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Abstract

Background: During the COVID-19 pandemic, local health authorities were responsible for managing and reporting current
cases in Germany. Since March 2020, employees had to contain the spread of COVID-19 by monitoring and contacting infected
persons as well as tracing their contacts. In the EsteR project, we implemented existing and newly developed statistical models
as decision support toolsto assist in the work of the local health authorities.

Objective: The main goal of this study was to validate the EsteR toolkit in two complementary ways: first, investigating the
stability of the answers provided by our statistical tools regarding model parameters in the back end and, second, evaluating the
usability and applicability of our web application in the front end by test users.

Methods: For model stability assessment, asensitivity analysiswas carried out for all 5 devel oped statistical models. The default
parameters of our models as well as the test ranges of the model parameters were based on a previous literature review on
COVID-19 properties. The obtained answers resulting from different parameters were compared using dissimilarity metrics and
visualized using contour plots. In addition, the parameter ranges of general model stability were identified. For the usability
evaluation of the web application, cognitive walk-throughs and focus group interviews were conducted with 6 containment scouts
located at 2 different local health authorities. They were first asked to complete small tasks with the tools and then express their
general impressions of the web application.

Results: The simulation results showed that some statistical models were more sensitive to changes in their parameters than
others. For each of the single-person use cases, we determined an area where the respective model could be rated as stable. In
contrast, the results of the group use cases highly depended on the user inputs, and thus, no area of parameterswith general model
stability could be identified. We have also provided a detailed simulation report of the sensitivity analysis. In the user evaluation,
the cognitive walk-throughs and focus group interviews revealed that the user interface needed to be simplified and more
information was necessary as guidance. In general, the testers rated the web application as hel pful, especially for new employees.

Conclusions: This evaluation study allowed us to refine the EsteR toolkit. Using the sensitivity analysis, we identified suitable
model parameters and analyzed how stable the statistical models were in terms of changesin their parameters. Furthermore, the
front end of the web application wasimproved with the results of the conducted cognitive walk-throughs and focus group interviews
regarding its user-friendliness.
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Introduction

Background

In Germany, the local health authorities played acentral rolein
the management and containment of the COVID-19 pandemic.
The employeesordered isolation for infected persons and traced
contact personsto quarantine them according to the COVID-19
regulations of the Robert Koch Institute (RK1). The occurring
infections were reported by each local health authority to the
RKI. During the COVID-19 pandemic, the loca heath
authorities focused only on the management of the pandemic,
and during periods of high infection numbers, they were even
incapable of conducting contact tracing [1].

The efficiency of processes in local health authorities can be
increased using decision support tools. In other working areas,
such decision support model s have already been devel oped. For
example, in hospitals, decision support tools are used to
streamline the diagnosis and prognosis of COVID-19 cases[2].
Furthermore, governments can use models for predicting the
number of COVID-19 infections to adapt their current
COVID-19 regulations [3].

In the EsteR project, we developed a toolkit for local health
authoritiesto assist with their work. It includes statistical models
for 5 specific use cases and a web application to support
isolation and quarantine decisions. The 3 use casesfor infected
persons include the infection period, the time when they were
most likely infected; the illness period, the time range when
their infected contactswill most likely start to show symptoms;
and the infectious period, the time when they are most likely
infectiousto others. Furthermore, statistical modelsfor 2 group
use cases were introduced: a model for estimating the further
expected infections from a group event after some attendees
develop COVID-19 symptoms and a model for calculating the
probability that nobody was infected in a childcare group or
school class with one or more index cases and only negative
results for tested susceptible group members. For each use case,
a statistical model was developed based on the COVID-19
properties reported in the literature. The entire toolkit was
already introduced in detail in the article by Jickle et a [4].
Objectives

In this paper, we presented two complementary evaluations of
the EsteR toolkit. First, a sensitivity analysis of the model
parameters was carried out. In research, sensitivity analyses
have been recently used to analyze the COVID-19 transmission
dynamics and which regulations allow for control of the
pandemic [5-9]. For our statistical models, the aim of the
sensitivity analysis was to determine how a variation in the
model parameters influences the answers provided in thetools.
In the second step, the usability and applicability of the web
application were evaluated. Cognitive walk-throughs analyzed
the usability of applications for certain tasks and revealed
improvements for easy and efficient use as it has aready been
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shown for digital applications targeting health outcomes (eg,
disease self-management tools[10,11]). Theaim of thisstudy’s
cognitive walk-throughs was to identify critical usability
problems and generate recommendations to improve the
efficiency and user acceptance of the tool. In addition, focus
group interviews were conducted, which are often applied for
implementing and evaluating public health interventions (eg,
to elaborate on users' expectations of clinical decision support
tools [12,13]). We aimed to reveal containment scouts
perceptions and whether the web application was supportive of
their decision tasks.

To our knowledge, thisis the first evaluation of a support tool
for local health authorities for assessing personal transmission
risks. It can support other researchers by serving as an example
for evaluations of two important aspects: the statistical models
inthe back end and the usability in the front end. Our sensitivity
analysis demonstrates how theimplications of achoice of study
can be assessed and how the results can be interpreted from the
perspective of real-world implications. We support
reproducibility by providing all data and code for the analysis
in apublic GitHub repository. The usability evaluation showed
how the combination of cognitive walk-throughs and focus
group interviews helped depict the varying requirements of
userswith different professional backgrounds. Unlikeaclinical
decision support tool used only by medical personnel, the staff
of local hedth authorities during the COVID-19 pandemic
mostly had only minor previous knowledgein virology and had
to deal with a hitherto unknown situation and accompanying
tasks.

