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ABSTRACT

Current morphologic features defining advanced adenomas (size ≥10 mm,
high-grade dysplasia or ≥25% villous component) cannot optimally dis-
tinguish individuals at high risk or low risk of metachronous colorectal
cancer (me-CRC), which may result in suboptimal surveillance. Certain
DNA copy-number alterations (CNAs) are associated with adenoma-to-
carcinoma progression. We aimed to evaluate whether these molecular
features can better predict an individual’s risk of me-CRC than the
morphologic advanced adenoma features.

In this nested case–control study, 529 individuals with a single adenoma at
first colonoscopy were selected from a Norwegian adenoma cohort. DNA
copy-number profileswere determined, by low-coveragewhole-genome se-
quencing. Prevalence of CNAs in advanced and non-advanced adenomas
and its association (OR) with me-CRC was assessed. For the latter, cases
(withme-CRC) were matched to controls (without me-CRC) on follow-up,
age and sex.

CNAs associated with adenoma-to-carcinoma progression were observed
in 85/267 (32%) of advanced adenomas and in 27/262 (10%) of non-
advanced adenomas. me-CRCwas statistically significantly associated, also
after adjustment for other variables, with age at baseline [OR, 1.14; 95%
confidence interval CI), 1.03–1.26; P = 0.012], advanced adenomas (OR,
2.46; 95% CI, 1.50–4.01; P < 0.001) and with the presence of ≥3 DNA
copy-number losses (OR, 1.90; 95% CI. 1.02–3.54; P = 0.043).

Molecularly-defined high-risk adenomas were associated with me-CRC,
but the association of advanced adenoma with me-CRC was stronger.

Significance: Identifying new biomarkers may improve prediction of me-
CRC for individuals with adenomas and optimize surveillance intervals to
reduce risk of colorectal cancer and reduce oversurveillance of patients with
low risk of colorectal cancer. Use of DNA CNAs alone does not improve
prediction of me-CRC. Further research to improve risk classification is
required.

Introduction
Colorectal cancer develops from benign precursor lesions, known as adenomas
and serrated polyps, through a series of genetic and epigenetic changes that can
take 10 to 20 years (1–3). Colorectal adenoma incidence rises with age, and one
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or more adenomas are found in about 30% of men and 20% of women over
50 years of age at screening colonoscopy (4, 5). However, given a lifetime col-
orectal cancer risk of around 5%, the majority of adenomas will never progress
to cancer (6). Sessile serrated lesions are substantially less common than adeno-
mas and knowledge on their progression to cancer is less well understood (7, 8).
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Adenoma Features and Genetic Biomarkers for Later CRC

Individuals who have had adenomas removed are classified as being at high or
low risk of metachronous colorectal cancer (me-CRC), dependent on the size,
number, and histopathologic features of the removed polyps. Individuals have
been considered to be at high risk when diagnosed with an advanced adenoma
(AA; size ≥10 mm, high-grade dysplasia or ≥25% villous component) or ≥3
adenomas, and at low risk when they had one to two tubular adenomas <10
mm of size, with low-grade dysplasia (9, 10). In 2020, the European Society of
Gastrointestinal Endoscopy (ESGE) changed their definition of individuals at
high risk in light of new evidence, to only include individuals with at least one
adenoma (or serrated polyp) with size≥10mmor high-grade dysplasia, or with
five or more adenomas regardless of histology (11).

In a population-based study, we found that individuals who had AAs removed
had only slightly higher colorectal cancer mortality than the general popula-
tion (12). This suggests that detection and removal of AAs is not a very precise
predictor of the risk of developing and dying from colorectal cancer. The cur-
rent recommendations for post-polypectomy surveillance thus may cause large
numbers of unnecessary colonoscopies. The latter is of importance giving both
the burden of colonoscopy and the suboptimal cost-effectiveness of current
surveillance recommendations (13, 14). Better predictors of me-CRC risk are
therefore needed.

Chromosomal instability (CIN) is the major pathway involved in adenoma-
to-carcinoma progression (15). We have previously demonstrated that in
adenomas harboring a focus of cancer, the phenotypically benign part of the
lesion contained most of the chromosomal alterations that were also present
in the cancer focus, indicating a role of these in adenoma-to-carcinoma pro-
gression, therefore named as cancer-associated events (CAE; refs. 16, 17). The
presence of two or more of these CAEs had an accuracy of 80% to discriminate
progressed from non-progressed adenomas (16). We further showed, in a lon-
gitudinal study, where adenomas were left in situ and re-evaluated and resected
3 years later, that CAEs were present in adenomas with higher growth rates
and absent in adenomas that regressed (18). In a previous pilot study, we found
that only 23%–36% of AAs and 2%–5% of non-AAs showed presence of ≥2
CAEs (19).

Moreover, in studies that modeled colorectal adenoma-to-carcinoma progres-
sion by perturbing organoids with gene mutations (20, 21), only organoids
derived from adenomas, which during culture acquired DNA copy-number
alterations (CNAs) next to the introduced mutations, were able to form inva-
sive tumors in mice, confirming the importance of these CNAs for the cancer
phenotype (20).

At the level of an individual adenoma, we now know that CIN, resulting in
specific gross chromosomal changes, is strongly associated with progression
of that adenoma to cancer. We hypothesize that when an individual carries an
adenoma already showing themolecular alterations highly associated with pro-
gression to cancer (e.g., CAEs), such an individualmay be prone to later develop
another adenoma that also accumulates these CAEs and does progress into a
me-CRC. Therefore, using molecular features to predict the risk of adenomas
to progress to cancer could lead to more precise identification of individuals at
risk of me-CRC.

In this study, we investigated whether a molecularly-defined high-risk ade-
noma, that is, ≥2 DNA CAEs, is a better predictor for me-CRC than the
currently used morphologic features defining AA. Next to CAEs, we also con-
sidered three other definitions of molecular high-risk, that is, the presence of

≥3 CNA (gains and/or losses), the presence of ≥3 copy-number gains, and ≥3
copy-number losses. We utilized a previously established large adenoma co-
hort, with well-documented long-term outcome of me-CRC (12), to determine
the prevalence of DNA CNAs in advanced and non-AAs. By using a matched
case–control design nested within this cohort, we investigated the association
between me-CRC and presence of an AA or a molecularly-defined high-risk
adenoma at baseline.

