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Abstract

Spatial point patterns arise in a number of applications from different dis-
ciplines. They represent locations of objects or events of interest. Such data
is analysed and modelled using point process statistics. This work develops
new statistical models and methods for challenges encountered in a few
specific applications in forestry and medicine. We consider methods for the
analysis of datasets that include artefacts or missing data, introduce new
point process models, and suggest tests having graphical interpretation.
In one of the applications, we develop models for sweat gland activation
data, which is important in early screening of diabetes. To this end, we
suggest methods to handle erroneously detected points in the data pro-
duced by image analysis. We also consider modelling how the locations
of tree seedlings are affected by large trees. Here we propose a Bayesian
inference method for handling nonlinear covariates in a log Gaussian Cox
process. Furthermore, we present an estimator for forest characteristics in
data obtained by terrestrial laser scanning. The new estimator accounts
for unobserved trees behind other trees. Finally, we suggest a test with
a graphical interpretation for including particular covariates in a point
process model.



Tiivistelma

Spatiaalisia pistekuvioita esiintyy useiden tieteenalojen sovelluksissa. Ne
edustavat kiinnostavien kohteiden tai tapahtumien sijainteja. Téllaisia pis-
tekuvioaineistoja analysoidaan ja mallinnetaan pisteprosessitilastotieteen
avulla. Tassé tyosséd kehitetddn uusia tilastollisia malleja ja menetelmié
metsétalouden ja lddketieteen erityissovellusten haasteisiin. Ty0Ossa tutki-
taan aineistoja, joissa on virheellisid tai puuttuvia havaintoja, seké esi-
telldin uusia pisteprosessimalleja ja ehdotetaan testejé, joilla on graafinen
tulkinta. Yhdessa sovelluksessa kehitetdin malleja hikirauhasten aktivoi-
tumiselle, jonka ymmértdminen on térkeds diabeteksen varhaisessa seulon-
nassa. Hikirauhaset havaitaan tyossa kehitetylld kuva-analyysimenetelmél-
l4. Menetelmén tuottamat virheelliset pisteet otetaan huomioon hikirau-
haskuvioiden analyysissé. Toisessa sovelluksessa mallinnetaan log-gaussi-
sella Coxin prosessilla suurten puiden vaikutusta taimien sijaintiin ja kay-
tetddn Bayes-padttelyd epélineaaristen kovariaattien siséllyttémiseksi mal-
liin. Kolmas osajulkaisu esittelee uuden estimaattorin puustotunnuksille
maalaserkeilauksella saadusta aineistosta. Uusi estimaattori huomioi puut,
jotka jadvit havaitsematta, koska ne ovat muiden puiden takana. Viimei-
sesséd tyOn osassa esitelldin uusia testejé selittdvien muuttujien merkitse-
vyydelle pisteprosessimallissa.
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Chapter 1

Introduction

Spatial point patterns are encountered in many fields of research. The
points represent the locations of some objects or events of interest such as
the locations of particles or pores in material science, trees or disasters in
environmental science, disease occurrences in epidemiology, or fixations of
eye movement in behavioural science. Further relevant information of the
objects or events is often available in addition to the location, for example
the species or size of a tree. In the point pattern context, such information
is called a mark associated to a point.

A point process is a statistical model for a point pattern. Similar
models and methods of point process statistics can be useful in many dif-
ferent applications. In general, the locations are points in a d-dimensional
Fuclidean space. In this work, we consider only point patterns in the plane,
although some of the methods are applicable also in higher dimensional
settings.

Typical workflow (Illian et al., 2008) in statistical analysis of point
patterns starts with plotting the data and selected summary characteris-
tics. This preliminary examination can reveal such features as regularity
or clumpiness of point locations. It is common that a few appropriate
models are fitted to the data, for example using software packages such as
spatstat (Baddeley et al., 2015) or INLA (Rue et al., 2009). Again sum-
mary characteristics are computed from simulated data generated from
the models to assess goodness-of-fit. It is not uncommon to point process
statistics that challenges arise in different phases of the analysis, which
may be due to limitations in the current methodology or in the methods
implemented in software. In the applications discussed here such issues



arise because of spurious points which are produced by image analysis, all
relevant points have not been observed, the likelihood may be intractable,
or the distribution of test statistics is unknown.

The contributions of this work consist of developing new models and
methods in order to resolve a number of challenges encountered in specific
applications. In modelling sweat spots (Article IT) we dealt with points
that were caused by errors in image analysis by utilising mixture models
as an inferential method. We also tackled computationally demanding like-
lihood by an efficient implementation. Furthermore, we proposed a new
model for sweat glands where the extra points were handled with infer-
ence based on approximate Bayesian computation with carefully selected
low dimensional summary statistics. When modelling tree seedlings (Ar-
ticle III) the complications were caused by nonlinear point pattern based
predictors making the model unsuitable for the available software. Several
approximations were used to achieve efficient inference. We also proposed
a test (Article IV) that can be used to select covariates in the model fit-
ting stage of the point process workflow. Furthermore, we used the theory
behind point processes to introduce a new estimator (Article I) for forest
characteristics. The problem here was due to missing data: the trees that
were not detected with terrestrial laser scanning because they were behind
other trees.

Section 2 introduces background of point process statistics relevant
for the developments in this work. In particular, Section 2.3 presents a
general formulation for the sequential model likelihood that allows for
efficient computation. Section 3 discusses the inference methods that were
used in this work. Sections 4, 5, 6 and 7 summarise and elaborate on the
main results of the Articles I, II, ITT and IV, respectively. Finally Section
8 finishes the thesis with discussion.



Chapter 2

Point process statistics

Two dimensional point processes are usually defined on the whole plane,
but point patterns are observed within an observation window denoted
by W C R2. A spatial point process X = {x;} may be augmented with
additional information associated to the objects, called marks, to produce
a marked point process {(x;,m;)}.

The intensity of a point process X is a function A : R? — R that
satisfies EX (B) = [ A(z)da for all (Borel') B C R?, where X (B) stands
for the number of points of the process in the set B. The Poisson process
with intensity A is characterised by two properties. The number of points of
the process in a set B has a Poisson distribution with mean [ p A(s)ds and
the numbers of points in disjoint sets are independent. A Poisson process
with constant intensity is a model of complete spatial randomness.

The rest of this section is organised as follows. Section 2.1 introduces
the summary statistics used in Articles II and III. Sections 2.2 and 2.3 in-
troduce the point process models used in Article II. Section 2.4 introduces
the log Gaussian Cox process (LGCP) used in Article III. Finally, Sec-
tion 2.5 introduces point process residuals that were used in Article IV for
defining new summary statistics.

1. In this work we implicitly assume all sets and functions to be appropriately measur-
able.



2.1 Summaries

Features of point patterns are often explored using functional summary
statistics. This section presents selected summary statistics that were the
most important for this work. The point process is assumed to be sta-
tionary and isotropic, that is, invariant under translations and rotations
(e.g. Illian et al., 2008, p. 177). Stationarity implies that the process has
constant intensity.

A commonly used functional summary is the Ripley’s K-function
(Ripley, 1977) K(r) = +Eo(X(B(o,7) \ {0})), where X is the intensity of
the process, B(o,7) is the ball centred at the origin o with radius r and
E, is the expectation conditional on having a point of the process at o
(in the Palm sense, e.g. Illian et al., 2008; Chiu et al., 2013). Due to the
stationarity, it suffices to consider the origin only.

Instead of the K-function, its derivative, the pair correlation func-

tion
g(r) = X1 (2.1)

2rr

can be used. The pair correlation has the following interpretation. Under
complete spatial randomness g(r) = 1 for all » > 0. Values g(r) < 1
indicate repulsion at distance r and values g(r) > 1 indicate attraction at
r.

The K-function can be modified to describe association between
two point processes X; and Xy by defining Kia(r) = )\%Eol(Xg(B(m r))),
where As is the intensity of Xs and E,; is the Palm expectation of having
a point of X; at o (e.g. Illian et al., 2008). The cross pair correlation
function between the two point processes is, analogous to (2.1):

Kiy(r)

g12(r) = o (2.2)

Another commonly used summary is the empty space function
F(r) =P(X(b(o,r)) # 0), (2.3)

which describes the probability that a ball with radius r around the origin
contains at least one point of the process.

Summary statistics have several uses in exploration, parameter es-
timation and evaluation of goodness-of-fit of a model. They were used for
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parameter estimation in an approximate Bayesian computation method in
Article I and for evaluating the goodness-of-fit in Articles II and III.

2.2 Simple sequential inhibition model

The simple sequential inhibition model (e.g. Illian et al., 2008, p. 393) was
used in Article II as a building block for a model for observed sweat gland
locations. It is an example of a hard-core model where points cannot exist
at distances smaller than a specific distance from another point. It has
one parameter, the hard-core radius R.

A realisation of the model is constructed by first placing a uniformly
distributed random point in a bounded window W. After that points are
added one at a time, so that independent uniformly random points are
proposed until they satisfy the hard-core condition that no two points are
at a distance less than R from each other. This is continued until no more
points can be added (there is no space left).

The hard-core property causes the generated patterns to look regu-
lar. Lotwick (1981) and Wang (1994) present efficient algorithms for sim-
ulating the process. The algorithm of Wang (1994) was implemented in
Article II to obtain accurate realisations of SSI process in reasonable time.

2.3 Sequential point processes

The sequential model of Penttinen and Ylitalo (2016) is a point process
with a fixed number n of points. The points are assumed to arrive sequen-
tially, conditional on the earlier points. In the general sequential point
process, the first point z; is assumed to follow the density f; and the
kth point, k = 2,3,...,n, is assumed to follow the conditional density
Jx(y|Xk—1), where X1 = (z1,22,...,2k_1). The density function for the
whole point pattern (x1, ..., 2z, ) is then

A [T felarlRezr).
k=2

In the following models, which were considered in Article II, f; is the
uniform distribution on W and f; = f for k =2,3,... n.



As a first instance we considered the model where the reweighting
probability for a new point is dictated by the presence of an earlier 'neigh-
bour’, that is, a point at distance less than R. The density is

f(yl%e, R, 0) oc 01(M(y) < R) + (1 = 0)1(Mr(y) = R), (2.4)

where R > 0 and 6 € [0,1] are parameters and My (y) = min;<j d(y, z;)
is the Euclidean distance (d) to the nearest earlier neighbour. This model
is closely related to the recurrence-based reweighting model of Penttinen
and Ylitalo (2016). In Article IT we were mainly interested in cases where
0 < % (repulsion between points), and especially for § = 0, when the model
is a hard-core model.

We also considered the soft-core model

k 2/k
f(y|Xk, R, k) x exp <— Z <R)> ) , (2.5)

i=1 d(ya Xy

with parameters R > 0 and x > 0. This particular form, which was used
in Article II, was inspired by a soft-core Gibbs process (Baddeley et al.,
2015; Ogata and Tanemura, 1981, 1984).

Both (2.4) and (2.5) admit the hard-core process as a special case,
namely with 6§ = 0 for the first model and x = 0 for the second model.
Note that both models can be written in the following form:

k
Fer1(yl%e) o< H (@ h(y,m) , (2.6)

i=1

where h and H are functions and @ is a binary operator. The hard-core

model (2.4) is obtained by choosing H(A) = 01(A < R)+(1-0)1(A > R),

@ = min and h as the Euclidean distance. The soft-core model (2.5) is

2/k

obtained by choosing H(A) = exp(—A), P = + and h(y,z) = <%> :

With the formulation (2.6), the likelihood of both models can be
written as follows:

n k—1
Z () [[ H <@ h(xy, xi)>
k=2 =1



with the normalising constant

n k—1
z=1] /H (@ h(y,a:i)> dy. (2.7)
k=2

=1

This formulation allows for efficient likelihood calculations, as we shall see
in Section 5.

Penttinen and Ylitalo (2016) considered more general sequential
models which included a heterogeneity term «(y) and a Markov transi-
tion kernel Ky (y,zy) for the transition from the current point xj to the
next point y. If we extend (2.6) by multiplying it with a(y) K (y, ) and
allowing the ”sum” to stop at k — 1 instead of k, then the extended formu-
lation accommodates all the models considered in Penttinen and Ylitalo
(2016).

2.4 Log Gaussian Cox process

Log Gaussian Cox process (LGCP) (Mgller et al., 1998; Mpgller and
Waagepetersen, 2004) is a Poisson process with random intensity e, where
Z ={Z(s) : s € R?} is a Gaussian field (i.e. any vector (Z(s1),...,Z(st))
is Gaussian). The distribution of a Gaussian field (and the LGCP) is char-
acterised by the mean function pu(s) = EZ(s) and the covariance function
C(s1,82) = cov(Z(s1), Z(s2)). We restrict our attention to stationary and
isotropic covariance functions that only depend on the distance between
the two locations, that is, C'(s1, s2) = C(d(s1, $2)).
Our main interest will be on the Matérn covariance function

o) = 0?2 <\/87;> K, (\/87;> . r>0, (2.8)

where v is the smoothness parameter, p is the range parameter, o2 is the
variance parameter, and K, is the modified Bessel function of the second
kind (e.g. Cressie, 1993; Chilés and Delfiner, 1999; Banerjee et al., 2004).
The parameter v of the Matérn covariance function controls the degree of
smoothness: a Gaussian random field with the Matérn covariance function
will have [v — 1] continuous derivatives (Handcock and Stein, 1993).



2.5 Residuals

Residuals for point processes were introduced in Baddeley et al. (2005)
for processes with known conditional intensity and Waagepetersen (2005)
further suggested them for processes with known intensity. For simplicity
of presentation, here we only consider smoothed residuals for the Poisson
process which are defined with respect to the intensity A(z) (which is also
the conditional intensity).

Residuals in the point process context are measures (Baddeley et al.,
2005). Smoothed residuals, however, are functions and can be defined with-
out first defining the residuals. Smoothed residual at location u for the
pattern X and a fitted Poisson process can be defined as

Zk‘(u—x)—/

zeX w

s(u) = e(u) ( k(u — v)ﬁ(v)dv) ,

where k is a smoothing kernel, e(u)~ = [i;, k(v)dv is an edge correction
factor (cf. Section 3.4) and A(v) is the intensity given by the fitted model.

The interpretation is that a positive smoothed residual at v indicates
that there are more observed points around u than predicted by the model.
However, care must be taken when interpreting the smoothed residuals
since they depend on the user specified smoothing kernel.



Chapter 3

Inference methods

Likelihood based methods are generally desirable also in the point pro-
cess context. However, the likelihood can be difficult to compute for point
process models. This is particularly the case in many latent variable mod-
els. One option to handle the likelihood is to use Laplace approximation
(Tierney and Kadane, 1986). For our LGCP model (Article III) we used
the Laplace approximation to marginalise the latent Gaussian field, which
itself was approximated by a Gaussian Markov random field. Sections 3.1
and 3.2 explain these approximations.

