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1  | INTRODUC TION

Biological mechanisms that drive differentiation among popu-
lations can be used to target conservation practice and help un-
derstand evolutionary processes (Coyne & Orr, 2004; Crandall 
et al., 2000; see also Friesen et al., 2007). When allopatric pop-
ulations diverge, the increased variance in traits often precedes 
reproductive isolation measured upon secondary contact. A shift 

in species- level variance across geographically separated popula-
tions can have marked consequences for reproductive isolation 
between the populations, which can later lead to differences 
in species recognition and to speciation (Coyne & Orr, 2004; 
Mayr, 1963). Furthermore, diverged populations generally en-
hance biodiversity (see Pratt, 2010) and can represent signifi-
cant evolutionary units and distinct targets of conservation (see 
Crandall et al., 2000). Documenting population differentiation is, 
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Abstract
Empirical data that identify contemporary mechanisms of divergence shed light on 
how species could multiply. In this study, we measured population genetic structure, 
song syllable diversity and response to simulated intruder song in Darwin's small tree 
finch (Camarhynchus parvulus) on Santa Cruz and Floreana Islands, Galápagos archi-
pelago. Our aim was to test whether the magnitude of contemporary behavioural 
response in resident birds was consistent with patterns of genetic or cultural dif-
ferences between populations. We analysed genetic structure and the occurrence 
of song syllable types, and experimentally measured the response of resident birds 
to intruder bird song from different geographical origin (i.e., island) or syllable type. 
We discovered a weak signal of population genetic structure between Santa Cruz 
and Floreana Islands. Although some song syllables occurred on both islands, others 
were unique to each island; Santa Cruz Island males used more unique syllables than 
Floreana Island males. Both Santa Cruz and Floreana resident males discriminated 
their response towards a simulated intruder song based on the geographical origin 
of the intruder song, but not on the syllable type sung by the intruder. We conclude 
that the populations are diverging in genetic and cultural traits and identified a signal 
of contemporary behavioural response that could maintain divergence upon second-
ary contact.
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therefore, a useful activity for biodiversity monitoring in general, 
to ensure that distinct genetic, morphological or behavioural traits 
are recognized (see Lesica & Allendorf, 1995; Moritz, 1994) and 
conserved.

There is growing understanding of the value of conserving both 
genetic and cultural variety (Brakes et al., 2019). Genetic or cul-
tural information alone do not accurately predict population- level 
variance (e.g., González & Ornelas, 2014). Genetically depauper-
ate populations may contain individuals that vary in behaviour, and 
this behavioural variance may itself be a target of selection (e.g., 
Grant & Grant, 1997a; Knowlton et al., 1992; Wilson et al., 2000). 
Furthermore, genetic information does not necessarily indicate 
traits that promote or sustain reproductive isolation. Divergence in 
behavioural phenotypes, for example, often occurs at a much faster 
rate than genetic mutation of particular markers (Mallet, 2005; but 
see Winger & Bates, 2015).

Some animal groups are especially useful to study the interplay 
between rates of divergence in learned cultural traits and genetic 
change. Songbirds are the model system to explore changes in 
learned behaviour, such as song, and its role in the formation and 
maintenance of barriers to gene flow because song plays a critical 
role in species recognition as well as in mate choice (Catchpole & 
Slater, 2008; Price, 2008). One remarkable feature of songs in song-
birds is that they can be influenced by both genetic inheritance (her-
itable traits such as bill morphology may constrain trill rate) (e.g., 
Derryberry et al., 2018; Huber & Podos, 2006; Nowicki et al., 1992; 
Podos, 2001) and cultural inheritance (songbirds learn their song 
syllables or elements from a tutor) (e.g., Evans & Kleindorfer, 2016; 
Grant & Grant, 1996; Greig et al., 2012; Zann, 1996). Divergence in 
songs may also occur as a result of acoustic adaptation to the envi-
ronment (Cardoso & Atwell, 2011; Derryberry, 2009; Slabbekoorn & 
Smith, 2002a) or variation in female preference (Danner et al., 2011; 
Gibbs, 1990). Whatever the mechanism driving song divergence, the 
divergent song can act as a reproductive isolating mechanism (Grant 
& Grant, 2008a; Haavie et al., 2004; Lachlan & Servedio, 2004) and 
often precede genetic or phenotypic divergence (Slabbekoorn & 
Smith, 2002b; Slender et al., 2018).

When divergent allopatric populations come into secondary con-
tact, mating signals and preference for those signals may converge, 
remain distinct or diverge (De Kort et al., 2002; Dingle et al., 2010; 
Greig & Webster, 2013; Haavie et al., 2004). Whether this variation 
in song matters for evolutionary change depends on the discrimina-
tory capacity and behavioural response to the new variants in the 
intended receivers of the signal. Birds can discriminate conspecific 
songs between populations (Bradley et al., 2013; Derryberry, 2011; 
Kleindorfer et al., 2013; Podos, 2007, 2010) and female preference 
for particular songs can increase genetic differentiation between 
populations (Baker, 1983; Ellers & Slabbekoorn, 2003; Fleischer & 
Rothstein, 1988). Therefore, testing behavioural response to song 
provides a good opportunity to measure how song divergence could 
result in behavioural barriers to gene flow (see Colbeck et al., 2010; 
Dingle et al., 2010; Greig et al., 2015; Greig & Webster, 2013; Slender 
et al., 2018).

The 17 Darwin's finch species on the Galapagos Islands are a 
textbook example of the different phases involved in allopatric 
speciation (e.g., Grant & Grant, 2002, 2009; Grant et al., 2000). 
In addition to morphological change, the song of Darwin's ground 
finches (Geospiza spp.) has also been shown to diverge in these geo-
graphically separated populations (Grant & Grant, 1997a, 1997b). 
Darwin's finch song consists of several repetitions of the same syl-
lable type and the syllables are believed to be culturally transmit-
ted. Young male finches copy their syllable type from a male tutor 
(usually the father or attending male) (Bowman, 1979, 1983; Grant 
& Grant, 1996, 2018; Millington & Price, 1985), and thereafter, the 
syllable of an adult Darwin's finch remains the same throughout 
its life, which was shown in ground finches (Gibbs, 1990; Grant & 
Grant, 1996) and, across two years in the same males, in small tree 
finches (Camarhynchus parvulus) (Christensen et al., 2006). The syl-
lable type in Darwin's finches is subject to copying error and other 
sources of variance, which could affect evolutionary trajectories 
(Grant & Grant, 1996, 2008b; Grant et al., 2001); when new syl-
lable types are introduced to a population, they provide clues as 
to the source population of immigrants (see Grant & Grant, 2014; 
Grant et al., 2001; Lamichhaney et al., 2018). To date, no study in 
the Darwin's finch group has compared syllable repertoire of allo-
patrically separated populations of the same species in relation to 
patterns of gene flow, which is the aim of this study.

We measured population genetic structure and song syllable 
prevalence in two allopatric populations of Darwin's small tree finch 
on Santa Cruz and Floreana Island, Galápagos archipelago. The aim 
of the study was to assess the extent of genetic and song syllable 
differentiation between allopatric populations and to measure the 
response of resident birds to the song of a simulated intruder that 
differs in geographical origin and/or song syllable type. We analysed 
microsatellite loci to infer genetic structure and created a ‘syllable 
library’ of the songs to identify the proportion of unique and shared 
syllable types across islands. To experimentally test if resident birds 
show a different behavioural response to different intruder song 
phenotypes, we broadcast intruder song using playback and mea-
sured the resident male response. We predicted that (a) resident 
birds would respond more strongly to playback of local songs (from 
the same island) than foreign songs (from a different island) and (b) 
males would respond more strongly to homotypic songs (defined 
as songs with the same syllable type as their own). This prediction 
was derived from the increased threat to the territory owner of a 
conspecific with shared songs (see Beecher & Campbell, 2005; Burt 
et al., 2001).

2  | MATERIAL S AND METHODS

2.1 | Study sites and species

We collected data at Los Gemelos in the highlands of Santa Cruz 
Island (described in Kleindorfer et al., 2006) and at the base of Cerro 
Pajas in the highlands of Floreana Island (described in Kleindorfer, 
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O’Connor, et al., 2014), in the Galápagos archipelago, Ecuador 
(Figure 1). The highland Scalesia zone on Santa Cruz Island is an ever-
green humid forest dominated by Scalesia pedunculata (Asteraceae). 
The highland Scalesia zone on Floreana Island is dominated by S. pe-
dunculata and Croton scouleri. We selected Santa Cruz Island due to 
its central location in the archipelago and Floreana Island due to the 
presence of the island endemic medium tree finch (Camarhynchus 
pauper) as medium tree finches compete for resources and hybridize 
with small tree finches (Kleindorfer & Dudaniec, 2020; Kleindorfer, 
O’Connor, et al., 2014; Peters et al., 2017). Fieldwork was under-
taken during the breeding season (January– March) between 2000 
and 2013 (refer Table 1 for sample size per year).