Materials and Methods
Description of the Adenoma Cohort
The design of the adenoma cohort is described elsewhere (12, 22). In brief, the
cohort consists of all individuals aged 40 years or older, mostly with symptoms,
living in Norway who had adenomas removed between January 1, 1993, and
December 31, 2007, a total of 40,848 individuals (Fig. 1A). The individuals were
identified from the Cancer Registry of Norway, where they were registered with
topographical ICD-O-3 codes 180, 182 through 189, 199, or 209, combined with
morphologic ICD-O-3 codes 8140, 8210, 8211, 8261, or 8263 (i.e., adenomas). In-
dividuals with familial adenomatous polyposis were identified through linkage
with the Norwegian Polyposis Registry and excluded from the cohort. Individ-
uals were followed through linkage to the Cancer Registry and the Norwegian
Cause of Death Registry until December 31, 2018. Median follow-up time was
13.0 years, interquartile range (IQR), 7.3–17.0 years.

Sample Size Calculation
For this study, two sample size calculations were done. First, for the estimation
of the prevalence of high-risk molecular features in individuals with AA and
with non-AA, respectively, we aimed for an accuracy of 2.5% SE and 1.25% (SE)
around the expected proportions of 25% and 3%, based on our previous work
(19). Using the standard formula for the standard error of a proportion, the
required sample size of AA and non-AA was 300 and 187, respectively.

Second, we aimed to be able to detect an at least 3-fold increased colorectal can-
cer risk (measured by the OR) in individuals carrying adenoma with high-risk
molecular features compared with those without high-risk molecular features,
under the null hypothesis of absence of such relationship. This OR of 3 was
chosen because, to replace AAs as an intermediate endpoint, molecular features
should have a substantially stronger association with colorectal cancer than the
expectedOR for association betweenAA and colorectal cancer of around 2 (12).
We use a nested case–control design with incidence density matching of one
case to two controls from the Norwegian surveillance adenoma cohort, that is,
controls are selected from those persons who survive without developing col-
orectal cancer at least as long as corresponding cases. In the full cohort, 48%
of individuals had AAs and 52% had non-AAs. Given the above-mentioned
expected prevalence of high-risk molecular features in individuals with AA
and non-AA of 25% and 3%, respectively, the expected prevalence of high-risk
molecular features in the whole cohort is 13.6%. Under the null hypothesis, the
proportion of high-risk molecular features in colorectal cancers and controls
would simply equal a weighed sum of the expected proportion of these features
in AAs and non-AAs. That is, in colorectal cancers (62%AA, 38%non-AA) and
controls (46% AA, 54% non-AA), this expected proportion is 16.7% and 13.1%,
respectively (12, 19). These expected proportions under the null hypothesis were
shifted upward (for colorectal cancer) and downward (for controls) such that
theOR for association betweenmolecular high-risk features and colorectal can-
cer equals 3 while maintaining equal average proportion of high-riskmolecular
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FIGURE 1 Flowchart of the selection and analysis of the study cases. A, Selection of samples with complete molecular and morphologic information
available. B, Selection of samples used in the case–control comparison (incidence density matching analysis). FFPE, formalin-fixed paraffin-embedded;
AA, advanced adenoma; me-CRC, metachronous colorectal cancer.

features. Under a 32% prevalence of molecular high-risk features at baseline in
colorectal cancers and a 13% prevalence of molecular high-risk features in con-
trols, an alpha of 5% and a power of 90%, a matched case–control study with 69
cases and 137 controls is able to detect a significant 3-fold association between
colorectal cancer and high-risk molecular features.

Selection of Adenomas
We restricted this nested case–control study to individuals living in 10 out of
19 counties in Norway, constituting 79% of the country’s population (https:
//www.ssb.no/en/befolkning), as described previously (23). Of these, 1,005 in-
dividuals developedme-CRC, of which a random sample of 950was selected for
chart review. Among the remaining individuals who did not develop me-CRC,
1,056 individuals were randomly chosen for chart review (Fig. 1). All selected
individuals who were alive were contacted and given the opportunity to opt out
of the study, which 80 individuals did. We excluded individuals whose patient
charts were unavailable (n = 14), or whose entries in the Cancer Registry were
later removed because of correction of the data (n = 18). After chart review,
122 individuals were excluded for the following reasons: (i) first adenoma was
removed before age 40 years (n = 2), (ii) a diagnosis of colorectal cancer be-
fore first adenoma removal (n = 22), or (iii) inability to identify any adenoma
at chart review (n = 98). For any individual who had more than one adenoma
removed from the same colonic segment in the same year, we assumed that this
was the same adenoma. If the histology of these adenomas differed, we selected
the most advanced histology for analysis.

For the purpose of this study, we only included individuals who had had one
adenoma removed at baseline (n = 744) and from whom we could acquire
the formalin-fixed paraffin-embedded (FFPE) adenoma tissue from the pathol-
ogy department at the hospital where the adenoma was resected (n = 634;
Fig. 1).

DNA Isolation and Copy-number Profiling
From each FFPE tissue block, 5–10 sections of 10 μm, depending on the tu-
mor area available, were used for DNA extraction. DNA was isolated using
the Qiagen Allprep DNA/RNA micro kit (Qiagen Benelux B.V.) as described
previously (24). DNA concentration and quality was evaluated with Nanodrop
(One Microvolume UV-Vis Spectrophotometer 2022, Thermo Fisher Scien-
tific Inc.), being a ratio 260 nm/280 nm between 1.8 and 2.0, considered high
quality. Good-quality double-strand DNAwas also evaluated using Qubit (Life
Technologies, 2014, Thermo Fisher Scientific Inc.).

DNA CNAs were determined by means of low-coverage whole-genome se-
quencing (WGS; ref. 25). Briefly, after library preparation, DNAwas sequenced
on a HiSeq 2500 (Illumina) on a 65 bp single read. Sequences were aligned
to reference genome build hg38. Low-coverage (0.2x) WGS copy-number data
were processed as described previously (19). Briefly, QDNAseq (25) was used to
divide the genome into nonoverlapping fixed-sized bins of 100 kb, and for each
sample, estimates of the copy numberwere determined by counting the number
of reads in each bin. After segmentation of the copy-number data, copy-
number calls (loss, normal, gain) were done using the Bioconductor/R-package
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CGHcall (26). Downstream analysis of processed data (called for DNA copy-
number status) focused on the CNAs previously described to be associatedwith
adenoma to carcinoma progression (16), the CAEs, namely 8q, 13q, and 20q
gains and 8p, 15q, 17p, and 18q losses. Adenomas with≥2CAEs were considered
molecular high-risk adenomas.

Statistical Analysis
Wedetermined (i) the prevalence of AAs and/ormolecular high-risk adenomas
at baseline in all included individuals, and (ii) calculated the OR for association
between presence of either AA or molecular high-risk adenomas at baseline
and development of me-CRC in the follow-up.

