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Abstract

Randomization tests (including permutation tests) are one of the most fundamental methods in
statistics, enabling a range of inferential tasks such as testing for (conditional) independence of random
variables, constructing confidence intervals in semiparametric location models, and constructing (by
inverting a permutation test) model-free prediction intervals via conformal inference. Randomization
tests are intuitive, easy to implement, and exactly valid for any sample size, but their use is generally
confined to independent and/or exchangeable data. Yet in many applications including clinical trials,
online education, online advertising, and protein design, data is routinely collected adaptively, meaning
that the aspects of the data under the data collector’s control (e.g., treatment assignments) are assigned
at each time step via a (possibly randomized) algorithm that depends on all the data observed so far;
such assignment algorithms include (contextual) bandit and reinforcement learning algorithms as well as
adaptive experimental designs. In this paper we present a general framework for randomization testing on
adaptively collected data (despite its non-exchangeability), encompassing (and in some cases improving)
the few existing results on randomization testing and conformal inference for adaptively collected data,
as well as many other important settings. The key to our framework is the ability to compute likelihood-
ratio-based weights involving known quantities based purely on the known adaptive assignment algorithm,
as long as a certain proportionality condition is met. These weights can then be accounted for in our
framework to conduct an exact randomization test, but in order for the test to be powerful, resamples
need to be diverse yet have weights as close to equal as possible. Thus, we additionally present novel
computationally tractable resampling algorithms for various popular adaptive assignment algorithms,
data-generating environments, and types of inferential tasks. Finally, we demonstrate via a range of
simulations our framework’s power (in the case of hypothesis testing) and narrow widths (in the case of
confidence or prediction intervals produced by inverting randomization tests).

1 Introduction

1.1 Motivation

Randomization tests form an important methodological framework that enjoys a wide array of uses across
statistics, ranging from testing equality of distributions to testing (conditional) independence between co-
variates and response in supervised learning settings. Beyond these classical uses of randomization tests,
the framework also encompasses permutation testing and (inversely) conformal inference [Vovk et al., 2005].
We briefly note here that, throughout this paper, we use the phrase “randomization test” not to refer to a
test applied on data obtained via the physical act of randomization taken by an experimenter, but rather
the randomization used by the test itself to compute a p-value. Specifically, we view a randomization test
as a randomized procedure, taking the observed data set D as input, that samples m copies D̃(1), . . . , D̃(m)

that are jointly exchangeable with D under the null, and then computes a (valid) p-value by taking a simple
average of indicators comparing the resampled data to the observed data via a given test statistic. This
interpretation of a randomization test has been referred to as a quasi-randomization test by Zhang and Zhao
[2022].

While randomization tests can make very weak assumptions on the marginal distribution of observations,
they generally make quite restrictive assumptions on the joint distribution of the data.
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In particular, they usually require independent and/or exchangeable data [e.g., Candes et al., 2018, Edgington
and Onghena, 2007, Fisher et al., 1937, Lehmann et al., 2005, Pitman, 1937, Vovk et al., 2005], an assumption
that is often violated in many real-world settings in which data are gathered in an adaptive fashion. One such
example is drug discovery research, in which a scientist adaptively submits experiments serially, where the tth

experiment’s design is based upon the results of the first t−1 [Popova et al., 2018]. This complex dependency
will, in general, violate the exchangeability assumption when analyzing the data from all experiments at once.

Similar situations arise in experimental designs in the natural sciences more broadly in addition to mobile
health, adaptive clinical trials, online education, and online advertising, to name a few.

Scenarios like those above naturally lead to a number of important inferential tasks that need to be performed
on adaptively collected data, all of which we show can be performed via a randomization testing-based
framework:

• Testing if two or more treatments induce the same distribution over outcomes

• Detecting non-stationarity in the data (i.e., testing whether the outcome depends not only on the
treatment, but also on time)

• Using past data to predict the outcomes of future samples with quantifiable uncertainty

• Constructing confidence intervals for the difference in locations of outcome distributions corresponding
to different treatments in semiparametric models

We now briefly describe various settings in which the above tasks and generalizations thereof are both difficult
and important problems and motivate them with real-world examples.

Problem Domain 1 (Comparing response distributions of different covariates). An interesting and chal-
lenging problem in adaptive data collection settings is to test whether two or more different treatments
amongst a total of K give rise to the same response distribution, i.e., for some pair i, j ∈ {1, . . . ,K}, is

(Y | X = i)
d
= (Y | X = j)? In the most extreme case, one might ask if there is even any dependency at

all between X and Y (i.e., whether the treatment has any effect on the outcome). Beyond the mobile health
examples delineated below in Problem Domain 2, for which it is important to test if two different treatments
actually have the same effect (or whether treatments have any effect at all), such testing is also useful in
recommender systems [Li et al., 2010, Schafer et al., 1999], to determine if different content displays actually
produce different outcomes. Further complicating this setting is that different users may react differently (e.g.,
as measured by clickthrough rate) to different content. Thus, one might ask: Given the ‘context’ surrounding
the user’s preferences, do they react the same way to different advertisements?

Problem Domain 2 (Testing non-stationarity). An important problem that arises in domains in which
actions are adaptively chosen and outcomes observed, is that of non-stationarity detection. That is, one may
ask if the conditional distributions Yt | Xt in data gathered via some adaptive decision-making procedure
change with t. One such scenario in which non-stationarity testing is important is in mobile health applica-
tions. For example, the Just-in-Time Adaptive Intervention (JITAI) [Nahum-Shani et al., 2016] is a mobile
health framework designed to provide appropriate support to patients with dynamic, time-varying states (e.g.,
mood, location, etc.). JITAIs have been applied to, for instance, suicide prevention [Coppersmith et al.,
2021], smoking relapse prevention [Battalio et al., 2021], and addiction science [Carpenter et al., 2020]. In
situations like these, it is vital to be able to know whether or not a patient’s response, Yt, to the treatment,
Xt, is varying over time, t, so as to facilitate administration of the most effective and appropriate care
possible. Tests of non-stationarity provide a principled method of achieving this goal.

Problem Domain 3 (Predicting with high confidence). In experimental design settings, providing prediction
intervals for the results of future experiments can be instrumental in guiding researchers in decision-making.
A motivating example comes from Alvarsson et al. [2021]. In their work, the authors introduce conformal in-
ference [Burnaev and Vovk, 2014, Shafer and Vovk, 2008, Vovk, 2013, Vovk et al., 2005, 2009] to researchers
in the field of drug discovery and go on to give an example of how the methodology—which also assumes
i.i.d. or exchangeable data—can be applied to classify various types of ATP-Binding Cassette transporters
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at any user-specified uncertainty (i.e., significance) level. However, in light of the sequential and adaptive
nature of many experimental designs in this field and in related fields like drug development [e.g., Godfrey
et al., 2013, Mahajan and Gupta, 2010, Pallmann et al., 2018], there is need for provably valid test-time
prediction intervals for these adaptively collected data.

Problem Domain 4 (Relating parameters in semiparametric models). A final difficult problem in scenarios
like those of the previous Problem Domains is to estimate how the parameters of different response distribu-
tions belonging to a semiparametric model relate to one another. For example, suppose that Y | X = x ∼ pθx ,
where {pθ : θ ∈ Rd} is a location family with parameter indexed by the treatment. How can we estimate
θx − θx′ for treatments x and x′? This problem setting is ubiquitous, for example, in the multi-armed bandit
literature, where it is common to assume that the reward distributions of all arms are distributed accord-
ing to a location family like the Normal [Lai and Robbins, 1985]. In such settings, being able to estimate
parametric relationships between different treatments in finite samples is useful for a variety of real-world
problems. As an example, as described in Zhang et al. [2020], performing post hoc inference can be useful
in many settings ranging from recommender systems [Mary et al., 2015] to anomaly detection [Ban and He,
2020] to finance and portfolio selection [Huo and Fu, 2017]. In such settings, after-the-fact inference may be
helpful to researchers and practitioners who wish to understand the differences between different treatments
and potentially utilize such differences to guide future decision-making.

A number of tasks that we consider in this paper—and, indeed, some of those presented in the Problem
Domains above—involve the construction of prediction or confidence intervals. However, as we show, con-
structing such intervals reduces to hypothesis testing by inverting the corresponding test. In particular,
although not usually framed this way, conformal prediction is the inversion of a permutation test, a specific
type of randomization test (see, e.g., Chernozhukov et al. [2018]). More generally, although it is unusual to
invert a randomization test, we show that by applying certain transformations to the data, our randomization
tests can be inverted to construct confidence intervals in semiparametric models (see, e.g., Rabideau and
Wang [2021]). Section 3.3 delineates precisely how our tests can be inverted to produce conformal/confidence
intervals. Due to this inverse relationship between prediction/estimation and testing, we generally (with the
exception of Section 3.3) restrict our attention solely to hypothesis testing for clarity of presentation, and
only state results in terms of the validity of such tests (and, in particular, the stochastic domination of the
uniform distribution by their p-values).

Finally, all of the problem domains which motivate this work are centered around adaptively collected data.
Indeed, as we show in this paper, we will be able to answer all of these inferential questions on adaptively
collected data via a general framework for randomization testing as long as the adaptivity is known to the
analyst. That is, we assume that the analyst has access to the (potentially non-deterministic) decision-
making algorithm used to assign treatments in the data. We now introduce some notation to define this
setup and formalize these notions.

1.2 Notation

The adaptive data collection settings we consider in this paper—of which popular settings like bandits,
Markov Decision Processes (MDPs), reinforcement learning, and adaptive experimental designs are all special
cases—comprise a data collection horizon of T , the number of timesteps of data collected by the practitioner
(we will treat T as deterministic in this paper). At each timestep t, a context (sometimes called a state)
Ct ∈ C is observed, an action (also referred to as a treatment) Xt ∈ X is selected, and a response (called
an outcome or reward in some situations) Yt ∈ Y is subsequently observed. Z := C × X × Y is the
(assumed time-invariant) sample space of the triple Zt := (Ct, Xt, Yt)—in this paper, we assume that Z
is discrete; see Remark 1 for an explanation of why as well as how to handle the case of continuous Z.
More formally, define the history at time t, Ht, to be the sequence ((C1, X1, Y1), . . . , (Ct, Xt, Yt)); H0 is
simply defined to be empty ∅. Then the action Xt is selected conditionally on Ht−1 and Ct. These action-
selection probabilities are encoded in the known decision-making (i.e., adaptive assignment) algorithm A,
where the probability of selecting action x ∈ X at the tth timestep given the tth context and prior history
of context-action-response triples up until time t is given by PA(x|Ct, Ht−1). The joint density of the full
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data sequence HT = ((C1, X1, Y1), . . . , (CT , XT , YT )) is denoted by f . Unless otherwise noted, we always
consider Markovian systems, and thus assume that:

Yt ⊥⊥ Ht−1 | (Ct, Xt).
1 (1)

In this paper, we also sometimes consider domains without contexts, in which case Ct = ∅ for all t ∈ [T ]. For
a given data sequence (C1, X1, Y1), . . . , (CT , XT , YT ), set D := HT to be their concatenation; take D := ZT

to be the sample space of the random variable D. Finally, as a note on general notation, we use [n] to refer
to the set {1, . . . , n} and write [n : m] to denote {n, . . . ,m} for integers n ≤ m.

1.3 Contribution

In this paper, we provide exactly valid randomization-based inference for adaptively collected data. We
make the following contributions, outlined below:

We derive a weighted Monte Carlo (MC) randomization testing framework. This test is able to resample
data from essentially any arbitrary resampling distribution (as long as a certain proportionality hypothesis
is satisfied) and, by weighting the samples according to certain likelihood ratios, produce a p-value. Along
the way, we show that we are also able to utilize an unweighted Markov Chain Monte Carlo (MCMC)
randomization procedure developed in Barber and Janson [2022+], Bates et al. [2021], Berrett et al. [2020],
Besag and Clifford [1989], and applied in other settings, to perform inferential tasks on adaptively collected
data. Both approaches offer exactly valid Type-I error control at essentially whatever computational cost
the user desires (although, more computation generally results in higher power). Our novel weighted MC
approach, however, is empirically no less powerful than the MCMC procedure and is, in fact, often more
powerful in our simulations, especially when the number of resamples is small.

We use both the weighted MC and unweighted MCMC frameworks to test against a number of general null
hypotheses on adaptively collected data:

1. Letting g be any function of X, we can test

Yt ⊥⊥ Xt | (Ct, g(Xt)) (2)

in particular settings by resampling copies of Xt for each t ∈ [T ] from any distribution conditional on
g(Xt) and weighting these resamples by certain likelihood-based ratios. In the special case in which g
is a constant function, Xt can sometimes be sampled in such a way such that no weighting is required.
In particular, the prior works of Bojinov and Shephard [2019], Ham and Qiu [2022], Pocock and Simon
[1975], Simon [1979] are all able to handle this special setting by simply resampling theXt’s by fixing the
contexts and responses and re-running A. In general, however, when g is non-constant, this unweighted
procedure cannot be applied, yet our procedure always can be. One example of such a non-constant
g might map treatments x in a multidimensional treatment space X to their first dimension x1. The
hypothesis being tested in equation (2) would then be of conditional independence of the response with
all other dimensions of the treatment given the context and first treatment dimension. Additionally,
our framework applies in challenging settings like MDPs, whereas that of prior work does not. Beyond
this added generality of our testing procedure, it offers various improvements (in terms of power and
potential computational efficiency) over the existing work in certain settings.

2. We can test for non-stationarity in the conditional distributions Yt | Xt, Ct in various complex adaptive
data collection settings.

3. Under the semiparametric assumption that Yt | Xt, Ct follows a location model with location parameter
additive in Xt, our first test can be inverted to construct confidence regions for the location differences
between actions as well. Similarly, our non-stationarity test can be inverted to construct conformal

1This assumption will only become relevant in Section 3. Additionally, while this Markovianity assumption is standard in
the adaptive data collection literature [e.g., Bibaut et al., 2021, Hahn et al., 2011, Zhang et al., 2020], we discuss in Remark 4
how our procedure can be applied to test slightly different hypotheses when no Markovianity assumption is made.
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prediction regions for YT under any adaptive assignment algorithm, considerably generalizing existing
work which can only perform conformal inference under certain very specific adaptive assignment
algorithms involving only a single round of adaptivity [Fannjiang et al., 2022, Tibshirani et al., 2020]
or can only do so approximately [Barber et al., 2022, Chernozhukov et al., 2018, Gibbs and Candès,
2021].

Within our framework, it is more desirable (in terms of power) to have the weight of each resample as close
as possible to that of the observed data; developing resampling procedures which achieve this for the various
inferential tasks and environments discussed above is challenging. As such, we devise a number of novel and
computationally tractable resampling procedures to be used for our tests.

Finally, to demonstrate the practicality of our randomization tests (which can be deployed at essentially
any user-specified computational load) as well as the statistical efficiency of our resampling procedures,
we perform a simulation study. By considering the aforementioned inferential tasks in a variety of data-
generating environments, and by using data collected by a number of decision-making algorithms—including
both deterministic and randomized ones—we demonstrate that our resampling procedures produce a test
which is both statistically efficient (in terms of power and average confidence/prediction interval length) and
computationally tractable, while, of course, also guaranteeing exact validity.

1.4 Related work

1.4.1 Randomization tests for adaptively collected data

As noted in Rosenberger et al. [2019], the works of Pocock and Simon [1975] and Simon [1979] consider
randomization testing for adaptively collected data consisting of actions and outcomes in the Markovian
setting of equation (1) under a certain restricted set of assignment algorithms. Extending their approach,
Ham and Qiu [2022] are able to additionally handle context variables. Bojinov and Shephard [2019] also
develop a randomization test that generalizes that of Pocock and Simon [1975], Simon [1979] primarily by
relaxing the Markovianity assumption. The key to the approach put forth in all of the aforementioned papers
is that they restrict the adaptivity of the data collection environment and consider null hypotheses such that
simply fixing the contexts and responses and resampling the treatments via the known adaptive assignment
algorithm produces exactly exchangeable copies of the data, thereby enabling them to conduct a standard
unweighted randomization test. On the other hand, our main result, the weighted MC randomization test
(Theorem 2.1) makes no such assumptions about the data-generating distribution nor the resampling distri-
bution other than that they satisfy a certain proportionality hypothesis. Also, as we empirically demonstrate
in Section 5, our approach can be powerful even on data generated by deterministic assignment algorithms in
the Markovian setting, while that of Bojinov and Shephard [2019], Ham and Qiu [2022], Pocock and Simon
[1975], Simon [1979] is provably powerless. For more details regarding the comparison of our work to prior
work see Remarks 3 and 4.

Other existing works for performing inference in reinforcement learning and adaptive data collection settings
are either asymptotic [e.g., Bugni et al., 2018, Deshpande et al., 2018, Hadad et al., 2021, Lai and Wei, 1982,
Ma et al., 2015, Zhang et al., 2021, 2022, 2020] or, if not, are conservative in their finite-sample bounds [e.g.,
Howard et al., 2021, Kaufmann and Koolen, 2021]. As opposed to these works, all our hypothesis tests are
able to maintain exact and non-conservative validity in finite samples.

1.4.2 MCMC, conditional and importance-weighted permutation/randomization tests

The connection between sampling exchangeable samples and MCMC was first developed by Besag and
Clifford [1989] and has more recently been utilized by Barber and Janson [2022+], Bates et al. [2021], Berrett
et al. [2020], for the purposes of efficiently running a conditional permutation test, generating knockoffs, and
approximate co-sufficient sampling, respectively. The MCMC randomization test developed by Besag and
Clifford [1989] which we outline in Section 2 takes the same approach: it generates exchangeable samples
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using base draws from a Metropolis–Hastings Markov Chain. However, to the best of our knowledge, our
work is the first that applies this MCMC approach to adaptively collected data.

Another related line of work is that of Harrison [2012] (which was brought to our attention following the
preliminary online release of an earlier version of this paper). An importance special case of our main theorem
(Theorem 2.1) discussed in Remark 9 regarding the validity of our weighted MC randomization test can be
derived from their (conditional) importance-weighted randomization test [Harrison, 2012, Theorem 2]; this
connection is made precise in Appendix A.1.

1.4.3 Conformal inference

Our weighted MC randomization test, when applied to non-stationarity testing and inverted, has close
connections with conformal inference. The works of Tibshirani et al. [2020] and Fannjiang et al. [2022] are
most related to our weighted MC randomization test when applied to non-stationarity testing and conformal
inference. Tibshirani et al. [2020] first extend conformal inference from i.i.d. data to the setting of covariate
shift, under the assumption that the likelihood ratio between test and train covariates is known by developing
a more general weighted conformal prediction (WCP) procedure. Relatedly, Hu and Lei [2020] apply WCP
to give an asymptotically powerful non-stationarity test in the same setting. The work of Fannjiang et al.
[2022] extends Tibshirani et al. [2020] and shows how to handle dependence between train and test sets in
the setting of feedback covariate shift. These prior methods handle only a single round of adaptivity (i.e., the
first T − 1 rounds of “train-time” data is fully i.i.d., but the “test-time” covariate distribution at timestep
T may either be different [Hu and Lei, 2020, Tibshirani et al., 2020] or depend on the first T − 1 datapoints
via feedback covariate shift [Fannjiang et al., 2022]). In contrast, our test for non-stationarity (the inversion
of which yields a conformal prediction interval) is able to handle any number of rounds of arbitrary analyst
adaptivity.

