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Biological lineages move through time, space, and each other. As they do, they diversify,
diverge, and grade away from and into one another. One result of this is genealogical discordance; i.e., the lineages of a biological entity may have different histories. We see this on
numerous levels, from microbial networks, to holobionts, to population-level lineages. This
paper considers how genealogical discordance impacts our study of species. More specifically, I consider this in the context of three framing questions: (1) How, if at all, does
genealogical discordance challenge, modify, or revise how we conceive of species? (2) How
has growing appreciation of genealogical discordance impacted scientific practice? Of systematics in particular? (3) How do lineages at different levels diverge and diversify? All told,
genealogical discordance enriches and complicates our taxonomic ontology, as well as the
practice of reconstructing phylogenies. This presents both challenges and opportunities for
the study of divergence and diversification.
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1

Introduction

When I was a graduate student, the entomologist Phil Ward posed the following question in a
seminar on species and phylogenetics: “Are the branches of phylogenetic trees too thin?” This
question struck me then, and it has continued to resonate as I think about contemporary phylogenetics. Ward was pressing us to think about what, if anything, was lost in the way we idealize
phylogenetic relationships and ignore the internal structure of those lineages. Though the term
‘genealogical discordance’ had not quite yet become common parlance, this was precisely what
the examples Ward was using to prompt discussion were displaying. As a philosopher of science in a graduate biology seminar, I was well primed to pick up on this interrogation of the
intersection of theory, method, concept, and practice.
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Ward posed his question soon after microbiologists were recognizing the breadth and scope
of genealogical discordance in microbial networks. This was presented, by some, as a serious
challenge to the central commitments of phylogenetics (e.g., Doolittle 1999; Martin 1999),
though this struck me as a bit odd. After all, it was precisely from the phylogeneticists that I was
learning about discordance. It was still somewhat early days, but even then it seemed apparent
that phylogeneticists could see discordance as providing both opportunities and challenges e.g.,
Avise and Wollenberg 1997; Maddison 1997; Nichols 2001. 1
This paper is an attempt to articulate some of those opportunities and challenges by laying
out how genealogical discordance impacts three categories of research problems in systematics.
Those include (1) how discordance challenges, modifies, or revises how we ought to think about
species; (2) how genealogical discordance has impacted scientific practice in systematics; and
(3) what discordance reveals about how lineages diverge and diversify. My goal is not to provide
comprehensive answers to those problems here, but to present them as important and fruitful
framing questions in (the philosophy of ) phylogenetics.
To accomplish this task, I start by offering a very brief introduction on genealogical discordance. I then use the three framing questions above to explore how this complicates and
enriches our study of species and evolution in the context of phylogenetic systematics. This is
helped along by discussion of examples that highlight these new challenges and opportunities.
Most exciting, to me, and also most speculative, is the potential that these challenges have to
connect research across biological disciplines, offering the opportunity for integrated approaches
to studying divergence and diversification.
This is a programmatic paper. It is a moment to pause and evaluate the impact of recent
empirical and theoretical advances in biology on phylogenetics (and systematics more generally).
This has become all the more urgent as we have determined that the breadth and scope of
discordance described by microbialists may be far more common beyond the microbial world
than many anticipated. That’s just to say that Phil Ward was exactly right. The branches on
phylogenetic trees are too thin, or, at least, we need to recognize when a deep dive into those
branches, and an examination of their internal structure, will bear important consequences for
how we pursue phylogenetics. 2

2

Genealogical Discordance

Genealogical discordance, roughly, is when the lineages of a biological entity fail to align topographically, i.e., they display different phylogenetic histories. This is perhaps easiest to see in
cases when there are conflicts between gene trees and species trees (see figure 1), though discordance may be exhibited within as much as between levels of lineage. Before detailing some of
the specific modes of genealogical discordance, let’s step back to take a bit more of a speculative
and broad view on genealogical discordance.
More generally, genealogical discordance may be understood as a feature of the hierarchical
structure of lineages. This hierarchy is the result of evolution, and we can ask why it evolved
the way it did (rather than a different way), or why a hierarchy evolved at all (McShea 2001;
Haber 2012). The modes and kinds of genealogical discordance can be viewed as features of
1. It’s entirely possible this was simply a reflection of the phylogeneticists I was reading and learning from, than
of the field as a whole. That said, it is also worth noting that Hennig (1966) noticed something similar, and his
notion of the semaphorant and tokogeny may be worth revisiting in this context.
2. This is reminiscent of O’Hara’s (1993) observation about “systematic generalization.” His observation was on
how the level of resolution we select for our phylogenetic trees reflects the pragmatic (research) purpose at hand.
The “systematic generalization” choice presented by genealogical discordance is a related but adjacent problem.
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Figure 1: Nichols (2001) provides a good entry point into genealogical discordance. This figure displays
how three species might share a gene whose lineage displays a branching order or phylogenetic history
that differs (i.e., is ‘discordant’) from the branching pattern of the three containing species (Nichols 2001,
359, box 1, figure II). The thick gray bars represent the branching patterns of three species, H, C, and G,
and the thin black line represents the branching pattern of a single gene found in all three of these species.
Lines/bars come together at nodes or branching points, representing common ancestry. Here, the species
and gene trees indicate conflicting patterns of genealogy. This conflict between branching patterns is an
example of gene tree/species tree discordance. There are many mechanisms that can generate this sort of
pattern (see text). Reprinted from Nichols (2001) with permission from Elsevier.