For some point process models the likelihood is intractable to the
extent that approximation is difficult or impossible. Several estimation
methods have been developed which can accommodate such models, for
instance minimum contrast methods and the pseudo-likelihood. In Article
IT we used approximate Bayesian computation based on simulated sum-
maries, which is described in Section 3.3.

Section 3.4 introduces the edge correction that was used to account
for partially observed covariates of the LGCP model. Preliminary data
analysis and goodness-of-fit assessments are integral parts of inference.
Section 3.5 introduces the Monte Carlo test, Section 3.6 explains a multiple
testing correction used with functional summary statistics and Section 3.7
explains posterior predictive check based on the same principle as the
Monte Carlo test.



3.1 Laplace approximation

Laplace approximation (e.g. Tierney and Kadane, 1986) can be used to
compute marginal likelihoods by using optimization. It is used for example
in the popular integrated nested Laplace approximation framework of Rue
et al. (2009). Laplace approximation is based on the assumption that the
likelihood has approximately normal shape near the maximum. Let L(x;0)
be the likelihood of the latent variables x. The Laplace approximation
states that
(2m)"

/L(%,Q)dl‘ ~ mlf(i‘@ae))

where Hy and &y are the Hessian and maximiser of log L(x; ) and n is the
dimension of z.

3.2 Gaussian random field approximations

Assume that Z is a Gaussian random field in R? with mean zero and the
Matérn covariance function (2.8) with v = 0,1 or 2. Lindgren et al. (2011)
have shown that Z can be approximated by a Gaussian Markov random
field on a regular grid with a sparse precision matrix. In general, the
sparsity of the precision matrix depends on the smoothness parameter v.
The precision matrix element is non-zero only when |i —k|+|j—| < v+1.

For example if v = 2, which was used in Article III, then the precision
matrix element for the grid cells (i, j) and (k,1) with |[i —k|+]j —1] < 3is

Qi) (kp) = 0 2Amv(a — 4)" Ay j—1)»

and 0 otherwise. Here

a(a®+12) -3(a®*+3) 3a -1
—3(a® +3) 6a -3

3a -3

-1

A=

and a = K2 + 4, k = \/8v/p, where p is the range parameter in multiples
of grid cell width and o2 is the variance.

10



3.3 Approximate Bayesian computation

Approximate Bayesian computation (ABC) (e.g. Sunnaker et al., 2013)
can be viewed as the Bayesian version of the minimum contrast method,
which has been used in the point process context before (e.g. Illian et al.,
2008; Diggle, 2003; Stoyan and Stoyan, 1994; Mgller and Waagepetersen,
2004). The minimum contrast method can be characterised as the method
of moments for functional summary characteristics.

The ABC approach differs from the minimum contrast method in
several ways. As a Bayesian method it aims for producing an approximate
posterior distribution for the parameters instead of a point estimate. The
minimum contrast method is based on a known formula for the expected
value of the summary characteristic, whose discrepancy with respect to
the corresponding data summary is minimised. In contrast, ABC is based
on random samples of summary statistics simulated from the model with
different parameter values.

The ABC methods sample from the approximate posterior m.(6) o
prior(0)L.(6), where the approximate likelihood is

Le(0) = P(lls(Ye) — s(y)ll < ). (3.1)

Here Yjy is simulated from the assumed model with parameter 8, y is the ob-
served data, s is the user specified summary and € is a tolerance parameter,
balancing between approximation accuracy (smaller €) and computational
efficiency (larger €).

We obtained samples from the ABC-posterior based on the approx-
imate likelihood (3.1) by using MCMC as explained in Vihola and Franks
(2020). The method selects the threshold e automatically and the only
user supplied parameter is the summary function s.

3.4 Edge corrections for a covariate based on a point pat-
tern

Typically only a part of the point pattern of interest is observed and there
is interaction between the points in the observation window and the nearby
points outside the window. This interaction can cause so called edge effects
in simulation and estimation. For example, summary functions typically

11



measure different kinds of interactions between points and, due to the
unobserved points, a naive estimator will be biased. To estimate summary
functions with less bias, different edge corrections are used (e.g. Stoyan
and Stoyan, 1994; Baddeley and Gill, 1997).

The simplest edge correction is the minus sampling (e.g. Illian et al.,
2008), that is, restricting the attention to W, a smaller window where
the neighbourhoods of all points are known. This is wasteful and will lead
to discarding possibly a large amount of data. A better situation would
be if the point pattern was observed in a larger window W™, that is,
neighbourhoods would be observed for all points in W. This is called plus
sampling (e.g. Illian et al., 2008). Unfortunately, plus sampling is often
infeasible.

In Article III, we modelled a point pattern y using another point
pattern  as a covariate, both observed in the window W. The pattern
x was influencing the intensity of y through a computed covariate field
f. The covariate field value f(s,x) at a location s € W depended on the
points near s. Thus some form of edge correction was necessary, and we
adopted the one proposed by Kiithlmann-Berenzon et al. (2005).

The edge correction is based on a simplifying assumption that the
point pattern a is a realisation of homogeneous Poisson process X re-
stricted to the observation window W. Under this assumption we use the
expected contribution of the unobserved points to define the Poisson cor-
rected covariate value as

f(‘S?m) = f(Sv 56) + Ef(S,ch),
where Xjyye is the restriction of X to W€, the complement of W.

If f is a sum over the points of the process X, then the expectation
can be computed using Campbell’s theorem (e.g. Chiu et al., 2013). This is
the case with the C shown in (6.1), which was used in Article III. For this
function, the resulting integrals could be efficiently evaluated using the
Fast Fourier Transform (e.g. Oppenheim et al., 1999; Frigo and Johnson,
2005).

3.5 Monte Carlo testing

In point process statistics the distributions of test statistics are usually
not available in an accessible form (e.g. Illian et al., 2008). Thus Monte

12



Carlo testing is commonly used. The Monte Carlo test is applicable when
it is possible to simulate under the null hypothesis. The test statistic T}
is computed from the data and n — 1 test statistics 15,T5,...,T, are
simulated under the null hypothesis. Suppose that significance test with
size « is required. Then n has to be chosen such that m = an is an integer.
The hypothesis is rejected if the observed test statistic is among the m
most extreme values of the n test statistics. The test is exact in the sense
that the type I error is precisely a (e.g. Marriott, 1979).

Model fitting involves finding parameter values and when testing
hypothesis with those parameter values the hypothesis is said to be com-
posite. The simple Monte Carlo test discussed above will not be exact in
general for such a composite hypothesis. An adjusted test was introduced
in Dao and Genton (2014), see also Baddeley et al. (2017). The simple but
possibly biased test is still often used in practice since the adjusted test
can be computationally prohibitive.

Since the summaries are usually functional in the point process con-
text, that is, instead of T;, we have, T;(x), the definition of extremeness is
more complicated than with real valued summaries. Traditionally a simple
scalarisation such as an integral or a maximum of the difference between
the functional summary and a reference level has been used (e.g. Diggle,
1979; Ripley, 1979). This can be sufficient if a simple decision is enough.
However, it is often necessary to understand why the hypothesis was re-
jected. In this case global envelopes, which will be discussed next, can be
useful.

3.6 Global envelope

With functional test statistics, global envelope test (Myllyméki et al.,
2017; Myllymaki and Mrkvicka, 2020) can be used to produce an envelope
that has the property that the significance of the test is equivalent to
having the observed statistic not stay inside the envelope.

Let T;(x),7 = 1,...,n be the realisations of the functional test statis-
tics from which global extreme rank envelope is to be constructed. First,
local ranks of the test statistics are computed as r;(z) = min(r¢(z), ré(x)),

i
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where

() = 1+ 3 1(T5(a) < Ti@) + 5 S 1T (@) = Ti(w))
J J#

M) = 14+ 3 1(T5() > Ti) + 5 31T (@) = Ti())
j i

are the mid-ranks in ascending and descending order. The extreme rank
of a functional test statistic can be computed as R; = min, r;(x). For
instance, the 95%-critical rank is defined as the 5%-quantile R = max{R :
1 >~ 1(R; < R) <0.05}. Finally the global envelope is defined as

Tiow(x) = min®{Ty (2), Ta(z), ..., Tn(x)}
Tupp(z) = InaxRC{Tl (), Ta(z), ..., Tn(x)},

where min® and max” denote kth smallest and largest values, respectively.

3.7 Posterior predictive check

Posterior predictive checks (e.g. Gelman et al., 2013) can be used to assess
the fit of the model in the Bayesian setting. Posterior predictive checks
are similar to hypothesis testing in practice, but in theory they are quite
different. Roughly speaking, if the model fit is good, the summary statistic
of the data should be consistent with the posterior predictive distribution
of the summary statistic.

Samples from the posterior predictive distribution are generated as
follows. Let 6;,i = 1,2,...,n be samples from the posterior. Simulate data
X; from the studied model with parameters 6; and compute the summary
statistic T; based on X;. Then T;,7 = 1,2,...,n is a sample from the
posterior predictive distribution of the summary statistic.

Global envelopes can be used to visualise the posterior predictive
distribution of functional summaries. We used this approach for model
assessment in Articles IT and III.
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Chapter 4

Estimation of forest characteristics from a sample
plot measured with terrestrial laser scanning

Terrestrial laser scanning (TLS) is a technique where a laser scanner mea-
sures distance from a single point to the nearest visible obstacle in a large
number of directions (Liang et al., 2016). There is great interest to replace
some of the traditional field measurements in forest inventories by TLS
(Liang et al., 2016). In the forest inventory context, extracting single tree
characteristics from the 3D point cloud obtained by TLS is an interesting
research topic in itself (e.g. Liang et al., 2012; Olofsson et al., 2014; Olof-
sson and Holmgren, 2016; Pitkédnen et al., 2019). Here we assume that a
2D map of trees with diameter at breast height has been extracted from
a single scan.

Single scan TLS cannot see behind trees or other obstacles as il-
lustrated in Figure 4.1 A. This limits the usefulness of the technique in
forest inventories (Liang et al., 2016). Several corrections for the nonde-
tection have been considered. For example Ducey and Astrup (2013) and
Astrup et al. (2014) proposed distance sampling methods. Seidel and Am-
mer (2014) corrected for the shadowing based on the visible area which is
shown in Figure 4.1 A. Olofsson and Olsson (2018) investigated the same
correction for different detection rules. Detection rules model the necessity
to detect more than a single point on the stem of the tree, for example, the
whole tree could be required or only the center point of the tree. Olofsson
and Olsson (2018) observed a large bias with some detection rules even
when the trees in the forest were assumed to follow a Poisson process.
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Figure 4.1: The trees (circles), scanner (+) and a test tree (x). A tree with

size similar to the test tree is visible to the scanner if its center is in the
white region. Panels A, B and C correspond to the detection rules 2, 1

and 4, respectively.

In Article I we proposed an estimator where the visible area is com-
puted taking into account the detection rule. For example if the complete
stem is required for detection then the area shadowed by each tree is larger
than when only the center point of the tree is required to be seen (see Fig-
ure 4.1 A and C). Moreover the shadowing also depends on the size of the
tree to be detected.

We considered four detection rules which were also considered in
Olofsson and Olsson (2018). Let V(X)) denote the visible region seen from
the scanner, as in Figure 4.1 A, corresponding to forest (marked point
pattern) X.

1. Visible detection: A tree at location x with diameter d is detected if
any part of it is visible

v(z,d, X) = 1(B(x,d/2) NV (X) # 0).
2. Center detection: A tree is detected if its center point x is seen
v(x,d, X) =1(x € V(X)).

3. Proportional detection: This is a weighted version of the detection
rule 1. Trees are weighted by the proportion of their circumference
that is visible. Here we use the circle 0B(z, d/2) to define the visible
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proportion. In this case,

len(0B(z,d/2) NV (X))

v(z,d, X) = len(0B(0,d/2))

where len is the boundary length.
4. Complete detection: A tree is detected if it is completely visible

v(z,d, X) = 1(B(x,d/2) C V(X)).

For detection rule 2 our estimator coincides with the estimator of Olofsson
and Olsson (2018). Figure 4.1 shows detected trees for detection rules 1,
2 and 4.

Consider a marked point pattern X (the trees) in W (the forest
stand) with marks: diameter d and the mark of interest m. If the interest
is in the tree density, the mark of interest is 1. The aim is to estimate

oL > oml(zew),

‘W| (z,d,m)eX

where |W| is the size of the window W. The proposed estimator for T is

. v(z,d, X)

7= n5e4)

>, m w(d, X)
(z,d;m)eX

where w(d, X) = [};;v(y,d, X)dy and v is the detection rule. We showed
in Article I that ET' > ET if X is a Poisson process and argued that the
bias can be small.

A simulation study was executed to evaluate the performance also in
non-Poisson cases and to compare with the estimator proposed by Olofsson
and Olsson (2018). We found that the proposed estimator works consis-
tently well with different detection rules, solving the problem with the
earlier estimator that different detection rules could cause large biases,
even in the Poisson case. Moreover, the proposed estimator was found
to have positive bias with regular patterns and negative with clustered
patterns.
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Chapter 5

Analysis of sweat gland patterns

The dynamic sweat test was presented by Provitera et al. (2010) to help
diagnose neuropathy, which could be caused by diabetes, for example.
In this test, sweating is stimulated by placing a patch with pilocarpine
gels on the test site, foot or calf. Then, the test site is dried and painted
with iodine solution. Finally, a camera is placed on the skin and a video is
recorded for 60 seconds. The accumulation of sweat is visible on the video.
Typically subjects with neuropathy have less sweat produced and smaller
number of active sweat glands than healthy controls.

The data analysed in Article IT have been collected by Dr. William
R. Kennedy’s group at the University of Minnesota by using the dynamic
sweat test. The sample consists of 5 healthy controls, 5 subjects who had
reported having symptoms of neuropathy (MNA), and 5 with diagnosed
neuropathy (MNA Diagnosed). The size of the video frame is 2592 x 1944
pixels corresponding to 17.5 x 13 mm?. The video shows the sweat pro-
duced as dark areas (Figure 5.1).

In Article IT we sought spatial characteristics that could characterise
the healthy and diseased patterns. The first step was to extract point pat-
terns from the video data. To extract the coordinates of the individual
sweat glands, that is the point patterns, from the videos (see Figure 5.1),
several image analysis steps were needed. Instead of a frame-by-frame
approach, we applied an algorithm based on the detection of a change
point to the time series of grey scale values for each individual pixel. This
pixel-by-pixel approach suits to the video sequences, where the sweat ac-
cumulates and does not dry once it has appeared, much better than going
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Figure 5.1: A sequence of snapshots at 1 sec (top left), 15 sec (top right),

30 sec (bottom left), and 60 sec (bottom right) of one control subject with
extracted gland locations (+). The size of the image is 17.5 x 13 mm?.
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Figure 5.2: Time series for four pixels with estimated jump locations
(frames) marked by dashed lines.

through the videos frame by frame, because the sweat gland locations are
the easiest to detect at times when the sweat first appears.

