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Population Genomics and Phylogeography

Jente Ottenburghs, Philip Lavretsky, Jeffrey L. Peters,
Takeshi Kawakami, and Robert H. S. Kraus

Abstract
Population genetics is the study of genetic variation within populations and how
allele frequencies change over space and time. This field largely focuses on the
five fundamental evolutionary processes that influence genetic variation: muta-
tion, genetic drift, gene flow, natural selection, and recombination. In this chapter,
we review how genomic data from avian species have advanced our understand-
ing of each of these five processes, including an emphasis on their interactions in
shaping contemporary genetic diversity on the scale of whole populations. In
general, genomic data has increased the potential for fine-scale resolution of
population structure and determination of population boundaries and population
membership. However, delineating populations is not always straightforward,
and populations tend to fall on a continuum from isolation to panmixia. Mutation
is the ultimate source of all genetic variation within populations. The ability to
sequence whole genomes resulted in better estimates of mutation and substitution
rates in particular genomic regions (e.g., coding vs. noncoding DNA) and along
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different avian lineages. The uncovered variation in these rates will further
advance our knowledge of bird evolution. A genomic perspective on other
evolutionary forces, such as genetic drift (tightly linked with the concept of
effective population size [Ne]), migration, and selection, allows for more detailed
reconstructions of demographic and phylogeographic history. In addition, the
estimates of genome-wide recombination rates and their relationship with linked
selection and GC-biased gene conversion will improve the match between popu-
lation genetic models and biological reality.

Keywords
Assortative mating · Demography · Effective population size · GC-biased gene
conversion · Gene flow · Linked selection · Natural selection · RADseq ·
Recombination · Substitution rates

1 Introduction

The field of population genomics, defined as the “process of simultaneous sampling
of numerous variable loci within a genome and the inference of locus-specific effects
from the sample distributions,” was first conceptualized by Black IV et al. (2001).
This initial conceptualization emphasized distinguishing between factors that influ-
ence unlinked loci independently (locus-specific effects), such as mutation, recom-
bination, nonrandom mating, and selection, from those factors that have a similar
influence on loci throughout the genome (genome-wide effects), such as genetic
drift, gene flow, and inbreeding. Rather than emphasizing locus-specific effects,
Luikart et al. (2003) defined population genomics more broadly as “the simultaneous
study of numerous loci or genome regions to better understand the roles of evolu-
tionary processes [. . .] that influence variation across genomes and populations”
(p. 981). In contrast to Black IV et al. (2001), Luikart et al. (2003) concluded that the
most important contribution of genomic sampling is to provide better inferences of
population demography and evolutionary history. Hartl and Clark (2007) similarly
adhered to a broader definition, “the application of population genetics on a genomic
scale” (p. 469). In this review, we use this more general definition of population
genomics and examine the fundamental evolutionary processes that influence
genetic variation: mutation, genetic drift, migration (i.e., gene flow), natural selec-
tion, and recombination (Sects. 3–7).

Genetic diversity within populations is the result of these five fundamental
evolutionary forces. For the most basic model, equilibrium values of genetic diver-
sity are a function of mutation and genetic drift, both of which are a function of
population size (N ). Because more mutations occur and genetic drift is less efficient
at removing variation in larger populations, genetic diversity should be directly
proportional to N (Wright 1931), a relationship that has been supported by empirical
studies (Soulé 1976; Frankham 1996, 2012). However, this simple model makes a
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number of assumptions, including no immigration, no selection, constant N (i.e.,
drift-mutation equilibrium), nonoverlapping generations, and random mating
(Wright 1931, 1938; Frankham 1995). In these mathematical models, N is not
what ecologists would count when they go out in the field and ask “how many
individuals are there?” The latter question refers to the census population size,
usually specified as Nc. In population genetics, we typically calculate the effective
population size Ne, which is a rather abstract quantity that reflects the genetic
diversity of a population under study but includes the effects of inbreeding and
subdivision, among others (Hartl and Clark 2007). Typically, Ne is much smaller
than Nc (for details see Sect. 2 in this chapter). The effectiveness of selection is also
dependent on Ne (Ohta 1972, 1992; Gillespie 2001; Ellegren 2009). Specifically, if
the product 2Nes (where s is the selection coefficient) �1.0, selection will override
drift in determining the fate of mutations, whereas if 2Nes� 1.0, drift will dominate.
The emerging field of population genomics has revealed compelling evidence that
directional selection, balancing selection, purifying selection, and hitchhiking are
pervasive throughout the genome, causing widespread departures from neutral
models (Hahn 2008; McVicker et al. 2009; Charlesworth 2012; Burri 2017a).
However, some genomic features can also be explained by nonadaptive processes,
such as genetic drift (Lynch 2007).

2 What Is a Population?

The term population has been defined in a variety of ways throughout the scientific
literature (Waples and Gaggiotti 2006). At one extreme, population is essentially
synonymous with sampling location, referring to a group of individuals sampled
from a single location. Hartl and Clark (2007) defined a population in a more
biologically relevant way: “a group of organisms of the same species living within
a sufficiently restricted geographical area so that any member can potentially mate
with any other member of the opposite sex” (p. 45). In an ideal population of
sexually reproducing individuals, mating is random, and any individual has an
equal probability of mating with any other individual from the same population
(i.e., the population is panmictic). However, it is questionable whether any popula-
tion is truly panmictic. Mating is rarely, if ever, completely random, but rather
individuals are more likely to mate with individuals in close proximity. In other
words, the probability of mating decreases with increasing distance between
individuals, and this nonrandom mating results in a spatial organization of genetic
variation (i.e., isolation by distance), even in the absence of any other factors such as
mate choice or mobility. When making inferences about demographic histories or
selection, the distribution of alleles across space becomes critically important.

Most definitions of a population are not operational in the sense that they fail to
provide quantitative criteria for determining which individuals belong to the same or
a different population. Waples and Gaggiotti (2006) suggested using the number of
effective migrants per generation (Nem, where Ne is the effective population size and
m is the migration rate) as an operational criterion for determining whether groups of
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individuals could be considered a population. The threshold for this criterion is
somewhat arbitrary, and estimating Nem can be cumbersome, especially with geno-
mic datasets. Moreover, calculating Nem requires some a priori knowledge about
which individuals are grouped. Therefore, the first hurdle in delineating populations
is determining which individuals are sufficiently similar that they can be considered
part of the same population.

In the past, statistical power from only a small number of genetic markers from
distant regions of the genome has often been insufficient to unveil weak population
structure, and increasing the number of markers has clearly shown that more markers
give better signals (Kraus et al. 2015). Population genomics uses technology to
increase the number of genetic markers by orders of magnitude (Kraus and Wink
2015; Wink 2019), thereby offering the potential for fine-scale resolution of popula-
tion structure and determination of population boundaries and population member-
ship. Peters et al. (2016) conceptualized a quantitative framework for using large-
scale genetic datasets to delineate “conservation units.” This framework, largely
inspired by approaches in Harvey and Brumfield (2015), can be applied to
delineating populations. Using the mottled duck (Anas fulvigula) and genotypes
obtained from a reduced representation genomic approach, double-digest restriction-
associated DNA sequencing (ddRAD-seq), Peters et al. (2016) used a variety of
analytical methods to distinguish between apparent panmixia, discrete population
units, and isolation by distance. Specifically, they demonstrated that the Florida and
Western Gulf Coast populations of mottled ducks were discrete units—genotypes
were sufficiently similar within regions and different between regions that (1) all
individuals grouped together in population-specific clusters on the basis of ddRAD-
seq genotypes (Fig. 1a), (2) all individuals were assigned unambiguously to their
populations of origin, (3) the geographic area separating these populations was a
better predictor of allele frequency differences than geographic distance alone, and
(4) there was limited evidence of admixture and gene flow between these
populations. In contrast, there was no evidence of population structuring within
Florida or the Western Gulf Coast. Therefore, in the case of mottled ducks,
delineating population boundaries was unambiguous. Other studies of avian taxa
have used similar approaches with ddRAD-seq data to demonstrate discrete
differences in multilocus genotypes between geographic groups (Parchman et al.
2013; Harvey and Brumfield 2015; Kopuchian et al. 2016), and such discrete
population structure has been used as evidence for species delimitation (Oswald
et al. 2016).

In contrast to the discrete population units found in mottled ducks, studies of
some avian taxa found ambiguous evidence of population boundaries (Kraus et al.
2013; Lavretsky et al. 2015). For example, Lavretsky et al. (2015) used principal
component analyses (PCA) to cluster individuals based on ddRAD-seq genotypes in
mallards (Anas platyrhynchos) and Mexican ducks (A. diazi). Although there was
some evidence of discrete or nearly discrete populations (e.g., eastern and western
populations of mallards and mallards vs. Mexican ducks), individuals could not be
unambiguously assigned to populations and there appeared to be substantial admix-
ture. Overall, a pattern of isolation by distance seemed to describe the geographic
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Fig. 1 Examples of the gradient of possible outcomes when applying genomic data to inferences of
population boundaries, including (a) discrete population units in mottled ducks (Peters et al. 2016),
(b) continuous variation with possible isolation by distance in mallards and Mexican ducks
(Lavretsky et al. 2015), and (c) apparent panmixia in turtle doves (Calderón et al. 2016)
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distribution of alleles (Fig. 1b); for example, western mallards, which are geograph-
ically closer to Mexican ducks, were genetically intermediate between eastern
mallards and Mexican ducks, and Mexican ducks sampled from the United States
were genetically intermediate between mallards and Mexican ducks sampled from
Mexico. Within Mexico, there was a stepping-stone pattern of genetic differentia-
tion: individuals from the most geographically distant sampling locations were the
most genetically differentiated (e.g., Sonora vs. Puebla), whereas there was substan-
tial overlap in principal component (PC) scores among individuals from neighboring
sites (e.g., Puebla vs. the state of Mexico). A similar pattern of isolation by distance
was also found among subspecies of dark-eyed junco (Junco hyemalis) in North
America: the principal components showed a striking resemblance to geographic
distribution (Friis et al. 2016). Although the slate-colored junco (J. h. hyemalis) does
appear to be a discrete population, it is important to emphasize that all the individuals
examined were sampled from the same location; more comprehensive sampling
across their range will be necessary to determine whether this subspecies represents
a discrete population or if it fits within a broader pattern of isolation by distance.
Otherwise, for both juncos and Mexican ducks, the challenge is that delineating
population boundaries is not possible given the gradation in multilocus genotypes
over space, despite clear evidence of population structure. Thus, the use of popula-
tion genomics to infer aspects of population demography, history, and selection
necessitates models that incorporate isolation by distance.

Similar to Mexican ducks and dark-eyed juncos, population genomics suggests
that red crossbills (Loxia curvirostra) comprise a mix of discrete, nearly discrete, and
non-discrete ecotypes that loosely correspond to geographic populations (Parchman
et al. 2016). However, in this case, there was no overall pattern of isolation by
distance, at least partly as a result of their nomadic behavior. For example, PCA
clusters individuals from the western and eastern parts of the red crossbill’s range to
the exclusion of individuals from the interior. Parchman et al. (2016) concluded that
adaptation to conifer species, rather than geography, was a better explanation of the
observed genetic differentiation. In addition, the population from South Hills, Idaho,
USA, appeared to be a discrete population that was genetically distinct from other
crossbills, and these results coupled with differences in morphology and calls have
resulted in the recognition of a distinct species, the Cassia crossbill (L. sinesciuris)
(Chesser et al. 2017).

In some cases, population genomics might fail to reveal population structure,
even for species with broad geographic distributions. For example, Calderón et al.
(2016) sampled European turtle doves (Streptopelia turtur) from locations through-
out eastern and western Europe and obtained genomic data using ddRAD-seq. Using
PCA on single-nucleotide polymorphisms (SNPs; pronounced snips), they found
that PC scores overlapped substantially among individuals from different sampling
locations (Fig. 1c). Thus, despite its widespread distribution, genetic variation within
European turtle doves is consistent with a single, panmictic population. On ecologi-
cal timescales, populations from the different regions may or may not be demo-
graphically independent; however, on evolutionary timescales, there is sufficient
genetic connectivity (i.e., gene flow, range expansion) that detectable population
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structure does not emerge. Population genomic data likewise failed to reveal popu-
lation structure in mountain chickadees (Poecile gambeli), despite geographically
structured phenotypic variation and evidence of local adaptation in life history
(Branch et al. 2017). Thus, for the purpose of population genomics, samples from
different regions could be pooled and analyzed as a single population for inferences
of evolutionary history.

