165.en
https://doi.org/
10.2305/IUCN.UK.2020-3.RLTS.T39023A185104556.en
https://doi.org/
10.2305/IUCN.UK.2020-3.RLTS.T38502A185103182.en
https://doi.org/
10.2305/IUCN.UK.2020-3.RLTS.T115734006A185104975.en
10.2305/IUCN.UK.2020-3.RLTS.T115734006A185104975.en
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://undergraduateresearch.wvu.edu/symposia/past-symposia
https://undergraduateresearch.wvu.edu/symposia/past-symposia
https://doi.org/10.1017/CBO9781139095112
https://doi.org/10.1017/CBO9781139095112
https://archives.datapages.com/data/ipa_pdf/2020/IPA20-G-61.html
https://archives.datapages.com/data/ipa_pdf/2020/IPA20-G-61.html
https://doi.org/10.29118/ipa20-g-61
https://doi.org/10.1029/2020GC008946
https://doi.org/10.1029/2020GC008946


Pérez-Calle et al. ― Diversification of New Caledonian palms 99

Hall R. 2017. Southeast Asia: new views of the geology of the Malay archi-
pelago. Annual Review of Earth and Planetary Sciences 45: 331–358.

Heads M. 2023. Methods in molecular biogeography: the case of New 
Caledonia. Journal of Biogeography 50: 1437–1453.

Heath TA. 2011. Divergence time estimation using BEAST v2.* Dating spe-
cies divergences with the fossilized birth-death process. Beast v2 Tutorial: 
1–27. https://taming-the-beast.org/tutorials/FBD-tutorial/ (26 March 
2024, date last accessed).

Heyduk K, Trapnell DW, Barrett CF, Leebens-Mack J. 2016. Phylogenomic 
analyses of species relationships in the genus Sabal (Arecaceae) using tar-
geted sequence capture. Biological Journal of the Linnean Society 117: 
106–120.

Hijmans RJ. 2022. raster: Geographic Data Analysis and Modeling. R package 
version 3.5-29. https://CRAN.R-project.org/package=raster.

Hodel DR, Marcus J. 2011. Cyphosperma naboutinense, a new species from 
Fiji. PALMS 55: 176–182.

Hodel DR, Pintaud JC. 1998. The palms of New Caledonia Les Palmiers de 
Nouvelle-Calédonie. Lawrence: Allen Press.

Hodel DR, Baker WJ, Bellot S, Pérez-Calle V, Cumberledge A, Barrett CF. 
2021. A reassessment of the Archontophoenicinae of New Caledonia and 
description of a new species. PALMS 65: 109–131.

Holl H-G. 2013. Geology of the Solomon Islands and geological fieldwork 
Savo Island, April 2013. Milton, Brisbane: Geodynamics Limited. doi: 
10.13140/RG.2.2.18448.00001

Ibanez T, Munzinger J, Dagostini G, et al. 2014. Structural and floristic di-
versity of mixed tropical rain forest in New Caledonia: new data from 
the New Caledonian Plant Inventory and Permanent Plot Network 
(NC-PIPPN). Applied Vegetation Science 17: 386–397.

Jaffré T. 1993. The relationship between ecological diversity and floristic di-
versity in New Caledonia. Biodiversity Letters 1: 82–87.

Jaffré T, Munzinger J, Lowry PP. 2010. Threats to the conifer species found 
on New Caledonia’s ultramafic massifs and proposals for urgently needed 
measures to improve their protection. Biodiversity and Conservation 19: 
1485–1502.

Johnson MA, Clark JR, Wagner WL, McDade LA. 2017. A molecular phyl-
ogeny of the Pacific clade of Cyrtandra (Gesneriaceae) reveals a Fijian 
origin, recent diversification, and the importance of founder events. 
Molecular Phylogenetics and Evolution 116: 30–48.

Johnson MG, Gardner EM, Liu Y, et al. 2016. HybPiper: extracting 
coding sequence and introns for phylogenetics from high-throughput 
sequencing reads using target enrichment. Applications in Plant Sciences 
4: 1600016.

Johnson MG, Pokorny L, Dodsworth S, et al. 2019. A universal probe set 
for targeted sequencing of 353 nuclear genes from any flowering plant de-
signed using k-medoids clustering. Systematic Biology 68: 594–606.

Junier T, Zdobnov EM. 2010. The Newick utilities: high-throughput phylo-
genetic tree processing in the UNIX shell. Bioinformatics 26: 1669–1670.

Kalyaanamoorthy S, Minh BQ, Wong TKF, Von Haeseler A, Jermiin LS. 
2017. ModelFinder: fast model selection for accurate phylogenetic esti-
mates. Nature Methods 14: 587–589.