Two (controls) to one (case) incidence density matching was used to construct
the nested case–control study, withmatching based on sex and age range within
±5 years from the age of the index case. For control selection, the matched
controls were required to be in the same risk set as the index case (27–29). That
is, their follow-up duration had to be equal to or longer than that of the index
case.

We performed univariate conditional logistic regression and estimated ORs
with 95% confidence intervals (CI) for the association between the following
baseline variables and me-CRC: age, adenoma status based on morphologic
(AA or non-AA) and molecular (high-risk with ≥2 CAEs or low-risk with <2
CAEs) risk definitions (16). We also assessed other molecular high-risk defi-
nitions based on CNAs: (i) the presence of any type of ≥3 CNAs (gains and/or
losses), or (ii) the presence of≥3 gains, or (iii) the presence of≥3 losses (30, 31).

To assess the association between molecular high-risk features present in the
baseline adenoma and development of me-CRC adjusting for age at base-
line and morphologic definition (AA or non-AA) of the adenoma, we also
performed multivariate conditional logistic regression analyses. Sex was not
included in the model because it has already been accounted for during the
matching process. However, to account for differences in age within matched
sets of case and controls, given that the matching was not based on exact same
age, we included age at baseline in the model. We compared the predictive
powers of fitted models using the Harrell’s Concordance Statistic (32).

To explore whether the prognostic value of molecular features plays a role in
only AA or only non-AAs, we evaluated possible interactions by including both
definitions of adenoma (morphologic and molecular) as interaction terms in a
conditional logistic regression model. Furthermore, we conducted a stratified
time analysis to evaluate whether the presence of molecular high-risk features
in the baseline adenoma is associated with the development of me-CRC in the
short term. Finally, to check for possible differences in the timing of develop-
ment of me-CRC between individuals who had AAs and those with non-AAs,
as well as between those with high and low molecular risk, we performed a
log-rank analysis. A Kaplan–Meier chart was incorporated to visualize the re-
sults. P values< 0.05 were considered statistically significant. All analyses were
performed using R statistical software (version 3.6.2).

Ethics Statement
Patient Consent for Publication

All living individuals included were provided with written information about
the study and could opt out of the study. The studywas conducted in accordance
with the ethical principles for medical research of the declaration of Helsinki.
The use of archival tissue and patient data were performed in compliance with

TABLE 1 Distribution of the morphologic and molecular classifications
of the adenomas included in the study

AA (%) nAA (%) Total (%)

High 85 (31.8) 27 (10.3) 112 (21.2)
Low 182 (68.2) 235 (89.7) 417 (78.8)
Total 267 (50.5) 262 (49.5) 529 (100)

Abbreviations: AA, advanced adenoma; nAA, non-advanced adenoma; High,
molecular high-risk adenoma defined by the presence of ≥2 CAEs; Low,
molecular low-risk adenoma defined by 0–1 CAEs (16).

the “Code for Proper Secondary Use of Human Tissue in the Netherlands”
formulated by the Federation of Dutch Medical Scientific Societies.

Ethics Approval

This study involves human participants and was approved by the Regional
Committee for Medical and Health Research Ethics of South-Eastern Norway
(2014/2352) and by the Institutional Review Board for Human Research at the
Netherlands Cancer Institute (IRBdm18-148).

Data Availability Statement
The genomic data used in the current study are available in the European
Genomes and phenomes Archive (ega-archive.org), with reference number
EGAS00001007039. All other data in this article can be obtained from the
corresponding author upon reasonable request.

Results
Prevalence of High-risk Molecular Features in
AA and Non-AAs at Baseline Colonoscopy
From the 744 selected individuals, we retrieved 634 FFPE adenomas, from
whichDNAof good quality was isolated from 594 samples (6.3% drop-out) and
DNA copy-number status was successfully determined in 592 (0.3% drop-out).
Of these, we were able to determine the morphologic adenoma classification in
529 individuals at baseline colonoscopy (Fig. 1A). In the 529 individuals with
adenomas, 267 (50.5%) were AAs and 112 (21.2%) were molecular high-risk
adenomas (adenomas with ≥2 CAEs). Of the latter, 85 (75.9%) were AAs and
27 (24.1%) were non-AAs (Table 1). From all AAs 31.8% were also molecular
high-risk (85/267), and from all non-AAs 10.3% were also molecular high-risk
(27/262; Table 1; Fig. 2).

Association Between Presence of an AA or a
Molecular High-risk Adenoma at Baseline
Colonoscopy and me-CRC
From the 529 adenomas, eight were excluded from further analysis because of
lack of follow-up. From the remaining 521 adenomas, we were able to match
375 adenomas (125 cases and 250 controls), thus surpassing the sample size re-
quirements (Fig. 1B). An overview of the characteristics of cases and controls
is depicted in Table 2, showing the proportion of AAs and molecular high-
risk adenomas in cases (individuals who developed me-CRC) and controls
(individuals who did not).

The results of the univariate conditional regression analyses on the association
of baseline features with me-CRC are reported in Table 3. Age at baseline was
significantly associated with me-CRC (OR, 1.15; 95% CI, 1.05–1.26; P = 0.004).
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FIGURE 2 Proportion of molecular high-risk adenomas among the AAs (A) and non-AAs (B). Molecular high-risk adenomas are defined by the
presence of ≥2 CAEs.

Also, presence of an AA, as compared with non-AA, was significantly associ-
ated with me-CRC, with an OR of 2.95 (95% CI, 1.84–4.71; P < 0.001; Table 3).
When considering the molecular risk definition of adenomas, we found no
statistically significant association between the development of me-CRC and
removal at baseline of adenomas presenting with ≥2 CAEs versus adenomas
with <2 CAEs (OR, 1.64; 95% CI, 0.99–2.71; P = 0.056). Similarly, no sig-
nificance was found for the presence ≥3 CNAs (OR, 1.50; 95% CI, 0.96–2.34;
P = 0.075) or the presence of ≥3 gains alone (OR, 1.52; 95% CI, 0.95–2.43; P =
0.080). However, when considering adenomas with ≥3 losses compared with
adenomas with<3 losses, we observed a significant association with the devel-
opment ofme-CRC (OR, 2.31; 95%CI, 1.30–4.12; P= 0.004; Table 3). Moreover,
we observed that, in general, losses were significantly more frequent in adeno-
mas from individuals who developed me-CRC (cases) than in adenomas from
individuals who did not (controls; P = 0.036; Supplementary Fig. S1).

