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m The effect of genetic variation on second malignant neoplasms (SMNs) remains unclear. First,

o IS e ey we identified the pathogenic germline variants in cancer-predisposing genes among 15 children
confer a risk of with SMNs after childhood leukemia/lymphoma using whole-exome sequencing. Because the
second cancers after prevalence was low, we focused on the association between SMNs and NUDT15 in primary acute
treatment with 6-MP lymphoblastic leukemia (ALL) cases. NUDT15 is one of the 6-mercaptopurine (6-MP) metabolic
in patients with ALL. genes, and its variants are common in East Asian individuals. The prevalence of NUDT15 hypo-

morphic variants was higher in patients with SMNs (n = 14; 42.9%) than in the general popula-
tion in the gnomAD database (19.7%; P = .042). In the validation study with a cohort of 438
unselected patients with ALL, the cumulative incidence of SMNs was significantly higher among
those with (3.0%; 95% confidence interval [CI], 0.6% to 9.4%) than among those without NUDT15
variants (0.3%; 95% CI, 0.0% to 1.5%; P = .045). The 6-MP dose administered to patients with ALL
with a NUDT15 variant was higher than that given to those without SMNs (P = .045). The
6-MP-related mutational signature was observed in SMN specimens after 6-MP exposure. In cells
exposed to 6-MP, a higher level of 6-MP induced DNA damage in NUDT15-knockdown induced
pluripotent stem cells. Our study indicates that NUDT15 variants may confer a risk of SMNs after
treatment with 6-MP in patients with ALL.
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Introduction

Second malignant neoplasms (SMNs) are one of the most serious late
effects in children and adolescents who have been treated for cancer.
The cumulative incidence of SMNs increases substantially with time,
even after 10 years, approaching 10%."? SMNs are a leading cause
of mortality among long-term survivors of childhood cancer.®

Previous studies have reported that radiation therapy and certain
anticancer drugs (eg, etoposide) increase the risk of SMNs.*® Addi-
tionally, several reports have demonstrated the possible contribution
of host genetics to SMN development. Recent comprehensive anal-
yses have revealed a high prevalence of germline variants in cancer-
predisposing genes (CPGs) in children with cancer.®” Because a
family history of cancer is one of the risk factors for SMNs,2 muta-
tions in CPGs are thought to be associated with SMN development
after childhood cancer. For example, recent studies report that
TP53 variants are overexpressed in pediatric SMN cases after the
treatment of ALL and solid tumors.%'® A large-scale comprehensive
study of pediatric cancer survivors revealed the prevalence of germ-
line variants of CPGs in SMN cases (6.4%)."" However, the contri-
bution of germline variants in CPGs among SMNs is still not fully
understood.

Polymorphisms of thiopurine methyltransferase (TPMT), one of the
6-mercaptopurine  (6-MP)—metabolizing genes, is considered
another potential genetic risk factor for SMNs, because the DNA-
damaging effect of 6-MP during treatment of acute lymphoblastic
leukemia (ALL) increased in patients with low TPMT activity.'>"*
However, the mechanism of 6-MP-induced SMNs remains unclear.
Additionally, TPMT polymorphisms are rare in East Asian individuals;
instead, polymorphisms of nucleoside diphosphate—linked moiety
X-type motif 15 (NUDT15), another 6-MP-metabolizing gene, are
common.'®'® However, there are no reports showing an associa-
tion between NUDT15 and SMNs.

WEe investigated the genetic basis of SMNs among children with
SMNs after childhood leukemia/lymphoma. We report an associa-
tion between NUDT15 variants and SMNs after 6-MP exposure.

Patients and methods
Enroliment of the patients

We first sent a questionnaire to the collaborating institutions and
retrospectively collected the available samples that fulfilled the eligi-
bility criteria: (1) development of SMNs after treatment of childhood
leukemia/lymphoma, (2) availability of specimens, and (3) obtain-
ment of informed consent. An SMN was defined as a new indepen-
dent cancer occurring in a person who has had cancer in the past.
Germline samples (n = 15) with available somatic samples (n = 6)
meeting these criteria were obtained from 13 institutions belonging
to the Tokyo Children's Cancer Study Group (TCCSG) and other
collaborating institutions. Moreover, for four patients who developed
SMNs after ALL treatment, only tumor samples of primary ALL were
obtained.

Identification of germ line pathogenic variants
in CPGs

We designed this retrospective study to examine the genetic risk
factors for SMNs after treatment of childhood leukemia/lymphoma.
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First, to identify potential pathogenic variants in SMN cases, we per-
formed whole-exome sequencing (WES) in 15 samples. Complete
details of sample preparation and WES are provided in the supple-
mental Methods. Variants of 162 known CPGs listed in previous
reports”'” were extracted in each sample. Pathogenicity of the var-
iants was evaluated using the guideline of the American College of
Medical Genetics and Genomics'® and online databases, such as
National Center for Biotechnology Information ClinVar (detailed in
the supplemental Methods).