Testing for a change point is a well studied problem in statistics (e.g.
Hinkley, 1970; Yao and Davis, 1986; James et al., 1987; Pettitt, 1979).
Here, however, the problem is not purely of statistical nature. There ap-
peared to be some jumps possibly due to the changing lightning conditions
that were not real jumps caused by sweat accumulation but clear enough
to be detected by a statistical change point test. In Figure 5.2, the series
number 3 (blue curve) shows an example of such a spurious change point.
We used a similar principle as in the statistical change point tests to locate
the most likely change point. To decide if the change point was caused by
sweat filling a pixel we applied a simple threshold instead of a statistical
test. Only changes that were larger than the threshold were accepted. The
threshold for each individual video was chosen from a range of values by
looking at the final result for each threshold and selecting the one that
gave the best result visually.

More precisely, the change point was defined as the integer value 1 <
t < T that minimises f; = 5%,1& + 5?+1,T7 where 7' is the length of the time
series and 312, ;1s the sample variance of 2;, 11, ..., x;. The main difference
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compared to the methods presented in the literature (e.g. Hinkley, 1970)
is that we minimised the sum of sample variances instead of the sums of
squared residuals.

The method was originally developed in Article II as a tool to find
the change point, but it can be also seen as a maximum a posterior estimate
for a Bayesian model. The model is the following. Let ¢t be a potential
change point, p; and ps the means of the process before and after the

change point and x1,x9,...,2x7 the time series. The change point model
is
N(u1,t/2), fori <t
Tir~
" N(pe, (T —1)/2), fori>t.

Additionally a U-shaped prior is needed for ¢
prior(t) o< t2(T — £)T—1)/2,

This prior quite strongly prefers change points in the beginning or end of
the series. Other parameters had improper uniform priors.

We first modelled the activation of sweat glands using sequential
point processes (Section 2.3). The first try was the hard-core process (2.4).
We quickly observed that a hard-core model was too hard, producing too
sharp changes in the pair-correlation functions, and instead tried the soft-
core model (2.5). We fitted the models with maximum likelihood. Since
the density of the soft-core process (2.5) was known only up to a constant
factor, we computed the normalisation factor similarly as Penttinen and
Ylitalo (2016).

In particular, we applied numerical integration with regular grid
of integration points to the integrals (2.7). Following the formulation in
Section 2.3, the numeric approximation of log Z can be written as

n J k—1
> log ) w;G <@ 9y xi)) :
k=2 7j=1 =1

where y; are the integration points, and w; are the integration weights.
Since ¢(y;, x;) are independent of k, their computation can be reused. This
reduces the number of evaluations of g(y;, z;) and the operator @ for each
integration point from quadratic to linear. This is a key to more efficient
inference.
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For some sweat gland patterns, the soft-core model gave results that
were not completely satisfactory. On the left of Figure 5.3, the simulated
pair correlation functions are notably different from the observed pair
correlation function. The problems were associated with the patterns that
had non-zero pair correlation well before the steep upward slope. Careful
inspection of the videos revealed that the non-zero pair correlation was
mainly caused by erroneously detected points close to other points.

Our next sequential model was an attempt to accommodate such
anomalies by a mixture model where the density of the next point was a
mixture of soft-core and uniform components,

(i1 Re6) = (1= ) (o1, o) + i
where fgc is the soft-core model (2.5) and 6 is the mixture proportion.
The middle panel in Figure 5.3 shows the pair correlation function of
this model. The upward slopes of the simulated and observed pair cor-
relation functions are located reasonably close to each other. Thus, the
model with the mixture component was superior compared to the soft-
core model. However, the uniform distribution was not a realistic model
for the erroneously detected points. Visual inspection revealed that the er-
roneous points were always points that were close to other points. For this
reason the mixture proportions were not usefully related to the proportion
of errors, and it is better to regard the mixture model as an estimation
method for the soft-core model in the presence of erroneous points.

The mixture model was much better but still not quite satisfactory.
There was still a clear difference in the steepness of the slope of the sim-
ulated and observed pair correlation functions (Figure 5.3, middle). Our
next model was a completely different generative model for the sweat gland
formation and activation processes.

In the generative model the formation of sweat glands and their
activation were modelled separately. We started with a simple sequential
inhibition (Section 2.2) process with hard-core parameter R. To get some
softness in the process we added independent isotropic identically dis-
tributed Gaussian perturbation with standard deviation ¢ to each point.
To model the activation we further applied an independent thinning with
probability (1 — p).
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Figure 5.3: Empirical pair correlation functions (black lines) for subject
205 in the end of the video recording together with 95% global envelopes
(grey areas) constructed from 25000 simulations from the soft-core model
estimated without (left) and with (middle) noise and from the posterior
predictive distribution of the generative model (right). Here, = 100 cor-
responds to approximately 0.7 mm.

Since the likelihood of the proposed generative model is not
tractable, but the model is relatively straightforward to simulate, we used
approximate Bayesian computation (ABC) inference. For such a regular
point process model, it was natural to use summary statistics based on
the pair correlation function g, illustrated in Figure 5.3. Intuitively, the
location of the upward slope of the pair correlation function would be infor-
mative about the hard-core parameter R. The steepness of the slope would
be informative about the noise component o. Further the activation prob-
ability p is closely related to the amount of empty space. To capture the
location and steepness of the upward slope of the pair correlation function
(2.1) we selected the smallest distances r1,79 > 10 pixels (approximately
0.07 mm) where g(r1) = 0.75 and g(r2) = 1 as summaries. For the empty
space we chose r3 = F~1(0.5), where F is the empty space function (2.3).
These choices helped avoiding the effect of erroneous detection of points
close to other points.

In Figure 5.3 (right) the simulated pair correlation functions are very
close to the observed one, even though the simulation uses the posterior
predictive distribution instead of a point estimate for the model parame-
ters. We also inspected the posterior predictive distributions of the empty
space function and the K-function. These summaries did not show evi-
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Figure 5.4: The original point patterns (top) and patterns generated
from the corresponding posterior predictive distributions of the genera-
tive model (bottom) for one subject from each group (96, 20 and 42). The

size of the window is 17.5 x 13 mm?2.

dence of substantial misfit. Figure 5.4 shows examples of simulated and
observed point patterns, which look very similar. Even some empty re-
gions similar to those observed in Provitera et al. (2010) are present in
the simulated patterns. The activation probability was higher for controls
than other groups agreeing with earlier studies where controls were found
to have higher density of sweat spots than other groups.
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Chapter 6

Modelling the regeneration patterns

Recently there has been a lot of interest in continuous cover forestry (Ku-
usinen et al., 2019; Juutinen et al., 2018). The basic idea of continuous
cover forestry is that clear cuts are not performed and thus a forest always
looks more or less like a forest that has trees from all size classes. How-
ever there are a lot of management decisions that have to be made. One
important question is what kind of management would ensure a success-
ful regeneration. This motivates the research of Article I1I: We aimed for
modelling the effect of large trees on the seedlings to build understand-
ing of the regeneration in a continuous cover forest managed by selection
cutting.

We modelled the intensity of new seedlings in an uneven-aged forest
given the locations of large trees. The data consist of 14 sample plots in
Southern Finland (Figure 6.1) (Eerikéinen et al., 2007; Eerikéinen et al.,
2014; Saksa and Valkonen, 2011). We used a log Gaussian Cox process
(LGCP) since the seedling patterns are clustered. Following Pommerening
and Grabarnik (2019) we modelled the effect of the large trees X as an
influence field. The influence field

Cs:X)= Y ells—z|,m). (6.1)

[x,m]eX

is a superposition of kernels ¢ attached to each tree. We used the influence

kernel 2
¢(h,m) = m® exp (- <0:16> ) (6.2)
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Figure 6.1: Trees with diameter at breast height (dbh) at least 7 cm (open
circles with radii relative to the dbh of the tree) and new seedlings (red
crosses) in areas of size 40 m x 40 m. The headings give abbreviations for
the plot locations and numbers.

where 8 > 0, 6 > 0, and o > 0 are parameters.
The model for the seedlings was a LGCP. The mean function of the
Gaussian process was

Bo + £1C(s; X),

where [y and [p are parameters, and the covariance function was the
Matérn covariance function (2.8).

We modelled the sample plots as independent replicates of the
same LGCP but with plot specific intercepts Sor to accommodate varying
seedling intensities. We discretised the problem using a regular grid. Since
the discretised random field has quite high dimension and the covariate
is nonlinear there were no readily available software to do the inference.
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Instead, we used the Laplace approximation (Section 3.1) and GMRF
(Section 3.2) to deal with the high dimension of the latent random field,
and MCMC to estimate the few remaining parameters. Since the large
tree pattern was only observed in the same window as the seedlings we
applied the Poisson correction (Section 3.4) for the influence field.

We conducted a simulation experiment to assess the performance of
the Poisson correction, comparing it to no correction and plus sampling,
which is the ideal case. The large tree patterns were generated from either
a Poisson process or a hard-core process (see Article III for details). If
the influence of the large trees was modest, the edge effect was small,
but when the influence had somewhat long range, the Poisson correction
produced results that were much closer to the plus sampling than without
any correction.

We tried four different influence kernel models for our tree data,
and one model without influence kernel. Three of the models were mark
dependent. The first model was (6.2) and the two others were (6.2) with
either « or § set to zero. The fourth model was mark independent, that
is, (6.2) with both « and ¢ set to zero. The last model had no influence
kernel.

We constructed 95% global envelopes (Section 3.6) based on poste-
rior predictive distributions (Section 3.7) for several summary statistics
(see Article III for details). Figure 6.2 shows the global envelopes for the
cross pair correlation function (2.2) between the trees and seedlings for the
complete model with three parameters (dotted lines), the mark indepen-
dent model (grey shade) and the model with no influence (dashed lines).
All mark dependent influence models produced very similar envelopes. The
other summary functions, that only described the seedling pattern, were
very similar for all models, see Article III for the figures. Based on the
envelope tests using the influence kernel had a strong effect on the model
fit, while using the mark was not important. According to the final model
with mark independent influence kernel, the seedlings had a preference for
locations with no large trees in the immediate vicinity.
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Figure 6.2: Empirical cross pair correlation functions (solid line) between
trees and seedlings together with the 95% global envelopes constructed
from 10000 simulations from the posterior predictive distribution of the
fitted LGCP models for the 14 plots in Figure 6.1 with mark indepen-
dent (grey shade), mark dependent (dotted lines), and no (dashed lines)
influence.
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Chapter 7

Testing for a covariate effect on a point pattern

It can be useful to explain the intensity of a point pattern using a co-
variate field. If there are multiple covariates the question arises which of
the covariates should be included in the model. In Article IV we proposed
two new spatial test statistics for testing the hypothesis that a particu-
lar covariate should be included in a model. They both give information
on the locations where the covariate has a significant effect on the point
pattern intensity. The first test statistic directly compares the residuals of
the competing models while the second one, loosely speaking, compares
the gradients of the residuals.

For simplicity of presentation we assume that there is an interesting
covariate field C and a nuisance covariate field U. Moreover we assume
that we have observed a point pattern X which is modelled as the inho-
mogeneous Poisson process with intensity

A(u) = exp (BC(u) +U(u)) (7.1)

where 5 and « are regression coefficients. The question of interest is
whether the covariate C should be included in the model, or not. There
are many alternatives for performing such a test, for example, the likeli-
hood ratio test (Baddeley et al., 2015, p. 372), and the Wald test (Baddeley
et al., 2015; Coeurjolly and Rubak, 2013; Waagepetersen and Guan, 2009),
which are both based on asymptotic distributions of the test statistics.

We considered two functional test statistics. The first proposed test
statistic is

F(u) = so(u)® — s1(u)?,
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where s7 is the smoothed residual field from the fitted model with intensity
(7.1) and sg is the smoothed residual field from the fitted null model with
the following intensity

A(u) = exp (YU (1))
The second proposed test statistic is

_ fB(u,R)mW(SO(UC) — So(u))?dx
- fB(u,R)mW(Sl(ﬂf) — 51(u))2dz’

S(u) (7.2)

where R is a smoothing parameter, in general different from the one used
in the smoothed residuals, and

1
5i(u) = =——— si(x)dx
' |B(u, R) "W Jpw.ryw
is the mean value of s; within B(u, R) N W.
The following result, which was not reported in Article IV, consol-
idates the interpretation of S(u) as the gradient of the residuals when R
is small.

Theorem 1. If so and s1 are differentiable at w, an interior point of W,
then

o Isew)?
A5 =

Proof. To see this let Br stand for the ball at the origin with radius R.
Since s; is differentiable at u, the function fr : By — R defined as

si(u+ Rx) — si(u)

fr(z) = I

converges uniformly to fo(x) = Vs;(u) -z as R — 0. Uniform convergence
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allows us to interchange the order of integration and limit and thus

Si(u) — si(u) 1 si(u+ x) — si(u) s
R |Brl| JBg R
1 i — S
_ si(u+ Rx) — s (u)dx
|B1] JB, R
1
- — Vsi(u) - xdz
Bl Sy, ¥

1
= %L |Vsi(u)|x dz,
1

where the last equality follows from a change of variables by a rotation
to align the first coordinate with the vector Vs;(u). The last integral is
zero because of anti-symmetry of z1. Now the numerator/denumerator of
(7.2), when scaled appropriately, satisfies

1 |B
R? |Bgr| /g,

_ ;2/3 (si(u+ Rz) — 5i(u))?dz

(si(u+ x) — 5;(u))*dz

= gz ], (ilet Ro) = silw) 4 si(u) - 5i(u))2da

— (Vsi(u) - z)dz
By

— | Vsi(w)|? /B (21)%dz. 0

Since the null distributions of these test statistics are unknown, we
employ a Monte Carlo test as discussed in Section 3.5. First the null model
is fitted to the data. A number n of simulations are generated from the
fitted null model. Test statistics are computed for the data and the sim-
ulated patterns. A global envelope (Section 3.6) is constructed from the
test statistics. If the test statistic of the data is outside the envelope then
the null hypothesis is rejected.

The proposed tests easily generalise to Gibbs and Cox processes,
multiple covariates and multiple nuisance covariates. In Article IV we con-
ducted a simulation experiment to study the empirical performance of the
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proposed test statistics compared to the Wald test. It was found out that
the performance of the proposed tests was comparable to the Wald test in
the investigated cases.
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Chapter 8

Discussion

This work originated from applied problems in forestry and medicine.
Various challenges arose in modelling which demanded development of
methodology, new models and employing a range of inference methods.
Challenges were caused by anomalies such as spurious or missing points,
effects of covariates in a point process model, nonlinear covariates and
likelihoods that were difficult to handle.

In Article I we developed an estimator for forest characteristics based
on a tree map obtained by a single terrestrial laser scan. The estimator
was found to be clearly better than the earlier method of Olofsson and
Olsson (2018). Later, another estimator was developed by Kansanen et al.
(2021). Their simulation study, comparing all the three methods above,
confirmed the findings in Article I and found little differences between our
and their estimators. However, their estimator is unbiased for the Poisson
case and even has an estimator for the variance.