The small tree finch (13 g) is 1 of 17 recognized Darwin's finch 
species (Passeriformes: Thraupidae) on the Galápagos Islands 
(Grant & Grant, 2008c; Grant & Grant, 2014; Kleindorfer, Fessl, 
et al. 2019; Lamichhaney et al., 2015; Petren et al., 2005). They are 

mostly insectivores but also consume flower parts, fruit, seeds and 
foliage (Kleindorfer, Fessl, et al. 2019; Loo et al., 2019; Peters & 
Kleindorfer, 2015; Tebbich et al., 2004). Male age can be estimated 
by the proportion of black on the crown and chin, which increases 
with each annual moult: yearling males have no black on their crown 
or chin (black 0), whereas males with fully black crown and chin 
(black 5) are at least five years old (minimum longevity in Darwin's 
tree finches is 12 + years; Langton & Kleindorfer, 2019). The onset 
of breeding occurs after a period of higher rainfall (Kleindorfer & 
Dudaniec, 2020). Males build a display nest, mostly in S. pedun-
culata trees, and sing to attract prospective mates (Christensen 
et al., 2006; Kleindorfer, 2007; Lack, 1947). We located nests by 
systematic searches in the study area for evidence of singing males, 
nest building behaviour or pair activity at the nest (see methods in 
Kleindorfer, 2007; Kleindorfer & Dudaniec, 2009). We recorded the 
location of each nest using a Garmin GPS 60 (Garmin Ltd).

F I G U R E  1   Map of the main Galapagos 
Islands. Small tree finch occurs on Isabela, 
Fernandina, Santiago, Pinzón, Santa Cruz, 
Santa Fé, San Cristóbal and Floreana 
Islands. The two study sites (Santa Cruz 
and Floreana Islands) are in bold

TA B L E  1   Sample size for blood samples (genetic data), song recordings (syllable type) and playback experiments on Floreana and Santa 
Cruz Islands between 2000 and 2013

2000 2001 2002 2004 2005 2006 2010 2012 2013 Total

Blood samples

Floreana Island 41 43 12 36 132

Santa Cruz Island 15 23 28 7 73

Song recordings

Floreana Island 15 6 10 30 61

Santa Cruz Island 5 14 5 7 30 61

Playback experiments

Floreana Island 15 20 16 51

Santa Cruz Island 22 18 40
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2.2 | Genetic divergence

We collected blood samples (0.01 ml) from the jugular vein of 205 
adults (132 from Floreana Island and 73 from Santa Cruz Island) and 
stored on FTA® cards (Smith & Burgoyne, 2004). We extracted all 
DNA samples from the FTA cards following a variation of method #4 
for nucleated erythrocytes (Smith & Burgoyne, 2004; described in 
Galligan et al., 2012). Each individual was genotyped at 11 autosomal 
microsatellite loci: Gf01, Gf03, Gf04, Gf05, Gf06, Gf07, Gf09, Gf11, 
Gf12, Gf13 and Gf15 (Petren, 1998). We performed polymerase 
chain reaction (PCR) amplification following Galligan et al., (2012). 
PCR multiplexes were separated and analysed using capillary elec-
trophoresis (ABI 3730 DNA analyser) at the Australian Genome 
Research Facility Ltd, Adelaide. We sized and scored alleles for each 
locus using genemapper® Software version 4.0 (Applied Biosystems) 
(refer also Petren, 1998; Petren et al., 1999; Petren et al., 2005).

We assessed the presence of null alleles, scoring errors and 
large- allele dropout using MICRO- CHECKER (Van Oosterhout 
et al., 2004). Our data were cross- referenced against the hybrid 
database (Kleindorfer & Dudaniec, 2020; Kleindorfer, O’Connor, 
et al., 2014; Peters et al., 2017), and we removed 49 hybrids on 
Floreana Island from our dataset (final sample size 156 adults). We 
calculated deviations from Hardy- Weinberg equilibrium (HWE; 
Guo & Thompson, 1992; Weir, 1996) and linkage disequilibrium per 
locus and putative population using default parameters in genepop 
web version 4 (Rousset, 2008). We then checked for HWE patterns 
per locus across years. Significance was evaluated after sequential 
Bonferroni correction (Rice, 1989).

We estimated the optimal number of genetic clusters present 
in the populations using the Bayesian approach implemented in 
structure version 2.3.2 (Falush et al., 2003; Pritchard et al., 2000). 

structure divides individuals into a number of clusters (K) based on 
multilocus genotypic data and assuming HWE and linkage equilib-
rium. The program uses a Markov chain Monte Carlo (MCMC) pro-
cedure to estimate P (X|K), the posterior probability that the data 
fit the hypothesis of K clusters. The program also calculates the 
fractional membership of each individual in each cluster (Q). We 
used the admixture model (in which individuals may have mixed 
ancestry, set α = 1), with sampling location as prior information 
(locprior) and with correlated allele frequencies (200,000 burn- in 
period, 1,000,000 MCMC, mean frequency = 0.095, SD = 0.165 and 
lamba = 1). We performed 10 independent runs of each K = 1– 8, and 
we determined the optimal number of K using the Evanno method 
(Evanno et al., 2005) and the locprior model as it can provide more 
accurate inference of individual ancestry in data sets where the sig-
nal of structure is weak (Pritchard et al., 2009). We then performed 
an analysis of molecular variance (AMOVA) to assess hierarchical ge-
netic structure using genalex version 6.5 (Peakall & Smouse, 2012), 
with significance assessed from 1,000 permutations. We examined 
the genetic variance accounted for within all individuals, among in-
dividuals within islands, and among islands.

We calculated observed (HO) and expected (HE; Nei, 1987) het-
erozygosity for each locus (overall and by putative population) with 
genalex version 6.5 (Peakall & Smouse, 2012). We assessed genetic 
diversity by calculating inbreeding coefficient (FIS) and pairwise FST 
using genepop (Weir & Cockerham, 1984).

2.3 | Song syllable differences

To test for differences in song syllable occurrence between the two 
populations (i.e., which syllable type is used by different males in their 

TA B L E  2   Physical characteristics used to classify syllable types from small tree finch males on Santa Cruz Island (N = 61) and Floreana 
Island (N = 61)

Syllable 
type Characteristics

Type I Each syllable consists of a high- low modulation in frequency that is at least 0.1 s long; average number of elements per syllable is 8 ± 1

Type II Each syllable consists of a low- high- low modulation in frequency that is at least 0.1 s long; first element is followed by a sweep at a 
higher frequency (approx. 6kHz) that lasts 0.1s; average number of elements per syllable is 10 ± 1

Type III Each syllable consists of three double patterns of low- high- low modulations in frequency; average number of elements per syllable is 
3 ± 1

Type IV Each syllable consists of a low- high- low modulation in frequency that is at least 0.1 s; average number of elements per syllable is 
11 ± 1

Type V Each syllable consists of a low- high- low modulation in frequency that is at least 0.05s followed by a higher frequency sweep (around 
6kHz) of at least 0.05s; average number of elements per syllable is 8 ± 1

Type VI Each syllable consists of one double pattern of low- high- low modulation in frequency; average number of elements per syllable is 
10 ± 1

Type VII Each syllable consists of three high- low modulations in frequency preceded by a low frequency trill of 0.05s; average number of 
elements per syllable is 6 ± 1

Type IX Each syllable consists of a low- high- low modulation in frequency that is at least 0.05s with a higher frequency sweep (around 6kHz) of 
at least 0.05s; average number of elements per syllable is 7 ± 1

Type X Each syllable consists of a high- low modulation in frequency that is at least 0.1 s long; first element is a sweep at approx. 5kHz that 
lasts 0.1s; average number of elements per syllable is 10 ± 1
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songs), we recorded a total of 975 songs from 122 small tree finch 
males (Santa Cruz Island: 554 songs from 61 males; Floreana Island: 
421 songs from 61 males) (refer sample size in Table 1). We used a 
Sennheiser ME 80 directional microphone (Sennheiser microphones) 
connected to a Sony WMD6 cassette recorder in 2000– 2002, a 
Sony DCD- 100 DAT recorder in 2004– 2005 (Sony Corporation) and 
a Telinga parabolic microphone (Telinga Microphones) connected to 
a portable Sound Devices 722 digital audio- recorder (Sound Devices 
LLC) in 2006– 2010 to record wav files at 48 kHz sampling rate, 24- bit 
depth. We transferred all recordings to an apple macpro for visuali-
zation and editing with amadeus pro 1.5 (Hairersoft Inc., Switzerland) 
and analysis with raven pro version 1.6 Sound Analysis Software 
(Cornell Lab of Ornithology Bioacoustics Research Program). We 
created spectrograms for each recording using the Hann algorithm 
(DFT = 512 samples; frequency resolution = 124 Hz; time resolu-
tion = 11.6 ms; frame overlap = 50%).

Small tree finch songs are made up of one syllable type re-
peated several times (Christensen et al., 2006; Kleindorfer, Custance, 

et al., 2019). From the spectrograms, we identified and categorized 
syllable types on the basis of structural similarities as previously de-
scribed in Darwin's finches (refer also Bowman, 1983; Gibbs, 1990; 
Ratcliffe & Grant, 1985) (Table 2; Figure 2). We defined a syllable as 
a ‘unit of elements’ and an element as a ‘single trace on the spectro-
gram’ (Catchpole & Slater, 2008). To confirm that the syllables were 
structurally different, we used spectrogram cross- correlation analysis 
to examine the similarity between the different syllable types for each 
island using five examples from different individuals per syllable type 
(raven pro version 1.5, Cornell Lab of Ornithology; band- pass filtered 
from 1,000 to 16,000 Hz). From a previous study, we know that small 
tree finch males did not change the number of syllables per song across 
years nor did they change their syllable type (Christensen et al., 2006). 
We also recorded the number of syllables per song (averaged for each 
male). Previous study found no significant difference between the 
song characteristics of small tree finches and hybrid birds (Peters & 
Kleindorfer, 2017). Hybrids and small tree finches also did not differ in 
syllable type (D. Colombelli- Négrel & S. Kleindorfer, unpublished data).

