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ABSTRACT
We derive tractable criteria for the consistency of Bayesian tree reconstruction procedures, which constitute
a central class of algorithms for inferring common ancestry among DNA sequence samples in phylogenetics.
Our results encompass several Bayesian algorithms in widespread use, such as BEAST, MrBayes, and
RevBayes. Unlike essentially all existing asymptotic guarantees for tree reconstruction, we require no
discretization or boundedness assumptions on branch lengths. Our results are also very flexible, and easy
to adapt to variations of the underlying inference problem. We demonstrate the practicality of our criteria
on two examples: a Kingman coalescent prior on rooted, ultrametric trees, and an independence prior on
unconstrained binary trees, though we emphasize that our result also applies to nonbinary tree models. In
both cases, the convergence rate we obtain matches known, frequentist results obtained using stronger
boundedness assumptions, up to logarithmic factors. Supplementary materials for this article are available
online, including a standardized description of the materials available for reproducing the work.

ARTICLE HISTORY
Received October 2022
Accepted March 2025

KEYWORDS
Bayesian methods;
Coalescent process;
Phylogenetic tree; Posterior
consistency

1. Introduction

Reconstructing the genealogical tree of a sample of DNA
sequences is a central task in phylogenetics. Genealogies cannot
usually be observed directly, but they are informative about
the evolutionary history of the population and encode the
positive correlations among the samples brought about by
common ancestry. There are many well-established methods
for constructing a genealogy from a sample of sequences.
Some recent contributions include parsimony- or consensus-
based methods (Sayyari and Mirarab 2016; Zhang et al. 2018),
maximum likelihood methods which seek to maximize the
likelihood of the observed sample under a given generative
model of DNA sequence diversity, possibly subject to reg-
ularization (Stamatakis 2006; Zhang, Dinh, and Matsen IV
2021), and Bayesian methods which seek to compute (or,
more practically, sample from) the posterior distribution of
genealogical trees given sequences observed at their leaves
(Borges and Kosiol 2020; Ronquist et al. 2012; Suchard et al.
2018). For introductions to mathematical and computational
phylogenetics, see Semple and Steel (2013) and Warnow (2017).

Our focus is consistency of Bayesian tree reconstruction pro-
cedures. Informally, a procedure is consistent if, in the absence
of model error, it recovers the true, data-generating genealogical
tree with certainty in an idealized, infinite-data limit, which we
take to be the length of the observed sequences. Consistency is
widely regarded as a minimal reliability criterion for Bayesian
inference, and general conditions for it have been established:
see for example Schwartz (1965). When consistency fails, patho-
logical results such as posterior distributions which express ever-
increasing confidence in an incorrect model can arise (Freed-
man and Diaconis 1983).

CONTACT Alisa Kirichenko alicekirichenko@optiver.com Optiver, Strawinskylaan 3095, 1077 ZX Amsterdam, The Netherlands.
∗Current affiliation: School of Mathematics, Statistics and Physics, Newcastle University, Newcastle upon Tyne, UK..

Consistency of tree reconstruction has been established for
many consensus methods (Markin and Eulenstein 2021, and
references therein), as well as maximum likelihood methods
with (Dinh et al. 2018; Zhang, Dinh, and Matsen IV 2021)
and without (Roch and Sly 2017) regularization. These results
rest on a variety of strong assumptions: Roch and Sly (2017)
assume that branch lengths take values in a discrete, finite set
which is known a priori, Dinh et al. (2018) require branch
lengths to be bounded above and away from zero, while Zhang,
Dinh, and Matsen IV (2021) assume branch lengths are only
bounded from above. Consistency in the Bayesian setting has
also been established, but only for the tree topology, treating
branch lengths as nuisance parameters (Steel 2013).

Our contribution is to establish Bayesian posterior con-
sistency jointly for the tree topology and its branch lengths,
regarding branch lengths as quantities of interest rather than
nuisance parameters. Our approach requires no boundedness
or discretization assumptions. Moreover, we demonstrate that
phylogenetic tree models are amenable to standard tools of
Bayesian asymptotic theory (Ghosal, Ghosh, and van der Vaart
2000), whereas the results of Steel (2013) were established using
bespoke arguments for genealogical trees. Our method is highly
flexible, and can be easily applied to for example tree models
with nonbinary branching and hence a variable number of
edges, and to constrained models such as ultrametric trees.
Our results apply directly to several prominent Bayesian tree
inference packages: MrBayes (Ronquist et al. 2012), BEAST
2 (Bouckaert et al. 2019), and RevBayes (Höhna et al. 2016).

We demonstrate the utility of our result on two examples:
unrooted, binary trees with independent branch lengths, and
rooted, ultrametric binary trees with a Kingman coalescent prior
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(Kingman 1982). In both cases we obtain a convergence rate of
(log k)3/4+β/2/

√
k for any β > 1, where k is the length of the

observed DNA sequences, matching known rates for maximum
likelihood procedures up to logarithmic corrections (Dinh et al.
2018, Theorem 5.2).

The rest of the article is structured as follows. In Section 2
we recall the general Bayesian posterior consistency theorem of
Ghosal, Ghosh, and van der Vaart (2000, Theorem 2.1) which
will serve as our main mathematical tool. We will also introduce
the state space and likelihood model for our genealogical trees.
In Section 3 we state and prove our main results by providing
tractable consistency criteria on Bayesian tree priors. Section 4
concludes by demonstrating that two examples of standard pri-
ors satisfy our criteria, and Section 5 concludes with a discus-
sion. Proofs of results are postponed to Sections 6 and 7.

2. Preliminaries

2.1. Bayesian Posterior Consistency

Let P = {Pθ }θ∈� be a collection of probability distributions
with common support Z and corresponding probability densi-
ties {pθ }θ∈� relative to a given dominating measure. Let Z(k) =
(Z1, . . . , Zk) be a vector consisting of independent and identi-
cally distributed random variables with common distribution
Pθ0 for θ0 ∈ �. Finally, let z(k) = (z1, . . . , zk) denote a vector
arising as the observed value of Z(k), and let � be a prior
distribution on P . Under appropriate identifiability conditions,
we can always define a prior � on P using a prior �̃ on the
set �, and push it forward to P via the mapping θ �→ Pθ .
Throughout the article we will slightly abuse the notation by
using � to denote both priors.

The central object in Bayesian inference is the posterior
distribution, defined for A ∈ B(�) as

�(A|z(k)) :=
∫

A pθ (z(k))�(dθ)∫
�

pθ (z(k))�(dθ)
.

For a sequence εk → 0, the posterior is said to contract around
the truth Pθ0 at a rate εk if

�(dH(Pθ , Pθ0) > Mkεk | Z(k)) → 0 (1)

as k → ∞ in Pθ0 -probability for every sequence Mk → ∞,
where dH is the Hellinger distance,

dH(Pθ , Pθ0) := 1
2

∫
Z

(√
pθ (z) − √

pθ0(z)
)2

dz.