the hierarchy that did evolve, and we can examine both how those helped contribute to the
evolution of that hierarchy, and how they may be viewed as evolved characters of that hierarchy.
One way to consider the biological hierarchy of lineages is to adopt a recursive account of the
part/whole relations that evolved. That is, to treat biological individuals as “lineage generating
entities that are both constituted by and constitutive of other biological individuals” (Haber
2016, 921). 3 That is just to say that if we treat lineages as biological individuals (which I do), then
we need to consider (1) how they relate to other lineages as parts of more inclusive individuals;
and (2) how they are, in turn, themselves constituted by lineage-generating parts (and how those
parts relate to each other as parts of that individual).
When a temporal (or diachronic) perspective is applied to this recursive account of lineages,
it will be an empirical question how ‘tightly’ constitutive lineages track each other as parts of the
same persistent lineage over generational time, and we should expect variation in how tightly
policed that recurrence of concordance will be. Indeed, this feature of lineages may vary, and,
presumably, is sensitive to evolutionary and other biological pressures. For example, biological
entities are more or less tolerant of lateral gene transfer, or of hybridization, and mechanisms
have evolved to either promote or guard against these processes (Moxon et al. 1994; Howard et
3. As Haber (2016) observes, the recursive account may also require an articulation of minimal and maximal
individuality, or at least the adoption of a strategy that explains why no such accounts are required (e.g., pragmatists
may argue that these accounts are only needed so long as they provide some utility).
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al. 1998; Vollmer and Palumbi 2002; Bershtein et al. 2015; Harrison et al. 2015; Jablonski 2017a,
2017b). The upshot is a variation in how tightly ‘boundaries’ of different lineages are policed.
Some lineages have evolved the capacity to gain or lose parts more or less easily, which can be
expressed and measured in terms of how closely constituent lineages track each other. Moreover,
diachronic individuality itself (or, at least, biological part/whole relations) may be conceived of
by degree, in terms of how tightly lineages concordantly recur—be it over ontogenetic (Pradeu
2012) or evolutionary (Haber 2016) time, or the intersection of those (Doolittle and Booth
2017).
Let’s return to a more concrete discussion about genealogical discordance. There are a number of biological mechanisms or processes that can generate genealogical discordance, corresponding to different modes of lineage generation and persistence. 4
Figure 2 displays four modes of genealogical discordance: horizontal (or lateral) gene transfer
(HGT or LGT); gene duplication and loss; hybridization; and recombination. In addition to
these, genealogical discordance may be the product of incomplete lineage sorting (ILS; see figure
3) (Degnan and Rosenberg 2006; Avise and Robinson 2008); symbiosis; and pseudo-vertical
transmission (Wilkinson 1997; Molter, forthcoming). 5

Figure 2: Genealogical discordance may be the result of different biological processes and mechanisms,
including (a) Horizontal Gene Transfer (HGT); (b) gene duplication and loss; (c) hybridization; and (d)
recombination (Degnan and Rosenberg 2009, 334, figure 2a-d, reprinted with permission from Elsevier).

Philosophers have recently (and fruitfully!) turned their attention to HGT, especially in the
context of microbiology, the concept of microbial species, and the Tree of Life (e.g., Franklin
2007; O’Malley and Dupré 2007; O’Malley, Martin, and Dupré 2010; Bouchard 2010; Ereshefsky 2010; Franklin-Hall 2010; Velasco 2010; O’Malley 2014). Other modes of genealogical discordance are beginning to draw more attention from philosophers as well, at least in the context
of how they impact the systematic study of species, be it in terms of phylogenetic inference or
the ontology of taxa (Conix 2018).
Additional mechanisms and processes may also result in genealogical discordance, though
less work has been done on these in the specific context presented here (and, in some cases,
whether they ought to be treated as modes of inheritance is more controversial). That includes
the impact of epigenetic or environmental (niche) inheritance across generations (Jablonka and
Lamb 2014; K. Laland et al. 2014; K. N. Laland et al. 2015; though see Wray et al. 2014);
transposable genomic elements (Brunet and Doolittle 2015; Linquist et al. 2015); host-parasite
evolution (Johnson et al. 2003); and preservation, conservation, and recombination of develop4. Degnan and Rosenberg (2009) provide a helpful review of genealogical discordance; see Hudson (1983),
Tajima (1983), Takahata and Nei (1985), Neigel and Avise (1986), Takahata (1989), Page (1993), and Page and
Charleston (1997) for a sampling of foundational papers.
5. These modes need not operate in isolation or exclusively of each other. Ring species, for example, may generate
downstream genealogical discordance through some combination of hybridization and incomplete lineage sorting,
among other modes (Kuchta and Wake 2016).
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Figure 3: Incomplete lineage sorting (ILS). One way to think about ILS is as a lag time between organismal and gene level sorting after divergence, though it could, in principle, be found between any two
levels of hierarchy that stand in a part/whole relation. The probability of ILS is related to population
size and branch lengths, which may be expressed in terms of coalescence (Nakhleh 2013, 721, figure 3,
reprinted with permission from Elsevier).