F I G U R E  2   Examples of syllable types 
per song on (a) Floreana Island and (b) 
Santa Cruz Island. Each song consisted 
of a repetition of one syllable, with 
differences in syllable types between 
males and islands. Syllables II, III and V 
only occurred on Floreana Island, although 
syllable types VII– X only occurred on 
Santa Cruz Island. Refer supplementary 
material for a description of the physical 
characteristics used to discriminate 
between syllable types
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2.4 | Playback experiments

In 2010, 2012 and 2013, we tested the response of 91 territorial 
males (40 on Santa Cruz Island, 51 on Floreana Island) to the playback 
of (a) small tree finch song that differed in geographical origin (same 
vs. different island) and syllable type (homotypic vs. heterotypic) 
(N = 60), and (b) Galapagos yellow warbler songs (Dendroica petechia; 
control, N = 31). For the conspecific song playback, we used: (a) songs 
from the same island [Santa Cruz Island stimuli on Santa Cruz Island 
(N = 12) and Floreana Island stimuli on Floreana Island (N = 18)] or 
(b) songs from a different island [Floreana Island stimuli on Santa 
Cruz Island (N = 13) and Santa Cruz Island stimuli on Floreana Island 
(N = 17)]. The conspecific playback songs also differed in syllable type 
as follows: (c) homotypic songs (N = 22; syllable type of the intruder 
was the same as for the resident bird) and (d) heterotypic songs 
(N = 38; syllable type of the intruder was different from the syllable 
type of the resident bird). The broadcast syllable was (a) a potentially 
familiar conspecific syllable from the resident bird's island but differ-
ent from that of the resident bird, or (b) an unfamiliar unique syllable 
from the other island. We did not design the study to distinguish the 
effects of a ‘unique island’ heterotypic or ‘shared island’ heterotypic 
syllable on the resident male's response but accounted for this in our 
analyses (see below). Of the 91 resident males, 60 were unpaired and 
31 were paired. We tested male rather than female response because 
previous study showed that females rarely respond to playback ex-
periments (Ratcliffe & Grant, 1985). In support for this argument, in 
our study, females were seen within 10 m from the speaker in only 
19% of the experiments and crossed over the speaker at low intensity 
(one cross) in 4% of the experiments. Therefore, given low statistical 
power, we did not analyse female response.

We prepared stimuli from previously recorded songs with a good 
signal- to- noise ratio; a high pass filter removed sounds <1.5 kHz. We 
normalized the stimuli (−15 db) and saved them as uncompressed 
16- bit broadcast wave files (.wav). We prepared a total of 49 play-
back tracks (25 from Floreana Island and 24 from Santa Cruz Island); 
each with 3 min of preplayback silence (pre) followed by 3 min of 
playback (trial). The 3 min of stimulus (trial) consisted of six evenly 
spaced songs (from the same individual) in the first minute, a minute 
of silence, and then a repeat of the minute of songs. We then trans-
ferred these stimuli onto an Apple iPod.

We did all playback experiments at the onset of the breeding 
season (February) between 0600 and 1100, the time of peak song 
activity. Once we located a singing male and its nest (male nest 
height in our trials was between 4 and 7 m), we placed the playback 
speaker (Accurian 40– 159, Radio Shack Corporation, USA, or Altec 
Lansing inMotion im600; Altec Lansing Corporation) and iPod on the 
ground under the nest and started the appropriate stimulus track 
(played at ~80 dB at 1 m), which was randomly selected. We never 
started a trial until the male was observed within a 20 m radius of 
its nest prior to the experiment. All birds were only tested once. All 
birds resumed normal activity (were observed to forage) within 10– 
15 min after the experiment. We never tested neighbours on the 
same day or with the same stimulus.

Two observers were posted 15– 20 m around the focal male's 
territory, hidden in the vegetation to minimize the impact of human 
presence on the behaviour of the focal birds. Darwin's finches are 
largely unaffected by the presence of human observers within 
5 m (Goodale & Podos, 2010) and rapidly resume normal parental 
activities even after physical nest disturbance (Kleindorfer, pers. 
obs.). We noted: (a) latency(s) to first response; (b) the minimum 
distance (approach distance, m) of the focal bird from the speaker 
during the playback stimulus; and (c) the number of flights over the 
speaker during the playback stimulus. We also recorded the num-
ber of (d) songs and (e) buzzes (both used during territory intru-
sions; Colombelli- Négrel & Kleindorfer, unpublished data) during 
the playback trial.

2.5 | Statistical analysis

We analysed all song and playback data with PASW Statistics (pasw 
version 22.0 for Windows; SPSS Inc.). All means are presented ± SE. 
We present Eta2 (proportion of variance attributed to an effect) 
as measure of effect size (Steyn & Ellis, 2009; Thompson, 2006). 
Multiple comparisons were corrected with Bonferroni adjustments. 
To determine if the syllable types were significantly different from 
one another on each island, we used a Mantel test in xlstats version 
2020.5.1.1077 (Addinsoft) to compare the matrix of similarity pro-
duced by the spectrographic cross- correlation in raven pro version 
1.5 to a second ‘hypothesis’ matrix with a binary code, where 1 rep-
resents within individual comparisons and 0 represents between- 
individual comparisons in the equivalent position. To analyse song 
differences between the two islands, we performed a MANOVA 
on the number of syllables per song and syllable types with islands 
(Santa Cruz, Floreana) as fixed factor. We then carried out a discri-
minant function analysis (DFA) with a leave- one- out cross- validation 
method to quantify the extent to which individuals could be classi-
fied to their island of origin on the basis of their songs (syllable type, 
average number of syllables). We used ANOVA to test for variation 
in the number of syllables per song and the frequency of the syllable 
types across years for each island. Playback data did not satisfy con-
ditions of normality. We used Mann- Whitney tests to compare play-
back response (latency, approach distance, number of flights, songs 
and buzzes) to treatment song versus control. As small tree finches 
responded more strongly to small tree finch song (refer results), we 
excluded response to control stimuli from the analyses and focused 
on response to conspecific stimuli. We reduced the male response 
variables using principal components analysis (PCA) with varimax 
rotation. The PCA analysis provided two components with eigen-
values >1, which explained 70% of the variance: 42% of the variance 
was accounted for by PCA Behaviour (factor loading −0.81 short 
latency to respond, −0.84 close approach distance and 0.75 many 
flights over the speaker; eigenvalue 2.10), and 28% was accounted 
for by PCA Vocalization (factor loading 0.80 number of songs and 
0.78 number of buzzes; eigenvalue 1.39). High PCA scores indicated 
a strong response for both PCA Behaviour and PCA Vocalization. 
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To examine whether the geographical origin or the syllable type of 
the intruder song influenced male response intensity to playback, we 
used GLMMs with geographical song origin (same vs. different is-
land), syllable type (homotypic vs. heterotypic), familiarity (whether 
the syllable type occurred on the island of the tested bird), island 
(Santa Cruz vs. Floreana) and pairing status (paired vs. unpaired) as 
fixed factors and male ID as a random factor.

3  | RESULTS

3.1 | Genetic divergence

Micro- checker found no evidence of scoring errors, stuttering or 
large- allele dropout at any of the loci; however, it did infer null al-
leles (as suggested by general excess of homozygotes for most allele 
size classes) at Gf11 for Santa Cruz Island and at Gf01, Gf04, Gf06 
and Gf09 for Floreana Island. Missing data were 0%– 2% across loci. 
In total, four loci (Gf4, Gf9, Gf11 and Gf15) showed significant de-
parture from HWE after Bonferroni correction, but only one locus 
(Gf15) departed from HWE in both putative populations. Gf11 only 
departed from HWE on Santa Cruz, whereas Gf4 and Gf9 only de-
parted from HWE on Floreana; homozygote excess related with the 
presence of null alleles (as found with Micro- Checker) might explain 
these deviations. None of the loci showed significant deviations from 
HWE for more than one of the analysed years. None of the loci were 
significantly linked. We, therefore, retained a total of 10 loci (Gf01, 
Gf03, Gf04, Gf05, Gf06, Gf07, Gf09, Gf11, Gf12 and Gf13) for the 
analysis.

STRUCTURE calculations of the delta K with locprior revealed 
two genetic clusters K = 2 (Figure 3; see also Figure S1). Clusters 
were representative of groups of putative populations: the per-
centage of individuals correctly assigned with their source island 
with a probability of population membership ≥0.90 was 100%. The 
AMOVA showed that about 89% of the variation was at the indi-
vidual level (df = 156; sum of squares = 425.50, estimated vari-
ance = 2.73), 9% was among individuals within islands (df = 154; 
sum of squares = 505.60, estimated variance = 0.28) and 2% 
was among islands (df = 1; sum of squares = 11.19, estimated 
variance = 0.05).

