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Phylogenetic relationships and patterns of evolution within Melanerpes, one of the most diverse groups of
New World woodpeckers (22-23 lineages), have been complicated due to complex plumages and mor-
phological adaptations. In an attempt to resolve these issues, we obtained sequence data from four
nuclear introns and two mitochondrial protein-coding genes for 22 of the 24 currently recognized species
in the genus. We performed phylogenetic analyses involving Maximum Likelihood and Bayesian
Inference, species-tree divergence dating, and biogeographic reconstructions. Tree topologies from the
concatenated and species-tree analyses of the mtDNA and nDNA showed broadly similar patterns, with
three relatively well-supported groups apparent: (a) the Sphyrapicus clade (four species); (b) the typical
Melanerpes clade, which includes temperate and subtropical dry forest black-backed species; and (c) the
mostly barred-backed species, here referred to as the “Centurus” clade. The phylogenetic position of
Melanerpes superciliaris regarding the rest of Melanerpes is ambiguous as it is recovered as sister to the
rest of Melanerpes or as sister to a group including Sphyrapicus + Melanerpes. Our species tree estimations
recovered the same well-delimited highly-supported clades. Geographic range evolution (estimated in
BioGeoBEARS) was best explained by a DIVALIKE + j model, which includes vicariance, founder effect spe-
ciation, and anagenetic dispersal (range expansion) as important processes involved in the diversification
of the largest radiation of woodpeckers in the New World.

© 2017 Elsevier Inc. All rights reserved.

1. Introduction

Birds have shed light into the importance of the final GABI
bridge closure for forest species, as well as on causes for temporal

The Great American Biotic Interchange (GABI) is a series of
major biogeographic events with profound effects on New World’s
diversity (Simpson, 1980). Taxa dispersed between North and
South America producing multiple range expansion, speciation,
and extinction events during the closure of the Panamanian land
bridge (Stehli and Webb, 1985). In recent years, time-calibrated
phylogenies have aided to recognize the bridge closure as the fun-
damental GABI driver for many groups with different fossilization
and dispersal capabilities (Smith and Klicka, 2010), and the docu-
mentation of cases of pre-closure dispersal events have indicated
that GABI was a long and complex process dating back to the
Oligocene-Miocene transition (Bacon et al., 2015).
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and ecological disagreements (Weir et al., 2009; Smith and Klicka,
2010). One less well-known aspect is the connection between
North America, South America and the Caribbean, and whether
islands played a significant role during GABI. For several passerine
lineages, Hispaniola has been suggested as an ancestral area
(Spellman et al., 2008; Lovette et al., 2010) with posterior events
of colonization to both North and South America. For others, Carib-
bean endemics may represent relicts of ancient lineages that likely
went extinct on the mainland (Benz et al., 2006; Barker et al., 2012,
2015). Thus, the Caribbean is a composite New World region with
species from multiple origins with a complex biogeographic his-
tory including vicariance, land bridges, and overwater dispersal
(Bond, 1948, 1963; Vazquez-Miranda et al., 2007).

Woodpeckers (Aves: Piciformes: Picidae) are a group of birds
with a high species diversity, including 250 from 30 genera with
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a significant representation in the New World (e.g., Short, 1982; del
Hoyo and Collar, 2014; Gill and Donsker, 2017). Most morpholog-
ical and molecular analyses have demonstrated that Picidae is
monophyletic (Webb and Moore, 2005; Benz et al., 2006; Fuchs
et al., 2007; Dufort, 2016), with an evolutionary origin in the trop-
ical regions of Eurasia in the mid-Tertiary, 45 million years ago
(Ma), while the main diversification of modern lineages began
about 13.4 + 1.7 Ma (Benz et al., 2006; Fuchs et al., 2007; Dufort,
2016). In other studies, Neotropics and Afrotropics have been esti-
mated as ancestral areas of distribution for woodpeckers and other
Piciformes at approximately 50 Ma (Claramunt and Cracraft, 2015),
however, particular biogeographic processes, such as dispersal to
North America and the Caribbean are still largely unexplored.
Moreover, the recent increase in molecular systematic studies of
woodpeckers (e.g., Benz et al., 2006; Fuchs et al., 2007, 2013; Dufort,
2016) have allowed a higher resolution in different taxonomic
levels within the family, and have commonly shown that previously
proposed phylogenetic relationships were incorrect (e.g., Benz et al.,
2015). In spite of this, a major bias has been that few molecular
studies in Picidae have included extensive species-level taxonomic
sampling (but see Dufort, 2016); or in the case of morphological
studies, some characters, such as coloration, have proved to be
adaptations or convergences due to similar habitats or either as a
result of social mimicry, leading to inconsistencies in the previous
proposed phylogenies (e.g., Winkler et al., 1995; Winkler and
Christie, 2002; Weibel and Moore, 2005; Fuchs et al., 2007;
Garcia-Trejo et al., 2009; Benz and Robbins, 2011). Thus, many sub-
groups within Picidae are not monophyletic (Dufort, 2016).

1.1. Study group

Species in the genus Melanerpes, one of the most diverse groups
of woodpeckers, include approximately 22-24 lineages widely dis-
tributed in the New World, ranging from southeastern Canada to
northern Argentina and the Caribbean islands. They inhabit deserts,
tropical and temperate forests, and are ubiquitous in urban settings
(Fig.S1.1 in Appendix 1; Gill and Donsker, 2017). However, complex
plumages and morphological adaptations have made the assess-
ment of phylogenetic relationships difficult. In addition, they are
regarded as generalists because of a broad food flexibility, a condi-
tion that has been considered ancestral (Winkler and Christie,
2002). These hypotheses are supported by both the study of genes
and osteology (Goodge, 1972; Webb and Moore, 2005), where
Melanerpes and its putative sister group Sphyrapicus appeared as
basal within Picinae (Short, 1982; Webb and Moore, 2005).

The genus Melanerpes, as well as the closely related genera
Sphyrapicus and Xiphidiopicus (Overton and Rhoads, 2004), are all
included in the tribe Melanerpini (sensu Winkler et al., 2014),
which is restricted to the New World (Fig. S1.2). Geographic distri-
bution of most species in this tribe is centered in the northern part
of the American continent: all four species of Sphyrapicus (breeding
distribution only) are distributed in temperate North America. The
greatest diversity of Melanerpes (up to eight species) occurs in
Mesoamerica, and Xiphidiopicus is restricted to Cuba and nearby
islands (Winkler and Christie, 2002; del Hoyo and Collar, 2014).
These distributional patterns, together with the distribution of
fossils of both Melanerpes and Sphyrapicus, as well as other related
fossil forms (e.g., Cracraft and Morony, 1969), suggest that
Melanerpini (sensu Winkler et al., 2014) is of North American ori-
gin: fossils from the Middle Pleistocene have been found in North
America, whereas fossils from the Late Pleistocene have been
located in Brazil (Vuilleumier, 1984, 1985).

The biogeography of the insular taxa of Melanerpes (including
Centurus) seems to be problematic. One idea is that Caribbean
Melanerpes are expected to have a North American origin; however,
this is ambiguous, given that some species are morphologically clo-

ser to the Centurus taxa in Mesoamerica (Bond, 1963, 1966), thus
suggesting at least two dispersal events. Bond (1979) later sug-
gested that the five species of Melanerpini in the Caribbean islands
derived from at least five independent colonization events. Others
have suggested instead that certain groups of birds (woodpeckers
included) in the Caribbean may belong to monophyletic groups
(see Ricklefs and Bermingham, 2001), implying a single coloniza-
tion event and further differentiation, probably due to insular allo-
patric conditions in the region.

In an attempt to resolve the issues regarding the evolutionary
relationships and historical biogeography of species currently
assigned to the genus Melanerpes, we obtained sequence data from
four nuclear introns and two mitochondrial protein-coding genes
for 95% of currently recognized species in the genus (Supporting
Information, Appendix 1). Specifically, and based on the phyloge-
netic framework, we tested the following biogeographic hypothe-
ses: (1) a North American origin for Melanerpini (sensu Winkler
et al., 2014), (2) a North American origin for the broad Melanerpes
clade, (3) Melanerpes taxa in the Caribbean islands are derived from
independent colonization events, and (4) diversification in Melan-
erpes, the largest radiation of woodpeckers in the New World, is
related to GABI.

We performed phylogenetic analyses involving concatenation,
species trees, divergence dating, and biogeographic reconstruction.
Based on these analyses we provide scenarios for diversification
and biogeography of the taxon that resulted in the current diver-
sity, and briefly address the taxonomic implications.

2. Materials and methods
2.1. Taxon sampling

Tissue samples loans from the majority of the currently
assigned species to Melanerpes were obtained from eight different
scientific collections (see Appendix 1 and Acknowledgements). In
all, we obtained 88 samples, 82 of which corresponded to 22 of
the 24 recognized Melanerpes species; whenever possible, our sam-
pling included more than two individuals per species. This
intraspecific sampling scheme allowed us to assess species limits
in some taxa with ample geographic variation (e.g., Melanerpes aur-
ifrons). We only lack tissue samples from M. pulcher - a Colombian
endemic that has been either considered a subspecies of M. chry-
sauchen (e.g. Short, 1982; Winkler et al., 1995) or a full species
(del Hoyo and Collar, 2014) -, and from M. flavifrons, from the
Atlantic Forest, for which we used published sequences. We also
included four samples from the closely related genus Sphyrapicus
(e.g. DeFilippis and Moore, 2000; Webb and Moore, 2005; Dufort,
2016). We did not include the Cuban endemic X. percussus, which
in a previous molecular study, was found to be the sister taxon
to Melanerpes (Overton and Rhoads, 2004). Although some mito-
chondrial CYTB sequences are available in GenBank, there are some
concerns on their validity (Dufort, 2016).

For rooting purposes, we selected another member of the
Melanerpini: Dryobates [Picoides] scalaris; as well as Dryocopus lin-
eatus, a non-melanerpine taxon as outgroups, both members of
taxonomic groups closely related to Melanerpes (Benz et al.,
2006; Overton and Rhoads, 2004; Fuchs et al., 2013; Dufort, 2016).

