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The continued introduction of biomarkers and innovative testing methods makes already complex
diagnosis in patients with stage IV nonesmall-cell lung cancer (NSCLC) even more complex. This study
primarily analyzed variations in biomarker testing in clinical practice in patients referred to a
comprehensive cancer center in the Netherlands. The secondary aim was to compare the cost of
biomarker testing with the cost of whole-genome sequencing. The cohort included 102 stage IV NSCLC
patients who received biomarker testing in 2017 or 2018 at the comprehensive cancer center. The
complete biomarker testing history of the cohort was identified using linked data from the
comprehensive cancer center and the nationwide network and registry of histopathology and cyto-
pathology in the Netherlands. Unique biomarker-test combinations, costs, turnaround times, and test
utilization were examined. The results indicate substantial variation in test utilization and sequences.
The mean cost per patient of biomarker testing was 2259.92 � 1217.10 USD, or 1881.23 � 1013.15
EUR. Targeted gene panels were most frequently conducted, followed by IHC analysis for programmed
cell death protein ligand 1. Typically, the most common biomarkers were assessed within the first
tests, and emerging biomarkers were tested further down the test sequence. At the cost of current
biomarker testing, replacing current testing with whole-genome sequencing would have led to cost-
savings in only two patients (2%). (J Mol Diagn 2021, 23: 484e494; https://doi.org/10.1016/
j.jmoldx.2021.01.004)
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The use of biomarker testing1,2 for the prediction of
treatment response and disease progression has made the
diagnostic pathway of advanced nonesmall cell lung
cancer (NSCLC) increasingly complex.3 Moreover, this
pathway is expected to become even more complex in the
near future with the introduction of new biomarkers and
innovative testing methods, such as whole-genome
sequencing (WGS) and the evaluation of circulating
tumor DNA using liquid biopsies.4 For response predic-
tion and for selecting the optimal treatment,5 biomarker
testing needs to be completed before treatment initiation.
Hence, the turnaround time of biomarker testing directly
influences the time at which a patient can be started on
Pathology and American Society for Investiga
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treatment.6 In practice, multiple biomarker tests, such as
targeted gene panels and immunohistochemistry (IHC)
analysis are often conducted, which can result in unnec-
essary delays if there is an unplanned cascade of tests
tive Pathology. Published by Elsevier Inc.
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Biomarker Testing in Advanced NSCLC
along the pathway. In case of substantial delays, priority
could be given to initiating a suboptimal therapy even
before the results of biomarker testing are received.7

While the relationship between delays and survival is
unclear due to confounding by indication,8 a large-scale
study found an association between time to treatment
and mortality across all tumor stages in NSCLC.9

Testing the biomarkers with the highest prevalence first
maximizes the likelihood of finding an actionable target as
early as possible and minimizes the number of tests con-
ducted. Current clinical practice guidelines recommend
routine testing for biomarkers such as EGFR, ALK, BRAF
V600E, and ROS1, to predict response to targeted therapy,
and programmed cell death protein ligand (PD-L)-1 to
predict response to immunotherapy.10,11 The prevalences of
biomarkers vary across genes and patient subgroups. A high
PD-L1 expression level is present in a subgroup of 22% of
NSCLC patients12 while 14% of patients in Europe harbor
an EGFR mutation.13 Across all NSCLC patient subgroups,
2% to 7% of patients harbor an ALK translocation, 3% to
5% of patients harbor a BRAF V600E mutation, and ROS1
rearrangements can be detected in 1% to 2% of patients.

A wide variety of techniques and platforms are available
to test for these biomarkers. Single-gene tests such as
Sanger sequencing, IHC, and a range of in situ hybridization
tests are, in most cases, less expensive14 and have a shorter
turnaround time compared to multigene methods such as
next-generation sequencing (NGS). While NGS, and
particularly WGS, can increase efficiency by substituting all
other tests used for biomarker testing, WGS is more
expensive compared to other biomarker tests,15e18 which is
one of the reasons that it is not yet widely used in clinical
practice. However, most patients undergo multiple
biomarker tests, and whether WGS is also more expensive
compared to the total cost per patient of biomarker testing is
currently unclear.

Nonetheless, relatively little detailed information about
the use of biomarker testing in clinical practice, including its
contribution to the total cost of the diagnostic pathway, is
available. This information would add essential information,
as previous budget-impact studies of biomarker testing in
lung cancer have reported aggregated measures, such as
health care resource utilization.19e21 Additionally, other
relevant information, such as how tests are sequenced,22 test
techniques used,6,23 and the actual costs of these test se-
quences, is not yet fully known.

This study, therefore, aimed to provide a complete
overview of biomarker testing, potentially spanning multi-
ple treatment lines, in a cohort with stage IV NSCLC in the
Netherlands. The entire cohort was referred to a compre-
hensive cancer center (CCC), but also data on biomarker
testing prior to referral were included in the current study.
More specifically, estimates of utilization, sequence, turn-
around time, and total cost of biomarker testing are
provided.
The Journal of Molecular Diagnostics - jmdjournal.org
Materials and Methods

Methods

Exploratory data analysis and process mining techniques
were used for this investigation into the biomarker-testing
pathway. Process mining is a set of techniques that exploit
the information contained in event logs, which describe
activities in terms of when they were executed and who was
involved with the activity. Process mining allows for the
discovery of the actual ordering of care processes and for
the evaluation of the characteristics of testing, such as
turnaround times and costs. More specifically, for each pa-
tient, biomarker tests were ordered based on the times at
which they were recorded. R software package version 3.5.2
(https://www.r-project.org, last accessed June 5, 2020)24

was used for the analysis, and R software package bupaR
version 0.4.225 was used for process mining.