Katoh K, Standley DM. 2013. MAFFT multiple sequence alignment software 
version 7: improvements in performance and usability. Molecular Biology 
and Evolution 30: 772–780.

Kuhnhäuser BG, Bellot S, Couvreur TLP, et al. 2021. A robust phylogenomic 
framework for the calamoid palms. Molecular Phylogenetics and 
Evolution 157: 107067.

Ladiges PY, Cantrill D. 2007. New Caledonia–Australian connections: bio-
geographic patterns and geology. Australian Systematic Botany 20: 
383–389.

Li H, Durbin R. 2009. Fast and accurate short read alignment with Burrows–
Wheeler transform. Bioinformatics 25: 1754–1760.

Loiseau O, Olivares I, Paris M, et al. 2019. Targeted capture of hundreds 
of nuclear genes unravels phylogenetic relationships of the diverse 
Neotropical palm tribe Geonomateae. Frontiers in Plant Science 10: 864.

Malem J, Robillard T, Cluzel D, et al. 2023. Origins of old lineages in New 
Caledonia: a geologically informed test of the island-hopping hypothesis. 
Journal of Biogeography 50: 1587–1601.

Martínez LCA, Archangelsky S, Prámparo MB, Archangelsky A. 
2016. Early Cretaceous palm pollen tetrads from Patagonia, Argentina. 
Cretaceous Research 59: 129–139.

Mast AR, Willis CL, Jones EH, Downs KM, Weston PH. 2008. A smaller 
Macadamia from a more vagile tribe: inference of phylogenetic rela-
tionships, divergence times, and diaspore evolution in Macadamia and 

relatives (tribe Macadamieae; Proteaceae). American Journal of Botany 
95: 843–870.

Matsunaga KKS, Smith SY. 2021. Fossil palm reading: using fruits to re-
veal the deep roots of palm diversity. American Journal of Botany 108: 
472–494.

Matzke NJ. 2013. Probabilistic historical biogeography: new models for 
founder-event speciation, imperfect detection, and fossils allow im-
proved accuracy and model-testing. Frontiers of Biogeography 5: 
242–248.

Matzke NJ. 2022. Statistical comparison of DEC and DEC+J is identical to 
comparison of two ClaSSE submodels, and is therefore valid. Journal of 
Biogeography 49: 1805–1824.

Maurizot P, Campbell HJ. 2020. Palaeobiogeography of New Caledonia. In: 
Maurizot P, Mortimer N. eds. New Caledonia: geology, geodynamic 
evolution and mineral resources. London: Geological Society of London, 
189–213. doi:10.1144/M51

Meyer S, Birnbaum P, Bruy D, et al. 2022. The New Caledonia plants RLA: 
bringing botanists together for the conservation of the Archipelago’s 
crown jewel. In: DellaSala DA, Goldstein MI. eds. Imperiled: the en-
cyclopedia of conservation. Amsterdam: Elsevier, 859–874. doi: 10.1016/
B978-0-12-821139-7.00171-9

Morat Ph. 1993. Introduction: the terrestrial biota of New Caledonia. 
Biodiversity Letters 1: 69–71.

Munzinger J, McPherson G, Meyer S, Gemmill C. 2023. Phylogenetic study 
of the New Caledonian endemic genus Adenodaphne (Lauraceae) con-
firms its synonymy with Litsea. Botany Letters 170: 479–487.

Myers N, Mittermeler RA, Mittermeler CG, Da Fonseca GAB, Kent J. 
2000. Biodiversity hotspots for conservation priorities. Nature 403: 
853–858.

Nattier R, Pellens R, Robillard T, et al. 2017. Updating the phylogenetic 
dating of New Caledonian biodiversity with a meta-analysis of the avail-
able evidence. Scientific Reports 7: 3705.

Neall VE, Trewick SA. 2008. Review. The age and origin of the Pacific islands: 
a geological overview. Philosophical Transactions of the Royal Society B: 
Biological Sciences 363: 3293–3308.

Nguyen LT, Schmidt HA, Von Haeseler A, Minh BQ. 2015. IQ-TREE: a 
fast and effective stochastic algorithm for estimating maximum-likelihood 
phylogenies. Molecular Biology and Evolution 32: 268–274.

Nikolov LA, Shushkov P, Nevado B, et al. 2019. Resolving the backbone 
of the Brassicaceae phylogeny for investigating trait diversity. The New 
Phytologist 222: 1638–1651.