TABLE 2 Characteristics of matched cases and controls of the
adenoma cohort

Cases
(n = 125)

Controls
(n = 250)

Total
(n = 375)

Median follow-up, years,
(IQR)

4.2 (1.5–8.0) 12.8 (7.9–16.3) 10.5 (4.5–14.7)

Sex, n (%)
Male 55 (44) 110 (44) 165 (44)
Female 70 (56) 140 (56) 210 (56)
Median age, years, (IQR) 70 (61–77) 69 (60–75) 69 (60–76)
Adenoma status (Morphologic definition), n (%)
Non-advanced 40 (32) 145 (58) 185 (49.3)
Advanced 85 (68) 105 (42) 190 (50.7)
Adenoma status (Molecular risk definition), n (%)
CAE <2 90 (72) 202 (80.8) 292 (77.9)
CAE ≥2 35 (28) 48 (19.2) 83 (22.1)
CNA <3 64 (51.2) 152 (60.8) 216 (57.6)
CNA ≥3 61 (48.8) 98 (39.2) 159 (42.4)
Loss <3 96 (76.8) 221 (88.4) 317 (84.5)
Loss ≥3 29 (23.2) 29 (11.6) 58 (15.5)
Gain <3 81 (64.8) 184 (73.6) 265 (70.7)
Gain ≥3 44 (35.2) 66 (26.4) 110 (29.3)

Abbreviations: CAE, cancer-associated event; CNA, copy-number alteration;
IQR, interquartile range.

In the multivariate analysis, age at baseline (OR, 1.14; 95% CI, 1.03–1.26; P =
0.012), the presence of AA at baseline (OR, 2.46; 95% CI, 1.50–4.01; P < 0.001)
and presence of ≥3 losses (OR, 1.90; 95% CI, 1.02–3.54; P = 0.043) remained
statistically significant (Tables 4 and 5). The Harrell’s Concordance Statistic of
this three-variable model showed 69.8% (95% CI, 61.6–78.0) predictive power,
as opposed to 69.4% (95% CI, 61.0–77.8) in a multivariate analysis with both
age at baseline and the presence of AA at baseline.

To further study the potential added value of presence of molecular features
in addition to AA in the risk association with me-CRC, we also conducted an
exploratory analysis in which we included an interaction term in the model
representing the simultaneous presence of advanced morphologic features and
molecular features (in the latter, considering CAEs or losses alone). Adding
an interaction term did not improve the predictive ability of models with ei-
ther CAEs or losses, as the interaction terms were not statistically significant
(Table 6).

Within the group of individuals with AA, there was no statistically significant
difference in the odds of developingme-CRC between those classified as having
high molecular risk and those with low molecular risk, both considering the

TABLE 3 Univariate conditional logistic regression analysis to
determine the association of the presence of AA, molecular high-risk
adenoma (CAEs, any DNA CNAs, losses, or gains) with the development
of a me-CRC

Variable OR (95% CI) P

Age 1.147 (1.046–1.259) 0.004
Adenoma status (Morphological definition)
Non-advanced 1 (Reference)
Advanced 2.946 (1.842–4.713) <0.001

Adenoma status (Molecular risk definition)
CAE <2 1 (Reference)
CAE ≥2 1.638 (0.988–2.713) 0.056
CNA <3 1 (Reference)
CNA ≥3 1.497 (0.960–2.335) 0.075
Loss <3 1 (Reference)
Loss ≥3 2.314 (1.301–4.118) 0.004
Gain <3 1 (Reference)
Gain ≥3 1.522 (0.952–2.434) 0.080

Abbreviations: CAE, cancer-associated event; CNA, copy-number alteration.
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TABLE 4 Multivariate conditional logistic regression analysis to determine the joint association of age, the presence of AA, molecular high-risk
adenoma (CAEs, any DNA CNAs) with the development of a me-CRC

Multivariate analysisa Multivariate analysisb

Variable OR (95% CI) P OR (95% CI) P

Age 1.131 (1.024–1.249) 0.015 1.125 (1.019–1.241) 0.019
Adenoma status (Morphologic definition)

Non-advanced 1 (Reference) 1 (Reference)
Advanced 2.595 (1.596–4.219) <0.001 2.653 (1.622–4.341) <0.001

Adenoma status (Molecular risk definition)
CAE <2 1 (Reference) —
CAE ≥2 1.362 (0.793–2.339) 0.263 — —
CNA <3 — 1 (Reference)
CNA ≥3 — — 1.156 (0.712–1.874) 0.558

Abbreviations: CAE, cancer-associated event; CNA, copy-number alteration.
aModel includes age, morphologic definition of adenoma, molecular risk definition of adenoma (CAE <2 and CAE ≥2).
bModel includes age, morphologic definition of adenoma, molecular risk definition of adenoma (CNA <3 and CNA ≥3).

TABLE 5 Multivariate conditional logistic regression analysis to determine the association of age, the presence of AA, molecular high-risk adenoma
(losses or gains) with the development of a me-CRC

Multivariate analysisa Multivariate analysisb

Variable OR (95% CI) P value OR (95% CI) P value

Age 1.138 (1.029–1.258) 0.012 1.124 (1.019–1.240) 0.019
Adenoma status (Morphologic definition)

Non-advanced 1 (Reference) 1 (Reference)
Advanced 2.456 (1.504–4.010) <0.001 2.656 (1.638–4.306) <0.001

Adenoma status (Molecular risk definition)
Loss <3 1 (Reference) — —
Loss ≥3 1.899 (1.020–3.538) 0.043 —
Gain <3 — 1 (Reference)
Gain ≥3 — — 1.230 (0.748–2.023) 0.415

aModel includes age, morphologic definition of adenoma, molecular risk definition of adenoma (Loss <3 and Loss ≥3).
bModel includes age, morphologic definition of adenoma, molecular risk definition of adenoma (Gain <3 and Gain ≥3).