Data Sources

Eligible patients attended a large tertiary referral site, a
CCC, and were identified using linked pathology data from
the referring hospital to ensure analysis of the complete
diagnostic pathway, resulting in one event log that con-
tained highly granular information on the types and timings
of the activities conducted for each patient. PALGA (the
nationwide network and registry of histopathology and
cytopathology in the Netherlands) was used for extraction of
the biomarker-testing history at other hospitals for the pre-
sent patient cohort. Thus, this cohort was unique because of
the access to diagnostics used by the referring hospital and
CCC.

Data Cleaning and Enrichment

Duplicate activities, that is, tests with either a duplicate start
or completion time, assumed to be reporting errors were
removed. Activities not executed for reasons such as
insufficient tumor material available were also excluded
(n Z 51; 5.5%). This led to the exclusion of data from nine
patients (8.1%). The event log was enriched with data on the
costs of the biomarker tests as reported in a previous
microcosting study from the Netherlands in which 24 pa-
thology laboratories participated.15 For tests for which no
cost data were available, reimbursement tariffs from 2017
were retrieved from the Dutch Healthcare Authority [https://
puc.overheid.nl/nza/doc/PUC_13010_22 (in Dutch), last
accessed May 22, 2020].26

Patient Selection

The cohort consisted of patients with stage IV NSCLC who
underwent IHC or molecular diagnostics at the CCC. Only
patients who underwent biomarker testing at the CCC
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Table 1 Characteristics of the Patient Population

Characteristic Value (N Z 102)

Age, median (IQR), years 58.8 (12.6)
Sex, n (%)
Female 51 (50.0)
Male 51 (50.0)

Stage, n (%)
4 37 (36.3)
4A 23 (22.5)
4B 42 (41.2)

Histologic examination,* n (%)
Adenocarcinoma 75 (73.5)
Squamous cell 12 (11.8)
Other specified carcinomas 9 (8.8)
Unspecified carcinomas (NOS) 6 (5.9)

Tests, median n (IQR) 7 (4)
Cost per patient of biomarker testing,y

means � SD
2258.42 � 1216.29
USD;1881.23 �
1013.15 EUR

Patient received biomarker testing also
at other center(s), n (%)

49 (48.0)

IQR, interquartile range; NOS, not otherwise specified.
*Classification of histologic examination is based on ICD-O codes.28
yCalculated by dividing the sum of all biomarker test costs by the number

of patients in the cohort.
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between January 1, 2017, and December 31, 2018, were
included. Patients who underwent biomarker testing at the
CCC before or beyond this period were excluded. Data from
the CCC spanned until August 2019, so there was reason-
able confidence that all relevant activities within each pa-
tient episode were captured. This limited time interval was
applied to minimize interpatient heterogeneity in data on
tests received, caused by the implementation of new testing
techniques over time, while retaining a patient cohort with
an acceptable size. In total, data from 102 patients were
included.

Biomarker Testing in the Comprehensive Cancer Center

The CCC is a nonteaching and nonacademic, specialized
center. The CCC frequently organizes and participates in
clinical trials. Biomarker testing is indicated for all patients
with stage IV NSCLC. The oncologist requests biomarker
testing, and in most cases, requests a specific biomarker test.
The oncologist also specifies whether the biomarker testing
is for an initial diagnosis or resistance analysis. The
pathologist, together with the pulmonologist or oncologist,
decides which genes will be tested for, while the molecular
pathologist determines which technique or test will be used
for each biomarker. Biomarker tests were conducted
sequentially according to the NSCLC biomarker-testing
strategy that the CCC had in place during the study
period. With the identification of an actionable target, no
further testing was undertaken, given that actionable targets
rarely overlap.27 The CCC conducted all testing in-house.

In this case, the CCC was a tertiary referral hospital; thus,
almost all of the patients treated at the CCC had previously
undergone diagnostics, and potentially also treatment, else-
where. Reasons for referral to the CCC included enrollment in
a clinical trial, case complexity, and having exhausted treat-
ment options at the referring hospital. Although most patients
referred to the CCC had undergone diagnostics and treatment
previously, it is possible that not all relevant biomarkers for an
initial diagnosis were tested at the referring hospital. Addi-
tionally, testing at the CCC is sometimes conducted to
establish the eligibility of patients for enrollment in clinical
trials. Therefore, biomarker testing at the CCCmay have been
more elaborate, and thus more expensive, compared to testing
at nonspecialized centers and nonacademic hospitals. In most
cases, physicians at the CCC trust the results of tests con-
ducted elsewhere, minimizing the need for retesting the same
biomarkers. Given the sequential nature of the test strategy,
the test sequence conducted at the CCCwas dependent on the
tests conducted at other hospitals.

Validation with Clinicians

The findings were iteratively validated with a lung
pathologist (K.M.) and pulmonologist (E.S.) employed at
the CCC. First, during the initial stages of the analysis,
discussions improved the understanding of the large degree
486
of variation in the tests utilized and in the test sequences.
Second, once the analysis was completed and the results of
the study were presented to the clinicians, it became clear
that the department of pathology was responsible for the
order of the individual tests, and whether they were con-
ducted in parallel or sequentially. Once all of the individual
tests included in an order were completed, the results were
sent to the requesting oncologist or pulmonologist. There-
fore, how individual tests are sequenced is typically not
known to the oncologist or pulmonologist. After discussing
the results of the current study, both of the clinicians were
confident that the results reflected their experience in daily
clinical practice.

