


the owl with mousebirds and Accipitrimorphae
birds of prey. Two branches with <100% BS in the
ExaML TENT increased to 100% in the MP-EST*
TENT, including Phaethontimorphae with core
waterbirds. The intron trees supported some
branches more in the ExaML and some more in
the MP-EST* TENT (Fig. 3, A and B). Neverthe-
less, the overall topology of both trees was very
similar, including the basal Columbea and Pass-
erea divergence.

All estimates of gene trees differ from our
candidate species trees

No single intron, exon, or UCE locus from our
TENT data set had an estimated topology iden-
tical to the ExaML TENT or MP-EST* TENT (fig.
S10, A and B). The top three loci (all introns) with
the closest inferred topologies differed from the
two versions of the TENT on more than 20 to
30% of their branches. Average topological dis-
tance with the ExaML species tree was 63% for
the introns, 66% for the UCEs, and 80% for the
exons. To test whether our total evidence data
set missed some genes with the TENT topol-
ogies, we constructed a more comprehensive col-
lection of genes trees with phylomeDB, which
assigns orthology using maximum likelihood anal-
yses (http://phylomedb.org) [see SM8 and (68)].
For ~13,000 (low-coverage genomes) to ~18,000
(high-coverage genomes) annotated genes across
avian species (44), phylomeDB inferred orthologs
for 94.58% of them and these agreed with the
synteny-based orthology of the 8251 protein-
coding genes of the TENT by 93%. This more
complete set of protein-coding genes still did
not have a single estimated gene tree that was
fully congruentwith theExaMLorMP-EST*TENT
trees (fig. S10, C and D), and there was overall
low congruence with the species trees (http://tol.
cgenomics.org/birds_v1) (fig. S11, A and B). The
conflicting nodes largely reflected branches with
low statistical support (approximate likelihood
ratio test < 0.95), which primarily corresponded
to the short successive deep branches of Neoaves.
These findings can be explained by both a low
amount of phylogenetic signal in individual loci
(figs. S24 to S26 and SM4) and a high amount of
ILS during the neoavian radiation.

Indels suggest a high degree of ILS at the
earliest branches of the Neoaves tree

We further assessed ILS using insertions and de-
letions (indels) (69), because they have less homo-
plasy (convergence) than single nucleotides (SM9),
and unlike gene trees, indels can be examined as
discrete characters mapped to a reference tree
without the added inference of constructing trees
from them. We scored 5.7 million indels from the
TENT alignment, of which 24% were shared by
two or more taxa (table S3). We found indel incon-
gruence on all branches of the ExaML TENT, as
measured inversely by the percent of the indel
characters uniquely defining each branch (Fig. 3A,
red numbers; SM9). Like the gene trees, there ap-
peared to be a successive decrease in the percent-
age of indels that supported deeper branches of
each major clade (Fig. 3A). Most branches with

the highest levels of indel incongruence belonged
to the shortest and deepest ones that made local
shifts in analyses, with the two branches joining
mousebirds and owls exhibiting the highest
indel incongruence and the shortest internal
branch lengths in the ExaML TENT (Fig. 3A
and fig. S7). Consistent with these findings, indel
incongruence was inversely correlated with in-
ternal branch length, and branch length explained
87% (r2) of the variation in the percentage of
nonhomoplasious indels defining each branch
(Fig. 3E). The correlation of indel incongruence
versus branch time was similar for both ExaML
and MP-EST* TENT trees (Fig. 3F).
Indel incongruence is not due to the indels sup-

porting another species tree, as applyingExaMLon
indels from the total evidence alignment as binary
data produced a total evidence indel tree that was
largely congruent with the ExaML TENT and MP-
EST* TENT for all but one node with a local shift
of pigeon within Columbea (fig. S12). Homoplasy
due to convergence is thought to be positively cor-
related with branch length [i.e., long branch attrac-
tion (70)]. The only known source of incongruence
that is inversely correlated with internal branch
length is hemiplasy (differential inheritance of poly-
morphic alleles) (64, 71). Because hemiplasy is a
hallmark of ILS and 87% of the variation in indel
incongruence is explained by branch length, our
indel findings suggest high levels of ILS during the
basal radiationofNeoaves,with comparable support
for the ExaML orMP-EST* versions of the TENT.