The above case studies illustrate possible outcomes of inferring population
structure using genomic data and multivariate statistics. Waples and Gaggiotti
(2006) provided a visual representation of the continuum of population differentia-
tion, from isolation to panmixia, and PCA and other similar orthogonal
transformations (e.g., discriminant function analysis) offer the ability to visualize
where species of interest fall within this continuum. For instance, the examples
discussed above illustrate this continuum; mottled ducks (Fig. 1a) clearly fit the
scenario of isolation or “complete independence,” Mexican ducks (Fig. 1b) fit both
“modest connectivity” (Sonora, USA, and inland sampling locations) and “substan-
tial connectivity” (inland locations: Zacatecas, Guanajuato, Mexico, and Puebla),
whereas European turtle doves (Fig. 1c) best fit “panmixia.” Further advances could
be made by developing methods for quantifying this structure to facilitate
comparisons across taxa from different studies. Also, such approaches are applicable
to the opposite end of distribution of genetic variation when this leads into speciation
(Ottenburghs 2019).

3 Mutation

The ultimate source of all genetic variation within populations is mutation, which
changes the nucleotide sequences within a region of DNA through a point mutation
(a single base pair change), insertion or deletion of one or more nucleotides,
inversions, etc. Mutation is independent in different populations. In the absence of
homoplasy (i.e., recurrent mutations, back mutations to the previous state) and gene
flow, new mutations that arise after populations split will be unique to a single
population and cause populations to genetically diverge over time.

Mutation rates have been estimated across the tree of life, from simple RNA
viruses and bacteria to higher eukaryotes, and vary widely from 7.2 � 10�7 to
7.2� 10�11 per base pair per generation (Drake et al. 1998). In humans, this estimate
translates to a germline mutation rate of about 0.5 � 10�9 per base pair per year
(Scally 2016). The number of new mutations that enter a population each generation
is a function of Ne. However, many mutations are lethal or strongly deleterious and
are not passed to future generations. Therefore, in population genetics, we consider
the substitution rate, which is the rate at which new mutations accumulate over time.
The substitution rate depends on both the rate at which mutation adds new variants
and the rate at which natural selection removes deleterious or lethal mutations (see
Box 1 in Barrick and Lenski 2013). In the case of strictly neutral evolution, when
new variants do not affect biological fitness, the substitution rate is equal to the
mutation rate. However, with genomic data, the substitution rate is lower than the
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mutation rate, and in the absence of mutation accumulation experiments (Barrick and
Lenski 2013) in birds, we can only measure the long-term substitution rates.

Genomic substitution rates vary considerably among lineages of birds. Substitu-
tion rates have been estimated for fourfold degenerate sites in coding regions.
Fourfold degenerate refers to the observation that each of the 4 nucleotides at a
site results in the same amino acid. A substitution at a fourfold degenerate site is also
referred to as a synonymous substitution. The substitution rate at these sites was
estimated to be approximately 3.3 � 10�9 substitutions per site per year (s/s/y) for
Passeriformes (perching birds) and <1.0 � 10�9 s/s/y for Struthioniformes
(ostriches) (Zhang et al. 2014). The global rate across all avian lineages was
approximately 1.9 � 10�9 s/s/y (Zhang et al. 2014). Similarly, Nam et al. (2010)
found a nearly twofold difference in substitution rates at fourfold degenerate sites
(1.23–2.21 � 10�9 s/s/y), with the lowest rates in ancestral bird lineages and the
highest rates in a representative of Passeriformes. The substitution rate estimated
from ddRAD-seq, which generates a pseudorandom sampling of the genome and
includes sequences from both coding and noncoding regions, was similar to that
found at fourfold degenerate sites—approximately 1.75� 10�9 s/s/y for a lineage of
Anseriformes (waterfowl) (Peters et al. 2016). However, the substitution rate for
ultraconserved elements (UCEs) and their flanking regions was found to be about an
order of magnitude lower, 2.59 � 10�10 s/s/y, in a lineage of Charadriiformes
(shorebirds) (Oswald et al. 2016).

Substitution rates also vary across the genome. As a general rule, substitutions
accumulate more rapidly in noncoding regions of the genome, such as introns and
intergenic regions, than in protein-coding exons. However, avian genomes contain
an estimated 3.2 million highly conserved elements (HCEs) interspersed throughout
both noncoding and coding DNA (Zhang et al. 2014), and these HCEs contribute to
high variation in substitution rates even within classes of DNA. Similarly, overall
substitution rates also vary among chromosomes. Based on analyses of
transcriptomes for ten species of birds, dS (divergence at synonymous sites) was
negatively correlated with chromosome size, suggesting that the synonymous sub-
stitution rate is lower for larger chromosomes than for smaller chromosomes
(Künstner et al. 2010). They also found that dS was higher for the Z chromosome
than for autosomes, a pattern that was also observed by Zhang et al. (2014) in a
comparative analysis of full genomes from 45 avian species.

In addition to providing information about the rate of evolution, estimates of
substitution rates are necessary to calculate demographic parameters from sequence
data. For example, percent sequence divergence (d ) can be calculated directly from
genomic data with the formula d ¼ 2μt, where μ is the substitution rate and t is the
time since divergence. Thus, having an estimate of μ (in substitutions per site per
year) allows us to estimate the number of years since two species or populations
began diverging. Similarly, genetic data can provide an estimate of the composite
parameter θ (theta), where θ ¼ 4Neμ, and an estimate of μ (in substitutions per site
per generation) can therefore be used to estimate effective population sizes. These
estimates of demographic parameters are important for making inferences about
evolutionary history, conservation priorities, and phylogeography.
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4 Genetic Drift and Effective Population Sizes

Whereas mutation adds genetic variation to a population, genetic drift removes
it. Genetic drift is the stochastic fluctuation in allele frequencies over time that
results from the random survival of individuals and the random sampling of gametes
during reproduction. In an idealized population of size Nc, the probability that two
copies of a gene randomly sampled from a population are identical by descent (i.e.,
they were derived from the same ancestor in the previous generation) is 1/2Nc.
Lineages that fail to leave descendants go extinct, and any unique mutations within
those lineages are lost. Because the rate at which genetic variation is lost is inversely
correlated with population size, smaller populations lose variation more rapidly than
larger populations. However, this relationship assumes a constant population size
(i.e., population sizes remain the same between generations), generations that do not
overlap, 1:1 sex ratios, equal variance in reproductive success between the sexes, and
random mating. In reality, populations deviate from these assumptions, which
usually results in a faster rate of genetic drift than expected given Nc. The Ne is the
size of an ideal population that loses genetic variation at a rate equal to that of the
actual population (Wright 1931). In other words, Ne quantifies the rate at which
genetic drift decreases genetic diversity within a population. Across a wide range of
studies, Frankham (1995) estimated that Ne averaged about 0.1Nc.

Applications of genomics to inferences of Ne and the role of genetic drift have
primarily focused on fluctuations in population sizes over evolutionary time, with a
particular emphasis on the role of past climate changes. Calderón et al. (2016) used
approximate Bayesian computation (ABC) to fit ddRAD-seq data from European
turtle doves to five models of demographic history, including constant population
sizes and various scenarios of fluctuating population sizes. They found that their data
best fit a model that included a population expansion during the late Pleistocene
(~78,000 years before present; ybp) followed by a population decline during the
Holocene (~7600 ybp). Reductions in Ne have also been inferred from ddRAD-seq
data for various species of dry forest birds from South America (Oswald et al. 2017).
Interestingly, they found similar changes in Ne between ancestral and daughter
populations among the six species studied, despite considerable variation in popula-
tion divergence times. They attributed these long-term reductions in Ne to historical
reductions in the geographic extent of dry forests in this region. One of the main
strengths of these inferences lies within the hypothesis-driven framework that is
often used in population genomics and phylogeography (Carstens et al. 2017; see
Sect. 8). In particular, fitting the data to various models of population size changes
and using a Bayesian or likelihood approach to choose the best-fit model make it
possible to reject simpler models in favor of more complex models.

Whole-genome data from a single diploid individual can also provide information
about past population size changes. In a comparative study of 38 bird species,
Nadachowska-Brzyska et al. (2015) used the pairwise sequentially Markovian
coalescent (PSMC, Li and Durbin 2009) model to show that demographic histories
varied considerably among species and that the Ne of some species fluctuated by
orders of magnitude. One prominent pattern was a major reduction in population
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sizes associated with the last glacial period (LGP; ~110–12 kya). Surprisingly,
however, Nadachowska-Brzyska et al. (2015) did not find a relationship between
the extent of the decline and whether current ranges overlapped with regions
severely influenced by glaciation (e.g., were formerly covered in ice or extreme
deserts). Similar patterns of demographic fluctuations and major reductions in Ne

associated with the last glacial period have been inferred from whole-genome
sequences and the PSMC for grouse (Lagopus spp.) (Kozma et al. 2018), black-
and-white flycatchers (Ficedula spp.) (Nadachowska-Brzyska et al. 2016), and geese
(genera Anser and Branta) (Ottenburghs et al. 2017b).

5 Gene Flow

When a population gets subdivided, random genetic drift and selection can lead to
genetic divergence among the subpopulations. Migration—the movement of
organisms among these subpopulations—can act as a kind of genetic glue that
binds the subpopulations genetically and sets a limit to the amount of genetic
divergence that can accumulate (Hartl and Clark 2007). In the literature, migration
and gene flow are often used interchangeably. However, there is an important
difference between both terms: migration refers to the movement of individuals
between subpopulations, while gene flow encompasses the movement of alleles and
their establishment into a different gene pool (Tigano and Friesen 2016). Hence,
migration does not necessarily result in gene flow (Verhulst and Van Eck 1996).

Direct estimates of migration often involve mark-recapture methods, which can
be impractical and labor-intensive for large populations with low migration rates.
Therefore, indirect measures based on genetic data are mostly preferred. Early
studies estimating gene flow—expressed as Nem—from genetic data relied on FST

or other measures of differentiation (Slatkin and Barton 1989). However, the
population genetic models for these estimations assume unrealistic conditions,
such as constant population size, symmetrical migration, and mutation-drift equilib-
rium (Whitlock and McCauley 1999; Wilson and Rannala 2003; Marko and Hart
2011). The development of non-equilibrium approaches provided the opportunity to
assess more realistic scenarios of gene flow. Specifically, isolation-with-migration
models enabled the joint estimation of gene flow, genetic diversity, and divergence
times within a maximum likelihood framework (Hey and Nielsen 2004; Hey 2006;
Hey et al. 2018). For example, isolation-with-migration analyses based on a
multilocus dataset indicated asymmetrical gene flow from indigo bunting (Passerina
cyanea) to lazuli bunting (P. amoena) (Carling et al. 2010). Alternative software
packages, such as migrate-n (Beerli and Palczewski 2010), have also been used to
quantify the degree of gene flow in migrating waterfowl populations of mallard
(Anas platyrhynchos) (Kraus et al. 2013) and barnacle goose (Branta leucopsis)
(Jonker et al. 2013).

Similar to the inference of genetic drift and effective population sizes, the
development of ABC models allowed population geneticists to probe more complex
models and evaluate the extent of gene flow by comparing simulated DNA sequence
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evolution with empirical data (Beaumont 2010). For instance, a recent study com-
pared 15 models (with different patterns and levels of gene flow) to assess the
demographic history of pied flycatcher (Ficedula hypoleuca) and collared flycatcher
(F. albicollis). ABC modelling based on whole-genome re-sequencing data from
20 individuals supported a recent divergence with unidirectional gene flow from
pied to collared flycatcher after the Last Glacial Maximum (Nadachowska-Brzyska
et al. 2013). Similar analyses have been performed to assess the demographic history
of other bird species, such as Melospiza sparrows (Smyth et al. 2015), Myrmeciza
antbirds (Raposo do Amaral et al. 2013), and Platalea spoonbills (Yeung et al.
2011). These studies indicate that model-based approaches are a fruitful avenue for
the reliable estimation of gene flow (Ottenburghs et al. 2017a). Recently, machine
learning techniques are being applied to population genomic questions (Schrider and
Kern 2018), but this approach has not reached the ornithological community yet.