Results

Patient Population and Health Care Utilization

Table 1 describes the final patient cohort. The cost per
patient reported in Table 1 includes the costs of all
biomarker tests conducted. Additionally, the mean � SD
total cost per patient in those who underwent biomarker
testing at other centers was 2550.91 � 1221.51 USD, or
2124.87 � 1017.50 EUR. In these patients the mean
estimated cost of biomarker tests conducted at the CCC
was 1778.44 � 1197.39 USD, or 1481.42 � 997.41
EUR.
Biomarker tests conducted at the CCC and at the referring

centers are summarized in Tables 2 and 3, respectively. (All
genes included in the assays and hotspot panel are listed in
Supplemental Table S1). In some patients, the same test was
jmdjournal.org - The Journal of Molecular Diagnostics
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Table 2 Descriptives of Biomarker Tests Conducted at the CCC

Biomarker
Test technique or
platform

Absolute
frequency

Unique patients
tested, n (%)

Turnaround time,
median (IQR), days Cost, EUR Cost, USD

MET exon 14 deletion RT-PCR 85 78 (77.2) 8.1 (4.1) 275.24 330.43
EGFR, HER2 Multiplex fragment analysis 77 73 (72.3) 8.3 (5.0) 436.26* 523.73
PD-L1 IHC 70 70 (69.3) NA 93.74 112.53
Assay TSACP MiSeq (Illumina, San Diego, CA)y 44 41 (40.6) 11.8 (3.8) 258.96 310.88

Path version 2Dz 23 17 (16.8) 86.9 (100) 993.67x 1192.90
Archer FusionPlex MiSeq (Illumina){ 2 2 (2.0) 9.1 (9.1) 993.67x 1192.90
Total 69 54 (53.5) 12.8 (9.2) 417.57 501.23

ALK IHC 54 54 (53.5) NA 101.88 122.31
FISH 5 3 (3.0) 7.7 (4.8) 134.48 161.44
Total 59 55 (54.5) 7.7 (4.8) 102.16 122.64

ROS1 IHC 50 50 (49.5) NA 101.88 122.31
FISH 8 6 (5.9) 9.9 (3.1) 134.48 161.44
Total 58 51 (50.5) 9.9 (3.1) 102.69 123.28

Hotspot panel Sequenom MassARRAY 51 46 (45.5) 7.8 (3.2) 436.26* 523.73
MET FISH 33 29 (28.7) 9.1 (4.8) 134.48 161.44

DISH 8 8 (7.9) NA 436.26* 523.73
IHC 1 1 (1.0) NA 97.81 117.42
Total 42 34 (33.7) 9.1 (4.8) 151.18 181.49

NTRK IHC 41 41 (40.6) NA 97.81 117.42
RET FISH 38 34 (33.7) 10.9 (7.4) 134.48 161.44
HER2 IHC 12 12 (11.9) NA 97.81 117.42

DISH 7 7 (6.9) NA 436.26* 523.73
Sanger sequencing 3 2 (2.0) 10.3 (6.4) 71.19 85.46
FISH 1 1 (1.0) 10.9 134.48 161.44
Total 23 14 (13.9) 10.6 (3.6) 178.51 214.30

FGR1 FISH 5 5 (5.0) 17.8 (4.6) 134.48 161.44
EGFR FISH 3 2 (2.0) 9.2 (5.9) 134.48 161.44

Sanger sequencing 2 1 (1.0) NA 71.19 85.46
Total 5 3 (3.0) 9.2 (5.9) 115.01 138.07

EGFR T790M HRM sequencing 4 4 (4.0) 5.9 (2.0) 97.62 117.19
NRAS Sanger sequencing 1 1 (1.0) 55 (0.0) 60.58 72.73

HRM sequencing 1 1 (1.0 7.8 (0.0) 74.56 89.51
Total 2 2 (2.0) 31.4 (23.6) 67.57 81.12

NRAS exon 4 Sanger sequencing 2 2 (2.0) 9.2 (2.4) 60.58 72.73
TP53 Sanger sequencing 2 2 (2.0) 9.2 (0.0) 65.40 78.51
KRAS HRM sequencing 1 1 (1.0) 8.2 (0.0) 97.62 117.19

Sanger sequencing 1 1 (1.0) 6.8 (0.0) 67.33 80.83
Total 2 2 (2.0) 7.5 (0.7) 82.47 99.01

The table includes only biomarkers that were tested more than once. All assays consist of at least the following genes: ALK, EGFR, BRAF, KRAS, and MET. All
genes included in the assays and hotspot panel are listed in Supplemental Table S1.
CCC, comprehensive cancer center; DISH, dual in situ hybridization; FISH, fluorescence in situ hybridization; HRM, high-resolution melt; NA, not applicable;

RT-PCR, reverse transcription PCR; TSACP, TruSeq AmplicondCancer Panel.
*Maximum reimbursed amount for simple molecular diagnostics in 2017.26
yForty-eightegene DNA assay.
zTwenty-nineegene DNA assay.
xMaximum reimbursed amount for complex molecular diagnostics in 2017.26
{Fourteen-gene RNA assay.