TABLE 6 Comparisons of subgroups to explore the interaction between morphologic and molecular risk definitions in the association with me-CRC
risk

Comparison OR (95% CI) P Comparison OR (95% CI) P

Non-advanced* CAE <2 1 — Non-advanced* Loss <3 —
vs. vs.
Non-advanced* CAE ≥2 1.442 (0.471–4.419) 0.521 Non-advanced* Loss ≥3 1.992 (0.463–8.572) 0.355
Advanced* CAE <2 1 — Advanced* Loss <3 1 —
vs. vs.
Advanced* CAE ≥2 1.338 (0.718–2.492) 0.359 Advanced* Loss ≥3 1.880 (0.952–3.715) 0.069
Advanced* CAE <2 1 — Advanced* Loss <3 1 —
vs. vs.
Non-advanced* CAE ≥2 0.548 (0.184–1.630) 0.280 Non-advanced* Loss ≥3 0.807 (0.188–3.459) 0.772

Abbreviation: CAE, cancer-associated event.
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TABLE 7 Stratified time analysis showing the effect of molecular risk definitions (CAEs or losses) and the morphologic risk definition of adenoma on
developing me-CRC

CAE Loss Advanced adenoma

Follow-up time
Cases
(n = 125)

Controls
(n = 250) OR (95% CI)a P OR (95% CI)b P OR (95% CI)c P

≤ 1 year 20 40 3.836 (1.159–12.700) 0.028 8.293 (1.777–38.69) 0.007 16.36 (2.096–127.700) 0.008
>1–≤2 years 19 38 2.862 (0.814–10.050) 0.101 2.195 (0.576–8.362) 0.249 2.189 (0.5776–8.297) 0.249
>2–≤3 years 14 28 2.171 (0.364–12.940) 0.395 1.443 (0.187–11.120) 0.725 1.897 (0.4585–7.847) 0.377
>3 years 72 144 0.958 (0.473–1.940) 0.905 1.583 (0.710–3.530) 0.262 2.559 (1.446–4.529) 0.001

Abbreviation: CAE, cancer-associated event.
aThe estimates of the OR correspond to the effect of molecular high-risk adenoma defined by CAE ≥2 with molecular low-risk adenoma (i.e., CAE <2) as the
reference category.
bThe estimates of the OR correspond to the effect of molecular high-risk adenoma defined by having Loss ≥3, with Loss <3 as the reference category.
cThe estimates of the OR correspond to the effect of advanced adenoma, with non-advanced adenoma as the reference category.

presence of CAEs (OR, 1.34; 95% CI, 0.72–2.49; P = 0.359) or only losses (OR
1.88; 95% CI, 0.95–3.72; P = 0.069) as molecular risk. Similar results follow for
individuals with non-AAs with either high or low molecular risk features as
well as for individuals with non-AAs with high molecular risk in comparison
to individuals with AAs with low molecular risk (Table 6).

Results of the stratified time analysis (Table 7) show that the presence of
molecular high-risk features in the baseline adenoma was associated with the
development of me-CRCwithin the first year after removal of the adenoma and
not afterward. This was observed both for presence of CAEs (OR, 3.84; 95%
CI, 1.16–12.70; P = 0.028) and for losses only (OR, 8.29; 95% CI, 1.78–38.69;
P = 0.007). Considering the morphologically defined AA, a significant asso-
ciation with me-CRC was observed within the first year (OR, 16.36; 95% CI,
2.10–127.70; P = 0.008) and after 3 years (OR, 2.56; 95% CI, 1.45–4.53; P =
0.001) of adenoma removal.

The Kaplan–Meier analyses, done to evaluate whether molecular features
would lead to a shorter time to development of me-CRC, are shown in Sup-
plementary Fig. S2. These results show that for both molecular risk definitions
considered (CAEs or losses alone), individuals with AAs with molecular high-
risk features have a shorter time to development of me-CRC in the first 5 years
than individualswithAAswithmolecular low-risk features, though thiswas not
statistically significant (Supplementary Fig. S2A and S2B). The number of in-
dividuals with non-AAs harboring molecular high-risk features was too low to
draw any conclusions (Supplementary Fig. S2C and S2D).Considering themor-
phologically defined features alone, no differences in time to development of
me-CRCwere observed betweenAA versus non-AA (Supplementary Fig. S2E).

Discussion
In the current study, we hypothesized that when an individual carries an ade-
noma already showingmolecular alterations highly associatedwith progression
to cancer (i.e., CAEs), such an individual may be prone to later develop an-
other adenoma that also accumulates these CAEs and does progress into a
metachronous cancer (me-CRC). Here, we found that amolecular classification
of baseline adenomas, based on DNA CNAs, in particular DNA copy-number
losses, is associated with the development of me-CRC. Yet, the currently
used morphologic determination of AA showed a stronger association with
me-CRC.

Our results show that only aminority of AAs (32%) harbormolecular high-risk
features, namely CAEs, in line with previously published work (19). Further-
more, we observed that having a molecular high-risk adenoma (based on
copy-number losses) removed at baseline colonoscopy was associated with a
2.3 times increased odds of me-CRC. Having an AA was associated with a
2.9 times increased odds of developing me-CRC, similarly to previous pub-
lications (33–35). When considering the independent prognostic value of the
two classifications (AA and molecular high-risk adenoma), as assessed in a
multivariate analysis, having an AA removed was a stronger predictor of risk
of me-CRC (OR 2.5) than having molecular high-risk adenoma removed (OR
1.9), although the latter (copy-number losses) was still an independent prog-
nostic factor. Also, in our exploratory stratified time analysis, the presence of
molecular high-risk features (CAEs or copy-number losses only) showed a sig-
nificant association with the risk of developing me-CRC within the first year
after adenoma removal, but this association was less strong than for the AA
classification.

In the Kaplan–Meier analysis of time to developme-CRC, individuals with AAs
harboring molecular high-risk features (CAEs or copy-number losses) tended
to develop me-CRC earlier than those with low-risk features (P = 0.07). This
suggests a potential additional value of molecular features next to using the AA
definition. However, when exploring the interactions between AAs and molec-
ular features, in particular the risk in AA with versus without≥3 copy-number
losses, the observed OR of 1.88 was not significant (P = 0.069).

Chromosomal instability, leading to gains and losses of whole (or big parts of)
chromosomes, is well established as one of the crucial steps towardmalignancy
(15, 20, 36). Previously we have shown that specific gains and losses (CAEs) are
associated with the transition from a benign lesion (adenoma) to cancer (16,
17). Therefore, CAEs are good predictors of risk for a given lesion to progress
to cancer. However, lesions detected during colonoscopy are removed, and the
natural history is interrupted. Therefore, it is not unlikely that alterations de-
tected in a removed adenoma are not only part of the natural history of that
particular adenoma, but also associated to an individual’s risk to develop similar
adenomas and colorectal cancers later on. Thus, all adenomas within an indi-
vidual may share features that relate to future colorectal cancer risk. Similar
associations are assumed for morphologic features size, dysplasia, and (un-
til recently) villous histology, which are the basis of the present surveillance
guidelines.
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In this study, we show that although molecular high-risk features in baseline
lesions, particularly DNA copy-number losses, are associated with an increased
risk (OR, 1.9) for me-CRC, this association is not as strong as for the presence
of an AA at baseline (OR, 2.5).