Methods
Sensitivity Analysisfor Statistical Models

Overview

We conducted a simulation by varying the model parameters
of the 5 statistical models while keeping the input data fixed.
The outcomes obtained using each new parameter set were
compared with those obtained using the default values. For the
incubation time (used for the infection period and infection
spread use case) and the seria interval (used for the illness
period use case), the literature review described in the study by
Kihne et a [14] identified more than one study reporting
suitable parameters. Our selection approach to the default
parameters for our web application is described in the first
chapter of Multimedia Appendix 1 [15-74] and visualized in
Figures S1 and S2 in Multimedia Appendix 1. Table 1
summarizesthe main aspects of the simulation. Inthefollowing
section, we briefly explain each use case, where each subsection
corresponds to one column in Table 1. Afterward, we describe
the dissimilarity metrics used to compare the outcomes and how
we visualized the results. For more details, see aso the second
chapter of Multimedia Appendix 1. The code and extracted
study data can be found on GitHub [75].
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Table 1. Overview of the simulation strategy for the sensitivity analysis of the 5 statistical models.2

Infection period Infection spread I1Iness period Infectious period Group quarantine
COVID-19 prop- « Incubationtime .« Incubationtime «  Seria interval o Infectiousperiod «  Setting-specific trans-
erty mission
Distribution «  Lognormal « Lognormal «  Gamma « Gamma « Betabinomial
Studies . [15,19-45] . [15,19-45] o [161930343644-73] . [17] . (18]
Model parame- . E(X)b . E(X) . E(X) o E(X) . P(K>O)d
L] * L] L]
ters . u*c H SD(X) SD(X) . E(K|K>0)e
Default values « 6.3(3991 « 6.3(3991) . 554(251-8.72) . 12.89(8-18) . 0.3(0.24-0.37)
(parameter « 54(3-85) « 54(3-85) « 39(1.21-5.65) « 284(1-5) « 33(1-8
ranges)
QOutcome *  80% HDRf o  Expectedinfec- « 80%HDR « 80%HDR o Probability of noinfec-
. digribution tions o distribution o distribution tion
Metric . 1-1 OUg . Apredi . 1-loU . 1-loU . AprOH
. wih « W1 « W1

3For each use case, the COVD-19 property and the distribution type for modeling it, the number of studies reporting suitable parameters, the respective
2 model parameters with their respective default value and the assessed range, and the considered model outcomes and their respective metrics are

listed.

bE(X): mean.

Cu*: median.

dP(K>O): transmission probability.

®E(K|K>0): conditional mean of infected personsin case of transmission.
"HDR: high-density region.

90U intersection-over-union.

h\Nl: Wasserstein metric.

inpred: differencein predicted infections.

J'Aprob: differencein probability.

Simulation Strategy

Infection Period

The underlying distribution in the infection period model was
alognormal distribution for the incubation time [4,15]. For the
simulation, the mean parameter |1 and the SD parameter o for
a reasonable lognormal distribution were calculated using the
lognormal distribution properties for the median p* and mean

o2

E(X), namely, p* = & and Ex)=¢"*=, In the simulations, a
scenario of one infected person starting to show symptoms on
March 22, 2022, was used. We defined agrid of 100 equidistant
values, each from the smallest to the largest reported mean and
median identified in the study by Kihne et a [14], and
calculated the distribution and the 80% high-density region
(HDR) of the infection period of the infected person for each
parameter set and the default values.

I nfection Spread

Thismodel was built using the sameincubation time distribution
asthat of the infection period model. Hence, we used the same
parameter rangesin the simulation. A group event scenario with
20 attendeeson March 22, 2022, with 3 persons starting to show
symptoms until March 26, 2022, was considered. Using the
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same equidistant parameter sets and default values as for the
infection period use case, the total number of expected infections
from the group event was cal culated.

IlIness Period

The illness period of contact persons was modeled using a
gamma distribution of the serial interval [4,16]. For this use
case, we used the articlesfrom the literature review that reported
the mean E(X) and SD(X) of the serial interval. We calculated
a and B using the gamma distribution properties £’ = & and
o=, By choosing the gamma distribution, we implicitly
assumed that the serial interval was strictly positive. For the
simulation, ascenario with oneinfected person starting to show
symptoms on March 22, 2022, was considered. As with the
infection period, a grid of 100 equidistant values for each
parameter was defined. All parameter combinations and the
default values were used to calculate the distribution and the
80% HDR of the symptom onset period for the first, second,
and third contact generation.

I nfectious Period

For modeling theinfectious period, only one study was available
that directly used agammadistribution [4,17]. For comparability
across the use cases, we calculated the mean and SD of that
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gamma distribution, as described previously, and defined their
own ranges to test them using a similar size as in the illness
period use case. As before, a scenario with one infected person
starting to show symptoms on March 22, 2022, was considered,
and a grid of 100 equidistant values for each parameter was
defined. The default parametersand all combinations from that
grid were used to calculate the distribution and the 80% HDR
for the infectious period.

Risk Assessment for Group Quarantine

In the group quarantine use case, the 2 parameters a and 3
needed for the betabinomial prior distribution were determined
based on the probability P(K>0) that at |east one person was
infected and the conditional mean number of infected persons
in the case of transmission E(K|K>0) [76]. The web application
providesacal culation of the probability of no further infections
in 2 settings: a childcare group and a school class. Table 1 lists
the valuesfor the childcare setting; for the school class, we used
default values of P(K>0)=0.12 and E(K|K>0)=1.77 inthe EsteR
toolkit and conducted the sensitivity analysisfor P(K>0) inthe
range from 0.05-0.21 and for E(K|K>0) in the range from 1-8.
In both settings, the ranges of the transmission probability were
based on the reported 95% Cls[4,18].