mental modules, e.g., loss/gain or activation/deactivation of gene regulatory networks (Bolker
2000; Huneman 2013; Lacquaniti et al. 2013; Hejnol and Lowe 2015).
It is important to be attendant to the breadth of modes of genealogical discordance. One
reason for that is the danger of over-attributing the presence of discordance to one of these
modes. For example, if high levels of genealogical discordance were discovered in a system, yet
only HGT considered as an explanation for the presence of this discordance, then the level of
HGT might be over-estimated for that system (and other explanations under-estimated). This
threatens to obscure the role other modes of production of genealogical discordance played in
the history of that system (Galtier and Daubin 2008; Haber 2012). Another reason to be attendant to the various modes of genealogical discordance is the opportunity it presents. Different
modes of genealogical discordance produce different patterns of discordance. As researchers
better identify those distinct patterns and build models of inference that take advantage of this,
we are in a better epistemic position to report on the complex histories of evolutionary systems
(e.g., Hailer et al. 2012; Kutschera et al. 2014; Pease et al. 2016).
Methodological considerations are certainly an important component of how genealogical
discordance impacts our approach to studying species. Yet, my primary interest here is broader
than that, and in the next section I consider this through three framing questions that set research problems for how we think about species.

3

Species in the Age of Discordance

Merely asking how genealogical discordance impacts our study of species is too imprecise. There
are so many ways to think about species, let alone how we might study them, that we need
to introduce some structure to usefully move forward. Here I use three framing questions to
facilitate that goal:
• How, if at all, does genealogical discordance challenge, modify, or revise how we conceive
of species?
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• How has growing appreciation of genealogical discordance impacted scientific practice?
Of systematics in particular?
• How do lineages at different levels diverge and diversify?
These framing questions are intended to produce more precise questions around the study of
species—questions that, in turn, identify opportunities and challenges that researchers are (or
ought to be) exploring. For the first two, I use specific examples to highlight how an appreciation
for genealogical discordance complicates and, in many cases, enriches the way we interrogate
biological divergence and diversification. For the third framing question, I take the opportunity
to be more speculative.
3.1

Discordant Species

Let’s start with the big picture: genealogical discordance challenges the very notion of what a
species is, or whether it even makes sense to include anything like species in our ontology. 6
At least at a broad level, discordance can be viewed as challenging the very notion of coherently discrete or distinct taxonomic groups in biology at all. To see why, let’s go back to Darwin’s
Origin of Species (1964). Darwin included only a single figure in his Origin (figure 4)—a figure

Figure 4: Darwin’s Phylogeny (Darwin [1859] 1964). Public domain, from Wikimedia Commons, licensed under CC BY-SA 3.0.