High heterozygosity and low inbreeding (FIS) were common 
among the loci analysed (Table S1). Across all individuals, the number 
of alleles per locus ranged from 2 to 22 (mean 9.85 ± SE 1.12) and 
expected heterozygosity ranged from 0.06 to 0.88 (mean 0.66 ± SE 
0.06) (Table S1). Inbreeding ranged from −0.16 to 0.39 (mean 
0.09 ± SE 0.03) (Table S1). Pair- wise FST values between islands were 
weak but significantly different (FST = 0.017, p = 0.001).

3.2 | Song syllable differences

We identified a total of 10 syllable types (Figure 2, Table 2). Each 
song was made up of one syllable type that was repeated 2– 16 
times (mean ± SE = 8.71 ± 0.26 syllable per song), and all recorded 
songs could be assigned to one syllable type. The different sylla-
ble types were significantly different on each island (Mantel test 
-  Santa Cruz: r = 0.45, p < 0.0001; Floreana: r = 0.26, p < 0.0001). 
Only 40% (4/10) of the syllable types were shared between the 
two islands (i.e., used by males on both islands; Figures 2 and 4). 
We categorized six syllable types on Floreana Island (types I– VI), 
with type I being the most common and being sung by 57% of 
males (Figure 2). We identified nine syllable types on Santa Cruz 
Island (types I, IV, and VI– X), with type VI and IX being the most 
common and being sung by 33% and 28% of males, respectively 
(Figure 2). Syllable types II, III and V only occurred on Floreana 
Island, whereas syllable types VII, VIII, IX and X only occurred on 
Santa Cruz Island (Figure 2).

The occurrence of each syllable type differed significantly be-
tween islands (MANOVA: F1,121 = 85.61; p < 0.0001;�2 = 1.00; 
Figure 4), but not the number of syllables per song (F1,121 = 1.49; 
p = .22; �2 = 0.23). The DFA analysis revealed significant differences 
in songs between the two islands (Wilks’ ƛ = 0.58; p < 0.0001). 
Cross- validated DFA classified 76% of songs to the correct island, 
which was higher than the percentage of correct classification by 
chance (50%; Table 3).

On Floreana Island, the occurrence of syllable types differed 
significantly between years (ANOVA: F5, 23 = 11.01; p < 0.0001; 
�
2 = 0.75) but not the number of syllables per song (F3,60 = 0.60; 

p = .62; �2 = 0.03). On Santa Cruz Island, the occurrence of sylla-
ble types (F6,34 = 7.43; p < 0.0001; �2 = 0.61), and the number of 

F I G U R E  3   Results of the STRUCTURE analysis with locprior of the 156 small tree finch individuals sampled across two islands (Floreana, 
Santa Cruz) in the Galapagos archipelago. Each column represents a single individual's estimated membership coefficients in the two clusters 
(K = 2). Black bars show the border between groups
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syllables per song (F4, 60 = 3.20; p = 0.02; �2 = 0.19) changed be-
tween years. For example, syllable types X, VII and VIII were only 
present in the year 2002, 2007 and 2010, respectively. The details 
of the occurrence of syllable types over the years are presented 
in Figure 4.

3.3 | Playback response to songs with different 
geographical origin or syllable type

Overall, individuals responded faster (U = 121.5, df = 89, p < .0001), 
approached closer (U = 501.0, p < 0.0001) and with more flights 
(U = 262.0, p < 0.0001), songs (U = 426.0, p < 0.0001) and buzzes 
(U = 492.5, p < 0.0001) in response to small tree finch songs than 
to the control.

Examining response to conspecific song playback only, resident 
males had a stronger behavioural response, but did not vary their 
vocal response, to broadcast of intruder song with shared geograph-
ical origin (PCA Behaviour: F1,54 = 4.98; p = 0.03; PCA Vocalization: 
F1,54 = 1.24; p = 0.27; Figure 5). Song syllable type of the intruder 
song, familiarity (whether the syllable type occurred on the island 

F I G U R E  4   The percentage of syllable 
types in small tree finch males on (a) 
Floreana Island (N = 61) and (b) Santa Cruz 
Island (N = 61). The data are shown across 
study year

TA B L E  3   Assignments (%) from the DFA of Darwin's small tree 
finch songs for two islands (Santa Cruz, Floreana)

Santa Cruz Floreana

Santa Cruz 84.7 15.3

Floreana 26.2 73.8

Bold values represent the percentage of songs assigned to the correct 
island.
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of the tested bird), pairing status or island did not influence resident 
male response (all p > 0.16; Table 4, Figure 5).

4  | DISCUSSION

Populations living on different islands offer unique opportunities to 
evaluate mechanisms underlying population divergence in allopatry 
(e.g., Grant & Grant, 2008c; Lerner et al., 2011). This study is the 
first to investigate differences in population genetic structure and 
song structure between allopatric populations of Darwin's small tree 
finches. The populations had weak genetic differentiation between 
Santa Cruz and Floreana Islands. Song syllables on each island were 
both unique and shared (i.e., the syllable type used by a singing 
male could be used on both islands or only on one of the islands), 
with Santa Cruz Island males using more unique syllable types than 
Floreana Island males. Overall, males had a stronger response to 

F I G U R E  5   The response of 60 resident birds to the playback of intruder song that differed in (1) geographical origin of the intruder song 
[same island (black) or different island (grey) compared to the resident male] and (2) syllable type [homotypic (black) versus heterotypic 
(grey)]. The response is shown as derived PCA scores for (a) behavioural response and (b) vocal response. Higher PCA scores indicate a 
stronger response for both PCA Behaviour (shorter latency to respond, closer approach distance and many flights over the speaker) and PCA 
Vocalization (higher number of songs and buzzes). The data are for 25 resident males on Santa Cruz Island and 35 resident males on Floreana 
Island. The asterisk indicates significant results

TA B L E  4   GLMM results for behavioural response (PCA 
Behaviour) and vocalization response (PCA Vocalization) in resident 
males exposed to the experimental broadcast of intruder song

Predictor variables

PCA Behaviour PCA Vocalization

F1,54 p F1,54 p

Geographical origin 4.98 0.03 1.24 0.27

Syllable type 0.98 0.33 0.19 0.66

Familiarity 0.06 0.81 0.12 0.73

Island 1.08 0.30 1.17 0.28

Pairing status 0.97 0.33 2.02 0.16

We tested male response against the fixed factors ‘geographical 
song origin’ (same versus different island), ‘syllable type’ (homotypic 
versus heterotypic), ‘familiarity’ (whether the syllable type occurred 
on the island of the tested bird), ‘island’ (Santa Cruz versus Floreana) 
and ‘pairing status’ (paired versus unpaired) with ‘Male ID’ as random 
factor.
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intruder song from their own geographical area. Song homotypy per 
se was not a key factor in eliciting a response on either island. Our 
results suggest that Darwin's small tree finch populations on Santa 
Cruz and Floreana Islands have started to diverge genetically and 
acoustically.

Non- adaptive stochastic effects, such as genetic drift or muta-
tion, have been shown to explain population genetic differences in 
other species, especially in small populations with low gene flow 
(Frankham, 1997; Hoeck et al., 2010). Here, we found a weak sig-
nal of population genetic structure between the two allopatric 
populations. However, our data showed high heterozygosity (mean 
0.66 ± SE 0.06) and low inbreeding (mean 0.09 ± SE 0.03), which sug-
gests that drift was probably not a major factor in the genetic differ-
entiation observed here (refer also Petren et al., 2005). Our findings 
are parsimonious with the idea that at least some of the variance 
we report could be caused by different patterns of intraspecific 
introgression on each island. In Darwin's finches, hybridization is 
rather common and may account for 2%– 56% of birds in a Darwin's 
finch population sampled in a given year (Grant & Grant, 1997a, 
2016; Grant et al., 2003, 2004; Kleindorfer & Dudaniec, 2020; 
Kleindorfer, O’Connor, et al., 2014). On Daphne Major Island, re-
searchers documented hybridization between medium ground finch 
(Geospiza fortis) and cactus finch (Geospiza scandens), which resulted 
in morphological and genetic convergence between the two spe-
cies (Grant et al., 2003, 2004), and on another occasion gave rise 
to a new species composed of in- bred descendent offspring of the 
original hybrid pair (Grant & Grant, 2014; Lamichhaney et al., 2018; 
Lamichhaney et al., 2019). On Floreana Island, researchers have been 
monitoring a cluster of hybrid finches that are the result of pairings 
between small and medium tree finches (Kleindorfer & Dudaniec, 
2020; Kleindorfer, O’Connor, et al., 2014; Peters et al., 2017). This 
influx of medium tree finch genes into the small finch population on 
Floreana Island should lower genetic connectivity with other small 
tree finch populations elsewhere. Alternatively, high immigration 
from other islands to Santa Cruz Island (perhaps due to prevailing 
wind conditions) would result in different genetic structure be-
tween the two islands. In support for this idea, there was genetic 
differentiation on Floreana Island but not Santa Cruz or Isabela 
Islands for the accidentally introduced parasitic fly Philornis downsi 
(Dudaniec et al., 2008). Genetic sampling across the Galápagos ar-
chipelago would be useful to test the idea of gene flow and genetic 
differentiation in relation to barriers to dispersal (refer also Caplat 
et al., 2016; Koop et al., 2020).