Biomarker Testing in Advanced NSCLC
conducted more than once, as indicated by the difference
between the absolute frequency and the number of unique
patients tested in Table 2. In cases in which IHC showed a
low PD-L1 expression level, a retest with a different anti-
body was conducted (14 patients). The CCC used antibody
clones 22C3 and SP142 for IHC analysis of PD-L1
expression level. The antibody clones used elsewhere
The Journal of Molecular Diagnostics - jmdjournal.org
were unknown. Of the entire cohort, 94 (92.2%) underwent
testing with a gene assay using either NGS or Sequenom
MassARRAY (Agena Bioscience, San Diego, CA), and 82
(80.4%) underwent IHC analysis for PD-L1 expression
level. Although turnaround times with IHC tests are not
available from Table 2, these tests typically have a relatively
short turnaround time of up to several days.
487
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Table 3 Descriptives of Biomarker Tests Conducted at Referring Centers

Biomarkers Test technique or platform
Absolute
frequency

Unique patients
tested, n (%) Cost, EUR Cost USD

Assay Ion AmpliSeq (Thermo Fisher Scientific,
Waltham, MA)*

44 34 (69.4) 296.45 355.89

TSACP MiSeq (Illumina)y 4 4 (8.2) 258.96 310.88
Total 48 36 (73.5) 258.96 310.88

ALK IHC 22 21 (42.9) 101.88 122.31
FISH 7 6 (12.2) 134.48 161.44
Technique unknown 4 3 (6.1) 436.26z 523.73
Total 33 25 (51.0) 114.53 137.49

PD-L1 IHC 29 25 (51.0) 93.74 112.53
ROS1 IHC 11 11 (22.4) 101.88 122.31

FISH 6 6 (12.2) 134.48 161.44
Technique unknown 2 2 (4.1) 436.26z 523.73
Total 58 51 (50.5) 102.69 123.28

KRAS Technique unknown 7 6 (12.2) 436.26z 523.73
Sanger sequencing 1 1 (2.0) 67.33 80.83
Idylla (Biocartis, Mechelen, Belgium) 1 1 (2.0) 257.74 309.42
Total 9 8 (16.3) 425.53 510.85

EGFR Technique unknown 8 8 (16.3) 436.26z 523.73
Sanger sequencing 1 1 (2.0) 71.19 85.46
Total 9 8 (16.3) 425.53 510.85

RET FISH 5 5 (10.2) 134.48 161.44
IHC 1 1 (2.0) 97.81 117.42
Total 6 6 (12.2) 133.07 159.75

MET FISH 3 3 (6.1) 134.48 161.44
HER2 IHC 1 1 (2.0) 97.81 117.42

Sanger sequencing 1 1 (2.0) 71.19 85.46
Technique unknown 1 1 (2.0) 436.26z 523.73
Total 3 3 (6.1) 201.75 242.20

The table includes only biomarkers that were tested more than once. All assays consisted of at least the following genes: ALK, EGFR, BRAF, KRAS, and MET. All
genes included in the assays and hotspot panel are listed in Supplemental Table S1.
FISH, fluorescence in situ hybridization; TSACP, TruSeq AmplicondCancer Panel.
*Fifty-gene DNA assay.
yForty-eightegene DNA assay.
zMaximal reimbursed amount for simple molecular diagnostics in 2017.26
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Unique Biomarker-Test Combinations

Including testing both at the CCC and referring centers, 99
unique biomarker-test combinations were found in 102 pa-
tients. Thus, almost none of the patients underwent exactly
the same tests in the same order. Figure 1 shows all of the
unique biomarker-test combinations, ordered chronologi-
cally, in the entire cohort. Figure 1 does not show which
biomarker tests were conducted sequentially and which in
parallel. The degree of test uniformity across patients was
higher at the beginning of the test sequences, compared to the
tests conducted at a later stage in the test sequences. The
number of tests conducted per patient also showed a sub-
stantial degree of variation across patients.Most patients were
tested first for biomarkers that were recommended by leading
clinical practice guidelines,10,11 while emerging biomarkers
such asMET, NRAS, and RET were typically tested at a later
stage, to determine eligibility for clinical trials. Overall, 69 of
102 patients were eventually tested with a targeted gene
panel, and in 19 of these patients, it was the first test
488
conducted. In some cases, the same gene was tested twice,
back to back. For example, the second test was in situ hy-
bridization for confirming the positive IHC result. Further-
more, when ALK, PD-L1, ROS1, and in most cases NTRK
were tested one after another, using IHC as a part of the same
workflow.
Zooming in on the 3 weeks of the test sequence (Figure 2)

indicates that the tests were completed at different times in
each patient. Moreover, in most patients, more than one test
was completed, even within this relatively short interval.

Distribution of Cost per Patient

Figure 3 presents the distribution of the total cost per patient
of the biomarker tests conducted at both the CCC and other
centers. Figure 3 shows a typical right-skewed distribution,
meaning that in several patients the costs were much higher
than the mean. Patients undergoing testing of a relatively
low cost received a relatively low number of tests. Given
that WGS may replace all other biomarker tests conducted,
jmdjournal.org - The Journal of Molecular Diagnostics
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Figure 1 Unique biomarker test combinations for all individual patients included in the patient cohort. The tests were ordered chronologically. Each row represents
the biomarker-test combination for one patient. Numbers shown on the right indicate the number of patients who received the same biomarker test combination.

Biomarker Testing in Advanced NSCLC

The Journal of Molecular Diagnostics - jmdjournal.org 489

http://jmdjournal.org


Figure 2 Distribution of biomarker tests over time, zoomed in on the first 3 weeks after completion of the first biomarker test. Each row represents one patient.
Each dot represents one biomarker test. Patients are ordered by the total duration of their care pathway and may continue beyond the 3 weeks shown here.

van de Ven et al
the number of patients who would have incurred lower costs
had they received WGS as the only test can be derived. The
cost of WGS may be different in other countries and may
continue to decrease over the years. Therefore, Figure 2
includes multiple hypothetical cost levels for WGS.