In order to establish posterior consistency criteria and derive
contraction rates for phylogenetic tree priors, we are going
to employ the general machinery first introduced by Ghosal,
Ghosh, and van der Vaart (2000). More specifically, we use
Theorem 8.9 from Ghosal and van der Vaart (2017). Consider
the following statistical distances: for Pθ0 , Pθ ∈ P , let

KL(Pθ0 , Pθ ) :=
∫
Z

log
(

pθ0(z)
pθ (z)

)
Pθ0(dz),

V0(Pθ0 , Pθ ) :=
∫
Z

log2
(

pθ0(z)
pθ (z)

)
Pθ0(dz) − [KL(Pθ0 , Pθ )]2

be, respectively, the Kullback–Leibler divergence and the cen-
tered second Kullback–Leibler variation. Additionally, for a set
A ⊆ P and ε > 0 let N(ε, A, dH) be the ε-covering number of
A with respect to dH . Then the following result holds.

Theorem 1 (Theorem 8.9 of Ghosal and van der Vaart 2017).
Suppose there exist sets Pk ⊆ P , sequences εk → 0 and ζk → 0
such that kζ 2

k → ∞ and ζk ≤ εk, as well as a constant C > 0
such that

�(P\Pk) ≤ exp(−(C + 4)kζ 2
k ), (2)

log N(εk/2,Pk, dH) ≤ kε2
k , (3)

�(Pθ : KL(Pθ0 , Pθ ) ≤ ζ 2
k , V0(Pθ0 , Pθ ) ≤ ζ 2

k ) ≥ exp(−Ckζ 2
k ).

(4)

Then the posterior �(·|z(k)) converges to the data-generating
distribution Pθ0 at rate εk.

Remark 1. Assumption (8.2) of Ghosal and van der Vaart (2017)
is omitted in the theorem statement above. That is because it is
satisfied by the Hellinger distance dH whenever the underlying
collection of models P is identifiable (Ghosal and van der Vaart
2017, Proposition D.8). We will work in the Hellinger metric and
assume identifiability throughout; see (10).

Remark 2. The premise of Theorem 1 is that the observations
z(k) are iid draws from Pθ0 , but the prior � can depend on k. This
fact will be essential in later sections, where we apply Theorem 1
to phylogenetic trees in settings where the number of leaves in
the latent tree increases with the amount of observed data.

The main (and the strongest) condition of the theorem is
the so-called prior mass condition (4), which ensures that we
put sufficient prior probability mass near the true density pθ0 .
Here the proximity to the truth is measured through Kullback–
Leibler divergence and the second Kullback–Leibler variation.
The condition is usually satisfied when the prior has exponential
tails. The entropy condition (3) is the other main determinant of
the contraction rate. It bounds the complexity of the sieves Pk
which contain the majority of the prior probability mass. The
latter is ensured by the remaining mass condition (2).

2.2. A State Space of Trees

Consider a tree with a fixed number n ∈ N of leaves, and let
Tn denote a finite set of possible topologies. For each T ∈ Tn,
let m(T) ∈ N be the number of degrees of freedom required to
specify the branch lengths of T, and let

(ψT(x1, . . . , xm(T))(u,v))(u,v)∈T =: (ψT(x1:m(T))(u,v))(u,v)∈T

be the mapping from variables specifying those degrees of
freedom, x1:m(T) ∈ (0, ∞)m(T), to the lengths of branches
((u, v))(u,v)∈T , where (u, v) denotes a branch between two nodes
u, v of the tree T. When the length of the vector x1:m(T) is
clear from context, we will often omit the subscript and write
x to lighten notation. We will also denote by I(T) the set of
internal or non-leaf nodes of T. For a given topology T, a branch
(u, v) ∈ T will be called external if either u or v is a leaf, and
the set of external branches will be denoted by Ex(T). Finally,
let m∗

n := maxT∈Tn{m(T)}.
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Figure 1. A binary, ultrametric tree T with n = 5 leaves. Time runs forward from the root u0 = 9 toward the leaves. We require m(T) = 4 holding times, x1, . . . , x4, to
specify the branch lengths; for example, the branch from node 8 to 6 has length ψT (x)(8,6) = x2 + x3. The alleles at k = 3 sites taking values in H = {0, 1} are drawn
independently from distribution r(·) at the root and mutate according to a Markov jump process with rate matrix Q along the branches of T . We only observe an allele at
the leaves so integrate over possible states at the internal nodes I(T) = {6, . . . , 9} in calculating the likelihood (5).

This somewhat abstract description encompasses a broad
range of tree models, such as those where the degree of tree
nodes is not fixed and the number of edges varies by topology. It
also encompasses both rooted and unrooted trees, and can easily
incorporate constraints, such as a requirement that trees be
ultrametric. Figure 1 illustrates our notation on an ultrametric
tree, and examples of the state space construction are presented
in Sections 4.1 and 4.2. These examples consist of binary trees,
but multifurcating trees could also be considered by taking Tn
to be, say, the set of all unrooted trees with n leaves. Then m(T)

can be taken to be the number of edges in T ∈ Tn, which
depends on the number and size of multifurcations. Similarly,
ψT can be taken to be the identity function by imposing and
ordering of edges (u, v) ∈ T matching that of the vector x. In
this way, the model selection problem of whether a tree contains
multifurcations, as studied by Zhang, Dinh, and Matsen IV
(2021), can be recast as a single Bayesian inference problem with
a prior distribution supporting both binary and multifurcating
trees.

We assume the set Tn, as well as the maps m(·) and ψT(·), are
known a priori, and that ψT is invertible for each T. Then, our
state space of trees is

�(n) := {(T, x) : T ∈ Tn, x ∈ (0, ∞)m(T)}.

2.3. A Model of Evolution on Trees

Consider a fixed tree (T, x) ∈ �(n). We assume that the state,
or allele of each leaf is observed at k ∈ N sites. All sites evolve
conditionally independently along the branches of the common
genealogical tree. At a given site, the root of the tree is assigned a
random allele a among a finite set of alleles H from a distribution
r(·). Then, alleles are propagated toward leaves along branches
according to the law of a Markov jump process with irreducible
rate matrix Q = (Qα,β : α, β ∈ H). These dynamics give rise to
the single-site likelihood

P(T,x)(a) :=
∑

a∗∈H|I(T)|
r(a(u0))

∏
(u,v)∈T

exp(ψT(x)(u,v)Q)a(u)a(v) ,

(5)

where ψT(x)(u,v) is the length of the branch connecting nodes
u and v, a is the vector of observed alleles at the n leaves, and
the sum is over all non-leaf alleles in the extension, denoted a∗,
which tracks alleles at the internal nodes of the tree as well. The
allele at node u is denoted by a(u), with u0 corresponding to the
root. Figure 1 illustrates this mutation process on a rooted tree.