Because syllable types in most bird species can persist over 
many years (Baker & Gammon, 2008; Ficken & Popp, 1995), evi-
dence for syllable sharing between populations may be particularly 
important for examining past and current patterns of divergence or 
intermixing (Podos & Warren, 2007) as well as the timing of coloniza-
tion (Lachlan et al., 2013). Here, we found that only 40% of the sylla-
ble types were shared between the two islands, with birds on Santa 
Cruz Island singing more unique syllable types than those living on 
Floreana Island. This suggests that the syllable pool in the Floreana 
Island population may be depauperate relative to the Santa Cruz 

Island population (see also Baker, 1996). Such difference in syllable 
types between the two islands could simply be explained by founder 
effects (Baker, 1996) and cultural drift (Lachlan & Slater, 2003; 
Lynch & Baker, 1993) if fewer individuals colonized the more remote 
Floreana Island. In Darwin's finches, song differences between pop-
ulations have been shown to arise in allopatry through random se-
lection of syllable types in the newly founded population (Grant & 
Grant, 1995), followed by random extinction of other syllable types 
and small copying errors in transmission from father to son (Grant 
& Grant, 1996; Grant & Grant, 1997a, b). Colonization can also in-
crease song diversity if there are multiple cultural source popula-
tions. Given that Santa Cruz Island may receive more immigrant birds 
from more islands than does Floreana Island (as discussed above), 
the new arrivals to Santa Cruz Island could introduce novel syllable 
types. Exchange of individuals between populations in other bird 
species has been shown to homogenize song pools, similar to pro-
cesses shaping genetic diversity (e.g., Greig & Webster, 2013), which 
could explain the distribution of population- level syllable types.

Surprisingly, despite divergence in song types between islands, 
males on both islands did not differentiate between syllable types 
of the intruder songs. However, these results need to be interpreted 
with caution due to our small sample sizes for each playback type. 
Additional playback experiments testing males with two different 
songs in randomized order may be necessary to fully address the 
importance of syllable type for song discrimination in Darwin's 
finches. Yet, similar to previous studies in birds (reviewed in Parker 
et al., 2018) –  including Darwin's finches (Brumm et al., 2010; Grant 
& Grant, 2002; Kleindorfer et al., 2013; Podos, 2007, 2010; Ratcliffe 
& Grant, 1985) –  we found that territorial males on both islands 
showed a stronger response to local versus foreign songs, may be 
using other features of the songs not captured by spectrograms, 
such as the length of the inter- syllable intervals, their temporal 
pattern (equal or unequal) or some tonal features of the syllables 
(their internal structure) (Favaro et al., 2015; Grant & Grant, 2002). 
A study in African penguins (Spheniscus demersus), for example, 
showed that up to 14 acoustic parameters within a single vocaliza-
tion could be used for individual recognition (Favaro et al., 2015), 
and animal vocalizations have been shown to encode more than 
one type of information (such as sex, age, size or even behavioural 
state) about the emitter of the signal (e.g., D’Amelio et al., 2017; 
Hollén & Manser, 2007; Matrosova et al., 2011; Schneiderova & 
Policht, 2011). Given the higher response of resident males to local 
songs, males may have perceived local songs as more ‘threatening’ 
than songs from another island. Males may be more motivated to 
repel local conspecific competitors if they are perceived as posing 
a greater risk for territory take- over, nest usurpation, extra- pair 
copulations with resident females, or the added risk of high density 
neighbours for ecto- parasitism (Dudaniec & Kleindorfer, 2006; Fessl 
et al., 2018; Kleindorfer & Dudaniec, 2016; Kleindorfer et al.,. ,2009, 
2014). Divergence in learned acoustic signals can rapidly restrict 
gene flow by promoting song divergence and thereby enhancing 
assortative mating (Grant & Grant, 2002; Greig & Webster, 2013; 
Halfwerk et al., 2016; Lipshutz et al., 2016). The observed stronger 
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response to local versus foreign songs could, therefore, also be an 
indication that the two populations have evolved behavioural barri-
ers to reproduction, which remains to be tested (refer also Freeman 
& Montgomery, 2017). Future research could attempt to test female 
response to determine whether females show the same pattern of 
discriminated response to songs from different islands (refer also 
Grant & Grant, 2002).

Interestingly, in response to playback of intruder songs, Darwin's 
finches used behavioural response more often than vocal response, 
perhaps given reduced visibility in dense forest habitat. The findings 
also support the idea that physical contests may have different costs 
than vocal challenges (Akçay et al., 2011; Searcy & Beecher, 2009). 
A study across four Troglodytes wren species, for example, showed 
that all wren species responded to playback of conspecific signals 
with a high behavioural response but that only the brown- throated 
wrens (Troglodytes brunneicollis) and the Cozumel wrens (T. beani) 
also responded to conspecific signals with a high vocal response 
(Sosa- López et al., 2016). In Darwin's small tree finches, younger 
males tend to buzz more often than older males (both while sing-
ing to attract mates and to defend their territory) but are also 
more often attacked by the larger medium tree finch males (pers. 
obs), suggesting some costs to vocal response towards intruders. 
Additional research into the costs associated with behavioural ver-
sus vocal response (and how these may mediate territory defence) 
are clearly needed.

In conclusion, we found significant differences in songs and 
genetics between two allopatric populations of Darwin's small 
tree finches. We argue that such variation could result in repro-
ductive isolation in the future. A research focus on contemporary 
behavioural response profiles to diverging mating signals between 
allopatric populations and cultural signals increase our understand-
ing of the mechanisms that promote biodiversity and inform models 
that predict whether genetic and cultural change will be maintained 
upon secondary contact.

ACKNOWLEDG MENTS
We thank the Galápagos National Park and Charles Darwin 
Foundation for permission to conduct research and logistical sup-
port. We thank the Australian Research Council and the Max Planck 
Institute for Ornithology for funding. We thank Rachael Dudaniec 
and Amy Slender for their advice regarding genetic analyses and 
helpful comments on the draft manuscript. We thank Rebekah 
Christensen for song recordings used to prepare the playback stim-
uli. We thank David Arango Roldan, James Forwood, Jody O'Connor, 
and all other volunteers for their assistance with field work. We thank 
Lauren Common for her illustration of Darwin's small tree finch in the 
graphical abstract. This publication is contribution number 2380 of 
the Charles Darwin Foundation for the Galapagos Islands. We thank 
the Ministry of Environment of Ecuador for permission to carry out 
the work under permit number MAE- DNB- CM- 2016- 0043.

CONFLIC T OF INTERE S TS
The authors declare that they have no conflicts of interest.

PEER RE VIE W
The peer review history for this article is available at https://publo 
ns.com/publo n/10.1111/jeb.13783.

DATA AVAIL ABILIT Y S TATEMENT
Data are available on Dryad: https://doi.org/10.5061/dryad.6t1g1 
jwz6.

ORCID
Diane Colombelli- Négrel  https://orcid.
org/0000-0002-9572-1120 
Sonia Kleindorfer  https://orcid.org/0000-0001-5130-3122 

R E FE R E N C E S
Akçay, Ç., Tom, M. E., Holmes, D., Campbell, S. E., & Beecher, M. D. 

(2011). Sing softly and carry a big stick: Signals of aggressive intent in 
the song sparrow. Animal Behaviour, 82, 377– 382.

Baker, M. C. (1983). The behavioral response of female Nuttall's White- 
crowned Sparrows to male song of natal and alien dialects. Behavioral 
Ecology and Sociobiology, 12, 309– 315.

Baker, M. C. (1996). Depauperate meme pool of vocal signals in an island 
population of singing honeyeaters. Animal Behaviour, 51, 853– 858.

Baker, M. C., & Gammon, D. E. (2008). Vocal memes in natural popu-
lations of chickadees: Why do some memes persist and others go 
extinct? Animal Behaviour, 75, 279– 289.

Beecher, M. D., & Campbell, E. (2005). The role of unshared song in 
singing interactions between neighbouring song sparrows. Animal 
Behaviour, 70, 1297– 1304.

Bowman, R. I. (1979). Adaptive morphology of song dialects in Darwin's 
finches. Journal of Ornithology, 120, 353– 389.

Bowman, R. I. (1983). The Evolution of Song in Darwin’s Finches. In R. 
I. Bowman, M. Berson, & A. E. Leviton (Eds.), Patterns of evolution 
in Galapagos organisms: American Association for the Advancement of 
Scienc. Pacific Division.

Bradley, D. W., Molles, L. E., & Waas, J. R. (2013). Local– foreign dialect 
discrimination and responses to mixed- dialect duets in the North 
Island kōkako. Behavioral Ecology, 24, 570– 578.

Brakes, P., Dall, S. R., Aplin, L. M., Bearhop, S., Carroll, E. L., Ciucci, P., 
Fishlock, V., Ford, J. K., Garland, E. C., & Keith, S. A. (2019). Animal 
cultures matter for conservation. Science, 363, 1032– 1034.

Brumm, H., Farrington, H., Petren, K., & Fessl, B. (2010). Evolutionary 
dead end in the Galapagos: Divergence of sexual signals in the rarest 
of Darwin's finches. PLoS One, 5, e11191.