Discussion

This study provides further insight into the biomarker tests
used in patients with stage IV NSCLC, based on complete
biomarker-testing history, conducted at either the CCC or
490
other centers. The patient cohort was described using
clinical and other patient characteristics. The cost level at
which WGS would be equally or less expensive compared
to the cost per patient observed in the present cohort was
examined. The median age of the cohort was lower
compared to that of the total population of patients with
stage IV NSCLC,29 potentially due to the fact that eligibility
of younger patients for treatment is higher, resulting in
increased biomarker testing. Compared to the total popula-
tion of patients with stage IV NSCLC, the cohort contained
relatively more patients with adenocarcinoma, with possible
jmdjournal.org - The Journal of Molecular Diagnostics
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Figure 3 Distribution of the total
cost per patient for biomarker testing.
The black dashed line indicate the
mean costs per patient. Blue dashed
lines indicate the current price of
whole-genome sequencing (WGS), a hy-
pothetical cost of V2000, V3000, and
V4000 per patient, respectively. Shaded
areas represent the number of patients
for whom WGS may have been equally
expensive or less expensive at each
respective price level. Purple, 17 pa-
tients (16.7%); green, 7 patients
(6.9%); yellow, 3 patients (2.9%); blue,
2 patients (2.0%).

Biomarker Testing in Advanced NSCLC
overrepresentation, which could have been caused by the
fact that these patients typically have a higher probability of
harboring biomarkers.30

The results illustrate the sequential nature of these tests
and differences in testing capabilities across referring and
referral centers. They show 99 unique biomarker-test com-
binations in 102 patients, including tests conducted at both
the CCC and referring centers. The mean cost per patient of
biomarker testing was 2258.42 � 1216.29 USD, or 1881.23
� 1013.15 EUR, of which, on average, 1778.44 USD, or
1481.42 EUR (75%) was incurred at the CCC, a marked
increase from 1369.77 USD, or 1141 EUR, reported by Van
Amerongen et al22 in 2015, also based on data from the
CCC. The median number of biomarker tests per patient in
the cohort was substantially higher compared to the number
of tests per patient assumed by Van Amerongen et al,22 and
may have been a cause of the increase in cost per patient.
This increase in cost had no direct financial consequences to
the patients, as these costs are reimbursed through basic
health insurance in the Netherlands. However, it does in-
crease the budget impact of biomarker testing. Figure 3
shows a long-tailed distribution, which highlights that a
relatively small number of patients incurred a substantially
higher total cost of biomarker testing.

The data in Figures 1 and 2 indicate that, in most patients, the
most common biomarkers were tested within the first few tests,
and that emerging biomarkers were typically tested later in the
test sequence. An exception is NTRK fusion, an emerging
The Journal of Molecular Diagnostics - jmdjournal.org
biomarker with a relatively low prevalence,31 that in theCCC is
tested for with IHC. In the CCC, NTRK is often tested in the
same workflow as ALK, PD-L1, and ROS1, and is therefore
tested at a relatively early stage in the test sequence. Given the
sequential nature of the strategy used for biomarker testing,
whether additional tests are conducted is partly dependent on
the results of previous tests. Further testing is also dependent on
the availability of tumor material. An additional source of
variation among test sequences is the highly dynamic land-
scape of biomarker testing, illustrated by the monthly or
bimonthly changes in the test protocol of the CCC.

Testing for the most prevalent biomarkers first maximizes
the likelihood of finding an actionable target as early as
possible and minimizes the number of tests conducted.
Testing for the most prevalent biomarkers first is especially
relevant in settings in which obtaining enough biopsy
material is challenging. While some patient subgroups have
a higher likelihood of harboring biomarkers,14 it is difficult
to predict which patients will require a high number of tests
to find a positive result. Even so, 69 of 102 patients even-
tually underwent testing with a targeted gene panel, and in
19 of these patients, it was the first test received. Addi-
tionally, 15 patients were tested more than once with the
same gene assay. This finding was not unexpected, given
that the same panel used for initial testing was also used for
resistance testing in the CCC. Evidence from a decision-
analytical model suggested that using NGS as the initial
test can lead to cost-savings compared to a sequential
491
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approach.32 However, some biomarkers, such as PD-L1
expression, are currently not testable with NGS, and NGS
requires a large amount of tumor material, which leads to a
higher failure rate compared to IHC.33 In general, careful
management of tumor material and techniques that facilitate
the testing of many genes concurrently while using a limited
amount of tumor material is advisable.

The number of patients in whom biomarker testing would
have been equally or less expensive had their entire test
sequence been replaced with WGS was also analyzed.
Depending on the assumed cost level of WGS, this number
ranges from 2 patients (2.0%) at the current cost level of
approximately 5691 USD, or 4700 EUR per patient, to 29
patients (28.4%) at a hypothetical cost of 2403 USD, or
2000 EUR, per patient. However, studies from other coun-
tries have reported different price levels,16e18 and others
have predicted future decreases in costs.15 Therefore, it is
likely that this number will change soon. The costs of other
tests are also dynamic, so the costs of testing need to be
compared regularly. Moreover, it is likely that testing for
progression or treatment resistance would still be required
after WGS, which would lead to higher costs. The costs of
tests for treatment resistance and progression were excluded
from the cost comparison in Figure 3, as the costs of those
tests were unknown. Nonetheless, the downstream value
that more comprehensive molecular diagnostics provide by
improving the treatment decision is potentially much higher
than a reduction in the costs of testing.34

One of the strengths of this article was the level of detail
reported on the conducted tests. This was the first
comprehensive report to have included tested genes, uti-
lized techniques, costs, and turnaround times on the entire
sequence of tests in patients with stage IV NSCLC.
Another strength was that the sources of data used in this
study were not confined to one center. Obtaining data from
multiple centers was especially significant, given that the
test sequence was also dependent on the tests previously
conducted at other centers. Thus, the test sequence should
be evaluated in its entirety. Moreover, the application of
process-mining techniques in reporting sequences of
biomarker testing is novel, and this was the first attempt.
While process mining has been previously applied to
discover care pathways,35 only a few studies have analyzed
care pathways in lung cancer,36e38 all of which have
proposed a novel method of conducting process mining
without providing an empirical application. Although not
all process-mining methods are useful in this context,
process mining offers a valuable approach to describing
care pathways.