Nettasinghe et al. [2022] also develop an exact conformal inference procedure for non-exchangeable data,
in the setting of HMMs, by using the notion of partial exchangeability [Diaconis and Freedman, 1980] and
restricting to a subgroup of permutations which preserve certain transition structure. In the application of
our (weighted) conformal prediction procedure to MDPs (described in Section 3.2), the same subgroup arises.
Our method is, however, more general, as their work does not allow for adaptivity in treatment assignments
and hence does not require the use of the likelihood ratio-based weights described in Section 1.3.

A final related line of work is in handling fully non-exchangeable data; that is, in contrast to Tibshirani
et al. [2020] and Fannjiang et al. [2022], no exchangeability is assumed within any particular train set. In
particular, Chernozhukov et al. [2018], Gibbs and Candès [2021], Xu and Xie [2021], Barber et al. [2022] all
consider various versions of non-exchangeable data and extend conformal inference to these regimes. The
methods presented in these works, however, are anti-conservative with bounds degrading as the degree of
non-exchangeability grows. In contrast, the methods presented in this paper (using the adaptivity known to
the analyst) provide exact validity in the adaptive (and hence potentially highly non-exchangeable) settings
in which they apply.

1.5 Outline

In Section 2 we introduce the weighted MC randomization test. We also briefly describe how to perform an
unweighted randomization test by using MCMC sampling. We then, in Section 3, show how our approach
can be applied to solve a wide range of difficult inferential problems on adaptively collected data. Then in
Section 4 we introduce a number of novel algorithms for generating resamples that can be used for a variety
of inferential tasks and adaptive data collection environments. Finally, in Section 5, we perform a simulation
study of the methods introduced in Sections 2 and 3, using the resampling procedures from Section 4, that
both empirically validates our methods by illustrating their validity and computational tractability, and
demonstrates their power in a variety of challenging settings.
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2 The weighted MC randomization test

In this section we introduce our main approach to randomization testing: a novel weighted MC randomiza-
tion test. Additionally, at the end of this section, we briefly review an unweighted MCMC randomization
testing framework introduced by Besag and Clifford [1989], but, to the best of our knowledge, never before
applied to adaptively collected data (as we do in Section 3). The key to both approaches is the ability to
define likelihood-ratio-based weights that satisfy a certain proportionality hypothesis, which, as we show in
Section 3, is possible in a range of inferential tasks in various adaptive data collection settings. Empiri-
cally, our weighted MC approach never performs worse than the unweighted MCMC test, and indeed often
dominates it, especially when the number of resamples is small.

Our weighted MC randomization test is a randomized procedure, taking the data set D as input, which sam-
ples m conditionally i.i.d. MC draws D̃(1), . . . , D̃(m) given D. Define D to be the list (D̃(0), D̃(1), . . . , D̃(m))
where D̃(0) := D and let q(D̃(i)|D) denote the conditional probability of sampling D̃(i) from this condi-

tional distribution given that the dataset D was observed. Setting f̂(D̃(i)) :=
∏T

t=1 PA(X̃
(i)
t |C̃

(i)
t , H̃

(i)
t ), the

procedure then calculates likelihood-ratio-based weights for each resample D̃(i) in D:

wq
D(D̃(i)) =

f̂(D̃(i))
∏

k∈[0:m]\{i} q(D̃
(k)|D̃(i))∑m

j=0 f̂(D̃
(j))

∏
k∈[0:m]\{j} q(D̃

(k)|D̃(j))
, (3)

where C̃
(i)
t , X̃

(i)
t and H̃

(i)
t are, respectively, the context at, action at, and history up until timestep t of the

ith resample D̃(i). Finally, the procedure outputs the p-value

p :=

m∑
i=0

wq
D(D̃(i))1[S(D̃(i)) ≥ S(D)], (4)

where S : D → R is any test statistic. We summarize this procedure in the pseudocode of Algorithm 1

Algorithm 1: Weighted Monte Carlo randomization test

Input: Data sequence D, resampling distribution q, number of samples m, test statistic S

1 Sample D̃(1), . . . , D̃(m) | D i.i.d.∼ q(·|D)

2 D← (D̃(0), D̃(1), . . . , D̃(m)) where D̃(0) := D

3 Compute wq
D(D̃(i)) for each i ∈ [0 : m] via equation (3)

Output: p, calculated via equation (4)

The above weighting scheme may not always yield a valid p-value. We show, however, that as long as the
hypothesis

H∝
0 : f̂(D̃(i)) = Kf(D̃(i)),∀i ∈ [0 : m] for some constant K not depending on i, (5)

holds, then p is a valid p-value. Importantly, note that the left hand side of the proportionality (5) is always
computable (since it depends only on A, which is known), whereas the right hand side is not in general since
the density f is unknown. As we show in Section 3, H∝

0 holds for a number of null hypotheses in various
adaptive data collection settings, thereby allowing for the valid use of the above to test against such nulls.
We now present the main result of this paper, which is that, under H∝

0 , p is a valid p-value.

Theorem 2.1. The p-value defined in equation (4) stochastically dominates the uniform distribution under
equation (5) for any resampling distribution q satisfying H∝

0 .

While we relegate the proof of Theorem 2.1 to Appendix A, we note here that the proof is quite different
than those of randomization tests in the standard unweighted case. For example, the proof of validity of
the standard (unweighted) randomization test for exchangeable data and resamples—which is essentially an
immediate consequence of the joint exchangeability of the original data and all resamples (see, e.g., Bates
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et al. [2021], Berrett et al. [2020], Besag and Clifford [1989], Candes et al. [2018], Edgington and Onghena
[2007])—clearly will not apply in our case, since the data and resamples are not jointly exchangeable and
the weighting scheme further makes it unclear how any such exchangeability could be used to prove validity
of p. A second, more recent proof technique, given by Hemerik and Goeman [2018] in the context of the MC
permutation test on exchangeable data, is to condition on the set orb(D) of all possible permutations of the
observed data and use the fact that, conditionally on orb(D), the original data is uniform over orb(D) and
the set of resampled permutations is also uniform to show that the test is valid. In our setting, however, due
to the non-exchangeability, this conditional distribution need not be uniform.

Rather, the proof of Theorem 2.1 is via the application of a simple yet new (to the best of our knowl-
edge) application of Bayes’ theorem and proceeds by showing the conditional validity of p given the list
D; see Appendix A for details. Furthermore, as discussed in Remark 8, the assumption that the resamples
D̃(1), . . . , D̃(m) are drawn conditionally i.i.d. given D can be relaxed and a more general test (with generalized
weights) can be used; see Appendix E.1 for details.

Finally, as discussed in Section 1.4.2, a special case of the above procedure discussed in Remark 9 can be
derived from an importance-weighted MC randomization test presented in Harrison [2012] (although their
proof technique is different and we were unable to extend it to prove our more general result). See Remark 9
and Appendix A.1 for details.

Remark 1. The proof of Theorem 2.1 given in Appendix A applies only to discrete data distributions f
and resampling distributions q (recall we assumed all data was discrete in Section 1.2). We focus only
on such distributions as in any real-world application of our test, the computer on which our test is being
run on has only finite precision, rendering both the original dataset as well as all resamples discrete. That
is, any practitioner running our test on a computer is necessarily dealing with discrete data, not due to
any restrictions of the test itself, but rather the finite precision limitation of the computer. This is not
to say, however, that continuous distributions should never be considered in any situation. For example,
in an asymptotic theory, rates of convergence for discrete distributions may degrade as the resolution of
discretization becomes finer. In such a case, a continuous approximation of a computer-rendered discrete
distribution may be considerably more useful than directly handling the discrete distribution itself. The key
difference in our case, however, is that our theory is exact in finite samples for any discrete distribution.
Hence, the guarantee of Theorem 2.1 does not worsen at finer discrete resolutions, but rather remains intact,
thereby permitting our consideration of only discrete distributions.

We note, however, that our procedure should apply much more broadly to continuous distributions, but
perhaps not completely generally. See [Huang and Janson, 2020, Figure 5] for one such example in which
our theory does not hold because Bayes’ theorem is violated, by defining a dataset with T = 2 as well as a
resampling distribution with m = 1 for which the marginal distribution of the resample P(D̃(1)) is not equal

to q̃(D̃(1)|D)f(D) by taking X1 ∼ Unif(0, 1) and defining q to sample (X̃
(1)
1 , X̃

(2)
1 ) ∼ LX1

where LX1
is the

segment of length 1 orthogonal to the x-axis, intersecting it at the point X1, with an angle of (1−X1)
10π/2

with the y-axis.

Remark 2 (Randomizing for exact Type-I error control). Just as with a standard randomization test and,
as a special case, conformal inference in which the procedure is called smoothing [e.g., Vovk et al., 2005], one
can define a “lower” p-value

p− :=

m∑
i=0

wq
D(D̃(i))1[S(D̃(i)) > S(D)]

and randomize to obtain a test for Theorem 2.1 which controls Type-I error at exactly the nominal level.

Specifically, the test which fails to reject when p− > α, rejects with probability α−p−

p−p− when p− ≤ α < p, and
otherwise always rejects, controls Type-I error at exactly the nominal level α.

While Theorem 2.1 gives one great freedom and generality in computing valid randomization p-values by
allowing for many choices of the conditional distribution q, two aspects in particular remain, at present,
quite unclear: (a) in what situations and under what null hypotheses can we ensure that the proportionality
hypothesis H∝

0 holds, as well as (b) which choices of q one should sample from to obtain a powerful test. We
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address the first question in the context of adaptively collected data in Section 3 and discuss the second in
Sections 4 and 5.

The unweighted MCMC randomization test Above, we discussed a weighted MC randomization
test which weights resamples based on certain likelihood ratios. Here, we briefly outline an unweighted
MCMC randomization test developed by Besag and Clifford [1989]. While the test itself is not new (see,
e.g., Barber and Janson [2022+], Bates et al. [2021], Berrett et al. [2019] for more recent utilizations and
extensions of the test), our application of it to adaptively collected data, to the best of our knowledge, is. The
randomized procedure for the unweighted MCMC randomization test repeatedly takes Metropolis–Hastings
steps, starting at D by, at each step i, sampling a proposal D̃ given D̃(i−1) from q(·|D̃(i−1)), and additionally
computing an acceptance ratio under the stationary distribution f to decide if the Metropolis–Hastings
step accepts the proposal or remains at D̃(i−1). Just as with Algorithm 1, the acceptance ratio calculation
actually only involves known quantities depending on f̂ and q and hence the validity of the MCMC test is
again implied by the proportionality hypothesis H∝

0 . See Besag and Clifford [1989] for a delineation of the
general test. We also note here that, in all of our simulations, our weighted MC test performs no worse
than—and often dominates—the unweighted MCMC test. As such, exploring the utility of our weighted MC
test in the settings of Barber and Janson [2022+], Bates et al. [2021], Berrett et al. [2020], all of which use
the unweighted MCMC procedure, may be of interest for future work.

3 Randomization testing for adaptively collected data

In this section, we apply the randomization tests from Section 2 to solve a host of challenging inferential tasks
in adaptive data collection settings. In Section 2, we saw that to perform a weighted MC randomization
test we needed to be able to run Algorithm 1 which in turn required us to choose a q that satisfies the
hypothesis H∝

0 . In this section, we show that, for a number of null hypotheses in various adaptive data
collection settings, H∝

0 can be satisfied with many non-trivial choices of q, thus allowing for the application
of the weighted MC randomization test. We note here that, since the focus of this section is ensuring that
H∝

0 holds (under various null hypotheses and adaptive data collection settings), all results also immediately
apply to the unweighted MCMC test.

We address two broad classes of tasks and describe each—as well as the adaptive data collection environments
in which we consider them—in detail in the sections that follow:

1. Testing conditional independence between treatment and response conditional on context and some
function of the treatment (Section 3.1). Applying certain transformations to the data and inverting
such tests allows us to construct confidence intervals for response distribution parameters in certain
semiparametric models (Section 3.3.1).

2. Non-stationarity testing (Section 3.2) and its application to conformal inference (Section 3.3.2)

In Sections 3.1 and 3.2 below, we discuss a number of adaptive data collection environment setups. Each of
these setups assumes some combination/subset of equations (1) (Markovianity), (6), (7a), (7b):

Yt | Ct, Xt does not depend on t (Y -Stationarity) (6)

This first assumption asserts that the environment is Y -stationary so that the conditional response distribu-
tion does not vary with time; this distinction will be important in whether or not additional randomization
can be employed for a more powerful conditional independence test.

Ct ⊥⊥ (X1, . . . , Xt−1) | (C1, Y1, . . . , Ct−1, Yt−1) (Weak non-reactivity) (7a)

Ct | Ht−1 depends neither on t nor Ht−1 (C-stationarity & strong non-reactivity) (7b)
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The assumptions of equations (7a) and (7b) are related and describe the environment through the behavior
of contexts. In particular, the weak non-reactivity assumption (equation (7a)) says that the actions prior
to time t do not affect Ct, conditionally on the previous contexts and responses; i.e., the future states
of the environment are essentially (conditionally) non-reactive to prior actions. This weak non-reactivity
assumption is also made in [Ham and Qiu, 2022, Assumption 1]. The C-stationarity & strong non-reactivity
assumption (equation (7b)) is a stricter version of this, and stipulates that each context is generated by the
environment independently from the past and also that the distribution from which it is generated does not
change with t.

Before proceeding, we pause here to emphasize that all results that ensue in this section hold for any adaptive
assignment algorithm A, as long as it is known. We present all results by first describing the null hypothesis
being tested, then explaining the various environments in which it can be tested, and finally delineating any
constraints on the resampling distribution q in each of these environments so as to ensure that H∝

0 holds
under the null.

3.1 Conditional independence testing

Null hypothesis Let g be any function of x ∈ X , with unspecified codomain. We wish to perform a
conditional independence test between treatment and response given both context and the g-evaluation of
the treatment:

H⊥⊥,g
0 : Yt ⊥⊥ Xt | (Ct, g(Xt)),∀t ∈ [T ].

One example in which this hypothesis might be employed is in the problem of A/B testing in online advertis-
ing, where a company presents users with the same ad but with differing hues, saturations, and brightnesses
(i.e., so the treatment space is 3-dimensional). One concrete hypothesis that may be tested in this situation
is if saturation and brightness are enough to predict user response alone (i.e., is user response independent
of hue given both saturation and brightness?). Setting g(Xt) = (Xt,saturation, Xt,brightness) to map Xt to its

saturation and brightness components, H⊥⊥,g
0 is equivalent to this hypothesis. A second scenario is in testing

if a particular subset of treatments induces the same response distribution. That is, letting X = {0, 1, 2}
be the treatment space, the null hypothesis that Yt ⊥⊥ Xt | (Ct, Xt ∈ {0, 1}) is equivalent to H⊥⊥,g

0 with
g(Xt) = I(Xt = 2). Finally, in the special case in which g is a constant function, the hypothesis being
tested is that of simple conditional independence between treatment and response given context, and, for
this particular choice of g, the unweighted test of prior work [Bojinov and Shephard, 2019, Ham and Qiu,
2022, Pocock and Simon, 1975, Simon, 1979] can be employed in Environments 1 and 3 (but not in Environ-
ments 2 or 4); as we describe below, however, our framework allows for a significant improvement in power
over this prior work when employed in Environment 3.

Environment 1 (Non-reactive environment). The non-reactive environment is one in which the Marko-
vianity (equation (1)) and weak non-reactivity (equation (7a)) assumptions hold. Examples of a non-reactive
environment include (contextual) bandits—a setting that is common in the mobile health literature [e.g.,
Tewari and Murphy, 2017]—as well as many common adaptive experimental designs, such as adaptive crop
yield experiments [e.g., Alesso et al., 2021].

Environment 2 (Markov Decision Process). The next environment we consider is an MDP, which assumes
only the Markovianity assumption (equation (1)) holds, and also stipulates that Yt := Ct+1; note that this
implies that Assumption (7a) also holds. One example of MDP data arises in electronic health records [Li
et al., 2022].

Environments 3 and 4 below are Y -stationary counterparts of Environments 1 and 2, respectively.

Environment 3 (Stationary non-reactive environment). The most restricted of the environments we con-
sider, the stationary non-reactive environment, assumes Markovianity (equation (1)), Y -stationarity (equa-
tion (6)), and C-stationarity & strong non-reactivity (equation (7b)). Examples of this environment arise in
reinforcement learning as a stationary (contextual) bandit as well as in many common adaptive experimental
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designs—one example being in adaptive clinical trials [e.g., Giles et al., 2003].2

Environment 4 (Stationary MDP). With the additional assumption of stationarity, the stationary MDP
is a special type of MDP in which Y -stationarity (equation (6)) also holds, thereby assuming that the MDP’s
transition distribution does not change across timesteps. An example of stationary MDP data is in patient
admissions to the emergency room during surge demand [e.g., Lee and Lee, 2018].3 A second example arises
in robotics, where the robot’s dynamics and interactions with its environment can be modeled as a stationary
MDP [e.g., Suárez-Hernández et al., 2019].

Constraints on q The resampling procedure q may incorporate two sources of randomization: (a) ran-
domizing the order of the data by some permutation in a certain environment-specific set Π, and (b) ran-
domizing the actions conditional on their g-evaluations. More specifically, q must be such that the sequences
of contexts, responses, and g-evaluations of the treatment in each resample are equal to some (random)
permutation—albeit, the same one—π ∈ Π of their respective sequences in the original data:(

C̃
(i)
t , g(X̃

(i)
t ), Ỹ

(i)
t

)
=
(
Cπi(t), g(Xπi(t)), Yπi(t)

)
, ∀t ∈ [T ], for some πi ∈ Π. (8)

Note that equation (8) does not force X̃
(i)
t = Xπi(t), and thus allows the treatments to be further randomized

over X , so long as the restriction g(Xπi(t)) = g(X̃
(i)
t ) is met. Finally, the restricted set Π of allowable

permutations is environment-specific; we first focus on Environments 1–3, where the non-stationarity of
Environments 1 and 2 prevent us from permuting the data at all, while the stationarity of Environment 3
allows for any permutation:

Proposition 3.1. Let Πi, i ∈ [3] denote the set of allowable permutations for Environments 1-3, above. Then
if Π1 = Π2 = {id}, where id denotes the identity permutation, and Π3 = Π[T ], the set of all permutations on

[T ], the proportionality hypothesis H∝
0 is satisfied under H⊥⊥,g

0 .