The development of more sophisticated tools in combination with the availability
of genomic data led to important insights into the role of gene flow in population
dynamics (Ottenburghs et al. 2017a). Similar to mutation, gene flow can introduce
novel alleles into a population. Even between species this can be shown when
modelling the probability of allele sharing between, e.g., related duck species with
or without assuming hybridization (Kraus et al. 2012). The main difference with
mutation is the speed at which this happens: the rate of migration is vastly greater
than the rate of mutation (Hedrick 2013). The fate of these novel alleles depends on
the specific genetic and environmental context in which they end up (Payseur 2010).
In general, alleles can be divided into three categories: (1) neutrally evolving alleles
that flow freely between populations, (2) alleles that confer an adaptive advantage
and flow quickly, and (3) alleles that are not adapted to local conditions and are
consequently selected against.

These allele-specific patterns of gene flow result in a heterogeneous genomic
landscape in which some genomic regions are more prone to be exchanged between
populations than others (Nosil et al. 2009; Ravinet et al. 2017; Wolf and Ellegren
2017). For example, a study comparing the genomes of hooded crow (Corvus corone
cornix) and carrion crow (C. c. corone), two subspecies that interbreed along a
narrow hybrid zone across Europe, uncovered a peculiar genomic landscape in
which gene flow was relatively unrestricted across the genome except for one
genomic region. This region harbored several genes involved in pigmentation and
visual perception, suggesting a role in reproductive isolation (Poelstra et al. 2014).

In recently diverged populations, reproductive isolation can be caused by assor-
tative mating, in which individuals with similar phenotypes mate with one another
more frequently than would be expected under a random mating pattern (Ritchie
2007; Uy et al. 2018). For instance, the alba and personata subspecies of the white
wagtail (Motacilla alba) mate assortatively based on head plumage patterns. This
nonrandom mating results in a reduction in gene flow—estimated using almost
20,000 SNPs—between these subspecies (Semenov et al. 2017). The traits underly-
ing assortative mating are various (e.g., song, plumage, behavior) and can originate
in different ways (Uy et al. 2018). Sexual selection can drive changes in mating
preferences and associated display traits (Ritchie 2007; Kopp et al. 2018).
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Alternatively, natural selection can cause divergence in traits not related to mate
choice, which may later be co-opted as mating signals, so-called magic traits
(Servedio et al. 2011). In the end, natural and sexual selection can act in concert,
culminating in a barrier to gene flow (Servedio and Boughman 2017). This synergy
between natural and sexual selection is nicely illustrated by bird species in which
different subpopulations are adapted to different food sources. Divergent natural
selection can then result in distinct beak morphologies, which consequently produce
different acoustic signals, such as songs or call types. Assortative mating based on
song or call type can lead to a reduction in gene flow between subpopulations. This
scenario has been described for Loxia crossbills (Parchman et al. 2006), Melospiza
sparrows (Ballentine et al. 2013), and Aphelocoma scrub jays (Langin et al. 2015).
So far, genetic data has allowed population geneticists to document these patterns,
and genomics will lead to a more fine-grained picture of gene flow dynamics and
provide the opportunity to pinpoint the genetic basis of the traits underlying assorta-
tive mating.

In addition to assortative mating, barriers to gene flow can also be physical.
Numerous studies have documented how mountain ranges (Manthey et al. 2016;
Moyle et al. 2017; Machado et al. 2018; Padró et al. 2018), rivers (Maldonado-
Coelho et al. 2013; Fernandes et al. 2014), ecological transitions (Caro et al. 2013;
Zhen et al. 2017; Garg et al. 2018), and sea currents (Munro and Burg 2017) can
limit dispersal and act as barriers to gene flow. However, when assessing how
geographical and topological barriers influence patterns of gene flow, it is important
to keep the ecology and dispersal capacity of the species under investigation in mind.
A study on Pleistocene land bridges in Sulawesi emphasizes this point: using
ddRAD-seq data, the authors estimated the amount of ancient gene flow between
the island populations of two bird species, the henna-tailed jungle flycatcher
(Cyornis colonus) and the golden whistler (Pachycephala pectoralis). During the
Pleistocene, the islands Peleng and Taliabu were connected by land bridges allowing
animals to disperse from one island to the other. The analyses revealed little evidence
of genetic exchange between the jungle flycatcher populations on Peleng and
Taliabu, whereas there had been gene flow between island populations of golden
whistler. The differences in gene flow dynamics probably depended on the ecology
of the species: the jungle flycatcher is a specialized bird with poor dispersal
capacities and does not venture outside forests often. The golden whistler, however,
is a generalist that tends to explore new territories (Garg et al. 2018). Similarly,
research on the role of Amazonian rivers as barriers to gene flow has culminated in
contrasting results: some studies report clearly separated populations on each side of
the river (Maldonado-Coelho et al. 2013; Fernandes et al. 2014), while other studies
documented gene flow at headwaters (Weir et al. 2015; Sandoval-H et al. 2017). In
summary, what might be a barrier for one bird species is not necessarily a barrier for
another one.
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6 Selection

Species are continuously adapting to ever-changing environments (Dobzhansky
1940; Bush 1975; Orr and Smith 1998). Genetic differences that arise through
mutation or enter a population by gene flow result in populations of individuals
with subtle morphological, ecological, or other differences (Coyne and Orr 2004). It
is this diversity that selection works with, and thus these differences among
individuals often dictate the “adaptability” of a species or population (Barton and
Hewitt 1989; Orr 2001). Specifically, selection favors morphological, ecological, or
other traits that increase survival and fecundity of an individual in a particular niche
space (Fischer 1930; Price 1998; Rundle and Nosil 2005; Via 2009; Sobel et al.
2010; Wolf et al. 2010). In fact, it was in 1859 that Charles Darwin determined that
the composition of a population or species changes (or evolves) due to the differen-
tial survival of individuals in varying environments and coined the responsible force
as “natural selection” (Darwin 1859). Thus, evolution proceeds through the selection
of traits that provide a competitive advantage, consequently increasing mating
success. Finally, since Charles Darwin established natural selection as a dominant
force in the evolutionary process, there has been a refinement regarding the types of
selection. For example, the elaborate feathers and mating displays of birds are
classical examples of sexual selection (Lande 1980; Andersson 1994; Johnsgard
1994; Promislow et al. 1994; Grant and Grant 1997; Price 1998; Clutton-Brock
2007; Krakauer 2008). In such a case, sexual selection confers higher mating success
for the displaying sex despite any negative impact the trait may have via natural
selection (i.e., predation).

Given that the number and survival of new mutations is largely dictated by
population size (i.e., more mutations enter and are maintained in larger populations),
selection is most effective in large populations (Ohta 1972, 1992; Gillespie 2001;
Ellegren 2009), whereas genetic drift will dominate in smaller populations (Sect. 4).
Thus, the probability of beneficial mutations to be lost due to genetic drift increases
as population size becomes increasingly small. Due to a lag effect on the influence
from selection on traits and associated genetic variation, the majority of new
mutations are often lost due to genetic drift as a result of their naturally low
frequency within any population if the selection favoring the new mutations is not
very strong (i.e., relatively small selection coefficient s). In short, higher individual
diversity increases the probability that a species survives challenges, such as changes
affecting their current environment or when invading novel niche space (Turelli et al.
2001; Wu 2001; Coyne and Orr 2004). For example, a species that is comprised of
largely clonal individuals (i.e., low genetic diversity) has little chance to survive new
ecological or other challenges because none of the individuals have variants that
would confer an adaptive response. Such scenarios are often an important issue for
endangered or highly specialized taxa with small population sizes or ranges (e.g.,
islands) (Dickerson 1973; Templeton 1986; Lacy 1987; Hughes et al. 1997; Oyler-
McCance et al. 1999; Mock et al. 2004). Captive breeding programs often need to
contend with this issue (Elsbeth McPhee 2004; Fraser 2008; Cassin-Sackett et al.
2019). Conversely, a species comprised of a diversity of individuals is more likely to
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have a proportion of individuals that may have the (genetic) variation necessary to
survive the same challenges.

The emerging field of population genomics has revealed compelling evidence
that directional selection, balancing selection, purifying selection, and hitchhiking
are pervasive throughout the genome, causing widespread departures from neutral
models (Hahn 2008; McVicker et al. 2009; Charlesworth 2012; Burri 2017a). Thus,
in addition to variance in mutation (Sect. 3) and recombination (Sect. 7) rates, as well
as differential gene flow (Sect. 5), the variance in selection also contributes to the
heterogeneous nature of genomes. Importantly, just as with the other evolutionary
forces, selective processes leave traceable signatures across the genomes of
populations that researchers are now able to discern between (Wu and Ting 2004;
Sabeti et al. 2006; Wolf et al. 2010; Schoville et al. 2012; Keller et al. 2013; Wray
2013; Seehausen et al. 2014; Andrews et al. 2016; Van Belleghem et al. 2018).
Often, these genes or genetic regions are “needles in a haystack,” and thus, increas-
ing genomic coverage is essential for their discovery. Once a limitation by standard
Sanger sequencing methods, the genomic era now enables researchers to attain
sufficient genomic coverage required when searching for regions under selection
in a genome (Kraus and Wink 2015; Jax et al. 2018b). Thus, by accessing larger
portions of the genome, researchers are able to (1) determine how selection has
operated in the evolution of their taxonomic system, (2) find important genes
associated with adaptive traits in their systems, and (3) distinguish between differing
selective signatures.

The identification of putative genes or genetic regions under selection is often
accomplished through “genomic scans” in which markers are compared between
taxa of interest with various summary statistics, such as relative (e.g., FST, ΦST) and
absolute (e.g., dXY) genetic divergence, as well as other measures of genetic diver-
sity (e.g., pairwise nucleotide diversity π, Tajima’s D). For example, conducting
these genomic scans across ~3500 ddRAD loci, Lavretsky et al. (2015) were able to
demarcate putative outliers (demarcated as regions of elevated genetic divergence)
on the Z-sex chromosome and several autosomal chromosomes that may be linked to
genes important in the divergence process between mallards and Mexican ducks
(Fig. 2). Additionally, advances in Bayesian and maximum likelihood methods
capable of analyzing large genomic datasets now allow researchers to assign statis-
tical significance to each outlier (Pérez-Figueroa et al. 2010; Feng et al. 2015). In
short, these programs often test each marker by comparing it to the overall genomic
background to determine their statistical significance. For example, genomic scans
and statistical tests revealed that the evolution of high-elevation adaptation for
several Andean birds was due to the simple effect of positive selection on amino
acid changes in hemoglobin for higher oxygen affinity (McCracken et al. 2009;
Natarajan et al. 2015).

Sex-linked markers have been particularly interesting, as these have often been
found to have significantly higher divergence patterns as compared to autosomal
and/or mitochondrial markers. These patterns are especially detectable when specia-
tion is at the earliest stage (Haldane 1948; Frank 1991; Reeve and Pfennig 2003;
Phadnis and Orr 2009) and have been documented in birds (Minvielle et al. 2000;
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Saether et al. 2007; Pryke 2010), insects (Phadnis and Orr 2009; Martin et al. 2013),
and mammals (Tucker et al. 1992; Sutter et al. 2013). For example, important
reproductive isolation mechanisms, such as male sterility, sexually selected male
plumage traits, and assortative mating, have all been linked to sex chromosomes
(Minvielle et al. 2000; Saether et al. 2007; Turelli and Moyle 2007; Carling and
Brumfield 2009; Phadnis and Orr 2009; Pryke 2010; Abbott et al. 2013; Pease and
Hahn 2013; Stölting et al. 2013). In general, recent work suggests that due to the
effect of recombination on the possible breakup of coadapted genes and admixture of
alleles between diverging populations via gene flow, selection is more likely to lead
to the adaptive divergence of traits linked to markers found in regions of low
recombination because these regions are shielded from maladaptive gene flow
from other populations (Delmore et al. 2015; Samuk et al. 2017). Thus, the proba-
bility of recovering markers linked to evolutionarily important regions on sex
chromosomes is likely the product of their smaller absolute and effective size, as
well as higher linkage disequilibrium as compared to autosomes (Bergero and
Charlesworth 2009). For example, conducting genomic scans using ddRAD-seq
data between mallards and Mexican ducks, Lavretsky et al. (2015) found 2–3% of
Z-linked loci, compared to <0.1% of autosomal loci as outlier loci under divergent
selection. Indeed, elevated Z-differentiation deviated from neutral expectations

Fig. 2 Distribution of ΦST values for chromosomes containing significant outliers
(chromosomes Z, 1, 2, 3, 4, and 14) for pairwise comparisons between mallards (MALL), American
black ducks (ABDU), Mexican ducks (MEDU), Western Gulf Coast mottled ducks (MODUWGC),
and Florida mottled ducks (MODUFL). Black dots denote markers identified to be putatively under
diversifying selection in each pairwise comparison when analyzed in BayeScan v. 2.1 (Foll and
Gaggiotti 2008). Such comparative analyses provide the opportunity to identify in which species
divergent selection may be occurring in. For example, the outlier region within an ~11 Mbp region
(1.0 x 108–1.2 x 108 bp) on chromosome 1 was found when comparing mallards to each of the
monochromatic taxa, suggesting divergent selection occurring in mallards. Similarly, an outlier
locus on chromosome 14 (position ~1.6 x 107; also see Lavretsky et al. 2015) was detected in all
four comparisons involving Mexican ducks, suggesting directional selection at this or a linked locus
in Mexican ducks only. The figure was adapted from Lavretsky et al. (2019)
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when simulating data that incorporated demographic history and differences in
effective population sizes between marker types. In contrast, Z-linked and autosomal
differentiation (ΦST ¼ 0.017 and 0.013, respectively) were similar among the seven
Mexican duck sampling locations, following a scenario of genetic drift and isolation
by distance. Similar to Mexican ducks and mallards, Chaves et al. (2016) found that
key adaptive traits (e.g., beak size) in Darwin’s finches were also associated with a
few genes (11 of 32,569 SNPs) but found these putatively evolutionary important
genes across multiple chromosomes. Similarly, other studies also report genetic
regions involved in adaptive divergence and reproductive isolation to be scattered
throughout the genome (Parchman et al. 2013).