Subgroup analysis in patients with primary ALL

NUDT15 variant analysis. The prevalence of the major
NUDT15 nonfunctional allele (rs116855232)'° was evaluated using
WES data for 10 patients with ALL as the primary cancer. We also
evaluated the NUDT15 genotype using direct sequencing in 4 sam-
ples for which germline samples were unavailable, under the
assumption that the genotype does not change in tumor samples.
Because all our patients were East Asian, the prevalence of
NUDT15 variants in this SMN cohort was compared with that in the
general population of East Asia registered in the gnomAD database
(https://gnomad.broadinstitute.org/). To confirm the significance of
NUDT15 variants, the cumulative incidence of SMNs with or without
NUDT15 nonfunctional alleles in an unselected cohort of 438
patients with ALL studied in TCCSG L04-16° was evaluated using
cmprsk (https://CRAN.R-project.org/package=cmprsk). The average
6-MP dose during primary ALL treatment was compared with that
administered to 98 Japanese children with the same NUDT715
genotype without SMNs after 6-MP—containing therapy, as reported
in a previous study.>'

Mutational signature analysis. To assess the impact of 6-MP
on SMN development, we performed mutational signature analysis.
First, to extract somatic mutations in SMN specimens, available SMN
samples from six patients after 6-MP treatment were analyzed using
WES. Somatic mutations were extracted using tumor-normal pairs
from WES data. Mutational signature analysis was performed to
extract known mutational signatures (detailed in the supplemental
Methods). Known mutational signatures were obtained from the
COSMIC database (mutational signatures version 3; synapse.org ID
syn12009743) and Li et al?? (6-MP-related signatures A and B).

hPSC maintenance cultures

We performed in vitro analysis using hematopoietic cells derived
from NUDT15-knockdown induced pluripotent stem cells to assess
the effect of NUDT15 expression on the extent of 6-MP—induced
DNA damage. This study used two lines of human pluripotent stem
cells (hPSCs): human ES cells (cell line KhES1) and human
induced pluripotent stem cells (cell line 409B7). KhES1 was pro-
vided by Dr Norio Nakatsuiji (Kyoto University, Kyoto, Japan). 409B7
was provided by Dr Shinya Yamanaka (Kyoto University). These
hPSCs were cultured in tissue culture dishes coated with 0.25
ng/cm? of iMatrix 511 (catalog #892011; Nippi, Osaka, Japan) in
AKO2N medium (catalog #AJ100; Ajinomoto, Tokyo, Japan).

hPSC transduction of piggyBac-based short hairpin
RNA expression vectors

Short hairpin RNA sequences targeting two different loci in the
NUDT15 gene (NM_018283.4), ACAAGGCTATGATCCATTTAA
(sh01) and TTTCATTGAGAAGGAGAATTA (sh02), were designed
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Figure 1. Overview of patient characteristics and genetic variations in SMNs. The subtypes of primary cancers and SMNs, intervals between primary cancers and

SMNs, cancer-predisposing gene variants, and NUDT15 variants in patients with SMNs after ALL treatment are shown. NUDT15 genotype was evaluated using WES data

(n = 10) and direct sequencing (n = 4). AML, acute myeloid leukemia; MDS, myelodysplastic syndrome; RT, radiation therapy.

and cloned into piggyBac-based short hairpin RNA expression vec-
tors containing the puromycin-resistant cassette. hPSCs were elec-
troporated with the vectors using a Nepa21 electroporater (Nepa
Gene Co., Chiba, Japan).

Differentiation of hematopoietic cells from hPSCs

We modified our previously reported protocol®® to induce hemato-
poietic cells from hPSCs. The medium of PSC colonies that grew
to a diameter of 7560 to 1000 pm was replaced with Essential
8 (catalog #A1517001; Thermo Fisher Scientific, Waltham, MA)
containing 2 pM of GSK-3 inhibitor CHIR-99021 (catalog
#038-23101; Wako, Osaka, Japan), 80 ng/mL of BMP4 (catalog
#314-BP-010; R&D Systems, Minneapolis, MN), and 80 ng/mL of
vascular endothelial growth factor (catalog #293-VE-010; R&D Sys-
tems) on days O to 2 to induce cells equivalent to those of the prim-
itive streak. Next, the medium was replaced with Essential 6
(catalog #A1516401; Thermo Fisher Scientific) containing 2 uM of
ALKS5 inhibitor SB431542 (catalog #031-24291; Wako), 50 ng/mL
of stem cell factor (catalog #255-SC-010; R&D Systems), and
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80 ng/mL of vascular endothelial growth factor on days 2 to 4 to
induce hemangioblast-like bipotent progenitor cells. To induce
hematopoietic progenitor cells,>* the medium was replaced with
Stemline-ll medium (catalog #S0192; Sigma-Aldrich, St Louis, MO)
containing 50 ng/mL of stem cell factor, 10 wM of thrombopoietin,
and 50 ng/mL of Fit-3 ligand (catalog #308-FK-005; R&D Systems)
on days 4 to 15.