Proof. In Environments 1 and 2, the restriction that Π1 = Π2 = {id} ensures that

f̂(D̃(i)) =

T∏
t=1

PA(X̃
(i)
t |C̃

(i)
t , H̃

(i)
t−1)

=

∏T
t=1 Pt(Yt|Ct, g(Xt), X̃

(i)
t )PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)P(Ct|C1, Y1, . . . , Ct−1, Yt−1)∏T

t=1 Pt(Yt|Ct, g(Xt), Xt)P(Ct|C1, Y1, . . . , Ct−1, Yt−1)
by H⊥⊥,g

0 and that g(X̃
(i)
t ) = g(Xt)

=

∏T
t=1 Pt(Ỹ

(i)
t |C̃

(i)
t , X̃

(i)
t )PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)P(C̃

(i)
t |C̃

(i)
1 , Ỹ

(i)
1 , . . . , C̃

(i)
t−1, Ỹ

(i)
t−1)∏T

t=1 Pt(Yt|Ct, g(Xt), Xt)P(Ct|C1, Y1, . . . , Ct−1, Yt−1)
as Π1 = Π2 = {id} & equation (8)

=
1∏T

t=1 Pt(Yt|Ct, g(Xt), Xt)P(Ct|C1, Y1, . . . , Ct−1, Yt−1)
f(D̃(i)), due to equation (7a)

where the subscript t on P is used to emphasize that the conditional distribution Yt | Ct, Xt may depend on
t. Hence, the proportionality hypothesis is satisfied with K = 1∏T

t=1 Pt(Yt|Ct,g(Xt),Xt)P(Ct|C1,Y1,...,Ct−1,Yt−1)
.

2To distinguish this setting from the adaptive crop yield experiment example, note that in an adaptive clinical trial, patients
are selected i.i.d. from some population, thus obeying the C-stationarity & strong non-reactivity (equation (7b)). On the other
hand, in an adaptive crop yield experiment, due to weather fluctuations (such as temperature and precipitation) over time, this
assumption is violated. For the same reason, we expect adaptive clinical trial settings, but not adaptive crop yield experiments,
to be Y -stationary.

3Again, this example differs from that of electronic health records in Environment 2 because here, we do not expect the
transition dynamics to change over time, whereas in the previous example, administering certain medication to a patient may
in fact change their internal state and thus alter the way in which they react to the same medication later on.
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On the other hand, in Environment 3, Π3 = Π[T ] and any permutation is allowed since

f̂(D̃(i)) =

T∏
t=1

PA(X̃
(i)
t |C̃

(i)
t , H̃

(i)
t−1)

=

∏T
t=1 P(Yπi(t)|Cπi(t), Xπi(t))PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)P(Cπi(t))∏T

t=1 P(Yt|Ct, Xt)P(Ct)
due to equations (6) and (7b)

=

∏T
t=1 P(Yπi(t)|Cπi(t), X̃

(i)
t )PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)P(Cπi(t))∏T

t=1 P(Yt|Ct, Xt)P(Ct)
by H⊥⊥,g

0 and that g(X̃
(i)
t ) = g(Xπi(t))

=

∏T
t=1 P(Ỹ

(i)
t |C̃

(i)
t , X̃

(i)
t )PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)P(C̃

(i)
t )∏T

t=1 P(Yt|Ct, Xt)P(Ct)
by equation (8)

=
1∏T

t=1 P(Yt|Ct, Xt)P(Ct)
· f(D̃(i)), due to equation (7b)

where we have dropped the subscript t on P used above (and also do not need to subscript P(Cπi(t)) due to
the Y -stationarity assumption of equation (6) (resp. the C-stationarity assumption of equation (7b)). Hence,
once again, the proportionality hypothesis holds, but now with K = 1∏T

t=1 P(Yt|Ct,Xt)P(Ct)
.

The precise definition of the allowable set of permutations Π4 (also introduced in Nettasinghe et al. [2022])
in Environment 4 is somewhat more complicated due to the serial dependence between consecutive timesteps
(i.e., Ct+1 is generated conditionally on (Ct, Xt)) that is not present in Environment 3. In particular, only
permutations which preserve the property that the tth response is equal to the (t+1)th context are allowed.
We formally state a Proposition here, but relegate its proof to Appendix B:

Proposition 3.2. Setting

Π4 := {π ∈ Π[T ] : Yπ(t) = Cπ(t+1),∀t ∈ [T − 1], and Cπ(1) = C1},

the proportionality hypothesis H∝
0 is satisfied under H⊥⊥,g

0 in Environment 4.

We briefly note here that unless the MDP’s state space C is relatively small, then the (data-dependent)
permutation set Π4 will typically be quite small and virtually no randomization in permutations can be
performed. There are, however, settings in which the state space C is small, such as in the restless multi-
armed bandit considered by Mate et al. [2020, 2021] in the context of patient adherence monitoring and
well-being, in which our test can be used effectively.

Remark 3 (Comparison with existing work). In Environment 1 (and Environment 3, which is a special
case), when g is a constant function, the unweighted randomization test of Bojinov and Shephard [2019],
Ham and Qiu [2022], Pocock and Simon [1975], Simon [1979] applies. However, the testing procedure
presented above has two advantages over those in prior work. First, by randomizing timesteps in addition to
treatments, our procedure is more powerful than theirs in the stationary setting of Environment 3, especially
for deterministic assignment algorithms for which their procedure is powerless; we empirically demonstrate
this in Section 5.1.1. Second, their procedure requires that each resample rerun A independently m times
with the same sequence of Ct and Yt as in D.4 While this would seem to be the most natural and statistically
powerful approach, it may not always be computationally feasible. In such a case, our method, by using a more
easily computable resampling procedure, provides a computationally tractable workaround (albeit perhaps at
the cost of degraded statistical efficiency per resample). As a concrete example, the adaptive assignment
algorithm A used to generate the original data could be based on Thompson sampling in a complex Bayesian
model, thus rendering it too computationally burdensome to run for any but a very small number of MC
samples. On the other hand, unnormalized densities—which are all that our procedure requires, due to the
proportionality assumption H∝

0 —are generally easy to compute, thus rendering computation of the weights
in equation (3) tractable under a less computationally intensive resampling procedure q.

4Pocock and Simon [1975] and Simon [1979] only describe how to do so for certain adaptive assignment algorithms, and
both, as well as Bojinov and Shephard [2019], only consider the non-contextual case.
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Remark 4 (Relaxing structural assumptions). In Appendix C, we show the above testing procedure can
be generalized to arbitrary adaptive data collection processes in which none of the assumptions of equations
(6),(7a),(7b) nor the Markovianity assumption of equation (1) are made, and the adaptive data collection
environment is assumed to be completely general. In such an environment, we show that one can, somewhat
analogously, consider a sequence of functions g1, . . . , gT and test simultaneous (over t) conditional indepen-
dence between the tth context (as well as the tth response) and the prior sequence of actions given the prior
sequences of contexts and responses as well as the sequence comprising the gs-evaluation of the sth action
for s ∈ [t]. The special case of this hypothesis wherein all the gt are constant allows for unweighted random-
ization testing in the completely general environment described in this Remark as shown by the prior work
of Bojinov and Shephard [2019].

3.2 Testing for non-stationarity

Null hypothesis. For our non-stationarity test, the null hypothesis HS
0 is that the response distribution is

stationary (but unknown). That is, the conditional distribution of response given the context and treatment
is the same across all timesteps:

HS
0 : Yt | (Ct, Xt) does not depend on t.

In this section, we consider two environments. The first is a a special type of non-reactive environment
(Environment 1):

Environment 5 (C-stationary strongly non-reactive environment). The C-stationary strongly non-reactive
environment is an environment in which equation (7b) holds, in addition to the Markovianity assumption
of equation (1). Once again, (contextual) bandits and various adaptive experimental designs are special
cases. One concrete example is in adaptive experimental designs studying the effects of job search assistance
programs on helping job seekers find work [Caria et al., 2020] over short periods of time since, in these brief
time intervals, we expect the “context” surrounding each individual (e.g., background, credentials, etc.) to
be roughly i.i.d. One additional example of a C-stationary strongly non-reactive environment for which our
theory also holds is an episodic MDP, in which each episode is viewed as a single time step, the reward
sequence a single response, and the action sequence a single (high-dimensional) action.5

The second environment we consider is simply the MDP of Environment 2.

Constraints on q By a proof similar to that of Proposition 3.1 for Environment 3, it is straightforward
to see that, as long as each draw from the resampling distribution q is (any) permutation of the original
data D, the proportionality hypothesis H∝

0 holds under HS
0 in Environment 5. That is, as long as we set

Π = Π[T ] and do not allow for any other randomization, then f̂(D̃(i)) ∝ f(D̃(i)). Under the MDP setting of
Environment 2, we may use the same randomization set of permutations Π4 stated in Proposition 3.2 and
again, do not include any additional randomization. We summarize this below:

Proposition 3.3. If Π = {π ∈ Π[T ] : Yπ(t) = Cπ(t+1),∀t ∈ [T − 1], and Cπ(1) = C1} in Environment 2 and
Π = Π[T ] in Environment 5, and the only randomization in q’s resampling consists solely of permutations
drawn from Π, then the proportionality hypothesis H∝

0 is satisfied under HS
0 .

3.3 Inverting tests to construct confidence and prediction intervals

3.3.1 Confidence regions in semiparametric models

Recall that the hypothesis tests in Section 3.1 were all nonparametric and focused on testing (conditional)
independence and distributional equality. In this section, we turn to the problem of exact parametric

5This episodic MDP setting also falls under the category of a (stationary) non-reactive environment, and hence our tests of
conditional independence presented in Section 3.1 also apply.
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inference in semiparametric models—focusing on semiparametric location models as a case study—and use a
technique previously used in standard randomization testing to construct confidence intervals [e.g., Rabideau
and Wang, 2021]. Before proceeding, we emphasize that parametric inference for adaptively collected data
is a challenging problem and, as far as we are aware, all examples in the literature are either asymptotic
[e.g., Deshpande et al., 2018, Hadad et al., 2021, Zhang et al., 2020], or conservative (see, e.g., Howard et al.
[2021], Kaufmann and Koolen [2021]).

Now, consider the setting in which the response distribution is distributed according to a location family
with locations determined by action. More precisely, letting h0 denote a (unknown) base density, we assume
that at each time-step t ∈ [T ], Yt | (Xt = x) ∼ h0(y − θx), where x 7→ θx is some mapping of actions
to location parameters. In such a setting it is quite natural to ask: how much better or worse is action
x compared to x′, in terms of their location parameters? More formally, how can we test against the null

hypothesis HLoc,δ,x,x′

0 that θx′ − θx = δ for actions x, x′ ∈ X and δ ∈ R?

To test against HLoc,δ,x,x′

0 , we modify the dataset D and then perform a conditional independence test.

Specifically, by modifying the dataset by replacing Yt with Yt + δ · 1[Xt = x], we get that HLoc,δ,x,x′

0 implies
that x and x′ induce the same distribution over rewards in the modified data generating distribution. Hence

a test against H⊥⊥,g with g(Xt) =

{
{x, x′} if Xt ∈ {x, x′}
Xt otherwise

on this modified dataset serves as a test against

HLoc,δ,x,x′

0 . These same ideas can also be applied to scale families; see Appendix D for details.

Most importantly, these tests can all be inverted to construct confidence regions for the parameter in question,
namely θx′ − θx. For example, consider constructing a confidence region for the difference in locations of
treatments x and x′ at nominal miscoverage rate α. One can construct the acceptance region by simply

running the test against HLoc,δ,x,x′

0 at level α at each δ in the parameter space ∆: those δ for which the test
fails to reject make up the acceptance region. In cases where the parameter space ∆ is either continuous or
too large to iterate over completely, approximate confidence regions can be constructed as follows: (a) grid
the space into a small finite set of discrete points ∆′ ⊆ ∆, (b) run the above procedure at each δ ∈ ∆′ to
obtain an accepted set of grid points A′, and (c) include all δ ∈ ∆ within a certain user-specified distance of
any of the accepted grid points of A′ in the confidence region.

3.3.2 Prediction regions for YT

Similar to the previous section, the tests of Section 3.2 can be applied to construct prediction intervals for YT

before it is observed. In particular, again, one can construct the acceptance region for YT by running the non-
stationarity tests described in Section 3.2 on the almost-fully realized dataset ((C1, X1, Y1), . . . , (CT , XT , y)),
with y ranging over Y; just as with confidence intervals, in the case of large Y, the gridding/rounding
procedure described at the end of the previous section can be used to construct approximate prediction
intervals by simply selecting a small discrete set Y ′ ⊆ Y. We do note, however, that it is not uncommon
for Y to be small or even categorical in many (challenging) settings and thus, for such problems, we can
grid Y directly to obtain exactly valid prediction regions. We now make a few remarks about some broader
connections of our procedure when used in this fashion to conformal inference, as well as challenges and
speedups in constructing intervals.

Remark 5 (Conditional conformal inference). While conditional conformal inference is impossible in general,
even in the case of i.i.d. data [Lei and Wasserman, 2014], Theorem 2.1 admits a conditional version which
may be useful when the covariate space X is finite and small. In particular, the validity of the test still
holds when we replace f with the conditional density f(·|XT ), which conditions on the “test-time” covariate
XT = xT ; thus, when inverting the hypothesis test and constructing a conformal prediction interval, one
can guarantee valid coverage conditional on XT (i.e., P(YT ∈ Cα

T (XT )|XT ) ≥ 1−α, where Cα
m(XT ) denotes

conformal band at XT with nominal miscoverage rate α). In practice, this is possible as long as each resample
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D̃(i) has X̃
(i)
T = XT (in addition to D̃(i) being an allowable permutation of D), so that

f(D̃(i)|XT )
∏

k∈[0:m]\{i} q(D̃
(k)|D̃(i))∑m

j=0 f(D̃
(j)|XT )

∏
k∈[0:m]\{i} q(D̃

(k)|D̃(j))
=

f(D̃(i))
∏

k∈[0:m]\{i} q(D̃
(k)|D̃(i))∑m

j=0 f(D̃
(j))

∏
k∈[0:m]\{i} q(D̃

(k)|D̃(j))
.

In turn, p’s validity once again ensues so long as the proportionality hypothesis H∝
0 holds.

Remark 6 (Challenges with explicit construction of conformal bands). Split conformal inference [Pa-
padopoulos et al., 2007] is a variant of conformal inference which involves data splitting in order to construct
a conformal prediction region which can be explicitly and efficiently computed. Unfortunately, such an ex-
plicit construction of a conformal band using data splitting does not carry over using our procedure to test
non-stationarity, since the weights, through f̂(D̃(i)), may depend on the test-time response grid values y. Sim-
ilarly, the discretization procedure of Chen et al. [2018] used to construct explicit bands in the i.i.d. setting
by rounding the response to a small discrete set is not valid in our framework since, in general, probabilities
under PA involving the rounded data are either unknown or not efficiently computable.

Remark 7 (Sharing samples). To address the challenges of Remark 6, one can grid the space into a small
finite set Y ′ and run the test at each y ∈ Y ′, as discussed above in the case of continuous or large Y. Naively,
however, this involves drawing m resamples for each y ∈ Y ′. To reduce the total number of resamples needed,
we can however share resamples between different values of y. That is, for y1, y2 ∈ Y ′, resamples drawn in
association with y1 can be used to determine whether or not to accept y2 and vice versa, thereby more
effectively using each resample drawn. See Appendix E.2 for details.

4 Resampling procedures

In Section 3, we focused on an information-theoretic question: in what data regimes can we define a sampling
procedure q for which our testing procedure is valid? Here, we turn to the second key question posed at
the end of Section 2: which choices of q are statistically best? Thus, while the last section specified how
to choose the the support of q (i.e., which variables should be randomized over and which should be held
fixed) depending on the null hypothesis being tested against and the adaptive data collection environment
in which it is being tested, this section explores what distributions to choose over these supports. In the
remainder of this section, we provide a partial answer to this challenging question by proposing a number
of resampling procedures that are compatible with the constraints outlined in Section 3 and will be shown
to be powerful and produce short confidence/prediction regions in Section 5.

Recall that we are focusing solely on conditionally i.i.d. resampling from procedures q and thus all re-
sampling/proposal distributions considered in this section can be applied to both the weighted MC and
unweighted MCMC tests (with q as the proposal distribution for the MCMC test). However, as mentioned
in Section 2, our weighted MC procedure does not in general require conditionally i.i.d. resampling and hence
the following remark describing how our test can be generalized in this case is in order:

Remark 8 (Non-i.i.d. resampling). When the resamples D̃(1), . . . , D̃(m) are not generated in a conditionally
i.i.d. manner, the test in Algorithm 1 can be slightly generalized. In particular, letting Σ be any subset
of Π[0:m], the set of permutations on [0 : m], and q̃((D̃(1), . . . , D̃(m))|D) denote the conditional probability

of sampling (D̃(1), . . . , D̃(m)) given that D was observed, the procedure can be generalized by redefining the
weights to be

wq̃,Σ
D (D̃(i)) =

f̂(D̃(i))
∑

π∈Σ:π(0)=i q̃((D̃
(π(1)), . . . , D̃(π(m)))|D̃(i))∑m

j=0 f̂(D̃
(j))

∑
π′∈Σ:π′(0)=j q̃((D̃

(π′(1)), . . . , D̃(π′(m)))|D̃(j))
.

We relegate a description of this generalized procedure, as well as the proof of its validity, to Appendix E.1.

Remark 9 (Computational issues with conditionally i.i.d. resampling). We also note here that even with
a conditionally i.i.d. resampling scheme q, the computation of the p-value p can sometimes take Ω(m2)
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computations. This is because, even with a conditionally i.i.d. resampling procedure, all pairs of conditional
densities q(D̃(i)|D̃(j)) must be computed and incorporated into the p-value computation. On the other hand,
if the conditional density draws samples D̃(1), . . . , D̃(m) such that q(·|D̃(i)) is the same for all i ∈ [0 : m],
then ∏

k∈[0:m]\{i}

q(D̃(k)|D̃(i)) =

∏m
k=0 q(D̃

(k)|D̃(i))

q(D̃(i)|D̃(i))
∝ (q(D̃(i)|D̃(i)))−1 (9)

and so the p-value can be computed much more quickly in only O(m) computations by replacing
∏

k∈[0:m]\{i} q(D̃
(k)|D̃(i))

with (q(D̃(i)|D̃(i)))−1 in the weight equation (3); as a result, we focus on resampling procedures that have
this property.

An equivalent way of characterizing this special case procedure of Algorithm 1 is that the conditional distri-
bution q(·|D) depends only on D through some statistic A(D) which is invariant under all resamples (i.e.,
A(D̃(i)) = A(D), for all i ∈ [m]) and so the resulting p-value from Algorithm 1 is equal, under H∝

0 , to

m∑
i=0

f(D̃(i)|A(D))/q(D̃(i)|A(D))∑m
j=0 f(D̃

(j)|A(D))/q(D̃(j)|A(D))
1[S(D̃(i)) ≥ S(D)],

which can be reduced, after conditioning on A(D), to the importance-weighted p-value of [Harrison, 2012,
Theorem 2]. For a more comprehensive explanation of the above connection as well as further details, see
Appendix A.1.

The setup in this section is that we first consider resampling procedures used to test non-stationarity. We
then go on to discuss resampling algorithms for testing the conditional independence null hypothesis H⊥⊥,g

0 ,
some of which use some of the non-stationarity testing resampling algorithms as subprocedures in their
sampling process. All resampling procedures presented in this section are evaluated in our simulations in
Section 5. Additionally, more detailed pseudocode outlines of the resampling procedures in this section can
be found in Appendix F. Lastly, we make a brief note about the computation of probabilities under the
resampling distribution q.