2.2. Laboratory procedures

We extracted genomic DNA from all species from frozen or alco-
hol preserved tissues (muscle, heart or liver) using the DNeasy
Extraction Kit (Qiagen), following the manufacturer’s protocol.
We targeted two protein-coding mitochondrial genes: ND2 -
NAD dehydrogenase subunit 2, and CYTB - Cytochrome B; two
autosomal introns: TGFB2 - Transforming growth factor 2 beta
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subunit, intron 5, FIB7 - Beta fibrinogen, intron 7; and two z-linked
introns: MUSK - muscle skeletal receptor tyrosine kinase gene,
intron 3, and ACO1 - Aconitase 1, intron 9; for a total of five inde-
pendent loci. These molecular markers were amplified via PCR
(Polymerase chain reaction), in 20-25.0 pL reactions using GoTaq
Green Mastermix (Promega, Madison, WI, USA) and Taq DNA poly-
merase (Vivantis Technologies, Selangor, Malaysia), using primers
described in Table S1.1 and standard thermocycler protocols.
Amplicons were purified using Agencourt AMPure PCR purification
beads (Beckman-Coulter, Fullerton, CA, USA) following manufac-
turer’s instructions. Sequencing was carried out using the BigDye
v3.1 termination protocol (Applied Biosystems, Foster City, CA,
USA) in an ABI 3730xl automated Sanger sequencer at the
Beckman-Coulter Genomics Center (Danvers, MA, USA); as well
as at the High-Throughput Genomics Unit Service of the University
of Washington. Assembly of complementary strands and edition of
chromatograms was carried out in GENEIOUS 7.0.6 (Biomatters,
http://www.geneious.com/) and SEQUENCHER 4.7 (Gene-codes
Inc., Ann Arbor, MI, USA). Each edited sequence was verified to
be of avian origin and the correct locus by comparing them to ref-
erence sequences in the NCBI GenBank database using BLAST
searches. Protein-coding genes (ND2 and CYTB) were checked for
stop codons in the EMBOSS-TRANSEQ site (http://www.ebi.ac.uk/
Tools/st/emboss_transeq/). Due to smaller effective population size
(Ohta, 1972), birds and other taxa in islands are known to have
higher rates of molecular evolution and substitutions under selec-
tion compared to mainland counterparts (Johnson and Seger, 2001;
Smith and Klicka, 2013) that could lead to biased phylogenetic
inferences. Protein-coding sequences were thus tested for selection
signatures using four tests: Codon-based Fisher exact test of posi-
tive selection (Zhang et al., 1997), Tajima’s D neutrality test
(Tajima, 1989), Single Likelihood Ancestor Counting method (SLAC,
Pond and Frost, 2005), and Mixed Effects Model of Evolution
(MEME, Murrell et al., 2012). The first two are implemented in
MEGAS5 (Tamura et al., 2011) and the last two in HyPhy (Pond
and Muse, 2005) through its online portal (Delport et al., 2010;
http://datamonkey.org). These methods rely on calculating , also
known as the dN/dS ratio (number of non-synonymous substitu-
tions/number of synonymous substitutions; Kimura, 1977). Signif-
icant selection signatures were determined by P-values < 0.05 after
a false discovery rate correction (FDR) for multiple comparisons in
R3.1. When a codon was found to be under selection, it was tested
for functional protein changes in PROVEAN (Choi and Chan, 2015)
using a Genbank NCBI 2012 database and a threshold cutoff of —2.5
to detect deleterious or neutral protein changes. All sequences
were aligned using MAFFT (Katoh et al., 2005), as implemented
in Geneious 7.0.6 (Biomatters, http://www.geneious.com/), and
CLUSTALX2 (Larkin et al., 2007) using default settings. Alleles bear-
ing heterozygote sites were separated using in silico phasing in
PHASE 2.1 (Stephens et al., 2001) by interconverting the original
aligned FASTA files in SEQPHASE (Flot, 2010), running 100,000 gen-
erations with a burn-in of 10,000 using a 0.7 posterior probability.
If alleles were under that probability threshold, we took one
phased allele at random from the posterior following Ruegg et al.
(2010). We tested for recombination between loci employing the
Phi method (Bruen et al., 2006) in the program SPLITSTREE 4.3
(Huson and Bryant, 2006).

2.3. Phylogenetic inference

As our study includes both nuclear (nDNA) and mitochondrial
loci (mtDNA), the probable effect of conflicting phylogenetic signal
among these markers (Maddison, 1997; Edwards et al.,, 2007;
Degnan and Rosenberg, 2009; Heled and Drummond, 2010) was
explored by conducting separated analyses. These analyses showed
different levels of support for the terminal branches, but both

recovered a Melanerpes + Sphyrapicus monophyletic group. We
therefore also conducted a concatenated analyses, as it has been
suggested that nDNA genes may resolve phylogenetic relationships
at deeper levels (Lin and Danforth, 2004). Analyses were thus
based on separated datasets: concatenated (mtDNA +nDNA),
mtDNA, and nDNA, as well as on individual nuclear loci. On all of
these datasets, models of substitution and the appropriated parti-
tion schemes were selected using PARTITIONFINDER (Lanfear et al.,
2012). For selection of both substitution models and partitioning
schemes, we followed a strategy in which all models and partitions
are compared and selected using the Bayesian Information Crite-
rion, which favors less-parameterized schemes (Minin et al,
2003; Abdo et al., 2005). Partition schemes and selected models
(Table 1) were used for analyses on each dataset as described
below, except when otherwise stated. Trees were rooted using out-
groups previously mentioned (Benz et al.,, 2006; Overton and
Rhoads, 2004; Fuchs et al., 2013; Dufort, 2016).

Each dataset was analyzed using both Maximum Likelihood
analysis (ML) as implemented in RAXML 7.2.6 (Stamatakis, 2006;
Stamatakis et al., 2008) and Bayesian Inference (BI), using
MRBAYES 3.2.6 (Ronquist et al., 2012). For ML analyses, we used
the same partitioning schemes used in Bayesian analyses; all par-
titions were assigned the GTR + G model (Stamatakis et al., 2008)
and support for the obtained clades was assessed with 1000 boot-
strap replicates. For Bayesian analyses, we used eight Markov chain
Monte Carlo (MCMC), which were run for 10’ generations and
sampling parameters every 1000 generations. Convergence and
stationarity of the MCMC runs were assessed in two different ways.
First, we used the average standard deviation of split frequencies
(ASDSF), with 0.01 as an acceptable value for congruence between
independent runs, as implemented in MRBAYES 3.2.6 (Ronquist
et al., 2012). For the second, we used TRACER 1.5 (Rambaut and
Drummond, 2007), in which values greater than 200 in the effec-
tive sample sizes (ESS; in our analyses, most were in the thou-
sands) are obtained after stationarity and congruence are reached.

2.4. Species trees

For species tree estimation, we used the multispecies coalescent
model (Heled and Drummond, 2010) implemented in ‘BEAST 1.8.2
(Drummond et al., 2012), as well as the quartet species-tree
method for SNPs (single-nucleotide polymorphisms) singular value
decomposition (Chifman and Kubatko, 2014) in SVDQUARTETS as
implemented in PAUP*4.0a146 (Swofford, 2002). As species-tree
methods require terminal taxa to be assigned a priori (Liu et al.,
2009), we imposed 27 taxa (Including species in Sphyrapicus) from
Winkler et al. (1995) to each individual allele. In order to reduce
the complexity in species tree estimation and increase parameter
convergence probability, we sampled two individuals and their
respective haplotypes and alleles, since calculations do not benefit
from adding extra individuals over number of loci (Drummond and
Bouckaert, 2015). ‘BEAST species trees were run for 300 x 10° gen-
erations with a 10% burn-in sampling every 300,000 generations,
under a Birth-Death speciation tree prior, and uncorrelated lognor-
mal relaxed clocks for each locus. Maximum clade credibility spe-
cies trees were summarized in TREEANNOTATOR 1.8 (Drummond
et al., 2012). All Bayesian analyses were checked for convergence
and ESS in TRACER 1.5 (Rambaut and Drummond, 2007; http://
tree.bio.ed.ac.uk/software/tracer/).

We time-calibrated the species tree with the following avian
substitution rates: ND2 (0.013 substitutions/lineage/million years;
Arbogast et al., 2006); CYTB (0.01 substitutions/lineage/million
years; Lovette, 2004); sex-linked loci (0.00195 substitutions/
lineage/million years; Axelsson et al., 2004), and autosomal loci
(0.00184 substitutions/lineage/million years; Axelsson et al,
2004), using a standard deviation of 0.45 and 0.1 for mtDNA and


http://www.ebi.ac.uk/Tools/st/emboss_transeq/
http://www.ebi.ac.uk/Tools/st/emboss_transeq/
http://datamonkey.org
http://tree.bio.ed.ac.uk/software/tracer/
http://tree.bio.ed.ac.uk/software/tracer/

56 A.G. Navarro-Sigiienza et al./Molecular Phylogenetics and Evolution 112 (2017) 53-67

Table 1
Partition schemes and models of substitution estimated for the phylogenetic analyses.

Gene Length (bp) Sequences sampled Parsimony uninformative Parsimony informative Partition Selected model
ND2 1041 88 55 486 1st Codon HKY +1+G
2nd Codon HKY +1+G
3rd Codon GTR+G
Cytb 1051 88 36 399 1st Codon GTR+G
2nd Codon K80 +1+G
3rd Codon HKY +1+G
MUSK 496 62 50 42 Musk HKY +1+G
TGFB2 536 80 38 48 TGFB HKY +1+G
ACO1 1092 27 95 52 Aco HKY +1+G
FIB7 857 30 62 43 Fib7 HKY +1+G

nuclear loci, respectively (Smith and Klicka, 2010) for relaxed clock
calibrations. Following Axelsson et al. (2004) and other avian gen-
eral rates would suggest that Piciformes have similar evolutionary
patterns to Galliformes, Palaeognathae, and other early lineage
divergences in avian evolution, an assumption that would not cor-
respond to higher substitution rates seen at the genomic level
across Australaves and Coraciimorphae (Hackett et al., 2008;
Jarvis et al., 2014; Prum et al., 2015). Woodpeckers however, have
demographic and molecular patterns similar to Passeriformes that
have shaped their evolutionary rates (Moore and DeFilippis,
1997). Thus, we also calibrated trees using locus-specific substitu-
tion rates (substitutions/lineage/million years) estimated from
Hawaiian honeycreepers (Lerner et al., 2011): ND2 - 0.0145, CYTB
- 0.007, TGFB - 0.00085, and FIB7 - 0.00095. There were no Z-
linked loci surveyed for honeycreepers, however most rates were
50% of those from general rates (Lerner et al., 2011); therefore we
halved the general avian Z-linked rate for ACOI and MUSK
(0.000975).

To account for different topologies between concatenated
methods and species trees during chronogram estimation, we con-
strained the ML/BI topology in BEAST using the same number of
generations stated previously, with a starting ultrametric tree cal-
ibrated with time constrains from Dufort (2016); the product of
eight fossil and geologic age constraints) using penalized likelihood
(Sanderson, 2002) as implemented in the R package APE (Paradis
et al., 2004) with eight different lambda values, a tolerance level
of 1 x 107 and 500 iterations for cross validation.

SVDQUARTETS trees were obtained by SNPs from our nuclear
loci evaluating all possible quartets with quartet Fiduccia-
Mattheysses (QFM) amalgamation tree inference, multispecies
coalescent tree model, and 1000 bootstrap replicates to assess sig-
nificance. Bayesian phylogenies are usually depicted as a majority-
rule consensus or maximum-clade credibility trees calculated from
the posterior credibility tree distribution after burn-in. As those
single-tree summaries often do not portray the complex variation
of the posterior tree distribution due to gene-tree discordance,
we supplemented our Bayesian phylogenies with posterior density
‘cloudograms’. Cloudograms reveal dominant topologies and
delimiting of clades regardless of allele sorting at different stages
in the speciation process (Bouckaert, 2010). We constructed
species-trees cloudograms with the posterior clade distribution
with ‘phangorn’ (Schliep, 2011) in R 3.1 (R Core Team, 2014).