In the simulation, we used 2 typical scenarios for our settings:
a childcare group of 14 persons plus 1 index case and a school
class of 27 persons plus 2 index cases. For both scenarios, a
grid of 100 equidistant valuesfor each parameter and the default
values were used to calculate the probability of no further
infection based on the changed prior. Furthermore, we conducted
a sensitivity analysis for the diagnostic test sensitivity, which
influenced the likelihood of the probability calculation. A
consistent shift in the range of —0.2 to 0.2 of the day-specific
polymerase chain reaction test sensitivity provided by Kucirka
et al [74] over all dayswas simulated, and the probability of no
further infections in the childcare scenario was calcul ated.

Dissimilarity Metrics

For the infection period, illness period, and infectious period
use cases, the web application provides an answer sentence
containing the 80% HDRs as arange of dates accompanied by
aplot of the distributions highlighting the 80% HDRs. Thus,
the goa was to test how these outputs change with different
model parameters. We decided to compare the 80% HDRs of
1 parameter set (HDR;) with the 80% HDRs resulting from the
default values (HDR,) using an inverted version of the
intersection-over-union (loU) metric [77]:

|[HDR, N HDR,|

1—IoU(HDR;,HDRy)) = 1 — ———— 2
|[HDR, U HDR,|

By inverting the IoU metric, a metric value of O indicates a
perfect equality of 2 outcomes, and a metric value of 1
corresponds to the situation in which the 80% HDRs do not
overlap at al.

These distributions were compared using the Wasserstein metric

with p=1[78], which is defined as " = JalF () = G(ldx \yere
F and G denote the cumulative distribution functions of their
respective distributions. As the discretized versions of the
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distributions were used in our calculations, we also estimated
theintegral as a standardized sum of differences. With W, the
changesin thedistribution tailswere also considered. Although
the minimum of O of the Wasserstein metric indicates equal
distributions, there is no upper bound for the metric as the
masses of the 2 distributions can be arbitrarily far away from
each other.

For the infection spread, the difference Apred between the
number of total symptomatic infections predicted using
simulation parameters and predicted using default parameters
was determined. In the last use case, the change in the
probability of no further infections was calculated as the
difference Aprob between the probability calculated using
simulated and default parameters. Both differences alow for
easy and direct interpretation of the changes in the respective
outcomes.

Visualization

For al simulations—except the test sensitivity evaluation of
the last statistical model—a contour plot was created showing
the resulting values; the currently used parameters as red
squares; and contour lineswith step size 0.2 for the 1-1oU plots,
1 for the W, plots, and 0.05 for the Aprob plot. In the infection
period plot, no contour lines were shown as the Apred values
were integers. Furthermore, where available, the published
parameter combinations were visualized as different marker
shapes according to their period of data collection. For each
statistical model, we included the most relevant plot in this
paper. All the plots as well as a more detailed description can
be found in the third chapter of Multimedia Appendix 1.

Usability Evaluation

Cognitive Walk-Through

For the usability evaluation, we conducted cognitive
walk-throughs based on the theory by Lewisand Wharton [79].
The process of acognitive walk-through includes the definition
of a sample task that potential users try to solve. This action
sequenceisthen analyzed to provide feedback to the devel opers
about the users ability to perform tasks using the web
application and which actions likely result in operating errors.
The focus was on understanding the learnability of the system
for new or occasional users.

For the evaluation, we performed cognitive walk-throughs with
potential end users of the web application. The tests included
exampl e tasks on contact tracing, one test for each of the 5 use
cases (Textbox 1).

The testers were encouraged to speak their thoughts out loud
while using the web application. In addition to the example
tasks, we asked questions about the usability and applicability
of the EsteR toolkit (eg, about the orientation on the starting
page and within each tool), as well as the amount and level of
detail of the inputs and results. The comprehensiveness of the
visualizations was of special interest as these results are the
basis for deciding on further handling of the case or contact
person. The users were asked how difficult it was to complete
the tasks. A 5-point Likert scale was presented indicating the
users impressions of the web application. The describing
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attributes included disturbing or supportive, complicated or
simple, inefficient or efficient, confusing or clear, and
uninteresting or interesting, with the possibility to rate on the
scale between these opposites. Moreover, the users were

Textbox 1. Example tasks on contact tracing for each use case.

Alperset d

encouraged to provide general feedback. The test was audio
recorded, transcribed, and analyzed to provide improvements
for the user interface (Ul) and suggest a guideline for use.

1. A person reports the first symptoms on 17.05. On 14.05, the person was at an event. How do you rate the chance that the person got infected

there?

2. A mother reports the first symptoms of her children on 18.05. When can she expect to becomeiill herself?
3. A person reports the first symptoms on 13.05. On 10.05, she went on atrip with 3 friends and they sat together in the car for half an hour. How

do you rate the chance that the friends got infected?

4. On 14.05, agroup of 15 adults met. The meeting was held in a closed room and no masks were worn. One person reported the first symptoms
on 17.05. How do you rate the chance that people got infected at the meeting?

5. Over the weekend, 2 students of a class becameill. The school class of 22 persons met last on 13.05. The infected students were able to contact
afew classmates, so 4 tested negative on Sunday. On Monday, the remaining children were given an antigen test, which was negative for al of
them. How do you rate the chance that no other children in the class will get sick?