Remark 10. All resampling procedures we consider in this section—and in our simulations in Section 5—
either sample uniformly or involve some sort of sequential sampling procedure. In either case, computation
of conditional probabilities under q are tractable as they are constant in the former and, in the latter, can be
calculated as the sample is generated by serially multiplying together the corresponding conditional probabil-
ities of each sequential sample as it is generated. Of course, probabilities of the form q(D|D̃(i)) for i ∈ [m]
still must be computed (as the original dataset D is never resampled from q) from scratch, but this is simply
done in the same manner as above: behaving as though D had indeed been sampled from q conditionally on
D̃(i) and sequentially multiplying conditional probabilities of each resampleed timestep.

4.1 Non-stationarity testing in a C-stationary strongly non-reactive environ-
ment

We first describe four types of resampling procedures that can be used for non-stationarity testing in a
C-stationary strongly non-reactive environment (i.e., Environment 5). As discussed in Section 3.2, all such
distributions must only randomize timesteps by permuting the data sequence. Apart from uniform permu-
tations, the other three procedures discussed in this section randomly permute the data in a way intended
to mimic A while also ensuring diverse random samples. We thus call these three resampling procedures
imitationπ, re-imitationπ, and cond-imitationπ, the common word imitation referencing the mimicking of A
(the prefixes re and cond will be explained later on in this section). All three procedures randomly permute
the data by serially sampling not-yet-sampled timesteps from the original data sequence.

uniformπ sampling The uniformπ sampling procedure simply selects a permutation of the data uniformly
at random. Although simple, intuitively it may result in a diverse set of resamples.
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imitationπ sampling This sampling procedure samples permutations by sequentially resampling timesteps
from the original data, where the sampling distribution at time t acts as though the first t − 1 already-
resampled timesteps were drawn according to the true data generating-process and selects the tth timestep
proportionally to the probabilities dictated by PA. In other words, at each timestep t, letting R denote the
set of not-yet-sampled timesteps, the imitationπ distribution draws a timestep t′ from R, where the proba-
bility of drawing any given s ∈ R is proportional to PA(Xs|Cs, H̃t−1); if PA(Xs|Cs, H̃t−1) = 0 for all s ∈ R,
the procedure is ended and an attempt at a new resample can be begun using the same process. Finally,
(Ct′ , Xt′ , Yt′) is appended to H̃t−1 and t′ is removed from R. Intuitively, the imitationπ distribution behaves
as A would, feeding in the already-realized sequence of responses (Y1, . . . , YT ), except that it may only sample
amongst actions which correspond to not-yet-selected timesteps. See Algorithm 3 for pseudocode.

The re-imitationπ and cond-imitationπ distributions which we describe below are intended only for random-
ized decision-making algorithms A. When applied to a deterministic algorithm, they are both the same as
imitationπ.

re-imitationπ sampling This distribution is similar to the imitationπ distribution, except that, to incor-
porate more diversity, it independently regenerates the exogenous randomness that the randomized decision-
making algorithm A makes as it mimics it to draw resamples; it thus rerandomizes the randomness of A.
More specifically, the re-imitationπ distribution views A as a sequence of decision rules δt which take as
input the tuple (Ct, Ht−1, U1, . . . , Ut), where Ut is the exogenous random variable generated by A at time t,
and output which action to take:

1. Sample a permutation of D by sequentially resampling timesteps from the data, where the sampling
distribution at time t uses the t − 1 already-resampled timesteps as well as the resampled exogenous
randomness Ũ1, . . . , Ũt−1, and then generates the random variable Ũt from Ut’s distribution, but con-
ditional on the remaining timesteps. Specifically, Ũt is sampled from the conditional distribution of Ut

given that

Xs = δt(Cs, H̃t−1, Ũ1, . . . , Ũt−1, Ut) for at least one not-yet-selected timestep s.

If, however, this conditional distribution is degenerate (i.e., because there does not exist Ũt for which
Xs = δt(Cs, H̃t−1, Ũ1, . . . , Ũt−1, Ũt) for any remaining timesteps s), the process is terminated and
sampling for a new resample is begun.

2. Select the tth timestep uniformly over all those not-yet-sampled triples (Cs, Xs, Ys) with

Xs = δt(Cs, H̃t−1, Ũ1, . . . , Ũt). (10)

The motivation behind the re-imitationπ distribution, as opposed to imitationπ, is that, by incorporating
more of the randomness used in the decision-making algorithm one may be able to obtain more diverse
samples while also better imitating the decision-making mechanisms of A. See Algorithm 4 for pseudocode.

cond-imitationπ sampling The cond-imitationπ distribution is the same as re-imitationπ except that
instead of resampling the Ũt’s, it cond itions on them and thus uses the same sequence of exogenous random-
ness as re-imitationπ does; this, of course, requires knowing the original sequence U1, . . . , Ut. Intuitively, this
conditioning that cond-imitationπ sampling performs should bias the weights closer to (m+ 1)−1, resulting
in more powerful resampling. See Algorithm 5 for pseudocode.

4.2 Non-stationarity testing in an MDP

We finally briefly discuss the resampling procedures for non-stationarity testing in an MDP (Environment 2).
We consider essentially the same four types of resampling procedures used for non-stationarity testing in a
C-stationary strongly non-reactive environment described in the last section. The only difference however,
is that, as discussed in Section 3.2, only a subset of permutations are allowed in the MDP setting so as to

ensure that the Ỹ
(i)
t = C̃

(i)
t+1 condition that holds for i = 0 (i.e., in the observed data) also holds for each
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resample D̃(i). Thus, while the four procedures which we consider here—also called uniformπ, imitationπ,
re-imitationπ, and cond-imitationπ—sample timesteps serially without replacement according to A as their
analogs did in the previous section, they do so over only a restricted subset of not-already-sampled timesteps
at each round.6

For this reason, the MDP data that we consider includes an additional action XT+1; hence the permutations
which we consider can be viewed as permuting the T +1 state-action pairs in this augmented dataset.7 More
specifically, suppose that at the end of round t − 1, the state-action pair (Cs′ , Xs′) had just been selected
and appended to H̃t−2. Then, the set of allowable timesteps which can be sampled at round t are only
those not-yet-sampled state-action pairs (Cs, Xs) for which the state-action-next state triple (Cs′ , Xs′ , Cs)
is present in the original data sequence D. The precise way in which the timestep is sampled is then in
exact accordance with the weighting, randomization, and conditioning that correspond to the uniformπ,
imitationπ, re-imitationπ, and cond-imitationπ sampling procedures described in the previous section. See
Algorithms 6, 7, 8, and 9 for pseudocode.

4.3 Conditional independence testing

We now describe four types of resampling procedures that can be used in a stationary non-reactive environ-
ment (Environment 3). Three of these resampling procedures randomize both timesteps and the action Xt

conditional on g(Xt) allowed by the stationarity, as discussed in Section 3.1. The procedure which does not
both randomize timesteps and actions simply randomizes the actions alone and is called imitationX ; as such,
it can also be applied to the non-reactive environment (Environment 1) as well as an MDP (Environment 2).
Of the three procedures which randomize both timesteps and actions, two randomize the timesteps and
actions in two separate stages and therefore use some of the resampling procedures discussed in the previous
section (as well as one more) in the first stage; we call these resampling procedures uniformπ+imitationX and
restricted-uniformπ+imitationX (the latter of these two uses a permutation scheme that involves g and was
thus not discussed in the previous two sections). These resampling procedures can all be applied to a station-
ary MDP (Environment 4), by using the analogous MDP permutation distribution as described in Section 4.2.
We note here that we do not consider the combinations imitationπ+imitationX , re-imitationπ+imitationX ,
and cond-imitationπ+imitationX because, while conditionally i.i.d., they violate the property discussed in
Remark 9 that q(·|D̃(i)) is the same for all i ∈ [0 : m], and hence require Ω(m2) computations render-
ing them somewhat computationally burdensome. The fourth resampling scheme combines the two stages
of permuting timesteps and randomizing Xt into a single procedure and is thus referred to as combinedπ,X ;
this procedure applies in the stationary non-reactive environment (Environment 3) and can be modified to
work in a stationary MDP (Environment 4) by using the usual sequential permutation restriction described
in Section 4.2. Finally, just as in the previous two sections, all of these distributions are based on the idea
of trying to draw resamples in a way that mimics the behavior of A.

imitationX sampling The imitationX distribution, at each timestep t, conditions on the t − 1 already-
resampled data points ((C1, X̃1, Y1), . . . , (Ct−1, X̃t−1, Yt−1)) as well as Ct and, treating them as though
they were true data points sampled by A, samples X̃t amongst all x ∈ X with g(x) = g(Xt), weighting
proportionally to the action-selection probabilities of PA—if all weights are 0, then the process is exited and
an attempt at a new resample can be begun. The intuition behind this sampling procedure is that it attempts
to mimic A by essentially feeding in the already-realized context, g-evaluation, and response sequences
to generate the sequence of actions (each sampled conditionally on the g-evaluation at the corresponding
timestep), thereby mimicking the true data-generating distribution induced by A (resulting in weights closer
to (m+1)−1). We note here that the imitationX resampling algorithm when applied in Environments 1 and
3 yields precisely the same (unweighted) test as the prior work of Bojinov and Shephard [2019], Ham and
Qiu [2022], Pocock and Simon [1975], Simon [1979]. See Algorithm 11 for pseudocode.

6For uniformπ permutations, we sequentially sample indices uniformly at random from these restricted subsets.
7Note that, practically speaking, if the dataset D in consideration does not have this additional action XT+1, then the

analyst can add it with ease (because they know the adaptive assignment algorithm A) and can do so without affecting the null
or alternative distribution from which the data was drawn (because the null/alternative distributions govern only the transition
dynamics, and not action selection).
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uniformπ+imitationX sampling This resampling procedure proceeds in two stages: the first stage ap-
plies a uniform permutation using the uniformπ sampling of Section 4.1 and the second randomizes the
treatment conditional on its g-evaluation in the permuted data sequence using the imitationX resampling
procedure. Similar to imitationX , we intuitively expect such a sampling procedure to have weights near
(m + 1)−1 while also incorporating significant diversity (resulting in more varied evaluated test statistics
S(D̃(i))) due to the initial uniform permutation. See Algorithm 12 for pseudocode.

restricted-uniformπ+imitationX sampling This procedure is identical to uniformπ+imitationX sam-
pling, except that it modifies the uniform sampling in step 1. In particular, for this resampling procedure,
the randomly sampled permutation in the first stage is a restricted uniform permutation, which does not
permute the sequence of g-evaluations. In other words, only permutations π for which g(Xt) = g(Xπ(t))
for all t ∈ [T ] are allowed, and the sampling is uniform over this restricted set. The intuition behind this
sampling scheme is similar to that of the uniformπ+imitationX sampling procedure except that, by using
restricted uniform permutations rather than fully uniform permutations, the sampled data appears more
similar to the original data with the goal of making the weights closer to (m + 1)−1. See Algorithm 13 for
pseudocode.

combinedπ,X sampling As opposed to the previous two sampling schemes which permute timesteps and
randomize treatments conditional on their g-evaluations in two separate stages, this sampling approach
combines both types of randomization into a single resampling stage. Specifically, at each timestep t, the
combinedπ,X resampling procedure samples t′ according to the imitationπ distribution from Section 4.1 on g-
evaluations over not-yet-selected timesteps, again, by conditioning on the already-resampled data, and then
randomizes Xt′ conditional on g(Xt′). In other words, at timestep t, the combinedπ,X resampling proceeds
by:

1. Selecting a not-already-selected timestep t′ conditionally on H̃t−1 via the imitationπ distribution
of Section 4.1 applied to g-evaluations of actions (instead of simply the actions themselves). If
PA(g(Xs)|H̃t−1, Cs) = 08 for all not-yet-selected timesteps s, then no such sample t′ can be gener-
ated and so the sampling process is terminated and a new one may be begun.

2. Once the timestep (Ct′ , Xt′ , Yt′) is selected, X̃t′ is sampled via PA(·|H̃t−1, Ct′ , g(Xt′)).

Similar to restricted-uniformπ+imitationX sampling, the intuition behind combinedπ,X sampling is that both
randomization across timesteps and the treatments, conditional on their g-evaluations, are incorporated,
except that here they are combined and both the timestep and first action component randomization mimic
A. See Algorithm 14 for pseudocode.

5 Empirical Results

In Section 4 we proposed a number of resampling procedures q. In this section, we implement these resampling
procedures in a variety of adaptive data collection environments—which are all special cases of the more
general environments discussed in Section 3 for which our theory holds—and both demonstrate their validity
and evaluate their statistical efficiency.

In our experiments, we first study the performance of our tests as the horizon T increases. Thus, we plot
both average Type-I error (to empirically validate the Type-I error control guarantee of Theorem 2.1) as
well as power under an alternative distribution, for values of T ranging from 10 to 100. This power plot,
however, does not paint the whole picture. In each simulation, a combination of two factors influences the
power of our method: 1. the intrinsic difficulty of the environment and 2. the quality of our resampling
algorithm. As an attempt to disentangle these two components, we additionally measure and plot the power
of a standard randomization test on data collected via a baseline uniform i.i.d. adaptive assignment algorithm

8By PA(g(Xs)|H̃t−1, Cs) we mean the probability (induced by PA) that the g-evaluation at the tth timestep is equal to
g(Xs) given the history H̃t−1 and context Cs.
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Contextual stationary non-reactive environment ϵ-greedy, LinUCB
Contextless stationary non-reactive environment ϵ-greedy, UCB
Contextless C-stationary strongly non-reactive environment ϵ-greedy, UCB
Contextual C-stationary strongly non-reactive environment ϵ-greedy, LinUCB
Markov decision process ϵ-greedy Q-learning, greedy Q-learning

Table 1: Table of environments and adaptive assignment algorithms considered in each.

which selects actions uniformly at random from X at each timestep t independently from Ht−1. This baseline
measurement captures the intrinsic difficulty of the environment: a less powerful test on data gathered by
this baseline i.i.d. treatment assignment indicates a more difficult environment. Now, while the power plots
do illustrate the second factor regarding the quality of our resampling algorithms, this factor can be further
decomposed into two more contributing components to paint a clearer picture: 1. the effective sample size
of the resampling procedure (i.e., ideally having weights close to (m + 1)−1) and 2. the diversity of the
resamples (i.e., if all resamples are equal—and equal to the original data—then all weights will be (m+1)−1,
but our test will be powerless). We disentangle these two components—and thereby give a more complete
explanation of the accompanying power plots—by measuring effective sample size,

meff :=

(∑m
i=0 w

q
D(D̃(i))

)2
∑m

i=0 w
q
D(D̃(i))2

,

and plotting meff

m , the fractional effective sample size, under the alternative at the same increments as in
the power plot. In Type-I error, power, and fractional effective sample size plots, we take m, the number
of resamples drawn by our test, to be 100. We also present plots showing how the power of our procedure
grows with m (taking values 102, 103, and 104) for fixed T = 100.

We note here that all randomization tests performed in our simulations use smoothed p-values (see Remark 2)
and thus provably control Type-I error (whose nominal rate is set at α = 0.05 in all our experiments) at
exactly the nominal rate. In addition to testing, we also construct approximate confidence and conformal
prediction intervals (at nominal miscoverage rate 0.05), using the procedures described in Section 3.3; as
these inversion procedures involve non-smoothed p-values, we expect the coverage to be above 0.95. All
results are averaged over 1000 independent trials and plotted with ±2 standard error bars. Finally, we only
show plots involving the weighted MC version of our test (and its inversion for interval construction) in this
section, because for each resampling procedure we consider, our weighted MC test is never outperformed
by (in terms of power and length)—and often in fact dominates—the unweighted MCMC test in all of our
simulations. For analogous plots illustrating results for the unweighted MCMC test, see Appendix G.1.

Computation We also plot the computation times for each of our resampling algorithms in the various
environments and adaptive data assignment algorithms considered here in Appendix G.2. In nearly all
environments and assignment algorithms, we are able to run a powerful test on datasets of length T = 100
within a matter of minutes (and often just seconds) in terms of serial computation time, and our test is
of course embarrassingly parallelizable if desired. Generally, the computation times for each resampling
procedure scale roughly linearly with T . All code for our simulations is publicly available at https://

github.com/Yashnair123/RTs-for-AdaptiveData.

Environments and adaptive assignment algorithms We briefly describe the environments in and
adaptive assignment algorithms for which we conduct our simulations. We consider a total of five different
environments: two are examples of a stationary non-reactive environment (Environment 3)—one with con-
texts and one without contexts—two are instantiations of a C-stationary strongly non-reactive environment
(Environment 5)—again, both contextual and contextless—and the last is an instance of an MDP (Envi-
ronment 2); recall that Environments 3 and 5 are special cases of Environment 1. The adaptive assignment
algorithms we consider in these environments are summarized in Table 1; note that, in each environment,
we consider both a randomized and a deterministic adaptive assignment algorithm.

We now briefly describe each of these adaptive assignment algorithms. Q-learning [Watkins, 1989] maintains
an estimate of the state-action value Q function and selects actions at each timestep based on the current
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estimate; we consider one version in which this action selection is (deterministically) greedy and one in which
it is ϵ-greedy. The ϵ-greedy algorithm in the contextless stationary non-reactive environment and contextless
C-stationary strongly non-reactive environment both, at each timestep, determine the empirically best action
and then select an action ϵ-greedily. In the contextual stationary non-reactive environment, the ϵ-greedy
algorithm behaves similarly by maintaining a linear regressor Lx for each action x ∈ X , and progressively
updating Lx with the context-response (i.e., input-output) pair (Ct, Yt) when x is selected at time t (upon
seeing Ct); the algorithm selects, at time t after seeing Ct, the action x with highest predicted response by
the Lx’s. Finally, UCB [Auer et al., 2002] is a deterministic bandit algorithm which additively inflates each
action’s empirical value by a bound on its error with respect to the true value and selects the highest value
action. The contextual analogue in which the response depends linearly on the context is LinUCB [Li et al.,
2010].

We note here that essentially all of the adaptive assignment algorithms above are typically used in rein-
forcement learning as they all enjoy quite low regret. However, in comparison to much of the literature
on asymptotic inference in reinforcement learning, which impose clipping constraints on these assignment
algorithms that stipulate that action-selection probabilities cannot be too close to 0 or 1 [Deshpande et al.,
2018, Hadad et al., 2021, Zhang et al., 2020], our procedure makes no such assumptions and even allows for
deterministic adaptive assignment algorithms.

5.1 Conditional independence testing

In this section we apply the conditional independence testing framework and corresponding resampling
algorithms from Section 4.3 to two environments: a stationary strongly non-reactive environment (Environ-
ment 3) with contexts and one without contexts. Our simulations in the former environment demonstrate
the power gain our framework has over prior work [Bojinov and Shephard, 2019, Ham and Qiu, 2022, Pocock
and Simon, 1975, Simon, 1979] in a stationary environment by incorporating the additional randomization
over permutations described in Section 3.1. On the other hand, our simulations in the latter environment
focus on the problem of testing if a subset of treatments induce the same response and thus demonstrates
our test’s power on an inferential test for which, to the best of our knowledge, no prior exact test exists.