Table 2

Branch support was estimated using a highly supported node
(HSN) index (Vazquez-Miranda, 2014), with a custom function in
R 3.1 (R Core Team, 2014). Briefly, this index calculates the number
of nodes on a given tree with high statistical support over the total
numbers of nodes. The HSN index goes from O to 1; O indicates that
none of the nodes on a tree have significant support, and con-
versely a value of 1 indicates all nodes on a tree have significant
support. We used 70% likelihood bootstrap replicates (Hillis and
Bull, 1993) and 0.95 of posterior probability (Huelsenbeck et al.,
2001) as thresholds.

2.5. Biogeographic history

Geographic range evolution in Melanerpes was estimated from
our ‘BEAST concatenated tree using ‘BioGeoBEARS’ (BioGeography
with Bayesian (and likelihood) Evolutionary Analysis in R Scripts;
Matzke, 2013; http://cran.rproject.org/web/packages/BioGeo-
BEARS/index.html); which implements three different biogeo-
graphic models in a likelihood framework. Models implemented
include DEC (Dispersal-extinction-cladogenesis; Ree and Smith,
2008), DIVALIKE (a likelihood version of DIVA; Ronquist, 1997),
and BAYAREALIKE (a likelihood version of BAYAREA (Landis et al.,
2013), all of which estimate rates of dispersal, extinction, cladoge-
nesis, and vicariance. Additionally, a free parameter for the estima-
tion of founder event speciation (+ j) can be added to any of the
previous models included, creating DEC +j, DIVALIKE +j, and
BAYAREALIKE +j models. All six models are fitted to the data,
and the selection of the best model is accomplished through com-
parisons of their likelihood values and also using the Akaike Infor-
mation Criterion (AIC) (Table 2). Results from BiogeoBEARS are
visualized in charts showing either the single most-probable
ancestral range at each node or as pie charts showing probabilities
for all estimated ranges representing the average of all possible
biogeographic histories under the selected model. Ambiguous
probabilities in the nodes may be approached through Bayesian
stochastic mapping (Nielsen, 2002; Ree, 2005; Revell, 2011), which
samples the most probable biogeographic history along the differ-
ent branches from a series of simulations depending on the dated
tree, the selected model, the parameter estimates, and the
observed geographic range (Landis et al., 2013). Simulations were
run for calculation of 50 biogeographic stochastic maps under
the model selected: DIVALIKE +j.

Summary statistics for model selection in BioGeoBEARS. Abbreviations: log-likelihood (LnL), dispersal parameter (d), extinction parameter (e), founder effect parameter (j), and

Akaike Information Criterion (AIC).

Model LnL # Parameters d e j AIC AIC_wt
DEC -93.91 2 0.012 0.012 0 191.8 1.10E-06
DEC +] —81.28 3 0.0061 1.00E-12 0.067 168.6 0.12
DIVALIKE -90.52 2 0.013 1.00E-12 0 185 3.30E-05
DIVALIKE + ] -79.4 3 0.0066 1.00E-12 0.053 164.8 0.82
BAYAREALIKE -110.8 2 0.021 0.16 0 225.6 5.20E-14
BAYAREALIKE + ] —82.04 3 0.0052 1.00E-07 0.075 170.1 0.058
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Based in the biogeographic divisions of Stotz et al. (1996), we
defined nine geographic regions for our biogeographic analysis:
(A) Boreal forests (mostly temperate forests on North America,
north of Mexico), (B) Tropical Highland temperate forests (moun-
tains from Mexico to the Andes of Colombia), (C) Tropical Lowland
humid forests (eastern México to Venezuela and northwestern
Ecuador), (D) Tropical Lowland Dry Forests (northwestern Mexico
to northwestern Costa Rica; this area includes the Balsas Depres-
sion in Mexico), (E) Amazonia, (F) the Atlantic Forest, (G) the Cen-
tral South America dry forests, (H) the Great Plains and
southwestern North America deserts, and (I) the Caribbean islands.

3. Results
3.1. Sequence characteristics

Our concatenated alignment included 5073 base pairs (bp)
from 2 mitochondrial and 4 nuclear genes. Of the total base pairs,
326 bp were parsimony-uninformative and 1070 bp were variable.
Sequence characteristics as well as the number of sequenced
samples per gene for the study group are shown in Table 1.
All sequences are deposited in GenBank under accession num-
bers (KY284095-KY284153, KY288519-KY288613, KY302734-
KY302800, KY313419-KY313431, and KY320184-KY320197).

We found no evidence of recombination in the six genes we
sequenced (Phi test, P-values = 0.2-0.9 range). All of our tests of
selection on protein-coding sequences did not find evidence for
positive or diversifying selection. For CYTB (mean dN/dS
ratio = 0.04, codon model fit LogL = —7091.65) paired P-values for
the codon-based Fisher Exact Test were non-significant (P =1.0),
and Tajima’s D was not significantly negative (1.30). MEME found
two codons with signatures of diversifying selection but after a
FDR correction these were not significant (P> 0.72). SLAC found
no codons under positive selection. For ND2 (mean dN/dS
ratio = 0.09, codon model fit LogL = —8468.08) paired P-values for
the codon-based Fisher Exact Test were non-significant (P =1.0),
and Tajima’s D was not significantly negative (1.09). MEME found
eight codons with signatures of diversifying selection but after a
FDR correction these were not significant (P> 0.81). SLAC found
one codon (160) with non-synonymous changes (Threonine [T]
to either Alanine [A] or Methionine [M]) suggesting a signature
of positive selection (P =0.02) but was not significant after a FDR
correction (P =1.0). PROVEAN detected no deleterious changes in
either case (T>A=0.59; T >M = 0.80). Several insertions and dele-
tions (indels) were noted in our nDNA sequences. For FIB7, a 1-bp
deletion was shared between our outgroup species, the Sphyrapicus
species, M. striatus, all of the typical Melanerpes clade (see below),
and M. hypopolius; four other deletions (4-bp non-consecutive)
were shared between species in the ingroup regarding the out-
group (Fig. S1.3). In MUSK (Fig. S1.3), a 13-bp deletion was exclu-
sive of Sphyrapicus; a 21-bp deletion united all Melanerpes species;
a 10-bp deletion was shared between the ingroup species and Dry-
obates scalaris; and a 4-bp insertion was exclusive of M. flavifrons.
In TGFB2, a deletion of 4-bp was shared between M. carolinus
and M. aurifrons, a similar 4-bp deletion is an autapomorphy for
the Sphyrapicus clade, and a 1-bp insertion is exclusive of M. chry-
sogenys (Fig. S1.5). Finally, in ACO1, a 6 bp insertion was detected
in our sample of M. carolinus, relative to both the rest of ingroup
and also the outgroup species (Fig. S1.6).

3.2. Phylogeny

Tree topologies from the phylogenetic analyses of the individual
mtDNA (Fig. S1.7) and the combined nDNA (all 4 genes, Fig. 51.8),
as well as the concatenated (mtDNA+nDNA) showed broad

similarities, except for the position of M. striatus and species in
the genus Sphyrapicus (Fig. 1). The phylogenetic position of M.
striatus was ambiguous in these analyses: in the mDNA topology,
samples of this taxon appear as a well-supported monophyletic
group (Fig. S1.7), but either as a poorly-supported paraphyletic
group in the ML nDNA topology (Fig. S1.8), or as monophyletic
but poorly-supported in the BI (pp = 0.89); this discrepancy may
be due to incomplete lineage sorting in nuclear markers (Price,
2008; Zink and Barrowclough, 2008). On the other hand, M. striatus
was recovered as a well-supported monophyletic group in the con-
catenated analyses (mtDNA + nDNA), thus reinforcing that Melan-
erpes is a non-monophyletic genus, agreeing with previous
results (see Dufort, 2016).

Despite these alternative locations of both M. striatus and the
Sphyrapicus clade, three relatively well-supported groups were
apparent in all of our phylogenetic analyses. These groups
included: (a) the Sphyrapicus clade (four species); (b) the typical
Melanerpes clade, which includes temperate and subtropical dry
forest black-backed species (M. candidus, M. lewis, M. herminieri,
M. portoricensis, M. erythrocephalus, M. formicivorus, and M. cacto-
rum; and (c) a monophyletic group here referred to as the “Centu-
rus” clade, which includes mostly barred-backed species (M.
hypopolius, M. radiolatus, M. chrysogenys, M. pygmaeus, M. rubri-
capillus, M. uropygialis, M. carolinus, M. superciliaris, M. santacruzi,
M. aurifrons, and M. hoffmannii), and black-backed species from
humid tropical lowland forest (M. pucherani, M. cruentatus, M. flav-
ifrons, and putatively M. chrysauchen). Both the Melanerpes and
“Centurus” clades roughly correspond to formerly recognized gen-
era (Peters, 1948; Selander and Giller, 1963). Further subdivisions
were recovered within the “Centurus” clade, in which three addi-
tional monophyletic groups were apparent: (1) a clade including
all samples of M. hypopolius; (2) a clade with all the barred-
backed species from highly seasonal habitats (hereafter the Centu-
rus clade); and (3) another clade with all mostly black-backed spe-
cies from humid tropical lowland forests (hereafter the Tripsurus
clade). Centurus and Tripsurus were recovered as sister, with M.
hypopolius samples sister to both.

Some of the individual nDNA topologies also supported some of
the groups described above. In all of the four nuclear genes in our
dataset (ACO1, TGFB2, FIB7, and MUSK), the Sphyrapicus clade was
recovered consistently, indicating a deep genetic differentiation
regarding the broad Melanerpes clade. Samples of M. striatus also
appeared as monophyletic, suggesting deep genetic differentiation
from both Sphyrapicus and the broad Melanerpes clade. Other
groups received mixed support: the Centurus clade was recovered
by FIB7, MUSK, and TGFB2 (Figs. S1.3-S1.6 in Appendix 1); the typ-
ical Melanerpes clade was recovered with high support only in the
FIB7 tree (Fig. S1.3 in Appendix 1); Tripsurus was recovered (with
low-support) only by MUSK (Fig. S1.4 in Appendix 1); and, the
broad Melanerpes clade was recovered with high support only in
ACO1 (Fig. S1.6 in Appendix 1).

Our concatenated (mtDNA +nDNA) phylogenetic analyses
showed some differences in the evolutionary relationships of some
species regarding the currently accepted morphological arrange-
ment. Some taxa previously suggested to be members of super-
species or even conspecific were located in independent branches
in the phylogeny. Most of these changes were located within the
Centurus clade, with M. pygmaeus-M. rubricapillus, M. uropygialis-
M. hypopolius, and M. santacruzi-M. aurifrons. Other changes involve
the inclusion of M. cactorum within the typical Melanerpes clade,
and the inclusion of M. pucherani, previously not considered part
of the black-backed Melanerpes, in the Tripsurus clade (Short,
1985) within our “Centurus” clade. Finally, our results suggested
some signs of incomplete lineage sorting in M. hoffmannii-M. rubri-
capillus. In the mtDNA and nDNA analysis, these species appeared as
sister taxa, however, in the concatenated analyses, M. rubricapillus
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Fig. 1. Concatenated (mtDNA + nDNA) ML estimate of the phylogeny for Melanerpes woodpeckers. Numbers along branches refer to ML bootstrap support (before slash) and

to BI posterior probabilities (after slash).

appeared as a monophyletic group, but embedded within M. hoff-
mannii, suggesting a probable recent speciation event.