A recent small study, analyzing DNA CNAs in adenomas detected at baseline
colonoscopy both in individuals that later developed cancer (n = 12) and in-
dividuals that did not develop cancer (n = 37), showed a higher burden of
DNA CNAs in adenomas from individuals who developed me-CRC compared
with adenomas from individuals who did not develop colorectal cancer (37).
These results are also in line with our findings, both when looking at the spe-
cific CAEs and at the total burden of DNA copy-number losses (Supplementary
Fig. S1). However, in that published small series, the morphologic features of
the analyzed adenomas were not considered, therefore the predictive value of a
molecular risk classification could not be compared with the classification into
advanced and non-AA. To the best of our knowledge, our study is the first study
that directly compares the association between the risk of me-CRC and pres-
ence of molecular features (CNAs) to the association between risk of me-CRC
and presence of AAs at baseline colonoscopy.

Even if a risk classification based on morphologic features of adenomas is bet-
ter than based on molecular features, the current high- and low-risk adenoma
morphologic classification is not accurate enough to predict risk of colorectal
cancer and probably leads to excessive colonoscopy surveillance (38). However,
our results show that AA is a better risk factor than DNA CNAs for me-CRC.
Apparently, the presence of an AA is capturing some hidden biology impacting
future colorectal cancer risk, other than the amount of DNACNAs in the base-
line lesion. It is known that CNAs are late events in the progression of certain
lesions and are considered the final trigger to become cancer (36). Therefore,
it is possible that other types of molecular features in adenomas, for example
mutations, which are earlier events in the development of cancer, could aid in
the improvement on the prediction of risk to develop new lesions and cancer.

There are several strong points in this study.Weperformed a studywith a nested
case–control study of a national, longitudinal surveillance cohort. Therefore, we
have complete registration of an individual’s me-CRC diagnosis over time. Data
were collected prospectively and using a nested case–control design allowed
efficient collection of additional clinical data in chart reviews. Such a large se-
ries (n = 529) allowed us to have sufficient power to compare matched cases
(me-CRC) and controls (nome-CRC) with similar follow-up time. In addition,
through this design, we were able to use the clinically most relevant endpoint
me-CRC rather than intermediate endpoints such as AAs used in many pre-
vious studies have used (39–41). Furthermore, we had detailed clinical data of
use of colonoscopy, treatment, and follow-up. In particular, the detailed infor-
mation on morphologic features of the adenomas, made it possible to compare
this with the molecular features of the adenomas.

There are also some limitations in our study that should be addressed. First,
we did not consider the number of polyps as covariable, which is one of the
clinical features used in clinical practice to assess risk of me-CRC. However, we
consciously included only individuals with single polyps at baseline to limit the
complexity of the study. Second, case–control studies are more prone to biases
than prospective studies. However, as colorectal cancer can be considered a rel-
atively rare event, a prospective cohort study to determine the relative risk of
developing colorectal cancer is not feasible. Third, clinical practice with regards
to surveillance recommendations, and removal techniques have developed over
time, which may affect the risk of me-CRC. However, as all included individ-

uals in this study were subjected to the same clinical practice, this would not
affect the relative comparisons. Furthermore, because the natural history of the
development of colorectal cancer takes years, all studies with a sufficiently long
follow-up will be facing change of clinical practice over time.

In summary, we have shown that DNA copy-number changes, in particular
DNA copy-number losses, were indeed associated with an individual’s risk
of developing me-CRC. Yet, the presence of a molecularly-defined high-risk
adenoma did not better predict the risk forme-CRC than the presence of amor-
phologically definedAA. To the best of our knowledge, this is the first study that
directly compares the presence of molecular features (DNA CNAs) with pres-
ence of AAs, at baseline colonoscopy and its association with risk of me-CRC.

Authors’ Disclosures
H.C. Jodal reports grants from Research Council of Norway and Vestre Viken
Health Trust during the conduct of the study. M. de Wit reports grants from
ZonMw grants no. 531002023 during the conduct of the study; other from CR-
Cbioscreen outside the submitted work; in addition, M. de Wit has a patent
to EP 2841947 B1 licensed, a patent to EP 3631453 A1 pending, a patent to
US 16/616,316 pending, and a patent to EP 20746310.0 pending; and M. de
Wit reports a board position (COO) and owns stock in CRCbioscreen. R.J.A.
Fijneman reports grants from Cergentis BV, Personal Genome Diagnostics
(Labcorp), Delfi Diagnostics, Merck BV, and non-financial support from Nat-
era outside the submitted work; in addition, R.J.A. Fijneman has a patent
to P127799EP00 pending, a patent to WO2021015619A1 pending, a patent to
EP3631453A1 pending, and a patent to US Patent App. 17/779,936, 2023 pend-
ing. E. Dekker reports personal fees from Olympus Europe, Ambu, InterVenn
BioSciences, GI Supply, Norgine, IPSEN, and PAION; grants, personal fees,
and non-financial support from FujiFilm Europe outside the submitted work.
M.C.W. Spaander reports non-financial support from Sentinel; other from Sys-
mex and Norgine during the conduct of the study. G.A. Meijer reports other
from Hartwig Medical Foundation, Sysmex, and Exact Sciences, grants from
CZ Health Insurance outside the submitted work; in addition, G.A. Meijer has
a patent to Progression markers for colorectal Cancer issued and licensed, a
patent to Protein biomarkers for detection of colorectal cancer issued and li-
censed, a patent to Protein biomarkers (II) for detection of colorectal cancer
in stool issued and licensed, and a patent to Methods and compositions for
analysis of cancer pending; and G.A. Meijer is co-founder and board member
(CSO) of CRCbioscreen BV, CSOofHealth-RI (DutchNationalHealthData in-
frastructure for research & innovation), and member of the supervisory board
of IKNL (Netherlands Comprehensive Cancer Organization). G.A. Meijer has
research collaborations with Exact Sciences, Sysmex, Sentinel Ch. SpA, Per-
sonal Genome Diagnostics (PGDX), DELFi and Hartwig Medical Foundation;
these companies provide materials, equipment and/or sample/genomic analy-
ses. V.M.H. Coupé reports grants fromZonMwduring the conduct of the study.
B. Carvalho reports grants from ZonMw during the conduct of the study; in
addition, B. Carvalho has a patent to EP 2841947 B1 licensed, a patent to EP
3631453 A1 pending, a patent to US 16/616,316 pending, and a patent to EP
20746310.0 pending. No disclosures were reported by the other authors.

Disclaimer
The funding sources had no role in the design of this study nor any role dur-
ing its execution, analyses, data interpretation, or decision to submit results.

AACRJournals.org Cancer Res Commun; 3(11) November 2023 2299

D
ow

nloaded from
 http://aacrjournals.org/cancerrescom

m
un/article-pdf/3/11/2292/3381535/crc-23-0186.pdf by Erasm

us U
niversity user on 03 M

ay 2024



Jodal et al.