Focus Group I nterviews

Focus group interviews are often conducted in public health
research as they allow for an exploration of the attitudes,
perceptions, and ideas of thetarget group regarding atopic. The
focus group consists of a small group of people with common
characteristics, in our case, containment scouts at alocal health
authority in Germany. The interview is designed to allow for a
reflection on the questions asked by the interviewer and a
discussion of different answersin the group [80].

We conducted 2 independent focus group interviews with
representative containment scouts of the cooperating local health
authorities in Berlin-Reinickendorf and Bremerhaven. The
containment scouts were asked to share their perceptions in
more detail after they conducted the cognitive walk-through
and, thus, gained firsthand experience with the web application.
Thefocuswas on identifying potential implementation barriers
inthelocal health authoritiesaswell astechnical and ergonomic
requirements. The containment scouts were asked to rate the
effort and benefits of using the web application in their daily
work and for additional tasks possibly coming up in the course
of the pandemic. The interviews were audio recorded and
transcribed. The results were obtained through qualitative
content analysisin addition to the impression of theinterviewers.

Ethical Consider ations

The study participants were recruited from the local health
authoritiesthat were already cooperating with the EsteR project
during thetoolkit development. Before participant recruitment,
thelocal health authorities were given written information about
the status of the toolkit and the objectives of its evaluation.
Moreover, the study participants were verbally informed about
the toolkit and the procedures of the cognitive walk-through
and the focus group. All participants gave their consent to take
part in the cognitive wal k-through and theinterviews and agreed
to the audio recording. The data were collected, stored, and
processed anonymously. The study did not seek ethics approval
asthe collected datareferred to workflowsin the specified work
setting only and were not considered sensitive to participants
personal interests.
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Results

Sensitivity Analysisfor Statistical Models

I nfection Period

Theincluded studies for the incubation time gathered around a
line with u* = E(X) — 1, recognizable in Figure 1A
(corresponding to Figure S3 in Multimedia Appendix 1), and
only 7% (2/28) of studies below this line could be considered
outliers. All 3 (11%) studies with data from the second half of
2020 and the first half of 2021 were concentrated close to our
default model parameters.

For the infection period, the 1-1oU of the predicted 80% HDRs
showed small values along 3 directions starting from the default
values: first, toward the lower left corner along the included
studies; second, amost horizontally through the 2 outlier studies
to the right; and, finally, upward to the right but staying below
the upper included studies. The highest 1-10U valueswerefound
along the diagonal, where u* = E(X). In the other areas of the
plot, the values remained mainly <0.6, and approximately half
(15/28, 54%) of the studies lay inside the first contour line of
0.2.

In general, the Wasserstein metric exhibited a similar behavior
regarding areas of high and low values (Figure S4in Multimedia
Appendix 1).

The distributions of the 3 parameter sets with different 1-1oU
values, together with the distribution from our default
parameters, are plotted in Figure 1B. For the lognormal
distribution, the density had anarrow, high peak when the mean
and median were close together, as can be observed for point
3. In contrast, when the mean and median were farther apart,
the SD increased and the peak became smaller. When the mean
and median were shifted by the same amount, the distribution
width remained intact but was rather shifted. For the parameter
set of point 1, the skew to theright of thelognormal distribution
increased, whereas for point 2, it decreased. Hence, the
Wasserstein metric of point 1 was relatively high compared
with that of the 1-1oU, whereas both metrics behaved similarly
for point 2.
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Figurel. Simulation result of the infection period model: 1-intersection-over-union (loU) of the 80% high-density region (HDR) of theinfection time
(A) and the distributions derived from 4 specific parameter sets (B). The default parameters are marked in red.
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For the infection spread model, the higher the median or the
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infectionswere. However, the changein prediction wasfar more
distinct for the median, which isvisiblein Figure 2 (Figure S5
in Multimedia Appendix 1). No change in prediction could be
observed along the line through the default parameters, with a
slope of approximately 0.4. The maximum value of 9 could be
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Figure 2. Simulation result of the infection spread model: difference in the predicted total infections after a group event. The default parameters are
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Inall 3 generations, the 1-1oU of the 80% HDRs of the symptom
onset followed apyramidal course (Figures S6-S8in Multimedia
Appendix 1).

For the Wasserstein metric, Figure 3A (corresponding to Figure
S9 in Multimedia Appendix 1) shows that the course of the
values has an oval shape stretched vertically. Along the mean,
the increase in the Wasserstein metric was not as high as that
of the SD. The highest values could be found on the left and
right sides of the plot, with a maximum of approximately >3.
A total of 54% (19/35) of the included studies were within the
contour line with a value of 1. For the second and third
generations, the shape of the plot remained the same, whereas
the horizontal incline increased up to doubleits original value,
ascan be seenin Figures S10 and S11 in Multimedia Appendix
1

The distributions of 1 parameter set with a low Wasserstein
metric and 2 with high Wasserstein metrics for the first

Alperset d

generation, together with the distribution resulting from our
default parameters, are plotted in Figure 3B. Increasing the SD
while maintaining the mean shifted the mode and made the
distribution more skewed, whereas most of the mass remained
in place. When the mean increased, the main mass of the
distribution shifted to the right and the skew dlightly decreased.
For alow mean and SD, the distribution was very narrow and
had a high peak around the mean. Hence, both the 1-1oU and
the Wasserstein metric were relatively low for point 1 and high
for points 2 and 3. In ajoint alteration of E(X) and SD(X), the
effects may have partly canceled each other out, and the main
changes happened in thetails of the distribution. This explains
why the 1-loU followed a pyramidal course, whereas the
Wasserstein metric had a vertically stretched oval shape. This
effect was strengthened over different generations as, with the
convolution we used in our model, the first parameter of the
gamma distribution was multiplied by the generation number.