3.3. Species tree

Our species tree estimations recovered the same five well-
delimited highly-supported clades in our concatenated BI and ML
estimations (Fig. 2): a Sphyrapicus clade, the M. striatus clade, the
typical Melanerpes clade, a clade including all species formerly
classified in Tripsurus, and a clade including all species formerly
in the genus Centurus.

Species tree nodal support (Fig. 2,) was lower than on concate-
nated trees (Fig. 1). The HSN index on the full coalescent species
trees from BEAST (Fig. 2, HSN = 0.46) indicate that less than 50%
of nodes received high statistic-support on species trees, compared
to 77% of nodes from concatenation. The HSN index for the sum-
mary species tree from SVDQUARTETS was 59%. Lower HSN values
between species trees and concatenated analyses suggest support
values are inflated in 17-31% of nodes from concatenation. Using
passerine rates from honeycreepers both concatenated and species
trees had HSN values of 0.61, indicating that higher rates of molec-
ular evolution also influence nodal support. However, most poorly
supported nodes were concentrated towards the tips of the phy-
logeny on concatenated analyses whereas deeper nodes were
unsupported in species trees. There were few topological differ-
ences between concatenation and species trees, although BI sup-
port values tended to be higher in the concatenated tree. The
most important differences were on the placement of M. striatus

from Hispaniola and M. hypopolius from the Balsas basin in south-
ern Mexico. In full coalescent species trees (Figs. 2 and 3A) and
SNP-based species tree (Fig. 3B), M. striatus was sister to a broad
Melanerpes clade, whereas in the concatenated tree, this taxon
was recovered as sister to the Sphyrapicus clade (Fig. 1); again,
the ambiguous position of M. striatus suggests that Melanerpes is
not monophyletic. Similarly, the position of M. hypopolius under
full coalescence was as sister to a clade containing Centurus spe-
cies, whereas in the concatenated and mtDNA trees this taxon
appeared as sister to the Centurus+ Tripsurus clade, rendering
barred-backed species as paraphyletic if Tripsurus is recognized.
These differences, along with most within-clade relationships were
poorly supported by full coalescent and summary species-tree
methods, thus not contradicting our results from concatenation.

3.4. Biogeography

Range evolution in Melanerpes was best explained by a DIVA-
LIKE +j model, which has a chance of 82% of being the most prob-
able among other models considered (Table 2). Although
biogeographic interpretations should be taken with care, as some
of our areas are large and include different islands (e.g., the Antil-
les, where both Puerto Rico and Guadeloupe are included) or a
mixed biotic composition (e.g., North America), the biogeographic
model selected includes vicariance, founder effect speciation, and
anagenetic dispersal (range expansion) as important processes
involved in the diversification of this large radiation of woodpeck-
ers in the New World.
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According to the selected biogeographic model, founder effect,
anagenetic dispersal (range expansion), and vicariance have been
drivers for the speciation and biogeography in our study group.
Lineage diversification started in the Early to Middle Miocene
(Fig. 4), with the split between M. striatus and a clade including
Sphyrapicus + broad Melanerpes occurred about 15Ma (range
17.2-13.1 Ma) in the temperate forests of North America and the
Caribbean, for which the DIVALIKE + j model suggested a vicariant

event. Other vicariant events occurred between the typical
Melanerpes clade and the “Centurus” clade about 10.4 (range
12.1-8.9 Ma), within the typical Melanerpes clade about 7.7 Ma
(range 9-6.5 Ma) during the Late Miocene, and also within the
“Centurus” clade 6.4 Ma (range 7.6-5.3 Ma) Late Miocene Early
Pliocene (Fig. 4). Following these results, the early vicariant split
for M. striatus of Hispaniola decrease the potential number of col-
onization events to other Caribbean islands to at least two but
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more or less synchronic independent waves, as they occurred in
two different clades: the typical Melanerpes clade about 4.5 Ma
(range 5.8-3.3 Ma), and the Centurus clade about 2.9 Ma (range
3.7-2.2 Ma) in the Late Miocene-Early Pleistocene. Other founder
effect speciation events suggested include the divergence in the
Pliocene of M. flavifrons in the Atlantic Forest; of M. pygmaeus in
the Yucatan Peninsula and nearby islands; of M. rubricapillus from
dry forests of western Mesoamerica in the Middle to Late Pleis-
tocene; and that of M. santacruzi from the southwestern deserts
of North America in the Late Pliocene- Early Pleistocene. Finally,
although most species are endemic to a single region in our
biogeographic analysis, some anagenetic dispersal (range expan-
sion) events are conspicuous. Those include the expansion of
M. formicivorus to the highlands of Mesoamerica and the Colom-
bian Andes during the Late Pliocene- Early Pleistocene, that of
M. santacruzi also to the highlands of Mesoamerica and the Gulf
of Mexico slope, and of M. carolinus to temperate forests in North
America, both of these since at least the Middle to Early
Pleistocene, respectively.

Biogeographic patterns for the species tree were generally sim-
ilar to those obtained for the concatenated tree (Fig. S1.9). The only

significant difference was the location of M. striatus regarding the
phylogenetic location of both the broad Melanerpes clade and the
Sphyrapicus clade. The selected biogeographic model for the spe-
cies tree also corresponded to DIVALIKE +j, and in this case, at least
three colonization events in the Caribbean spanning three different
clades were indicated: The first one involved M. striatus to Hispan-
iola, whereas the other two corresponded to those already
described for the typical Melanerpes and the Centurus clades in
the concatenated tree (see above). Chronograms estimated with
general avian rates had on average 40% shorter times compared
to those from passerines rates (Fig. 5). Times estimated using the
latter rates largely overlapped with divergences calculated using
multiple fossils and biogeographic calibration points (Dufort,
2016), suggesting general rates might not be appropriate in groups
with high rates of evolution such as Piciformes. In either case all
our timeframes are more recent than major geologic events in
the Caribbean. On the mainland younger time estimates from gen-
eral rates would suggest that many splits between sister species
happened after the final closure of the Isthmus of Panama, whereas
more appropriate rates place them the dynamic and older connec-
tions between North and South America (Bacon et al.,, 2015).
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4. Discussion
4.1. Phylogeny
Due to a high differentiation in phenotypic and morphological

characters, several species currently included in Melanerpes have
been assigned to at least six other genera: Melanerpes, Centurus,

Tripsurus, Linneopicus, Trichopicus, Asyndesmus, Balanosphyra, Chry-
serpes, and Leuconerpes (Short, 1982; Selander and Giller, 1963;
Winkler and Christie, 2002; Leonard and Heath, 2010). Posterior
studies added some behavioral traits (Skutch, 1943, 1948), sug-
gesting that the inclusion of different character datasets may help
in the resolution of conflicting phylogenetic relationships within
this genus. However, despite extensive differentiation, all species
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were later lumped in Melanerpes (Short, 1982), on the basis that
some species show intermediate morphological and phenotypic
traits perceived as bridging the variation extremes between the
two main groups (i.e., black-backed species and barred-backed
species), as well as on observations of non-exclusive behavioral
traits (see Selander and Giller, 1963). Recent molecular studies
on woodpeckers have revealed that Melanerpes (in a broad sense,

see above) is a monophyletic group, whose sister taxon is either
the genus Sphyrapicus or the Cuban endemic Xiphidiopicus percus-
sus (Overton and Rhoads, 2004; Garcia-Trejo et al., 2009; Dufort,
2016).

Some of the formerly recognized genera presently included
within the broad Melanerpes were apparent in our concatenated
and species-tree analyses, which recovered four clades congruent



A.G. Navarro-Sigiienza et al./Molecular Phylogenetics and Evolution 112 (2017) 53-67 63

with phenotypic and morphologic studies mentioned above. The
genetic structure in our analysis recovered a typical Melanerpes
clade (black-backed species, but including M. cactorum, a barred-
back species probably convergent with “Centurus”), and a “Centu-
rus” clade (barred-backed and mostly black-backed species,
Fig. 6); additionally, within the “Centurus” clade, we recovered a
monophyletic group including all the lowland humid forest species
previously included in Tripsurus. In contrast to previous studies,
two other groups, the Sphyrapicus clade and M. striatus appeared
as sister to a broad Melanerpes. For this latter, support values were
low, suggesting other phylogenetic arrangements. However, these

C. carolinus

results add to the increasing evidence towards the generic distinc-
tiveness and recognition of the genus Chryserpes (Miller, 1915;
Selander and Giller, 1963; Olson, 1972; Dufort, 2016), as well as
to the close relationship of Sphyrapicus to Melanerpes. The lack of
evidence for selection skewing the phylogenetic position of island
endemics suggests that, at least for the genes and taxa we sur-
veyed, the possibility of higher evolution rates on islands
(Johnson and Seger, 2001; Smith and Klicka, 2013) is not affecting
Melanerpini woodpeckers.

At the species level, the allocation of some species seems to
erode the support of clinal variations for the current taxonomic
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arrangement of Melanerpes, as some members with traits consid-
ered diagnostic for their inclusion in some of the morphological/
phenotypic-based groups were included in a different clade in
the concatenated analyses. This is the case of M. cactorum, which
has been suggested to be either a probable member of Centurus
(Short, 1985) or included with no obvious close relatives in the typ-
ical Melanerpes clade; we recovered it as sister to M. candidus, as
previously suggested (Garcia-Trejo et al., 2009). The other relevant
example is provided by our “Centurus” clade in the concatenated
species tree, in which the barred-backed M. hypopolius, appears
as sister to both the mostly black-backed Tripsurus clade and the
barred-backed Centurus clade.

4.2. Biogeography

Diversification in the broad Melanerpes clade occurred since the
Late Miocene and continued throughout the Pleistocene, appar-
ently driven by broad climatic changes in North America (Fig. 4),
as well as by significant geological changes, namely the closure
of the Panama Isthmus (Weir et al., 2009; Smith and Klicka,
2010; Smith et al., 2012; Bacon et al., 2015). In this period, climatic
changes lead to an expansion of temperate savannas and grass-
lands in central North America and a continued trend to the reduc-
tion in the extent of the warm-temperate forests in eastern and
western North America (Cerling et al., 1997; Graham, 1999;
Pound et al.,, 2012). Towards the Pliocene, grasslands increased
their extent as a consequence of a cooling trend coming from the
Miocene (Cerling et al., 1997; Graham, 1999). These changes
enhanced the differentiation within the broad Melanerpes clade,
for which the biogeographic model indicated a founder event,
likely represented by both the increase in the extent of the grass-
lands and the aridification of the Mexican Plateau (Jaeger et al.,
2005) as the responsible for the cladogenesis between the typical
Melanerpes clade and the “Centurus” clade, thus promoting the evo-
lution of a temperate-forest lineage and a tropical-forests lineage.
Within the tropical forests “Centurus” clade, a further cladogenetic
event in the Late Miocene (about 6.4 Ma, range 7.6-3.4 Ma) led to
the separation of the black-barred Tripsurus clade in lowland
humid forest and the barred-backed Centurus clade inhabiting
dry tropical forests. These time estimates are congruent with colo-
nization events to South America as seen in mammal (Stadelmann
et al., 2007; Patterson and Costa, 2012), avian (Weir et al., 2009;
Smith and Klicka, 2010; Smith et al.,, 2012), and insect taxa
(Zhang et al., 2017).