which may be interpreted in lots of ways (and was, even by Darwin!). One way Darwin uses
this figure is to answer the question of why we don’t see continuous variation, but instead see
6. O’Hara (1993) was among the first to recognize how genealogical discordance challenged the very framing
of what is typically called the species problem. He concluded that the species problem was not something to solve,
but to “get over.” The ensuing years have vindicated his account.
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distinct groups of entities in biology (Darwin [1859] 1964). This figure helps him explain how,
in a system of descent with modification, processes of divergence and diversification, coupled
with selection, generate distinct groups. One natural reading of that is to treat those groups that
are products of those processes as taxa (typically species, but the reading may hold at other levels
of hierarchy too).
Notoriously, fleshing out precisely what sorts of groups of organisms should be treated as
species has been an ongoing source of disagreement. Just looking at Darwin’s figure, for example,
we might disagree on how inclusive we ought to be in grouping those products together as a
species. We also might disagree over what criteria we ought to use to determine which groups
are groups of species (as opposed to other kinds of groups), e.g., we might apply a principle
of interbreeding, or genetic exchange, or occupation of a shared ecological niche, or shared
common descent, etc.; sometimes these groupings will align, other times not. We might be
committed to a prospective approach that groups together as a species those things that we
think will continue to persist as groups; in contrast, adopting a retrospective approach identifies
as a species those groups that have historically held together by some specified criteria (Harrison
1998).
That is just a sampling of the many dimensions along which debates over the so-called
species problem can take shape, though I have no interest in rehashing that here (see Wilkins
2009, for a more exhaustive analysis). Instead, in this section I want to make the case that
genealogical discordance makes the species problem harder; it complicates and muddies that
debate by troubling what has been a background assumption of much of that debate. Let’s call
this the D&D assumption: that evolutionarily divergent lineages will be both distinctive (as
a group) and discrete (from other groups). The way genealogical discordance complicates this
assumption takes us back to where we began, to Phil Ward’s question of whether the branches
of our phylogenetic trees are too thin, and, in this context, encourage us to treat groups as more
discrete than they are.
Genealogical discordance challenges the underlying assumption that evolution is generating singular distinct and discrete groups as the products of evolution. To see this, consider again
figure 4, and how we might consider—in light of genealogical discordance—Darwin’s question
of why there are discrete groups rather than continuous variation in an evolutionary system.
Namely, do we still see discrete groups in the context of a system that also exhibits enormous
amounts of discordance? What kinds of groups do we see in a system like this? In what way
are they meaningfully discrete? What if multiple groups are being generated that are overlapping with one another in complex and interesting ways, perhaps even overlapping in dynamic
ways if we introduce a temporal element? This may mean that the groupings we identify are
multifaceted and complex in peculiar and surprising ways, but in ways that reflect the processes
of divergence and diversification that we are hoping to study and understand (see figure 5).
That’s pretty exciting, but it also means we may need to re-conceive just what sorts of groups we
ought to be looking for and including in our ontology, e.g., multidimensional objects that are
multiply decomposable and overlapping with other groups (Haber 2012; Conix 2018; Sterner,
forthcoming); or treating taxa as probabilistic clouds rather than as concrete categorical objects
(Maddison 1997). Clarke (2012) describes an analogous and adjacent issue as a ‘counting problem’; genealogical discordance complicates this problem, perhaps exponentially.
There’s a lot going on here, and to avoid getting bogged down in some of the details of the
debate I am going to keep the discussion at a bit of a high level while directing readers to where
the specifics of those debates may be pursued. Roughly: the D&D assumption is that divergent
lineages will be distinctive (as a group) and discrete (from other groups), and that this will be
reflected in species by an internal cohesion of parts that recurs over generational time. As with
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Figure 5: Incorporating genealogical discordance into systematic studies reveals complexity and details
otherwise obscured, e.g., including ILS in the analysis of the wild tomato clade (Pease et al. 2016, 5,
figure 2). This demonstrates the utility of taking seriously Phil Ward’s question of whether the branches
of phylogenetic trees are too thin, e.g., studies like these across a broad range of taxa and clades may
provide data to test hypotheses about macroevolutionary trends, e.g., whether plants evolve differently
than animals ( Jablonski 2017b). Figure copyright 2016 Pease et al., distributed under CC BY 4.0.

all things species, there are, of course, debates over what it means for a species to be cohesive,
and what that implies for what kinds of things species are. Those debates concern the epistemic
criteria for grouping (e.g., Cracraft 1992; Coyne and Orr 2004), the ontology of species (Barker
and Wilson 2010; Neto 2016), and how these activities are related on a diachronic scale (Queiroz
2007).
Franklin (2007) provides a good example of how genealogical discordance complicates the
D&D assumption and takes us back to the first framing question (of how genealogical discordance challenges our very conception of species). Franklin considers what species concepts
might apply to bacteria, with special attention paid to how discordance undermines applications of these concepts to microbial systems: “the occurrence of HGT undercuts claims that
gene exchange is responsible for unifying population lineages, as well as throwing into doubt
our understanding of just what these lineages are” (70). This echoes similar sentiments voiced
by many microbiologists (though see Galtier and Daubin 2008, for a dissenting view).
We can read Franklin’s argument as noting that genealogical discordance (especially HGT)
works against the emergence of distinctive and discrete groups at a level we would typically
identify as species. One response that may be offered to this is to observe that there are multiple
mechanisms working for and against the emergence of such groups, and that the expression of
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those various mechanisms (and their balance against one another) is far from universal across
clades. This suggests that the distinctiveness and discreteness of groups or levels of hierarchy
is an evolved feature of biological hierarchies that might not be expressed uniformly across the
entirety of biology. That is, ‘species’ as a level of lineage or group is an evolved character of
biological lineages and clades (Haber 2016) (and, where that level did emerge, it may have
done so in very different ways). Among other things, this supports a rank-free view of that
hierarchy (G. C. D. Griffiths 1974; Queiroz and Gauthier 1992; Ereshefsky 2001; Okasha
2011), and, more radically, lends credence to views that the groups that did evolve above the
level of organism may not be as similar or uniform as is often supposed (and, thus, may fail to
license inferences presuming that similarity) (Mishler 1999). 7
Franklin’s (2007) observation notwithstanding, variation across biology is not continuous,
and there are meaningfully distinct groups that reflect underlying biological processes and mechanisms. Yet, these groups are rarely, if ever, categorically and cleanly delineated. Much of that
‘messiness’ may be measured or expressed in terms of genealogical discordance, and this complicates how we determine which groups are meaningful groups at all, let alone species. Precisely
how genealogical discordance will shape the species debate is still an open question. But it is a
question that offers a rich research opportunity, and a sophisticated, nuanced treatment.
The upshot is that traditional, or, at least, naïve accounts of what taxonomic groups are
will be unlikely to survive as relevant or useful treatments in light of discordance. However,
it would be a mistake to think this entails the dissolution of meaningful groupings at all in
biology. Groups must be understood as complex, dynamic, and multi-dimensional, but that, in
turn, leads to a far richer understanding of evolutionary systems. These groups may fail to be
natural kinds, 8 but that hardly means they are not theoretically relevant, causally efficacious, or
explanatorily rich. It is, thus, a mistake to think that only groups that are natural kinds, or that
present clean categorical boundaries, are groups worth tracking, naming, or classifying (e.g.,
G. C. D. Griffiths 1974; Gauthier 1986; Queiroz 2007; Ereshefsky 2007; Haber 2016).
3.2