Norup MV, Dransfield J, Chase MW, Barfod AS, Fernando ES, Baker WJ. 
2006. Homoplasious character combinations and generic delimitation: 
a case study from the Indo-Pacific arecoid palms (Arecaceae: Areceae). 
American Journal of Botany 93: 1065–1080.

Nute M, Saleh E, Warnow T. 2019. Evaluating statistical multiple sequence 
alignment in comparison to other alignment methods on protein data sets. 
Systematic Biology 68: 396–411.

Paradis E, Schliep K. 2019. Ape 5.0: an environment for modern 
phylogenetics and evolutionary analyses in R. Bioinformatics 35: 
526–528.

Pascal M, De Forges BR, Le Guyader H, Simberloff D. 2008. Mining and 
other threats to the New Caledonia biodiversity hotspot. Conservation 
Biology 22: 498–499.

Paun O, Turner B, Trucchi E, Munzinger J, Chase MW, Samuel R. 2016. 
Processes driving the adaptive radiation of a tropical tree (Diospyros, 
Ebenaceae) in New Caledonia, a biodiversity hotspot. Systematic Biology 
65: 212–227.

Pelletier B. 2007. Geology of the New Caledonia region and its implications 
for the study of the New Caledonian biodiversity. Compendium of Marine 
Species of New Caledonia. Documents Scientifiques et Techniques 117: 
19–32.

Pérez-Calle V, Bellot S, Kuhnhäuser BG, Pillon Y, Forest F, Leitch IJ, 
Baker WJ. 2024. Phylogeny of New Caledonian palms: supporting data 
(v.2) [Data set]. Zenodo. doi: 10.5281/zenodo.10782809

Pillon Y. 2011. Focus on Geissois (Cunoniaceae): another example of the 
Melanesian connection. In: Bouchet P, Le Guyader H, Pascal O. eds. 
The natural history of Santo. Paris: PNI, 93–94.

Pillon Y. 2012. Time and tempo of diversification in the flora of New Caledonia. 
Botanical Journal of the Linnean Society 170: 288–298.

Pillon Y, Hopkins HCF, Rigault F, Jaffré T, Stacy EA. 2014. Cryptic 
adaptive radiation in tropical forest trees in New Caledonia. The New 
Phytologist 202: 521–530.

D
ow

nloaded from
 https://academ

ic.oup.com
/aob/article/134/1/85/7634765 by C

entre IR
D

 de M
ontpellier (ex. O

rstom
) user on 11 July 2024

https://taming-the-beast.org/tutorials/FBD-tutorial/
https://CRAN.R-project.org/package=raster
https://doi.org/10.13140/RG.2.2.18448.00001
https://doi.org/10.1144/M51
https://doi.org/10.1016/B978-0-12-821139-7.00171-9
https://doi.org/10.1016/B978-0-12-821139-7.00171-9
https://doi.org/10.5281/zenodo.10782809


Pérez-Calle et al. ― Diversification of New Caledonian palms100

Pillon Y, Barrabé L, Buerki S. 2017. How many genera of vascular plants are 
endemic to New Caledonia? A critical review based on phylogenetic evi-
dence. Botanical Journal of the Linnean Society 183: 177–198.

Pintaud JC, Baker WJ. 2008. A revision of the palm genera (Arecaceae) of 
New Caledonia. Kew Bulletin 63: 61–73.

Pintaud JC, Jaffré T. 2001. Patterns of diversity and endemism in palms on 
ultramafic rocks in New Caledonia. South African Journal of Science 97: 
548–550.

Pintaud JC, Stauffer FW. 2011. A revision of the large-flowered group of 
Basselinia Vieill. sect. Taloua H. E. Moore & Uhl (Arecaceae). Candollea 
66: 147–154.

Pintaud JC, Jaffré T, Puig H. 2001. Chorology of new Caledonian palms and 
possible evidence of Pleistocene rain forest refugia. Comptes rendus de 
l'Academie des sciences. Serie III, Sciences de la vie 324: 453–463.

Plunkett GM, Lowry PP. 2012. Phylogeny and diversification in the 
Melanesian Schefflera clade (Araliaceae) based on evidence from nuclear 
rDNA spacers. Systematic Botany 37: 279–291.

POWO. 2018. Plants of the World Online. Facilitated by the Royal Botanic 
Gardens, Kew. http://www.plantsoftheworldonline.org/ (1 March 2018, 
date last accessed).

POWO. 2023. Plants of the World Online. Facilitated by the Royal Botanic 
Gardens, Kew. http://www.plantsoftheworldonline.org/ (27 May 2023, 
date last accessed).

Rambaut A, Drummond AJ, Xie D, Baele G, Suchard MA. 2018. Posterior 
summarization in Bayesian phylogenetics using Tracer 1.7. Systematic 
Biology 67: 901–904.