The strategy of accounting for the spurious points in the inference
worked in the case of sweat gland activation data in Article II. Based on
the small data sample we were able to confirm earlier findings. However, we
found no evidence against the hypothesis that the sweat glands activate
independently. It might still be that there is some patterning to which
the used summary functions are blind. The next step in studying the
sweat gland activation would be to implement several activation strategies
and evaluate the performance of the summary functions in classifying the
activation patterns. If no good summary function would be found, a new
summary should be developed that is more sensitive to the differences in
activation patterns. Certainly, it would be interesting to study these issues
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for larger numbers of subjects, taking into account also subject related
covariates, like age and body mass index.

In Article III we investigated seedling patterns in forests managed
under continuous cover forestry, by using a LGCP with influence field
induced by large trees, a nonlinear covariate. Based on the model assess-
ment, using the influence field had a strong effect on the model fit, while
the tree size played a minor role. Our findings with the final model with
size independent influence kernel suggested that the seedlings preferred lo-
cations with no large trees in the immediate vicinity. We used the LGCP
model as a general model for all the sample plots. During the model fitting
the sample plots with very few seedlings were somewhat problematic. This
was partially the reason for using the same covariance parameters for all
sample plots. A possible reason for the problems is that the Laplace ap-
proximation struggles with very sparse data. Although there are multiple
methods for dealing with a LGCP, a robust method for working with non-
linear covariates is missing. It is also clear that for a sample plot with very
few seedlings a simpler model, like Poisson process, would be sufficient.

In Article IV we introduced two new test statistics for testing for
the effect of a covariate in a parametric point process model. The intro-
ductory part of this thesis complemented Article IV by providing a small
scale interpretation for the second test statistic (7.2). An advantage of the
new tests is that they produce a map of significant regions and in this
way provide local information, which can be useful as a model diagnostic.
Another advantage is that the proposed tests could be used in situations
where the Wald test is not applicable as such, for example with cluster
processes estimated using the composite likelihood. Although they work
also for more complex processes than the Poisson process, the computation
effort required also increases significantly.
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Abstract: A problem in the single-scan setup of terrestrial laser scanning is that some trees are shaded by others and therefore
not detected in the scan. A basic estimator for forest characteristics such as tree density or basal area is based on the visible area
of a scanner. However, simply compensating for nondetection by the visible area may result in considerable bias even in Poisson
forests, especially if the detection of a tree depends on its size. We propose a new estimator that is a generalization of the visible
area based estimator. Most importantly, the new estimator allows different detection rules; for example, full or partial visibility
of a tree can be required for detection. By a simulation study, it is shown to work adequately in different types of simulated and
empirical forests with different detection rules.

Key words: terrestrial laser scanning, nondetection, single scan, spatial point pattern, tree density estimator.

Résumé : Un probléme inhérent a 'utilisation du balayage laser terrestre avec un seul balayage vient du fait que certains arbres
sont cachés par d’autres et ne sont donc pas détectés dans I’analyse. Un estimateur de base des caractéristiques de la forét,
comme la densité ou la surface terriére, est basé sur la zone visible d’un balayage. Cependant, une simple compensation de la
non-détection par la zone visible peut entrainer un biais important méme dans les foréts répondant a une distribution de
Poisson, surtout si la détection d’un arbre dépend de sa taille. Nous proposons un nouvel estimateur qui est une généralisation
de I’estimateur basé sur la zone visible. Plus important encore, le nouvel estimateur permet d’utiliser différentes régles de
détection; par exemple, la visibilité requise pour la détection d’un arbre peut étre compléte ou partielle. Une étude par
simulation, a montré qu’il fonctionne correctement dans différents types de foréts, simulées et empiriques, avec différentes
regles de détection. [Traduit par la Rédaction|

Mots-clés : balayage laser terrestre, non détection, balayage unique, configuration spatiale de points, estimateur de la densité
d’arbres.

1. Introduction

There is great interest in replacing at least part of traditional
field measurements in forest inventories by terrestrial laser scan-
ning (TLS). As soon as the best practices with TLS become known,
it is expected that TLS will be used operationally in forest inven-
tories (Liang et al. 2016). Meanwhile, there are still many open
questions about its use.

TLS can be used in single- and multi-scan setups for field plot

which makes it an interesting technique for operational forestry
(e.g., Astrup et al. 2014). The downside of the cost efficiency is that
some of the trees in the field plot are not detected or they are only
partly detected due to lack of visibility. The nondetection rate of
trees obviously depends on the plot size and forest type, and there
are several studies that have considered nondetection rates em-
pirically: Liang et al. (2016, tables 2 and 3) provides summaries of
the accuracy of stem detection and plot-level estimation of mean

inventories. An advantage of the multi-scan situation, where the
TLS instrument is positioned at several locations in the field plot,
is that, at least in principle, all of the trees in the field plot can be
detected (increasing the number of scans). In such a situation, the
estimation of forest characteristics is rather straightforward after
the tree characteristics have been extracted from the TLS point
cloud, which certainly is a challenging problem on its own (see,
e.g., Liang et al. 2012; Olofsson et al. 2014; Olofsson and Holmgren
2016). On the other hand, the fieldwork of the multi-scan setup
can be rather time consuming, thus expensive, demanding not
only that the scans be done at several locations, but also co-
registration of the different scans. The main advantage of the
single-scan setup is indeed that it is fast to position the scanner
only in one location, typically in the middle of the field plot,

diameter (diameter at breast height, dbh) of the single-scan
method in previous studies. Because of nondetection, the estima-
tion of forest characteristics needs careful treatment.

The current study deals with estimation of forest characteristics
after the tree stem coordinates and dbhs of trees have been ex-
tracted from a TLS point cloud. Some studies have already pre-
sented models for compensating for the nondetection problem in
the single-scan setup. Jupp et al. (2005), Strahler et al. (2008), and
Lovell et al. (2011), besides extensive work with TLS data including
identifying tree characteristics, compensated for nondetected
trees using gap probabilities under the Poisson forest assumption.
Ducey and Astrup (2013) and Astrup et al. (2014) used distance
sampling methods. On the other hand, Seidel and Ammer (2014)
and Olofsson and Olsson (2018) compensated for the nondetected
or visible area of the plot. More precisely, Olofsson and Olsson
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(2018) took the region visible from the scanner as the sampling
window, which may be regarded as the most obvious correction
for nondetection.

Our focus is solely on further development of the latter correc-
tion type, which may be attractive due to their simplicity.

Olofsson and Olsson (2018) studied the performance of the sim-
ple visible area based estimator and found that if only a small part
of a tree is required for the tree to be detected, i.e., to be included
in the sample, then the simple estimator is seriously biased even
in the Poisson forest case. The finding was similar for a detector
that required full visibility of the tree. Olofsson and Olsson (2018)
concluded that a careful choice of the detection rule is needed to
obtain unbiased estimates even in Poisson forests. However, the
detectors leading to unbiased results may not be the most reason-
able ones in practice.

We propose a new estimator for forest characteristics such as
tree density and basal area from a set of tree stem coordinates and
dbhs extracted from a single terrestrial laser scan. This estimator
allows, in principle, the use of any detector. It can be seen as a
refined visible area based estimator. We study its accuracy and
precision in simulated and empirical data using four different
detectors.

2. Materials and methods

2.1. Visible area

Similarly as in Olofsson and Olsson (2018), we assume that non-
detection of trees in a single terrestrial laser scan is caused only by
the tree trunks and that the cross sections of tree trunks are
perfect circles. This refers to an “easy” forest with no understorey
vegetation or tree branches affecting the visibility. Therefore,
given a set of tree coordinates and the tree dbhs, the visible area of
a scanner can be determined simply by geometric rules. Figure 1
illustrates the visible area and shows that some trees are com-
pletely or partly shaded by other trees in a single terrestrial laser
scan (also see Olofsson and Olsson 2018). From here on, we will
denote the set (or area) that is visible from the scanner by V(X),
where X will be explained below.

In practice, the visible area needs to be estimated from TLS data.
In addition, to use the estimators considered in this paper, we
assume that location and dbh of each detected tree (by a certain
detection rule) have been extracted from TLS data.

2.2. Estimator

We first define the proposed estimator in terms of a marked
point pattern (see, e.g., Illian et al. 2008) X = {(x;, d;, m;)} of trees
that are in a forest area W C R” Here x denotes the location of a
tree (stem), d is the dbh, and m is the mark for which total per unit
area is to be estimated. For example, the marks m = wd?/4 and m =
1lead to the estimation of basal area (per hectare) and tree den-
sity, respectively. Using this notation, the variable of interest, i.e.,
the total per unit area (), is

1
T_W E mi(x € W)

(xd.m)EX

where |W] is the size of the area W and 1(...) is the indicator
function that takes the value 1 if the condition in the parenthesis
is true and 0 otherwise.

We propose the estimator

mv(x, d,X)

7= w(d, X)

(x.d.m)EX

where v(x, d, X) is the detection function and
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Fig. 1. Illustration of the visible area of a scan restricted to the
square window. The white area represents the visible region for the
scan centered at +; the grey area is not visible.

2 wdX) = f v(y, d, X)dy
w

is the weight. Note that the sum in eq. 1 is over all trees of the
marked point pattern X in W. However, the detection function
v(x, d, X) determines the contribution of a tree, and this contribu-
tion is positive only for detected trees. For undetected trees,
v(x, d, X) = 0. Further, note that the contribution v(x, d, X) of a tree
depends not only on the location (x) and dbh (d) of the tree, but
also on the whole marked pattern of trees (X) because the other
trees affect whether or not the tree is detected. For some detection
functions, the weight (eq. 2) has an intuitive interpretation as the
area of the set where a tree with dbh d would be detected. Exam-
ples of detection functions will be given below in section 2.2.1.
Estimator (1) is motivated by a heuristic calculation in a Poisson
process setting that is explained in Appendix A. There it is found
that the estimator has positive bias in the Poisson process case,

ET > ET

There appears to be a somewhat close relationship between our
estimator (1) and the Horvitz-Thompson estimator (Horvitz and
Thompson 1952), which multiplies the sample values by the in-
verse of the inclusion probability. To see this, consider the case in
which the scanner is located randomly in the forest area W, the
tree locations are fixed, and the detection function v obtains only
the values 0 and 1. The inclusion probability of a tree at location x
and having dbh d is then

1
@ fwvs(x, d, X)ds

where s is the scanner location and v, is the detection function for
a scanner located at s. The problem here is, of course, that eq. 3
depends, in general, on the trees that are not seen. The difference
between the Horvitz-Thompson estimator and our estimator (1) is
that in eq. 3, the integral is over the scanner location and the tree
is fixed, whereas in eq. 2, the integral is over the tree location and
the scanner location is fixed.

2.2.1. Detection functions

We consider four different detection functions for which it is
necessary first to introduce some notation. Recall that V(X) de-
notes the set (or area) that is visible from the scanner and Fig. 1

< Published by NRC Research Press
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Fig. 2. (Left) Illustration of the detectors Visible (1), Center (2), and Complete (4) for a scan centered at +. The labels indicate which detectors
detect which trees. The tree without label is not detected by any of these detectors. (Right) Illustration of the detector Proportional. The

number next to the circle is the proportion that is visible.

@\')

Oo.as T
(O

0.02 Oo
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illustrates how we define the visible region for a scan. Following
Chiu et al. (2013), we use the following notation for a set A and a
real number r > 0, Ag, = A ® B(o, 1) for morphological dilation,
Ag, = A© Blo, r) for morphological erosion, 9A for the boundary
of A, and I(A) for the length of A whenever it makes sense. Here,
B(x, r) is a disc centered at x and having radius r.

We study four detectors also considered in Olofsson and Olsson
(2018). Figure 2 illustrates these different detection rules.

1. Visible detection: a tree is detected if any part of it is visible. Then

v(x,d, X) = 1[B(x, d[2) N V(X) # O]

Because this detection function corresponds to

v(x,d,X) = 1[x € V(X)eypl

the weight function is simply
w(d, X) = [W N V(X)gqpl
2. Center detection: a tree is detected if its center point x is seen.
Then

v(x,d,X) = 1]x € V(X)]

and

w(d, X) = [W N V(X)|

3. Proportional detection: this is a weighted version of the detec-
tor Visible. Trees are weighted by the proportion that is visi-
ble. Here we use the circle dB(x, d/2) to define the visible
proportion. In this case,

1[0B(x,dJ2) N V(X)]

vix 4. X) = TR0, d2)]

It turns out that if the scanner is not too close to the bound-
ary of W, V(X)gg), C W, the weight function has a simple form,
namely

w(d, X) = [W N V(X)|

which follows from noting that

f 1[oB(x,1) N Aldx
w

= f 1[0B(x,r) N Aldx

R

= f j 1(x + y € A)dl(y)dx
r? JaB(o,r)

= J [Aldi(y)
B(0.1)
= 2mr|A|

4. Complete detection: a tree is detected if it is completely visible.
Then

v(x,d, X) = 1[B(x, d[2) C V(X)]

and

wd, X) = [WnN V(X)ed/z|

Detectors 1-4 were also considered in Olofsson and Olsson
(2018) in the estimator

v(x,d, X)

4 T= mer2 )
L VX

(xd.m)e

By a simulation study, Olofsson and Olsson (2018) concluded that
estimator T’ was approximately unbiased for the detectors Center
and Proportional, whereas it was clearly biased for the detectors
Visible and Complete. We note that estimator (4) coincides with
our estimator in the case of the detectors Center and Proportional
(up to how the stem visibility ratio is defined) in the case in which
VX) CwW.

2.3. Data for the simulation experiment

Our simulation study had three parts to study the behaviour of
estimator (1): (i) the case of Poisson-distributed stem positions and
equal dbhs for all stems; (ii) simulated spatial patterns of the trees
where the stem coordinates exhibit different degrees of regularity
or clustering and independent stem dbhs; and (iii) empirical
data. In case i, we also included comparison with estimator (4).
Sections 2.3.1and 2.3.2 below describe the Poisson, regular, and
clustered models. Section 2.3.3 presents the empirical data.

For the simulated spatial patterns (i and ii), the simulation win-
dow was set to W = [0, 40 m] x [0, 40 m|. The parameter values of
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Fig. 3. (Top) Simulated patterns of Strauss processes with interaction parameters vy = 0, 0.5, and 1. (Bottom) Simulated patterns of log Gaussian Cox

processes with correlation ranges p =1, 5, and 10.

1}
1 o

y=1 v=0.5 Y

the models regarding tree density and dbh were selected to be
realistic for Finnish forests.

2.3.1. Poisson forests

Poisson-distributed stem positions were obtained by first simu-
lating the number of stems n from the Poisson distribution with
mean A|W| and then generating the locations of the n points uni-
formly in W. We considered the properties of estimators (1) and (4)
by simulation for varying A from 150 to 2500 trees per hectare. In
each simulation, a fixed dbh was used. We used the following
values of dbh: 5, 10, 20, and 45 cm.