Founder effect speciation was an important process in the
diversification of our broad Melanerpes, as it seems to have
occurred extensively in the study group. Our model suggests a bio-
geographic scenario in which members spanning two or three dif-
ferent clades within the broad Melanerpes (M. striatus, typical
Melanerpes, and Centurus) underwent one or two independent col-
onization events to the Caribbean islands, sharply contrasting with
previous ideas in which each one of the five insular species dis-
persed independently (Bond, 1979), or that all insular endemics
were monophyletic (Overton and Rhoads, 2004). In this case, phy-
logenetic relationships and probable source areas for Caribbean
species agree with the biogeographic proposal in birds Bond
(1979) and in weevils (Zhang et al., 2017). On the other hand,
the geographic distribution of these two clades in the Caribbean
suggests that the presence of M. striatus in Hispaniola may have
prevented the establishment of closely related woodpecker species
in the island due to a priority effect (see MacArthur, 1972), or to
extinction of representatives of the typical Melanerpes and Centurus
clades.

South America was also colonized in the Late Miocene by mem-
bers of the typical Melanerpes and the “Centurus” clade (including
Centurus and Tripsurus) in at least three different times. Once again

from North America, the typical Melanerpes clade reached central
and eastern South America, where the differentiation of the two
species (M. candidus and M. cactorum) seems to coincide with the
final uplift of the Cerrado region (reviewed in da Silva, 1997) and
the expansion of dry forests (Pennington et al., 2004). This is further
supported by diversification events of plant lineages (Simon et al.,
2009) and molecular studies in several mammal lineages character-
istic of open habitats (reviewed in Carmignotto et al., 2012).

The expansion of dry forests and open habitats in South America,
produced separation of the humid lowland forests, setting the stage
for divergence of the Tripsurus clade (included in “Centurus”), for
which our biogeographic model suggested a founder effect specia-
tion event from Mesoamerican dry forests in the Late Miocene. This
separation led to the evolution of taxa in the Atlantic forest and Ama-
zonia, a pattern supported by a wide range of vertebrate lineages
(e.g., Costa, 2003; Siedchlag et al., 2010; Thomé et al., 2010; Patel
et al., 2011); and an apparent backcrossing event to Mesoamerica
in the Pleistocene (range 2-4.2 Ma), seemingly coinciding with the
uplift of the Panama Isthmus, a period in which lowland humid for-
ests presented cycles of expansion and contraction, enhancing the
speciation of several bird lineages (Smith et al., 2012). This diversi-
fication pattern is highly similar to that found for Myotis bats, for
which an early colonization of South America 10-7 Ma was followed
by a northward backcrossing to North America by the Late Miocene
and Early Pleistocene (Stadelmann et al., 2007).

For the Centurus clade, differentiation occurred mostly in
Mesoamerica, although their members have dispersed and differ-
entiated in the Caribbean (see above) and in northern South Amer-
ica (M. rubricapillus), coinciding again with the Panamanian
Isthmus closure and the GABI (range 4.3-6.6 Ma). In this clade, cli-
matic changes of the Late Pliocene-Early Pleistocene apparently
favored a third important process in the evolution of Melanerpes:
anagenetic dispersal (i.e., range expansion; Ree, 2005; Ree and
Smith, 2008; Matzke, 2012). Range expansion is expected to occur
to contiguous areas or habitats, thus differs from founder effect
speciation as this latter appears as an unexpected event. In this
clade, most range expansion events occurred in a small set of spe-
cies, which seems to have dispersed to contiguous and new envi-
ronments, such as deserts (M. uropygialis, M. aurifrons), humid
lowland forests (M. santacruzi, M. pygmaeus), and North American
temperate forests (M. carolinus). These range expansion processes
suggest that sympatry in some melanerpines, especially those in
Mesoamerica, may be secondary in origin.

Different rates of evolution yielded contrasting estimates of
diversification time in Melanerpini woodpeckers. Even though
those time estimates rely on secondary calibrations due to the lack
of ingroup fossil data, they largely match direct calibrations in Pici-
dae (Dufort, 2016). Most major geologic events in the Caribbean are
much older than the timeframe in our phylogenies regardless of
which rates were used, suggesting the Proto-Antillean vicariance
and Aves Ridge connection (Iturralde-Vinent and MacPhee, 1999;
Vazquez-Miranda et al., 2007) likely did not play a major role for
the diversification of this group. Mainland biogeographic scenarios
on the other hand were more ambiguous because in many cases
credibility intervals did not overlap. However, due to the dynamic
connection between North and South America during GABI for the
last 20 million years (Bacon et al., 2015) it is complicated to deter-
mine the effects of different mutation rates for many clades within
the ingroup. Passerine rates yielding older splitting times suggest
that many sister species diverged during the dynamic dispersal
event influx during the Miocene-Pliocene, whereas younger times
would indicate that Melanerpini woodpeckers were able to bridge
the Isthmus of Panama only after it was permanently closed. Our
findings emphasize the importance of using appropriate models
of evolution to obtain a more accurate picture in historical
biogeography.
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4.3. Taxonomic implications

A common and extended phenomenon in woodpeckers is plu-
mage convergence (Bock, 1963; Cody, 1969; Short, 1982; Winkler
et al, 1995; Winkler and Christie, 2002; Weibel and Moore,
2005; Benz et al., 2015). Although the evolutionary basis for this
extended plumage convergence is still not well understood (see
Prum and Samuelson, 2012; Prum, 2014), a frequent result has
been a high level of uncertainty in the phylogenetic relationships
within the woodpeckers, from the species level (e.g. Chrysoco-
laptes; Collar, 2011) to the generic level (e.g. Dryobates-Veniliornis,
Weibel and Moore, 2005; Celeus-Dryocopus, Benz et al., 2015). A
more thorough and detailed analysis of color variation in the taxon
(the broad Melanerpes used herein) will be published elsewhere
(Benites et al., in prep.).

Previous taxonomic schemes in Melanerpes were mainly based
on phenotypic characters. Initial classifications recognized several
genera; however, most of these were dropped in posterior classifi-
cations (see Peters, 1948) for which the concept of clinal variation
led to the recognition of only one highly variable genus (Short,
1982). This latter scheme has prevailed, despite some studies have
claimed the clear differentiation of some of the generic taxa war-
ranting recognition, as Chryserpes (see Olson, 1972), and Centurus
(Selander and Giller, 1963). Our concatenated and species-tree
analyses suggested a very different arrangement from those based
on morphology. The molecular scheme clearly suggests that the
clinal variation criterion of Short (1982) may not apply in Melaner-
pes and Sphyrapicus, as some clades either include members of the
two main phenotypic groups (as in the typical Melanerpes), or are
sister to a different phenotypic group (as M. hypopolius to the
“Centurus” clade).

At the generic level, genetic-based analyses have shown that M.
striatus from Hispaniola is either sister to a clade including Melan-
erpes and Sphyrapicus (see Dufort, 2016), or sister to Melanerpes,
rendering Melanerpes as paraphyletic thus warranting the recogni-
tion of Chryserpes (Miller, 1915). The rest of the species were
grouped in a broad Melanerpes clade, in which two groups were
recovered: the typical Melanerpes clade and the “Centurus” clade.
The typical Melanerpes clade includes taxa for which several genera
were erected when described, acknowledging their phenotypic dis-
tinction. Included in here are the formerly recognized genera Leu-
conerpes, Trichopicus, Asyndesmus, Linneopicus, and Balanosphyra,
all with solid black upperparts, except for M. cactorum, which char-
acters led some to believe this taxon was allied with the barred-
backed Melanerpes (Short, 1985). Based on our concatenated phy-
logeny, the typical Melanerpes are sister to a clade of mostly
black-backed and barred-backed species here called “Centurus”
due to the paraphyletic arrangement of the barred-backed taxa.
“Centurus” includes three main subgroups that may be recognized.
The first includes the barred-backed M. hypopolius, which is basal
to two sister monophyletic groups: a group of mostly black-
backed humid lowland-forest taxa, and a radiation of barred-
backed taxa ranging from temperate forests in eastern North
America to deserts and humid lowland forests in Mesoamerica.
The arrangement of the “Centurus” clade prevents the application
of the clinal variation, as M. hypopolius is sister to a clade that
contains both the mostly black-backed species and barred-
backed species. We here propose the recognition of Tripsurus for
the mostly black-backed humid lowland-forest species, a mono-
phyletic group that have radiated after entering a new adaptive
zone (Mayr, 1974), and also the recognition of Centurus for the
barred-backed species, a well differentiated group that have
mostly radiated in dry lowland forests. The recognition of both
Tripsurus and Centurus would require a generic name for
M. hypopolius, a dry forest species endemic to central Mexico with

diagnostic facial plumage differences (white forehead and grey eye
rings), for which the name Zebrapicus (Malherbe, 1849) is available.

At the species level, most changes involve the sister relation-
ships for some species, which are different from those proposed
on morphological grounds. Our analyses revealed that some taxa
merged into a superspecies, are actually not closely related. This
is the case of M. pygmaeus and M. rubricapillus (Short, 1982), M.
hypopolius-M. uropygialis (Peters, 1948), and some of taxa that have
been included into the superspecies carolinus, such as M. hoffman-
nii and M. santacruzi (Short, 1982; Selander and Giller, 1963). Also
within this “superspecies”, taxa included show either all-red
crowns or red-and-yellow crowns. This led to the inclusion of the
Central American M. hoffmannii, which is highly similar to the
North American M. aurifrons. Our study showed that M. hoffmannii
is rather sister to M. rubricapillus. Regarding additional species lim-
its, our results add to previous studies supporting the tropical M.
santacruzi as a lineage that should be recognized as a full species,
as it is sister to a clade containing both M. carolinus and M. aurifrons
(Garcia-Trejo et al., 2009; Dufort, 2016).

Our results suggest that a full rearrangement of the taxonomy
based in our phylogenetic results may be performed. The proposal
should try to maintain the most stability in generic names, but at
the same time maximizing information on the evolutionary rela-
tionships of the taxa involved and the patterns of variation of addi-
tional characters (morphology, behavior, ecology). Clearly, the
clinal variation as the main criterion for the taxonomic arrange-
ment in Melanerpes has led to confusion in the proposed schemes
in an admittedly difficult group in which plumage convergence
has been extensive (Benites et al., in prep.). We believe that an inte-
gral scheme in which genetic divergence, morphology, and behav-
ior should be used for the recognition of the generic limits, as in
this case, the largest radiation of woodpeckers in the New World.