Transposable elements with higher ILS
in the deepest branch of core landbirds
with owls

We tested for a signature of ILS in TE insertions,
which have extremely low homoplasy because
independent insertions into the same location
in a genome are rare (SM10) (72, 73). We focused
on the owl because its position exhibited one of
the strongest incongruencies among the species
tree results. Of 3671 barn owl long terminal re-
peat TE insertion loci orthologous in all of the bird
genomes, 61 were informative for owls among
core landbirds and showed two dominant exclu-
sive TE topologies: (i) an owl + Accipitrimorphae
topology, as seen in the MP-EST* TENT; and (ii)
an owl + Coraciimorphae topology that excludes
mousebird, as seen in the UCE tree (Fig. 3G com-
pared to Figs. 3B and 4B). Nine other topologies
had fewer markers supporting them. In contrast,
for 25 informative TEs of Neoaves in (29), 13were
informative for Australaves, and of these, 3
were exclusive for Passeriformes + parrots, 7 for
Passeriformes + parrots + falcons, and 2 for the
latter group plus seriemas, with no alternative to-
pologies for the first two groups (Fig. 3H). If the
passeriform TE insertions exhibited a similar mix-
ture of alternative distributions as for the owl, just
10markerswould result in conflictingdistributions
(4 with one, 3 with another, and 3 for the remain-
ing topologies) instead of a conflict-free topology.
Although this analysis is limited to specific taxa, it
suggests higher ILS near the deepest branches of
Afroaves involving the owl, consistent with the
branch length, gene tree, and indel findings.

Overall, these results reveal considerable ILS
during the neoavian radiation and that, even
with genome-scale data, ILS may affect the in-
ference of small local relationships in the deep
branches of the species tree that have long been
more challenging to resolve. However, ILS does
not affect the majority of other phylogenetic
relationships we found using genome-scale data.

Protein-coding data resolve avian
phylogeny poorly but reflect life
history traits

Codon positions of protein-coding genes
and life history relationships

We investigated sources of lower resolution
and incongruence for the tree based on protein-
coding sequences (Fig. 4C). This is crucial for phy-
logenomic inference, as many studies [including
transcriptome analyses (19, 74)] use only protein-
coding genes to infer species trees. We found that
ExaML analyses with either all (c123; Fig. 4D) or
individual codon positions (c1, c2, c3; fig. S13, A to
C) produced trees with lower BS (Fig. 5A) and
greater differences in topologies (Fig. 2 and fig.
S2) compared with noncoding data and coding +
noncoding combined. The differences between
coding versus noncoding trees were not solely
due to shorter sequence length of the coding data,
because the full coding data set (13.3 million bp
for c123) produced a tree with fully supported
(100%BS) relationships thatwere incongruentwith
those fully supported in the intron (19.3million bp),
TENT (37.4 million bp without the third codon
position), andWGT (322.1 million bp) (Figs. 2 and
5B, and table S3). Surprisingly, the c123 topology
associated species more with life history traits
than the TENT topology. This included a strongly
supported clade (100% BS on most branches)
that comprised the three groups of vocal learners
(parrots, songbirds, andhummingbirds) andmost
of the nonpredatory core landbirds, a monophy-
letic clade of diurnal birds of prey and seriemas
(albeit with low 40% BS), and a monophyletic
clade of all aquatic and semiaquatic species of
Passerea and Columbea (also with low 20% BS)
(Fig. 4D). Partitioning the data to account for
possible differences in evolutionary rates among
genes (SM4) did not result in a tree more similar
to the TENT, but instead in a tree with increased
support for monophyletic groupings of species
with these broadly shared traits (fig. S14C). The
c1, c2, and amino acid tree topologies (fig. S13, A,
B, and D) were more congruent with the c12 tree
(Figs. 2 and 4C), consistent with these two codon
positions largely specifying amino acid identity.
In contrast, the c3 tree was very similar to the
c123 tree but with higher BS (63 to 82%) for
similar trait groupings; it moreover brought all
basal neoavian landbirds together as sister to all
neoavian aquatic/semiaquatic species (figs. S2 and
S13C). Most individual gene trees show weak to
strong rejection of these relationships (Fig. 5C).
As expected (19), the third codon position exhib-

ited greater base composition variation among spe-
cies than the other codon positions and even other
genomic partitions (fig. S15A). Although all co-
don positions violated the stationarity assumption
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in the GTR + GAMMA model of sequence evolu-
tion, the third codon position exhibited a much
stronger violation (fig. S15B). Reducing this
variation by RY recoding of purines (R) and py-
rimidines (Y) on the third codon position (SM4)
made the c123 tree topology more similar to the
c12 topology (Fig. 2 and fig. S14D). These results
demonstrate that the third codon position exerts
a strong influence on the protein-coding–tree
topology, overriding signals from the first and
second codon positions. They also suggest that a
signal in the third codon position could also be
associated with convergent life history traits.