2.3.2. Regular and clustered forests with independent stem dbhs

The model for regular forests was a Strauss process with an
interaction radius of 2 m and an interaction parameter y control-
ling the strength of interaction (see, e.g., Illian et al. 2008). This
process is a model for spatial inhibition, ranging from a strong
“hard core” inhibition (y = 1) to a completely random pattern (y = 0).
We fixed the number of trees to n = 160 in our simulation
window corresponding to 1000 trees per hectare. Figure 3 (top
row) shows three examples of simulated patterns with y=0, 0.5,
and 1.

The model for clustered forests was the log Gaussian Cox pro-
cess (Moller et al. 1998; Illian et al. 2008) in which the density of
the points is given by exp[Z(s)], s € R? where Z is an underlying
Gaussian process. We used the Matérn covariance function as the
covariance function of the Gaussian process. The smoothness and
variance parameters were fixed to 2 and 1, respectively. To obtain
different degrees of clustering, we varied the correlation range p
of the Matérn covariance function between 1 and 10 m. The corre-
lation range was defined as the distance where correlation drops
to approximately 0.05. In our simulations, we fixed the number of
trees to the same n =160 in W as used in the regular process and
simulated the tree locations according to exp[Z(s)] in W. Figure 3
(bottom row) shows three examples of simulated patterns with p=
1, 5, and 10.

In both cases, four different Weibull distributions were used for
dbh. We selected basal areas 3, 12, 20, and 35 m2-ha~! and chose

thereafter the parameters of the Weibull distribution using the
method of Siipilehto and Mehtitalo (2013). The mean dbhs corre-
sponding to the selected basal areas were 6, 12, 15, and 21 cm.
The simulations were performed using R (R Core Team 2017)
libraries rstrauss (https://github.com/antiphon/rstrauss), spatstat
(Baddeley et al. 2015), and RandomFields (Schlather et al. 2015).

2.3.3. Empirical data

The empirical data consisted of observations and measure-
ments for 30 field plots located in southern Finland with a size of
approximately 32 m x 32 m, previously used by Tomppo et al.
(2017). The locations of these plots were selected subjectively from
forests in which estimation of stem volume and other forest re-
source characteristics with airborne laser scanning data usually
leads to large root-mean-square errors (RMSEs) (Tomppo et al.
2017). Each plot was entirely within one forest stand. The plots
were distributed into development classes as follows: one in an
advanced seedling stand, 17 in young thinning stands, 10 in ad-
vanced thinning stands, and 2 in mature stands. The minimum
dbh of a measured tree was 2.5 cm. The maximum observed dbh
was 49.0 cm. Tree densities in the empirical data ranged from 737
to 8231 stems per hectare. The range of plot basal areas was from
10 to 40 m2-ha-1.

The field plots in the empirical data had different degrees of
regularity or clustering. Figure 4 shows examples of four pat-
terns with obvious differences in the stem coordinate distribu-
tions. The degree of clustering or regularity was described using
Lax = L) — 7, where # maximizes |L(r) - r| on the chosen interval
of distances r (which was chosen here to be from 0 to approxi-
mately one-fourth of the side of the observation window) and L is
the square root transformation of Ripley’s K function (Besag 1977).
Positive values of L., indicate clustering of the corresponding
pattern, whereas negative values are an indication of regularity.

2.4. Simulation study

In the simulation experiment, we positioned the TLS scanner in
the center of the simulation window W but found a new location
for the scanner if its location was closer than 1 m away from the
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Fig. 4. Four field plots from the empirical data. The patterns from left to right represent a regular, random, and clustered pattern of tree
locations and a pattern with small-scale clustering and larger scale regularity.

Fig. 5. Relative biases of estimator (4) (top row), and relative biases (middle row) and relative RMSEs (bottom row) of estimator (1) with different
detectors for the Poisson forest with different tree densities (given on the x axis) and with dbhs of 5, 10, 20, and 45 cm (given in the heading).
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nearest tree. The search operated on a grid with 1 m spacing
taking the nearest suitable grid location.

We generated 10 000 replicates of each considered Poisson for-
est model and 1000 replicates of each regular and clustered model.
To obtain replicates for the empirical data, we simulated approx-
imately 1000 TLS scans on each plot. The scan locations were at
first placed on a regular grid, locations outside the plot windows
were discarded, and then the remaining locations were moved as
in the previous cases if the scan location was too close to a tree.

We estimated the tree density using estimator (1) and each of
the detectors (Visible, Center, Proportional, and Complete) speci-
fied in section 2.2.1. For the empirical data, we also estimated the
basal area. We set a maximum radius of 10 m for the TLS plot.

For the Poisson forests, we compared the estimates to the inten-
sity A of the Poisson process, and in the regular and clustered
cases, we used the fixed tree density of 1000 trees per hectare as
the reference value. The relative bias was calculated as

~Y, -Y

where Y, is the estimated value for replicate i, Y is the reference
value, and n is the number of replicates. The relative RMSE was
calculated as

3. Results

3.1. Poisson forests

Figure 5 shows the relative biases of estimator (4) and the rela-
tive biases and relative RMSEs of estimator (1) for the tree density
for the four different detectors. The Monte Carlo errors for the
relative biases of estimator (1) were less than 0.5 percentage
points. First, by comparing the top and middle rows of Fig. 5, we
see that the biases of the proposed estimator were clearly smaller
than the biases of estimator (4) for the detectors Visible and Com-
plete. Second, the detectors generally led to different biases also
for estimator (1), even though the differences were smaller than
when estimator (4) was used. The detector Visible led to the lowest
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Fig. 6. Relative biases and relative RMSEs for tree density in regular forests (top) and clustered forests (bottom) with different interaction
parameters v, correlation ranges p, and basal areas 3, 12, 20, and 35 m?-ha~'. The legend gives the different detectors considered.
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biases of estimator (1), whereas the detector Complete led to the
largest biases. The relative bias also tended to increase along in-
creasing tree density and dbh for all detectors.

Regarding estimator (1), the detector Visible led also to the low-
est relative RMSEs, although the differences of the different de-
tectors in RMSEs were rather small (see Fig. 5, bottom). It should
be noted that the relative RMSEs were largest for low tree densi-
ties, but the (non-relative) RMSEs increased with decreasing visi-
bility, i.e., increasing tree density. All in all, the biases were less
than 2% for all detectors when estimator (1) was used, and the
contribution of the bias to the RMSE was rather small.

3.2. Regular and clustered forests with independent dbhs

Figure 6 shows the relative biases and RMSEs of estimator (1) for
the tree density for the regular and clustered cases, respectively.
The Monte Carlo standard errors for the biases were less than 0.6
percentage points for the regular cases and less than 1.3 percent-
age points for the clustered cases.

For the regular patterns of tree locations, the biases were posi-
tive and tended to increase with the degree of regularity (Fig. 6,
top row). On the other hand, for the clustered tree locations, the
biases were negative and increased in absolute value with the
degree of clustering (Fig. 6, third row). In both cases, the absolute
values of relative bias increased with increasing basal area. The
detectors had rather different biases. The detector Visible that
detects the largest number of the trees had the smallest biases, as
in the case of Poisson forests. Considering the four detectors, the
absolute values of relative bias were less than 7% for the regular

patterns and less than 9% for the clustered patterns. On the other
hand, for the detector Visible, the absolute values of relative bias
were all less than 2.5%. (In the case of Poisson patterns, they were
less than 1% for the detector Visible.) Thus, the biases were some-
what larger for the regular and clustered patterns than for the
Poisson patterns.

For the regular forests, the relative RMSEs decreased with in-
creasing regularity (Fig. 6, second row), whereas for the clustered
forests, the relative RMSEs increased clearly with increasing de-
gree of clustering (Fig. 6, bottom row). The differences in relative
RMSEs between different basal areas were small.

3.3. Empirical data

Figure 7 shows the relative biases and relative RMSEs for tree
density and basal area for the empirical data with the detectors
Visible and Complete as a function of L,,,. The performance of
the detectors Proportional and Center were between the detectors
Visible and Complete, as in our previous experiments. Similarly as
for the regular and clustered simulated forests, we observed pos-
itive biases for the regular patterns of the empirical data and
negative biases for the clustered patterns when the detector Com-
plete was used. For the detector Visible, however, the pattern was
not that clear and the absolute values of bias were less than 3%.
The relative RMSEs were rather similar for the two detectors and
did not clearly depend on L., except for the very clustered pat-
tern (with L., = 2), where the RMSEs for the tree density were
clearly larger than for the other patterns. This clustered pattern
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Fig. 7. Relative biases (top row) and relative RMSEs (bottom row) in the empirical data for the Visible and Complete detectors with respect to
L. Which is a measure of regularity (negative values) and clustering (positive values). See section 2.3.3 for a more detailed explanation of L.
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was one of the advanced thinning stands, which by visual inves-
tigation was somewhat inhomogeneous.

4. Discussion

We proposed the new estimator (1) for correcting the effect of
nondetection of the trees in the single-scan setup of TLS. This
estimator allows for different detectors, e.g., those considered by
Olofsson and Olsson (2018). A key observation is that, instead of
scaling by the visible area of the scanner in the estimator for each
detector, the scaling must account for the chosen detector. See
Fig. 5 for a comparison of the biases of the corrected and uncor-
rected estimators in a Poisson forest.

In our simulation study with simulated and empirical forests,
the new estimator worked adequately. It appeared that it would
be best to use the detector Visible, i.e., to consider a tree detected
if any part of it is seen. Our study is, however, based on the theo-
retical setting where the tree dbh is always obtained exactly, no
matter how small a part of the tree is seen. In practice, the mea-
surement accuracy is likely to decrease as the distance to the
measured tree grows (see, e.g., Lovell et al. 2011). The accuracy may
also depend on the proportion of the visible part of the tree. Thus,
other detectors may be preferred over the detector Visible in prac-
tice. We considered other detectors, and estimator (1) allows for
further ones as well, as long as one is able to calculate the corre-
sponding weight (eq. 2).

We only considered a few detection functions to keep the sim-
ulation study reasonably sized. We think that the chosen detec-
tors illustrate the variation in performance quite well. As pointed
out also by Olofsson and Olsson (2018), small trees could be more
difficult to detect than large trees. In that case, it might be reason-
able to consider the detector

W d X) = l{l[aB(x, d/z; N V(X

2 )l S f(d)}

where fis a function that gives the proportion of the tree that is
required for detection. So far, though, we have not been able to
compute a good enough approximation for the weight (eq. 2)
corresponding to this detector.

max

In principle, it appears possible to use something other than the
dbh to determine the nondetection caused by a tree. One could
use the tree shape or even a three-dimensional tree model, for
example. An interesting question would be whether or not that
could improve estimation.

We believe that obstacles such as stones or understorey vegeta-
tion could be handled in the estimation by including them in the
scanner visible area V(X). The proposed estimators should work if
the obstacles are independent of the trees (suggested by our heu-
ristic calculations of Appendix A). Unfortunately, in practice, the
branches of trees are probably affecting the visibility of trees the
most, and they would need a different treatment, definitely being
strongly dependent on the locations of trees.

Another point worth studying would be to include the measure-
ment accuracy in the estimator. The dbhs (or other properties) of
more distant trees may be harder to estimate from a TLS point
cloud than those of trees close to the scanner; however, it is not
immediately clear how to extend the proposed estimator to han-
dle that case.

The final question is, of course, how to apply the results in
practice. Our recommendation is that the applied detection algo-
rithm should be studied and an approximate detection function
chosen. An estimator taking the used detection algorithm into
account could have smaller bias than the simple visible area based
estimator.
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Appendix A. Motivation for the estimator
Estimator (1) is motivated by a heuristic calculation in a Poisson
process setting. This setting means that the tree locations x follow
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the Poisson process with expected tree density A(s), s € R?, and the
dbhs d are independent. The additional marks m can depend on d
(or be defined in terms of d), but mutually, the ms are assumed to
be independent as well. We denote the joint mark distribution of
d and m by F. Under this setting, we can calculate the expectation
of estimator (1) by applying the Mecke theorem (Schneider and
Weil 2008, theorem 3.2.5):

T= Vx4, X)
ET = Elx;ex fr.dX
Vx, d, X U {(x,d, m)}]
jEm w(d, X U {(x,d, m)}] d\(x)dF(d, m)
v(x,d, X)

- f Em @ X U (o, d, myy A ®)4F(d, m)

where in the last equation, we assumed that

v[x,d, X U {(x,d,m)}] = v(x,d,X)

which corresponds to assuming that a tree cannot block itself.

Unfortunately, it is not possible to calculate the expectation,
but we can obtain an approximation by replacing w[d, X U
{(x, d, m)}] by w(d, X), namely then

A v(x, d, X)
ET = jEm wid, X) dA(x)dF(d, m)
fv(x d, X)dA(x)
—B j

v dRdm)

Now if we define the weight (eq. 2) and assume that the Poisson
process is homogeneous, i.e., A(s) = A for all s € R? (the expected
tree density is constant), we arrive at

ET = jmx\dF(d, m) = AEm

Although we cannot say anything about the size of the error made
by the approximation, it appears to give valuable insight, which is
shown in the simulation study.

For many detection functions v(x, d, X U {y}) < v(x, d, X), that is,
adding a tree decreases visibility. For the weight function, this
implies that w[d, X U {(x, d, m)}] < w(d, X). Then ET = AEm.
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1 | INTRODUCTION

Sweating is critical in human evolution in maintaining ability to thermoregulate in a wide range of climates and activity
levels. Neurologic control, headquartered in the hypothalamis, is therefore tightly regulated and concordantly disruptive
in pathologic states such as peripheral neuropathy. Assessment of sudomotor (sweat) function has long been used in
clinical and research settings for detection of neurologic dysfunction.’> Minor’s starch iodine test was originally described
in 1928,° where tincture of iodine was applied to the skin, air dried, and then powdered with corn starch. Sweating is
stimulated with increasing room temperature or use of pilocarpine. As sweat flows from pores, iodine is diluted and the
solution absorbed by the starch powder, turning dark black from yellow. Normally the entire skin surface should be able
to sweat in response to sufficient stimuli, and absence of sweating in an area of the body is indicative of loss of neurologic
function in that area.

Peripheral neuropathy is a disease state of peripheral nerves, the segment of the nervous system which extends from
the brain and spinal cord to various targets in the body, such as muscles, sensory receptors, and autonomically controlled
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organs. Peripheral neuropathy occurs in etiologically diverse conditions which cause damage or dysgenesis of peripheral
nerves. The most common causes include diabetes, toxicity such as in chemotherapy and excessive alcohol consumption,
and vitamin deficiencies.* The resulting nerve damage causes various combinations of muscle weakness, pain, numbness,
and autonomic dysfunction.