Acknowledgments

Financial support was obtained from the Consejo Nacional de
Ciencia y Tecnologia (CONACyT 152060); PAPIIT UNAM (IN
217212 and 215515) to AGN-S and LAS-G; a Doctoral Scholarship
(CONACyT 188885) and University of Minnesota Bell Museum
Dayton-Wilkie grants to HV-M; and a Sistema Nacional de Investi-
gadores (SNI) student scholarship (CONACyT) to GH-A. Tissue loans
were kindly provided by the American Museum of Natural History
(P. Sweet), Bell Museum of Natural History (K. Barker, S. Lanyon, R.
Zink), Louisiana State University Museum of Natural History (D.
Dittman, S. Cardiff, R. Brumfield), Field Museum of Natural History
(D. Willard, B. Marks), University of Kansas Biodiversity Institute
(A. T. Peterson, M. B. Robbins), Museum of Vertebrate Zoology (C.
Cicero), and the Burke Museum of the University of Washington
(S. Birks, J. Klicka). We also thank ]. Fuchs for providing the
sequences of M. herminieri. Logistic, museum, field and lab support
was obtained from A. Gordillo, C. Disse, F. Rebdn, B. Hernandez-
Bafios, M. Honey-Escanddn and F. Ramirez-Corona. Collecting and
tissue transport permits were provided by the Direccién General
de Vida Silvestre, SEMARNAT (FAUT-0169). Animal research was
authorized and followed guidelines under the University of Min-
nesota IACUC (#0903A61201). Comments to previous versions of
the manuscript were obtained from S. Edwards, P. Benites, E.
Scheinvar, and two anonymous reviewers.

Appendix A. Supplementary material

Supplementary data associated with this article can be found, in
the online version, at http://dx.doi.org/10.1016/j.ympev.2017.04.
013.


http://dx.doi.org/10.1016/j.ympev.2017.04.013
http://dx.doi.org/10.1016/j.ympev.2017.04.013

66 A.G. Navarro-Sigiienza et al./Molecular Phylogenetics and Evolution 112 (2017) 53-67

References

Abdo, Z., Minin, V.N., Joyce, P., Sullivan, J., 2005. Accounting for uncertainty in the
tree topology has little effect on the decision-theoretic approach to model
selection in phylogeny estimation. Mol. Biol. Evol. 22, 691-703.

Arbogast, B.S., Drovetski, S.V., Curry, R.L., Boag, P.T., Seutin, G., Grant, P.R., Grant, R.
B., Anderson, D.J., 2006. The origin and diversification of Galapagos
mockingbirds. Evolution 60, 370-382.

Axelsson, E., Smith, N.G., Sundstréom, H., Berlin, S., Ellegren, H., 2004. Male-biased
mutation rate and divergence in autosomal, Z-linked and W-linked introns of
chicken and turkey. Mol. Biol. Evol. 21, 1538-1547.

Bacon, C.D,, Silvestro, D., Jaramillo, C., Smith, B.T., Chakrabarty, P., Antonelli, A.,
2015. Biological evidence supports an early and complex emergence of the
Isthmus of Panama. Proc. Natl. Acad. Sci. 112, 6110-6115.

Barker, F.K.,, Burns, K.J., Klicka, J., Lanyon, S.M., Lovette, L.]., 2012. Going to extremes:
contrasting rates of diversification in a recent radiation of new world passerine
birds. Syst. Biol. 62, 298-320.

Barker, F.K., Burns, K., Klicka, ]J., Lanyon, S.M., Lovette, L]., 2015. New insights into
New World biogeography: an integrated view from the phylogeny of blackbirds,
cardinals, sparrows, tanagers, warblers, and allies. Auk 132, 333-348.

Benites, P.E., Garcia-Trejo, A., Navarro-Sigiienza, A.G., in prep. Visual ecology and
plumage evolution in woodpeckers (Picidae, Melanerpes). Condor.

Benz, B.W., Robbins, M.B., 2011. Molecular phylogenetics, vocalizations, and species
limits in Celeus woodpeckers (Aves: Picidae). Mol. Phylogenet. Evol. 61, 29-44.

Benz, W.B., Robbins, M.B., Peterson, A.T., 2006. Evolutionary history of woodpeckers
and allies (Aves: Picidae): placing key taxa on the phylogenetic tree. Mol.
Phylogenet. Evol. 40, 389-1299.

Benz, B.W., Robbins, M.B., Zimmer, KJ., 2015. Phylogenetic relationships of the
Helmeted Woodpecker (Dryocopus galeatus): a case of interspecific mimicry?
Auk 132, 938-950.

Bock, W.J., 1963. Evolution and phylogeny in morphologically uniform groups. Am.
Nat. 97, 265-285.

Bond, J., 1948. Origin of the bird fauna of the West Indies. Wilson Bull. 60, 207-229.

Bond, ]., 1963. Derivation of the Antillean avifauna. Proc. Acad. Nat. Sci. Phila. 115,
79-98.

Bond, J., 1966. Affinities of the Antillean avifauna. Carib. J. Sci. 6, 173-176.

Bond, J., 1979. Derivations of lesser Antillean birds. Proc. Acad. Nat. Sci. Phila. 131,
89-103.

Bouckaert, R.R,, 2010. DensiTree: making sense of sets of phylogenetic trees.
Bioinformatics 26, 1372-1373.

Bruen, T.C., Philippe, H., Bryant, D., 2006. A simple and robust statistical test for
detecting the presence of recombination. Genetics 172, 2665-2681.

Carmignotto, A.P., Vivo, M.D., Langguth, A., 2012. Mammals of the Cerrado and
Caatinga: distribution patterns of the tropical open biomes of Central South
America. In: Patterson, B.D., Costa, L.P. (Eds.), Bones, Clones and Biomes. The
History and Geography of Recent Neotropical Mammals. University of Chicago
Press, Chicago, Illinois, pp. 307-350.

Cerling, T.E., Harris, J.M., MacFadden, BJ., Leakey, M.G., Quade, ]., Eisenmann, V.,
Ehleringer, J.R., 1997. Global vegetation change through the Miocene/Pliocene
boundary. Nature 389, 153-158.

Chifman, J., Kubatko, L., 2014. Quartet inference from SNP data under the coalescent
model. Bioinformatics 30, 3317-3324.

Choi, Y., Chan, A.P., 2015. PROVEAN web server: a tool to predict the
functional effect of amino acid substitutions and indels. Bioinformatics 31,
2745-2747.

Claramunt, S., Cracraft, J., 2015. A new time tree reveals Earth history’s imprint on
the evolution of modern birds. Sci. Adv. 1, e1501005.

Cody, M.L,, 1969. Convergent characteristics in sympatric species: a possible
relation to interspecific competition and aggression. Condor 71, 223-239.
Cohen, K.M., Finney, S.C., Gibbard, P.L, Fan, J.X., 2013. The ICS international

chronostratigraphic chart. Episodes 36, 199-204.

Collar, N.J., 2011. Species limits in some Philippine birds including the Greater
Flameback Chrysocolaptes lucidus. Forktail 27, 29-38.

Costa, L.P., 2003. The historical bridge between the Amazon and the Atlantic Forest
of Brazil: a study of molecular phylogeography with small mammals. J.
Biogeogr. 30, 71-86.

Cracraft, J., Morony, J.J., 1969. A new Pliocene woodpecker, with comments on the
fossil Picidae. Am. Mus. Novitates 2400, 1-8.

DeFilippis, V.R., Moore, W.S., 2000. Resolution of phylogenetic relationships among
recently evolved species as a function of amount of DNA sequence: an empirical
study based on woodpeckers (Aves: Picidae). Mol. Phylogenet. Evol. 16,
143-160.

del Hoyo, ]., Collar, N.J., 2014. HBW and BirdLife International, Illustrated Checklist
of the Birds of the World, vol. 1. Non-passerines, Lynx Editions, Barcelona.

Degnan, ].H., Rosenberg, N.A., 2009. Gene tree discordance, phylogenetic inference
and the multispecies coalescent. Trends Ecol. Evol. 24, 332-340.

Delport, W., Poon, A.F., Frost, S.D., Pond, S.L.K., 2010. Datamonkey 2010: a suite of
phylogenetic analysis tools for evolutionary biology. Bioinformatics 26, 2455-
2457.

Drummond, AJ., Suchard, M.A,, Xie, D., Rambaut, A., 2012. Bayesian phylogenetics
with BEAUti and the BEAST 1.7. Mol. Biol. Evol. 29, 1969-1973.

Drummond, A.J., Bouckaert, R.R., 2015. Bayesian Evolutionary Analysis With BEAST.
Cambridge University Press.

Dufort, M.J.,, 2016. An augmented supermatrix phylogeny of the avian family Picidae
reveals uncertainty deep in the family tree. Mol. Phylogenet. Evol. 94, 313-326.

Edwards, S.V., Liu, L., Pearl, D.K, 2007. High-resolution species trees without
concatenation. Proc. Nat. Acad. Sci. USA 104, 5936-5941.

Flot, ].-F., 2010. SeqPHASE: a web tool for interconverting PHASE input/output files
and FASTA sequence alignments. Mol. Ecol. Resour. 10, 162-166.

Fuchs, ]., Ohlson, ].L., Ericson, P.P., Pasquet, N.E., 2007. Synchronous intercontinental
splits between assemblages of woodpeckers suggested by molecular data.
Zoolog. Scr. 36, 11-25.

Fuchs, J., Pons, J.M,, Liu, L., Ericson, P.P., Coulox, A., Pasquet, E., 2013. A multi-locus
phylogeny suggest an ancient hybridization event between Campephilus and
Melanerpine woodpeckers (Ave: Picidae). Mol. Phylogenet. Evol. 67, 578-588.

Garcia-Trejo, E., Espinosa de los Monteros, A., Arizmendi, M.C., Navarro-Sigiienza, A.
G., 2009. Molecular systematics of the Red-bellied and Golden-fronted
woodpeckers. Condor 111, 442-452.

Geneious version 7.0.2. Created by Biomatters. Available at: http://
www.geneious.com/.

Gill, F., Donsker, D. (Eds.), 2017. I0C World Bird List (v 7.1). http://dx.doi.org/10.
14344/10C.ML.7.1.

Goodge, W.R., 1972. Anatomical evidence for phylogenetic relationships among
woodpeckers. Auk 89, 65-85.

Graham, A., 1999. Late Cretaceous and Cenozoic History of North American
Vegetation: North of Mexico. Oxford University Press, Oxford.

Hackett, S.J., Kimball, R.T., Reddy, S., Bowie, R.C., Braun, E.L., Braun, M.J., Huddleston,
CJ., et al, 2008. A phylogenomic study of birds reveals their evolutionary
history. Science 320, 1763-1768.

Heled, J., Drummond, A.J., 2010. Bayesian inference of species trees from multilocus
data. Mol. Biol. Evol. 27, 570-580.

Hillis, D.M., Bull, JJ., 1993. An empirical test of bootstrapping as a method for
assessing confidence in phylogenetic analysis. Syst. Biol. 42, 182-192.