5.1.1 Conditional independence testing with constant g

Our first series of simulations is in a contextual stationary strongly non-reactive environment, and involves
testing against the null hypothesis H⊥⊥,g with g(Xt) := ∅ (i.e., Yt ⊥⊥ Xt | Ct for all t ∈ [T ]). While, as
mentioned in Remark 3, this setting has been covered in prior work, our framework offers a more powerful
test, as our simulation results illustrate. Additionally, we note that in this setting, the weighted MC and
unweighted MCMC tests are identical. This is because all weights in the MC test are (m + 1)−1 and
all acceptance ratios in the MCMC test are 1 since our resampling procedures all involve the imitationX
distribution which, under a constant g, is the same as sampling, conditionally on the context and response
sequences, from A. For this reason, we do not plot the fractional effective sample sizes, as they too are all
equal to 1.

The precise environment in which our simulations in this section are conducted has treatment space X =
{0, 1}. Letting Ik denote the k× k identity matrix and 1⃗k the length-k vector of all 1’s, we consider null and

alternative distributions involving 2-dimensional contexts Ct sampled i.i.d. from N
((

1
−1

)
, I2

)
and whose

conditional response distributions are, respectively, given by:

Yt | (Ct, Xt) ∼ N (C⊤
t 1⃗2, 1) and Yt | (Ct, Xt) ∼ N (C⊤

t 1⃗2 +Xt, 1).

Finally, the test statistic used is simply the absolute value of the t-test statistic against β2 = 0 in a Normal
linear model with design matrix comprising rows of the form (1, Xt, Ct,1, Ct,2) and response vector (Yt)

T
t=1.

Figure 1 demonstrates that the added diversity of incorporating uniform permutations—as opposed to sam-
pling only from the imitationX distribution—indeed results in an increase in power. Notably, when comparing

21



Figure 1: Type-I error (left) and power (right) of randomization tests at fixed m = 100 and varying T in a contextual
stationary strongly non-reactive environment on data gathered via ϵ-greedy and LinUCB.

our resampling scheme, uniformπ+imitationX , against the imitationX resampling of prior work [Bojinov and
Shephard, 2019, Ham and Qiu, 2022, Pocock and Simon, 1975, Simon, 1979] we observe that our approach
is more powerful than theirs on data collected via an ϵ-greedy treatment assignment. Perhaps even more
strikingly, our approach when applied to LinUCB, a deterministic adaptive assignment algorithm, has high
and increasing (with T ) power. This is in contrast to the usual imitationX resampling of the prior work,
which is powerless. We relegate the power curves for increasing m but finite T to Appendix G.3 as they are
all approximately constant.

5.1.2 Conditional independence testing with non-constant g

We now discuss our simulations in the contextless stationary non-reactive setting of Environment 3, given
as an example in the beginning of Section 3.1. In particular, we consider a contextless instantiation of
a stationary non-reactive environment with action space X = {0, 1, 2} and are testing against the null

hypothesis H⊥⊥,g
0 with g(Xt) := I(Xt = 2) (i.e., that Yt ⊥⊥ Xt | Xt ∈ {0, 1} for all t ∈ [T ]).

In this environment, we specify the null and alternative distributions as

Yt | Xt ∼

{
N (0, 1) if Xt ∈ {0, 1}
N (2, 1) if Xt = 2

and Yt | Xt ∼


N (0, 1) if Xt = 0

N (3, 1) if Xt = 1

N (2, 1) if Xt = 2

,

respectively.

In all our simulations, the test statistic S(D) we use is, similar to as in Section 5.1.1, simply the absolute
value of the t-test statistic for the test against β2 = 0 in a Normal linear model whose design matrix has
(1, I(Xt = 0), I(Xt = 2)) as its tth row and (Yt)

T
t=1 as the response vector. Figure 2 summarizes the results

in this domain.

First, the Type-I error rates in Figure 2 are controlled at exactly the nominal level, validating the theoretical
guarantee of Theorem 2.1. With regards to power, we notice that restricted-uniformπ+imitationX sampling
performs better on data gathered via ϵ-greedy while combinedπ,X sampling performs better under UCB.
The fractional effective sample size plots in the same figure offer an explanation for why this is the case: the
fractional effective sample sizes under ϵ-greedy are larger with restricted-uniformπ+imitationX sampling than
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Figure 2: Type-I error rate (leftmost) and power (second from left) of the MC randomization test at fixed m = 100
and varying T as well as power at fixed T = 100 and varying m (third from left) and fractional effective sample size
plots at fixed m = 100 and varying T (rightmost) in a contextless stationary strongly non-reactive environment on
data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

with combinedπ,X and, conversely, under UCB they are larger with combinedπ,X than restricted-uniformπ +
imitationX . We note here that this testing problem is much harder on data gathered via ϵ-greedy and UCB
than on the uniform i.i.d. baseline (thus explaining the power gap between the latter and all resampling
procedures applied on data gathered by the former two, especially for large T ). This is because ϵ-greedy
and UCB are low-regret adaptive assignment algorithms and thus, under the alternative, will select action
1 very frequently, and all other actions much less frequently. Hence the problem of detecting if the response
distributions induced by Xt = 0 and Xt = 1 are the same becomes much more challenging, as action 0 is
sampled rarely under these two low-regret algorithms. On the other hand, it is sampled more frequently and
at the same rate as action 1 under the uniform i.i.d. baseline. Despite this challenge, however, our method
is still able to attain quite high power under both ϵ-greedy and UCB adaptive assignment algorithms.

5.2 Non-stationarity testing

In this section, we empirically evaluate our test of non-stationarity on three different environments: the first
two are examples of the C-stationary strongly non-reactive setting of Environment 5—one with contexts and
one without—and the third is an MDP (Environment 2).

5.2.1 Testing non-stationarity in a C-stationary strongly non-reactive environment

Our simulations in this section are performed on a contextless C-stationary strongly non-reactive environment
with action space X = {−1, 1} and Gaussian rewards: the reward distribution for the first T − 1 steps is
given by Yt | Xt ∼ N (Xt, 1). Under the null hypothesis HS

0 , the reward distribution at the T th timestep
is unchanged and hence YT | XT ∼ N (XT , 1). We analyze power under an alternative distribution that
samples YT | XT ∼ N (4XT , 1). Finally, as we are testing for non-stationarity, our test statistic S is simply
a non-conformity score, and we choose it to be the absolute residual: S(D) = |YT − µ̂D(XT )|, where µ̂D is
the fitted ordinary least squares (OLS) model to D with an intercept term.

Figure 3 shows the results for our simulations in this section. Indeed the Type-I error plots once again
demonstrate the validity our randomization tests. In terms of power, Figure 3 shows that cond-imitationπ
sampling performs best under an ϵ-greedy treatment assignment and imitationπ performs best under UCB
and both attain power close to that of the uniform i.i.d. baseline for nearly all values of T . Figure 3,
however, also shows that, with large enough m, re-imitationπ sampling eventually performs better than
cond-imitationπ at T = 100. Combining this information with the fractional effective sample size plots of
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Figure 3: Type-I error rate (leftmost) and power (second from right) of the MC randomization test at fixed m = 100
and varying T as well as power for fixed T = 100 and varying m (third from right) and fractional effective sample size
at fixed m = 100 and varying T (rightmost) in a contextless C-stationary strongly non-reactive environment with
data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

Figure 3, we thus see that while cond-imitationπ has greater effective sample size than re-imitationπ, it
has less diverse samples, leading to a more powerful procedure when m is small (since, in this regime, the
diversity plays a greater role), but a (slightly) less powerful one when m is large.

5.2.2 Testing non-stationarity in a contextual C-stationary strongly non-reactive environment

We now describe our simulations in a contextual C-stationary strongly non-reactive environment. The
specific environment we consider in this section involves a action space X = {−1, 1} and 100-dimensional
contexts sampled i.i.d. from N (⃗1100, I100). The conditional response distribution during the first T − 1
timesteps is a sparse linear combination of the context vector and is given by

Yt | (Ct, Xt) ∼ N (−5Xt +

10∑
j=1

Ct,j , 1).

The null conditional response distribution at time T is of course the same as the above whereas the alternative
distribution we evaluate power under swaps the effects of the two treatments and is given by

YT | (CT , XT ) ∼ N (5XT +

10∑
j=1

CT,j , 1).

We regularize the regressor Lx used in the ϵ-greedy adaptive assignment by using Lasso regression with with
penalty parameter 10 as opposed to OLS. Finally, the test statistic used is the same non-conformity score as
in the previous section, except that we again use Lasso—this time with penalty parameter chosen through
5-fold cross-validation—instead of OLS, as µ̂D.

Figure 4 shows the Type-I error, power, and effective sample size curves for our simulations in this envi-
ronment. The Type-I error is again controlled at the nominal level. In terms of power, similar conclusions
to those drawn in the contextless C-stationary strongly non-reactive environment of the previous section
apply here, too. In particular, while cond-imitationπ sampling performs best under an ϵ-greedy adaptive
assignment at m = 100 (and again exhibits, for large T , power quite close to—and, in fact greater than,
for small T—that of the uniform i.i.d. baseline) it has essentially the same power as re-imitationπ at both
m = 103 and m = 104. Using the fractional effective sample size plots, we may therefore infer, once again,
that while cond-imitationπ sampling has a higher effective sample size than re-imitationπ does under ϵ-
greedy, its samples exhibit less diversity than those of re-imitationπ. Under LinUCB, the contextual analog
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Figure 4: Type-I error rate (leftmost) and power (second from right) of the MC randomization test at fixed m = 100
and varying T as well as power for fixed T = 100 and varying m (third from right) and fractional effective sample size
at fixed m = 100 and varying T (rightmost) in a contextless C-stationary strongly non-reactive environment with
data gathered via ϵ-greedy, LinUCB, and the uniform i.i.d. baseline.

of the deterministic UCB assignment, however, we see that while imitationπ has quite high power for small
to moderate values of T , the power drops for larger T . The fractional effective sample size curve explains
that this is caused by a corresponding drop in the effective sample size as T grows. We hypothesize that
this is due to the extremely uneven action selection exhibited by LinUCB due to its very low regret (even
as compared to ϵ-greedy); we discuss why this low regret and the uneven action selection it causes—which
we again emphasize is extreme in the case of LinUCB, even in comparison to ϵ-greedy—renders the testing
problem harder in the paragraph below. As such, we leave the problem of developing a powerful resampling
scheme for deterministic algorithms like LinUCB in this type of contextual C-stationary strongly non-reactive
environment to future work.

Lastly, we hypothesize that the shift in relative power of the uniform i.i.d. baseline (from the least powerful
adaptive assignment-resampling algorithm combination for small T to the most powerful for large T ) is again
an artifact of the low-regret properties of ϵ-greedy and LinUCB. This low regret results in the outlier context-
action-response triple sampled at the T th timestep to often have action agreeing with the action taken during
most of the first T − 1 timesteps. Thus, for small T , these first T − 1 context-treatment-response triples
may outweigh the effect of the outlier at time T when training µ̂D via Lasso with cross-validation, thereby
resulting in better outlier detection than that under the uniform i.i.d. base, wherein only around half of the
first T − 1 timesteps (and thus very few, in total) will have action agreeing with that at the T th. The effect
however, is diminished with large T , most likely because in that regime even half of the data generated via
Yt’s true (null) conditional distribution, which agrees with the action taken at time T , is enough to offset
the effect of the outlier in training µ̂D. In particular, the remaining timesteps whose corresponding action
differs from the one taken at time T—of which there are more under the uniform i.i.d. baseline than under
ϵ-greedy (and many more under the baseline than under LinUCB) for large T—may allow for a better fit µ̂D

through more effective learning of the dependence of Yt on Xt. As noted above, this may also explain the
difficulty in attaining high power for large T under LinUCB in this environment. We empirically validate
this hypothesis in Figure 24 of Appendix G.3 by showing that the uniform i.i.d. baseline exhibits precisley
this same relative performance, with respect to T , in comparison to a biased i.i.d. assignment algorithm that
selects action −1 with probability 0.9 and otherwise selects action 1.
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Figure 5: Type-I error rate (leftmost) and power (second from right) of the MC randomization test at fixed m = 100
and varying T as well as power for fixed T = 100 and varying m (third from right) and fractional effective sample size
at fixed m = 100 and varying T (rightmost) in a contextless C-stationary strongly non-reactive environment with
data gathered via ϵ-greedy and greedy Q-learning.

5.2.3 Testing non-stationarity in an MDP

Our final set of hypothesis testing simulations is in an MDP, where recall that Yt = Ct+1 and hence we
drop the notation Yt and refer to Ct as states instead of contexts.9 The precise specifications of environment
involve a state space of C = {0, 1, 2}, action space X = {−1, 1}, and transition kernel during the first T − 1
transitions given by

Ct+1 | (Ct, Xt) ∼

{
Ct +Xt (mod 3) with probability 0.95

Ct −Xt (mod 3) with probability 0.05
.

Under the null hypothesis, the transition distribution at time T remains the same as above, but under the
alternative, we swap the role of the two actions so that the alternative distribution is given by

CT+1 | (CT , XT ) ∼

{
CT −XT (mod 3) with probability 0.95

CT +XT (mod 3) with probability 0.05
.

Finally, the test statistic that we use in these simulations trains a decision tree classifier on the data D and
outputs the negative log likelihood loss of the trained model on the triple (CT , XT , CT+1) at time T .

Figure 5 summarizes the results for our simulations in this setting. Once again, Type-I error is controlled
at exactly the nominal level, as guaranteed by our theory. In a departure from the results of the previous
two sections (most likely due to the sequential dependence in this environment not present in the last two
as well as the modified sampling process that it requires), uniformπ resampling has the greatest power for
Q-learning with ϵ-greedy action selection. Additionally, both uniformπ and imitationπ resampling perform
similarly well for Q-learning with greedy action selection. Again, using both the fractional effective sample
size plots and power plots with fixed T but varying m, we see that under ϵ-greedy, re-imitationπ resampling
has lower effective sample size than uniformπ, but higher diversity, leading it to perform worse for smaller
m but better for large m. Finally, we note that, in comparison to the uniform i.i.d. baseline10, uniformπ

9As discussed in Section 4.2, the dataset we consider in these simulations is the usual dataset D along with one final action
taken at time T + 1: ((C1, X1, C2), . . . , (CT , XT , CT+1), XT+1) as this allows us to simply permute the state-action pairs
(Ct, Xt).

10In contrast to the last section, the uniform i.i.d. data used in this section is not actually gathered in the same environment
as the other adaptive assignment algorithms, and in particular, the uniform i.i.d. data is not MDP data. Rather, the data
comprises state-action-next state triples (C,X,C′) sampled i.i.d. from a distribution in which both C and X are independent
and uniform over C and X respectively, and C′ is sampled from the transition distribution described above, conditional on
(C,X).
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Figure 6: Coverage and average length of confidence intervals for location difference between Yt | (Xt = 0), and
Yt | (Xt = 1) (i.e., b0 = 4)

using the MC randomization test with data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

and imitationπ are very competitive under the greedy Q-learning adaptive assignment, and imitationπ also
exhibits quite high power under ϵ-greedy.

5.3 Constructing confidence and prediction intervals

In this section we apply our framework to constructing confidence and prediction intervals using the inversion
procedures described in Section 3.3. In particular, we plot both the coverage of the intervals as well as their
average length, averaged over 1000 trials for varying T at a fixed number of MC samples m = 100. For
construction of conformal intervals, we also apply the sample sharing described in Remark 7 (in addition
to the standard gridding procedure described in Section 3.3) at both m = 10 and m = 100. Finally, we
note that some of the resampling procedures in certain environments and adaptive assignment algorithms
considered in this section exhibit overcoverage, in contrast to the last section, in which all tests attained
Type-I error control at exactly the nominal level. We remind the reader that this is due to the fact that the
gridding procedure described in Section 3.3 is based on the (approximate) inversion of a conservative test,
rather than that of the smoothed test described in Remark 2.

5.3.1 Confidence intervals

We now discuss our simulations constructing confidence intervals using the gridding procedure described at
the end of Section 3.3. We consider essentially the same environment as the contextless stationary strongly
non-reactive environment discussed in Section 5.1.2, except that here we have

Yt | Xt ∼


N (0, 1) if Xt = 0

N (b0, 1) if Xt = 1

N (2, 1) if Xt = 2

,

with b0 = 4; we construct a confidence interval for the location difference between Yt | (Xt = 0), and
Yt | (Xt = 1), which simply corresponds to b0, using a gridding set Y ′ = [−1 : 9].

Figure 6 summarizes the results for these simulations. We note there is no evidence in our simulations that
the necessary (and in fact rather coarse) gridding results in any undercoverage. In terms of length, our results
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Figure 7: Coverage and average length of conformal prediction intervals for YT using the MC randomization test
with data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

align with the power results presented in Section 5.1.2. In particular, under an ϵ-greedy adaptive assignment,
restricted-uniformπ+imitationX sampling produces the shortest average length intervals, whereas under
UCB, combinedπ,X resampling does.

5.3.2 Conformal prediction intervals

Finally, we discuss our simulations constructing conformal prediction intervals. The environment considered
in this section is the same as contextless C-stationary strongly non-reactive environment considered in
Section 5.2.1 except that we do not have access to YT ; it is the quantity for which we construct the conformal
prediction region.

Our simulations in this section use the gridding procedure described at the end of Section 3.3 and assess the
benefit of the sharing of samples described in Remark 7 and Appendix E.2. Without sample sharing, we fix
m = 100 and set Y ′ = [−5 : 5] and plot coverage and length at varying T . With sample sharing, we use the
same gridding set Y ′ and study both m = 10 and m = 100 number of MC samples11 and varying T . As
discussed in Appendix E.2 this sample sharing results in non-conditionally-i.i.d. draws because the resamples
generated corresponding to y1 ∈ Y ′ may come from (and indeed do in our simulations) a different distribution
than those sampled according to y2 ∈ Y ′ for y1 ̸= y2. As such, following Remark 8 (and as discussed in
further detail in Appendix E.1), we choose a subset of permutations Σ to be the set of m+ 1 permutations

swapping 0 and i for each i ∈ [0 : m] and employ the test of Algorithm 1 with weights wq̃,Σ
D (D̃(i)).

Figures 7 and 8 summarize our simulation results constructing approximate conformal prediction intervals.
Figure 7 illustrates both coverage and length as T grows by simply using the standard gridding procedure
described at the end of Section 3.3. With regards to average length, our results mirror those in Section 5.2.1,
in which cond-imitationπ resampling is best for an ϵ-greedy adaptive assignment, and imitationπ is best
for UCB. In Figure 8, we observe that any undercoverage, attributable to the gridding of Y, is relatively
minor, and should be fixable by using a finer-resolution grid; the reason that the uniform i.i.d. baseline tends
to exhibit the greatest undercoverage is most likely explained by that fact that we are not smoothing in
this set of experiments, so that whereas all other procedures are conservative, the uniform i.i.d. baseline
is not. Additionally, we see essentially the same ranking of resampling procedures, although re-imitationπ
does perform slightly better than cond-imitationπ when 100 MC samples are used. Finally, the shortest
average length curves in Figure 8 using m = 10 are quite competitive in comparison to their counterparts in

11For each y ∈ Y ′, m samples are generated, but all m|Y ′| samples are used to determine the membership of y ∈ Y ′ in the
prediction interval
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Figure 8: Coverage and average length of approximate conformal prediction intervals, with sample sharing, for YT

using the MC randomization test with data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

Figure 7. In particular, imitationπ under UCB produces only slightly wider intervals withm = 10 and sample
sharing than with m = 100 and no sample sharing; for ϵ-greedy, cond-imitationπ performs essentially the
same in both settings. This demonstrates that, by utilizing sample sharing, we are able to obtain conformal
prediction intervals of nearly the same length at a fraction of the computational cost (because in the left
hand column of Figure 8 we generate a total of 110 samples, whereas in Figure 7, we generate 100 samples for
each y ∈ Y ′). Indeed, as illustrated by Figures 21 and 22 of Appendix G, the computation time required by
the procedure using m = 10 and shared sampling is, for most resampling schemes and adaptive assignments,
more than 5 times faster than its m = 100 non-sample sharing counterpart.