This study also had some limitations. First, the general-
izability of the results may be limited, given that the CCC
may use a more elaborate test strategy for establishing the
eligibility of patients for enrollment in clinical trials
compared to other nonacademic and nonspecialized hospi-
tals. Additionally, the cost of testing is specific to each
setting, so the same tests in other centers may have been
492
more or less costly.39 The cost estimates used primarily
were likely accurate representations of the national average,
as they were based on cost data from 24 laboratories in the
Netherlands.14 Nonetheless, generalizing biomarker-test
costs to centers in other countries remains challenging.
Second, the size of the patient cohort was relatively small.
However, after validation of the results, it was determined
that they reflected the heterogeneity observed in clinical
practice. Third, no costs were known for some test tech-
niques. The impact of this limitation was minimized by
using reimbursed tariffs. Fourth, the turnaround times of
tests conducted with IHC or tests conducted at referring
centers could not be calculated, as only the completion times
for these tests were reported.
With the introduction of new biomarkers and testing

techniques, testing strategies will likely become even more
complex. Perhaps the value of WGS should be seen in light
of the reduction in the complexity of the diagnostic
pathway, as it is unlikely that the cost of WGS will be
competitive. The value of reducing the complexity of the
diagnostic pathway is an aspect of the value that WGS may
provide but has not yet been explored in detail. It could be
an exciting avenue for future research.
Acknowledgments

We thank the data-management team at the Netherlands
Cancer InstituteeAntoni van Leeuwenhoek Hospital for
extracting the data from the hospital information systems.
This article was generated in collaboration with the
Technology Assessment of Next-Generation Sequencing for
Personalized Oncology (TANGO) consortium.
Supplemental Data

Supplemental material for this article can be found at
http://doi.org/10.1016/j.jmoldx.2021.01.004.
References

1. Chalela R, Curull V, Enríquez C, Pijuan L, Bellosillo B, Gea J: Lung
adenocarcinoma: from molecular basis to genome-guided therapy and
immunotherapy. J Thorac Dis 2017, 9:2142e2158

2. Lindeman NI, Cagle PT, Aisner DL, Arcila ME, Beasley MB,
Bernicker EH, Colasacco C, Dacic S, Hirsch FR, Kerr K,
Kwiatkowski DJ, Ladanyi M, Nowak JA, Sholl L, Temple-
Smolkin R, Solomon B, Souter LH, Thunnissen E, Tsao MS,
Ventura CB, Wynes MW, Yatabe Y: Updated molecular testing
guideline for the selection of lung cancer patients for treatment with
targeted tyrosine kinase inhibitors guideline from the College of
American Pathologists, the International Association for the Study of
Lung Cancer, and the Association for Molecular Pathology. Arch
Pathol Lab Med 2018, 142:321e346

3. Sabari JK, Santini F, Bergagnini I, Lai WV, Arbour KC, Drilon A:
Changing the therapeutic landscape in non-small cell lung cancers:
the evolution of comprehensive molecular profiling improves access
to therapy. Curr Oncol Rep 2017, 19:24
jmdjournal.org - The Journal of Molecular Diagnostics

http://doi.org/10.1016/j.jmoldx.2021.01.004
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref1
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref1
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref1
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref1
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref2
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref2
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref2
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref2
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref2
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref2
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref2
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref2
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref2
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref2
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref2
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref3
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref3
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref3
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref3
http://jmdjournal.org


Biomarker Testing in Advanced NSCLC
4. Heitzer E, Haque IS, Roberts CES, Speicher MR: Current and future
perspectives of liquid biopsies in genomics-driven oncology. Nat Rev
Genet 2019, 20:71e88

5. Reck M, Rabe KF: Precision diagnosis and treatment for advanced
nonesmall-cell lung cancer. N Engl J Med 2017, 377:849e861

6. Lim C, Tsao MS, Le LW, Shepherd FA, Feld R, Burkes RL, Liu G,
Kamel-Reid S, Hwang D, Tanguay J, Da Cunha Santos G,
Leighl NB: Biomarker testing and time to treatment decision in
patients with advanced nonsmall-cell lung cancer. Ann Oncol 2015,
26:1415e1421

7. Gregg JP, Li T, Yoneda KY: Molecular testing strategies in non-small
cell lung cancer: optimizing the diagnostic journey. Transl Lung
Cancer Res 2019, 8:286e301

8. Tørring ML, Frydenberg M, Hansen RP, Olesen F, Vedsted P:
Evidence of increasing mortality with longer diagnostic intervals for
five common cancers: a cohort study in primary care. Eur J Cancer
2013, 49:2187e2198

9. Tsai CH, Kung PT, Kuo WY, Tsai WC: Effect of time interval from
diagnosis to treatment for non-small cell lung cancer on survival: a
national cohort study in Taiwan. BMJ Open 2020, 10:e034351

10. Planchard D, Popat S, Kerr K, Novello S, Smit EF, Faivre-Finn C,
Mok TS, Reck M, Van Schil PE, Hellmann MD, Peters S:
Corrigendum: metastatic non-small cell lung cancer: ESMO clinical
practice guidelines for diagnosis, treatment and follow-up. Ann Oncol
2019, 30:863e870