Figure3. Simulation result of the illness period model: Wasserstein metric for the distribution of the symptom onset of thefirst contact generation (A)
and the distributions of 3 specific parameter sets (B). The default parameters are marked in red.
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model asit also used agammadistribution. The pyramidal shape
of the 1-loU is shown in Figure 4 (Figure S12 in Multimedia
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Appendix 1), where the highest values of =0.8 are in the lower
left and right corners. With changes of up to 0.6 in both
directions in the mean and SD, the 1-loU remained <0.2. For
the Wasserstein metric plot, see Figure S13 in Multimedia
Appendix 1.
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Figure 4. Simulation result of the infectious period model: 1-intersection-over-union (loU) of the 80% high-density region of the infectious period.
The default parameters derived from data from the first half of 2020 are marked in red.
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Risk Assessment for Group Quarantine

Figure 5A (corresponding to Figure S14 in Multimedia
Appendix 1) shows the results of the childcare scenario. In the
part of the plot with E(K|K>0) O [1.5, 4.7], the predicted
probability of no further infectionsincreased with a decreasing
transmission probability P(K>0) and an increasing conditional
mean E(K|K>0). A whiteline can be detected, which represents
the parameter sets with the same probability as the default set.
This part was mirrored at the horizontal lines with conditional
mean=1.5 and 4.7, below and above which the predicted
probability decreased with increasing E(K|K>0). Similar
behavior could be observed in the school scenario; however,
the plot was mirrored at a different conditional mean, and the
white line with Aprob=0 had a higher slope (Figure S15 in
Multimedia Appendix 1).
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InFigure 5B, thelikelihood and priorswith 2 different parameter
sets that result in the same predicted probability are plotted.
The likelihood had a maximum value of 1 for no further
infections and decreased monotonically for higher numbers of
newly infected persons. The priors had their maximum value
also for no infection but with different behavior. Thefirst prior
had higher values for a smaller number of infected persons,
whereas the second prior has higher values for >3 infected
persons asthe higher E(K|K>0), the more masswas shifted from
the lower values toward the upper values.

Theinfluence of thetest sensitivity on the predicted probability
was amost linear, with a slope of approximately 0.2 (Figure
S16 in Multimedia Appendix 1).
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Figure 5. Simulation result of the risk assessment for group quarantine model for the childcare scenario (A) and the prior distributions for 2 certain
parameter sets and the likelihood (B). The default parameters derived from data from the second half of 2020 are marked in red.
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Usability Evaluation

Cognitive Walk-Through

We conducted the cognitive walk-through in the local health
authorities of Berlin-Reinickendorf and Bremerhaven with 3
containment scouts each. The users tested the web application
version as of May 2022.

Most of the testers (4/6, 67%) were able to complete tasks 1 to
3, apart from testers 2 and 6, who did not manage to apply the
task to thetools. Even for the testerswho were able to complete
the task, the results of task 2 were confusing as the graphic was
not intuitive and was described using misleading terms. Tasks
4 and 5 were completed only by testers 4 and 5. For the other
testers, theinput was not intuitive; therefore, they were not able
to complete tasks 4 and 5.

In general, the users rated the web application as supporting
and efficient but rather complicated and confusing when using
it for the first time (Figure 6). Assuming a Likert scale from
1=disturbing to 5=supporting, the median of 4 refers to most
users (4/6, 67%) rating the EsteR toolkit as supporting.
Accordingly, the users found the web application to be more
efficient than inefficient (median 4.25) and moreinteresting than
uninteresting (median 4.5). Rating the web application as
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1=simpleto 5=complicated revealed heterogeneous results, with
atendency to perceiveit as simple (median 3.5). On the Likert
scale of 1=clear to 5=confusing, the users tended to find the
front end clear (median 3.5). At least 33% (2/6) of the users
each agreed in describing the EsteR toolkit as simple, efficient,
clear, and interesting. None of the users stated that the web
application was fully disturbing, complicated, inefficient,
confusing, or uninteresting.

All users (6/6, 100%) stated that the visualization of the results
was generally helpful, but some (4/6, 67%) found it hard to
interpret. In particular, the interpretation of the 80% and 95%
timeintervalswas unclear to the testers. Sometesters (3/6, 50%)
expected more detailed information on the event in question,
especially for the last 2 tasks. For the testers who tried, it was
not possible to generate a PDF document of the results shown
in the web application. Nearly al users (5/6, 83%) stated that
more guidance and experience would be helpful to use the
toolkit efficiently.

Thetestersindicated that they would adapt the toolsfor the risk
assessment of diffuse events under (partly) unknown
circumstances. Moreover, the containment scouts stated that
the use cases might help manage groups of >3 people. The
detailed results of the 6 cognitive walk-throughs are presented
in Multimedia Appendix 2.
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Figure 6. Ratings of the web application on a 5-point Likert scale, with 1 indicating full agreement with the negative attribute and 5 indicating full
agreement with the positive attribute. The 6 testers are indicated in (1) purple, (2) orange, (3) turquoise, (4) blue, (5) green, and (6) gray. The median

isindicated as a black square.