7 Recombination

Similar to other genomic parameters, such as gene density and mutation rate,
recombination rate is highly variable along a genome. Regardless of chromosome
size, at least one crossover per chromosome (or chromosome arm) is required for
proper segregation of homologous chromosomes during meiosis (Fledel-Alon et al.
2009; Wang et al. 2012). This obligatory crossover results in a negative correlation
between recombination rate and chromosomes size because the rate is calculated as a
total genetic distance (in centimorgans, cM) divided by physical size of a chromo-
some (in Mb). Because of the large differences in chromosome size in bird genomes
(Damas et al. 2019), recombination rate is an order of magnitude different between
the largest and smallest chromosomes in birds (Groenen et al. 2009; Backström et al.
2010; Kawakami et al. 2014; van Oers et al. 2014). In addition, recombination rate is
also variable within a chromosome, where the rate is lower near centromeres and
increases away from them (Choo 1998; Talbert and Henikoff 2010). At a finer scale,
birds and several other species have small genomic regions, referred to as recombi-
nation hotspots, where the rate is often hundreds or even thousands times higher than
the surrounding regions (reviewed in Stapley et al. 2017). Genomic locations of
recombination hotspots appear to be conserved over tens of millions of years during
bird evolution (Singhal et al. 2015; Kawakami et al. 2017). Furthermore, the pseudo-
autosomal region (PAR), the only recombining region on sex chromosomes in the
heterogametic sex (i.e., female birds with Z and W sex chromosomes), shows an
extremely high recombination rate (>700 cM/Mb) (Smeds et al. 2014). Therefore, a
highly heterogeneous recombination landscape is a hallmark of avian genomes, and
characterizing detailed variation of recombination rate is a necessary step toward the
understanding of how genetic variation changes over time in a genome.

There are at least two ways for recombination to affect genetic variation in a given
genomic region, namely, “linked selection” and GC-biased gene conversion
(gBGC). As discussed in Sect. 6, positive selection removes genetic variation at a
locus under selection by fixation of an advantageous allele, while negative selection
(purifying or background) reduces genetic variation because new mutations in
functionally important regions, such as protein-coding genes and regulatory
elements, cannot increase in frequency if they have a negative effect on fitness
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(i.e., deleterious mutations). Removal of variants is not restricted to target loci under
selection (positive and negative); variants at neighboring loci can also be removed
from a population if those neighboring loci are physically linked to the target loci
(hence referred to as “linked selection”) (Cruickshank and Hahn 2014; Burri 2017b).
Since the extent of linkage between loci under selection and neighboring loci
depends on local recombination rate, there is a significant negative correlation
between genetic diversity and recombination rate (Burri et al. 2015; Vijay et al.
2017). Because recombination rate variation is likely conserved between species
(Singhal et al. 2015; Kawakami et al. 2017), patterns of genetic diversity along a
genome are also likely similar between species (Burri et al. 2015; Dutoit et al. 2017;
Vijay et al. 2017). Evaluation of baseline genetic diversity is particularly important
in genomic scan analyses because measurement of relative genetic divergence
between species is a function of genetic diversity within species and, consequently,
low recombination regions tend to stand out as highly differentiated outlier regions
even without direct involvement in the process of speciation.

Second, gBGC is a neutral, recombination-associated process that can leave a
similar genetic footprint as positive selection by distorting the allele frequency
distribution. Recombination is initiated by the formation of DNA double-strand
breaks (DSBs), which are subsequently repaired as crossovers or noncrossovers.
When crossovers occur, there is reciprocal exchange of DNA between homologous
chromosomes (Fig. 3). During these repair processes, G or C nucleotides are
preferentially transmitted over A or T nucleotides in regions close to DSBs with
G:C and A:T base mismatches between paternal and maternal chromosomes (Duret
and Galtier 2009; Mugal et al. 2015). Since gBGC takes place more frequently in
regions experiencing frequent DSBs and recombination, highly recombining regions
are more strongly affected by gBGC with stronger transmission bias toward G:C
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Fig. 3 DNA double-strand
breaks (DSBs) are repaired as
either crossovers (COs) or
noncrossovers (NCOs).
GC-biased gene conversion
(gBGC) results from biased
incorporation of GC over AT
nucleotides in regions close to
DSBs with base mismatches
between paternal and maternal
chromosomes (red and blue)
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nucleotides. While positive selection increases allele frequency of “better-fit” alleles
by virtue of their selective advantages, gBGC spreads G:C alleles independent of
their effect on fitness. This causes a serious challenge in detecting a signature of
selection because the strong effect of gBGC in high recombination regions can drive
the fixation of potentially deleterious G or C alleles and, hence, counteract natural
selection. In addition, the skewed allele frequency distribution by gBGC relative to
neutral expectation can also affect inferences of demographic history and natural
selection based on various population genetic statistics (Bolívar et al. 2018; Pouyet
et al. 2018). Altogether, we must estimate the baseline genetic diversity by taking
into account the effect of linked selection and gBGC in order to infer demographic
history and detect signatures of selection (Mugal et al. 2015). Forward simulation
approaches that take into account the variation of recombination rate, gene density,
background selection, and demographic events can provide analytical framework to
simulate genome-wide patterns of genetic diversity and divergence, with which an
empirical data can be compared in order to detect outlier regions (Comeron 2017). In
addition, machine learning approaches can jointly estimate effective population sizes
and the impact of linked selection (both background selection and selective sweep)
on the pattern of genetic diversity (Schrider and Kern 2016, 2018; Schrider et al.
2016; Sheehan and Song 2016).

8 Phylogeography: The Interface Between Population
Genetics and Phylogenetics

The early study of mitochondrial DNA lineages when PCR and DNA sequencing
became available (Wink 2019) revealed that branches of intraspecific gene trees
often followed striking geographic patterns (Avise et al. 1987). The study of the
relationship between gene genealogies and geography became known as
phylogeography (Avise 2000). Some early examples of phylogeographic studies
on avian mtDNA include snow goose (Anser caerulescens) (Avise et al. 1992; Quinn
1992), northern flicker (Colaptes auratus) (Moore et al. 1991), and common grackle
(Quiscalus quiscula) (Zink et al. 1991). Phylogeography provides a bridge between
phylogenetics (i.e., the reconstruction of evolutionary relationships) and population
genetics, describing how genetic variation—introduced by mutation (see Sect. 3)—
is geographically structured within and between populations by population genetic
processes, such as genetic drift (see Sect. 4), gene flow (see Sect. 5), selection (see
Sect. 6), and recombination (Sect. 7). For populations that have been separated
historically and have experienced little or no gene flow, genetic differences can
accumulate by these evolutionary processes, potentially resulting in speciation
(Ottenburghs 2019).

Phylogeography relied heavily on non-recombining and rapidly evolving mtDNA
to match gene genealogies with geography (Avise 2000). The advent of genomic
data in combination with the development of coalescent theory (Kingman 1982a, b)
has revolutionized the field (Edwards et al. 2015). In general, the application of next-
generation sequencing technologies uncovers more detailed population structure that
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is often missed by traditional markers, such as mtDNA and microsatellites. For
example, using RADseq data, Ruegg et al. (2014) were able to more reliably
distinguish between eastern and western populations of the Wilson’s warbler
(Cardellina pusilla) compared to previous studies based on mtDNA (Kimura et al.
2002; Paxton et al. 2013) and AFLPs (Irwin et al. 2011). In addition, the application
of multilocus datasets revealed that different genes often result in different gene trees
(Degnan and Rosenberg 2009). This phylogenetic incongruence can provide a more
detailed picture of population history because different gene trees capture particular
historical events and population genetic processes that have shaped the present
patterns of genetic diversity. However, recent work has also uncovered high levels
of reticulation due to recombination (see Sect. 7) and gene flow (Edwards et al.
2016). New statistical methods are being developed to deal with such reticulated
scenarios (Dai et al. 2010; Ottenburghs et al. 2017a; Zhu et al. 2018).

9 Conclusions and Outlook

In this chapter we mostly dealt with questions relating to which inferences we can
make from genetic variation data on a population scale, with respect to what we
know about geological events as well as current and past geography. Traditionally,
the study of phylogeography has a strong focus on demographic processes and
distribution of genetic variation in time and space. The introduction of genomic
techniques dramatically increases the statistical power with which we can answer
questions and describe systems. In sections about the source, maintenance, and loss
of genetic variation, we introduced the concepts of natural and sexual selection. This,
in contrast to neutral variation that is shaped by demography, is the second and
perhaps more innovative major addition that population genomics brings us com-
pared to population genetics.

Measuring genetic variation everywhere in the genome, including both neutrally
and adaptively evolving regions, allows us to understand demography and adapta-
tion concurrently. Studies into the functional variation have so far only been possible
on the interspecies level. Many studies in the past have analyzed the evolutionary
history of genes known to be involved in key adaptations of a certain lineage. For
instance, innate immunity in birds is well studied on the avian lineage scale. Cheng
et al. (2015) deciphered evolutionary signals in effector molecules of the immune
defense such as defensins and cathelicidins, and Velová et al. (2018) studied
membrane proteins that control the identification and recognition of pathogens, the
toll-like receptors. However, from our point of view, the really interesting studies are
those taking into account the population approach and using population genetic
theory to measure selection pressure. The first toll-like receptor population
re-sequencing paper on wader species revealed purifying selection and domain-
specific evolution (Raven et al. 2017). This was not a genome-wide study and lacked
comparative information from a number of related genes, so the final conclusions
remain tentative, but such studies are important next steps in understanding the
relationship between functional and adaptive variation and offer a glimpse of what
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may become possible in the future. A similar study on bird species with rather
different phylogeographic histories curiously rejected the impact of natural selection
(here, supposedly pathogen pressure) on the molecular evolution on this receptor
family. Instead, the authors found that drift in small populations overrides the effects
of natural selection (Gonzalez-Quevedo et al. 2015) as is expected on theoretical
grounds under such conditions (Lynch 2007). Chapman et al. (2016) studied several
toll-like receptor genes both on the lineage and population scale to place their
evidence for diversifying selection into the broader evolutionary framework. Yet,
the individual gene was studied in isolation from the rest of the genome. Whole-
genome information on a population scale will make possible the study of selection
patterns and their interaction with phylogeography, as the costs of sequencing
continue to decline (Kraus and Wink 2015). New approaches to study functional
variation not only within gene families (gene-centric) but also within and across
biological pathways (pathway-centric) are now becoming possible. Jax et al. (2018a)
showcase interactions between the functional variation and molecular evolution of
more than 100 genes across several immune pathways in mallards and closely
related ducks around the world and their geographic origin. The future development
of population genomics might thus culminate in a more functional approach to avian
evolution.