Heterogeneous protein-coding genes
associated with life history traits

We further investigated the source of the conflict
in the protein-coding genes (SM11) and found that
trees using all codon positions from the 10% most
compositionally homogeneous (low-variance) exons
(n = 830) were most congruent with the c12 tree
and, thus, more similar to the TENT than to the
c123 tree (Figs. 2 and 6A; cladograms in fig. S16, A
to C). Conversely, trees using all codon positions
from the 10% most compositionally heteroge-
neous (high-variance) genes (n = 830) weremore
congruent with the exon c123 and c3 trees (Figs. 2
and 6B and fig. S16, B and D). The branch lengths
of the high-variance exon tree showed a strong
positive correlationwithGCcontent and anegative
correlation with the average body mass of species,
seenat amuch lessermagnitude in the low-variance
exon tree (Fig. 6, A to D). The correlations for the
high-variance geneswere also strongest on the third
codon position (fig. S17, A and B) (75, 76). In addi-
tion, the genomic positions of the high-variance
genes were skewed toward the ends of the chro-
mosomes, whereas the positions of the low-variance
genes were skewed toward the center (Fig. 6, E and
F, and fig. S17, C and D). Although the available
introns of these genes had significant correlations
amongGC content and bodymass and among GC
content and chromosome position, they exhibited
less heterogeneity overall (fig. S17, A to D) and
yielded trees that weremuchmore congruent with
each other and with the TENT (figs. S2 and S17, E
and F). An ExaML TENT tree that included the
third codon position (TENT + c3) was identical in
topology to the ExaML TENT without the third
codonposition andhad increased support for six of
the nine branches that had less than 100% BS (fig.
S1 versus fig. S18, also Figs. 3A and 5A).
These results suggest that in the context of

protein-coding data only, high–base compositional
heterogeneity and life history have a strong impact
on incongruence with the species tree, and thus
are not suitable for generating a highly resolved
phylogeny.However, in thecontextof largeamounts
of noncoding genomic data, the phylogenomic sig-
nal in the exondata adds support to the species tree.

Dating the radiation of Neoaves

The generation of a well-resolved avian phylog-
eny allowed us to address the timing of avian
diversification. To estimate the avian timetree
with genomic-scale data, we used first and sec-
ond codon positions from 1156 clock-like exon

genes (which do not strongly exhibit the above
protein-coding compositional bias), calibrated
with 19 conservatively chosen avian fossils (plus
nonavian outgroups) as minimum bounds for line-
age ages (with a maximum-bound age constraint
of 99.6 Ma for Neornithes), in a Bayesian auto-
correlated relaxed clock method using MCMCTREE
(77) on the fixed ExaML TENT topology (SM12).
Our results suggest that after the Palaeogna-

thae and Neognathae divergence about 100 Ma in
the Late Cretaceous, the Palaeognathae diverged
into their two stem lineages [ostrich and tinamous
(11, 78)] about 84Ma, and theNeognathaediverged
into their stem lineages (Galloanseres and Neo-
aves) about 88 Ma (Fig. 1). Although the 95% cre-
dibility interval for the ostrich-tinamou divergence
is broad, its lower bound is consistent with the
fossil record (79). In contrast, both the earliest di-
vergence within Galloanseres and an explosive di-
versification within Neoaves were dated to occur
around the K-Pg boundary, with 95% credibility
intervals spanning 6.5 million years, on average. In
particular, the most basal divergences within Neo-
aves (Columbea, Passerea, and two more) occurred
before the K-Pg transition (67 to 69 Ma) and all
others after, with nearly all ordinal divergences com-
pleted by 50Ma (Fig. 1, dashed line). The estimated
age for the basal split of Passeriformes, represent-
ing ~60% of all living ~10,400 avian species, was
around 39Ma. These divergence times conflict with
some previous studies based on nuclear (9–12) and
mitochondrial (13, 14) DNA but are consistent with
the fossil record (80), including the identification of
Vegavis iaai, a very Late Cretaceous (66 to 68 Ma)
stem-anseriform fossil (80, 81), and the dearth of
verifiable Neoaves fossils in the Late Cretaceous (5).
These findingswere similar regardlessof the specific
tree from this study we dated or whether we used
a later minimum age (86.5 Ma) for Neornithes
(table S16; more discussion on dating in SM12).