6 Discussion

In this paper, we study the problem of performing various challenging inferential tasks on adaptively collected
data. Through the development of a weighted MC randomization test (along with the novel application of
the unweighted MCMC randomization test of Besag and Clifford [1989]), we show that such tasks can be
performed with exact Type-I error control with a great degree of flexibility in the choice of resampling
procedure as long as the proportionality hypothesis H∝

0 is satisfied.

The question, however, of how best to perform these tests still remains, and is an interesting one for future
research. In particular, while we have discussed some preliminary empirical results demonstrating powerful
resampling algorithms in a number of different challenging environments, there are a number of interesting
and potentially fruitful directions forward. In particular, as mentioned in Section 5.2.2, one important
direction for future work is to develop resampling procedures that are powerful for deterministic algorithms
like LinUCB in a contextual C-stationary strongly non-reactive setting. But more generally, it may be
interesting to formally investigate any commonalities between powerful resampling algorithms in different
environments in order to develop a more principled method for deciding which procedure to apply to a
particular problem (i.e., combination of adaptive assignment algorithm, environment, and inferential task).

Along this same vein of how best to resample, it may be useful to also consider different resampling procedures
which incorporate non-conditionally-i.i.d. sampling. Utilization of these non-conditionally-i.i.d. resampling
schemes under the unweighted MCMC randomization testing framework has the potential to be especially
advantageous as the full MCMC test will still require only O(m) number of computations. On the other
hand, as discussed in Remark 8 and Appendix E.1, when applying such sampling schemes to the weighted
MC test, we may generalize and choose a subset Σ of the full permutation set Π[0:m] different than Σswap,
and condition only on the data permutations induced by these sets rather than the full set of permutations.

As such, one final direction for future work that may also be of interest is to investigate how the power of
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the weighted MC test changes under different choices of Σ. Specifically, while we expect the test to be more
powerful for choices of Σ which are larger, we also expect such larger choices to require a greater amount of
comptutation time. Hence, it may be worthwhile to study this tradeoff between the size of the sets Σ and
computation time. Just as in the potential investigation of more powerful resampling procedures mentioned
above, exploring if there are more well-structured connections between not-too-large choices of Σ that yield a
powerful test and the specific problem at hand may allow for the development of a more coherent theory—or
at least a more formal set of guidelines—for how best to select/develop a resampling algorithm for any given
problem.
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A Proof of Theorem 2.1

We consider the case of discrete data D and discrete resamples D̃(1), . . . , D̃(m) and apply Bayes’ theorem.
Define d = (d0, . . . , dm) to be be some list of data sets, d−0 to be the list (d1, . . . , dm), D−0 to denote the
list (D̃(1), . . . , D̃(m)), and orb(d) := {dπ : π ∈ Π[0:m]}, where dπ := (dπ(0), . . . , dπ(m)); we also use (d−0)

π to
denote the permuted list (dπ(1), . . . , dπ(m)) for any π ∈ Π[0:m]. Then, by Bayes’ theorem, we have that

P (D = di|D ∈ orb(d)) =
P (D ∈ orb(d)|D = di) f(di)∑

distinct dj∈d P (D ∈ orb(d)|D = dj) f(dj)

=
P
(
D−0 ∈ {(d−0)

π : π ∈ Π[0:m] such that dπ(0) = di}|D = di
)
f(di)∑

distinct dj∈d P
(
D−0 ∈ {(d−0)π : π ∈ Π[0:m] such that dπ(0) = dj}|D = dj

)
f(dj)

=
|{(d−0)

π : π ∈ Π[0:m] such that dπ(0) = di}|
(∏

k∈[0:m]\{i} q(dk|di)
)
f(di)∑

distinct dj∈d |{(d−0)π : π ∈ Π[0:m] such that dπ(0) = dj}|
(∏

k∈[0:m]\{j} q(dk|dj)
)
f(dj)

.

where we say that d ∈ d if d is an element of the list d and where the last equality follows from the conditional
i.i.d.-ness of the resamples given D.
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Letting mdi(d) denote the number of times di appears in the list d we have that

|{(d−0)
π : π ∈ Π[0:m] with dπ(0) = di}| =

m!

(mdi
(d)− 1)!

∏
distinct d∈d not equal to di

md(d)!

= mdi(d) ·
m!∏

distinct d∈d

md(d)!

and hence,

P (D = di|D ∈ orb(d)) =
mdi(d)f(di)

∏
k∈[0:m]\{i} q(dk|di)∑m

j=0 f(dj)
∏

k∈[0:m]\{j} q(dk|dj)

=
mdi

(d)f̂(di)
∏

k∈[0:m]\{i} q(dk|di)∑m
j=0 f̂(dj)

∏
k∈[0:m]\{j} q(dk|dj)

= mdi
(d)wq

d(di),

where the second-to-last inequality is because of the proportionality hypothesis H∝
0 . Equivalently, we can

think of D’s conditional distribution given orb(D) as a draw from the m+ 1 elements of D, with weight on
each element given by the wq

D function applied to that element. Defining the set S := {S(D̃) : D̃ ∈ D}12,
S(D) can be viewed as a draw from the weighted distribution on S with the total weight of each element
S(D̃(i)) equal to

∑
j:S(D̃(j))=S(D̃(i))

f̂(D̃(j))
∏

k∈[0:m]\{j} q(D̃
(k)|D̃(j))∑m

j′=0 f̂(D̃
(j′))

∏
k′∈[0:m]\{j′} q(D̃

(k′)|D̃(j′))
=

∑
j:S(D̃(j))=S(D̃(i))

wq
D(D̃(j)).

Finally, note that

P(p ≤ α) = P

(
m∑
i=0

wq
D(D̃(i))1[S(D̃(i)) ≥ S(D)] ≤ α

)

= P

S(D) > inf{s ∈ S :
∑

D̃∈D:S(D̃)≤s

wq
D(D̃) ≥ 1− α}

 .

Then, we have that

P

S(D) > inf{s ∈ S :
∑

D̃∈D:S(D̃)≤s

wq
D(D̃) ≥ 1− α}

∣∣∣∣∣∣ S
 ≤ α, (11)

since 1. the infimum in equation (11) is the (1− α)th conditional quantile of the weighted distribution over
S and 2. as noted above, S(D) is conditionally a draw from this weighted distribution. Inequality (11) then
also holds unconditionally, as desired.

A.1 Connections to Harrison [2012]

A.1.1 Equivalence of the tests

Harrison [2012] consider a problem in which the analyst has obtained a sample D ∼ P from some (null)

target distribution P and draws samples D̃(1), . . . , D̃(m) i.i.d.∼ Q from some known proposal distribution Q,

12Just as above, we say that D̃ ∈ D if D̃ is an element of the list D.
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independently from D. Then, assuming that the importance weights v(d) := dP
dQ (d) are known, it is shown

that the p-value

p̃∗(X,D) =

m∑
i=0

v(D̃(i))∑m
j=0 v(D̃

(i))
1[S(D̃(i)) ≥ S(D̃(0))],

where, as usual, D̃(0) := D and S is any test statistic is valid [Harrison, 2012, Theorem 2]. It is further shown
in their work that a conditional version of this test, which first conditions on a statistic A(D) of the data,
replaces P with its corresponding conditional distribution given A(D), and allows Q to be any distribution
depending on A(D) (but independent from D given A(D)), is still valid (in fact, conditionally valid given
A(D)).

This is precisely the form of the special case of our test presented in Remark 9 with A(D) being a statistic of
the observed data for which A(D̃(i)) = A(D) and q(·|D̃(i), A(D̃(i))) = q(·|A(D)), for all i ∈ [m]. Conditional
on such a choice of A(D), D follows the distribution PA(D) := f(·|A(D)), and D̃(1), . . . , D̃(m) are i.i.d. draws
from QA(D) := q(·|A(D)) which are (jointly) independent from D. Thus, as discussed in Remark 9, using the

fact that the conditional probability q(D̃(i)|D̃(i)) may now be instead written as q(D̃(i)|A(D)), the weight
wq

D(D̃(i)) involved in our p-value calculation is equal (under H∝
0 ) to

f(D̃(i))/q(D̃(i)|A(D))∑m
j=0 f(D̃

(j))/q(D̃(i)|A(D))
=

f(D̃(i)|A(D))/q(D̃(i)|A(D))∑m
j=0 f(D̃

(j)|A(D))/q(D̃(i)|A(D))
=

vA(D)(D̃
(i))∑m

j=0 vA(D)(D̃(j))
,

where vA(D)(d) is the conditional importance weight
dPA(D)

dQA(D)
(d). Thus our p-value p is precisely equal to the

p-value p̃∗(X,D) resulting from Harrison [2012]’s conditional importance sampling procedure.

A.1.2 Practical considerations

Using Harrison [2012]’s conditional importance sampling procedure, we may characterize the resampling
(i.e., proposal) distributions q discussed in Section 4 by simply specifying a statistic A(D) that is invariant
under all resamples and for which q(·|D̃(i), A(D̃(i))) depends only on A(D̃(i)) = A(D). In particular, for
non-stationarity testing, each of uniformπ, imitationπ, re-imitationπ, and cond-imitationπ depend only on
the observed D through the unordered tuples (Ci, Xi, Yi) (which are the same as in the original data in all
resamples), and so our method can be viewed as applying Harrison [2012]’s procedure with A(D) equal to the
multiset {(C1, X1, Y1), . . . , (CT , XT , YT )}. For conditional independence testing, imitationX depends only
on the g-evaluations of the actions (which too are unchanged during resampling) and so in this case A(D) =
((C1, g(X1), Y1), . . . , (CT , g(XT ), YT )), whereas uniformπ+imitationX , restricted-uniformπ+imitationX , and
combinedπ,X are also further agnostic to the order of the data (where we replace the actions with their
g-evaluations) and do not change the multiset of unordered datapoints, so that for these three resampling
distributions we have that A(D) = {(C1, g(X1), Y1), . . . , (CT , g(XT ), YT )}, where we once again use the
brackets {·} to denote multiset.

A.1.3 Comparison of proof techniques

Finally, we comment on differences in proof techniques between the special case of our Theorem 2.1 discussed
in Remark 9 and Theorem 2 of Harrison [2012].

The main difference is that our proof is via the proof of Theorem 2.1, which is more general than Theorem
2 of Harrison [2012]. In particular, the key to our proof given above is to condition on the multiset S :=
{S(D̃) : D̃ ∈ D} (or equivalently, on the unordered elements of D prior to their S-evaluations), and to show,
via Bayes’ theorem that, conditional on S, the event that p ≤ α is equal to the event that S(D) lies above
its (1− α) conditional quantile, which occurs with probability no greater than α.

On the other hand, the statement of Theorem 2 given in Harrison [2012] is essentially weaker than that of
Theorem 2.1 and so, rather than by conditioning, their proof is via a change of measure argument. This proof
technique, however, allows their Theorem 2 to be slightly more general than our statement in Remark 9 in
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that they need not restrict attention to discrete distributions to avoid measure-theoretic pathologies involving
(regular) conditional probability distributions, but rather need only assume that P ≪ Q.

Restricting to the case in which the proposal distribution Q is independent from P (from which the condi-
tional importance sampling result that is equivalent to our Theorem 2.1 is a corollary), Harrison [2012] show
that

dPD

dPU
(d) =

(m+ 1) dPdQ (d0)∑m
j=0

dP
dQ (dj)

(12)

where U is a uniform permutation of D, PD and PU denote the laws of D and U, respectively, and
d := (d0, . . . , dm). Using equation (12) as well as the fact that U’s law is invariant under permutation,
probabilities of events under D’s distribution (and in particular, those involving the p-value p̃∗(X,D), which
is a deterministic function of D) may be transformed into events involving (permutations of) U which, com-
bined with a deterministic inequality that may be viewed as an unconditional version of inequality (11) (the
argument for which is the same as it is simply a statement about weighted quantiles) then shows that the
p-value is valid. We refer the reader to Harrison [2012] for details.

B Conditional independence testing in a stationary MDP

In this section, we give a proof of Proposition 3.2 regarding the restricted permutation set in Environment 4:

Proof. Let πi be any permutation in

Π4 := {π ∈ Π[T ] : Yπ(t) = Cπ(t+1),∀t ∈ [T − 1], and Cπ(1) = C1}.

Then

f̂(D̃(i)) =

T∏
t=1

PA(X̃
(i)
t |C̃

(i)
t , H̃

(i)
t−1)

=

∏T
t=1 P(Yπi(t)|Cπi(t), Xπi(t))PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)∏T

t=1 P(Yt|Ct, Xt)
because of equation (6)

=
P(Cπi(1))

∏T
t=1 P(Cπi(t+1)|Cπi(t), Xπi(t))PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)

P(C1)
∏T

t=1 P(Ct+1|Ct, Xt)
since πi ∈ Π4

=
P(Cπi(1))

∏T
t=1 P(Cπi(t+1)|Cπi(t), X̃

(i)
t )PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)

P(C1)
∏T

t=1 P(Ct+1|Ct, Xt)
by H⊥⊥,g

0 and that g(X̃
(i)
t ) = g(Xπi(t))

=
P(C̃(i)

1 )
∏T

t=1 P(C̃
(i)
t |C̃

(i)
t , X̃

(i)
t )PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)

P(C1)
∏T

t=1 P(Ct+1|Ct, Xt)
by equation (8)

=
1

P(C1)
∏T

t=1 P(Ct+1|Ct, Xt)
· f(D̃(i)), due to equation (1)

and so the proportionality hypothesis is satisfied with K = 1
P(C1)

∏T
t=1 P(Ct+1|Ct,Xt)

.

C Inference in a general adaptive data collection process

In this section, we relax all structural assumptions made in Section 3 and assume that the data are gathered
according to any adaptive data collection process (i.e., we make no assumptions on the joint distribution
of (Ct, Xt, Yt)

T
t=1 other than that the sequence (Xt)

T
t=1 is non-anticipating with respect to the filtration

Ft := σ (Ht−1 ∪ {Ct})). The hypothesis we are interested in testing is related to that discussed in Section 3.1,
except here it involves sequences of actions. In fact, we consider T functions g1, . . . , gT , where gt takes as
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input the sequence of first t actions X1:t := (X1, . . . , Xt); the null hypothesis we are interested in testing is
that of simultaneous independence, conditional on these g-evaluations:

H⊥⊥,g1,...,gT
0 : [Ct ⊥⊥ X1:t−1 | (C1:t−1, gt−1(X1:t−1), Y1:t−1)] and [Yt ⊥⊥ X1:t | (C1:t, gt(X1:t), Y1:t−1)] ,∀t ∈ [T ],

where we define
C1:0 = X1:0 = g0(X1:0) = Y1:0 = ∅.

Informally, H⊥⊥,g1,...,gT
0 states that the actions Xt only influence future contexts and responses via their

values filtered through the functions gt. As noted in Remark 4, the setting in which all gt are constant has
been covered in prior work by Bojinov and Shephard [2019]; however, to the best of our knowledge, the case
of non-constant gt is novel. We now describe and prove the validity of the testing procedure for the null
hypothesis H⊥⊥,g1,...,gT

0 .

Proposition C.1. Suppose that the resampling distribution q randomizes only the action sequence X1:T

conditional on (gt(X1:t))
T
t=1. That is, in each resample D̃(i), we have that(

C̃
(i)
t , gt(X̃

(i)
1:t), Ỹ

(i)
t

)
= (Ct, gt(X1:t), Yt) , ∀t ∈ [T ]. (13)

Then the null hypothesis H⊥⊥,g1,...,gT
0 implies the proportionality hypothesis H∝

0 .

Proof. We have that

f̂(D̃(i))

=

T∏
t=1

PA(X̃
(i)
t |C̃

(i)
t , H̃

(i)
t−1)

=

∏T
t=1 P(Ỹ

(i)
t |C̃

(i)
1:t , gt(X̃

(i)
1:t), Ỹ

(i)
1:t−1)PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)P(C̃

(i)
t |C̃

(i)
1:t−1, gt−1(X̃

(i)
1:t−1), Ỹ

(i)
1:t−1)∏T

t=1 P(Yt|C1:t, gt(X1:t), Y1:t−1)P(Ct|C1:t−1, gt−1(X1:t−1), Y1:t−1)
equation (13)

=

∏T
t=1 P(Ỹ

(i)
t |C̃

(i)
1:t , gt(X̃

(i)
1:t), Ỹ

(i)
1:t−1, X̃

(i)
1:t)PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)P(C̃

(i)
t |C̃

(i)
1:t−1, gt−1(X̃

(i)
1:t−1), Ỹ

(i)
1:t−1, X̃

(i)
1:t−1)∏T

t=1 P(Yt|C1:t, gt(X1:t), Y1:t−1)P(Ct|C1:t−1, gt−1(X1:t−1), Y1:t−1)
due to H⊥⊥,g1,...,gT

0

=

∏T
t=1 P(Ỹ

(i)
t |C̃

(i)
1:t , X̃

(i)
1:t , Ỹ

(i)
1:t−1)PA(X̃

(i)
t |C̃

(i)
t , H̃

(i)
t−1)P(C̃

(i)
t |C̃

(i)
1:t−1, X̃

(i)
1:t−1, Y

(i)
1:t−1)∏T

t=1 P(Yt|C1:t, gt(X1:t), Y1:t−1)P(Ct|C1:t−1, gt−1(X1:t−1), Y1:t−1)

=
1∏T

t=1 P(Yt|C1:t, gt(X1:t), Y1:t−1)P(Ct|C1:t−1, gt−1(X1:t−1), Y1:t−1)
· f(D̃(i)),

which satisfies the proportionality hypothesis withK = 1∏T
t=1 P(Yt|C1:t,gt(X1:t),Y1:t−1)P(Ct|C1:t−1,gt−1(X1:t−1),Y1:t−1)

.

One concrete setting in which the above randomization procedure could be used to test against the hypothesis
H⊥⊥,g1,...,gT

0 is in a completely general mobile health setting in which no environmental assumptions are made
and there are only two treatments: a control and an experimental treatment. A hypothesis which may be of
interest to test is that, conditional on the prior sequence of contexts and responses, each of the next response
and context is independent of the action sequence given the number of experimental treatments taken up
until that time. In such a setting, one could use our framework under the above randomization scheme to
test the null hypothesis H⊥⊥,g1,...,gT

0 where gt(X1:t) is an indicator that the experimental treatment appears

at least half of the time in the treatment sequence X1:t; i.e., gt(X1:t) = 1[
∑t

s=1 Xs ≥ t/2] where X = 1
denotes the experimental treatment and X = 0 denotes the control.
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D Inference in scale families

In this section, we describe how the test discussed in Section 3.3.1 can also be used for inference in semi-
parametric scale families.