Disturbing i Supportive
Complicated ® & O . Simple
Inefficient () R N @ Efficient
Confusing @ E ® & Clear
Uninteresting ® ® @ ’ : Interesting
q T Y T >
1 2 3 4 5

Focus Group I nterviews

The interviews were conducted with focus groups in each of
the local heath authorities of Berlin-Reinickendorf and
Bremerhaven. The 2 focus groups consisted of the 3 containment
scouts from each local health authority who had previously
tested the web application via the cognitive walk-through.

In general, the containment scouts were highly experienced in
assessing transmission risks when applying the official
guidelines of the federal government agency RKI. The scouts
emphasized that they assessed individual cases and, therefore,
valued the personal contact with the index case and contact
persons via telephone. In this way, they normally gathered
detailed information about the event in question. Thisworkflow
istime-consuming and could not be maintained during the entire
course of the pandemic depending on local transmission clusters,
current policies, and guidelines. Therefore, the containment
scouts appreciated digital decision tools as they might help in
handling the varying workload and human resources. They saw
the potential of the web application to offer support, especialy
in justifying their decision on group quarantine as the toolkit
provides a concrete specification of transmission risk. A total
of 33% (2/6) of the testers saw the potential of using the web
application to train new staff. Unexperienced containment scouts
could insert known data and view time frames when
transmission may have occurred.

The containment scouts raised concerns that using the web
application during common workflows might be too
time-consuming. They agreed on preferring short and intuitive
features accompanied by less text and explanations. As a
trade-off, the functionalities and results needed to be understood.
Therefore, more training with the web application would be
needed. In one focus group, the idea of a manual with basic
explanations of functionalities and their interpretation was
discussed.

All the containment scouts (6/6, 100%) were experienced in
assessing transmission risk and periods. Most of them (4/6,

https://formative.jmir.org/2023/1/e44549

67%) expressed that the toolkit's results were in agreement with
their expectations based on experience. In total, 33% (2/6) of
the containment scouts raised the concern that inexperienced
colleagues could tend to rely on the web application’s results
without questioning their plausibility.

A major concern was the dependence of local health authorities
on policies and guidance from the RKI. The local health
authorities needed to continuously adapt their daily work to the
course of the pandemic. The containment scouts indicated that
the web application might not fit their workflows at different
stages. Nevertheless, they agreed that contact tracing might be
more relevant in the future when the epidemiologic situation
and policies change. Further potential wasremarked for thefirst
risk assessment for staff in childcare facilities and schools, as
well as an adaptation to other infectious diseases.

Discussion

Sensitivity Analysisfor Statistical Models
Principal Findings

Infection Period

In the written answers of our web application, the 80% HDRs
were rounded to days. The default parameters led to a period
of 8 days for the 80% HDR and a 1-loU of <0.2, which
corresponded in almost all casesto at most 2 days that are part
of the union but not the intersection of two 80% HDRs. For
example, the 80% HDR of point 1in Figure 1 startson the same
day but ends 1 day after the 80% HDR from the default
parameters. Thus, we rated the results as stable regarding the
mean and median of theincubation time distribution in the area
within thefirst contour line of 0.2. Thisarea covered half of the
studies (14/28, 50%) and especially included the 11% (3/28) of
studies that were the most recent in terms of the time of data
collection.
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I nfection Spread

In this use case, the results were more susceptible to parameter
deviationsthan before as, in our underlying group scenario, the
prediction was only influenced by the mass of the distribution
of the first 4 days. This part of the distribution changed faster
than the overall shape and the 80% HDRs when altering the
mean or median (Figure 1B). In a different scenario, the
deviations in the predicted infections could be even higher in
both directions. Hence, it was not possibleto determine arange
of parameters for which the model is generally stable.

IlIness Period

Asfor the infection period, we reported the 80% HDRs in our
web application in days. In this case, the default values led to
aperiod of 9 days, and a1-1oU of <0.2 againimplied for almost
all cases a deviation of 2 days at the most. For example, the
80% HDR for point 1 in Figure 3 actualy starts and ends on
the same day asthe one from the default values. Aswe expected
the first generation to be of most interest, we rated the model
to be stable regarding the mean and SD of the serial interval in
the area within the contour line of 0.2 of the 1-1oU plot of the
first contact generation. Thisareawas only dlightly smaller than
the onefrom the contour line of W;=1in Figure 3A and covered
approximately half (17/35, 49%) of the studiesincluded for this
use case.

I nfectious Period

In the web application, the default values resulted in areported
80% HDR with a length of 8 days. For a 1-loU of <0.2, the
difference between two 80% HDRs was again, in most cases,
<2 days. Hence, we again rated the model to be stableregarding
the mean and SD in the areawithin the first contour line of 0.2.
Unfortunately, aswewere not ableto identify other studiesthat
modeled the infectious period, we could not rate the stability
of our study selection.

Risk Assessment for Group Quarantine

The nonmonotone course of the prediction when increasing the
E(K|K>0) with afixed P(K>0), as shown in Figure 5A, is due
to the complex relationships inside our model: the prediction
is derived from the prior distribution for the COVID-19
transmission model for the specific group situations and a
likelihood representing the current test situation in the group.
In the simulations, the prior was determined by P(K>0) and
E(K|K>0), whereas the likelihood remained unchanged as it
depended on the number of negative tests per day and the
sensitivity of the conducted test types, which were fixed.