Discussion

Our study is an example of the extraordinary
amount of genomic sequence data required to
produce a highly supported phylogeny spanning
a rapid radiation. The conflict we observe with
other data types (14, 15, 24) can no longer be
considered to be due to error from smaller
amounts of sequence data (8, 17) nor to differ-
ences in concatenation versus coalescence meth-
ods (27, 28). The absence of a single gene tree
identical to the avian species tree is consistent
with studies in yeast (82), indicating that phy-
logenetic studies based on one or several genes,
especially for rapid radiations, will probably be
insufficient. The major sources of the gene tree
incongruence we find are low-resolution gene
trees and substantial ILS during the rapid radi-
ation. It is possible that someof the deepbranches
of the species tree are in the anomaly zone (63),
although the gene tree support is not high enough
to confidently test this idea. It is also possible that
some gene and local species tree incongruence
could reflect ancient hybridization during the
radiation, but distinguishing between this and
other sources of hemiplasy (83) would require
more complete assemblies, genes without mis-

sing data across species, and development of new
methods (84). Finally, it is also possible that in-
sufficient taxon sampling contributed to the local
species tree incongruence, known to lead to long-
branch attraction (70). We did seek to break up
some long branches, specifically within core land-
birds and core waterbirds. However, the very
large-scale data collection for this study made
it necessary to prioritize species for specific parts
of the tree. Moreover, the potential to add taxa
that will break up long branches is limited for a
number of groups because the species either are
extinct or there are no more major lineages to
sample, suggesting that further study of analyt-
ical methods for whole genomes will prove to be
as important as additional taxa.
Genomic-scale amounts of protein-coding se-

quence data were not only insufficient but were
also misleading for generating an accurate avian
phylogeny due to convergence. One possible ex-
planation is convergentGC-biased gene conversion
in exons, where AT-GC mismatches are corrected
by DNA repair molecules in a biased manner to
produce more gametes with the GC allele (85).
GC-biased gene conversion correlates with recom-
bination rate (86), and new GC alleles reach
fixation more easily in species with larger pop-
ulation sizes, which tend to also have smaller
body sizes (87). Recombination also tends to be
higher toward the ends of chromosomes (88),
where we found higher GC-rich high-variance
exons. An alternative possibility is that the as-
sociations of ecology and/or life history are re-
lated to convergent exon-coding mutations for
those traits in avian genomes (89, 90).
With a well-resolved tree, it becomes possible to

more confidently infer evolution of convergent
traits. Our tree lends support for either three in-
dependent gains of vocal learning (38, 91) or two
gains (hummingbirds and the common ancestor of
parrots andoscine songbirds) followedby two losses
(in New Zealand wrens and suboscines) (29, 39).
However, a single origin for parrots and oscines
followed by two losses (three events) is not much
less parsimonious than independent origins in
parrots and oscines (two events). In addition, the
suboscine Procnias bellbirds have recently been
shown to be vocal learners (92, 93), suggesting that
there could have been a fourth gain or a regain
after a loss of vocal learning in other suboscines.
The non-monophyly of the birds of prey at the
deepest branches of the Australaves and Afroaves
radiations suggests that the common ancestor of
core landbirds may have been an apex predator,
followedby two losses of the raptorial trait. Seriema
at the deepest branch of Australaves could be con-
sidered to belong to a raptorial taxon because they
kill vertebrate prey (94) and are the sole living
relatives of the extinct giant “terror birds,” apex
predators during the Paleogene (95, 96). The deep-
est branches after Accipitriformes and owl among
the Afroaves, the mousebirds and cuckoo-roller,
have Eocene relatives with raptor-like feet (97), and
the cuckoo-roller specializes on chameleon prey
(98). This suggests that losses of the predatory phe-
notype were gradual across successive divergences
of each of the two core landbird radiations. More
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Fig. 6. Life history incongruence in protein-coding trees. (A) Species
tree inferred from low–base composition variance exons (n = 830 genes)
graphed with branch length, third codon position GC (GC3) content
(heatmap), and log of body mass (numbers on branches). (B) Species tree
inferred from high–base composition variance exons (n = 830 genes),
graphed similarly as in (A). The %GC3 scale is higher and ~10 times wider
for the high-variance genes, and the branch lengths are ~3 times longer
[black scales at the bottom of (A) and (B)]. Color coding of species’ names is
as in Fig. 1. Cladograms of trees in (A) and (B) are in figs. S16, A and B. (C andD)

Correlations of branch length with GC content (C) and body mass (D) of the
low-variance and high-variance exons. Correlations were still significant after
independent contrast analyses for phylogenetic relationships (SM11). (E and F)
Relative chromosome positions of the low-variance (E) and high-variance (F)
exons normalized between 0 and 1 for all chicken chromosomes and separated
into 100 bins (bars).The height of each bar represents the number of genes in
that specific relative location. The two distributions in (E) and (F) are sig-
nificantly different (P < 2.2 × 10–16, Wilcoxon rank sum test on grouped
values). For further details, see SM11.
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broadly, the Columbea and Passerea clades ap-
pear to have many ecologically driven convergent
traits that have led previous studies to group them
into supposedmonophyletic taxa (8, 17, 25). These
convergences include the footpropelled diving
trait of grebes in Columbea with loons and cor-
morants (15) in Passerea, the wading-feeding trait
of flamingos in Columbea with ibises and egrets
(24,99) inPasserea, andpigeonsandsandgrouse in
Columbea with shorebirds (killdeer) in Passerea
(24). These long-known trait and morphological
alliances suggest that some of the traditional
nongenomic trait classifications are based on
polyphyletic assemblages.
In conclusion, our genome-scale analysis sup-