Autonomic nerves are often the earliest to be affected in peripheral neuropathy,>” and penetrate all parts of the body,
including digestive tract, liver, kidneys, bladder, genitals, lungs, pupils, heart, and skin. Skin is the largest organ in the
body, and contains a vast network of the distal ends of sensory and autonomic nerves over the entire body surface.
These distal ends of nerves are especially susceptible to systemic disease. Because sweating is neutrally controlled and
modulated, and can be measured at the skin surface, it can be used to reflect alterations in the underlying nerves.

Currently, there are several tests used in clinical practice to evaluate sudomotor function.®° Thermoregulatory sweat
testing!! measures percentage of body surface area sweating elicited by a heated, humidified sauna. Sweat imprints and
silastic molds'®13 measure the density and distribution of activated sweat glands in an area of skin. Quantitative sudomo-
tor axon reflex testing (QSART) is likely the most widely used autonomic test of sweating,'*!> comparing against robust
normative databases the total volume of sweat produced by 1 cm? areas of skin at standardized sites.

The sensitive sweat test (SST) enhanced Minor’s starch iodine test with closeup time lapse imaging, and software
analysis.*118 The critical feature of the test is a rigid, transparent video screen which limits sweat to an essentially
two-dimensional space. As sweat exits ducts, it dilutes the iodine painted on the skin onto starch coated plastic film. The
imaged result is a field of sharply demarcated, dark sweat spots on a white background, expanding centripetally around
the opening of each duct (Figure 1). The area of each spot is therefore a measurement of the volume of sweat produced
by each gland. Sub-nanoliter volumes of liquid were measured by pipette and shown to create reproducible sweat spot
areas. Similarly, tracking the increase in sweat spots’ areas between timelapse frames measures the rate of sweating from
each duct at the nanoliter level. Of note, blackened areas of film do not return to white during the test—sweat spots can
only enlarge. The videos therefore provide several measurable physiologic data points, including coordinates and rela-
tive locations of all sweat spots, the second by second volumes of sweat (nanoliters) and flow rate of each sweat gland
(nL/minute), total number of activated sweat glands, density of activated sweat glands (glands/cm?), total sweat volume
(nL), and total sweat rate (nL/minute).

Using the dynamic sweat test, a significant reduction of sweating was observed in diabetic subjects in the distal leg
but not in forearm.!® The study included measurements taken from the forearm of 14 diabetic subjects and 14 age- and
sex-matched healthy controls and from distal leg of seven diabetes patients and seven controls. In a larger study,* 178
healthy controls and 20 neuropathy subjects were tested, most of them at the hand, thigh, calf, and foot, some only at calf
and foot, and it was concluded that neuropathy subjects had lower sweat rates per sweat gland, lower total amount of
sweat, and lower sweat gland density. It was also observed visually that the sweat patterns of the diabetic subjects were less
regular than the healthy patterns.'® To quantify this visual observation, the spatial sweat patterns that the videos provide
should be investigated more carefully. Spatial analysis can provide more detailed information on the sweat patterns and
tools for revealing additional abnormalities that may appear when the sweat rate and the total amount of sweat are still
within normal ranges. However, up to now, no spatial analysis of the sweat patterns to quantify this observation has been
performed.

In this article, the locations of sweat spots or glands are regarded as realizations of spatial point processes. Our main
emphasis is to develop suitable methodology for analyzing the spatial structure of the sweat gland patterns and activation
extracted from video sequences. As the data are non-standard in the point process literature, some special treatment is
needed.

To extract the coordinates of the individual sweat spots, that is, the points of the point patterns, from the videos (see
Figure 1), several image analysis steps are needed. As a non-standard step, we apply an algorithm based on the detection of
achange point to the sequence of gray scale values in each pixel. This pixel-by-pixel approach suits to the video sequences,
where the sweat does not dry once it has appeared, much better than going through the videos frame by frame, because
the sweat gland locations are best detected at times where sweat first appears. However, even though we perform careful
analysis of the videos, there are some spots that are incorrectly recorded as two spots due to, for example, wrinkles in the
skin. It is not straightforward to remove these errors automatically and doing it manually can be very time consuming.
Therefore, they need to be taken into account in the analysis of the point patterns.

Some studies of point patterns observed with errors or noise can be found in the literature. For example, in the area of
minefield detection, one first detects a minefield and then classifies each observed point in the minefield either as mine
or as noise. The observation window is typically divided into two parts, the minefield as a region with a higher intensity
containing both mines and noise and a low intensity area containing only noise.!” The points can then be classified in a
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FIGURE 1 A sequence of snapshots (1 second (top left), 15 seconds (top right), 30 seconds (bottom left), and 60 seconds (bottom
right)) of one control subject with extracted gland locations (+)

Bayesian set-up where a posterior probability for each point being a mine is derived.?*?! In a similar Bayesian framework,
classification of points of a superposition of a Strauss process and Poisson noise has been considered.?>?* A likelihood of
an imperfect observation given the true point process, where the imperfect observation can be due to random thinning,
displacement, censoring of the displaced points, or superposition of additional points** and Bayesian analysis for similar
data® can also be found in the literature. Furthermore, a Bayesian framework for estimating the intensity of a noisy point
process, where the noise is either due to points within the sampling window but regarded as being outside and/or points
outside the window which were incorrectly regarded as points inside the window, is available?® as well as descriptive
statistics for noisy spatial point processes, where the noise is perturbation of points.?”

Here, we suggest two different ways to model the activation of sweat glands and to take noise into account in the
analysis, by either including an error term in the model or using an estimation procedure that is robust with respect to
the errors. We pay special attention to incorrectly recorded close pairs of points since they can cause problems for the
analysis of regular point patterns such as our data.

‘We propose two models for the sweat gland patterns that are different in their nature. In the first model, the activa-
tion of individual sweat glands is modeled by a sequential point process, where sweat spots appear conditionally on the
pattern so far. The other model is more physiologically motivated, a generative point process model, where the activated
sweat gland pattern is modeled as a thinning of the underlying true (unobserved) sweat gland pattern which is modeled
first. While the likelihood of the sequential model is tractable, it has been considered computationally costly to evaluate.?
Here, we propose an efficient way to perform traditional likelihood-based inference for a certain type of sequential mod-
els, which makes also likelihood-based Bayesian inference feasible. The likelihood of the generative model is not easily
tractable and, therefore, we employ approximate Bayesian computation (ABC) to estimate the model parameters. When
some noise points are present, the sequential model is replaced by a mixture model having the sequential point process
and an error point process as its components. In the generative model, the summary statistics in the ABC approach are
chosen such that they are robust with respect to the errors.
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The rest of this article is organized as follows. We first describe the extraction of the points from the videos and the
preliminary analysis of the data in Section 2. Then, we present the sequential and generative models together with a
description of the inference methods in Sections 3 and 4, respectively. Further, the methodology is illustrated by analyzing
a set of video sequences taken from the right foot of 15 subjects, either controls or subjects with suspected or diagnosed
neuropathy. The models are fitted separately to each subject. Section 5 is left for further discussion. We carry out all
computations in Julia®® while we use R* mainly for plotting.

2 | DATA AND PRELIMINARY DATA ANALYSIS
2.1 | Description of data

The data have been collected by Dr. Kennedy’s group at the University of Minnesota by using the dynamic sweat test they
have presented.'® First, sweating is stimulated by placing a patch with pilocarpine gels on the test site, foot or calf. Then,
the test site is dried and painted with iodine solution. Finally, a camera is placed on the skin and a video is recorded at the
rate of 1 frame/sec for 60 seconds. The size of the frame was 2592 X 1944 pixels corresponding to 17.5 X 13 mm?. Videos
were taken from the feet and/or calves from 121 healthy controls without known neuropathy or known risk factors for
neuropathy, as well as 72 subjects who had reported having symptoms of neuropathy, 20 of whom had well characterized
neuropathy (diagnosis based on neurologic examination and nerve conduction studies). Therefore, the subjects were
divided into three groups: controls, subjects with suspected neuropathy (MNA), and subjects with diagnosed neuropathy
(MNA Diagnosed).

In this study, we have access to five videos from the right foot from each of the three groups. Based on earlier studies,
it was clear that the number of activated sweat glands is an important predictor for the condition, controls having higher
density than subjects in the neuropathy groups. The five videos were selected based on the point density of the pattern
so that different groups have overlapping densities. A sequence of snapshots (1 second, 15 seconds, 30 seconds, and 60
seconds) of one control subject is shown in Figure 1. Here, we study the patterns of activated sweat glands at the end
of videos as realizations of spatial point processes. The complete video is needed to extract the gland locations, because
these can be obtained most precisely at their first occurrence (see Section 2.2).

2.2 | Video processing with change point detection

Extracting the locations and sizes of the sweat spots required several video processing steps: transforming the video
into sweat/not sweat binary video, splitting the sweat part of the video into the sweat produced by individual sweat
glands, and finally extracting the point pattern of gland locations. As is commonly done in data pre-processing, some
trial and error was necessary before a satisfactory result was obtained. In the following, we describe the final choices in
more detail.

The first step consisted of a background correction, finding change points, and finding and applying a threshold to the
change points. The background was first estimated by kernel smoothing using a Gaussian kernel with ¢ = 100 pixels to the
first frame of the video. The smoothing bandwidth of 100 pixels, which is a bit more than the minimum interpoint distance
of sweat spots, was large enough to remove the sweat spots, but small enough to keep the background fluctuations. Since
the first frame had only small amount of sweat, the resulting image mostly mimicked the lighting conditions. For example,
the corners of the frame were darker than the middle. Next, the grayscale values g; of each pixel at frame t were divided
by the estimated lightning intensity [ of the pixel and the time series of these scaled grayscale values were considered to
find the pixels that belong to the wet area. More precisely, a time series was constructed for each pixel as follows: Let
X_,=x_1=Xxpo=1and x; =g/l for t=1, ... , T. The change point of the time series x_,,x_;,Xo,X1, ... ,X7 was defined as

. L 2 5
the integer value ¢ > 1 that minimizes f(t) = St St where

1 : 1 : ’
2 = x> — :
Sk k—j+12' (k—j+11§!xl>

i=j

is the sample variance of x;, ... , xx.
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FIGURE 2 Time series for four 1.0
pixels with estimated jump locations
(frames) marked by dashed lines [Colour 09
figure can be viewed at ’
wileyonlinelibrary.com]
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Testing for a change point is a well known problem in statistics.3"** Here, however, the problem is not of purely
statistical nature. There appeared to be some jumps possibly due to the lightning conditions that were not real jumps but
clear enough to be detected by a statistical change point test. In Figure 2, the series number 3 (blue curve) is an example
of such a change point. We used a similar principle as in the statistical change point tests to locate the most likely change
point. Instead of formally testing for the change point, we only accepted those change points where the change was large
enough.

The time series and estimated change points for four pixels are shown in Figure 2. Since each pixel, even the ones that
do not belong to the wet area, obtained a change point, thresholding on the difference of sample means was used to filter
out small changes. A per video threshold was found by trial and error evaluating the point patterns that resulted from
the whole video processing visually. By looking at the video it was quite easy to see the emerging sweat glands and how
well the detected points matched them. In Figure 2, the two largest jumps, 1 and 2, passed the threshold. The third jump,
although it clearly is a jump, did not pass the threshold. The resulting binary video frames were post processed with a
morphological closing to fill in some small gaps.

The sweat area in the first frame was segmented into the sweat produced by individual glands. Starting with the second
frame, each new sweat pixel was assigned to the closest spot in the previous frame. The distance was measured as the
shortest path through the new sweat area. Several filtering steps were applied in various stages of the process to account
for pixels that belonged to spots that were too small to be sweat.

Finally, we extracted a point pattern with coordinates for each gland. To obtain an ordered point pattern we used the
frame of the first appearance, and for those spots that arrived at the same frame, we used spot size as a surrogate for the
time, where larger ones were assumed to have appeared earlier. An example of extracted point patterns in the video can
be seen in Figure 1. Figure 3 shows the final point patterns of all subjects.

2.3 | Spatial summary functions

To analyze the spatial structure of the activated sweat gland patterns, we used two different commonly used spatial
summary functions, the pair correlation function g and the empty space function F. If the underlying point process is
stationary and isotropic, these summary functions are functions of distance r only.

The pair correlation function g describes the (pairwise) interaction between the points.*® It gives a scaled measure
that describes how likely two points are to occur at distance r from each other. For a completely spatially random point
pattern, g(r)=1 for all r. Values g(r) <1 indicate inhibition and values g(r) > 1 attraction at distance r. Thus, the pair
correlation function can recognize clustering and regularity at different spatial scales, and is especially useful in describ-
ing strongly inhibitive point patterns. To estimate the pair correlation function, we used a traditional kernel smoothing
method with Epanechnikov kernel and the recommended bandwidth 0.15/ \/}, where 1 is the intensity estimated from
the point pattern.® Formally,

n n
A 1
g =—=> > wixxpk(r = lIx; = x1)),
27rAi=1j=1;j#i
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FIGURE 3 Point patterns extracted from the videos for each subject of the three groups (group and subject number shown on label)

where n is the observed number of points in the observation window, k is the chosen kernel function, ||x; —x;|| is the
distance between the points x; and x;, and w(x;, x;) is an edge correction weight. Here, we used the translation edge
correction.

The empty space function F(r) is related to the probability that an arbitrary location s in the observation window has
an empty disk of radius r, b(s, r), around it. It is defined as

F(r) = 1 — P(the number of x; in b(s,r) = 0).
The empty space function can be estimated using a number of sample points in the observation window W. Typically, a
grid is used. Let m be the number of sample points and d; the distance from the sample point i to its nearest point in the

point pattern. Then, an estimator for the empty space function is

the number of d; < r
o .

F(ry=

This estimator is hampered with edge effects since we cannot observe if a disk close to the boundary of the observation
window would have any points of the process outside the window. Therefore, we used the Kaplan-Meier method to correct
for the edge effects.?”

2.4 | Descriptive statistics of the point patterns

We first estimated the pair correlation function for each of the sweat gland patterns shown in Figure 3 and thereafter,
obtained the groupwise pair correlation functions (see Figure 4) by pooling the estimated pair correlation functions of
all the subjects within the group by taking a weighted average of the values of the pair correlation fiunctions at each
distance.*® Since the number of points in the point patterns within each group varied quite a lot, the individual pair
correlation functions were weighted by the squared number of points, not number of points, when pooling.*®#° The pair
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FIGURE 4 Pooled pair correlation functions for the three
groups [Colour figure can be viewed at wileyonlinelibrary.com]
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correlation functions show a clear sign of inhibition in all three groups (g(r) <1 for small r). Further, the initial peak of
the functions appears approximately at the same distance for the control and suspected neuropathy groups. However,
the diagnosed neuropathy group has the initial peak at a slightly longer distance, indicating somewhat larger range of
inhibition than in the other two groups.