Scientific Practice

How has growing appreciation of genealogical discordance impacted scientific practice? Of systematics in particular? In this section I offer one answer to these questions, making the case that
genealogical discordance pushes us to revise a centrally important methodological commitment
in phylogenetics. To help see this, let’s start with an example.
Lin et al. (2010) compare six competing views on the phylogeny of Pinaceae genera and
subfamilies (figure 6). These phylogenetic hypotheses are in conflict, i.e., they display discordant
genealogical branching patterns. The traditional approach in cases like this is to resolve that
conflict, understood as identifying which one of the available hypotheses is the best supported. 9
That is hardly surprising, and follows from the central commitments of phylogeny reconstruction. Felsenstein (1988) states this with characteristic clarity, putting it plainly:
If each site in a set of sequences has changed only once in the evolution of a group,
then the newly-arisen base will be shared by all species descended from the lineage
in which the change occurred. If this were the case at all sites, then the sets of species
7. Haber (2013) suggests that Mishler’s point may hold for organisms as well.
8. Unless, of course, these groups are taken to be paradigmatic natural kinds, which instead entails revisions to
traditional accounts of natural kinds. Boyd (1999), P. E. Griffiths (1999), and Slater (2015), among others, adopt
this sort of strategy in developing their accounts of natural kinds. See Haber (2016) for a taxonomy of views around
natural kinds.
9. Or corroborated, if you hold to a particular philosophy of phylogenetic inference (Editors 2016).
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Figure 6: Pinaceae phylogeny (Lin et al. 2010, 505, figure 1, distributed under CC BY-NC).