The likelihood (5) depends on the position of the root, but
can be extended to unrooted trees provided that the Markov
jump process with rate matrix Q is r-reversible. In that case,
Felsenstein (1981) showed that the position of the root does not
affect the value of (5), and hence can be set arbitrarily. He also
presented an efficient algorithm for evaluating (5), which applies
to both the reversible and rooted, nonreversible cases. Likeli-
hoods for multiple sites are products of terms of the form (5):

P(T,x)(a1, . . . , ak) :=
k∏

i=1

∑
a∗

i ∈H|I(T)|
r(a(u0)

i )

×
∏

(u,v)∈T
exp(ψT(x)(u,v)Q)a(u)

i a(v)
i

.
(6)

In order to use Theorem 1, we need upper bounds on the
Kullback–Leibler divergence and centered second Kullback–
Leibler variation corresponding to (6). To that end, we show
that both distances can be bounded by a Euclidean distance
between x and x0 under suitable conditions on the lengths of
tree branches, when the topology is fixed. We first introduce
some new notation. Let |Q| be the matrix whose entries are the
absolute values of those of Q. Let

η := min
α,β∈H

{Qα,β : Qα,β > 0},

γ := max
α,β∈H

{|Qα,β |},

w := min{j ∈ N : min
α,β

{(|Q|j)α,β} > 0},

be the least positive entry of Q, the entry of Q with maximal
magnitude, and the least number of steps in which the mutation
Markov chain with generator Q can reach any state from any
other with positive probability, respectively. The last is guaran-
teed to exist since Q is a finite, irreducible matrix (Norris 1997,
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chap. 1, Theorem 1.2.1). For f > 0, g > 0, and a tree topology
T ∈ Tn, let

Lf (T) := {
x ∈ (0, ∞)m(T) : min

(u,v)∈Ex(T)
{ψT(x)(u,v)} > f

}
,

Ug(T) := {
x ∈ (0, ∞)m(T) : max

(u,v)∈T
{ψT(x)(u,v)} < g

}
,

be the respective events that lengths of external branches are
bounded below by f , and that the lengths of all branches are
bounded above by g. The complements of these events are
denoted as Lc

f (T) and Uc
g(T), respectively.

Lemma 1. Suppose ψT(·) is differentiable for each T ∈ Tn, and
that

max
T∈Tn

max
i∈{1,...,m(T)}

∣∣∣∂ψT
∂xi

(x)

∣∣∣ =: ‖∂ψ(n)‖∞ < ∞.

Define

Bn := A‖∂ψ(n)‖∞(n − 1)Bn

:= 4γ w!
minα∈H{r(α)}

‖∂ψ(n)‖∞(n − 1)|H|n−1

minα∈H,t≥0{exp(Qt)αα}n−2ηnw ,
(7)

where A > 0 and B > 0 are constants independent of n. Then,
for 0 < f < 1/(2η),

KL(T0, x0; T0, x) ≤ Bnf −nw‖x − x0‖2, (8)
V0(T0, x0; T0, x) ≤ B2

nf −2nw‖x − x0‖2
2, (9)

as long as x, x0 ∈ Lf (T0).

3. A Contraction Theorem for Posteriors on Trees

Consider a prior distribution �(n) on �(n), and n observed
sequences at k sites with respective allele configurations
(a1, . . . , ak). From now on we assume the identifiability
condition

Pθ0 = Pθ ⇒ θ0 = θ . (10)

Remark 3. The identifiability condition (10) is known to hold
for a number of standard phylogenetic tree models (Steel and
Székely 2007, 2009). A typical failure mode of (10) arises when
entries of the matrix Q are part of the inference problem,
whereupon a model only distinguishes compound products
Q(ψT(x))(u,v) of rates and branch lengths. The typical solution
is to reparameterize the model with these products directly.

Let the data-generating tree be (T0, x0), and let

f̃n := min
(u,v)∈Ex(T0)

{ψT0(x0)(u,v)/2} ∧ 1/(2η).

Theorem 2. Suppose (10) holds, and that n is either bounded
as k → ∞, or that if n = nk with limk→∞ nk = ∞, then
there exists an infinite-leaf tree from which the sequence of data-
generating trees are obtained as nested restrictions to nk leaves,
for each k. Suppose further that there exist sequences εk → 0
and ζk → 0 such that kζ 2

k → ∞ and ζk ≤ εk, sequences fk → 0
and gk → ∞ such that( gk

ε2
kf nw

k

)m∗
n exp(−kε2

k) ≤ 1
|Tn|(4Bn)m∗

n
, (11)

and a constant C > 0 such that
�(n)(∪T∈Tn{Lc

fk(T) ∪ Uc
gk

(T)}) ≤ exp(−(C + 4)kζ 2
k ), (12)

�(n)(T0)�
(n)(x ∈ Lf̃n(T0) : ‖x − x0‖2 ≤ B−1

n f̃ nw
n ζ 2

k | T0)

≥ exp(−Ckζ 2
k ). (13)

Then the posterior �(n)(· | a1, . . . , ak) converges to (T0, x0) at
rate εk as k → ∞.

Theorem 2 gives sufficient conditions for posterior consis-
tency and a general tool for deriving posterior contraction rates.
Notice that conditions (11)–(13) can be matched one-to-one to
the conditions in Theorem 1 by defining the sieves

�
(n)

k := {(T, x) : T ∈ Tn, x ∈ Lfk(T) ∩ Ugk(T)}, (14)
which corresponds to selecting the trees that have a lower bound
on the lengths of the external branches and an upper bound
on all the branch lengths. Then (11) ensures that the entropy
condition (3) is satisfied, while (12) and (13) correspond to the
remaining and the prior mass conditions, respectively.

The requirement of a nested sequence of data-generating
trees in Theorem 2 ensures that there is a well-defined limit
object around which the posterior can converge as n, k → ∞. In
order to prove convergence, we require k to grow rapidly enough
with n so that (11)–(13) can be shown to hold. The examples in
Section 4 illustrate this requirement.

4. Examples

In this section we show that the conditions of Theorem 2 hold for
two popular priors: the Kingman coalescent prior for ultramet-
ric trees, and a uniform topology prior with independent expo-
nential branch lengths on unconstrained trees. Both settings will
use the following elementary lemma.

Lemma 2. Let (X1, . . . , Xn) be random variables with marginal
laws Xi ∼ Exp(λi). For any f , g > 0,

P(Xi < f ) ≤ λif
[

1 + λi
2

f
]

,

P(max{X1, . . . , Xn} > g) ≤ n exp(− min{λ1, . . . , λn}g).