To calculate the probability of no further infections, the prior
probability for K=0 was divided by the sum of the product of
the prior and likelihood. The mass shift in the prior distribution
between points 1 and 2 in Figure 5 was caused by the higher
E(K|K>0) and resulted in the same probability for the 2
parameter sets in this specific group and test situation. The
school scenario was simulated in the same parameter range but
with another group and test situation and resulted in a different
mirrored behavior than that of the childcare scenario. Thus, it
was not possibleto determine arange for the model parameters
for which the resulting probability is stable as the behavior
highly depended on the specific group setting.

https://formative.jmir.org/2023/1/e44549
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The variation in the day-dependent test sensitivity shows that
it has only alow influence on the predictions, and the model is
stable regarding this sensitivity.

Limitations

For each use case, we created a single scenario defined by the
input data for which we conducted our simulations. However,
many more combinations of different input data could be chosen
for the use cases of the infection period for more than one
person, the infection spread, and the risk assessment for group
guarantine. For the sensitivity analysis, considering all possible
combinations would increase the complexity of the simulation
and make the interpretation of the results more challenging.
Thus, we decided to analyze the infection period only for one
person, and we created group situations we typically expect as
user input for the infection spread and the risk assessment of
group quarantine. Nevertheless, some sensitivity effects might
be missed.

Furthermore, the literature review was from March 2022 and
resulted in papers that mainly analyzed data from early 2020.
Thus, work published since March 2022 is not included in the
review or in our analysis. For theinfectious period and the risk
assessment for group quarantine, we even identified no further
studiesand, thus, had to define plausible model parameter ranges
for the sensitivity analysis on our own.

Comparison With Prior Work

Sensitivity analysisis awidely used tool, and in the literature,
it has been used for various COVID-19—related research
guestions (eg, it has been used to analyze epidemiological
models [5,6,8] or understand the transmission of COVID-19
[7]). Weng and Yi [9] conducted a sensitivity analysis to
estimate the COVID-19 incubation time based on a systematic
literature review. The results of the sensitivity analysis showed
that the incubation time varied when excluding or including
certain studies. Our statistical model for the infection period
and spread was also based on the incubation period. Our data
obtained from a literature review [14] also showed a high
heterogeneity.

Usability Evaluation
Principal Findings

Cognitive Walk-Through

The cognitive walk-throughs reveal ed critical issues of the web
application and users' understanding of features and results.
The concerns and misunderstandings gathered led to an update
of features of the web application.

In this study, the cognitive walk-throughs showed that the tools
were not easy to understand as not all testers were able to
complete the exampl e tasks that included basic information on
containment. In total, the participants in our study provided
similar feedback that varied according to their personal attitudes
toward digital tools in general and their experience with
containment. In particular, use cases 4 and 5 on group meetings
were not intuitive. Accordingly, the input Ul was restructured
in such a way that the inputs are aligned with the tools.
Furthermore, the testers' feedback showed that the results
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statements and graphics could be misunderstood or not
understood at all. The visualization of the resultswas generally
stated to be helpful, and some testers (2/6, 33%) highlighted
that it should be as easy to understand as possible, either
self-explanatory or accompanied by a brief explanation. Thus,
we added more detailed descriptions to the graphics and
explanatory texts. On request, the results section of each tool
in the web application provides an example of how to interpret
the calculated probabilities.

The cognitive walk-throughs disclosed functionalities that were
not working properly and minor bugs. This led to adaptations
of the back end. The function to create a PDF document of the
results shown in the web application was not working. Thus,
this function was removed from the UI.

Most of the testers (5/6, 83%) expected to be able to use the
tools properly after trying out some moreinputs. However, more
guidance would be appreciated. Thewording used to guide users
in inserting the inputs was adapted. The Ul of use cases 4 and
5 was adapted with a clear workflow to enter the inputs and
more detailed descriptions of the inputs and results. All users
werehighly experienced in COVID-19 risk assessment and used
their expertise to interpret the results of the tools. Usualy, the
containment scouts process detailed information on the event
in question for a more precise risk assessment. We discussed
the number of possible inputs to the models and decided to
provide general tools that are applicable to various events. In
general, the containment scouts stated that the tools might be
helpful in justifying their decison on whether to order
guarantine for contact persons.

Focus Group Interviews

The feedback from the focus group interviews showed the
containment scouts' perception of the values and concerns
regarding the web application and revealed suggestions to
improve usability. The suggestions were implemented when
applicable within the tools and rel evant for the broader purpose
of thetoolkit.

Inthefocus group interviews, the containment scouts were open
and interested in integrating the digital decision support tool
into their workflows when suitable. The scouts highlighted the
importance of efficient contact tracing to contain COVID-19
outbreaks. Most of them (5/6, 83%) stated that they would use
the EsteR toolkit or recommend it to colleagues in case the
policies changed and set contact tracing back in the focus of
pandemic control. Tools of the web application should have a
high comprehensibility to allow for use in daily work by local
health authorities. Thisindicatesthat the Ul should beassimple
and clear as possible. In this way, the web application can also
serve as an efficient tool instead of being unnecessarily
time-consuming, which some containment scouts were
concerned about. The apprehension that the tools might be too
time-consuming was aready expected beforehand as we
consulted an executive of alocal health authority regularly while
developing the web application.

Another important concern is the rapidly changing policies of
the RKI. The statistical models behind the web application are
based on the COVID-19 transmission properties obtained from
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Alperset d

our latest literature research [14]. The tool for calculating the
infectiousness period of persons without symptoms was based
on the RKI policies until May 2, 2022, which are displayed in
the results of the tool. At the time of the interviews, contact
tracing was not a priority for pandemic containment. The local
health authorities were not in charge of ordering quarantine for
suspected infected persons. Therefore, the containment scouts
highlighted that the web application should be as flexible as
possible to adhere to changing RKI regulations. The tools are
generadly based on the evidence found in international
peer-reviewed literature. In thisway, singletools can be adapted
and applied to specific cases.