Huelsenbeck, J.P., Ronquist, F., Nielsen, R., Bollback, J.P., 2001. Bayesian inference of
phylogeny and its impact on evolutionary biology. Science 294, 2310-2314.

Huson, D.H., Bryant, D., 2006. Application of phylogenetic networks in evolutionary
studies. Mol. Biol. Evol. 23, 254-267.

Iturralde-Vinent, M., MacPhee, R.D.E., 1999. Paleogeography of the Caribbean
region: implications for Cenozoic biogeography. Bulletin of the AMNH: no. 238.

Jaeger, J.R.,, Riddle, B.R., Bradford, D.F., 2005. Cryptic Neogene vicariance and
Quaternary dispersal of the red-spotted toad (Bufo punctatus): insights on the
evolution of North American warm desert biotas. Mol. Ecol. 14, 3033-3048.

Jarvis, E.D., Mirarab, S., Aberer, AJ., Li, B., Houde, P., Li, C., Suh, A., et al., 2014. Whole-
genome analyses resolve early branches in the tree of life of modern birds.
Science 346, 1320-1331.

Johnson, K.P., Seger, J., 2001. Elevated rates of nonsynonymous substitution in
island birds. Mol. Biol. Evol. 18, 874-881.

Katoh, K., Kuma, K.I., Toh, H., Miyata, T., 2005. MAFFT version 5: improvement in
accuracy of multiple sequence alignment. Nucleic Acids Res. 33, 511-518.
Kimura, M., 1977. Preponderance of synonymous changes as evidence for the

neutral theory of molecular evolution. Nature 267, 275-276.

Landis, M.J., Matzke, N.J., Moore, B.R., Huelsenbeck, ].P., 2013. Bayesian analysis of
biogeography when the number of areas is large. Syst. Biol. 62, 789-804.

Lanfear, R., Calcott, B., Ho, S.Y.W., Guindon, S., 2012. PartitionFinder: combined
selection of partitioning schemes and substitution models for phylogenetic
analyses. Mol. Biol. Evol. 29, 1695-1701.

Larkin, M.A., Blackshields, G., Brown, N.P., Chenna, R., McGettigan, P.A., McWilliam,
H., Valentin, F., Wallace, .M., Wilm, A., Lopez, R., Thompson, J.D., Gibson, T.J.,
Higgins, D.G., 2007. Clustal W and Clustal X version 2.0. Bioinformatics 23,
2947-2948.

Leonard Jr, D.L, Heath, J.A, 2010. Foraging strategies are related to skull
morphology and life history traits of Melanerpes woodpeckers. ]. Ornithol.
151, 771-777.

Lerner, H.R., Meyer, M., James, H.F., Hofreiter, M., Fleischer, R.C., 2011. Multilocus
resolution of phylogeny and timescale in the extant adaptive radiation of
Hawaiian honeycreepers. Curr. Biol. 21, 1838-1844.

Lin, C.-P., Danforth, B.N., 2004. How do insect nuclear and mitochondrial gene
substitution patterns differ? Insights from Bayesian analysis of combined
datasets. Mol. Phylogenet. Evol. 30, 686-702.

Liu, L., Yu, L., Kubatko, L., Pearl, D.K., Edwards, S.V., 2009. Coalescent methods for
estimating phylogenetic trees. Mol. Phylogenet. Evol. 53, 320-328.

Lovette, 1.J., 2004. Mitochondrial dating and mixed support for the “2% rule” in
birds. Auk 121, 1-6.

Lovette, 1]., Pérez-Eman, ].L., Sullivan, J.P., Banks, R.C., Fiorentino, I., Cérdoba-
Cérdoba, S., Echeverry-Galvis, M., Barker, K.F., Burns, KJ., Klicka, J., Lanyon, S.M.,
Bermingham, E., 2010. A comprehensive multilocus phylogeny for the wood-
warblers and a revised classification of the Parulidae (Aves). Mol. Phylogenet.
Evol. 57, 753-770.

MacArthur, R.H., 1972. Geographical Ecology: Patterns in the Distribution of
Species. Princeton University Press, Princeton.

Maddison, W.P., 1997. Gene trees in species trees. Syst. Biol. 46, 523-536.

Malherbe, A., 1849. Mémoires de I'’Academie Royale de Metz. XXX: 360.

Matzke, N.J., 2012. Founder-event speciation in BioGeoBEARS package dramatically
improves likelihoods and alters parameter inference in dispersal-extinction—
cladogenesis (DEC) analyses. Front. Biogeogr. 4, 210.

Matzke, N.J., 2013. BioGeoBEARS: biogeography with Bayesian (and likelihood)
evolutionary analysis in R scripts. R Package, Version (2), 1.

Mayr, E., 1974. Cladistic analysis or cladistic classification. Zeitschrift fiir
zoologische Systematik und Evolutionsforschung 12, 94-128.

Miller, W.D., 1915. Three new genera of birds. Bull. Am. Mus. Nat. Hist. 34, 515-520.


http://refhub.elsevier.com/S1055-7903(17)30119-7/h0005
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0005
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0005
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0010
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0010
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0010
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0015
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0015
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0015
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0020
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0020
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0020
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0025
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0025
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0025
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0030
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0030
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0030
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0035
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0035
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0040
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0040
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0040
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0045
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0045
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0045
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0050
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0050
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0055
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0060
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0060
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0065
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0070
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0070
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0075
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0075
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0080
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0080
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0090
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0090
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0090
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0095
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0095
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0100
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0100
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0100
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0105
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0105
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0110
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0110
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0115
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0115
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0120
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0120
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0125
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0125
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0125
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0130
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0130
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0135
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0135
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0135
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0135
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0140
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0140
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0145
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0145
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0150
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0150
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0150
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0165
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0165
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0170
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0170
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0175
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0175
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0180
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0180
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0185
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0185
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0190
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0190
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0190
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0195
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0195
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0195
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0200
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0200
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0200
http://www.geneious.com/
http://www.geneious.com/
http://dx.doi.org/10.14344/IOC.ML.7.1
http://dx.doi.org/10.14344/IOC.ML.7.1
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0215
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0215
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0220
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0220
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0230
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0230
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0230
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0235
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0235
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0240
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0240
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0245
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0245
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0250
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0250
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0260
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0260
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0260
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0265
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0265
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0265
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0270
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0270
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0275
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0275
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0285
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0285
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0290
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0290
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0295
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0295
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0295
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0300
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0300
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0300
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0300
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0305
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0305
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0305
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0310
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0310
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0310
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0315
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0315
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0315
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0320
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0320
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0325
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0325
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0325
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0330
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0330
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0330
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0330
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0330
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0335
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0335
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0340
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0350
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0350
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0350
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0355
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0355
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0360
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0360
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0365

A.G. Navarro-Sigiienza et al./Molecular Phylogenetics and Evolution 112 (2017) 53-67 67

Minin, V., Abdo, Z., Joyce, P., Sullivan, ]J., 2003. Performance-based selection of
likelihood models for phylogeny estimation. Syst. Biol. 52, 674-683.

Moore, W.S., DeFilippis, V.R,, 1997. The window of taxonomic resolution for
phylogenies based on mitochondrial cytochrome b. Avian Mol. Evolut. Syst., 83—
119

Murrell, B., Wertheim, J.0., Moola, S., Weighill, T., Scheffler, K., Pond, S.L.K., 2012.
Detecting individual sites subject to episodic diversifying selection. PLoS Genet.
8, e1002764.

Nielsen, R., 2002. Mapping mutations on phylogenies. Syst. Biol. 51, 729-732.

Ohta, T., 1972. Population size and rate of evolution. ]. Mol. Evol. 1, 305-314.

Olson, S., 1972. The generic distinction of the Hispaniolan Woodpecker, Chryserpes
striatus (Aves: Picidae). Proc. Biol. Soc. Wash. 85, 499-508.

Overton, L.C., Rhoads, D.D. 2004. Molecular phylogenetic relationships of
Xiphidiopicus percussus, Melanerpes and Sphyrapicus (Ave: Picidae) based on
cytochrome b sequence. Mol. Phylogenet. Evol. 41, 288-294.

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

Patel, S., Weckstein, ].D., Patané, ].S., Bates, J.M., Aleixo, A., 2011. Temporal and
spatial diversification of Pteroglossus aracaris (Aves: Ramphastidae) in the
Neotropics: constant rate of diversification does not support an increase in
radiation during the Pleistocene. Mol. Phylogenet. Evol. 58, 105-115.

Patterson, B.D., Costa, L.P. (Eds.), 2012. Bones, Clones, and Biomes: The History and
Geography of Recent Neotropical Mammals. University of Chicago Press.

Pennington, R.T., Lavin, M., Prado, D.E., Pendry, C.A., Pell, S.K., Butterworth, C.A.,
2004. Historical climate change and speciation: neotropical seasonally dry
forest plants show patterns of both Tertiary and Quaternary diversification.
Philos. Trans. Roy. Soc. London B: Biol. Sci. 359, 515-538.

Peters, J.L., 1948. Check List of Birds of the World, vol. VI. Museum of Comparative
Zoology, Harvard University, Cambridge.

Pond, S.L.K., Muse, S.V., 2005. HyPhy: hypothesis testing using phylogenies. In
Statistical Methods in Molecular Evolution. Springer, New York, pp. 125-181.

Pond, S.L.K,, Frost, S.D., 2005. Not so different after all: a comparison of methods for
detecting amino acid sites under selection. Mol. Biol. Evol. 22, 1208-1222.

Pound, MJ., Haywood, A.M., Salzmann, U., Riding, ]J.B., 2012. Global vegetation
dynamics and latitudinal temperature gradients during the Mid to Late Miocene
(15.97-5.33 Ma). Earth Sci. Rev. 112, 1-22,

Price, T.D., 2008. Speciation in Birds. Roberts and Company, Greenwood Village, CO.

Prum, R.O., 2014. Interspecific social dominance mimicry in birds. Zool. ]. Linnean
Soc. 172, 910-941.

Prum, R.O., Samuelson, L., 2012. Evolution of interspecific social dominance
mimicry modeled by the “Hairy-Downy” game. ]. Theor. Biol. 13, 42-60.

Prum, R.O. Berv, ].S., Dornburg, A, Field, DJ., Townsend, J.P., Lemmon, E.M.,,
Lemmon, A.R., 2015. A comprehensive phylogeny of birds (Aves) using targeted
next-generation DNA sequencing. Nature 526, 569-573.

R Core Team, 2014. R: A Language and Environment for Statistical Computing. R
Foundation for Statistical Computing, Vienna, Austria. <http://www.R-project.
org/>.

Rambaut, A., Drummond, AJ., 2007. Tracer 1.5.0. Available at: <http://beast.bio.ed.
ac.uk/Tracer>.

Revell, LJ., 2011. Phytools: an R package for phylogenetic comparative biology (and
other things). Methods Ecol. Evol. 3, 217-223.

Ree, R.H., 2005. Detecting the historical signature of key innovations using
stochastic models of character evolution and cladogenesis. Evolution 59, 257-
265.

Ree, R.H., Smith, S.A., 2008. Maximum likelihood inference of geographic range
evolution by dispersal, local extinction, and cladogenesis. Syst. Biol. 57, 4-14.