4.1. Kingman Coalescent Prior

Let T K
n be the set of ranked topologies of rooted binary trees

with n labeled leaves, of which there are
(n

2
)(n−1

2
) · · · (2

2
) =

2−n+1(n!)2/n ∼ 4π [n/(
√

2e)]2n. A ranked topology specifies
both the binary mergers which take place, and the order in which
they occur. To ensure the prior places full mass on ultrametric
trees, it is convenient to parameterize branch lengths by the n−1
holding times between mergers, x ∈ (0, ∞)n−1, so m(T) ≡ n−1
for all T, and

ψT(x)(u,v) =
∑

j∈{1,...,n−1}:xj∈(u,v)
xj, (15)

where xj ∈ (u, v) means that holding time xj contributes to the
length of branch (u, v). See Figure 1 for an illustration. Let

�K,n(T, x) := exp
(

−
n−1∑
i=1

(
n − i + 1

2

)
xi

)
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denote the Kingman coalescent prior (Kingman 1982) on
�K,n := T K

n × (0, ∞)n−1. It is obtained by initializing n
disconnected leaf lineages from time zero and merging each pair
at rate 1 until their most recent common ancestor is reached.
The resulting distribution on trees is uniform over ranked
topologies, and has independent holding times Xi ∼ Exp(

(i+1
2

)
)

for i ∈ {1, . . . , n − 1} governing its branch lengths.
Corollary 1 considers a sequence of trees tending to an

infinite-leaf limit. The fact that such a limit exists is a well-known
consistency property of the Kingman coalescent (Kingman
1982, Theorem 3), and we denote its law by �K . Indeed, a
Kingman coalescent tree with n leaves can be extended to one
with n + 1 leaves by splitting a randomly chosen leaf into
two, and extending all external branches (including the two
zero-length ones just created by the split) by an independent
Xn ∼ Exp

((n+1
2

))
. This ordering of holding times, where xn−1

is the time until the first merger when there are n leaves, and
x1 is the holding time between the last two mergers, is depicted
in Figure 1. For an infinite-leaf tree (T, x) ∈ T K

N
× (0, ∞)N, let

(T, x)|n = (T|n, x|n) be the restriction of the ranked topology
to the first n leaves with branch lengths determined by holding
times x|n = (x1, . . . , xn−1).

Corollary 1. Suppose (T0, x0) is an infinite-leaf tree in the
support of �K , and that the data-generating sequence of trees
is given by the restrictions (T0, x0)|n. Let the observed sites
(a1, . . . ak) be coupled such that for any n, trees (T0, x0)|n and
(T0, x0)|n+1 use the same Poisson process on (T0, x0)|n and
((T0, x0)|n+1)|n, and a further independent Poisson process
on the difference (T0, x0)|n+1 \ (T0, x0)|n. Suppose n ≡ nk
increases slowly enough that for any sufficiently large k,
and a constant C > 0 independent of k and n, we have
log k ≥ n2/C2. Then posterior distributions �K,n(· | a1, . . . , ak)

obtained from priors �K,n concentrate around (T0, x0) at rate
εk � k−1/2(log k)3/4+β/2 for any β > 1 as k → ∞.

To illustrate Corollary 1, Figure 2(a) depicts the posterior
support for the true tree T0 as the number of leaves n and
sites k increase in simple experiments with binary alleles and
symmetric mutation rates μ = Q0,1 = Q1,0. Figure 2(b) displays
the intervals on which the curves in Figure 2(a) first exceed 0.5.

4.2. Uniform Prior

Let T U
n be the set of unrooted, binary trees with n labeled leaves.

There are

|T U
n | = (2n − 5)!! := 23−n(2n − 5)!/(n − 3)!

∼ 23−n
√

2n − 5
n − 3

(2n − 5)2n−5

en−8(n − 3)n−3

(16)

labeled topologies for such trees (Felsenstein 1978), each requir-
ing the specification of 2n − 3 branch lengths. Thus, we set
m(T) ≡ 2n − 3, take the variables (x1, . . . , x2n−3) ∈ (0, ∞)2n−3

to parameterize branch lengths directly, and set ψT(x) = x.
For λ > 0, let

�U,n(T, x) := λ2n−3

|T U
n | exp

(
− λ

2n−3∑
i=1

xi

)

be the prior on �U,n := T U
n ×(0, ∞)2n−3 which is uniform over

topologies and assigns independent exponentially distributed
lengths with rate λ to branches. This prior was used for exam-
ple by Whidden and Matsen IV (2015) to benchmark MCMC
algorithms on phylogenetic trees.

Corollary 2 below considers a sequence of trees tending to
an infinite-leaf limit. A consistent sequence of finite restrictions

(a) Posterior support for the true tree topology T0|n averaged across 100 replicate data sets for each n, µ and k
A figure depicting the posterior support from each data set is contained in the supplementary materials.

(b) Intervals for k on which the curves in Figure 2a first exceed 0.5.

Figure 2. Posterior support on the true rooted tree topology T0|n under a Kingman coalescent prior �K ,n as the number of leaves n, number of sites k and mutation rate
μ vary. The sequence of trees (T0, x0)|n ∼ �K ,n was generated according to the algorithm in Section 4.1 and binary datasets were sampled according to a Markov model
with mutation rate μ. See Section 4.3 for details of the inference.
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(T, x)|n of an infinite-leaf tree can be constructed via the sequen-
tial construction of Aldous (1993):

1. To extend (T, x) ∈ �U,n to �U,n+1, choose uniformly at
random a branch b on T. Attach two new branches at a
uniformly chosen end of b: one of length x2n−2 ∼ Exp(λ)

connecting b to its previous endpoint, and one of independent
length x2n−1 ∼ Exp(λ) connecting the resulting node to a
new leaf.

2. To restrict (T, x) ∈ �U,n+1 to �U,n, choose a leaf uniformly
at random and remove it. Remove the resulting degree-2
internal node by deleting the adjacent edge whose length has
a higher index in x and attaching its endpoints to each other
directly.

Let �U be the law of the infinite-leaf projective limit obtained
from the above procedure, which exists by the Kolmogorov
extension theorem. For an infinite-leaf tree (T, x) ∈ T U

N
×

(0, ∞)N, let (T, x)|n = (T|n, x|n) be the restriction of the
unrooted topology to the first n leaves with branch lengths x|n =
(x1, . . . , x2n−3).

Corollary 2. Suppose (T0, x0) be an infinite-leaf tree in the
support of �U , and that the data-generating sequence of trees
is given by the restrictions (T0, x0)|n. Let the observed sites
(a1, . . . ak) be coupled such that for any n, trees (T0, x0)|n and
(T0, x0)|n+1 use the same Poisson process on (T0, x0)|n and
((T0, x0)|n+1)|n, and a further independent Poisson process
on the difference (T0, x0)|n+1 \ (T0, x0)|n. Suppose n ≡ nk
increases slowly enough that for any sufficiently large k,
and a constant C > 0 independent of k and n, we have
log k ≥ n2/C2. Then posterior distributions �U,n(· | a1, . . . , ak)
obtained from priors �U,n concentrate around (T0, x0) at rate
εk � k−1/2(log k)3/4+β/2 for any β > 1 as k → ∞, provided
the rate matrix Q is r-reversible.