References

Abbott R, Albach D, Ansell S, Arntzen JW, Baird SJE, Bierne N et al (2013) Hybridization and
speciation. J Evol Biol 26(2):229–246

Andersson M (1994) Sexual selection. Princeton University Press, Princeton, NJ
Andrews KR, Good JM, Miller MR, Luikart G, Hohenlohe PA (2016) Harnessing the power of

RADseq for ecological and evolutionary genomics. Nat Rev Genet 17:81–92. Nature Publishing
Group

Avise J (2000) Phylogeography: the history and formation of species. Harvard University Press,
Cambridge, MA

Avise JC, Arnold J, Martin Bal R, Bermingham E, Lamb T, Neigel JE et al (1987) Intraspecific
phylogeography: the mitochondrial DNA bridge between population genetics and systematics.
Annu Rev Ecol Syst 18(1):489–522

Avise JC, Alisauskas RT, Nelson WS, Ankney CD (1992) Matriarchal population genetic structure
in an avian species with female natal philopatry. Evolution 46:1084–1096

Backström N, Forstmeier W, Schielzeth H, Mellenius H, Nam K, Bolund E et al (2010) The
recombination landscape of the zebra finch Taeniopygia guttata genome. Genome Res 20:
485–495

Ballentine B, Horton B, Brown ET, Greenberg R (2013) Divergent selection on bill morphology
contributes to nonrandom mating between swamp sparrow subspecies. Anim Behav 86:
467–473. Academic Press

Barrick JE, Lenski RE (2013) Genome dynamics during experimental evolution. Nat Rev Genet 14:
827–839. Nature Publishing Group

Barton NH, Hewitt GM (1989) Adaptation, speciation and hybrid zones. Nature 341:497–503.
Nature Publishing Group

Beaumont MA (2010) Approximate Bayesian computation in evolution and ecology. Annu Rev
Ecol Evol Syst 41:379–406. Annual Reviews

256 J. Ottenburghs et al.



Beerli P, Palczewski M (2010) Unified framework to evaluate panmixia and migration direction
among multiple sampling locations. Genetics 185:313–326. Genetics

Bergero R, Charlesworth D (2009) The evolution of restricted recombination in sex chromosomes.
Trends Ecol Evol 24:94–102. Elsevier Current Trends

Black WC IV, Baer CF, Antolin MF, DuTeau NM (2001) Population geomics: genome-wide
sampling of insect populations. Annu Rev Entomol 46:441–469

Bolívar P, Mugal CF, Rossi M, Nater A, Wang M, Dutoit L et al (2018) Biased inference of
selection due to GC-biased gene conversion and the rate of protein evolution in flycatchers when
accounting for it. Mol Biol Evol 35:2475–2486. Oxford University Press

Branch CL, Jahner JP, Kozlovsky DY, Parchman TL, Pravosudov VV (2017) Absence of popu-
lation structure across elevational gradients despite large phenotypic variation in mountain
chickadees (Poecile gambeli). R Soc Open Sci 4:170057. The Royal Society

Burri R (2017a) Interpreting differentiation landscapes in the light of long-term linked selection.
Evol Lett 1:118–131

Burri R (2017b) Linked selection, demography and the evolution of correlated genomic landscapes
in birds and beyond. Mol Ecol. https://doi.org/10.1111/mec.14167

Burri R, Nater A, Kawakami T, Mugal CF, Olason PI, Smeds L et al (2015) Linked selection and
recombination rate variation drive the evolution of the genomic landscape of differentiation
across the speciation continuum of Ficedula flycatchers. Genome Res 25:1656–1665.
Cold Spring Harbor Laboratory Press

Bush G (1975) Modes of animal speciation. Annu Rev Ecol Syst 6:339–364
Calderón L, Campagna L, Wilke T, Lormee H, Eraud C, Dunn JC et al (2016) Genomic evidence of

demographic fluctuations and lack of genetic structure across flyways in a long distance migrant,
the European turtle dove. BMC Evol Biol 16:237. BioMed Central

Carling M, Brumfield R (2009) Speciation in Passerina buntings: introgression patterns of
sex-linked loci identify a candidate gene region for reproductive isolation. Mol Ecol 18:
834–847. Wiley/Blackwell (10.1111)

Carling MD, Lovette IJ, Brumfield RT (2010) Historical divergence and gene flow: coalescent
analyses of mitochondrial, autosomal and sex-linked loci in passerina buntings. Evolution 64:
1762–1772

Caro LM, Caycedo-Rosales PC, Bowie RCK, Slabbekoorn H, Cadena CD (2013) Ecological speci-
ation along an elevational gradient in a tropical passerine bird? J Evol Biol 26:357–374

Carstens BC, Morales AE, Jackson ND, O’Meara BC (2017) Objective choice of phylogeographic
models. Mol Phylogenet Evol 116:136–140. Academic Press

Cassin-Sackett L et al (2019) The contribution of genomics to bird conservation. In: Kraus RHS
(ed) Avian genomics in ecology and evolution. Springer, Cham

Chapman JR, Hellgren O, Helin AS, Kraus RHS, Cromie RL, Waldenström J (2016) The evolution
of innate immune genes: purifying and balancing selection on β-defensins in waterfowl.
Mol Biol Evol 33:3075–3087. Oxford University Press

Charlesworth B (2012) The effects of deleterious mutations on evolution at linked sites.
Genetics 190:5–22

Chaves JA, Cooper EA, Hendry AP, Podos J, De León LF, Raeymaekers JAM et al (2016)
Genomic variation at the tips of the adaptive radiation of Darwin’s finches. Mol Ecol 25:
5282–5295

Cheng Y, Prickett MD, Gutowska W, Kuo R, Belov K, Burt DW (2015) Evolution of the avian -
β-defensin and cathelicidin genes. BMC Evol Biol 15:188. BioMed Central

Chesser RT, Burns KJ, Cicero C, Dunn JL, Kratter AW, Lovette IJ et al (2017) Fifty-eighth
supplement to the American Ornithological Society’s check-list of North American birds.
Auk 134:751–773

Choo KH (1998) Why is the centromere so cold? Genome Res 8:81–82. Cold Spring Harbor Labo-
ratory Press

Clutton-Brock T (2007) Sexual selection in males and females. Science 318:1882–1885

Population Genomics and Phylogeography 257

https://doi.org/10.1111/mec.14167


Comeron JM (2017) Background selection as null hypothesis in population genomics: insights and
challenges from Drosophila studies. Philos Trans R Soc Lond Ser B Biol Sci 372:20160471.
The Royal Society

Coyne J, Orr H (2004) Speciation. Sinauer Associates, Sunderland, MA
Cruickshank TE, Hahn MW (2014) Reanalysis suggests that genomic islands of speciation are

due to reduced diversity, not reduced gene flow. Mol Ecol 23:3133–3157
Dai C, Chen K, Zhang R, Yang X, Yin Z, Tian H et al (2010) Molecular phylogenetic analysis

among species of paridae, remizidae and aegithalos based on mtDNA sequences of COI and
cyt b. Chinese Birds 1:112–123

Damas J et al (2019) Avian chromosomal evolution. In: Kraus RHS (ed) Avian genomics in
ecology and evolution. Springer, Cham

Darwin C (1859) On the origin of species by means of natural selection. Murray, London
Degnan JH, Rosenberg NA (2009) Gene tree discordance, phylogenetic inference and the multi-

species coalescent. Trends Ecol Evol 24:332–340. Elsevier Current Trends
Delmore KE, Hübner S, Kane NC, Schuster R, Andrew RL, Câmara F et al (2015) Genomic ana-

lysis of a migratory divide reveals candidate genes for migration and implicates selective sweeps
in generating islands of differentiation. Mol Ecol 24:1873–1888. Wiley/Blackwell (10.1111)

Dickerson G (1973) Inbreeding and heterosis in animals. J Anim Sci 1973:54–77
Dobzhansky T (1940) Speciation as a stage in evolutionary divergence. Am Nat 74:312–321.

Science Press
Drake J, Charlesworth B, Charlesworth D, Crow J (1998) Rates of spontaneous mutation.

Genetics 148:1667–1686
Duret L, Galtier N (2009) biased gene conversion and the evolution of mammalian genomic land-

scapes. Annu Rev Genomics Hum Genet 10:285–311. Annual Reviews
Dutoit L, Vijay N, Mugal CF, Bossu CM, Burri R, Wolf J et al (2017) Covariation in levels of

nucleotide diversity in homologous regions of the avian genome long after completion of
lineage sorting. Proc R Soc B Biol Sci 284:20162756

Edwards SV, Shultz AJ, Campbell-Staton SC (2015) Next-generation sequencing and the
expanding domain of phylogeography. Folia Zool 64:187–206. Institute of Vertebrate Biology,
Academy of Sciences of the Czech Republic

Edwards SV, Potter S, Schmitt CJ, Bragg JG, Moritz C (2016) Reticulation, divergence, and the
phylogeography-phylogenetics continuum. Proc Natl Acad Sci USA 113:8025–8032

Ellegren H (2009) A selection model of molecular evolution incorporating the effective population
size. Evolution 63:301–305

Elsbeth McPhee M (2004) Generations in captivity increases behavioral variance: considerations
for captive breeding and reintroduction programs. Biol Conserv 115:71–77. Elsevier

Feng X-J, Jiang G-F, Fan Z (2015) Identification of outliers in a genomic scan for selection along
environmental gradients in the bamboo locust, Ceracris kiangsu. Sci Rep 5:13758.
Nature Publishing Group

Fernandes A, Cohn-Haft M, Hrbek T, Farias I (2014) Rivers acting as barriers for bird dispersal in
the Amazon. Rev Bras Ornitol 22:363–373

Fischer R (1930) The genetical theory of natural selection. Oxford University Press, Oxford
Fledel-Alon A, Wilson DJ, Broman K, Wen X, Ober C, Coop G et al (2009) Broad-scale recombi-

nation patterns underlying proper disjunction in humans. PLoS Genet 5:e1000658. Public Lib-
rary of Science

Foll M, Gaggiotti O (2008) A genome-scan method to identify selected loci appropriate for both
dominant and codominant markers: a Bayesian perspective. Genetics 180:977–993. Genetics

Frank SA (1991) Divergence of meiotic drive-suppression systems as an explanation for sex-biased
hybrid sterility and inviability. Evolution 45:262–267

Frankham R (1995) Effective population size/adult population size ratios in wildlife: a review.
Genet Res 66:95

Frankham R (1996) Relationship of genetic variation to population size in wildlife. Conserv Biol
10:1500–1508

258 J. Ottenburghs et al.



Frankham R (2012) How closely does genetic diversity in finite populations conform to predictions
of neutral theory? Large deficits in regions of low recombination. Heredity (Edinb) 108:
167–178

Fraser DJ (2008) How well can captive breeding programs conserve biodiversity? A review of
salmonids. Evol Appl 1:535–586

Friis G, Aleixandre P, Rodríguez-Estrella R, Navarro-Sigüenza AG, Milá B (2016) Rapid post-
glacial diversification and long-term stasis within the songbird genus Junco: phylo-
geographic and phylogenomic evidence. Mol Ecol 25:6175–6195

Garg KM, Chattopadhyay B, Wilton PR, Malia Prawiradilaga D, Rheindt FE (2018) Pleistocene
land bridges act as semipermeable agents of avian gene flow in Wallacea. Mol Phylogenet Evol
125:196–203

Gillespie J (2001) Is the population size of a species relevant to its evolution? Evolution 55:
2161–2169

Gonzalez-Quevedo C, Spurgin LG, Illera JC, Richardson DS (2015) Drift, not selection, shapes
toll-like receptor variation among oceanic island populations. Mol Ecol 24:5852–5863. Wiley/
Blackwell (10.1111)

Grant P, Grant B (1997) Genetics and the origin of bird species. Proc Natl Acad Sci USA 94:
7768–7775

Groenen MAM, Wahlberg P, Foglio M, Cheng HH, Megens H-J, Crooijmans RPMA et al (2009)
A high-density SNP-based linkage map of the chicken genome reveals sequence features
correlated with recombination rate. Genome Res 19:510–519. Cold Spring Harbor Laboratory
Press

Hahn M (2008) Toward a selection theory of molecular evolution. Evolution 62:255–265
Haldane J (1948) The theory of a cline. J Genet 48:277–284
Hartl DL, Clark AG (2007) Principles of population genetics, 4th edn. Sinauer Associates, Sunder-

land, MA
Harvey MG, Brumfield RT (2015) Genomic variation in a widespread Neotropical bird (Xenops

minutus) reveals divergence, population expansion, and gene flow. Mol Phylogenet Evol 83:
305–316. Academic Press