Ricklefs, R.E., Bermingham, E., 2001. Nonequilibrium diversity dynamics of the
Lesser Antillean avifauna. Science 294 (5546), 1522-1524.

Ronquist, F., 1997. Dispersal-vicariance analysis: a new approach to the
quantification of historical biogeography. Syst. Biol. 46, 195-203.

Ronquist, F., Teslenko, M., van der Mark, P., Ayres, D.L., Darling, A., H6hna, S., Larget,
B., Liu, L., Suchard, M.A., Huelsenbeck, ].P., 2012. MrBayes 3.2: efficient Bayesian
phylogenetic inference and model choice across a large model space. Syst. Biol.
61, 539-542.

Ruegg, K.C., Anderson, E.C., Scott Baker, C., Vant, M., Jackson, J.A., Palumbi, S.R., 2010.
Are Antarctic minke whales unusually abundant because of 20th century
whaling? Mol. Ecol. 19, 281-291.

Sanderson, M.J., 2002. Estimating absolute rates of molecular evolution and
divergence times: a penalized likelihood approach. Mol. Biol. Evol. 19, 101-109.

Selander, R.K,, Giller, D.R., 1963. Species limits in the woodpecker genus Centurus
(Aves). Bull. Am. Mus. Nat. History, 124, article 6.

Schliep, K.P., 2011. Phangorn: phylogenetic analysis in R. Bioinformatics 27, 592-
593.

Short, L.L., 1982. Woodpeckers of the World. Delaware Museum of Natural History,
Greenville.

Short, L.L., 1985. Neotropical-Afrotropical Barbet and Woodpecker radiations: a
comparison. Ornithological Monogr. 36, 559-574.

Siedchlag, A.C., Benozzati, M.L., Passoni, J.C., Rodrigues, M.T., 2010. Genetic
structure, phylogeny, and biogeography of Brazilian eyelid-less lizards of
genera Calyptommatus and Nothobachia (Squamata, Gymnophthalmidae) as
inferred from mitochondrial DNA sequences. Mol. Phylogenet. Evol. 56, 622-
630.

Silva, J.M.C.D., 1997. Endemic bird species and conservation in the Cerrado region,
South America. Biodivers. Conserv. 6, 435-450.

Simon, M.F.,, Grether, R., Queiroz, L.P., Skema, C., Pennington, R.T., 2009. Recent
assembly of the Cerrado, a neotropical plant diversity hotspot, by in situ
evolution of adaptations to fire. Proc. Nat. Acad. Sci. USA 106, 20359-20364.

Simpson, G.G., 1980. Splendid Isolation: The Curious History of South American
Mammals. Yale University Press, New Haven.

Skutch, A.F., 1943. The family life of Central American woodpeckers. Sci. Mon. 56,
358-364.

Skutch, A.F., 1948. Life history of the Golden-naped Woodpecker. Auk 65, 225-260.

Smith, B.T., Amei, A., Klicka, ], 2012. Evaluating the role of contracting and
expanding rainforest in initiating cycles of speciation across the Isthmus of
Panama. Proc. Roy. Soc. London B: Biol. Sci. 279, 3520-3526.

Smith, B.T., Klicka, J., 2010. The profound influence of the Late Pliocene Panamanian
uplift on the exchange, diversification, and distribution of New World birds.
Ecography 33, 333-342.

Smith, B.T., Klicka, J., 2013. Examining the role of effective population size on
mitochondrial and multilocus divergence time discordance in a songbird. PLoS
ONE 8, e55161.

Spellman, G.M.,, Cibois, A., Moyle, R.G., Winker, K., Barker, F.K., 2008. Clarifying the
systematics of an enigmatic avian lineage: what is a bombycillid? Mol.
Phylogenet. Evol. 49, 1036-1040.

Stadelmann, B., Lin, L.K., Kunz, T.H., Ruedi, M., 2007. Molecular phylogeny of New
World Myotis (Chiroptera, Vespertilionidae) inferred from mitochondrial and
nuclear DNA genes. Mol. Phylogenet. Evol. 43, 32-48.

Stamatakis, A., 2006. RAXML-VI-HPC: maximum likelihood-based phylogenetic
analyses with thousands of taxa and mixed models. Bioinformatics 22, 2688-
2690.

Stamatakis, A., Hoover, P., Rougemont, J., 2008. A rapid bootstrap algorithm for the
RAXML web servers. Syst. Biol. 57, 758-771.

Stehli, F.G., Webb, S.D., 1985. The Great American Biotic Exchange. Plenum Press,
New York.

Stephens, M., Smith, N.J., Donnelly, P., 2001. A new statistical method for haplotype
reconstruction from population data. Am. J. Hum. Genet. 68, 978-989.

Stotz, D.F., Fitzpatrick, JW., Parker III, T.A., Moskovits, D.K., Snow, D., 1996.
Neotropical Birds: Ecology and Conservation. University of Chicago Press,
Chicago.

Swofford, D.L., 2002. PAUP*. Phylogenetic Analysis Using Parsimony (*and Other
Methods). Version 4. Sinauer Associates, Sunderland, Massachusetts.

Tajima, F., 1989. Statistical method for testing the neutral mutation hypothesis by
DNA polymorphism. Genetics 123, 585-595.

Tamura, K., Peterson, D., Peterson, N., Stecher, G., Nei, M., Kumar, S., 2011. MEGA5:
molecular evolutionary genetics analysis using maximum likelihood,
evolutionary distance, and maximum parsimony methods. Mol. Biol. Evol. 28,
2731-2739.

Thomé, M.T.C., Zamudio, K.R., Giovanelli, ]J.G., Haddad, C.F., Baldissera, F.A.
Alexandrino, J., 2010. Phylogeography of endemic toads and post-Pliocene
persistence of the Brazilian Atlantic Forest. Mol. Phylogenet. Evol. 55, 1018-
1031.

Vazquez-Miranda, H., 2014. Multilocus Assessment of Population Differentiation in
Baja California Birds: Implications for Community Assembly and Conservation.
University of Minnesota Digital Conservancy. http://hdl.handle.net/11299/
167965.

Vazquez-Miranda, H., Navarro-Sigiienza, A.G., Morrone, J.J., 2007. Biogeographical
patterns of the avifaunas of the Caribbean Basin islands: a parsimony
perspective. Cladistics 23, 180-200.

Vuilleumier, F., 1984. Faunal turnover and development of fossil avifaunas in South
America. Evolution 38, 1384-1396.

Vuilleumier, F., 1985. Fossil and Recent avifaunas and the American Interchange. In:
Stehli, F.G., Webb, S.D. (Eds.), The Great American Biotic Exchange. Plenum
Press, New York, pp. 387-424.

Webb, D.M., Moore, W.S., 2005. A phylogenetic analysis of woodpeckers and their
allies using 12S, Cyt b, and COI nucleotide sequences (class Aves; order
Piciformes). Mol. Phylogenet. Evol. 36, 233-248.

Weibel, A.C., Moore, W.S., 2005. Plumage convergence in Picoides Woodpeckers
based on a molecular phylogeny, with emphasis on convergence in Downy and
Hairy Woodpeckers. Condor 107, 797-809.

Weir, ].T., Bermingham, E., Schluter, D., 2009. The great American biotic interchange
in birds. Proc. Natl. Acad. Sci. 106, 21737-21742.

Winkler, H., Christie, D.A., 2002. Family Picidae (woodpeckers). In: del Hoyo, ].D.,
Elliot, A., Sargatal, J. (Eds.), Handbook of the Birds of the World, vol. VII. Lynx
Edicions, Barcelona, pp. 296-555.

Winkler, H., Christie, D.A.,, Nurney, D., 1995. Woodpeckers. A Guide to the
Woodpeckers, Piculets and Wrynecks of the World. Pica Press, Sussex.

Winkler, H., Gamauf, A., Nittinger, F., Haring, E., 2014. Relationships of Old World
woodpeckers (Aves: Picidae) - new insights and taxonomic implications.
Annales des Naturhistorischen Museums in Wien B 116, 69-86.

Zhang, ]., Kumar, S., Nei, M., 1997. Small-sample tests of episodic adaptive
evolution: a case study of primate lysozymes. Mol. Biol. Evol. 14, 1335-1337.

Zhang, G., Basharat, U., Matzke, N., Franz, N.M., 2017. Model selection in statistical
historical biogeography of Neotropical insects—the Exophthalmus genus
complex (Curculionidae: Entiminae). Mol. Phylogenet. Evol. 109, 226-239.

Zink, R.M., Barrowclough, G.F., 2008. Mitochondrial DNA under siege in avian
phylogeography. Mol. Ecol. 17, 2107-2121.


http://refhub.elsevier.com/S1055-7903(17)30119-7/h0370
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0370
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0375
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0375
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0375
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0380
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0380
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0380
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0385
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0390
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0395
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0395
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0400
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0400
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0400
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0405
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0405
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0410
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0410
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0410
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0410
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0420
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0420
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0420
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0420
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0425
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0425
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0435
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0435
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0440
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0440
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0440
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0445
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0450
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0450
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0455
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0455
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0455
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0460
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0460
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0460
http://www.R-project.org/
http://www.R-project.org/
http://beast.bio.ed.ac.uk/Tracer
http://beast.bio.ed.ac.uk/Tracer
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0475
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0475
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0480
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0480
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0480
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0485
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0485
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0490
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0490
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0495
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0495
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0500
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0500
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0500
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0500
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0505
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0505
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0505
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0515
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0515
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0525
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0525
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0530
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0530
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0535
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0535
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0540
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0540
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0540
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0540
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0540
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0545
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0545
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0550
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0550
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0550
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0555
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0555
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0560
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0560
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0565
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0570
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0570
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0570
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0575
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0575
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0575
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0580
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0580
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0580
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0590
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0590
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0590
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0595
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0595
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0595
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0600
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0600
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0600
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0605
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0605
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0610
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0610
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0615
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0615
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0620
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0620
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0620
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0630
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0630
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0635
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0635
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0635
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0635
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0640
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0640
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0640
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0640
http://hdl.handle.net/11299/167965
http://hdl.handle.net/11299/167965
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0650
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0650
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0650
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0655
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0655
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0660
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0660
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0660
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0665
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0665
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0665
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0670
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0670
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0670
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0675
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0675
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0680
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0680
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0680
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0685
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0685
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0690
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0690
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0690
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0695
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0695
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0700
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0700
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0700
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0705
http://refhub.elsevier.com/S1055-7903(17)30119-7/h0705

	Complex biogeographic scenarios revealed in the diversification of the largest woodpecker radiation in the New World
	1 Introduction
	1.1 Study group

	2 Materials and methods
	2.1 Taxon sampling
	2.2 Laboratory procedures
	2.3 Phylogenetic inference
	2.4 Species trees
	2.5 Biogeographic history

	3 Results
	3.1 Sequence characteristics
	3.2 Phylogeny
	3.3 Species tree
	3.4 Biogeography

	4 Discussion
	4.1 Phylogeny
	4.2 Biogeography
	4.3 Taxonomic implications

	Acknowledgments
	Appendix A Supplementary material
	References