Burt, J. M., Campbell, S. E., & Beecher, M. D. (2001). Song type match-
ing as threat: A test using interactive playback. Animal Behaviour, 62, 
1163– 1170.

Caplat, P., Edelaar, P., Dudaniec, R., Green, A., Okamura, B., Cote, J., 
Ekroos, J., Jonsson, P., Löndahl, J., & Tesson, S. (2016). Looking be-
yond the mountain: Dispersal barriers in a changing world. Frontiers 
in Ecology and the Environment, 14, 261– 268.

Cardoso, G. C., & Atwell, J. W. (2011). Directional cultural change by 
modification and replacement of memes. Evolution, 65, 295– 300.

Catchpole, C. K., & Slater, P. J. B. (2008). Bird song: Biological themes and 
variations (2nd ed.) Cambridge University Press.

Christensen, R., Kleindorfer, S., & Robertson, J. (2006). Song is a reliable 
signal of bill morphology in Darwin's small tree finch Camarhynchus 
parvulus, and vocal performance predicts male pairing success. 
Journal of Avian Biology, 37, 617– 624.

Colbeck, G. J., Sillett, T. S., & Webster, M. S. (2010). Asymmetric discrim-
ination of geographical variation in song in a migratory passerine. 
Animal Behaviour, 80, 311– 318.

Coyne, J. A., & Orr, H. A. (2004). Speciation. Sinauer Associates Inc.

https://publons.com/publon/10.1111/jeb.13783
https://publons.com/publon/10.1111/jeb.13783
https://doi.org/10.5061/dryad.6t1g1jwz6
https://doi.org/10.5061/dryad.6t1g1jwz6
https://orcid.org/0000-0002-9572-1120
https://orcid.org/0000-0002-9572-1120
https://orcid.org/0000-0002-9572-1120
https://orcid.org/0000-0001-5130-3122
https://orcid.org/0000-0001-5130-3122


     |  827COLOMBELLI- NÉGREL aNd KLEINdORFER

Crandall, K. A., Bininda- Emonds, O. R., Mace, G. M., & Wayne, R. K. 
(2000). Considering evolutionary processes in conservation biology. 
Trends in Ecology & Evolution, 15, 290– 295.

D’Amelio, P. B., Klumb, M., Adreani, M. N., Gahr, M. L., & Ter Maat, A. 
(2017). Individual recognition of opposite sex vocalizations in the 
zebra finch. Scientific Reports, 7, 1– 10.

Danner, J. E., Danner, R. M., Bonier, F., Martin, P. R., Small, T. W., & 
Moore, I. T. (2011). Female, but not male, tropical sparrows respond 
more strongly to the local song dialect: Implications for population 
divergence. The American Naturalist, 178, 53– 63.

De Kort, S. R., Den Hartog, P. M., & Ten Cate, C. (2002). Diverge or merge? 
The effect of sympatric occurrence on the territorial vocalizations of 
the vinaceous dove Streptopelia vinacea and the ring- necked dove S. 
capicola. Journal of Avian Biology, 33, 150– 158.

Derryberry, E. P. (2009). Ecology shapes birdsong evolution: Variation in 
morphology and habitat explains variation in white- crowned spar-
row song. The American Naturalist, 174, 24– 33.

Derryberry, E. P. (2011). Male response to historical and geographical 
variation in bird song. Biology Letters, 7, 57– 59.

Derryberry, E. P., Seddon, N., Derryberry, G. E., Claramunt, S., Seeholzer, 
G. F., Brumfield, R. T., & Tobias, J. A. (2018). Ecological drivers of song 
evolution in birds: Disentangling the effects of habitat and morphol-
ogy. Ecology and Evolution, 8, 1890– 1905.

Dingle, C., Poelstra, J. W., Halfwerk, W., Brinkhuizen, D. M., & Slabbekoorn, 
H. (2010). Asymmetric response patterns to subspecies- specific song 
differences in allopatry and parapatry in the gray- breasted wood- 
wren. Evolution, 64, 3537– 3548.

Dudaniec, R. Y., Gardner, M. G., & Kleindorfer, S. (2008). Isolation, 
characterization and multiplex polymerase chain reaction of novel 
microsatellite loci for the avian parasite Philornis downsi (Diptera : 
Muscidae). Molecular Ecology Resources, 8, 142– 144.

Dudaniec, R. Y., & Kleindorfer, S. (2006). Effects of the parasitic flies of 
the genus Philornis (Diptera : Muscidae) on birds. Emu, 106, 13– 20.

Ellers, J., & Slabbekoorn, H. (2003). Song divergence and male dispersal 
among bird populations: A spatially explicit model testing the role of 
vocal learning. Animal Behaviour, 65, 671– 681.

Evanno, G., Regnaut, S., & Goudet, J. (2005). Detecting the number of 
clusters of individuals using the software STRUCTURE: A simulation 
study. Molecular Ecology, 14, 2611– 2620.

Evans, C. S., & Kleindorfer, S. (2016). Superb fairy- wren (Malurus cyaneus) 
sons and daughters acquire song elements from adult males and fe-
males. Frontiers in Ecology and Evolution, 4, 9.

Falush, D., Stephens, M., & Pritchard, J. K. (2003). Inference of popula-
tion structure using multilocus genotype data: Linked loci and cor-
related allele frequencies. Genetics, 164, 1567– 1587.

Favaro, L., Gamba, M., Alfieri, C., Pessani, D., & McElligott, A. G. (2015). 
Vocal individuality cues in the African penguin (Spheniscus demersus): 
A source- filter theory approach. Scientific Reports, 5, 17255.

Fessl, B., Heimpel, G. E., & Causton, C. E. (2018). Invasion of an avian nest 
parasite, Philornis downsi, to the Galapagos Islands: colonization his-
tory, adaptations to novel ecosystems, and conservation challenges. In 
Disease Ecology. Springer.

Ficken, M. S., & Popp, J. W. (1995). Long- term persistence of a cultur-
ally transmitted vocalization of the black- capped chickadee. Animal 
Behaviour, 50, 683– 693.

Fleischer, R. C., & Rothstein, S. I. (1988). Known secondary contact and 
rapid gene flow among subspecies and dialects in the brown- headed 
cowbird. Evolution, 42, 1146– 1158.

Frankham, R. (1997). Do island populations have less genetic variation 
than mainland populations?. Heredity, 78, 311– 327.

Freeman, B. G., & Montgomery, G. A. (2017). Using song playback ex-
periments to measure species recognition between geographically 
isolated populations: A comparison with acoustic trait analyses. The 
Auk, 134, 857– 870.

Friesen, V., Burg, T., & McCoy, K. (2007). Mechanisms of population dif-
ferentiation in seabirds. Molecular Ecology, 16, 1765– 1785.

Galligan, T. H., Donnellan, S. C., Sulloway, F. J., Fitch, A. J., Bertozzi, T., & 
Kleindorfer, S. (2012). Panmixia supports divergence with gene flow 
in Darwin’s small ground finch, Geospiza fuliginosa, on Santa Cruz, 
Galápagos Islands. Molecular Ecology, 21, 2106– 2115.

Gibbs, H. L. (1990). Cultural evolution of male song types in Darwin's 
medium ground finches, Geospiza fortis. Animal Behaviour, 39, 
253– 263.

González, C., & Ornelas, J. F. (2014). Acoustic divergence with gene flow 
in a lekking hummingbird with complex songs. PLoS One, 9, e109241.

Goodale, E., & Podos, J. (2010). Persistence of song types in Darwin's 
finches, Geospiza fortis, over four decades. Biology Letters, 6, 589– 592.

Grant, B. R., & Grant, P. R. (1996). Cultural inheritance of song and its role 
in the evolution of Darwin's finches. Evolution, 50, 2471– 2487.

Grant, B. R., & Grant, P. R. (2002). Simulating secondary contact in allo-
patric speciation: An empirical test of premating isolation. Biological 
Journal of the Linnean Society, 76, 545– 556.

Grant, B. R., & Grant, P. R. (2008b). Fission and fusion of Darwin's finches 
populations. Philosophical Transactions of the Royal Society B, 363, 
2821– 2829.

Grant, P. R., & Grant, B. R. (1995). The founding of a new population of 
Darwin's finches. Evolution, 49, 229– 240.

Grant, P. R., & Grant, B. R. (1997a). Hybridization, sexual imprinting, and 
mate choice. The American Naturalist, 149, 1– 28.

Grant, P. R., & Grant, B. R. (1997b). Mating patterns of Darwin's finch 
hybrids determined by song and morphology. Biological Journal of the 
Linnean Society, 60, 317– 343.

Grant, P. R., & Grant, B. R. (2008a). Pedigrees, assortative mating and 
speciation in Darwin's finches. Proceedings of the Royal Society of 
London B, 275, 661– 668.

Grant, P. R., & Grant, B. R. (2008c). How and why species multiply: The 
radiation of Darwin's finches. Princeton University Press.

Grant, P. R., & Grant, B. R. (2009). The secondary contact phase 
of allopatric speciation in Darwin's finches. Proceedings of the 
National Academy of Sciences of the United States of America, 106, 
20141– 20148.

Grant, P. R., & Grant, B. R. (2014). Synergism of Natural Selection and 
Introgression in the Origin of a New Species. The American Naturalist, 
183, 671– 681.