To illustrate Corollary 2, Figure 3(a) shows the posterior dis-
tributions on unrooted tree topologies concentrating in a simple
experiment with binary alleles and symmetric mutation rates
μ = Q0,1 = Q1,0. Figure 3(b) displays the intervals for which
the posterior support on the true topology first exceeds 0.5.

4.3. Further Details on Experiments

RevBayes (Höhna et al. 2016) was used to perform inference
via Markov chain Monte Carlo. Each chain was initialized
randomly and the first 106 iterations discarded as warm up,
then 103 samples were drawn at intervals of 103 iterations
and used to estimate the posterior support on the true tree
topology. Mixing and convergence was assessed visually via
trace plots of the log-likelihood at each iteration and computing
the overall acceptance rate of proposals. Figures 2 and 3
were created using ggplot2 (Wickham 2016) in R (R Core
Team 2024). Code to recreate the experiments is included
with the reproducibility materials and is also available at
github.com/lukejkelly/TreeConsistency. The
routines to generate trees and allele data make use of ape
(Paradis and Schliep 2019) and phangorn (Schliep 2011). The
supplementary material contains additional figures and details
of the experiments.

5. Discussion

We have demonstrated the consistency of Bayesian tree recon-
struction procedures in a wide range of settings, and under
mild technical conditions. In particular, we do not require any
discretization or boundedness assumptions on branch lengths,
in contrast with earlier results. Our results apply to rooted and
unrooted trees, unconstrained and ultrametric (or otherwise
constrained) trees, and to both binary and more flexible tree
models.

(a) Posterior support for the true tree topology T0|n averaged across 100 replicate data sets for each n, µ and k
A figure depicting the posterior support from each data set is contained in the supplementary materials.

(b) Intervals for k on which the curves in Figure 3a first exceed 0.5.

Figure 3. Posterior support on the true unrooted tree topology T0|n under a prior �U,n uniform across topologies and exponential on branch lengths as the number of
leaves n, number of sites k and mutation rate μ vary. A sequence of trees (T0, x0)|n ∼ �U,n was generated according to the algorithm in Section 4.2 and binary datasets
were sampled according to a Markov model with mutation rate μ. See Section 4.3 for details of the inference.
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We presented several prototypical examples of tree recon-
struction problems, and obtained explicit convergence rates for
them which match known frequentist rates, obtained under
stronger assumptions.

While our results apply to the setting in which the num-
ber of leaves, and hence the size of the tree, diverge with the
number of replicate sites, we require the number of sites to
be super-exponential in the number of leaves. Under stronger
assumptions on branch lengths (and sometimes the mutation
model), a polynomial number of sites suffices for accurate max-
imum likelihood reconstruction (Roch and Sly 2017; Dinh et al.
2018). Since maximum likelihood reconstruction corresponds
to maximum a posteriori estimation under a uniform prior
when branch lengths are bounded, it is clear that similar refine-
ments can be obtained for particular models in the Bayesian
setting. Our numerical results in Figures 2(b) and 3(b) are
consistent with sub-exponential growth of k in n, strongly sug-
gesting that the super-exponential growth rate which we require
for our method of proof can be improved, at least in particular
cases.

Our rates pertain to convergence on the space of distribu-
tions, Pθ → Pθ0 . In addition, it is also of interest to obtain
rates for convergence of the corresponding parameter estima-
tion problem, θ → θ0. In the context of genetics, the latter
corresponds to learning the ancestral tree, while the former
corresponds to learning the distribution of alleles at the n leaves
of the tree at an arbitrary site. The identifiability assumption (10)
guarantees that Pθ → Pθ0 ⇒ θ → θ0, but the rate of the latter
depends on the fluctuations of the θ �→ Pθ mapping and can,
in principle, be arbitrarily slow. When they are available, model-
specific results bounding ‖θ − θ0‖ by ‖Pθ − Pθ0‖ in suitable
norms can be used to obtain rates for the θ → θ0 convergence
as well; see Zhang, Dinh, and Matsen IV (2021, eq. (3)) for an
example.

6. Proofs of Main Results

6.1. Proof of Theorem 2

We are going to match conditions (11)–(13) to the conditions
(2)–(4) in Theorem 1. Let the subsets �

(n)

k ⊂ �(n) be given by
(14), and define P(n)

k = {Pθ : θ ∈ �
(n)

k }. Then the remaining
mass condition (2) is clearly satisfied when (12) holds.

For the entropy condition (3), recall that d2
H(p, q) ≤ KL(p; q)

for any pair of probability densities p, q (Ghosal and van der
Vaart 2017, Lemma B.1(iii)). Therefore, we can use (8) and the
identifiability condition (10) to bound the covering number as

N(εk/2,P(n)

k , dH) ≤ N(ε2
k/4,P(n)

k , KL)

≤ |Tn|N
(

ε2
kf nw

k
4Bn

, [0, gk]m∗
n , ‖ · ‖2

)

≤ |Tn|
(

4Bngk
ε2

kf nw
k

)m∗
n

.

Therefore, for (3) to hold we require the following, which is
equivalent to (11):

gm∗
n

k

ε
2m∗

n
k f nwm∗

n
k

≤ exp(kε2
k)

|Tn|(4Bn)m∗
n

.

It remains to obtain (4). Let θ0 = (T0, x0) be the true parameter.
Then for x ∈ Lf̃n(T0) we can use (8) and (9) to obtain

�(n)((T, x) ∈ � : KL(Pθ0 ; Pθ ) ≤ ζ 2
k , V0(Pθ0 ; Pθ ) ≤ ζ 2

k )

≥ �(n)(T0)�
(n)(x ∈ (0, ∞)m(T0) :

KL(P(T0,x0); P(T0,x)) ≤ ζ 2
k ,

V0(P(T0,x0); P(T0,x)) ≤ ζ 2
k | T0)

≥ �(n)(T0)�
(n)

(
x ∈ Lf̃n(T0) :

Bn

f̃ nw
n

‖x − x0‖2 ≤ ζ 2
k ,

B2
n

f̃ 2nw
n

‖x − x0‖2
2 ≤ ζ 2

k | T0

)
.

For k large enough that ζk ≤ 1, the condition B2
n‖x − x0‖2

2 ≤
f̃ 2nw
n ζ 2

k is automatically satisfied once Bn‖x − x0‖2 ≤ f̃ nw
n ζ 2

k .
Therefore,

�(n)((T, x) ∈ � : KL(Pθ0 ; Pθ ) ≤ ζ 2
k , V0(Pθ0 ; Pθ ) ≤ ζ 2

k )

≥ �(n)(T0)�
(n)(x ∈ Lf̃n(T0) : ‖x − x0‖2 ≤ B−1

n f̃ nw
n ζ 2

k | T0),

at which point (13) implies (4).