Reaz R, Bayzid MS, Rahman MS. 2014. Accurate phylogenetic tree recon-
struction from quartets: a heuristic approach. PLoS One 9: e104008.

R Core Team. 2020. R: a language and environment for statistical computing. 
Vienna: R Foundation for Statistical Computing.

Ree RH, Sanmartín I. 2018. Conceptual and statistical problems with the 
DEC+J model of founder-event speciation and its comparison with DEC 
via model selection. Journal of Biogeography 45: 741–749.

Rehman HU, Hideo N, Kei K. 2013. Geological origin of the volcanic Islands 
of the Caroline Group in the Federated States of Micronesia, Western 
Pacific. South Pacific Studies 33: 101–118.

Revell LJ. 2012. phytools: an R package for phylogenetic compara-
tive biology (and other things). Methods in Ecology and Evolution 3: 
217–223.

RStudio Team. 2020. RStudio: integrated development for R. Boston, MA: 
RStudio, PBC.

Sayyari E, Mirarab S. 2016. Fast coalescent-based computation of local 
branch support from quartet frequencies. Molecular Biology and Evolution 
33: 1654–1668.

Schneider JV, Jungcurt T, Cardoso D, et al. 2021. Phylogenomics of the 
tropical plant family Ochnaceae using targeted enrichment of nuclear 
genes and 250+ taxa. Taxon 70: 48–71.

Smith SA, Brown JW, Walker JF. 2018. So many genes, so little time: a prac-
tical approach to divergence-time estimation in the genomic era. PLoS 
One 13: e0197433.

Stamatakis A. 2014. RAxML version 8: a tool for phylogenetic ana-
lysis and post-analysis of large phylogenies. Bioinformatics 30: 
1312–1313.

Suchard MA, Lemey P, Baele G, Ayres DL, Drummond AJ, Rambaut A. 
2018. Bayesian phylogenetic and phylodynamic data integration using 
BEAST 1.10. Virus Evolution 4: vey016.

Swenson U, Backlund A, McLoughlin S, Hill RS. 2001. Nothofagus biogeog-
raphy revisited with special emphasis on the enigmatic distribution of sub-
genus Brassospora in New Caledonia. Cladistics 17: 28–47.

Tribble CM, Freyman WA, Landis MJ, et al. 2022. RevGadgets: an R 
package for visualizing Bayesian phylogenetic analyses from RevBayes. 
Methods in Ecology and Evolution 13: 314–323.

Trifinopoulos J, Nguyen LT, von Haeseler A, Minh BQ. 2016. W-IQ-TREE: 
a fast online phylogenetic tool for maximum likelihood analysis. Nucleic 
Acids Research 44: W232–W235.

Van Dam MH, Matzke NJ. 2016. Evaluating the influence of connectivity 
and distance on biogeographical patterns in the South-Western Deserts of 
North America. Journal of Biogeography 43: 1514–1532.

Veillon JM. 1993. Protection of floristic diversity in New Caledonia. 
Biodiversity Letters 1: 88–91.

Woo VL, Funke MM, Smith JF, Lockhart PJ, Garnock-Jones PJ. 2011. 
New World origins of Southwest Pacific Gesneriaceae: multiple move-
ments across and within the South Pacific. International Journal of Plant 
Sciences 172: 434–457.

Yao G, Zhang YQ, Barrett C, et al. 2023. A plastid phylogenomic framework 
for the palm family (Arecaceae). BMC Biology 21: 50.

Zhang C, Mirarab S. 2022. Weighting by gene tree uncertainty improves ac-
curacy of quartet-based species trees. Molecular Biology and Evolution 
39: msac215.

Zhang C, Rabiee M, Sayyari E, Mirarab S. 2018. ASTRAL-III: polynomial 
time species tree reconstruction from partially resolved gene trees. BMC 
Bioinformatics 19: 15–30.

Zhang C, Zhao Y, Braun EL, Mirarab S. 2021. TAPER: pinpointing errors in 
multiple sequence alignments despite varying rates of evolution. Methods 
in Ecology and Evolution 12: 2145–2158.

Zizka A, Silvestro D, Andermann T, et al. 2019. CoordinateCleaner: stand-
ardized cleaning of occurrence records from biological collection data-
bases. Methods in Ecology and Evolution 10: 744–751.

D
ow

nloaded from
 https://academ

ic.oup.com
/aob/article/134/1/85/7634765 by C

entre IR
D

 de M
ontpellier (ex. O

rstom
) user on 11 July 2024

http://www.plantsoftheworldonline.org/
http://www.plantsoftheworldonline.org/