Grant, P. R., & Grant, B. R. (2016). Introgressive hybridization and natural 
selection in Darwin's finches. Biological Journal of the Linnean Society, 
117, 812– 822.

Grant, P. R., & Grant, B. R. (2018). Role of sexual imprinting in assortative 
mating and premating isolation in Darwin’s finches. Proceedings of the 
National Academy of Sciences, 115, E10879– E10887.

Grant, P. R., Grant, B. R., Keller, L. F., Markert, J. A., & Petren, K. (2003). 
Inbreeding and interbreeding in Darwin's finches. Evolution, 57, 
2911– 2916.

Grant, P. R., Grant, B. R., Markert, J. A., Keller, L. F., & Petren, K. (2004). 
Convergent evolution of Darwin's finches caused by introgressive 
hybridization and selection. Evolution, 58, 1588– 1599.

Grant, P. R., Grant, B. R., & Petren, K. (2000). The allopatric phase of 
speciation: The sharp- beaked ground finch (Geospiza difficilis) on 
the Galapagos islands. Biological Journal of the Linnean Society, 69, 
287– 317.

Grant, P. R., Grant, B. R., & Petren, K. (2001). A population founded by 
a single pair of individuals: Establishment, expansion, and evolution. 
Genetica, 112, 359– 382.

Greig, E. I., Baldassarre, D. T., & Webster, M. S. (2015). Differential rates 
of phenotypic introgression are associated with male behavioral re-
sponses to multiple signals. Evolution, 69, 2602– 2612.

Greig, E. I., Taft, B. N., & Pruett- Jones, S. (2012). Sons learn songs from 
their social fathers in a cooperatively breeding bird. Proceedings of 
the Royal Society of London B, 279, 3154– 3160.

Greig, E. I., & Webster, M. S. (2013). Spatial decoupling of song and plum-
age generates novel phenotypes between two avian subspecies. 
Behavioral Ecology, 24, 1004– 1013.



828  |     COLOMBELLI- NÉGREL aNd KLEINdORFER

Guo, S. W., & Thompson, E. A. (1992). Performing the exact test of Hardy- 
Weinberg proportion for multiple alleles. Biometrics, 48, 361– 372.

Haavie, J., Borge, T., Bures, S., Garamszegi, L., Lampe, H., Moreno, J., 
Qvarnström, A., Török, J., & Sætre, G. P. (2004). Flycatcher song in al-
lopatry and sympatry– convergence, divergence and reinforcement. 
Journal of Evolutionary Biology, 17, 227– 237.

Halfwerk, W., Dingle, C., Brinkhuizen, D. M., Poelstra, J. W., Komdeur, J., 
& Slabbekoorn, H. (2016). Sharp acoustic boundaries across an alti-
tudinal avian hybrid zone despite asymmetric introgression. Journal 
of Evolutionary Biology, 29, 1356– 1367.

Hoeck, P. E. A., Bollmer, J. L., Parker, P. G., & Keller, L. F. (2010). Differentiation 
with drift: a spatio- temporal genetic analysis of Galapagos mockingbird 
populations (Mimus spp.). Philos Trans R Soc B, 365, 1127– 1138.

Hollén, L. I., & Manser, M. B. (2007). Motivation before meaning: 
Motivational information encoded in meerkat alarm calls develops ear-
lier than referential information. The American Naturalist, 169, 758– 767.

Huber, S. K., & Podos, J. (2006). Beak morphology and song features co-
vary in a population of Darwin’s finches (Geospiza fortis). Biological 
Journal of the Linnean Society, 88, 489– 498.

Kleindorfer, S. (2007). Nesting success in Darwin's small tree finch, 
Camarhynchus parvulus: Evidence of female preference for older 
males and more concealed nests. Animal Behaviour, 74, 795– 804.

Kleindorfer, S., Chapman, T. W., Winkler, H., & Sulloway, F. J. (2006). 
Adaptive divergence in contiguous populations of Darwin's small 
ground finch (Geospiza fuliginosa). Evolutionary Ecology Research, 8, 
357– 372.

Kleindorfer, S., Custance, G., Peters, K. J., & Sulloway, F. J. (2019). 
Introduced parasite changes host phenotype, mating signal and 
hybridization risk: Philornis downsi effects on Darwin's finch song. 
Proceedings of the Royal Society B, 286, 20190461.

Kleindorfer, S., & Dudaniec, R. Y. (2009). Love thy neighbour? Social 
nesting pattern, host mass and nest size affect ectoparasite inten-
sity in Darwin's tree finches. Behavioral Ecology and Sociobiology, 63, 
731– 739.

Kleindorfer, S., & Dudaniec, R. Y. (2016). Host- parasite ecology, behavior 
and genetics: A review of the introduced fly parasite Philornis downsi 
and Darwin’s finches. BMC Zoology, 1, 1.

Kleindorfer, S., & Dudaniec, R. Y. (2020). Hybridization fluctuates with 
rainfall in Darwin’s tree finches. Biological Journal of the Linnean 
Society, 130, 79– 88.

Kleindorfer, S., Evans, C., Mihailova, M., Colombelli- Négrel, D., Hoi, H., 
Griggio, M., Mahr, K., & Robertson, J. (2013). When subspecies mat-
ter: Resident Superb Fairy- wrens (Malurus cyaneus) distinguish the 
sex and subspecies of intruding birds. Emu, 113, 259– 269.

Kleindorfer, S., Fessl, B., Peters, K. J., & Anchundia, D. (2019). Field Guide. 
Resident land birds of Galapagos. Publication number 2223 of the 
Charles Darwin Foundation. ISBN: 978- 9978- 53- 063- 4.

Kleindorfer, S., O’Connor, J. A., Dudaniec, R. Y., Myers, S. A., Robertson, 
J., & Sulloway, F. J. (2014). Species collapse via hybridization in 
Darwin’s tree finches. The American Naturalist, 183, 325– 341.

Kleindorfer, S., Peters, K. J., Custance, G., Dudaniec, R. Y., & O’Connor, J. 
A. (2014). Changes in Philornis infestation behavior threaten Darwin’s 
finch survival. Current Zoology, 60, 542– 550.

Kleindorfer, S., Sulloway, F. J., & O'Connor, J. (2009). Mixed species nesting 
associations in Darwin's tree finches: Nesting pattern predicts preda-
tion outcome. Biological Journal of the Linnean Society, 98, 313– 324.

Knowlton, N., Weil, E., Weigt, L. A., & Guzman, H. M. (1992). Sibling spe-
cies in Montastraea annularis, coral bleaching, and the coral climate 
record. Science, 255, 330– 333.

Koop, J. A., Causton, C. E., Bulgarella, M., Cooper, E., & Heimpel, G. E. 
(2020). Population structure of a nest parasite of Darwin’s finches 
within its native and invasive ranges. Conservation Genetics, 1– 12.

Lachlan, R., & Servedio, M. (2004). Song learning accelerates allopatric 
speciation. Evolution, 58, 2049– 2063.

Lachlan, R. F., & Slater, P. (2003). Song learning by chaffinches: How ac-
curate, and from where? Animal Behaviour, 65, 957– 969.

Lachlan, R. F., Verzijden, M. N., Bernard, C. S., Jonker, P.- P., Koese, B., 
Jaarsma, S., Spoor, W., Slater, P. J., & ten Cate, C. (2013). The progres-
sive loss of syntactical structure in bird song along an island coloniza-
tion chain. Current Biology, 23, 1896– 1901.

Lack, D. (1947). The significance of clutch size. Ibis, 89, 302– 352.
Lamichhaney, S., Berglund, J., Almén, M. S., Maqbool, K., Grabherr, M., 

Martinez- Barrio, A., Promerová, M., Rubin, C.- J., Wang, C., Zamani, 
N. B., Grant, B. R., Grant, P. R., Webster, M. T., & Andersson, L. 
(2015). Evolution of Darwin’s finches and their beaks revealed by ge-
nome sequencing. Nature, 518, 371.

Lamichhaney, S., Han, F., Webster, M. T., Andersson, L., Grant, B. R., 
& Grant, P. R. (2018). Rapid hybrid speciation in Darwin’s finches. 
Science, 359, 224– 228.

Lamichhaney, S., Han, F., Webster, M. T., Grant, B. R., Grant, P. R., & 
Andersson, L. (2019). Female- biased gene flow between two species of 
Darwin’s finches.

Langton, A., & Kleindorfer, S. (2019). Minimum longevity and age- related 
male plumage in Darwin’s finches on Floreana Island. Journal of 
Ornithology, 160, 351– 361.

Lerner, H. R., Meyer, M., James, H. F., Hofreiter, M., & Fleischer, R. C. 
(2011). Multilocus resolution of phylogeny and timescale in the ex-
tant adaptive radiation of Hawaiian honeycreepers. Current Biology, 
21, 1838– 1844.

Lesica, P., & Allendorf, F. W. (1995). When are peripheral populations 
valuable for conservation? Conservation Biology, 9, 753– 760.

Lipshutz, S. E., Overcast, I. A., Hickerson, M. J., Brumfield, R. T., & 
Derryberry, E. P. (2016). Behavioral response to song and genetic di-
vergence in two subspecies of white- crowned sparrows (Zonotrichia 
leucophrys). Molecular Ecology 26, 3011– 3027.