6.2. Proof of Corollary 1

Before proving Corollary 1, we collect some useful properties of
the infinite-leaf coalescent tree (T, x) ∼ �K in a preparatory
lemma.

Lemma 3. With �K-probability one, ‖x‖1 < ∞, and only
finitely many of the events {xn−1 < n−4}n≥2 happen.

Proof. Recall that (x1, x2, . . .) are independent and xi ∼
Exp

((i+1
2

))
. For the first claim,

E[‖x‖1] = E

[ ∞∑
i=1

xi

]
=

∞∑
i=1

2
i(i + 1)

= 2
∞∑

i=1

(1
i
− 1

i + 1

)
= 2,

where the interchange of sum and expectation can be justified by
Tonelli’s theorem. Hence, �K(‖x‖1 = ∞) = 0. For the second
claim, Lemma 2 yields

∞∑
n=2

�K(xn−1 < n−4) ≤
∞∑

n=2

n2

2
n−4

(
1 + n2

4
n−4

)

=
∞∑

n=2

5
8n2 < ∞.

The claim follows by the Borel–Cantelli lemma.

For β > 1, δ > 0, and the constant C > 0 from the statement
of Corollary 1, define

ζ 2
k = C(log k)3/2

k
,

ε2
k = C(log k)3/2+β

k
,

fk = 1
n(n − 1)

exp(−(C + 4)kζ 2
k ),

gk = (C + 4 + δ)kζ 2
k .
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Then, using log k ≥ n2/C2 yields

gn−1
k

ε
2(n−1)

k f nw(n−1)

k
exp(−kε2

k)

≤ (C + 4 + δ)nn2wn2

(log k)β(n−1)
exp([n + C(C + 4)wn2(log k)1/2

− C(log k)1/2+β ] log k)

≤ (C + 4 + δ)nn2wn2

(log k)β(n−1)
exp([n + {C(C + 4)wn2

− C(log k)β}(log k)1/2] log k)

≤ (C + 4 + δ)nn2wn2

(log k)β(n−1)
exp([n + {C(C + 4)wn2

− C1−2βn2β}(log k)1/2] log k).

Since β > 1, the factor inside the {}-braces is negative for large
enough n. Hence, for such a large enough n,

gn−1
k

ε
2(n−1)

k f nw(n−1)

k
exp(−kε2

k)

≤ (C + 4 + δ)nn2wn2

(log k)β(n−1)
exp([n + {C(C + 4)wn2

− C1−2βn2β}(n/C)] log k)

≤ (C + 4 + δ)n

(n2/C2)β(n−1)
exp(2wn2 log n + [n + {C(C + 4)wn2

− C1−2βn2β}(n/C)] log k)

≤ (C + 4 + δ)n

(n2/C2)β(n−1)
exp([2w log n + n/C2 + C−2(C + 4)wn3

− C−2(1+β)n1+2β ]n2), (17)

where the last line follows because the negative sign dominates
for large enough n since β > 1.

Recalling the definition of Bn in (7) and the fact that
‖∂ψ‖∞ ≤ n − 1 in (15), the right-hand side of (11) is bounded
below as

1
|T K

n |(4Bn)n−1 ∼ 1
4π

(√
2e

n

)2n 1
A‖∂ψ(n)‖∞(n − 1)Bn

≥ 1
4πAn2

(
2e2

n2B

)n
. (18)

When β > 1, (17) decays faster than (18) as n → ∞. Hence,
(11) holds for any sufficiently large n.

In order to show (12) we use Lemma 2 twice. First, the
holding time xn−1 ∼ Exp

((n
2
))

contributes to the lengths of all
external branches in (T, x)|n. Hence, ∪T∈T K

n
Lc

f (T) = {xn−1 <

f }. Thus, by Lemma 2 and the definition of fk,

�K,n(∪T∈T K
n

Lc
fk(T)) ≤ 1

2
exp(−(C + 4)kζ 2

k )
(

1 + 1
4

)
= 5

8
exp(−(C + 4)kζ 2

k ).

On the other hand, ∪T∈T K
n

Uc
g(T) ⊆ {maxi∈{1,...,n−1}{xi} > g}.

Again by Lemma 2,

�K,n(∪T∈T K
n

Uc
gk

(T)) ≤ (n − 1) exp(−gk)

= (n − 1) exp(−(C + 4 + δ)kζ 2
k )

≤ 3
8

exp(−(C + 4)kζ 2
k ),

when k is large enough that −δC(log k)3/2 + log(n − 1) ≤
log(3/8), which exists because k grows superlinearly in n. There-
fore, (12) is satisfied.

The left-hand side of (13) does not depend on T0 because
ranked topologies and branch lengths are independent under
�K and �K,n, and the marginal distribution over ranked
topologies is uniform. Let B′

n := f̃ nw
n /(

√
nBn). We have that

‖∂ψ(n)‖∞ ≥ 1, and by definition f̃n ≤ 1/(2η). Hence

B′
nζ

2
k = f̃ nw

n√
nBn

C(log k)3/2

k
≤ f̃ nw

n
n3/2A‖∂ψ(n)‖∞Bn

n3

C2 exp(n2/C2)

≤ n3/2

AC2Bn(2η)wm exp(n2/C2)
→ 0.

(19)

Again by Lemma 3, min{x1, . . . , xn−1} → 0 no faster than n−4,
which is slower than the decay in (19). Hence, we can take a large
enough n and k, so that x0,i−B′

nζ
2
k > 0 for each i ∈ {1, . . . , n−1},

and |xn−1 − x0,n−1| ≤ B′
nζ

2
k ⇒ xn−1 ≥ f̃n, whereupon

�K,n(x : x1 ≥ f̃ , ‖x − x0|n‖2 ≤ B−1
n f̃ nwζ 2

k )

=
∫

x∈Rn−1+ : x1≥f̃ ,‖x−x0|n‖2≤√
nB′

nζ 2
k

[ n−1∏
i=1

(
i
2

)
exp

(
−

(
i
2

)
xi

)]
dx

≥
∫

x∈Rn−1+ : |xi−x0,i|≤B′
nζ 2

k

[ n−1∏
i=1

(
i
2

)
exp

(
−

(
i
2

)
xi

)]
dx

=
n−1∏
i=1

[
exp

(
−

(
i
2

)
(x0,i − B′

nζ 2
k )

)
− exp

(
−

(
i
2

)
(x0,i + B′

nζ 2
k )

)]
.

We use a Taylor expansion to show that for any i ∈ {1, . . . , n−1},

exp
(

−
(

i
2

)
(x0,i − B′

nζ
2
k )

)
− exp

(
−

(
i
2

)
(x0,i + B′

nζ
2
k )

)

≥ 2
(

i
2

)
B′

nζ
2
k exp

(
−

(
i
2

)
x0,i

)
.