The study has used data from the Cancer Registry of Norway. The interpreta-
tion and reporting of these data are the sole responsibility of the authors, and
no endorsement by the Cancer Registry of Norway is intended nor should be
inferred.

Authors’ Contributions
H.C. Jodal: Resources, data curation, formal analysis, writing-original draft,
writing-review and editing. E.U. Akwiwu: Data curation, formal analysis,
writing-original draft, writing-review and editing. M. Lemmens: Writing-
review and editing, lab experiments. P.M. Delis-van Diemen: writing-review
and editing, lab experiments. D. Klotz: Resources, writing-review and edit-
ing. L.G. Leon: Writing-review and editing, genomic data analysis. S. Lakbir:
Writing-review and editing, genomic data analysis.M. deWit:Writing-review
and editing. R.J.A. Fijneman: writing-review and editing. M.E. van Leer-
dam: Funding acquisition, writing-review and editing. E. Dekker: Funding
acquisition, writing-review and editing. M.C.W. Spaander: Funding acqui-
sition, writing-review and editing. G.A. Meijer: Conceptualization, funding
acquisition, writing-review and editing. M. Løberg: Resources, formal anal-
ysis, writing-review and editing. V.M.H. Coupé: Conceptualization, formal
analysis, funding acquisition, writing-review and editing. M. Kalager: Con-
ceptualization, formal analysis, funding acquisition, writing-original draft,
writing-review and editing. B. Carvalho: Conceptualization, data cura-

tion, formal analysis, supervision, funding acquisition, writing-original draft,
writing-review and editing.

Acknowledgments
This work was financially supported by a ZonMw grant no. 531002023 (B.
Carvalho) and a Norwegian Research Council grant nos. 231920, 250256 (M.
Kalager).

We thank the Genomics Core Facility at the Netherlands Cancer Institute for
performing the low-coverage WGS. We thank Michael Bretthauer (Oslo Uni-
versity Hospital) for his intellectual contribution during the study application
for funding. This work was performed within the frame of the COST Ac-
tion (CA17118), supported by COST (European Cooperation in Science and
Technology).

Note
Supplementary data for this article are available at Cancer Research Comm-
unications Online (https://aacrjournals.org/cancerrescommun/).

Received April 28, 2023; revised September 22, 2023; acceptedOctober 31, 2023;
published first November 13, 2023.

References
1. Muto T, Bussey HJ, Morson BC. The evolution of cancer of the colon and rectum.

Cancer 1975;36: 2251-70.

2. Fearon ER, Vogelstein B. A genetic model for colorectal tumorigenesis. Cell
1990;61: 759-67.

3. Kuntz KM, Lansdorp-Vogelaar I, Rutter CM, Knudsen AB, van Ballegooijen M,
Savarino JE, et al. A systematic comparison of microsimulation models of col-
orectal cancer: the role of assumptions about adenoma progression. Med Decis
Making 2011;31: 530-9.

4. Rex DK, Schoenfeld PS, Cohen J, Pike IM, Adler DG, Fennerty MB, et al. Quality
indicators for colonoscopy. Gastrointest Endosc 2015;81: 31-53.

5. Kaminski MF, Thomas-Gibson S, Bugajski M, Bretthauer M, Rees CJ, Dekker E,
et al. Performance measures for lower gastrointestinal endoscopy: a European
Society of Gastrointestinal Endoscopy (ESGE) Quality Improvement Initiative.
Endoscopy 2017;49: 378-97.

6. Shinya H, Wolff WI. Morphology anatomic distribution and cancer potential of
colonic polys. Ann Surg 1979;190: 679-83.

7. Huang J, Chan PSF, Pang TWY, Choi P, Chen X, Lok V, et al. Rate of detection of
serrated lesions at colonoscopy in an average-risk population: a meta-analysis
of 129,001 individuals. Endosc Int Open 2021;9: E472-81.

8. De Palma FDE, D’Argenio V, Pol J, Kroemer G, Maiuri MC, Salvatore F. The
molecular hallmarks of the serrated pathway in colorectal cancer. Cancers
2019;11: 1017.

9. Hassan C, Quintero E, Dumonceau JM, Regula J, Brandao C, Chaussade
S, et al. Post-polypectomy colonoscopy surveillance: European Society of
Gastrointestinal Endoscopy (ESGE) Guideline. Endoscopy 2013;45: 842-51.

10. Lieberman DA, Rex DK, Winawer SJ, Giardiello FM, Johnson DA, Levin TR.
Guidelines for colonoscopy surveillance after screening and polypectomy: a
consensus update by the US Multi-Society Task Force on Colorectal Cancer.
Gastroenterology 2012;143: 844-57.

11. Hassan C, Antonelli G, Dumonceau JM, Regula J, Bretthauer M, Chaussade S,
et al. Post-polypectomy colonoscopy surveillance: European Society of Gas-
trointestinal Endoscopy (ESGE) Guideline – update 2020. Endoscopy 2020;52:
687-700.

12. Løberg M, Kalager M, Holme Ø, Hoff G, Adami H-O, Bretthauer M. Long-term
colorectal-cancermortality after adenoma removal. N Engl JMed 2014;371: 799-
807.

13. Atkin W, Wooldrage K, Brenner A, Martin J, Shah U, Perera S, et al. Ade-
noma surveillance and colorectal cancer incidence: a retrospective, multicentre,
cohort study. Lancet Oncol 2017;18: 823-34.

14. Greuter MJE, de Klerk CM, Meijer GA, Dekker E, Coupe VMH. Screening
for colorectal cancer with fecal immunochemical testing with and without
postpolypectomy surveillance colonoscopy: a cost-effectiveness analysis. Ann
Intern Med 2017;167: 544-54.

15. Sillars-Hardebol AH, Carvalho B, de Wit M, Postma C, Delis-van Diemen PM,
Mongera S, et al. Identification of key genes for carcinogenic pathways associ-
ated with colorectal adenoma-to-carcinoma progression. Tumour Biol 2010;31:
89-96.

16. Hermsen M, Postma C, Baak J, Weiss M, Rapallo A, Sciutto A, et al. Colorectal
adenoma to carcinoma progression follows multiple pathways of chromosomal
instability. Gastroenterology 2002;123: 1109-19.

17. Carvalho B, Postma C, Mongera S, Hopmans E, Diskin S, van de Wiel
MA, et al. Multiple putative oncogenes at the chromosome 20q amplicon
contribute to colorectal adenoma to carcinoma progression. Gut 2009;58:
79-89.