Hedrick PW (2013) Adaptive introgression in animals: examples and comparison to new mutation
and standing variation as sources of adaptive variation. Mol Ecol 22:4606–4618

Hey J (2006) Recent advances in assessing gene flow between diverging populations and species.
Curr Opin Genet Dev 16:592–596

Hey J, Nielsen R (2004) Multilocus methods for estimating population sizes, migration rates and
divergence time, with applications to the divergence of Drosophila pseudoobscura and
D. persimilis. Genetics 167:747–760

Hey J, Chung Y, Sethuraman A, Lachance J, Tishkoff S, Sousa VC et al (2018) Phylogeny esti-
mation by integration over isolation with migration models. Mol Biol Evol 35(11):2805–2818.
https://doi.org/10.1093/molbev/msy162

Hughes JB, Daily GC, Ehrlich PR (1997) Population diversity: its extent and extinction.
Science 278:689–692

Irwin D, Irwin J, Smith T (2011) Genetic variation and seasonal migratory connectivity in Wilson’s
warblers (Wilsonia pusilla): species-level differences in nuclear DNA between western and
eastern populations. Mol Ecol 20:3102–3115. Wiley/Blackwell (10.1111)

Jax E, Franchini P, Sekar V, Ottenburghs J, Monne D, Kellenberger R, et al (2018a) Population
genetics and evolution patterns of innate immune genes in waterfowl. In: Jax E (ed) Immuno-
logy going wild: genetic variation and immunocompetence in the mallard (Anas platyrhynchos),
PhD thesis, Faculty of Biology, Konstanz University

Jax E, Wink M, Kraus RHS (2018b) Avian transcriptomics: opportunities and challenges.
J Ornithol 159:599–629. Springer Berlin Heidelberg

Johnsgard P (1994) Arena birds: sexual selection and behavior. Smithsonian Institution Press,
Washington, DC

Population Genomics and Phylogeography 259

https://doi.org/10.1093/molbev/msy162


Jonker RM, Kraus RHS, Zhang Q, van Hooft P, Larsson K, van der Jeugd HP et al (2013)
Genetic consequences of breaking migratory traditions in barnacle geese Branta leucopsis.
Mol Ecol 22:5835–5847

Kawakami T, Smeds L, Backström N, Husby A, Qvarnström A, Mugal CF et al (2014) A high-
density linkage map enables a second-generation collared flycatcher genome assembly and
reveals the patterns of avian recombination rate variation and chromosomal evolution. Mol Ecol
23:4035–4058. Wiley/Blackwell (10.1111)

Kawakami T, Mugal CF, Suh A, Nater A, Burri R, Smeds L et al (2017) Whole-genome patterns of
linkage disequilibrium across flycatcher populations clarify the causes and consequences of
fine-scale recombination rate variation in birds. Mol Ecol 26:4158–4172

Keller I, Wagner CE, Greuter L, Mwaiko S, Selz OM, Sivasundar A et al (2013) Population
genomic signatures of divergent adaptation, gene flow and hybrid speciation in the rapid
radiation of Lake Victoria cichlid fishes. Mol Ecol 22:2848–2863. Wiley/Blackwell (10.1111)

Kimura M, Clegg SM, Lovette IJ, Holder KR, Girman DJ, Mila B et al (2002) Phylogeographical
approaches to assessing demographic connectivity between breeding and overwintering regions
in a Nearctic-Neotropical warbler (Wilsonia pusilla). Mol Ecol 11:1605–1616. Wiley/Blackwell
(10.1111)

Kingman JFC (1982a) On the genealogy of large populations. J Appl Probab 19:27–43
Kingman JFC (1982b) The coalescent. Stoch Process Their Appl 13:235–248. North-Holland
Kopp M, Servedio MR, Mendelson TC, Safran RJ, Rodríguez RL, Hauber ME et al (2018) Mech-

anisms of assortative mating in speciation with gene flow: connecting theory and empirical
research. Am Nat 191:1–20

Kopuchian C, Campagna L, Di Giacomo AS, Wilson RE, Bulgarella M, Petracci P et al (2016)
Demographic history inferred from genome-wide data reveals two lineages of sheldgeese
endemic to a glacial refugium in the southern Atlantic. J Biogeogr 43:1979–1989. Wiley/
Blackwell (10.1111)

Kozma R, Lillie M, Benito BM, Svenning J-C, Höglund J (2018) Past and potential future popu-
lation dynamics of three grouse species using ecological and whole genome coalescent model-
ing. Ecol Evol 8(13):6671–6681. https://doi.org/10.1002/ece3.4163. Wiley-Blackwell

Krakauer A (2008) Sexual selection and the genetic mating system of wild turkeys. Condor 110:
1–12

Kraus RHS, Wink M (2015) Avian genomics: fledging into the wild! J Ornithol 156:851–865.
Springer Berlin Heidelberg

Kraus R, Kerstens H, van Hooft P, Megens H, Elmberg J, Tsvey A et al (2012) Widespread hori-
zontal genomic exchange does not erode species barriers among sympatric ducks. BMC Evol
Biol 12:45

Kraus RHS, van Hooft P, Megens H-J, Tsvey A, Fokin SY, Ydenberg RC et al (2013) Global lack
of flyway structure in a cosmopolitan bird revealed by a genome wide survey of single nucleo-
tide polymorphisms. Mol Ecol 22:41–55. Wiley/Blackwell (10.1111)

Kraus RHS, vonHoldt B, Cocchiararo B, Harms V, Bayerl H, Kühn R et al (2015) A single-
nucleotide polymorphism-based approach for rapid and cost-effective genetic wolf monitoring
in Europe based on noninvasively collected samples. Mol Ecol Resour 15:295–305. Wiley/
Blackwell (10.1111)

Künstner A, Wolf J, Backström N, Whitney O, Balakrishnan C, Day L et al (2010) Comparative
genomics based on massive parallel transcriptome sequencing reveals patterns of substitution
and selection across 10 bird species. Mol Ecol 19(Suppl 1):266–276

Lacy R (1987) Loss of genetic diversity from managed populations: interacting effects of drift,
mutation, immigration, selection, and population subdivision. Conserv Biol 1:143–158

Lande R (1980) Sexual dimorphism, sexual selection, and adaptation in polygenic characters.
Evolution 34:292–305

Langin KM, Sillett TS, Funk WC, Morrison SA, Desrosiers MA, Ghalambor CK (2015) Islands
within an island: repeated adaptive divergence in a single population. Evolution 69:653–665

260 J. Ottenburghs et al.

https://doi.org/10.1002/ece3.4163


Lavretsky P, Dacosta J, Hernandez-Banos B, Engilis A, Sorenson M, Peters J (2015) Speci-
ation genomics and a role for the Z chromosome in the early stages of divergence between
Mexican ducks and mallards. Mol Ecol 24:5364–5378

Lavretsky P, DaCosta J, Sorenson M, McCracken K, Peters J (2019) ddRAD-seq data reveal
significant genome-wide population structure and divergent genomic regions that distinguish
the mallard and close relatives in North America. Mol Ecol. (in press)

Li H, Durbin R (2009) Fast and accurate short read alignment with Burrows-Wheeler transform.
Bioinformatics 25:1754–1760. Oxford University Press

Luikart G, England PR, Tallmon D, Jordan S, Taberlet P (2003) The power and promise of popu-
lation genomics: from genotyping to genome typing. Nat Rev Genet 4:981–994.
Nature Publishing Group

Lynch M (2007) The frailty of adaptive hypotheses for the origins of organismal complexity.
Proc Natl Acad Sci USA 104:8597–8604

Machado AP, Clément L, Uva V, Goudet J, Roulin A (2018) The Rocky Mountains as a dispersal
barrier between barn owl (Tyto alba) populations in North America. J Biogeogr 45:1288–1300

Maldonado-Coelho M, Blake JG, Silveira LF, Batalha-Filho H, Ricklefs RE (2013) Rivers, refuges
and population divergence of fire-eye antbirds (Pyriglena) in the Amazon Basin. J Evol Biol
26:1090–1107

Manthey JD, Robbins MB, Moyle RG (2016) A genomic investigation of the putative contact zone
between divergent Brown Creeper (Certhia americana) lineages: chromosomal patterns of
genetic differentiation. Genome 59:115–125

Marko PB, Hart MW (2011) The complex analytical landscape of gene flow inference. Trends Ecol
Evol 26:448–456. Elsevier Current Trends

Martin SH, Dasmahapatra KK, Nadeau NJ, Salazar C, Walters JR, Simpson F et al (2013) Genome-
wide evidence for speciation with gene flow in Heliconius butterflies. Genome Res 23:
1817–1828. Cold Spring Harbor Laboratory Press

McCracken KG, Barger CP, Bulgarella M, Johnson KP, Kuhner MK, Moore AV et al (2009)
Signatures of high-altitude adaptation in the major hemoglobin of five species of
andean dabbling ducks. Am Nat 174:631–650. The University of Chicago Press

McVicker G, Gordon D, Davis C, Green P (2009) Widespread genomic signatures of
natural selection in hominid evolution. PLoS Genet 5:e1000471. Public Library of Science

Minvielle F, Ito S, Inoue-Murayama M, Mizutani M, Wakasugi N (2000) Brief communication.
Genetic analyses of plumage color mutations on the Z chromosome of Japanese quail. J Hered
91:499–501. Oxford University Press

Mock KE, Latch EK, Rhodes OE (2004) Assessing losses of genetic diversity due to translocation:
long-term case histories in Merriam’s turkey (Meleagris gallopavo merriami). Conserv Genet 5:
631–645. Kluwer Academic Publishers

Moore WS, Graham JH, Price JT (1991) Mitochondrial DNA variation in the Northern Flicker
(Colaptes auratus, Aves). Mol Biol Evol 8:327–344

Moyle RG, Manthey JD, Hosner PA, Rahman M, Lakim M, Sheldon FH (2017) A genome-wide
assessment of stages of elevational parapatry in Bornean passerine birds reveals no intro-
gression: implications for processes and patterns of speciation. PeerJ 5:e3335

Mugal CF, Weber CC, Ellegren H (2015) GC-biased gene conversion links the recombination
landscape and demography to genomic base composition. BioEssays 37:1317–1326. Wiley-
Blackwell

Munro KJ, Burg TM (2017) A review of historical and contemporary processes affecting popu-
lation genetic structure of Southern Ocean seabirds. Emu 117:4–18

Nadachowska-Brzyska K, Burri R, Olason PI, Kawakami T, Smeds L, Ellegren H (2013) Demo-
graphic divergence history of pied flycatcher and collared flycatcher inferred from whole-
genome re-sequencing data. PLoS Genet 9:e1003942

Nadachowska-Brzyska K, Li C, Smeds L, Zhang G, Ellegren H (2015) Temporal dynamics of
avian populations during pleistocene revealed by whole-genome sequences. Curr Biol 25:
1375–1380. Cell Press

Population Genomics and Phylogeography 261



Nadachowska-Brzyska K, Burri R, Smeds L, Ellegren H (2016) PSMC analysis of effective popu-
lation sizes in molecular ecology and its application to black-and-white Ficedula flycatchers.
Mol Ecol 25:1058–1072

Nam K, Mugal C, Nabholz B, Schielzeth H, Wolf JB, Backström N et al (2010) Molecular evol-
ution of genes in avian genomes. Genome Biol 11:R68. BioMed Central

Natarajan C, Projecto-Garcia J, Moriyama H, Weber RE, Muñoz-Fuentes V, Green AJ et al (2015)
Convergent evolution of hemoglobin function in high-altitude andean waterfowl involves
limited parallelism at the molecular sequence level. PLoS Genet 11(12):e1005681

Nosil P, Funk D, Ortiz-Barrientos D (2009) Divergent selection and heterogeneous genomic diver-
gence. Mol Ecol 18:375–402

Ohta T (1972) Population size and rate of evolution. J Mol Evol 1:305–314. Springer-Verlag
Ohta T (1992) The nearly neutral theory of molecular evolution. Annu Rev Ecol Syst 23:263–269
Orr A (2001) The genetics of species differences. Trends Ecol Evol 16:343–350. Elsevier Current

Trends
Orr MR, Smith TB (1998) Ecology and speciation. Trends Ecol Evol 13:502–506. Elsevier Current

Trends
Oswald JA, Harvey MG, Remsen RC, Foxworth DU, Cardiff SW, Dittmann DL et al (2016)