ports the hypothesis of a rapid radiation of diverse
species occurringwithin a relatively short period of
time (36 lineages within 10 to 15 million years;
Fig. 1) during the K-Pg transition, with many
interordinal divergences in the 1- to 3-million-year
range. This rate of divergence is consistent with
modern speciation rates, but it is notable that so
many lineages from a single stem lineage survived
extinction. Subsequent ecological diversification of
surviving lineages is consistent with a proliferation
of the earliest fossil stem representatives of most
modern orders by the latest Paleocene to Eocene.
Our finding is broadly consistent with recent
estimates for placental mammals [(100), but see
SM12 (101)] and thus supports the hypothesis
that the K-Pg transition was associated with a
rapid species radiation caused by a release of
ecological niches following the environmental
destruction and species extinctions linked to
an asteroid impact (2, 4, 5, 102).

REFERENCES AND NOTES

1. C. Venditti, A. Meade, M. Pagel, Nature 463, 349–352 (2010).
2. J. B. Yoder et al., J. Evol. Biol. 23, 1581–1596 (2010).
3. A. Feduccia, Science 267, 637–638 (1995).
4. P. Schulte et al., Science 327, 1214–1218 (2010).
5. N. R. Longrich, T. Tokaryk, D. J. Field, Proc. Natl. Acad. Sci.

U.S.A. 108, 15253–15257 (2011).
6. D. T. Ksepka, C. A. Boyd, Paleobiology 38, 112–125 (2012).
7. K. M. Cohen, S. Finney, P. L. Gibbard, International

Chronostratigraphic Chart v2013/01, in International
Commission on Stratigraphy (2013); www.stratigraphy.org/
ICSchart/ChronostratChart2013-01.jpg.

8. P. G. Ericson et al., Biol. Lett. 2, 543–547 (2006).
9. R. W. Meredith et al., Science 334, 521–524 (2011).
10. W. Jetz, G. H. Thomas, J. B. Joy, K. Hartmann, A. O. Mooers,

Nature 491, 444–448 (2012).
11. O. Haddrath, A. J. Baker, Proc. Biol. Sci. 279, 4617–4625 (2012).
12. M. S. Lee, A. Cau, D. Naish, G. J. Dyke, Syst. Biol. 63,

442–449 (2014).
13. J. W. Brown, J. S. Rest, J. García-Moreno, M. D. Sorenson,

D. P. Mindell, BMC Biol. 6, 6 (2008).
14. M. A. Pacheco et al., Mol. Biol. Evol. 28, 1927–1942 (2011).
15. B. C. Livezey, R. L. Zusi, Zool. J. Linn. Soc. 149, 1–95 (2007).
16. G. Mayr, J. Zool. Syst. Evol. Res. 49, 58–76 (2011).
17. S. J. Hackett et al., Science 320, 1763–1768 (2008).
18. R. C. Pratt et al., Mol. Biol. Evol. 26, 313–326 (2009).
19. B. Nabholz, A. Künstner, R. Wang, E. D. Jarvis, H. Ellegren,

Mol. Biol. Evol. 28, 2197–2210 (2011).
20. O. Jeffroy, H. Brinkmann, F. Delsuc, H. Philippe, Trends

Genet. 22, 225–231 (2006).
21. S. Song, L. Liu, S. V. Edwards, S. Wu, Proc. Natl. Acad. Sci.

U.S.A. 109, 14942–14947 (2012).
22. J. Alföldi, K. Lindblad-Toh, Genome Res. 23, 1063–1068 (2013).
23. J. L. Peters, Check-List of Birds of the World, E. Mayr,

R. A. Paynter, M. A. Traylor, J. C. Greenway, Eds. (Harvard
Univ. Press, Cambridge, MA, 1937–1987).

24. C. G. Sibley, J. E. Ahlquist, Phylogeny and Classification of
Birds: A Study in Molecular Evolution (Yale Univ. Press, New
Haven, CT, 1990).