Loo, W. T., García- Loor, J., Dudaniec, R. Y., Kleindorfer, S., & Cavanaugh, 
C. M. (2019). Host phylogeny, diet, and habitat differentiate the gut 
microbiomes of Darwin’s finches on Santa Cruz Island. Scientific 
Reports, 9, 1– 12.

Lynch, A., & Baker, A. J. (1993). A population memetics approach to cul-
tural evolution in chaffinch song: Meme diversity within populations. 
The American Naturalist, 141, 597– 620.

Mallet, J. (2005). Hybridization as an invasion of the genome. Trends in 
Ecology & Evolution, 20, 229– 237.

Matrosova, V. A., Blumstein, D. T., Volodin, I. A., & Volodina, E. V. (2011). 
The potential to encode sex, age, and individual identity in the 
alarm calls of three species of Marmotinae. Naturwissenschaften, 98, 
181– 192.

Mayr, E. (1963). Animal species and evolution. Oxford University Press.
Millington, S. J., & Price, T. D. (1985). Song inheritance and mating pat-

terns in Darwin's finches. The Auk, 102, 342– 346.
Moritz, C. (1994). Defining ‘evolutionarily significant units’ for conserva-

tion. Trends in Ecology & Evolution, 9, 373– 375.
Nei, M. (1987). Molecular evolutionary genetics. Columbia University 

Press.
Nowicki, S., Westneat, M., & Hoese, W. (1992). Birdsong: Motor func-

tion and the evolution of communication. Seminars in Neuroscience, 
4, 385– 390.

Parker, T. H., Greig, E. I., Nakagawa, S., Parra, M., & Dalisio, A. C. (2018). 
Subspecies status and methods explain strength of response to 
local versus foreign song by oscine birds in meta- analysis. Animal 
Behaviour, 142, 1– 17.

Peakall, R., & Smouse, P. E. (2012). GenAlEx 6.5: Genetic analysis in 
Excel. Population genetic software for teaching and research- an up-
date. Bioinformatics, 28, 2537– 2539.

Peters, K. J., & Kleindorfer, S. (2015). Divergent foraging behavior in a 
hybrid zone: Darwin’s tree finches (Camarhynchus spp.) on Floreana 
Island. Current Zoology, 61, 181– 190.

Peters, K. J., & Kleindorfer, S. (2017). Avian population trends in Scalesia 
forest on Floreana Island (2004– 2013): Acoustical surveys cannot 
detect hybrids of Darwin’s tree finches Camarhynchus spp. Bird 
Conservation International, 28, 1– 17.



     |  829COLOMBELLI- NÉGREL aNd KLEINdORFER

Peters, K., Myers, S., Dudaniec, R., O'connor, J. & Kleindorfer, S. (2017). 
Females drive asymmetrical introgression from rare to common 
species in Darwin's tree finches. Journal of Evolutionary Biology, 30, 
1940– 1952.

Petren, K. (1998). Microsatellite primers from Geospitza fortis and cross- 
species amplification in Darwin's finches. Molecular Ecology, 7, 
1771– 1788.

Petren, K., Grant, B. R., & Grant, P. R. (1999). A phylogeny of Darwin's 
finches based on microsatellite DNA length variation. Proceedings of 
the Royal Society of London B, 266, 321– 329.

Petren, K., Grant, P. R., Grant, B. R., & Keller, L. F. (2005). Comparative 
landscape genetics and the adaptive radiation of Darwin's finches: 
The role of peripheral isolation. Molecular Ecology, 14, 2943– 2957.

Podos, J. (2001). Correlated evolution of morphology and vocal signal 
structure in Darwin's Finches. Nature, 409, 185– 188.

Podos, J. (2007). Discrimination of geographical song variants by 
Darwin's finches. Animal Behaviour, 73, 833– 844.

Podos, J. (2010). Acoustic discrimination of sympatric morphs in 
Darwin's finches: A behavioural mechanism for assortative mating? 
Philosophical Transactions of the Royal Society B, 365, 1031– 1039.

Podos, J., & Warren, P. S. (2007). The evolution of geographic variation in 
birdsong. Advances in the Study of Behavior, 37, 403– 458.

Pratt, H. D. (2010). Chapter 7: Revisiting species and subspecies of is-
land birds for a better assessment of biodiversity. Ornithological 
Monographs 67, 78- 89.

Price, T. (2008). Speciation in birds. Roberts and Company Greenwood 
Village CO.

Pritchard, J. K., Stephens, M., & Donnelly, P. (2000). Inference of pop-
ulation structure using multilocus genotype data. Genetics, 155, 
945– 959.

Pritchard, J., Wen, X., & Falush, D. (2009). Documentation for structure 
software: Version 2.3 (pp. 1- 37). Universtiy of Chicago.

Ratcliffe, L. M., & Grant, P. R. (1985). Species recognition in Darwin's 
finches (Geospiza, Gould). III. Male responses to playback of different 
song types, dialects and heterospecific songs. Animal Behaviour, 33, 
290– 307.

Rice, W. R. (1989). Analyzing tables of statistical tests. Evolution, 43, 
223– 225.

Rousset, F. (2008). Genepop’007: A complete re- implementation of 
the genepop software for Windows and Linux. Molecular Ecology 
Resources, 8, 103– 106.

Schneiderova, I., & Policht, R. (2011). Alarm calls of the European ground 
squirrel Spermophilus citellus and the Taurus ground squirrel S. tau-
rensis encode information about caller identity. Bioacoustics, 20, 
29– 43.

Searcy, W. A., & Beecher, M. D. (2009). Song as an aggressive signal in 
songbirds. Animal Behaviour, 78, 1281– 1292.

Slabbekoorn, H., & Smith, T. B. (2002a). Habitat- dependent song diver-
gence in the little greenbul: An analysis of environmental selection 
pressures on acoustic signals. Evolution, 56, 1849– 1858.

Slabbekoorn, H., & Smith, T. B. (2002b). Bird song, ecology and specia-
tion. Philosophical Transactions of the Royal Society B, 357, 493– 503.

Slender, A. L., Louter, M., Gardner, M. G., & Kleindorfer, S. (2018). Thick- 
billed grasswren (Amytornis modestus) songs differ across subspecies 
and elicit different subspecific behavioural responses. Transactions of 
the Royal Society of South Australia, 142, 105– 121.

Smith, L., & Burgoyne, L. A. (2004). Collecting, archiving and process-
ing DNA from wildlife samples using FTA® databasing paper. BMC 
Ecology, 4, 4.

Sosa- López, J., Martínez Gómez, J., & Mennill, D. J. (2016). Divergence 
in mating signals correlates with genetic distance and behavioural 
responses to playback. Journal of Evolutionary Biology, 29, 306– 318.

Steyn, H. Jr, & Ellis, S. (2009). Estimating an effect size in one- way mul-
tivariate analysis of variance (MANOVA). Multivariate Behavioral 
Research, 44, 106– 129.

Tebbich, S., Taborsky, M., Fessl, B., Dvorak, M., & Winkler, H. (2004). 
Feeding behavior of four arboreal Darwin's finches: Adaptations to 
spatial and seasonal variability. The Condor, 106, 95– 105.

Thompson, B. (2006). Foundations of behavioral statistics: An insight- based 
approach. Guilford Press.

Van Oosterhout, C., Hutchinson, W. F., Wills, D. P. M., & Shipley, P. (2004). 
Micro- checker: Software for identifying and correcting genotyping 
errors in microsatellite data. Molecular Ecology Notes, 4, 535– 538.

Weir, B. S. (1996). Genetic data analysis II. Sinauer.
Weir, B., & Cockerham, C. C. (1984). Estimating F- statistics for the analy-

sis of population structure. Evolution, 38, 1358– 1370.
Wilson, P. J., Grewal, S., Lawford, I. D., Heal, J. N. M., Granacki, A. G., 

Pennock, D., Theberge, J. B., Theberge, M. T., Voigt, D. R., Waddell, 
W., Chambers, R. E., Paquet, P. C., Goulet, G., Cluff, D., & White, B. N. 
(2000). DNA profiles of the eastern Canadian wolf and the red wolf 
provide evidence for a common evolutionary history independent of 
the gray wolf. Canadian Journal of Zoology, 78, 2156– 2166. https://
doi.org/10.1139/z00- 158.

Winger, B. M., & Bates, J. M. (2015). The tempo of trait divergence in 
geographic isolation: Avian speciation across the Marañon Valley of 
Peru. Evolution, 69, 772– 787. https://doi.org/10.1111/evo.12607.

Zann, R. (1996). The zebra finch: A synthesis of field and laboratory studies. 
Oxford University Press.

SUPPORTING INFORMATION
Additional supporting information may be found online in the 
Supporting Information section.

How to cite this article: Colombelli- Négrel D, Kleindorfer S. 
Behavioural response to songs between genetically diverged 
allopatric populations of Darwin’s small tree finch in the 
Galápagos. J Evol Biol. 2021;34:816– 829. https://doi.
org/10.1111/jeb.13783

https://doi.org/10.1139/z00-158
https://doi.org/10.1139/z00-158
https://doi.org/10.1111/evo.12607
https://doi.org/10.1111/jeb.13783
https://doi.org/10.1111/jeb.13783