having the new bases would be either perfectly nested or disjoint, never overlapping
unless one set of species was included in the other. It would be possible to erect a
tree on which we could explain the evolution of the group with only a single change
at each site. This can be done by inspection of the sets of species defined at each
varying site. If some of these sets of species overlap without being nested, then
there is conflict between the information provided by different sites. Most of the
interesting issues in phylogeny reconstruction are in how to resolve these conflicts. (524,
emphasis added)
The conflict described here by Felsenstein covers a lot of kinds of conflict we see in phylogenetics
(though, as is hopefully clear by now, not all the kinds of conflicts). Regardless, the highlighted
part of this passage captures an important commitment in phylogenetic inference, that the central task is to resolve conflicting phylogenetic signals. Traditionally, this has meant identifying
the single best-supported tree.
That is certainly an important methodological commitment about the goal of phylogenetic
analysis, and not one I am disputing here. However, I am suggesting that it needs to be revised in light of discoveries that the breadth and depth of genealogical discordance is far greater
than anticipated—so much so that genealogical discordance ought to be regarded as simply a
background feature of most, if not all, evolving systems. That is, I am proposing that this commitment of phylogeny reconstruction be revised as follows: “most of the interesting issues in
phylogeny reconstruction are in how to resolve or reconcile these conflicts.” 10
10. This follows Nakhleh (2013), who uses reconcile or reconciliation to describe cases where genealogical discordance is the product of one of the modes described above.
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The change this revision implies is subtle but impactful. When faced with conflicting information about phylogenies, phylogeneticists now must consider two different possible kinds
of explanations. On the one hand, the conflict might be resolved in favor of one or the other
phylogenies. This involves testing competing phylogenetic hypotheses for that which is best
supported (on competing models of phylogenetic inference). This approach reflects the methodological commitment as previously understood (and articulated by Felsenstein). 11
On the revised commitment, and in recognition of genealogical discordance, phylogeneticists should also consider whether the conflict might be reconciled as reflecting the outcome of
genealogical discordance; i.e., whether the conflict is a product of the underlying processes of
lineage generation that can produce discordance. That is, that the conflicting patterns correctly
reflect the multiple histories a complex lineage might contain.
This is not to criticize Lin et al. (2010). I have no evidence nor have I analyzed their data
to determine whether a discordant explanation of reconciliation better explains the data than
resolving the conflict; on the contrary, the study looks like a model of careful, good work that
nicely reflects the central methodological commitments of phylogenetics. Rather, it is a testament to how quickly science can shift that a study done in 2010 can now be viewed as working
in a rather narrower framing question than we might now expect. 12
An appreciation of genealogical discordance complicates what was a reasonable methodological commitment less than a decade ago. It is an example of a shift in commitments in a
research community, and, I believe, how our expectations of scientific methodology may advance
or progress in response to empirical discoveries as well as conceptual and theoretical advances.
Because it enriches our understanding of evolutionary systems and explains a greater amount of
data in response to disruptive challenges, I call advances like these productive disruptions.
Advances in our understanding of genealogical discordance mean that a study like Lin et
al.’s (2010) now include the possibility that what appear to be conflicts may be reconciled by
appeal to genealogical discordance. Hailer et al. (2012) do just this in their study of polar bears
(figure 7). The conflict between mtDNA and nDNA is reconciled by appeal to a hypothesized hybridization event; i.e., they provide an alternative (reconciliation) explanation which includes genealogical discordance, rather than an (resolving) explanation that explains away the discordant
phylogenies in favor of one tree, and the explanation is richer for it. Similarly, Willyard, Cronn,
and Liston (2009) argue that patterns of incongruence in ponderosa pine nDNA and chloroplast haplotypes are best explained by introgression followed by a genetic bottleneck (rather
than incomplete lineage sorting, or other modes of genealogical discordance), concluding that
single-locus analyses risk missing these biologically relevant patterns. Pease et al. (2016) (figure
5) provide another example of the richness of adopting a broader framing question, though in
this case it is incomplete lineage sorting (rather than introgression) that provides that richer and
more complex explanation. These represent marked shifts in how apparent conflicts in phylogenetic signals are considered by researchers over the past decade. 13
To be very clear, this is not a call to reject the methodological commitment of resolving
conflict (selecting one hypothesis over another). This remains a deeply important and fruitful
approach to phylogenetic analysis, and I am not calling for it to be abandoned in favor of looking
to explain conflict as the product of genealogical discordance. Rather, it is a matter of being
11. Notably, nothing in Felsenstein (1988) rules out the expanded sense of this commitment, and he is certainly
aware of it (and only more so as genealogical discordance has become more generally recognized).
12. Revisiting previous phylogenetic hypotheses using new methods and/or new data is standard practice in
systematics. Indeed, the same lab did just this for Pinaceae (Sudianto et al. 2016).
13. These examples are, arguably, exemplars of Lloyd’s (2015) characterization of how the logic of the research
question can limit or enrich scientific studies.
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Figure 7: In explaining the apparent conflict between mtDNA and nDNA in polar bear phylogenies,
Hailer et al. (2012) embody the employment of reconciliation rather than resolving strategies. The availability of these different modes of explanation represent an expansion of a central commitment of phylogenetic inference. From Hailer et al. 2012, 345, figure 1a, b, d, reprinted with permission from AAAS.

sensitive to the sorts of conditions underlying potential conflicts, and applying the right sorts
of methodological and analytical tools to identify explanations for those incongruences. 14
Incongruence between molecular and morphological data, for example, may be explained
as the result of convergent evolution. In those sorts of cases, molecular data may better reflect
resemblance due to common descent, as opposed to resemblance due to convergent evolutionary
pressures, and resolving (rather than reconciling) the conflicting data might be justified (Moore
and Willmer 1997; San Jose et al. 2018). In other cases, the underlying patterns of incongruence
may suggest a mechanism of genealogical discordance. A methodological challenge is identify14. This is reminiscent of previous episodes of methodological advancements in phylogenetics. For example,
Felsenstein (1978) famously identified conditions under which parsimony methods would return positively misleading errors. Hillis, Huelsenbeck, and Cunningham (1994), among others, tested this observation using empirical and simulation studies. Much of the recent literature exploring genealogical discordance and phylogenetic
inference can be understood in the same vein (e.g., Degnan and Rosenberg 2006).
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ing what patterns of conflict are good candidates for reconciliation (as products of genealogical
discordance) or resolving (in favor of one phylogenetic pattern over others). Degnan and Rosenberg (2006) do just this, identifying patterns and conditions characteristic of incomplete lineage
sorting.
Much more could be said about how genealogical discordance impacts phylogenetic methods for investigating species relationships. In an important sense, the revision I propose here
is not an abandonment of the goal of identifying the best-supported tree. It’s just to expand
what might count as a best supported tree, and to include trees exhibiting discordance among
that group. As the polar bear and tomato cases demonstrate, the upshot is a richer account of
speciation, divergence, and diversification.
3.3