The target group was rather heterogeneous in terms of
experience with knowledge of COVID-19 transmission risks
and with digital tools. In the interviews, the containment scouts
discussed the idea of using the web application to familiarize
new employees with the work tasks and support the
decision-making process. To address this suggestion, we
simplified the tools in the web application and added more
detailed descriptions and helpful explanations on request. In
this way, the web application can be used intuitively for the
first timewithout reading amanual or receiving further training.

Limitations

We expected more differential feedback for the use of the web
application as each local health authority in Germany works
dightly differently. Only 6 containment scouts from 2 local
health authorities participated in the cognitive walk-through.
Unfortunately, it was not possible to reach out to another local
health authority for the usability evaluation.

Furthermore, user feedback waslimited to their first impressions
and whether they could solve the tasks on the first or second
try. Related to the feedback that they would prefer to try out
some of the web application functionalities intuitively and get
an impression of how to use it, we will provide the web
application to the users before conducting the cognitive
walk-throughs next time. We would expect more specific
feedback and further thoughts on implementation after users
have aready tried it out. However, users should not aready be
familiar with the web application to gather their perceptionsfor
intuitive use.

Furthermore, the usability evaluation was limited to only 6
participants from 2 local health authorities.

Our results might be biased as the containment scouts we
approached were highly experienced with contact tracing. Their
perceptions of efficient decision support coincided with feedback
on guidance and explanations. Nevertheless, the participants
had different backgrounds using digital tools. Therefore, we
assessed different levels of expertise in working with the UI.
However, amajor limitation isthat the containment scoutswere
not mainly working on contact tracing at the time of the
interview owing to the currently valid regulations. By that time,
the RKI policy did not focus on contact tracing, and persons
suspected of being infected were quarantined. Therefore, the
containment scouts had to think back to the time when they had
to justify their decision on whether to order quarantine.
Nevertheless, they expected the regulationsto be adapted to the
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course of the pandemic, so contact tracing might be important
again during times of higher infection numbers or higher
hospitalization rates.

Comparison With Prior Work

Although the cognitive walk-through method has been applied
for Ul evaluation of digital applicationsin genera [79], it has
recently been applied to digital applications targeting health
outcomes. For example, user-centered cognitive walk-throughs
have been applied to evaluate a diabetes self-management tool.
This method has been shown to be sensitive in identifying
critical usability problems and generating recommendationsto
improve the effectiveness, efficiency, and user acceptance of
the tool [10]. Moreover, a decision support tool in the clinical
context of self-medication has recently been evaluated through
cognitive walk-throughs. Dargan [11] found that their tool was
generally understandable and helpful for users. The participants
provided recommendations to improve content and layout that
the developers could adapt to improve the usability and
satisfaction of the decision support tool.

Focus group interviews have been applied for usability
evaluation (eg, of clinical decision support tools [12,13]).
Kastner et a [12] assessed physicians attitudes toward an
osteoporosis disease management tool and consequently
designed a functional prototype of the tool. The interviews
revedled the importance of the use of the tool being as
time-saving and handy as possible, as well as specific
recommendations for features to be implemented. Ahearn and
Kerr [13] conducted focus group interviews to explore the
intended users’ attitudes and expectations for integrating such
toolsinto their workflows. The participants stated that the output
should be as narrow as possible to not overwhelm the user with
lessimportant information.

Accordingly, in our study, we identified functionalities that
were not working properly and features that led to misuse and
misunderstanding, obtained recommendations for layout
improvements, and obtained feedback that the web application
would help familiarize the user with the context and support
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the decision-making process. The containment scouts
highlighted theimportance of efficient contact tracing to contain
COVID-19 outbreaks. We assessed similar concerns as in the
focus group interviews conducted by Kastner et a [12] and
Ahearn and Kerr [13], namely, that the features need to be easy
and fast to use to implement the tool in the workflow.

Conclusions

In this study, we validated every statistical model of the EsteR
toolkit through a sensitivity analysis of the model parameters
derived from a literature review [14]. The results of this
simulation study revealed how stabl e the statistical modelsused
are and, thus, how carefully their parameters must be chosen.
For the singleinfected person use cases (infection period, illness
period, and infectious period), we were able to identify ranges
for al model parameters for which the results were stable.
However, the infection spread for groups was very sensitive to
parameter changes, and this use case, as well as the risk
assessment of group quarantine, highly depended on the specific
group setting. These 2 use cases would benefit the most from
an update of the model parametersto the exact situation at hand.
Furthermore, the data sets provided by the literature review
showed a high heterogeneity.

In the second step, we conducted cognitive walk-throughs and
focus group interviews with containment scouts to evaluate the
usability of the web application. On the basis of the results, the
Ul of theweb application was adapted to make it more intuitive
and easier to learn and reduce the time of use.

For now, the EsteR toolkit will not be improved further as the
COVID-19 pandemic does not play amajor rolefor local health
authorities anymore. However, in the case of a new pandemic
arising, the toolkit can be easily adapted and extended as soon
as studies providing pathogen properties such as incubation
time are published. Thisevaluation study quantifiesthe general
usefulness of the EsteR toolkit and demonstrates the extensive
evaluation of adecision support tool in the public health sector,
providing all data and code for reproducing the sensitivity
analysis.
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