11. Ettinger DS, Wood DE, Aggarwal C, Aisner DL, Akerley W,
Bauman JR, et al: Non-small cell lung cancer, version 1.2020:
featured updates to the NCCN guidelines. J Natl Compr Cancer Netw
2019, 17:1464e1472

12. Dietel M, Savelov N, Salanova R, Micke P, Bigras G, Hida T,
Antunez J, Guldhammer Skov B, Hutarew G, Sua LF, Akita H,
Chan OSH, Piperdi B, Burke T, Khambata-Ford S, Deitz AC: Real-
world prevalence of programmed death ligand 1 expression in locally
advanced or metastatic nonesmall-cell lung cancer: the global,
multicenter EXPRESS study. Lung Cancer 2019, 134:174e179

13. Zhang YL, Yuan JQ, Wang KF, Fu XH, Han XR, Threapleton D,
Yang ZY, Mao C, Tang JL: The prevalence of EGFR mutation in
patients with non-small cell lung cancer: a systematic review and
meta-analysis. Oncotarget 2016, 7:78985e78993

14. Pasmans CT, Tops BB, Steegs EM, Coupe V, Grunberg K, de Jong E,
Schuuring EM, Willems S, Ligtenberg M, Retel V, van
Snellenberg H, de Bruijn E, Cuppen E, Frederix GW: Micro-costing
diagnostics in oncology: from single-gene testing to whole genome
sequencing. MedRxiv 2019, [Epub] doi:10.1101/19009969

15. Schwarze K, Buchanan J, Fermont JM, Dreau H, Tilley MW,
Taylor JM, Antoniou P, Knight SJL, Camps C, Pentony MM,
Kvikstad EM, Harris S, Popitsch N, Pagnamenta AT, Schuh A,
Taylor JC, Wordsworth S: The complete costs of genome sequencing:
a microcosting study in cancer and rare diseases from a single center
in the United Kingdom. Genet Med 2020, 22:85e94

16. Plöthner M, Frank M, von der Schulenburg JMG: Cost analysis of
whole genome sequencing in German clinical practice. Eur J Health
Econ 2017, 18:623e633

17. Weymann D, Laskin J, Roscoe R, Schrader KA, Chia S, Yip S,
Cheung WY, Gelmon KA, Karsan A, Renouf DJ, Marra M,
Regier DA: The cost and cost trajectory of whole-genome analysis
guiding treatment of patients with advanced cancers. Mol Genet
Genomic Med 2017, 5:251e260

18. Schwarze K, Buchanan J, Taylor JC, Wordsworth S: Are whole-
exome and whole-genome sequencing approaches cost-effective?
A systematic review of the literature. Genet Med 2018, 20:
1122e1130

19. Brinkhof S, Groen HJM, Siesling SS, IJzerman MJ: Resource
utilization in lung cancer diagnostic procedures: current use and
budget consequences. PLoS One 2017, 12:1e7

20. Chawla A, Peeples M, Li N, Anhorn R, Ryan J, Signorovitch J: Real-
world utilization of molecular diagnostic testing and matched drug
The Journal of Molecular Diagnostics - jmdjournal.org
therapies in the treatment of metastatic cancers. J Med Econ 2018, 21:
543e552

21. Sluga R, Van Den Borne BEEM, Roepman P, Peters BJM,
Kastelijn EA, Schramel FMNH: Utilization of molecular testing and
survival outcomes of treatment with first- or second-line tyrosine
kinase inhibitors in advanced non-small cell lung cancer in a Dutch
population. Anticancer Res 2018, 38:393e400

22. Van Amerongen RA, Retèl VP, Coupé VMH, Nederlof PM,
Vogel MJ, Van Harten WH: Next-generation sequencing in NSCLC
and melanoma patients: a cost and budget impact analysis.
Ecancermedicalscience 2016, 10:1e16

23. Gutierrez ME, Choi K, Lanman RB, Licitra EJ, Skrzypczak SM, Pe
Benito R, Wu T, Arunajadai S, Kaur S, Harper H, Pecora AL,
Schultz EV, Goldberg SL: Genomic profiling of advanced nonesmall
cell lung cancer in community settings: gaps and opportunities. Clin
Lung Cancer 2017, 18:651e659

24. R Core Team, R: A Language and Environment for Statistical
Computing. Vienna, Austria: R Foundation for Statistical Computing,
2020

25. Janssenswillen G, Depaire B, Swennen M, Jans M, Vanhoof K:
bupaR: enabling reproducible business process analysis. Knowl
Based Syst 2019, 163:927e930

26. Dutch Healthcare Authority: [Tariffs Dbc-Careproducts and Other
Careproducts per January 1, 2017]. Dutch. Utrecht, the Netherlands:
Dutch Healthcare Authority, 2016

27. Farago AF, Azzoli CG: Beyond ALK and ROS1: RET, NTRK,
EGFR and BRAF gene rearrangements in non-small cell lung cancer.
Transl Lung Cancer Res 2017, 6:550e559

28. Fritz A, Percy C, Jack A, Shanmugaratnam K, Sobin L, Parkin DM,
Whelan S: International Classification of Diseases for Oncology,
Third Edition. Geneva, World Health Organization, 2000

29. van de Ven M, Retèl VP, Koffijberg H, van Harten WH,
IJzerman MJ: Variation in the time to treatment for stage III and IV
non-small cell lung cancer patients for hospitals in The Netherlands.
Lung Cancer 2019, 134:34e41

30. Hirsch FR, Scagliotti GV, Mulshine JL, Kwon R, Curran WJ,
Wu YL, Paz-Ares L: Lung cancer: current therapies and new targeted
treatments. Lancet 2017, 389:299e311