Lineage Divergence and Diversification

One way to think about the field of systematics is as a field concerned with investigating the
divergence and diversification of lineages. In this section I aim to explore a bit how genealogical
discordance impacts that investigation.
Simply put, genealogical discordance can play a biologically significant role in the history of
a biological system, and that role will be reflected in the patterns and products of divergence and
diversification of that system. Identifying those products and reconstructing those patterns provide important data as we seek to understand that system. The different modes of genealogical
discordance involve a wide range of biological patterns and processes, ranging from those found
in population genetics (e.g., ILS), to development (e.g., gene duplication and loss; recruitment
of exogenous parts; symbiosis), to ecological factors (e.g., hybridization; niche and epigenetic
inheritance). The upshot is that the study of genealogical discordance acts, in many ways, as the
nexus of different fields of biology. 15 Let’s unpack this a bit.
The previous two sections considered how genealogical discordance impacts taxonomic and
phylogenetic projects. The former considered how genealogical discordance enriches and complicates our taxonomic ontology; the latter how it enriches and complicates the practice of reconstructing phylogenies. These phylogenetic and taxonomic projects, though, are not independent
of one another, and it will be helpful to recast the response to the framing questions of those
sections with that in mind.
To wit, phylogenetic inference is about patterns, but patterns of what? Traditionally, of
species, but, as described in §3.1, phylogeneticists have grown far more sophisticated about this
(and wary, as questions about what species are can easily grow into distractions). Moreover,
tracking gene lineages against population-level lineages (among other contrasting lineages) has
revealed important patterns of diversification and divergence that might otherwise be obscured.
One way we might usefully reframe the question ‘What we are tracking patterns of?’ is by
simply noting that we are tracking the patterns of the units of divergence and diversification,
whatever those units may end up being (and without defining them ahead of time). Moreover,
these units of divergence and diversification may be parts of other units, 16 which may in turn
be: taxonomic units; units of selection, or evolution, or development; or themselves units of
divergence and diversification, etc. Which units are of interest will depend on what questions
we are pursuing, what systems we are studying, and what level of resolution we think is relevant
to those research programs (O’Hara 1993).
15. Minelli (2009) describes something like this in what he calls a ‘Phylo-evo-devo’ approach; see Laurin and
Germain (2011) and Kin et al. (2015) for examples putting this approach into practice (though they are not described in detail here). Likewise, Jablonski (2017a, 2017b) recognizes how an integrated approach like this is central
to the study of macroevolutionary trends, e.g., the origin and sorting of variation across clades.
16. Indeed, it may be that they must be parts of other units.
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One lesson we ought to take from genealogical discordance is that we must be sophisticated
about when we may treat units of divergence and diversification as simple proxies for the larger
units that they are a part of; if those more inclusive units are complex multilevel lineages, for
example, than treating their parts as simple proxies may obscure important features and histories
of those more inclusive units. The lineages that are parts of those units will not necessarily track
each other faithfully. In this way, genealogical discordance is a feature of the ways the parts and
wholes of biological lineages relate to one another through the different processes of divergence
and diversification.
We can return to the framing question for this section identified at the beginning of this
paper: “How do lineages at different levels diverge and diversify?” There won’t be a simple answer
to this, but we are now in a position to recognize that genealogical discordance will play a
central role in how we respond to it, and enrich our understanding and study of divergence
and diversification. Increasingly, this also requires working at the interface of multiple fields
of biology, because units of divergence and diversification are found across levels and scales of
biology.
This is exciting. It requires bringing together evolutionary, developmental, and phylogenetic
approaches (at least). Examples of this are emerging, and it’s helping to advance theoretical, empirical, and conceptual work in biology. This might include something as straightforward as
applying phylogenetic methods to developmental biology, which may be used to reciprocally
illuminate studies of ontogeny as well as refine phylogenetic methods (e.g., Salipante and Horwitz 2006; Laurin and Germain 2011). Or it may be a deeper integration of fields that fuse
approaches for investigating units and patterns of divergence and diversification to interrogate
and reframe research problems at the intersection of different disciplines.
Arendt et al. (2016) provide a good example of how this integrated approach may be embodied to provide foundational conceptual resources. Their review of cell type evolution treats
cell types as “evolutionary units” that may be developmentally expressed in a broad range of
organisms. They argue that this is “analogous to the conceptual transition from Linnean [sic] to
evolutionary classification at the species level and should be equally beneficial” (754). Though
Arendt et al. see payoffs in comparative cell biology, and the development of tools to facilitate
tracking cell types across and within species, they also see a broad range of rich research problems stemming from their approach that employ the very same conceptual and methodological
issues discussed here around genealogical discordance. Indeed, this is particularly notable in
their recognition of how understanding discordance can help illuminate both the units and patterns of divergence and diversification found in comparative cell biology:
Another challenging area is the co-analysis of cellular identity and developmental
lineage. Our model of sister cell type evolution suggests that there can be discordance between evolutionary and developmental lineage. To understand this discordance will require the careful distinction of cell types across different developmental
stages and lineages. (755)
Liebeskind et al. (2017, see figure 8) employ the Arendt et al. model of cell-type evolution,
demonstrating how genealogical discordance presents an opportunity for novel advancement
at the interface of disciplines. In this case, it is teams of biologists from different disciplines
collaborating and using the patterns of discordance between evolutionary and developmental
lineages to investigate the evolution of animal neural tissue.
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Figure 8: Genealogical discordance of the expression of cell type differentiation and population lineages
reveals insights about the evolution of the development of specialized tissues (in this case animal neural
tissue). From Liebeskind et al. (2017, 392, figure 6, reproduced with permission of Annual Reviews via
Copyright Clearance Center).