At very short distances, especially the control subjects seem to have some unexpected close pairs of points. Upon a
closer inspection of the point patterns and the videos, it was reasonable to assume that some sweat spots had been detected
as two nearby spots, instead of having merged into one. An obvious, simple idea to remove such close pairs of spots would
be to merge all small glands having a larger spot closer than at some specified distance with the larger spot. However, such
erroneous pairs of glands may appear at various (small) distances from each other and thus, applying a global limiting
distance is not reasonable. Instead of using an additional image analysis step, we include some of this inaccuracy in the
modeling and/or parameter estimation.

3 | SEQUENTIAL POINT PROCESS MODEL

Since sweat glands activate at different times, we modeled the activation by using sequential point processes similar to
those suggested for modeling eye movements.?® The points, activated sweat glands in our case, are generated sequentially
conditioning on the already existing points. Points are added until the observed number of points in the pattern has been
reached and the main focus here is to make inference on the arrival density. Below, we first recall the general sequential
model?® (Section 3.1) and specify it in our case without (Section 3.2) and with noise (3.4). Further, we discuss efficient
inference for the sequential models (Section 3.3) and, finally, fit the sequential model with noise to the sweat gland data
(Section 3.5).

3.1 | General sequential point process model

Denote by W the observation window and by n the fixed number of points in the pattern. The first point x; is assumed
to be uniformly distributed in W and the kth point, k=2, ... ,n, is assumed to follow the density y — f(y; Xx_1), where
Xk-1 = (X1,%2, ... ,Xk—1). The density function for the whole point pattern (xy, ... ,xy) is then

n
. 1 -

Xy > — | |0 X)),
il
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where 1/IW| is the contribution of the first point. A nice feature of the sequential point process models is that they have
a tractable likelihood even though it can be costly to compute.?®

3.2 | Soft-core model

The function f above should be chosen based on the phenomenon we would like to model. The activated sweat gland
location patterns are repulsive. Our first attempt was to use a hard-core model, where sweat glands cannot be closer
together than some minimum hard-core distance, but such a model turned out not to be flexible enough. Therefore, we
suggest to use a soft-core model with the density

k R 2/x
fsc: Xk, R, k) xexp | — < ) >
i < > (i

for adding the point y in the realization. Above, R> 0 is an inhibition range parameter and 0 < x < 1 in the exponent
describes how “soft-core” the model is. In the limit as ¥ — 0, we obtain a hard-core process with hard-core distance
R. Some soft-core Gibbs point process models have been introduced in the literature,**? including models with the
particular interaction function that we use here.*

The log likelihood of the model becomes

n k-1 2/x n
IR, k%) = —log |[W] — ZZ(d(xk p ) - ) log Z(R, k., %), M
1 k=2

k=21i=1

where

k-1 2/k
Z(R,K,i)—1=/ ex < ) d
k w p 2\ d0.x) y

is a normalizing constant.

3.3 | Efficient likelihood inference for the sequential models

Even though the likelihood of a sequential point process can be costly to compute, the particular sum structure
in (1) allows faster computations. Using an integration scheme with J integration points y;,y,, ... ,y; with weights
w1, Wy, ... ,wy, the last term in (1) can be written as

n n k-1 2/x -1
log Z(R, k, %) = ) log / exp ( < ) > dy>
k:zz ‘ 2 ( 21 dy.x)

__;logxw,exp< Z(d(y,,x, >2/-).

In total, there are Jn(n —1)/2 summands, among which only Jn are distinct. Therefore, the integrals are efficiently
calculated by evaluating the terms in the innermost sum only once.

3.4 | Soft-core model with noise

To account for the incorrectly identified close pairs in the extracted point patterns, we used a mixture model where one of
the components is a uniformly distributed error component. Such an error component can be added to any point process
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model and here, we add it in the sequential soft-core model. The arrival density of a point y (after the uniformly distributed
first point) is then

N - 0
Im@; X, R, x,0) = (1 = 0)fsc(v; Xk, R, k) + Wi

k R 2/k 0
=1 - 0Z(R, k, %) exp <—Z(m> > + il

i=1

Therefore, the point at y comes from the soft-core process with probability 1 — 6 (the first term on the right-hand side
of the formula) and from the uniformly distributed error process with probability 6. Even though this model allows extra
points everywhere, not only near the real activated glands, it can improve estimation of the parameters as shown below.
However, the parameter 6 cannot be interpreted directly as the probability of incorrectly identified glands since some of
the points without close neighbors regarded as noise could as well be true glands.

The log-likelihood of the soft-core model with uniformly distributed error is given by

n
(R, K, 0;%y) = —log W] + Y’ 10g fu(xe; K1, R, , 0). @)

k=2

3.5 | Application to the sweat gland data

The soft-core model was fitted without and with noise to each sweat gland point pattern independently. First, we compared
the maximum likelihood estimates of the soft-core parameters obtained without or with added noise. Then, we fitted the
model with noise to the data in a Bayesian framework to be able to better compare the goodness-of fit of the sequential
soft-core model and the generative model presented in Section 4. We used regular grid based integration with 10 800
integration points to evaluate the likelihood in all cases.

3.5.1 | Parameter estimates without and with added noise

The parameter estimates obtained by maximizing the log likelihood (1) or (2) with respect to the parameters can be seen
in Figure 5, where circles belong to the sequential soft-core model without noise and the pluses to the model with noise.
The estimates obtained without noise for the range parameter R are on average smaller and the “softness” parameter x
larger in the control group than in the neuropathy groups. However, for the model fitted with noise (circles on Figure 5),
only the mixture parameter 6, which is estimated larger for the control group than for the neuropathy groups, differs
between the groups. Note that the k and R parameters coincide for the two models if the mixture parameter 6 is estimated
to be zero, see subjects 42, 50, and 71 in Figure 5.
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We investigated the goodness-of-fit of the fitted soft-core models by using the pair-correlation function. We generated
samples from the sequential soft-core models with parameters R and « estimated with and without noise. The uniform
noise was not simulated. Figure 6 shows the empirical pair-correlation functions for subject 205 for the soft-core model
estimated with and without noise together with 95% global envelopes**** calculated from 25 000 samples of each model. It
can be seen that for this subject, the range parameter is clearly underestimated if estimation is done without accounting for
noise. For the other subjects, the goodness-of-fit of the model with noise was also as good or better than the goodness-of-fit
of the model without noise. The difference between the observed and model (fitted with noise) based pair correlation
function at short distances is explained by the incorrectly recorded close pairs of points that are present in the data but
not in the simulations.

3.5.2 | Bayesian inference of the model with noise

We fitted the soft-core model with noise to the sweat gland data also by using standard likelihood-based Bayesian approach
with robust adaptive Metropolis algorithm.*® We ran the MCMC for 120000 iterations and discarded the first 20000
iterations as burn-in. As the prior distribution for the range parameter R, we used the Gamma distribution with shape
parameter 3 and scale parameter 70/3 and the priors for « and 6 were both the uniform distribution on [0, 1]. The posterior
histograms in Figure 7 show some variation within the groups but no clear differences between the groups: The arrival
density parameters R and x were estimated to be rather similar in all groups. The 6 parameter related to the errors appears
to be somewhat larger in the control group than in the other two groups.

Figure 8 shows the empirical pair-correlation functions for each subject together with the global envelopes**7 cal-
culated from 25000 simulations from the posterior predictive distribution of the fitted soft-core models with noise.
In most cases, the envelopes cover the empirical curves. For some subjects, especially for the controls, the empirical
pair-correlation function is not covered by the envelopes at very short distances. This is expected, as mentioned earlier,
since according to the model used, this behavior is caused mainly by noise, which was not simulated. Thus, the pair cor-
relation function reveals that, ignoring the noise at short distances, the quite clear inhibition and the gradual increase of
interpoint distances around 50-75 pixels in the empirical patterns is captured by the soft-core model. However, the char-
acteristic peak in the pair correlation functions around 100 pixels is not always captured by the model, particularly for
the patients who have smaller number of activated sweat glands, as the envelopes are quite wide close to the peak. All the
empirical pair correlation functions have the same characteristic behavior.

4 | GENERATIVE POINT PROCESS MODEL

In our second approach, we first model the underlying unobserved sweat glands and then, model the activated sweat
glands as an independent thinning of the underlying gland pattern. Modeling the glands and the activation of them
separately allows one to answer questions regarding specifically the activation process. One possible hypothesis is that the
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FIGURE 7 Posterior marginals for each subject (subject number and group given on the right) and each parameter (R, x, and 0) for the
soft-core model estimated with noise. The prior densities are given on the last row
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FIGURE 8 Empirical pair correlation functions (black lines) for each subject (subject number shown in the label above each plot) in
the end of the video recording together with 95% global envelopes (gray areas) constructed from 25000 simulations from the posterior
predictive distribution of the soft-core model estimated with noise

underlying gland pattern itself is not different between controls and subjects with neuropathy, but the activation process
is different. More specifically, almost all glands should activate on healthy subjects while the glands of the subjects with
neuropathy could have a tendency to leave larger holes in the activation process.®

4.1 | Model specification
It seems reasonable to assume that the underlying (unobserved) sweat gland pattern is a rather densely packed reg-

ular point pattern covering the whole skin. To obtain such a structure, some type of soft-core sequential inhibition
process, where points are added as long as it is possible (we do not know the actual number of glands), would be
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appropriate. However, it is not straightforward to decide when to stop adding points since theoretically, soft-core type
of interaction always allows new points. Instead, we start by generating a simple sequential inhibition (SSI) model,*
which is then disturbed to obtain a soft-core structure. A sample from the SSI model is generated sequentially by
proposing points from the uniform distribution and accepting them if the pattern satisfies the hard-core condition with
hard-core distance R, that is, the new proposed point does not lie within distance R from any earlier point. This is
continued until there is no space left for new points. The disturbed SSI model is obtained from the “pure” SSI model
by displacing the location of each point with an independent zero mean isotropic Gaussian random variable with
covariance 1.

We assume independent gland activation, that is, that the final pattern is a result of an independent thinning of the
underlying disturbed SSI process. Therefore, the model has three parameters: inhibition range R, hardness of inhibition
o, and probability of activation p.

4.2 | Parameter estimation using approximate Bayesian computation

For the generative model, we cannot write down the likelihood. However, sampling from the model is easy. We used
the method proposed by Wang*® to generate samples from the SSI process. Approximate Bayesian computation (ABC)
is a method for Bayesian inference in situations where the likelihood of the model is intractable,** but it is possible to
simulate the model. It is based on sampling from the (pseudo-) posterior distribution

7:(0) = m(O)P(||s(Yp) — sl <€),

where Y; follows the model with parameter vector 6, y is the data, z(-) is the prior distribution for the parameters, s is an
appropriately chosen summary statistic, and e is a tolerance level.

421 | ABC-MCMC

A ssimple ABC rejection sampler is expressed in Algorithm 1. This basic algorithm can be rather inefficient, but fortunately,
there are several more efficient algorithms for performing ABC. We used an adaptive ABC-MCMC algorithm.>! In our data
study below, the MCMC was run for 10 000 000 iterations and the 250 000 simulated parameter values with the smallest
distances ||s(z) — s(3)|| were taken as the posterior sample.

Algorithm 1. A simple ABC rejection sampler

fori < 1,Mdo
repeat
Generate parameter vector 6’ from the prior distribution =
Generate a realization z from the model with parameter vector ¢’
until [|s(z) —s)ll < e
91' <« 0’
end for

4.2.2 | Summary statistics

The choice of summary statistics is crucial for the ABC method to work. For a regular point process model, it is natural
to use summary statistics based on the pair correlation function g. Instead of using the full pair correlation function g, we
tried to find a specific part of it that would be sufficient for our purpose following the rule of thumb® that the number of
summary statistics in the ABC approach should approximately match with the number of parameters to be estimated. The
location of the first peak of the pair correlation function is intuitively connected to the inhibition range R. However, the
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FIGURE 9 Posterior marginals for each subject (subject number and group given on the right) and each parameter (R, p, and o) of the
generative model

location of the first peak can be difficult to estimate exactly and thus, we used the smallest distance r; > 10 pixels where
g(r1)=0.75 as the location of the uphill before the first peak. Furthermore, the slope of the uphill provides information
on the “softness” parameter ¢ and we chose the smallest distance r, > 10 pixels where g(r,) =1 as the second summary
statistic. Finally, the smallest distance r; in the empty space function F where F(r;) = 0.5 was taken as the third summary
statistic to represent the activation probability p. The empty space function was chosen because it gives information on the
number of points but is not greatly affected by erroneous nearby points. Since all the chosen summary statistics, ry, r,, and
r3, have a similar order of magnitude, we did not have to add any weights in the ABC algorithm. The specific values 0.75
and 1 were chosen to be somewhat separated and not too small to account for possible errors caused by splitting of spots
into multiple glands that would cause the pair-correlation function not to start from zero. In addition, we only considered
distances greater than 10 pixels since at very short distances the kernel estimator of the pair correlation function is not
very reliable. These choices worked well for the sweat gland data, as demonstrated below.

4.3 | Application to the sweat gland data

The generative model was fitted to the sweat gland data using the ABC approach described above. In addition to the above
specifications, we needed to set the priors. For R we used an improper, uniform prior on [40, o) restricting that R could
not be unreasonably small, while in addition to being unrealistic, small R values result in a large number of points in the
SSI process which is computationally challenging. The prior of p was uniform on [0.1, 1], stating that at least 10% of the
glands (modeled by the underlying disturbed SSI process) needed to activate and thus be observed. Furthermore, for o,
we used the gamma distribution with the shape parameter equal to 10/3 and scale parameter equal to 3. While the priors
R and p can be considered rather non-informative, the prior for ¢ was somewhat informative suggesting positive, but not
too large . Note that if o was very large in comparison to R, it would break all the structure of the SSI process, which is
unreasonable.

The posterior marginal histograms for the parameters can be seen in Figure 9 and 95% global envelopes for the pair
correlation function constructed from 25000 simulations from the posterior predictive distribution in Figure 10. As can
be seen in Figure 9, the parameter estimates vary somewhat between the subjects and groups. Differences in the softness
of the model, that is, in the values of the parameter o, are small. However, there seems to be a slight tendency for the
inhibition range R to be a little smaller in the control group than in the MNA groups, but the difference is not clear based
on the limited amount of data we have. The range was always between 60 pixels and 100 pixels. Furthermore, the control
subjects tend to have a larger activation probability than the MNA patients, but the within group variation is large. This is



28 | Wi LEY_Statistics CURONEN 51 AL

Controls, 96 Controls, 97 Controls, 149 Controls, 203 Controls, 205

MNA, 10 MNA, 20 MNA, 40 MNA, 61 MNA, 71

a(r)

MNA Diagnosed, 23 MNA Diagnosed, 36 MNA Diagnosed, 42 MNA Diagnosed, 50 MNA Diagnosed, 73

0.5

0.0

0 100 200 300 400 O 100 200 300 400 O 100 200 300 400 0 100 200 300 400 O 100 200 300 400
r[px]

FIGURE 10 Empirical pair correlation functions (lines) for each subject (subject number shown in the label above each plot) in the
end of the video recording together with 95% global envelopes (gray areas) and means (dashed lines) constructed from 25000 simulations
from the posterior predictive distribution of the generative model

in agreement with earlier studies, which indicate that a larger number of sweat glands of controls than of MNA patients
activate.*

According to the visual evaluation of the global envelopes of the pair-correlation function (see Figure 10) and empty
space function (see Figure 11), the model seems to fit quite well to the data. It captures the behavior of the pair cor-
relation function both at small distances and around the initial peak. It should also be mentioned that the envelopes
for the pair correlation function are rather wide at small distances covering the observed functions almost in all cases,
even though the model did not include any error term. The wide envelopes are due to the relatively wide posterior
distribution of ¢. Namely, large ¢ can lead to some close pairs in the patterns and consequently also positive values
of the pair correlation function at small distances. Another reason for the relatively wide envelopes may be that the
summary statistics used in the ABC approach were chosen such that they do not use any information at very short
distances.