31. Gatalica Z, Xiu J, Swensen J, Vranic S: Molecular characterization
of cancers with NTRK gene fusions. Mod Pathol 2019, 32:147e153

32. Pennell NA, Mutebi A, Zhou Z-Y, Ricculli ML, Tang W, Wang H,
Guerin A, Arnhart T, Dalal A, Sasane M, Wu KY, Culver KW,
Otterson GA: Economic impact of next-generation sequencing
versus single-gene testing to detect genomic alterations in metastatic
nonesmall-cell lung cancer using a decision analytic model. JCO
Precis Oncol 2019, 3:1e9

33. Tsao MS, Yatabe Y: Old soldiers never die: is there still a role for
immunohistochemistry in the era of next-generation sequencing panel
testing? J Thorac Oncol 2019, 14:2035e2038

34. Sabatini LM, Mathews C, Ptak D, Doshi S, Tynan K, Hegde MR,
Burke TL, Bossler AD: Genomic sequencing procedure microcosting
analysis and health economic cost-impact analysis: a report of the
association for molecular pathology. J Mol Diagn 2016, 18:319e328

35. Kurniati AP, Johnson O, Hogg D, Hall G, Hogg D, Johnson O,
Hogg D, Hall G: Process mining in oncology: a literature review.
Edited by Proc. 6th Int. Conf. Inf. Commun. Manag. ICICM, 2016;
2016. pp. 291e297

36. Huang Z, Lu X, Duan H, Fan W: Summarizing clinical pathways
from event logs. J Biomed Inform 2013, 46:111e127

37. Ju F, Lee HK, Osarogiagbon RU, Yu X, Faris N, Li J: Computer
modeling of lung cancer diagnosis-to-treatment process. Transl Lung
Cancer Res 2015, 4:404e414

38. Huang Z, Dong W, Ji L, Gan C, Lu X, Duan H: Discovery of clinical
pathway patterns from event logs using probabilistic topic models. J
Biomed Inform 2014, 47:39e57

39. Marino P, Touzani R, Perrier L, Rouleau E, Kossi DS, Zhaomin Z,
Charrier N, Goardon N, Preudhomme C, Durand-Zaleski I, Borget I,
493

http://refhub.elsevier.com/S1525-1578(21)00005-2/sref4
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref4
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref4
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref4
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref5
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref5
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref5
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref5
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref6
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref6
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref6
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref6
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref6
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref6
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref7
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref7
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref7
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref7
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref8
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref8
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref8
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref8
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref8
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref9
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref9
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref9
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref10
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref10
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref10
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref10
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref10
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref10
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref11
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref11
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref11
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref11
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref11
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref12
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref12
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref12
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref12
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref12
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref12
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref12
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref12
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref13
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref13
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref13
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref13
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref13
http://10.1101/19009969
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref15
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref15
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref15
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref15
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref15
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref15
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref15
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref16
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref16
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref16
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref16
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref17
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref17
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref17
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref17
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref17
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref17
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref18
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref18
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref18
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref18
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref18
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref19
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref19
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref19
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref19
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref20
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref20
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref20
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref20
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref20
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref21
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref21
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref21
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref21
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref21
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref21
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref22
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref22
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref22
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref22
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref22
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref23
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref23
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref23
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref23
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref23
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref23
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref23
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref24
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref24
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref24
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref25
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref25
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref25
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref25
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref26
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref26
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref26
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref27
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref27
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref27
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref27
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref28
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref28
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref28
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref29
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref29
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref29
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref29
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref29
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref30
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref30
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref30
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref30
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref31
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref31
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref31
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref32
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref32
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref32
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref32
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref32
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref32
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref32
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref32
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref33
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref33
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref33
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref33
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref34
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref34
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref34
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref34
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref34
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref35
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref35
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref35
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref35
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref35
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref36
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref36
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref36
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref37
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref37
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref37
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref37
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref38
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref38
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref38
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref38
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref39
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref39
http://jmdjournal.org


van de Ven et al
Baffert S, Barillot E, Bezieau S, Coppin L, Descapentries C, Forget S,
Frebourd T, Guardiola P, Houdayer C, Hupe P, Lacroix L, Leclerc J,
Lespagnol A, Longuemare S, Mosser J, Odou MF, Revillion F,
494
Sevenet N, Soubeyran I, Vaur D: Cost of cancer diagnosis using next-
generation sequencing targeted gene panels in routine practice: a
nationwide French study. Eur J Hum Genet 2018, 26:314e323
jmdjournal.org - The Journal of Molecular Diagnostics

http://refhub.elsevier.com/S1525-1578(21)00005-2/sref39
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref39
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref39
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref39
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref39
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref39
http://refhub.elsevier.com/S1525-1578(21)00005-2/sref39
http://jmdjournal.org

	Real-World Utilization of Biomarker Testing for Patients with Advanced Non–Small Cell Lung Cancer in a Tertiary Referral Ce ...
	Materials and Methods
	Methods
	Data Sources
	Data Cleaning and Enrichment
	Patient Selection
	Biomarker Testing in the Comprehensive Cancer Center
	Validation with Clinicians

	Results
	Patient Population and Health Care Utilization
	Unique Biomarker-Test Combinations
	Distribution of Cost per Patient

	Discussion
	Acknowledgments
	Supplemental Data
	References