25. M. G. Fain, P. Houde, Evolution 58, 2558–2573 (2004).
26. N. Wang, E. L. Braun, R. T. Kimball, Mol. Biol. Evol. 29,

737–750 (2012).
27. R. T. Kimball, N. Wang, V. Heimer-McGinn, C. Ferguson,

E. L. Braun, Mol. Phylogenet. Evol. 69, 1021–1032 (2013).
28. J. E. McCormack et al., PLOS ONE 8, e54848 (2013).
29. A. Suh et al., Nat. Commun. 2, 443 (2011).
30. M. T. Mahmood, P. A. McLenachan, G. C. Gibb, D. Penny,

Genome Biol. Evol. 6, 326–332 (2014).
31. A. Matzke et al., Mol. Biol. Evol. 29, 1497–1501 (2012).
32. J. L. Chojnowski, R. T. Kimball, E. L. Braun, Gene 410, 89–96

(2008).
33. S. Patel, R. T. Kimball, E. L. Braun, J. Phylogenetics Evol. Biol.

1, 9–10 (2013).
34. Y. I. Wolf, I. B. Rogozin, N. V. Grishin, E. V. Koonin, Trends

Genet. 18, 472–479 (2002).
35. A. Rokas, B. L. Williams, N. King, S. B. Carroll, Nature 425,

798–804 (2003).
36. J. Cracraft, in The Howard and Moore Complete Checklist of

the Birds of the World, E. C. Dickinson, J. V. Remsen, Eds.
(Aves Press, Eastbourne, UK, 2013), pp. xxi–xliii.

37. E. C. Dickinson, J. V. Remsen, Eds., The Howard and Moore
Complete Checklist of Birds of the World (Aves Press,
Eastbourne, UK, 2013).

38. E. D. Jarvis, Ann. N.Y. Acad. Sci. 1016, 749–777 (2004).
39. D. F. Clayton, C. N. Balakrishnan, S. E. London, Curr. Biol. 19,

R865–R873 (2009).
40. L. W. Hillier et al., Nature 432, 695–716 (2004).
41. R. A. Dalloul et al., PLOS Biol. 8, e1000475 (2010).
42. W. C. Warren et al., Nature 464, 757–762 (2010).
43. J. Alföldi et al., Nature 477, 587–591 (2011).
44. G. Zhang et al., Science 346, 1311–1320 (2014).
45. M. D. Shapiro et al., Science 339, 1063–1067 (2013).
46. X. Zhan et al., Nat. Genet. 45, 563–566 (2013).
47. Y. Huang et al., Nat. Genet. 45, 776–783 (2013).
48. Z. Wang et al., Nat. Genet. 45, 701–706 (2013).
49. G. Ganapathy et al., Gigascience 3, 11 (2014).
50. S. Li et al., Genome Biol. 10.1186/s13059-014-0557-1 (2014).
51. C. Li et al., GigaScience 3, 27 (2014).
52. R. E. Green et al., Science 346, 1254449 (2014).
53. K. Liu, S. Raghavan, S. Nelesen, C. R. Linder, T. Warnow,

Science 324, 1561–1564 (2009).
54. K. Liu et al., Syst. Biol. 61, 90–106 (2012).
55. A. Stamatakis et al., Bioinformatics 28, 2064–2066 (2012).
56. J. Zhang, A. Stamatakis, “The multi-processor scheduling

problem in phylogenetics,” IEEE 26th International Parallel
and Distributed Processing Symposium, Shanghai, 21 to 25
May 2012, pp. 691–698; 10.1109/IPDPSW.2012.86.

57. A. Stamatakis, A. J. Aberer, “Novel parallelization schemes for
large-scale likelihood-based phylogenetic inference,” IEEE 27th
International Symposium on Parallel and Distributed Processing,
Boston, 20 to 24 May 2013, pp. 1195–1204; 10.1109/IPDPS.2013.70.

58. S. Mirarab, M. S. Bayzid, B. Boussau, T. Warnow, Science
346, 1250463 (2014).

59. T. Yuri et al., Biology (Basel) 2, 419–444 (2013).
60. P. G. Ericson, J. Biogeogr. 39, 813–824 (2012).
61. J. Kim, Mol. Phylogenet. Evol. 17, 58–75 (2000).
62. W. P. Maddison, Syst. Biol. 46, 523–536 (1997).
63. N. A. Rosenberg, Mol. Biol. Evol. 30, 2709–2713 (2013).
64. J. H. Degnan, N. A. Rosenberg, Trends Ecol. Evol. 24,

332–340 (2009).
65. A. W. Edwards, Genetics 183, 5–12 (2009).
66. M. S. Bayzid, T. Warnow, Bioinformatics 29, 2277–2284 (2013).
67. L. Liu, L. Yu, S. V. Edwards, BMC Evol. Biol. 10, 302 (2010).
68. J. Huerta-Cepas, S. Capella-Gutiérrez, L. P. Pryszcz,