Instead of assuming that each reward distribution is a member of the same location family, it may be more
natural in some situations to assume a semiparametric scale family. As such, letting θx now denote action
x’s scale parameter (i.e., we assume that Yt | Xt = x ∼ h0(y/θx)

13), we may instead test against the null

hypothesis HScale,δ,x,x′
that θx′

θx
= δ. To do so, we simply revise the reward-modification trick discussed in

Section 3.3.1 for the location family to instead replace Yt with Yt · δ · 1[Xt = x] and again perform the usual

test for conditional independence from Section 3.1 using g(Xt) =

{
{x, x′} if Xt ∈ {x, x′}
Xt otherwise

.

Similar to as discussed in Section 3.3.1, the above test can be inverted to construct (simultaneous) confidence
intervals.

E Non-conditionally-i.i.d. resampling and sharing samples

In this section, we discuss how to handle non-conditionally-i.i.d. resampling procedures and how this more
general procedure can be used to share samples between different values y ∈ Y in the construction of
conformal prediction regions.

E.1 Non-conditionally-i.i.d. resampling

In this section, we describe a more general version of the weighted MC randomization test of Algorithm 1
that can be used in the setting of non-conditionally-i.i.d. resampling, as discussed in Remark 8. In particular,
the Remark states that, letting q̃ denote the joint conditional distribution of the resamples (D̃(1), . . . , D̃(m)),
one may redefine the weights to be

wq̃,Σ
D (D̃(i)) =

f̂(D̃(i))
∑

π∈Σ:π(0)=i q̃((D−0)
π|D̃(i))∑

j∈[0:m] f̂(D̃
(j))

∑
π′∈Σ:π′(0)=j q̃((D−0)π

′ |D̃(j))
, (14)

and the p-value

p :=

m∑
i=0

wq̃,Σ
D (D̃(i))1[S(D̃(i)) ≥ S(D)]

will be valid.

Recall that the key idea behind Algorithm 1—and the proof of Theorem 2.1—was to condition on the event
(D̃(0), . . . , D̃(m)) ∈ {(dπ(0), . . . , dπ(m)) : π ∈ Π[0:m]} for some list d = (d0, . . . , dm) and to apply Bayes’
theorem as well as the proportionality hypothesis to derive the weight formula (equation (3)). The entire
permutation set Π[0:m] need not, however, be considered. Our generalization involves using any arbitrary
subset of permutations Σ; when Σ is small, our method is computationally tractable for non-conditionally-
i.i.d. resampling schemes.

More specifically, define
pseudo-orbΣ(d) := {(dπ(0), . . . , dπ(m)) : π ∈ Σ}

to be the Σ-pseudo-orbit14 of the list d. Then, by conditioning on pseudo-orbΣ(D), we will be able to show
that the weighting given by equation (14) will be valid. We first prove a result similar to Theorem 2.1 in the
case of distinct data D and resamples D̃(1), . . . , D̃(m) using exactly the same proof strategy:

13Recall that we only consider discrete random variables, per Remark 1, and hence no Jacobian is required.
14We use the prefix “pseudo” since Σ need not be a group.
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Lemma E.1. Let Σ be any subset of the full set of permutations on [0 : m], Π[0:m]. Define Σi to be

{π ∈ Σ : π(0) = i} and assume that q̃ is such that D̃(0), . . . , D̃(m) are all distinct. Then, with weights

wq̃,Σ
D,i(D̃

(i)) :=
f̂(D̃(i))

∑
π∈Σi

q̃((D−0)
π|D̃(i))∑m

j=0 f̂(D̃
(j))

∑
π′∈Σj

q̃((D−0)π
′ |D̃(j))

,

we have that

p :=

m∑
i=0

wq̃,Σ
D,i(D̃

(i))1[S(D̃(i)) ≥ S(D)]

stochasically dominates the uniform distribution under H∝
0 .

Proof sketch. We give a sketch of the proof as much of it is the same as that of Theorem 2.1. Using Bayes’
theorem, we have that

P(D = di|(D̃(0), . . . , D̃(m)) ∈ pseudo-orbΣ(d))

=
P((D̃(0), . . . , D̃(m)) ∈ pseudo-orbΣ(d)|D = di)f(di)∑m

j=0 P((D̃(0), . . . , D̃(m)) ∈ pseudo-orbΣ(d)|D = dj)f(dj)

=
f(di)

∑
π∈Σi

P((D−0) = (dπ(1), . . . , dπ(m))|D = di)∑m
j=0 f(dj)

∑
π′∈Σj

P((D−0) = (dπ′(1), . . . , dπ′(m))|D = dj)
.

Thus, conditional on pseudo-orbΣ(D), S(D)’s distribution is indeed the weighted distribution on the multiset

{S(D̃) : D̃ ∈ D} with weight of the ith element equal to wq̃,Σ
D,i(D̃

(i)) under H∝
0 . The rest of the proof, in this

setting of distinct resamples, follows in precisely the same manner as that of Theorem 2.1.

We now extend to the case of repeated samples via a coupling argument. Define D′ := D × [0 : m] so that,
for each point d in D it has m + 1 “clones” in D′ given by (d, 0), . . . , (d,m). We also define a density f ′

on D′ given by f ′((d, i)) := (m + 1)−1f(d) for all d ∈ D, i ∈ [0 : m]. Lastly, we extend the test statistic S
to a test statistic S′ on D′ which also takes each clone to the value of its original: S′((d, i)) = S(d) for all
d ∈ D, i ∈ [0 : m].

We will couple p to a random variable p′ obtained by a procedure on the space D′ which draws distinct
elements D̃′(i), to be defined below. We call the original process (that may draw repeated elements and acts
only on D) P and the coupled process P ′. The observed dataset that the coupled process P ′ will see and
use is a cloned version (D, j) of the true observed data D, where j is sampled uniformly at random from the
set [0 : m]; importantly P ′ treats this cloned dataset D′ := (D, j) as though it were the observed dataset.
Finally, we use q̃′ to denote the conditional resampling distribution of P ′, induced by q̃. That is, for a list
D′

−0 := (D̃′(1), . . . , D̃′(m)) of resamples in D′, q̃′(D′
−0|D′) denotes the joint conditional probability of P ′

having obtained the list of resamples D′
−0 given that it observed the dataset D′. Algorithm 2 describes how

P ′ is defined with respect to P.

At a high level, the coupled process P ′ draws distinct elements by sampling an element’s clone number
j uniformly at random from all remaining yet-unselected values; using these distinct resamples, it then
calculates a p-value in precisely the same way as Algorithm 1 with weights wq̃,Σ

D′ (D̃′(i)).

Since the draws of P ′ are guaranteed to be distinct, Lemma E.1 will guarantee p′’s stochastic domination
of the uniform distribution as long as f ′ is the true density of D′, the observed data for P ′ (since q̃′ is the
conditional resampling distribution and because f ′ is trivially proportional to itself, thereby satisfying the
proportionality hypothesis in this coupled model). For d′ ∈ D′, let C(d′) denote the second component of d′

(i.e., the clone number of d′) and d be the first component (i.e., the uncloned version of d′ in D); then we
see that f ′ is D′’s true density:

P(D′ = d′) = P(C(D′) = C(d′)|D = d)P(D = d)

= P(C(D′) = C(d′))P(D = d) since the clone number j is sampled independently of D

= (m+ 1)−1f(d) because j ∼ Unif([0 : m]) to clone D

= f ′(d′)
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Algorithm 2: Coupling of P ′ to P
Input: P ′’s observed dataset D′ := (D, j) where j ∼ Unif([0 : m])

1 D̃′(0) ← D′

2 D′(0) ← (D̃′(0))
3 for i = 1, . . . ,m do

4 D̃(i) ← ith element of D in the process P
5 j ← Unif({j′ ∈ [0 : m] : (D̃(i), j′) ̸∈ D′(i−1)})
6 D̃′(i) ← (D̃(i), j)

7 D′(i) ← concatenation of D′(i−1) with D̃′(i)

8 D′ ← D′(m)

Output:

p′ :=

∑m
i=0 1[S

′(D̃′(i)) ≥ S′(D′)]f ′(D̃′(i))
∑

π∈Σi
q̃′((D′

−0)
π|D̃′(i))∑m

j=0 f
′(D̃′(j))

∑
π′∈Σj

q̃′((D′
−0)

π′ |D̃′(i))
,

as desired.

We complete the coupling by showing that

q̃′((d′−0)
π|d′i) = κq̃((d−0)

π|di),∀i ∈ [0 : m], π ∈ Σi for some κ > 0 depending on neither i nor π, (15)

where d is some list (d0, . . . , dm) of elements in D and d′ := (d′0, . . . , d
′
m) is a list of elements of D′ comprising

distinct clones of the di (i.e., the first component of d′i is equal to di, and each element of d′ is distinct),
(d′−0)

π := (d′π(1), . . . , d
′
π(m)), and (d−0)

π := (dπ(1), . . . , dπ(m)). To see why this is true, note that if P ′

observes d′i as the original dataset, then P must have seen its uncloned version: di. Thus, applying the
cloning number function C defined above to (d′−0)

π elementwise, we have that

q̃′((d′−0)
π|d′i) = P(D′

−0 = (d′−0)
π|D′ = d′i)

= P(C(D′
−0) = C((d′−0)

π),D−0 = (d−0)
π|C(D′) = C(d′i), D = di)

= P(C(D′
−0) = C((d′−0)

π)|D−0 = (d−0)
π, D′ = d′i)P(D−0 = (d−0)

π|D = di) as D−0 ⊥⊥ C(D′) | D .

To see that this is proportional to q̃((d−0)
π|di) (which is precisely the second term in the last line above),

let md((d−0)
π) denote the number of elements in (d−0)

π with first component equal to d, and observe that
we may write the first term in the last line above as

P(C(D′
−0) = C((d′−0)

π)|D−0 = (d−0)
π, D′ = d′i)

=

 ∏
distinct d∈d not equal to di

1∏md((d′
−0)

π)

k=1 (m+ 1− k + 1)

 · 1∏mdi
((d′

−0)
π)

k=1 (m+ 1− k)

=

 ∏
distinct d∈d not equal to di

(m+ 1−md((d
′
−0)

π))!

(m+ 1)!

 · (m−mdi
((d′−0)

π))!

m!
.

Now note that md((d
′
−0)

π) does not depend on the choice of π ∈ Σi and so we need only consider the
permutation π∗

i ∈ Σi given by

π∗
i : k 7→


i if k = 0

k − 1 if 0 < k ≤ i

k if i < k ≤ m

so that, for any π ∈ Σi, md((d
′
−0)

π) = md((d
′
−0)

π∗
i ) = md(d

′
−i), where d′−i := (d′0, . . . , d

′
i−1, d

′
i+1, . . . , d

′
m).

As such, combining this fact with what has been shown above, gives that

P(C(D′
−0) = C((d′−0)

π∗
i )|D−0 = (d−0)

π∗
i , D′ = d′i) =

 ∏
distinct d∈d not equal to di

(m+ 1−md(d
′
−i))!

(m+ 1)!

· (m−mdi
(d′−i))!

m!
.
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Note that the right-hand side above depends on di only through its value, not its subscript, and hence the
equation above takes the same value for any j ̸= i for which dj = di. In the case of distinct i, j with di ̸= dj ,
the above gives that

P(C(D′
−0) = C((d′−0)

π∗
i )|D−0 = (d−0)

π∗
i , D′ = d′i)

=

 ∏
distinct d∈d equal to neither di nor dj

(m+ 1−md(d
′
−i))!

(m+ 1)!

 · (m+ 1−mdj
(d′−i))!

(m+ 1)!
·
(m−mdi

(d′−i))!

m!

=

 ∏
distinct d∈d equal to neither di nor dj

(m+ 1−md(d
′
−j))!

(m+ 1)!

 · (m+ 1−mdj
(d′−i))!

(m+ 1)!
·
(m−mdi

(d′−i))!

m!

=

 ∏
distinct d∈d equal to neither di nor dj

(m+ 1−md(d
′
−j))!

(m+ 1)!

 · (m−mdj
(d′−j))!

(m+ 1)!
·
(m+ 1−mdi

(d′−j))!

m!

=

 ∏
distinct d∈d not equal to dj

(m+ 1−md(d
′
−j))!

(m+ 1)!

 · (m−mdj
(d′−j))!

m!

= P(C(D′
−0) = C(d′−j)|D−0 = d−j , D

′ = d′j)

= P(C(D′
−0) = C((d′−0)

π∗
j )|D−0 = (d−0)

π∗
j , D′ = d′j),

as desired, where the third equality follows from the fact that mdj
(d′−j)+1 = mdj

(d′−i) for any pair i, j with
di ̸= dj . By the same argument made for π∗

i , the last line of the above remains true if we replace π∗
j with

any π ∈ Σj and thus, we have shown that not only does P(C(D′
−0) = C((d′−0)

π)|D−0 = (d−0)
π, D′ = d′i)

not depend on the choice of π ∈ Σi, for any given i, but it also does not depend on i ∈ [0 : m], and hence we
have the desired proportionality of equation (15).

Finally, since f ′(D̃′(i)) = (m+1)−1f(D̃(i)) by definition, and f̂(D̃(i)) = Kf(D̃(i)) ∀i ∈ [0 : m] for some K not

depending on i under the proportionality hypothesis, we have that f̂(D̃(i)) = K(m+1)f ′(D̃′(i)),∀i ∈ [0 : m]
and hence the two are proportional. As such, we have that∑m

i=0 1[S
′(D̃′(i)) ≥ S′(D′)]f ′(D̃′(i))

∑
π∈Σi

q̃′((D′
−0)

π|D̃′(i))∑m
j=0 f

′(D̃′(j))
∑

π′∈Σj
q̃′((D′

−0)
π′ |D̃′(j))

=

∑m
i=0 1[S(D̃

(i)) ≥ S(D)]f̂(D̃(i))
∑

π∈Σi
q̃((D−0)

π|D̃(i))∑m
j=0 f̂(D̃

(j))
∑

π′∈Σj
q̃((D−0)π

′ |D̃(j))

and so p′ = p. This combined with the fact shown above that p′ is a valid p-value implies the desired validity
of p under H∝

0 .

E.2 Sharing samples between y ∈ Y

We now show how the above framework can be used to share samples between different grid values y ∈ Y
as discussed in Remark 7. We describe this sample sharing in the absence of the rounding procedure of
Remark 7 which considers only a small grid Y ′ ⊆ Y (i.e., we will obtain samples for each y in the full
support Y and share these samples amongst all other elements of Y), but both of these methods can be
combined to construct conformal prediction regions even more efficiently.

In more detail, recall that the naive interval construction described in Section 3.3 runs |Y| independent
non-stationarity tests, using our weighted MC randomization testing framework for conditionally i.i.d. re-
samples using q, at each y ∈ Y. To formalize this notion, set (D[1:T−1], CT , XT ) to denote the entire
dataset except the last response and let Uy denote the exogenous randomness used by the weighted MC
randomization test when determining if y is in the acceptance region. Then we can define an acceptance
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function φ(Uy, (D[1:T−1], CT , XT ), y) which is 1 (i.e., accepts) if the test, using Uy as exogenous random-
ness, states that y is in the acceptance region upon seeing (D[1:T−1], CT , XT ), and is otherwise 0 (i.e.,
rejects). In the naive gridding procedure, the Uy are all jointly independent and are distributed identically
to the exogeneous randomness U that is used in the usual non-stationarity test. As such, it is clear that
E[φ(UYT

, (D[1:T−1], CT , XT ), YT )] ≥ 1 − α due to the validity of the non-stationarity test proved in Sec-
tion 3.2 and so the corresponding prediction region attains coverage at least that of the nominal rate. The
Uy, however, need not be independent. Instead, for example, if we have Uy = U for all y ∈ Y, where, again,
U is the independent exogenous randomness used by the non-stationarity test, then our prediction region
would once again control miscoverage at the nominal rate. More generally, as long as each Uy (and U) is
generated independently from D and we have the following equality in distribution:

(UYT
, YT )

d
= (U, YT ),

the resulting prediction regions will be valid. The process of sharing samples between y ∈ Y is based upon
this idea.

While described as resampling datasets D̃(i) conditional on D in Section 3.2, the non-stationarity tests we
describe really sample permutations πi, conditionally on D, and then set D̃(i) equal to Dπi := ((Cπi(1),
Xπi(1), Yπi(1)), . . . , (Cπi(T ), Xπi(T ), Yπi(T ))); we use qΠ to denote the corresponding (to q) resampling distri-
bution over permutations. In the naive interval construction procedure which uses independent exogenous
randomness, let Dy

Π denote the (multi)set of permutations sampled for determining if y is in the acceptance
region. We claim that all these samples can be shared so that each y ∈ Y instead uses the entire set of
shared permutations DΠ :=

⋃
y∈Y Dy

Π as opposed to just Dy
Π:

Proposition E.1. Let q be any conditionally i.i.d. resampling distribution and let qΠ denote the correspond-
ing resampling distribution over permutations. Furthermore define, for each y ∈ Y, a conditional distribution
q′Π,y over permutations which draws its samples conditionally independently from YT given (D[1:T−1], CT , XT )
and is defined by

q′Π,y(·|((C1, X1, Y1), . . . , (CT , XT , YT ))) = qΠ (·|((C1, X1, Y1), . . . , (CT , XT , y))) .

To construct a prediction region, suppose that, for each y ∈ Y, a sampled (multi)set Dy
Π = {π1,y, . . . , πm,y}

of permutations is generated by sampling each permutation conditionally i.i.d. from q′Π,y(·|D)15, but the
full (multi)set DΠ of m|Y| permutations is used to determine y’s membership in the acceptance region.
Specifically, defining Dy := ((C1, X1, Y1), . . . , (CT , XT , y)), writing Y = {y1, . . . , y|Y|}, and defining Λ :=
{(0, 0)} ∪ ([m]× [|Y|]), we construct an acceptance region A from DΠ via the rule:

y ∈ A ⇐⇒
∑

(i,j)∈Λ

wq,y
DΠ,i,yj

((Dy)
πi,yj )1[S((Dy)

πi,yj ) ≥ S(Dy)] > α, (16)

where

wq,y
DΠ,i,yj

((Dy)
πi,yj ) :=

f̂((Dy)
πi,yj )q′Π,yj

(π−1
i,yj
|(Dy)

πi,yj )
∏

(̃i,j̃)∈Λ\{(i,j)}

q′Π,yj̃
(πĩ,yj̃

◦ π−1
i,yj
|(Dy)

πi,yj )

∑
(i′,j′)∈Λ

f̂((Dy)
πi′,y

j′ )q′Π,yj′
(π−1

i′,yj′
|(Dy)

πi′,y
j′ )

∏
(̃i′,j̃′)∈Λ\{(i′,j′)}

q′Π,yj̃′
(πĩ′,yj̃′

◦ π−1
i′,yj′
|(Dy)

πi′,y
j′ )

,

and we take π0,y0 to simply be the identity permutation.