Therefore,

�K,n(x ∈ (0, ∞)n−1 : x1 ≥ f̃ , ‖x − x0|n‖2 ≤ √
nB′

nζ
2
k )

≥ (B′
n)

n−1 (n!)2

n
ζ

2(n−1)

k exp
(

−
(

n
2

)
‖x0‖1

)
.

By Stirling’s formula and log k ≥ n2/C2,

�K,n(x ∈ (0, ∞)n−1 : x1 ≥ f̃n, ‖x − x0|n‖2 ≤ B−1
n f̃ nw

n ζ 2
k )

≥ 2π(log k)3(n−1)/2

× exp
(

2n log(n/e) + (n − 1)(log B′
n + log C)

−
(

n
2

)
‖x0‖1 − (n − 1) log k

)

∼ 2π exp
(

2n log(n/e) + (n − 1)(log B′
n + log C)
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−
(

n
2

)
‖x0‖1 − (n − 1)

n2

C2

+ 3(n − 1) log(n/C)

)
.

By Lemma 3 we have that ‖x0‖1 is bounded, and that log B′
n

satisfies
wn log n ≥ log B′

n ≥ wn log f̃n − log A − log ‖∂ψ(n)‖∞

− 3
2

log n − n log B

� −4wn log n − log A − 5
2

log n − n log B

because f̃n ≥ mini∈{1,...,n−1}{x0,i}/2 and ‖∂ψ(n)‖∞ ≤ n. Hence,
for sufficiently large n,

�K,n(x ∈ (0, ∞)n−1 : x1 ≥ f̃n, ‖x − x0|n‖2 ≤ B−1
n f̃ nw

n ζ 2
k )

≥ exp
(

− (1 + o(n))
n3

C2

)
.

Condition (13) follows because
n3

C2 = C(log k)3/2 = kζ 2
k .

Hence, Theorem 2 holds, which shows that the sequence �K,n is
consistent at the claimed rate.

6.3. Proof of Corollary 2

Before proving Corollary 2, we collect some useful properties
of the infinite-leaf uniform tree (T, x) ∼ �U in a preparatory
lemma.

Lemma 4. With �U -probability one, λ‖x|n‖1/n → 1 as n →
∞, and only finitely many of the events {xn−1 < n−2}n≥2
happen.

Proof. The first claim is just the strong law of large numbers for
independent, Exp(λ)-distributed random variables.

For the second claim, Lemma 2 yields
∞∑

n=2
�U(xn−1 < n−2) ≤

∞∑
n=2

λ

n2

(
1 + λ

2n2

)

=
∞∑

n=1

λ(2n2 + λ)

2n4 < ∞.

The claim follows by the Borel–Cantelli lemma.

We will follow the same argument as the proof of Corollary 1
by checking (11)–(13), and concluding the claimed convergence
using Theorem 2. For β > 1, δ > 0, and C > 0 as in Corollary 2,
define

ζ 2
k = 2C(log k)3/2

k
,

ε2
k = 2C(log k)3/2+β

k
,

fk = 1
2nλ

exp(−(C + 4)kζ 2
k ),

gk = (C + 4 + δ)

λ
kζ 2

k .

Then, using log k ≥ n2/C2,

g2n−3
k

ε
2(2n−3)

k f wn(2n−3)

k
exp(−kε2

k)

= (C + 4 + δ)2n−3(2n)wn(2n−3)λ(2n−3)(wn−1)

(log k)β(2n−3)

× exp
(

[2n − 3 + 2C(C + 4)wn(2n − 3)(log k)1/2

− 2C(log k)1/2+β ] log k
)

≤ exp
(

(2n − 3)[log(C + 4 + δ) + (wn − 1) log λ

− β log(n2/C2)]
+

[
w

(2n − 3)

n
log(2n) + 2n − 3

C2 + 2(C + 4)

C2

× w(2n − 3)n2 − 2n1+2β

C2+2β

]
n2

)
. (20)

Recalling (16), the definition of Bn in (7), and the fact that
‖∂ψ‖∞ ≡ 1, the right-hand side of (11) is bounded below as

1
|T U

n |(4Bn)n−1 ∼ 2n−3
√

n − 3
2n − 5

en−8(n − 3)n−3

(2n − 5)2n−5

× 1
A‖∂ψ‖∞(n − 1)Bn

≥ (1 + o(n))√
2An

exp((n − 3)[log 2 + log(n − 3)]
+ n − 8 − (2n − 5) log(2n − 5)

− n log B − log n). (21)

When β > 1, (20) decays faster than (21) as n → ∞. Hence,
(11) holds for any sufficiently large n.

In order to show (12), we use Lemma 2. When fk ≤ 1

�U,n(∪T∈T U
n

Lc
fk(T)) ≤ nλfk

(
1+ nλ

2
fk

)
≤ 5

8
exp(−(C+4)kζ 2

k ).

On the other hand,

�U,n(∪T∈T U
n

Uc
g(T)) ≤ (2n − 3) exp(−λgk)

= (2n − 3) exp(−(C + 4 + δ)kζ 2
k )

≤ 3
8

exp(−(C + 4)kζ 2
k )

when k is large enough that −δC(log k)3/2 + log(2n − 3) ≤
log(3/8), which exists because k grows faster than linearly with
n. Therefore, (12) is satisfied.

The left-hand side of (13) does not depend on T0 in this case
because topologies and branch lengths are independent under
�U,n and �U , and the marginal distribution over topologies is
uniform. Let B′

n := f̃ nw
n /(

√
nBn). We have by definition that

‖∂ψ(n)‖∞ ≡ 1 and f̃n ≤ 1/(2η). Hence

B′
nζ

2
k = f̃ nw

n√
nBn

2C(log k)3/2

k
≤ 1

(2η)wnn3/2ABn
2n3

C2 exp(n2/C2)

∼ n3/2

AC2(2η)nwBn exp(n2/C2)
→ 0.

(22)
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Again by Lemma 4, min{x1, . . . , xn−1} → 0 no faster than n−2,
which is slower than the decay in (22). Hence, we can take a large
enough n and k so that x0,i − B′

nζ
2
k > 0 for each i ∈ {1, . . . , 2n −

3}, and |xi − x0,i| ≤ B′
nζ

2
k ⇒ xi ≥ f̃n for all i ∈ {1, . . . , n},

whereupon
�U,n(x ∈ (0, ∞)2n−3 : x ∈ Lf̃n(T0), ‖x − x0|n‖2 ≤ B−1

n f̃ nw
n ζ 2

k )

= λ2n−3
∫

x∈R2n−3+ : x∈Lf̃n (T0), ‖x−x0|n‖2≤√
nB′

nζ 2
k

exp

(
−λ

2n−3∑
i=1

xi

)
dx

≥ λ2n−3
∫

x∈R2n−3+ : |xi−x0,i|≤B′
nζ 2

k

exp

(
−λ

2n−3∑
i=1

xi

)
dx

=
2n−3∏
i=1

(
exp(−λ(x0,i − B′

nζ
2
k )) − exp(−λ(x0,i + B′

nζ
2
k ))

)
.