18. van Lanschot MCJ, Carvalho B, Rausch C, Snaebjornsson P, van Engeland M,
Kuipers EJ, et al. Molecular profiling of longitudinally observed small colorectal
polyps: a cohort study. EBioMedicine 2019;39: 292-300.

19. Carvalho B, Diosdado B, Terhaar Sive Droste JS, Bolijn AS, Komor MA, de Wit
M, et al. Evaluation of cancer-associated DNA copy number events in colorectal
(Advanced) adenomas. Cancer Prev Res 2018;11: 403-12.

20. Matano M, Date S, Shimokawa M, Takano A, Fujii M, Ohta Y, et al. Modeling col-
orectal cancer using CRISPR-Cas9-mediated engineering of human intestinal
organoids. Nat Med 2015;21: 256-62.

21. Drost J, van Jaarsveld RH, Ponsioen B, Zimberlin C, van Boxtel R, Buijs A, et al.
Sequential cancer mutations in cultured human intestinal stem cells. Nature
2015;521: 43-7.

2300 Cancer Res Commun; 3(11) November 2023 https://doi.org/10.1158/2767-9764.CRC-23-0186 | CANCER RESEARCH COMMUNICATIONS

D
ow

nloaded from
 http://aacrjournals.org/cancerrescom

m
un/article-pdf/3/11/2292/3381535/crc-23-0186.pdf by Erasm

us U
niversity user on 03 M

ay 2024

https://aacrjournals.org/cancerrescommun/


Adenoma Features and Genetic Biomarkers for Later CRC

22. Jodal HC, Klotz D, Herfindal M, Barua I, Tag P, Helsingen LM, et al. Long-term
colorectal cancer incidence andmortality after adenoma removal in women and
men. Aliment Pharmacol Ther 2022;55: 412-21.

23. Jodal HC, Wieszczy-Szczepanik P, Klotz D, Herfindal M, Barua I, Tag P, et al. A
comparison of risk classification systems of colorectal adenomas: a case-cohort
study. Gastroenterology 2023;165: 483-91.

24. Voorham QJM, Carvalho B, Spiertz AJ, van Grieken NCT, Mongera S, Rondagh
EJA, et al. Chromosome 5q loss in colorectal flat adenomas. Clin Cancer Res
2012;18: 4560-9.

25. Scheinin I, Sie D, Bengtsson H, van de Wiel MA, Olshen AB, van Thuijl HF,
et al. DNA copy number analysis of fresh and formalin-fixed specimens by shal-
lowwhole-genome sequencingwith identification and exclusion of problematic
regions in the genome assembly. Genome Res 2014;24: 2022-32.

26. van deWiel MA, Kim KI, Vosse SJ, vanWieringenWN,Wilting SM, Ylstra B. CGH-
call: calling aberrations for array CGH tumor profiles. Bioinformatics 2007;23:
892-4.

27. Scheike TH, Juul A. Maximum likelihood estimation for Cox’s regression model
under nested case-control sampling. Biostatistics 2004;5: 193-206.

28. Richardson DB. An incidence density sampling program for nested case-control
analyses. Occup Environ Med 2004;61: e59.

29. Partlett C, Hall NJ, Leaf A, Juszczak E, Linsell L. Application of the matched
nested case-control design to the secondary analysis of trial data. BMC Med
Res Methodol 2020;20: 117.

30. Youden WJ. Index for rating diagnostic tests. Cancer 1950;3: 32-5.

31. Perkins NJ, Schisterman EF. The inconsistency of “optimal" cutpoints obtained
using two criteria based on the receiver operating characteristic curve. Am J
Epidemiol 2006;163: 670-5.

32. Uno H, Cai T, Pencina MJ, D’Agostino RB, Wei LJ. On the C-statistics for evaluat-
ing overall adequacy of risk prediction procedures with censored survival data.
Stat Med 2011;30: 1105-17.

33. Click B, Pinsky PF, Hickey T, Doroudi M, Schoen RE. Association of colonoscopy
adenoma findings with long-term colorectal cancer incidence. JAMA 2018;319:
2021-31.

34. He X, Hang D, Wu K, Nayor J, Drew DA, Giovannucci EL, et al. Long-term risk of
colorectal cancer after removal of conventional adenomas and serrated polyps.
Gastroenterology 2020;158: 852-61.

35. Baile-Maxia S, Mangas-Sanjuan C, Ladabaum U, Hassan C, Rutter MD,
Bretthauer M, et al. Risk factors for metachronous colorectal cancer or ad-
vanced adenomas after endoscopic resection of high-risk adenomas. Clin
Gastroenterol Hepatol 2023;21: 630-43.

36. Saito T, Niida A, Uchi R, Hirata H, Komatsu H, Sakimura S, et al. A temporal shift
of the evolutionary principle shaping intratumor heterogeneity in colorectal
cancer. Nat Commun 2018;9: 2884.

37. Sukha A, Baker A-M, Williams M, Moorghen M, Leedham S, Graham T, et al. The
evolution of sporadic colorectal adenomas: copy number alterations (CNA) in
polyp progressors vs non-progressors. Gut 2021;70: A29-30.

38. Wieszczy P, Kaminski MF, Franczyk R, Loberg M, Kobiela J, Rupinska M, et al.
Colorectal cancer incidence and mortality after removal of adenomas during
screening colonoscopies. Gastroenterology 2020;158: 875-83.

39. Vemulapalli KC, Rex DK. Risk of advanced lesions at first follow-up colonoscopy
in high-risk groups as defined by the United Kingdom post-polypectomy
surveillance guideline: data from a single U.S. center. Gastrointest Endosc
2014;80: 299-306.

40. Park SK, YangHJ, Jung YS, Park JH, Sohn CI, Park DI. Risk of advanced colorectal
neoplasm by the proposed combined United States and United Kingdom risk
stratification guidelines. Gastrointest Endosc 2018;87: 800-8.

41. Shono T, Oyama S, Oda Y, Yokomine K, Murakami Y, Miyamoto H, et al.
Risk stratification of advanced colorectal neoplasia after baseline colonoscopy:
cohort study of 17 Japanese community practices. Dig Endosc 2020;32:
106-13.

AACRJournals.org Cancer Res Commun; 3(11) November 2023 2301

D
ow

nloaded from
 http://aacrjournals.org/cancerrescom

m
un/article-pdf/3/11/2292/3381535/crc-23-0186.pdf by Erasm

us U
niversity user on 03 M

ay 2024



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings true
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 0
  /Optimize false
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage false
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Remove
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 200
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 500
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 200
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 500
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 600
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 900
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /ENU ([Based on '[High Quality Print]'] Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames false
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides true
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks true
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        18
        18
        18
        18
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 18
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [792.000 1224.000]
>> setpagedevice