Then the resultant prediction region A controls miscoverage at the nominal rate under the proportionality
hypothesis H∝

0 .

15Since q′Π,y does not depend on YT , we can indeed sample from this distribution during prediction region construction
wherein YT is unobserved
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Before giving a proof we make a brief computational/procedural note that, similar to equation (9) of Re-
mark 9, when q(·|(Dy)

πi,yj ) does not depend on (i, j) ∈ Λ for any y ∈ Y, we have that

wq,y
DΠ,i,yj

((Dy)
πi,yj ) =

f̂((Dy)
πi,yj )q′Π,yj

(π−1
i,yj
|(Dy)

πi,yj )
∏

(̃i,j̃)∈Λ\{(i,j)}

q′Π,yj̃
(πĩ,yj̃

◦ π−1
i,yj
|(Dy)

πi,yj )

∑
(i′,j′)∈Λ

f̂((Dy)
πi′,y

j′ )q′Π,yj′
(π−1

i′,yj′
|(Dy)

πi′,y
j′ )

∏
(̃i′,j̃′)∈Λ\{(i′,j′)}

q′Π,yj̃′
(πĩ′,yj̃′

◦ π−1
i′,yj′
|(Dy)

πi′,y
j′ )

=
f̂((Dy)

πi,yj )q′Π,yj
(π−1

i,yj
|(Dy)

πi,yj )/q′Π,yj
(πi,yj

◦ π−1
i,yj
|(Dy)

πi,yj )∑
(i′,j′)∈Λ

f̂((Dy)
πi′,y

j′ )q′Π,yj′
(π−1

i′,yj′
|(Dy)

πi′,y
j′ )q′Π,yj′

(πi′,yj′ ◦ π
−1
i′,yj′
|(Dy)

πi′,y
j′ )

=
f̂((Dy)

πi,yj )q′Π,yj
(π−1

i,yj
|(Dy)

πi,yj )/q′Π,yj
(id|(Dy)

πi,yj )∑
(i′,j′)∈Λ

f̂((Dy)
πi′,y

j′ )q′Π,yj′
(π−1

i′,yj′
|(Dy)

πi′,y
j′ )q′Π,yj′

(id|(Dy)
πi′,y

j′ )
,

where id denotes the identity permutation. Hence, computation of wq,y
DΠ,i,yj

((Dy)
πi,yj ) across all (i, j) ∈ Λ

becomes tractable in only O(m|Y|) operations.

Proof. Consider a non-stationarity test in which we draw m|Y| samples and the resampling distribution q̆
we consider ignores YT , and instead draws these m|Y| samples in |Y| groups, the jth of which consists of m
resamples Dπ1,yj , . . . , Dπm,yj where the πi,yj

are drawn conditionally i.i.d. from q′Π,yj
(·|D) for each j ∈ [|Y|],

and where Y = {y1, . . . , y|Y|}. It is important to note that q̆ is not a conditionally i.i.d resampling scheme
and thus, as discussed in Section 5.3.2, the workaround discussed in Section E.1 must be employed. Defining

Σ = {(0 ℓ) : ℓ ∈ [0 : m|Y|]} and letting i ∈ [0 : m] index with any given group and j ∈

{
[|Y|] if i > 0

{0} if i = 0

index over groups, notice that
wq,YT

DΠ,i,yj
(Dπi,yj ) = wq̆,Σ

D,(i,j)(D̃
(i,j)),

where D denotes the full set of m|Y| resamples and we double index resamples as D(i,j) = Dπi,yj for all
(i, j) in Λ. This is because, letting q′yj

denote the induced (by q′Π,yj
) distribution on each resample given

by q′yj
(Dπ|D) = q′Π,yj

(π|D) and looking at the rightmost terms in the numerator of wq,y
DΠ,i,yj

((Dy)
πi,yj )’s

definition, we have that

q′Π,yj
(π−1

i,yj
|Dπi,yj )

∏
(̃i,j̃)∈Λ\{(i,j)}

q′Π,yj̃
(πĩ,yj̃

◦ π−1
i,yj
|Dπi,yj )

= q′yj
(D|Dπi,yj )

∏
(̃i,j̃)∈Λ\{(i,j)}

q′yj̃
(D

πĩ,y
j̃ |Dπi,yj )

= q′yj
(D|D̃(i,j))

∏
(̃i,j̃)∈Λ\{(i,j)}

q′yj̃
(D̃(̃i,j̃)|D̃(i,j))

=
∑

π∈Σ(i,j)

q̆(((D̃(0,0), D̃(1,1), . . . , D̃(m,1), . . . , D̃(1,|Y|), . . . , D̃(m,|Y|))π)−0|D̃(i,j)),

where Σ(i,j) is the single element subset of Σ containing solely the permutation on [0 : m|Y|] that swaps 0

and m(j − 1) + i. Thus, the numerators of wq,YT

DΠ,i,yj
(Dπi,yj ) and wq̆,Σ

D,(i,j)(D̃
(i,j)) are equal, and precisely the

same argument shows that the denominators are also equal and thus wq,YT

DΠ,i,yj
(Dπi,yj ) = wq̆,Σ

D,(i,j)(D̃
(i,j)).

Hence, the p-value ∑
(i,j)∈Λ

wq,y
DΠ,i,yj

(Dπi,yj )1[S(Dπi,yj ) ≥ S(D)],

corresponding to line (16) is a valid p-value by the main result of Section E.1. Letting U denote the
exogenous randomness used by this test, notice that the exogenous random variables Uy used by each y ∈ Y
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in the prediction region construction of line (16) are all (deterministically) equal—since the only randomness
in determining if y ∈ A is in the random sampling of permutations DΠ, which does not depend on the
specific choice of y ∈ Y—and marginally identically distributed to U . Since each of U and Uy is generated

independently from YT , we have that (UYT
, YT )

d
= (U, YT ) and hence the corresponding prediction region A

is valid, as desired.

F Pseudocode for resampling distributions

In this appendix section, we provide pseudocode for all resampling procedures described in Section 4.
Throughout this section, we use the notation Cat(p), for any p ∈ [0, 1]d with

∑d
i=1 pi = 1, to denote

the categorical distribution on [d] with probability of sampling i equal to pi.

F.1 Non-stationarity testing in a C-stationary strongly non-reactive environ-
ment

We begin with the resampling procedures for non-stationarity testing in a C-stationary strongly non-reactive
environment (Environment 5).

Algorithm 3: imitationπ
Input: Data sequence D

1 Set D̃ to the empty list and set R← [T ]
2 for t = 1, . . . , T do
3 Sample

i ∼ Cat

( PA(Xj |D̃, Cj)1[j ∈ R]∑T
j′=1 PA(Xj′ |D̃, Cj′)1[j′ ∈ R]

)T

j=1

 ,

if PA(·|D̃)’s support intersects R; otherwise, terminate the sampling procedure
4 Append Zi to D̃ and set R← R\{i}
Output: D̃

Algorithm 4: re-imitationπ

Input: Data sequence D; probability distribution PUt
denoting the distribution of the tth exogenous

random variable Ut generated by A
1 Set D̃ to the empty list and set R← [T ]
2 for t = 1, . . . , T do
3 Sample

Ũt ∼ PUt(·|∃s ∈ R : Xs = δt(Cs, H̃t−1, Ũ1, . . . , Ũt))

if the conditioning event is non-empty; otherwise, terminate the sampling procedure

4 Sample i ∼ Unif
(
{s ∈ R : Xs = δt(Cs, H̃t−1, Ũ1, . . . , Ũt)}

)
5 Append Zi to D̃ and set R← R\{i}
Output: D̃
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Algorithm 5: cond-imitationπ
Input: Data sequence D as well as the exogenous randomness U1, . . . , UT used to generate it

1 Set D̃ to the empty list and set R← [T ]
2 for t = 1, . . . , T do

3 Sample i ∼ Unif
(
{s ∈ R : Xs = δt(Cs, H̃t−1, U1, . . . , Ut)}

)
if the set is non-empty; otherwise,

terminate the sampling procedure
4 Append Zi to D̃ and set R← R\{i}
Output: D̃

F.2 Non-stationarity testing in an MDP

As discussed in Section 4.2, the datasets used in non-stationarity testing in an MDP are augmented with
an additional action XT+1, and thus we may view these datasets as a list of T + 1 state action pairs:
D = ((C1, X1), . . . , (CT+1, XT+1)). Under this framework, all resampling procedures in this section utilize
the following function ϕ, which takes the state-action pair (c, x) to the set of indices which follow it:

ϕ(c, x) = {t ∈ [2 : T + 1] : (Ct−1, Xt−1) = (c, x)}.

Additionally, using this view of the dataset D, we use Zt to denote the tth state-action pair (Ct, Xt); Z̃t

denotes the tth state-action pair of the resampled dataset D̃. Using the function ϕ, we now present the
corresponding uniformπ, imitationπ, re-imitationπ, and cond-imitationπ for an MDP under this setup of the
dataset D.

Algorithm 6: uniformπ in an MDP

Input: Data sequence D
1 Set D̃ ← ((C1, X1)) and set R← [1 : T + 1]
2 for t = 2, . . . , T + 1 do
3 Sample

i ∼ Unif
(
R ∩ ϕ(Z̃t−1)

)
if the set is non-empty; otherwise, terminate the sampling procedure

4 Append Zi to D̃ and set R← R\{i}
Output: D̃

Algorithm 7: imitationπ in an MDP

Input: Data sequence D
1 Set D̃ ← ((C1, X1)) and set R← [1 : T + 1]
2 for t = 2, . . . , T + 1 do
3 Sample

i ∼ Cat

( PA(Xj |D̃, Cj)1[j ∈ R ∩ ϕ(Z̃t−1)]∑T+1
j′=2 PA(Xj′ |D̃, Cj′)1[j′ ∈ R ∩ ϕ(Z̃t−1)]

)T+1

j=2

 ,

if ∃j ∈ R ∩ ϕ(Z̃t−1) such that PA(Xj |D̃, Cj) > 0; otherwise, terminate the sampling procedure

4 Append Zi to D̃ and set R← R\{i}
Output: D̃
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Algorithm 8: re-imitationπ in an MDP

Input: Data sequence D; probability distribution PUt
denoting the distribution of the tth exogenous

random variable Ut generated by A
1 Set D̃ ← ((C1, X1)) and set R← [1 : T + 1]
2 for t = 2, . . . , T + 1 do
3 Sample

Ũt ∼ PUt
(·|∃s ∈ R ∩ ϕ(Z̃t−1) : Xs = δt(Cs, H̃t−1, Ũ1, . . . , Ũt))

if the conditioning event is non-empty; otherwise, terminate the sampling procedure

4 Sample i ∼ Unif
(
{s ∈ R ∩ ϕ(Z̃t−1) : Xs = δt(Cs, H̃t−1, Ũ1, . . . , Ũt)}

)
5 Append Zi to D̃ and set R← R\{i}
Output: D̃

Algorithm 9: cond-imitationπ in an MDP

Input: Data sequence D as well as the exogenous randomness U1, . . . , UT+1 used to generate it
1 Set D̃ ← ((C1, X1)) and set R← [1 : T + 1]
2 for t = 2, . . . , T + 1 do

3 Sample i ∼ Unif
(
{s ∈ R ∩ ϕ(Z̃t−1) : Xs = δt(Cs, H̃t−1, U1, . . . , Ut)}

)
if the set is non-empty;

otherwise, terminate the sampling procedure
4 Append Zi to D̃ and set R← R\{i}
Output: D̃

F.3 Conditional independence testing

We now give pseudocode for our resampling procedures for conditional independence testing discussed in
Section 4.3. We first show pseudocode for restricted-uniformπ resampling, which, although not used on its
own for conditional independence testing, makes up the first stage of the restricted-uniformπ+imitationX
resampling scheme. We then go on to present the imitationX resampling procedure, which is also a key ingre-
dient that is used in the uniformπ+imitationX and restricted-uniformπ+imitationX resampling procedures,
which are presented subsequently. Finally, we show pseudocode for combinedπ,X sampling, which combines
the permutation and randomization of Xt’s into a single stage.

Algorithm 10: restricted-uniformπ

Input: Data sequence D
1 Set D̃ to the empty list
2 Set Γ← {π′ ∈ Π[T ] : g(Xπ′(t)) = g(Xt),∀t ∈ [T ]}
3 Sample π ∼ Unif(Γ)

4 D̃ ← (Zπ(t))
T
t=1

Output: D̃

G Supplementary simulation results

G.1 MCMC plots

In this section, we present the power, Type-I error, coverage, and length plots for the unweighted MCMC
randomization test and its inversion, for the inferential tasks discussed in Section 5, in Figures 9–14.
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Algorithm 11: imitationX
Input: Data sequence D

1 Set D̃ to the empty list
2 for t = 1, . . . , T do
3 Sample

X̃t ∼ PA(·|D̃, Ct, g(Xt)),

if there exists x ∈ X with PA(x|D̃, Ct, g(Xt)) > 0; otherwise, terminate the sampling procedure
4 Append Z̃t := (Ct, X̃t, Yt) to D̃

Output: D̃

Algorithm 12: uniformπ+imitationX
Input: Data sequence D

1 Sample D′ according to the uniformπ distribution applied to D

2 Sample D̃ according to the imitationX distribution (Algorithm 11) applied to D′

Output: D̃

Algorithm 13: restricted-uniformπ+imitationX
Input: Data sequence D

1 Sample D′ according to the restricted-uniformπ distribution (Algorithm 10) applied to D

2 Sample D̃ according to the imitationX distribution (Algorithm 11) applied to D′

Output: D̃

Algorithm 14: combinedπ,X

Input: Data sequence D
1 Set D̃ to the empty list and set R← [T ]
2 for t = 1, . . . , T do
3 Sample

i ∼ Cat


 ∑

x∈X :g(x)=g(Xj)
PA(x|D̃, Cj)1[j ∈ R]∑T

j′=1

∑
x′∈X :g(x′)=g(Xj′ )

PA(x′|D̃, Cj′)1[j′ ∈ R]

T

j=1

 ,

if there exists j ∈ R such that
∑

x∈X :g(x)=g(Xj)
PA(x|D̃, Cj) > 0; otherwise, terminate the

sampling procedure
4 Set R← R\{i}
5 Sample

X̃t ∼ PA(·|D̃, Ci, g(Xi)),

if there exists x ∈ X with PA(x|D̃, Ci, g(Xi)) > 0; otherwise, terminate the sampling procedure
6 Append Z̃i := (Ci, X̃t, Yi) to D̃

Output: D̃

G.2 Computation times

In this section, we plot the computation time curves (to compute p) for all resampling algorithms, environ-
ments, adaptive assignment algorithms, and types of randomization test (i.e., weighted MC or unweighted
MCMC) discussed in Section 5 in Figures 15–22.
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Figure 9: Type-I error rate (leftmost) and power (second from left) of both weighted MC and unweighted MCMC
randomization tests at fixed m = 100 and varying T as well as power at fixed T = 100 and varying m (third from
left) and fractional effective sample size plots at fixed m = 100 and varying T (rightmost) in a contextless stationary
strongly non-reactive environment on data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

Figure 10: Type-I error rate (leftmost) and power (second from right) of both weighted MC and unweighted MCMC
randomization tests at fixed m = 100 and varying T as well as power for fixed T = 100 and varying m (third from
right) and fractional effective sample size at fixed m = 100 and varying T (rightmost) in a contextless C-stationary
strongly non-reactive environment with data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

G.3 Auxiliary simulation results

In this section we present all remaining auxiliary simulation results. Figure 23 displays the power plot at
fixed T = 100 and varying m for the conditional independence test in the contextual stationary strongly
non-reactive environment on data gathered via ϵ-greedy and LinUCB discussed in Section 5.1.1. On the other
hand, Figure 24 illustrates that the phenomenon of shift in relative performance of the uniform i.i.d. baseline
in comparison to both ϵ-greedy and LinUCB, described in Section 5.2.2 also occurs when the baseline is com-
pared to a biased i.i.d. adaptive assignment algorithm which selects actions at each timestep independently
from 2Bern(0.1)− 1.
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Figure 11: Type-I error rate (leftmost) and power (second from right) of both weighted MC and unweighted MCMC
randomization tests at fixed m = 100 and varying T as well as power for fixed T = 100 and varying m (third from
right) and fractional effective sample size at fixed m = 100 and varying T (rightmost) in a contextless C-stationary
strongly non-reactive environment with data gathered via ϵ-greedy, LinUCB, and the uniform i.i.d. baseline.

Figure 12: Type-I error rate (leftmost) and power (second from right) of both weighted MC and unweighted MCMC
randomization tests at fixed m = 100 and varying T as well as power for fixed T = 100 and varying m (third from
right) and fractional effective sample size at fixed m = 100 and varying T (rightmost) in a contextless C-stationary
strongly non-reactive environment with data gathered via ϵ-greedy and greedy Q-learning.
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Figure 13: Coverage and average length of confidence intervals for b0 using both weighted MC and unweighted MCMC
randomization tests with data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

Figure 14: Coverage and average length of conformal prediction intervals for YT using both weighted MC and
unweighted MCMC randomization tests with data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

51



Figure 15: Computation times under the null (left) and alternative (right) distributions of randomization tests at
fixed m = 100 and varying T in a contextual stationary strongly non-reactive environment on data gathered via
ϵ-greedy and LinUCB. Note that the computation times for LinUCB imitationX are omitted as both Type-I error
and power curves are simply generated i.i.d. Bern(0.05).

Figure 16: Computation times under the null (left) and alternative (right) distributions of both weighted MC and
unweighted MCMC randomization tests at fixed m = 100 and varying T in a contextless stationary strongly non-
reactive environment on data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.
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Figure 17: Computation times under the null (left) and alternative (right) distributions of both weighted MC and
unweighted MCMC randomization tests at fixed m = 100 and varying T in a contextless C-stationary strongly non-
reactive environment with data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

Figure 18: Computation times under the null (left) and alternative (right) distributions of both weighted MC and
unweighted MCMC randomization tests at fixed m = 100 and varying T in a contextless C-stationary strongly non-
reactive environment with data gathered via ϵ-greedy, LinUCB, and the uniform i.i.d. baseline.
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Figure 19: Computation times under the null (left) and alternative (right) distributions of both weighted MC and
unweighted MCMC randomization tests at fixed m = 100 and varying T in a contextless C-stationary strongly non-
reactive environment with data gathered via ϵ-greedy and greedy Q-learning.

Figure 20: Computation time of construction of confidence interval for b0 using both weighted MC and unweighted
MCMC randomization tests with data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.
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Figure 21: Computation time of construction of conformal prediction interval for YT using both weighted MC and
unweighted MCMC randomization tests with data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

Figure 22: Computation time of construction of conformal prediction interval for YT using the MC randomization
test with data gathered via ϵ-greedy, UCB, and the uniform i.i.d. baseline.

55



Figure 23: Power of randomization tests at fixed T = 100 and varying m in a contextual stationary strongly non-
reactive environment on data gathered via ϵ-greedy and LinUCB.

Figure 24: Power comparison of uniform i.i.d. baseline versus biased i.i.d. baseline that selects actions independently
from 2Bern(0.1)− 1
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