We explored a few other priors for o, namely, improper uniform and exponential distributions with means 1, 2, and 4.
The posterior distributions of the other parameters were not affected by the choice of the prior for ¢, but the posterior of ¢
itself was somewhat sensitive to the choice and also the goodness-of-fit of the model measured by the pair correlation was
affected. Namely, the improper uniform prior led to wider posterior distribution of ¢ and large o caused the variation of
the pair correlation function to be even higher at small distances. On the other hand, the strict exponential priors shrank
the posterior distribution toward zero, and very small ¢ caused the peak of the pair correlation function to be too sharp.
Thus, the disturbance parameter o needed a somewhat informative prior to lead to a good fit of the model.

We simulated patterns from the posterior predictive distribution and the simulated patterns mimic the data patterns
rather well, see Figure 12. Note, in particular, that the independent thinning seems to produce empty regions similar to
those observed in the point pattern data, as also indicated by the empty space function (Figure 11).

5 | DISCUSSION

Videos produced by dynamic sweat tests provide not only the total and per gland sweat volume and the number and
density of activated sweat glands but also a time series of spatial patterns of the activated sweat glands. Up to now, only
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the sweat volume and the number/density of activated sweat glands have been used in the analysis and comparison
between healthy subjects and subjects with neuropathy. However, visual inspection has indicated that the spatial pat-
tern of activated sweat glands of subjects with neuropathy seem to have more empty areas than the patterns of healthy
controls. This may indicate that the neuropathy does not result in random deactivation of sweat glands but the glands
that activate are arranged in a different pattern than in control patterns. To quantify this observation, spatial analysis is
needed.

Here, we analyzed videos of sweat gland activation recorded from five controls, five subjects with suspected neuropa-
thy, and five subjects with diagnosed neuropathy. The initial non-parametric spatial analysis by using pair correlation
functions showed clear indication of inhibition in all three groups. In addition, it suggested some differences between the
spatial patterns of activated sweat glands in subjects diagnosed for neuropathy and the non-diagnosed and control groups.
To further investigate and compare the spatial patterns and the activation processes, we suggested two point process
models for the activation of sweat glands, a sequential soft-core model describing the appearance of the activated sweat
glands and a thinned disturbed SSI process, that we call a generative model, where we start by modeling the underlying
unobserved sweat gland pattern.

Maximizing the log-likelihood function of a sequential point process has been considered computationally costly due
to the integrals in the normalizing constants.?® However, for the sequential soft-core model, these integrals have a particu-
lar sum form which allows efficient computation of the log-likelihood and in turn Bayesian inference. The same efficient
computation scheme is applicable for any sequential point process having an arrival density with a similar sum structure.
To estimate the parameters of the generative model, we employed an ABC algorithm since the likelihood function was
not easily available.

Even though our proposed image analysis approach worked well, there were some incorrectly identified close pairs of
glands in the extracted point patterns. To take into account such errors, we added an error term in the sequential soft-core
model resulting in a mixture model having a soft-core component and a uniform noise component. For the generative
model, on the other hand, the summary statistics in the ABC approach were chosen such that they were robust to close
pairs of points. The good fit of the models shows that it is possible to account for some, but likely not many, errors in the
pre-processing of videos. Such an analysis needs to be applied with care, but allows the researcher to focus on the analysis
more than on the pre-processing.
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FIGURE 12 The original point patterns (top) and patterns generated from the corresponding posterior predictive distributions of the
generative model (bottom) for one subject from each group (96, 20, and 42)

The proposed models were fitted to the data. The fit of the generative model was good regardless of the disease status,
as the point patterns in Figure 12 and the spatial summary characteristics in Figures 10 and 11 show. It should be noted
that this model based on independent activation of underlying sweat glands was also able to produce similar holes in the
point patterns as observed earlier in the sweat gland patterns of diabetic patients;!® see, for example, the bottom right
plot in Figure 12. Apparently the SSI process with random displacements of points is a working model for the underlying
sweat glands.

The model parameters estimated from the patterns of healthy subjects and of subjects suffering from neuropathy were
compared. Based on the generative model, detailed information was obtained on the sweat patterns: while the hardness
of inhibition parameter was rather similar for each subject, the inhibition range R and the activation probability p were
characteristic for each subject. The former characterizes the pattern of all glands, while the latter is the probability of
these glands to activate. There was some indication that the inhibition range R was slightly smaller and the activation
probability p larger in the control group than in the neuropathy groups (Figure 9). Both of these observations are in
agreement with an earlier study,'® where the density of activated sweat glands was found to be lower for diabetic patients
than controls. However, the spatial analysis provides more detailed information than the non-spatial analysis alone, and
the model parameters might facilitate classification of subjects in the future. For example, the control subject 203 had
rather small number of activated sweat glands (Figure 3), but simultaneously a small inhibition range parameter. Thus,
the parameters may contain more valuable information jointly as either of them alone.

We believe that the models suggested here, especially the generative model, would give more impactful insight into the
sweat patterns in a larger study including more subjects. Especially, combining the point pattern approach presented here
with non-spatial covariates like age or body mass index would provide a better understanding of the sweat patterns and
provide an explanation for the individually varying generative model parameters. In addition, incorporating the amount
of sweat produced over time by individual sweat glands into the analysis would further improve our understanding and
lead to further methodological development.
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1 Introduction

Hierarchical relationships or interactions, where a plant species affects the locations
or intensity of another species but not vice versa, often occur in ecological commu-
nities (e.g. Dieckmann et al. 2000). An example of such a hierarchical relationship is
that proximity of large trees affects the intensity of seedling either positively, e.g. by
protecting against wind, or negatively by giving too much shade. Mathematically, we
can describe such plant communities by two point processes, ¥ and X, where one (X)
is affecting the other (¥') but not vice versa.

The hierarchical interaction assumption affects the inference for ¥ and X greatly
since X can be modeled independently of ¥ and Y is modeled conditionally on X.
A realization of the point process X acts then as a source of heterogeneity in the
distribution of Y. Hogmander and Sarkkd (1999) modeled interaction between two
territorial ant species using Gibbs point processes under such an assumption. A similar
hierarchical Gibbs point process approach was used in Grabarnik and Sarkka (2009)
and Genet et al. (2014). Furthermore, Illian et al. (2009) modeled the spatial pattern
of resprouter species (Y) given the locations of seeders (X) in a hierarchical set-up
having an inhomogeneous Poisson process as a model for the resprouters.

Here, we model the intensity of new seedlings in a spruce-dominated uneven-aged
(boreal) forest given the locations and diameters at breast height (dbh) of large trees.
Thus, our X process of large trees is a marked point process, where the mark of a
tree is the dbh. The data consist of 14 sample plots from an experiment of continuous
cover forestry involving single-tree selection in four nearby areas in Southern Finland
(Fig. 1). The system relies on the natural emergence of new seedlings, and a continuous
recruitment is necessary for long-term sustainability in a wide sense (e.g. Eerikédinen
et al. 2014; Kuusinen et al. 2019). While a sufficient number of seedlings is necessary
for the success of regeneration, our focus here is on the spatial distribution of the
seedlings within the plots, and the effect of large trees on it.

Like in the resprouter and seeder case above, an inhomogeneous Poisson process
would be a reasonable model since the effect of large trees could be added in the
model as an explanatory variable. However, already visual inspection of the patterns
of seedlings y indicates that the patterns tend to be rather clustered, beyond the clus-
tering that may be explained by the patterns of large trees x. Due to such unexplained
clustering, a log Gaussian Cox process (LGCP) (Mgller et al. 1998) is a more appro-
priate model for the conditional point process of seedlings given large trees.

To model the effect of the large trees X, we assume that each tree x € X emits a
signal or impulse that describes the effect of the tree on its neighborhood. We assume
that this effect decreases with the distance from the tree x. In general, the size of the
effect as well as the range of the effect could depend on the size or other properties of
the tree, e.g. its dbh. Because we do not have precise a priori information on the size
and range of the effects, we use parametric signals similar to the ones found in the
literature (Adler 1996; Pommerening et al. 201 1; Hébel et al. 2019; Pommerening and
Grabarnik 2019). The individual signals are then superimposed to form an influence
field, which describes the overall influence of the points of X on any location s in the
observation window W. These kinds of models have been used to model, for example,
effect of neighboring individuals on the growth of a subject tree, survival of seedlings
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Fig.1 Trees with dbh at least 7 cm (open circles with radii relative to the dbh of the tree) and new seedlings
(red crosses) in areas of size 40 m x 40 m. The headings give abbreviations for the plot locations and
numbers

and ground vegetation in different contexts (e.g. Wu et al. 1985; Miina and Pukkala
2002; Pommerening et al. 2011; Hibel et al. 2019; Kuuluvainen and Pukkala 1989;
Kiihlmann-Berenzon et al. 2005).

Our idea here is to include the superimposed individual signals in the log intensity
function of the LGCP model. Using parametric models for the signals, the intensity of
the LGCP is a non-linear function of the model parameters. According to Pommerening
and Sdnchez Meador (2018) the signals are aggregated additively or multiplicatively
and there is no evidence to prefer either of these ways. We follow Pommerening et al.
(2011) and Illian et al. (2009) and aggregate the signals additively.

Our Bayesian inference algorithm is based on Markov chain Monte Carlo (MCMC)
sampling for parameters, and a Laplace approximation is used for the latent random
field of the LGCP to avoid high-dimensional MCMC sampling. Laplace approxima-
tions are widely used for inference of latent Gaussian fields, for instance within the
popular INLA method (Rue et al. 2009). However, in contrast to INLA, MCMC is
more robust, and can cope with multimodal parameter posteriors.

The large tree process typically extends beyond the borders of the sample plot. How-
ever, we have observed the process in the same observation window as the seedlings.
Thus, the influence field computed only from the observed trees is weaker near the
borders than the field computed from the fully observed large tree process would
be. In order to account for the unobserved trees outside the observation window, we
compute the influence field using an edge correction method similar to that suggested
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in Kiihlmann-Berenzon et al. (2005): the unobserved trees are imputed based on the
assumption that the locations of large trees are distributed according to a Poisson pro-
cess. This rather simple edge correction method can be efficiently implemented within
the Bayesian inference, in contrast to alternatives where the locations (and sizes) of
unobserved large trees would be included in the Bayesian inference as unknowns and
simulated within the MCMC approach.

The rest of the paper is organized as follows. In Sect. 2, we give some examples of
influence kernels and introduce the conditional LGCP model. The Bayesian estimation
approach, including the edge correction, is described in Sect. 3. Section 4 presents the
results of a simulation experiment that was conducted to explore the performance of
the proposed estimation and edge correction methods. Finally, the forestry data are
described in further detail and studied in Sect. 5. Section 6 is for discussion.

2 Conditional log Gaussian Cox process model

Let us have a bivariate point process in R? consisting of an unmarked point process
Y and an unmarked or a marked point process X. Let us further assume that we have
observed a realization of process Y, namely y = {y;}, in a bounded window W C R2.
Our primary interest is in the spatial pattern y which is affected by a realization x of
the spatial point process X. The spatial pattern x can consist only of the point locations
x; or of the point locations and marks, [x;, m ], if some characteristics (marks) m ;
of the points x; are available. In our forestry application, y consists of the locations
of seedlings, while x is the pattern of locations and dbh’s of large trees.

In our approach, the effect of x on y is modeled using the influence kernels around
the points of x that are explained in Sect. 2.1. To account for the clustering in the
pattern y not explained by x, the LGCP model is proposed and defined in Sect. 2.2.
Replicated point patterns are discussed in Sect. 2.3.

2.1 Influence kernels and influence field

We assume that each point [x;, m ] of the process X introduces an influence kernel
around its location. We focus on isotropic influence kernels of the form c(h; m;, 6;),
where i = ||s — x| is the distance between the location s of interest and x ;. Many
kernels have been suggested in the literature for different applications (e.g. Adler
1996; Illian et al. 2008; Pommerening et al. 2011; Pommerening and Maleki 2014;
Schneider et al. 2006). We used a mark independent Gaussian kernel

c(h: 0) = exp (=(1/6)°). (M

where 6 > 0 is an unknown influence range parameter. Here the influence of a point
gradually decreases with the distance from the point.
A mark dependent generalization of (1) is given by

h 2
c(h,m;01)=m°‘exp <— (m) ) (2)
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with 0; = (0,4, a), where 8 > 0,5 > 0, and @ > 0. If & = 0, the mark affects only
the range of influence and if « > 0, it affects both the range and the strength (e.g.
Pommerening et al. 2011).

The influence field of the process X can then be defined as a superposition of the
individual influence kernels,

C:0,X) =Y clls—xjl,my;0p).

[Xj,m_/']EX

2.2 Conditional model

Since y is affected by x, we introduce a conditional point process model for y given
X = x, where the intensity of Y is affected by the influence field of x. This conditional
model is a LGCP with the intensity

A(s: B, 01, x, Z) = exp(Bo + B1C(s; 01, x) + Z(s)), 3)

where C(s; 07, x) is a parametric influence field, 8 = (B9, B1) and the unknown
coefficients By € R and 81 € R are the intercept and the strength of the influence field,
respectively. If 81 < 0, x affects the intensity of ¥ negatively and the influence field
C(s; 07, x) can be interpreted as a thinning of the LGCP process with intensity A(s) =
exp(Bo + Z(s)). If, however, 81 > 0, x has a positive effect on the intensity of ¥ and
there are more points of Y in areas with a high value of C(s; 67, x). Furthermore, Z :=
{Z(s) : s € R?} is a zero-mean stationary Gaussian random field with a covariance
function Cz(r; 8 7) and independent of the influence field. In our application below,
we use the Matérn covariance function

1—v v
22 r r
Cz(r;0z,v) = azm < 2\},0_2) K, ( ZVP_Z) ., r>0, %)

with the smoothness parameter v = 2 and § 7z = (O’%, 0z), where a% and pz are the
variance and range parameters, respectively, and K, is the modified Bessel function
of the second kind (e.g. Cressie 1993; Chilés and Delfiner 1999; Banerjee et al. 200