M. Marcet-Houben, T. Gabaldón, Nucleic Acids Res. 42,
D897–D902 (2014).

69. M. P. Simmons, H. Ochoterena, Syst. Biol. 49, 369–381 (2000).
70. J. Felsenstein, Inferring Phylogenies (Sinauer Associates,

Sunderland, MA, 2004).
71. J. C. Avise, T. J. Robinson, Syst. Biol. 57, 503–507 (2008).
72. D. A. Ray, J. Xing, A. H. Salem, M. A. Batzer, Syst. Biol. 55,

928–935 (2006).
73. K. L. Han et al., Syst. Biol. 60, 375–386 (2011).
74. E. M. Lemmon, A. R. Lemmon, Annu. Rev. Ecol. Evol. 44,

99–121 (2013).
75. C. C. Weber, B. Boussau, J. Romiguier, E. D. Jarvis,

H. Ellegren, Genome Biol. 15, 549 (2014).
76. C. C. Weber, B. Nabholz, J. Romiguier, H. Ellegren, Genome

Biol. 15, 542 (2014).
77. M. dos Reis, Z. Yang, Mol. Biol. Evol. 28, 2161–2172 (2011).
78. J. V. Smith, E. L. Braun, R. T. Kimball, Syst. Biol. 62, 35–49 (2013).
79. P. Houde, Nature 324, 563–565 (1986).
80. G. Mayr, Syst. Biodivers. 11, 7–13 (2013).
81. J. A. Clarke, C. P. Tambussi, J. I. Noriega, G. M. Erickson,

R. A. Ketcham, Nature 433, 305–308 (2005).

82. L. Salichos, A. Rokas, Nature 497, 327–331 (2013).
83. L. Salichos, A. Stamatakis, A. Rokas, Mol. Biol. Evol. 31,

1261–1271 (2014).
84. A. D. Twyford, R. A. Ennos, Heredity (Edinb.) 108, 179–189

(2012).
85. L. Duret, N. Galtier, Annu. Rev. Genomics Hum. Genet. 10,

285–311 (2009).
86. C. F. Mugal, P. F. Arndt, H. Ellegren, Mol. Biol. Evol. 30,

1700–1712 (2013).
87. J. Romiguier, V. Ranwez, E. J. Douzery, N. Galtier, Genome

Res. 20, 1001–1009 (2010).
88. M. K. Rudd et al., PLOS Genet. 3, e32 (2007).
89. J. Parker et al., Nature 502, 228–231 (2013).
90. Proteome-wide analyses among the 48 bird genomes were

conducted in (44), where it was found that vocal-learning bird
species have convergent amino acid changes in a set of
genes expressed in the song-learning nuclei.

91. F. Nottebohm, Am. Nat. 106, 116–140 (1972).
92. V. Saranathan, D. Hamilton, G. V. Powell, D. E. Kroodsma,

R. O. Prum, Mol. Ecol. 16, 3689–3702 (2007).
93. D. Kroodsma et al., Wilson J. Ornithol. 125, 1–14 (2013).
94. K. H. Redford, G. Peters, J. Field Ornithol. 57, 261–269 (1986).
95. H. M. F. Alvarenga, E. Hofling, Papeis Avulsos Zool. 43, 55–91

(2003).
96. G. Mayr, in Paleogene Fossil Birds (Springer, Berlin,

Heidelberg, 2009), pp. 139–152.
97. P. Houde, S. L. Olson, in Natural History Museum of Los

Angeles County Science Series (Natural History Museum of
Los Angeles County, Los Angeles, 1992), vol. 36, pp. 137–160.

98. A. D. Forbes-Watson, Ibis 109, 425–430 (1967).
99. S. L. Olson, A. Feduccia, Smithson. Contrib. Zool. 316, 1–73

(1980).
100. M. A. O’Leary et al., Science 339, 662–667 (2013).
101. M. dos Reis, P. C. Donoghue, Z. Yang, Biol. Lett. 10, 20131003

(2014).
102. M. J. Benton, Philos. Trans. R. Soc. Lond. B Biol. Sci. 365,

3667–3679 (2010).