We use a Taylor expansion to show that for any i ∈
{1, . . . , 2n − 3},

exp(−λ(x0,i − B′
nζ

2
k )) − exp(−λ(x0,i + B′

nζ
2
k ))

≥ 2λB′
nζ

2
k exp(−λx0,i).

Therefore, using log k ≥ n2/C2 and ‖x0|n‖1 ∼ n/λ from
Lemma 4,
�U,n(x ∈ (0, ∞)2n−3 : x ∈ Lf̃n(T0), ‖x − x0|n‖2 ≤ √

nB′
nζ

2
k )

≥ (2λB′
n)

2n−3ζ 2(2n−3)

k exp(−λ‖x0|n‖1)

≥ f̃ wn(2n−3)
n (2C)2n−3(log k)3(2n−3)/2

A2n−3n3(2n−3)/2Bn(2n−3)k2n−3 exp(−λ‖x0|n‖1)

≥ exp
(

(2n − 3)

[
wn log f̃n + log(2C) + 3 log(n/C)

− log A − 3
2

log n − n log B − n2

C2

]
− (1 + o(n))n

)
.

By definition f̃n ≤ 1/(2η). To obtain a lower bound, note f̃n ≥
min{x0,1, . . . , x0,2n−3}/2. By Lemma 4, min{x0,1, . . . , x0,2n−3}/2
< n−2/2 only finitely often as n → ∞. These particularly short
branches will all be internal eventually �U -almost surely by the
second Borel–Cantelli lemma, because any given branch gets
chosen as the attachment point of a new leaf with probability
1/(2n − 3) when there are n leaves, and successive attachment
points are independent. Hence, f̃n > n−2/2 for any sufficiently
large n, and
�U,n(x ∈ (0, ∞)2n−3 : x ∈ Lf̃n(T0), ‖x − x0|n‖2 ≤ √

nB′
nζ

2
k )

≥ exp
(

(2n − 3)

[
log(2C) + 3 log(n/C) − 2wn log(n/

√
2)

− log A − 3
2

log n − n log B
]

− (1 + o(n))n − 2n − 3
2n

2n3

C2

)

= exp
(

− (1 + o(n))
2n3

C2

)
.

Condition (13) follows because
2n3

C2 = 2C(log k)3/2 = kζ 2
k .

Hence, Theorem 2 holds, which shows that the sequence �U,n

is consistent at the claimed rate.

7. Proofs of Technical Lemmas

7.1. Proof of Lemma 1

For i ∈ {1, . . . , m(T)}, we shorten ∂iψT(x)(u,v) for the partial
derivative [∂ψT(x)/(∂xi)](u,v). Then∣∣∣∣∂P(T,x)(a)

∂xi

∣∣∣∣ ≤
∑

a∗∈H|I(T)|
r(a(u0))

×
∑

(u,v)∈T
|(∂iψT(x)(u,v)Q exp(QψT(x)(u,v)))a(u)a(v)|

×
∏

(u′,v′) �=(u,v)
exp(QψT(x)(u′,v′))a(u′)a(v′)

≤
∑

a∗∈H|I(T)|

∑
(u,v)∈T:∂iψT(x) �=0

‖∂ψT(·)‖∞

× |(Q exp(QψT(x)(u,v)))a(u)a(v) |
≤ γ ‖∂ψ(n)‖∞(2n − 2)|H|n−1,

where we have bounded probabilities by 1, and used the fact that
a tree with n leaves has at most n − 1 internal nodes and 2n − 2
branches. On the event Lf (T) we also have

P(T,x)(a) ≥ min
α∈H

{
r(α) min

t≥0
{exp(Qt)αα}n−2 min

β∈H,t≥f
{exp(Qt)αβ }n

}
=: λf ,

where the minima are guaranteed to be strictly positive because
exp(Qt) has a stationary distribution, and because all external
edges have strictly positive minimum lengths. Hence∣∣∣∣∂ log P(T,x)(a)

∂xi

∣∣∣∣ ≤ γ ‖∂ψ(n)‖∞(2n − 2)|H|n−1

λf
,

and therefore, whenever x0 ∈ Lf (T0) and x ∈ Lf (T0) for f > 0,

KL(T0, x0; T0, x) ≤ γ ‖∂ψ(n)‖∞(2n − 2)|H|n−1

λf
‖x0 − x‖2.

It remains to bound λf from below. By definition, w mutations
suffice for changing a type to any other along a lineage with pos-
itive probability. Moreover, mutations are distributed according
to a Poisson process with rate at least η > 0. For a sufficiently
small branch length f > 0, we thus have

λf ≥ min
α∈H

{
r(α) min

t≥0
{exp(Qt)αα}n−2

} (ηf )nw exp(−nf )
w!

≥ min
α∈H

{
r(α) min

t≥0
{exp(Qt)αα}n−2

} (ηf )nw(1 − ηf )
w! ,

where the right hand side on the first line is a lower bound for
the probability that the mutation process produces the observed
configuration of types at the leaves. It is obtained as the proba-
bility that type α appears at each internal node (of which there
are at most n − 2 and the root), and that a sufficient number of
mutations happens on each external branch (all of which have
length at least f ) to yield the desired type at each leaf. Hence

KL(T0, x0; T0, x)

≤ max
α∈H

{ 1
r(α) mint≥0{exp(Qt)αα}n−2

}

× γ ‖∂ψ(n)‖∞(2n − 2)|H|n−1w!
(ηf )nw(1 − ηf )

‖x0 − x‖2,

whereupon using f < 1/(2η) ensures that the right hand side is
positive and yields the required bound. The calculation for V0 is
essentially identical, and omitted.
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7.2. Proof of Lemma 2

By Taylor’s theorem with Lagrange form remainder,

P(Xi < f ) = 1 − exp(−λif ) ≤ λif + λ2
i

2
exp(−λiζ )f 2

for some ζ ∈ (0, f ). Maximizing the right hand side with ζ = 0
gives the claimed bound.

On the other hand, by the union bound,

P(max{X1, . . . , Xn} > g) ≤
n∑

i=1
P(Xi > g)

=
n∑

i=1
exp(−λig)

≤ n exp(− min{λ1, . . . , λn}g).

Supplementary Materials

The supplementary material contains figures illustrating how the posterior
support for the true tree topology in Section 4 varies across datasets. The
reproducibility materials contain the synthetic trees used in the experiments
and instructions for generating data and creating figures.
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