Willet be one species or two? A genomic view of the evolutionary history of Tringa semi-
palmata. Auk 133:593–614

Oswald JA, Overcast I, Mauck WM, Andersen MJ, Smith BT (2017) Isolation with asymmetric
gene flow during the nonsynchronous divergence of dry forest birds. Mol Ecol 26:1386–1400.
Wiley/Blackwell (10.1111)

Ottenburghs J (2019) Avian species concepts in the light of genomics. In: Kraus RHS (ed)
Avian genomics in ecology and evolution. Springer, Cham

Ottenburghs J, Kraus R, van Hooft P, van Wieren S, Ydenberg R, Prins H (2017a) Avian intro-
gression in the genomic era. Avian Res 8:30

Ottenburghs J, Megens H-J, Kraus R, Van Hooft P, Van Wieren S, Crooijmans R et al (2017b) A
history of hybrids? Genomic patterns of introgression in the True Geese. BMC Evol Biol 17:201

Oyler-McCance SJ, Kahn NW, Burnham KP, Braun CE, Quinn TW (1999) A population genetic
comparison of large- and small-bodied sage grouse in Colorado using microsatellite and
mitochondrial DNA markers. Mol Ecol 8:1457–1465. Wiley/Blackwell (10.1111)

Padró J, Lambertucci SA, Perrig PL, Pauli JN (2018) Evidence of genetic structure in a wide-
ranging and highly mobile soaring scavenger, the Andean condor. Divers Distrib. https://doi.
org/10.1111/ddi.12786

Parchman T, Benkman C, Britch S (2006) Patterns of genetic variation in the adaptive radiation of
New World crossbills (Aves: Loxia). Mol Ecol 15:1873–1887

Parchman TL, Gompert Z, Braun MJ, Brumfield RT, McDonald DB, Uy JAC et al (2013) The
genomic consequences of adaptive divergence and reproductive isolation between species of
manakins. Mol Ecol 22:3304–3317. Wiley/Blackwell (10.1111)

Parchman TL, Buerkle CA, Soria-Carrasco V, Benkman CW (2016) Genome divergence and
diversification within a geographic mosaic of coevolution. Mol Ecol 25:5705–5718. Wiley/
Blackwell (10.1111)

Paxton KL, Yau M, Moore FR, Irwin DE (2013) Differential migratory timing of western popu-
lations of Wilson’s Warbler (Cardellina pusilla) revealed by mitochondrial DNA and
stable isotopes. Auk 130:689–698

Payseur B (2010) Using differential introgression in hybrid zones to identify genomic regions
involved in speciation. Mol Ecol Resour 10:806–820

Pease JB, Hahn MW (2013) More accurate phylogenies inferred from low-recombination regions in
the presence of incomplete lineage sorting. Evolution 67:2376–2384

Pérez-Figueroa A, García-Pereira M, Saura M, Rolán-Alvarez E, Caballero A (2010) Comparing
three different methods to detect selective loci using dominant markers. J Evol Biol 23:
2267–2276

262 J. Ottenburghs et al.

https://doi.org/10.1111/ddi.12786
https://doi.org/10.1111/ddi.12786


Peters JL, Lavretsky P, DaCosta JM, Bielefeld RR, Feddersen JC, Sorenson MD (2016) Population
genomic data delineate conservation units in mottled ducks (Anas fulvigula). Biol Conserv.
https://doi.org/10.1016/j.biocon.2016.10.003

Phadnis N, Orr H (2009) A single gene causes both male sterility and segregation distortion in
drosophila hybrids. Science 323:376–379

Poelstra J, Vijay N, Bossu C, Lantz H, Ryll B, Muller I et al (2014) The genomic landscape under-
lying phenotypic integrity in the face of gene flow in crows. Science 344:1410–1414

Pouyet F, Aeschbacher S, Thiéry A, Excoffier L (2018) Background selection and biased gene
conversion affect more than 95% of the human genome and bias demographic inferences. elife
7:e36317

Price T (1998) Sexual selection and natural selection in bird speciation. Philos Trans R Soc Lond B
Biol Sci 353:251–260

Promislow D, Montgomerie R, Martin TE (1994) Sexual selection and survival in North American
waterfowl. Evolution 48:2045–2050

Pryke SR (2010) Sex chromosome linkage of mate preference and color signal maintains assortative
mating between interbreeding finch morphs. Evolution 64:1301–1310. Wiley/Blackwell
(10.1111)

Quinn T (1992) The genetic legacy of Mother Goose – phylogeographic patterns of lesser snow
goose Chen caerulescens caerulescens maternal lineages. Mol Ecol 1:105–117

Raposo do Amaral F, Albers PK, Edwards SV, Miyaki CY (2013) Multilocus tests of Pleistocene
refugia and ancient divergence in a pair of Atlantic Forest antbirds (Myrmeciza). Mol Ecol
22:3996–4013

Raven N, Lisovski S, Klaassen M, Lo N, Madsen T, Ho SYW et al (2017) Purifying selection and
concerted evolution of RNA-sensing toll-like receptors in migratory waders. Infect Genet Evol
53:135–145

Ravinet M, Faria R, Butlin RK, Galindo J, Bierne N, Rafajlović M et al (2017) Interpreting the
genomic landscape of speciation: a road map for finding barriers to gene flow. J Evol Biol 30:
1450–1477

Reeve HK, Pfennig DW (2003) Genetic biases for showy males: are some genetic systems espe-
cially conducive to sexual selection? PNAS 100:1089–1094

Ritchie MG (2007) Sexual selection and speciation. Annu Rev Ecol Evol Syst 38:79–102
Ruegg KC, Anderson EC, Paxton KL, Apkenas V, Lao S, Siegel RB et al (2014)

Mapping migration in a songbird using high-resolution genetic markers. Mol Ecol 23:
5726–5739. Wiley/Blackwell (10.1111)

Rundle HD, Nosil P (2005) Ecological speciation. Ecol Lett 8:336–352. Wiley/Blackwell (10.1111)
Sabeti P, Schaffner S, Fry B, Lohmueller J, Varily P, Shamovksy O et al (2006) Positive natural

selection in the human lineage. Science 312:1614–1620
Saether SA, Saetre G-P, Borge T, Wiley C, Svedin N, Andersson G et al (2007) Sex chromosome-

linked species recognition and evolution of reproductive isolation in flycatchers. Science 318:
95–97

Samuk K, Owens GL, Delmore KE, Miller SE, Rennison DJ, Schluter D (2017) Gene flow and
selection interact to promote adaptive divergence in regions of low recombination. Mol Ecol
26:4378–4390

Sandoval-H J, Gómez JP, Cadena CD (2017) Is the largest river valley west of the Andes a driver of
diversification in Neotropical lowland birds? Auk 134:168–180

Scally A (2016) The mutation rate in human evolution and demographic inference. Curr Opin Genet
Dev 41:36–43. Elsevier Current Trends

Schoville SD, Bonin A, François O, Lobreaux S, Melodelima C, Manel S (2012) Adaptive
genetic variation on the landscape: methods and cases. Annu Rev Ecol Evol Syst 43:23–43.
Annual Reviews

Schrider DR, Kern AD (2016) S/HIC: robust identification of soft and hard sweeps using
machine learning. PLoS Genet 12:e1005928. Public Library of Science

Population Genomics and Phylogeography 263

https://doi.org/10.1016/j.biocon.2016.10.003


Schrider DR, Kern AD (2018) Supervised machine learning for population genetics: a new para-
digm. Trends Genet 34:301–312. Elsevier

Schrider DR, Shanku AG, Kern AD (2016) Effects of linked selective sweeps on demo-
graphic inference and model selection. Genetics 204:1207–1223. Genetics Society of America

Seehausen O, Butlin RK, Keller I, Wagner CE, Boughman JW, Hohenlohe PA et al (2014)
Genomics and the origin of species. Nat Rev Genet 15:176–192

Semenov GA, Scordato ESC, Khaydarov DR, Smith CCR, Kane NC, Safran RJ (2017) Effects of
assortative mate choice on the genomic and morphological structure of a hybrid zone between
two bird subspecies. Mol Ecol 26:6430–6444

Servedio MR, Boughman JW (2017) The role of sexual selection in local adaptation and speciation.
Annu Rev Ecol Evol Syst 48:85–109

Servedio MR, Van Doorn GS, Kopp M, Frame AM, Nosil P (2011) Magic traits in speciation:
“magic” but not rare? Trends Ecol Evol 26:389–397

Sheehan S, Song YS (2016) Deep learning for population genetic inference. PLoS Comput Biol 12:
e1004845. Public Library of Science

Singhal S, Leffler EM, Sannareddy K, Turner I, Venn O, Hooper DM et al (2015) Stable recombi-
nation hotspots in birds. Science 350:928–932

Slatkin M, Barton NH (1989) A comparison of three indirect methods for estimating average levels
of gene flow. Evolution 43:1349–1368

Smeds L, Kawakami T, Burri R, Bolivar P, Husby A, Qvarnström A et al (2014) Genomic identifi-
cation and characterization of the pseudoautosomal region in highly differentiated avian sex
chromosomes. Nat Commun 5:5448. Nature Publishing Group

Smyth JF, Patten MA, Pruett CL (2015) The evolutionary ecology of a species ring: a test of alter-
native models. Folia Zool 64:233–244

Sobel JM, Chen GF, Watt LR, Schemske DW (2010) The biology of speciation. Evolution 64:
295–315

Soulé M (1976) Allozyme variation, its determinants in space and time. In: Ayala F (ed) Mole-
cular evolution. Sinauer Associates, Sunderland, MA, pp 66–77

Stapley J, Feulner PGD, Johnston SE, Santure AW, Smadja CM (2017) Variation in recombination
frequency and distribution across eukaryotes: patterns and processes. Philos Trans R Soc Lond
Ser B Biol Sci 372:20160455. The Royal Society

Stölting KN, Nipper R, Lindtke D, Caseys C, Waeber S, Castiglione S et al (2013) Genomic scan
for single nucleotide polymorphisms reveals patterns of divergence and gene flow between
ecologically divergent species. Mol Ecol 22:842–855. Wiley/Blackwell (10.1111)

Sutter A, Beysard M, Heckel G (2013) Sex-specific clines support incipient speciation in a
common European mammal. Heredity (Edinb) 110:398–404. Nature Publishing Group

Talbert PB, Henikoff S (2010) Centromeres convert but don’t cross. PLoS Biol 8:e1000326.
Public Library of Science

Templeton A (1986) Coadaptation and outbreeding depression. Sinauer Associates, Sunderland,
MA

Tigano A, Friesen VL (2016) Genomics of local adaptation with gene flow. Mol Ecol 25:
2144–2164

Tucker PK, Sage RD, Warner J, Wilson AC, Eicher EM (1992) Abrupt cline for sex chromosomes
in a hybrid zone between two species of mice. Evolution 46:1146–1163

Turelli M, Moyle LC (2007) Asymmetric postmating isolation: Darwin’s corollary to haldane’s
rule. Genetics 176:1059–1088

Turelli M, Barton NH, Coyne JA (2001) Theory and speciation. Trends Ecol Evol 16:330–343
Uy JAC, Irwin DE, Webster MS (2018) Behavioral isolation and incipient speciation in birds.