ACKNOWLEDGMENTS

Genome assemblies, annotations, alignments, tree files, and
other data sets used or generated in this study are available at
GigaScience, the National Center for Biotechnology Information
(NCBI), ENSEMBL, CoGe, UCSC, and other sources listed in SM13
(table S17). We thank S. Edmunds at GigaScience, K. Pruit at NCBI,
and P. Flicek at ENSEMBL for making this possible. The majority of
genome sequencing and annotation was supported by internal
funding from BGI. Additional major support is from the
coordinators of the project: E.D.J. from the HHMI and NIH
Directors Pioneer Award DP1OD000448; S.M. from an HHMI
International Student Fellowship; G.Z. from Marie Curie
International Incoming Fellowship grant (300837); T.W. from
NSF DEB 0733029, NSF DBI 1062335, and NSF IR/D program;
and M.T.P.G. from a Danish National Research Foundation grant
(DNRF94) and a Lundbeck Foundation grant (R52-A5062).
J. Fjeldså generated the bird drawings used in the figures. O.A.R.
acknowledges a uniform biological material transfer agreement
between San Diego Zoo Global and BGI used for some tissue
samples. R.E.G. declares that he is President of Dovetail Genomics,
with no conflicts of interest. Additional acknowledgements are
listed in the supplementary materials. We thank the following for
allowing us to conduct the computationally intensive analyses for
this study: Heidelberg Institute for Theoretical Studies; San Diego
Supercomputer Center, with support by an NSF grant; SuperMUC
Petascale System at the Leibniz Supercomputing Center; Technical
University of Denmark; Texas Advanced Computing Center;
Georgia Advanced Computing Resource Center, a partnership
between the University of Georgia’s Office of the Vice President for
Research and Office of the Vice President for Information
Technology; Amazon Web Services; BGI; the Nautilus
supercomputer at the National Institute for Computational
Sciences of the University of Tennessee and Smithsonian; and
Duke University Institute for Genome Sciences and Policy.

SUPPLEMENTARY MATERIALS

www.sciencemag.org/content/346/6215/1320/suppl/DC1
Supplementary Text SM1 to SM13
Figs. S1 to S29
Tables S1 to S17
References (103–277)
Appendices

17 March 2014; accepted 15 October 2014
10.1126/science.1253451

SCIENCE sciencemag.org 12 DECEMBER 2014 • VOL 346 ISSUE 6215 1331



DOI: 10.1126/science.1253451
, 1320 (2014);346 Science

 et al.Erich D. Jarvis
modern birds
Whole-genome analyses resolve early branches in the tree of life of

 This copy is for your personal, non-commercial use only.

 clicking here.colleagues, clients, or customers by 
, you can order high-quality copies for yourIf you wish to distribute this article to others

 
 here.following the guidelines 

 can be obtained byPermission to republish or repurpose articles or portions of articles

 
 ): January 7, 2015 www.sciencemag.org (this information is current as of

The following resources related to this article are available online at

 http://www.sciencemag.org/content/346/6215/1320.full.html
version of this article at: 

including high-resolution figures, can be found in the onlineUpdated information and services, 

http://www.sciencemag.org/content/suppl/2014/12/11/346.6215.1320.DC1.html 
can be found at: Supporting Online Material 

 http://www.sciencemag.org/content/346/6215/1320.full.html#related
found at:

can berelated to this article A list of selected additional articles on the Science Web sites 

 http://www.sciencemag.org/content/346/6215/1320.full.html#ref-list-1
, 87 of which can be accessed free:cites 236 articlesThis article 

 http://www.sciencemag.org/content/346/6215/1320.full.html#related-urls
4 articles hosted by HighWire Press; see:cited by This article has been 

 http://www.sciencemag.org/cgi/collection/genetics
Genetics

subject collections:This article appears in the following 

registered trademark of AAAS. 
 is aScience2014 by the American Association for the Advancement of Science; all rights reserved. The title 

CopyrightAmerican Association for the Advancement of Science, 1200 New York Avenue NW, Washington, DC 20005. 
(print ISSN 0036-8075; online ISSN 1095-9203) is published weekly, except the last week in December, by theScience 

 o
n 

Ja
nu

ar
y 

7,
 2

01
5

w
w

w
.s

ci
en

ce
m

ag
.o

rg
D

ow
nl

oa
de

d 
fr

om
 

http://oascentral.sciencemag.org/RealMedia/ads/click_lx.ads/sciencemag/cgi/reprint/L22/434072810/Top1/AAAS/PDF-Bio-Techne.com-141113/Bio-Techne-Extended-PDF.raw/1?x
http://www.sciencemag.org/about/permissions.dtl
http://www.sciencemag.org/about/permissions.dtl
http://www.sciencemag.org/content/346/6215/1320.full.html
http://www.sciencemag.org/content/suppl/2014/12/11/346.6215.1320.DC1.html 
http://www.sciencemag.org/content/346/6215/1320.full.html#related
http://www.sciencemag.org/content/346/6215/1320.full.html#ref-list-1
http://www.sciencemag.org/content/346/6215/1320.full.html#related-urls
http://www.sciencemag.org/cgi/collection/genetics
http://www.sciencemag.org/