These and other sorts of questions about divergence and diversification of lineages at different levels may also provide data for studying the generation and sorting of variation within
and across clades. Whether different modes and patterns of genealogical discordance are differentially expressed in different clades is an empirical, macroevolutionary question about trends
of divergence and diversification. Identifying those cross-clade patterns requires a synthetic ex OPEN ACCESS - PTPBIO.ORG
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amination across multiple fields of biology (see Jablonski 2017a, 2017b), as would potential
systematic explanations of those patterns.
This is all to suggest that the framing question for this section, “How do lineages at different
levels diverge and diversify?,” is really at the intersection of the previous two sections. Though
this section is a bit more speculative than the prior two, there are already good indications that
genealogical discordance is functioning as a fruitful nexus for integrated approaches to studying
divergence and diversification across scales and levels of biology.

4

Summary & Conclusion

This paper began by recalling Phil Ward’s question, “Are the branches of phylogenetic trees
too thin?” I presented this as a prompt to pay attention to the internal structure of lineages, and
what that might tell us about systems of divergence and diversification. Ward’s question was prescient, as I aimed to demonstrate by considering how the growing appreciation for genealogical
discordance has impacted our study of species. To do this, I used three framing questions:
• How, if at all, does genealogical discordance challenge, modify, or revise how we conceive
of species?
• How has growing appreciation of genealogical discordance impacted scientific practice?
Of systematics in particular?
• How do lineages at different levels diverge and diversify?
To the first of these, genealogical discordance makes the species problem harder. It complicates
and muddies taxonomic ontology by troubling what has been a background assumption of much
of that debate: that the products of divergence and diversification are straightforwardly distinctive and discrete groups. Instead, we are discovering that the breadth and scope of genealogical
discordance is far greater than might have been appreciated a generation ago. However, it would
be a mistake to think that this entails there are no meaningful groups or groupings in taxonomy.
Rather, it requires a sophisticated approach to one of Darwin’s framing questions: Why don’t
we see continuous variation in nature? In light of genealogical discordance, I suggested that
interrogating this research question demands treating taxonomic groups as complex, dynamic,
multi-dimensional lineages, and that this, in turn, leads to a far richer understanding of evolutionary systems.
An appreciation for the internal structure of lineages is also providing rich opportunities for
advancement in phylogenetic inference. Different modes of genealogical discordance generate
distinctive patterns that we are increasingly able to identify and use as data for more precise
and richer phylogenetic reconstructions. This amounts to a revision of a centrally important
methodological commitment in phylogenetics. Namely, when faced with conflicting data, phylogeneticists should consider whether that conflict may be reconciled by appeal to genealogical
discordance, in addition to the traditional strategy of resolving that conflict in favor of one tree
or another. This is an expansion of explanatory strategies available to phylogeneticists that has
the potential to generate hypotheses that more precisely reconstruct the internal structures of
phylogenies. This expansion of explanatory strategies provides phylogeneticists with new sets of
tools for reconstructing multilevel patterns of divergence and diversification.
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Taken together, this means that genealogical discordance enriches and complicates our taxonomic ontology, as well as the practice of reconstructing phylogenies. The different modes of genealogical discordance involve mechanisms and processes across the scales and levels of biology.
This means that the patterns and products generated by these modes are going to be expressed
at the intersection of many fields of biology, from developmental biology to macroevolution.
Gaining a greater understanding of genealogical discordance means drawing on these different
fields in order to refine our phylogenetic methods and to sharpen how we conceive of the units
of divergence and diversification. In turn, these tools and resources are being employed in integrated multidisciplinary studies across biology. This is a good thing, and it presents new avenues
for advancement in phylogenetics, while pressing us to reframe some of the central questions
and commitments of phylogenetics.
Biology is messy. We rarely find categorical boundaries or clean, isolated processes. That
can make it difficult for biologists, because it is often strategically wise to isolate the systems we
seek to study, and to simplify the research questions we pursue. To recognize discordance is to
recognize that this messiness is amplified. Yet this is also a great opportunity for biologists, and
it is worth pausing to appreciate the new conceptual and methodological tools being developed
that will continue to advance our understanding of these complex systems.
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