Annu Rev Ecol Evol Syst 49:1–24
Van Belleghem SM, Baquero M, Papa R, Salazar C, McMillan WO, Counterman BA et al (2018)

Patterns of Z chromosome divergence among Heliconius species highlight the importance of
historical demography. Mol Ecol 27(19):3852–3872. https://doi.org/10.1111/mec.14560.
Wiley/Blackwell (10.1111)

264 J. Ottenburghs et al.

https://doi.org/10.1111/mec.14560


van Oers K, Santure AW, De Cauwer I, van Bers NE, Crooijmans RP, Sheldon BC et al (2014)
Replicated high-density genetic maps of two great tit populations reveal fine-scale genomic
departures from sex-equal recombination rates. Heredity (Edinb) 112:307–316. Nature Publish-
ing Group

Velová H, Gutowska-Ding MW, Burt DW, Vinkler M, Yeager M (2018) Toll-like receptor evol-
ution in birds: gene duplication, pseudogenization, and diversifying selection. Mol Biol Evol
35:2170–2184. Oxford University Press

Verhulst S, Van Eck HM (1996) Gene flow and immigration rate in an island population of
great tits. J Evol Biol 9:771–782

Via S (2009) Natural selection in action during speciation. Proc Natl Acad Sci USA 106:9939–9946
Vijay N, Weissensteiner M, Burri R, Kawakami T, Ellegren H, Wolf JBW (2017) Genomewide

patterns of variation in genetic diversity are shared among populations, species and higher-order
taxa. Mol Ecol 26:4284–4295

Wang J, Fan HC, Behr B, Quake SR (2012) Genome-wide single-cell analysis of recombination
activity and de novo mutation rates in human sperm. Cell 150:402–412. Cell Press

Waples R, Gaggiotti O (2006) What is a population? An empirical evaluation of some genetic
methods for identifying the number of gene pools and their degree of connectivity. Mol Ecol
15:1419–1439

Weir JT, Faccio MS, Pulido-Santacruz P, Barrera-Guzmán AO, Aleixo A (2015) Hybridization in
headwater regions, and the role of rivers as drivers of speciation in Amazonian birds.
Evolution 69:1823–1834

Whitlock M, McCauley D (1999) Indirect measures of gene flow and migration: FST6¼1/(4Nm+1).
Heredity (Edinb) 82:117–125

Wilson GA, Rannala B (2003) Bayesian inference of recent migration rates using multilocus geno-
types. Genetics 163:1177–1191

Wink M (2019) A historical perspective of avian genomics. In: Kraus RHS (ed) Avian genomics in
ecology and evolution. Springer, Cham

Wolf JBW, Ellegren H (2017) Making sense of genomic islands of differentiation in light of
speciation. Nat Rev Genet 18:87–100

Wolf JBW, Lindell J, Backström N (2010) Speciation genetics: current status and evolving
approaches. Philos Trans R Soc Lond Ser B Biol Sci 365:1717–1733

Wray GA (2013) Genomics and the evolution of phenotypic traits. Annu Rev Ecol Evol Syst 44:
51–72. Annual Reviews

Wright S (1931) Evolution in mendelian populations. Genetics 16:97–159
Wright S (1938) Size of population and breeding structure in relation to evolution. Science 87:

430–431
Wu C-I (2001) The genic view of the process of speciation. J Evol Biol 14:851–865. Wiley/

Blackwell (10.1111)
Wu C-I, Ting C-T (2004) Genes and speciation. Nat Rev Genet 5:114–122. Nature Publishing

Group
Yeung CKL, Tsai P-W, Chesser RT, Lin R-C, Yao C-T, Tian X-H et al (2011) Testing founder

effect speciation: divergence population genetics of the spoonbills Platalea regia and Pl. minor
(Threskiornithidae, Aves). Mol Biol Evol 28:473–482

Zhang G, Li C, Li Q, Li B, Larkin DM, Lee C et al (2014) Comparative genomics reveals insights
into avian genome evolution and adaptation. Science 346:1311–1320

Zhen Y, Harrigan RJ, Ruegg KC, Anderson EC, Ng TC, Lao S et al (2017) Genomic divergence
across ecological gradients in the Central African rainforest songbird (Andropadus virens).
Mol Ecol 26:4966–4977

Zhu J, Wen D, Yu Y, Meudt HM, Nakhleh L (2018) Bayesian inference of phylogenetic networks
from bi-allelic genetic markers. PLoS Comput Biol 14:e1005932. Public Library of Science

Zink RM, Rootes WL, Dittmann DL (1991) Mitochondrial DNA variation, population structure,
and evolution of the common grackle (Quiscalus quiscula). Condor 93:318–329.
American Ornithological Society

Population Genomics and Phylogeography 265


	Contents
	An Introduction to ``Avian Genomics in Ecology and Evolution: From the Lab into the Wild´´
	1 Introduction
	References

	A Historical Perspective of Avian Genomics
	1 Ornithology: From Aristoteles to Linné
	2 Towards a Natural System of Birds in the Twentieth Century
	3 Systematics and Phylogeny in the Age of DNA Analysis
	4 DNA-DNA Hybridisation
	5 Comparison of the Sibley Phylogeny with NGS Data (See Braun et al. 2019)
	6 The Era of DNA Sequence Analysis
	References

	Avian Genomics in Animal Breeding and the End of the Model Organism
	1 Introduction: Chicken as a Model Organism for Birds
	2 The Dawn of Chicken Genomics: From Maps to Genome Sequence and Annotation
	2.1 Genomics for Improving Breeding Practices
	2.2 The Definition of the Karyotype and Cytogenetic Maps
	2.3 Genetic Maps and the Initial Mapping of Phenotypic Traits
	2.4 Physical Maps: A Step Towards Positional Cloning
	2.5 Expression Maps, Comparative Maps and Low Chromosomal Rearrangement Rates in the Bird Lineages
	2.6 The First Chicken Genome Assembly
	2.7 The Missing Microchromosomes and Towards a Complete Genome
	2.8 Statistics on the Chicken Genome Assemblies
	2.9 Understanding the Genome: The Annotation

	3 The Breeder´s Perspective on the Genome
	3.1 Marker-Assisted Selection, Genomic Selection and QTL Identification
	3.2 Identification of Genomic Events Causing Variation in Ornamental and Colouration Genes
	3.3 The Complex Case of Quantitative Trait Loci (QTLs)

	4 Exploiting Breeding Populations and Model Organisms for Bird Biology
	4.1 Domestication Syndrome
	4.2 Epigenetic Mechanisms Specific to Birds: Absence of Imprinting of Z Dosage Compensation
	4.3 Speciation

	5 Deep Understanding of the Genome
	5.1 Phylogenomics Analyses
	5.2 Improving Annotation and Gene Organisation Using Long-Read Transcriptome Sequencing
	5.3 Inferring Function with ``Assay-by-Sequence´´ Experiments

	6 Do We Still Need a Reference Organism?
	6.1 How Complete Is the Existing Chicken Reference?
	6.2 Other Birds: Specific Reference Genomes
	6.3 Genomics in Ecology and Evolution: With or Without a Model Organism

	References

	Avian Chromosomal Evolution
	1 Overall Genome Structure
	1.1 Karyotype Structure
	1.2 Diploid Number
	1.3 Sex Chromosomes

	2 An Absence of Inter-macrochromosomal Rearrangement
	3 Genome Stability Models
	3.1 Generation Time
	3.2 Repetitive Sequences
	3.3 Functional Constraints

	4 Ancestral Karyotypes
	5 Implications of Chromosome Rearrangements
	6 New Tools for the Study of Chromosomal Evolution
	7 Concluding Remarks
	References

	Repetitive DNA: The Dark Matter of Avian Genomics
	1 What Is Genomic Dark Matter?
	2 Interspersed Repeats
	2.1 Class I Transposable Elements
	2.1.1 LINE Retrotransposons
	2.1.2 SINE Retrotransposons
	2.1.3 LTR Retrotransposons

	2.2 Class II Transposable Elements
	2.2.1 DNA Transposons
	2.2.2 Other Transposons

	2.3 Endogenous Viruses

	3 Tandem Repeats
	3.1 Microsatellites and Minisatellites
	3.2 Satellites
	3.3 Gene Families and Copy Number Variation

	4 Chromosomal Distribution of Genomic ``Dark Matter´´
	4.1 Distribution Within Chromosomes
	4.1.1 Centromeres
	4.1.2 Telomeres

	4.2 Distribution Between Chromosomes
	4.2.1 W Chromosomes
	4.2.2 B Chromosomes
	4.2.3 Chromosome 16


	5 Evolutionary Implications of Genomic ``Dark Matter´´
	5.1 Accumulation of Repetitive Elements
	5.1.1 Genetic Diversity
	5.1.2 Phylogenetic Markers
	5.1.3 Large-Scale Rearrangements

	5.2 Genomic Conflict and Speciation
	5.2.1 Host-Parasite Arms Races
	5.2.2 Meiotic Drive

	5.3 Meiotic Recombination and Gene Conversion
	5.4 Histone Modification and Transcription
	5.4.1 Satellite Repeats
	5.4.2 Transposable Elements


	6 Limitations and Future Avenues to Analyze Genomic ``Dark Matter´´
	References

	Resolving the Avian Tree of Life from Top to Bottom: The Promise and Potential Boundaries of the Phylogenomic Era
	1 Introduction
	2 What We Do (And Do Not) Know About the Avian Tree
	2.1 Palaeognathae (``Ratites´´ and Tinamous)
	2.2 Galloanseres (Landfowl and Waterfowl)
	2.3 Neoaves (All Remaining Extant Birds)

	3 Why Are the Deep Branches in Neoaves So Difficult?
	4 Progress Toward Species-Level Avian Megaphylogenies
	5 Where Do We Go From Here? The Future of Avian Phylogenomics
	References

	Avian Species Concepts in the Light of Genomics
	1 Introduction
	2 Species Concepts Are Not Species Criteria
	2.1 Theoretical Monism
	2.2 Practical Pluralism in Avian Taxonomy

	3 Enter Genomics
	3.1 Genomics and Distinguishability
	3.2 Genomics and Reproductive Isolation
	3.3 Genomics and Phylogeny

	4 Conclusions
	References

	Population Genomics and Phylogeography
	1 Introduction
	2 What Is a Population?
	3 Mutation
	4 Genetic Drift and Effective Population Sizes
	5 Gene Flow
	6 Selection
	7 Recombination
	8 Phylogeography: The Interface Between Population Genetics and Phylogenetics
	9 Conclusions and Outlook
	References

	Avian Population Studies in the Genomic Era
	1 Introduction
	1.1 What Do We Gain By Identifying Genes in Natural Bird Populations?

	2 Genomic Resources in Avian Population Research
	2.1 Whole Genome Sequencing Efforts
	2.2 Development of SNP Arrays
	2.3 Reduced Representation Techniques or SNP Arrays?

	3 Statistical Genetic Methods Used to Analyse Avian Population Samples
	3.1 The Decline of Linkage Analysis and Rise of GWAS (Genome-Wide Association Studies)
	3.2 Chromosome Partitioning
	3.3 Admixture Mapping

	4 What Have We Learned About the Genetic Architecture and Evolution of Complex Traits from Studies on Birds?
	4.1 Genomic Vs. Pedigree Heritability
	4.2 Many Small or a Few Large Genes?
	4.3 Insights into Factors That Can Maintain Genetic Variance
	4.4 Replication of QTL

	5 Future Prospects in Avian Genomics
	5.1 Development of Novel Statistical Genetic Methods
	5.2 Epigenetics
	5.3 Detecting Signs of Polygenic Adaptation
	5.4 Microevolutionary Trends and Responses to Selection

	6 Summary
	References

	The Contribution of Genomics to Bird Conservation
	1 Introduction
	2 Applications of Genomics to Avian Conservation
	2.1 Forensics
	2.2 Captive Population Management
	2.2.1 Maintaining Genetic Diversity
	2.2.2 Adaptive Variation
	2.2.3 Future Directions

	2.3 Avian Infectious Disease
	2.3.1 Host Susceptibility and Pathogen Virulence
	Host Susceptibility
	Pathogen Virulence

	2.3.2 Host Specificity and Coevolution
	2.3.3 Phylogeography, Population Genetics, and Within-Host Evolution
	2.3.4 Insights from Genomics
	2.3.5 Limitations
	2.3.6 Future Directions

	2.4 Avian Conservation Genomics and Heterogeneous Samples: Metagenomics and Metabarcoding
	2.4.1 Metabarcoding
	2.4.2 Metagenomics
	2.4.3 Strengths and Challenges
	2.4.4 Future Directions

	2.5 Systematics and Species Limits
	2.5.1 Species Definitions and Limits
	2.5.2 ESU and DPS Definitions
	2.5.3 Future Directions

	2.6 Adaptation to Climate Change and Other Stressors
	2.6.1 Species Response to Climate Change
	Box 1: Genotypic Specialization Vs. Phenotypic Plasticity

	2.6.2 Approaches for Assessing Response to Climate Change
	2.6.3 Future Directions


	3 General Conclusions
	References

	Jurassic Park: What Did the Genomes of Dinosaurs Look Like?
	1 What Are Dinosaurs and Where Do They Fit in Vertebrate Evolution?
	2 Dinosaurs Were (and Are) Speciose and Abundant
	3 Genome Size Calculated from Direct Fossil Evidence and Why There Will Be No Jurassic Park
	4 Karyotype Formation and Evolution in Dinosaurs
	5 Intrachromosomal Rearrangement and the Role of Gene Ontology Analysis
	6 Karyotypic Stability Leading to Phenotypic Diversity?
	References