Flow cytometry and cell sorting

On days 15 to 17 of differentiation, blood cells were harvested from
culture and stained with APC-conjugated anti-human CD45 and
Qdot605-conjugated anti-human CD34 antibodies (BioLegend, San
Diego, CA). Cells positive for both CD45 and CD34 were sorted
using the BD FACSAria Il (BD Biosciences, San Jose, CA) for sub-
sequent culture. To detect the phosphorylated histone H2AX
(pPH2AX), cells exposed to 6-MP were fixed and permeabilized using
BD Cytofix/Cytoperm solution (BD Biosciences) following the manu-
facturer's procedure. Intracellular staining was then performed using
fluorescein isothiocyanate antiphosphorylated (ser139) H2AX (clone
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Table 1. Clinical characteristics of SMN patient cohort

Characteristic n

Total patients 19

Primary cancer

Median age at diagnosis, y (range) 4 (0-14)
ALL 14
AML/MDS 1
Lymphoma 4
SMN
Median age at diagnosis, y (range) 13.5 (5-44)
Median interval from primary cancer, y (range) 6.5 (2-30)
Hematologic malignancies 14
ALL 1
AML/MDS 12
Lymphoma 1
Solid tumor 5
CNS tumor 1
Non-CNS tumor 4

CNS, central nervous system; MDS, myelodysplastic syndrome.

2F3; BioLegend). pH2AX levels are presented as the median fluo-
rescence intensity.

Statistical analysis

The prevalence of NUDT15 variants was compared between
groups using Fisher's exact test. The 6-MP dose was compared
between groups using the Mann-Whitney U test. Cumulative inci-
dences were determined using the Gray test. A P value <.05 was
considered statistically significant. In the experiments using PSCs,

the Kruskal-Wallis test was first performed. For lines with a signifi-
cant difference of P < .05, multiple comparisons (Dan-Bonferroni
method) were performed as post hoc comparisons.

Ethics

This study was approved by the institutional ethics board of the
National Center for Child Health and Development (#1025 and
#1035; Tokyo, Japan), and informed consent was obtained from the
patients and/or guardians. The use of human embryonic stem cells
was approved by the Japanese Ministry of Education, Culture,
Sports, Science and Technology.

Results
Patient characteristics

Characteristics of the 19 patients with SMNs are presented in
Figure 1, Table 1, and supplemental Table 2. The diagnoses of pri-
mary cancer included ALL (n = 14), lymphoma (n = 4), and AML
(n = 1). As for subsequent cancers, 14 patients had subsequent
leukemia (n = 18) and lymphoma (n = 1), and five patients had
subsequent solid tumors, including brain tumor (hn = 1) and non-
brain solid tumors (n = 4). The median ages at diagnosis of primary
cancer and SMNs were 5 years (range, 1-14 years) and 13.5 years
(range, 5-44 years), respectively. The median time from diagnosis of
primary malignancy to SMN was 6.5 years (range, 2-30 years).
Radiation therapy was administered in seven cases. Three patients
developed a solid tumor within the radiation field, whereas one
developed a solid SMN outside of the field; the remaining SMNs
were AML/myelodysplastic syndrome (Figure 1; supplemental
Table 2). In the 14 patients whose primary cancer was ALL, the risk
at diagnosis was classified as high in 7 patients, intermediate in
3 patients, and standard in 4 patients (Table 2). All patients were
treated according to the Berlin-Frankfurt-Munich—type ALL protocol.

Table 2. Clinical characteristics and NUDT15 variants in primary ALL cases

Primary Genetic subtypes
Case n cancer Risk group of primary ALL SMN subtype Interval, y* Cytogenetics of tMDS/AML NUDT15 genotypet  6-MP dose, mg/m?
1 BCP-ALL HR = MDS 10 Normal karyotype WT 48
2 BCP-ALL IR - Bladder cancer 24 - HT 60
3 BCP-ALL HR ETV6-RUNX1 AML 3 MLL rearrangement HT 32
4 BCP-ALL HR - AML 30 45.X,-X, HT 70
1(8;16;21)(q22;p11.2;922)

5 BCP-ALL IR t(1;19) BCC 25 = WT 47
6 BCP-ALL HR - ES 9 - WT NA
7 BCP-ALL HR FUS-ERG AML 3 NA WT 16.6
8 BCP-ALL SR - AML 8 MLL rearrangement WT 85
9 BCP-ALL SR = Neurilemmoma 12 = WT 68
10 T-ALL SR - AML 2 Normal karyotype WT 115
11 BCP-ALL IR - MDS 4 46,XX, add(3)(q26), —7, +mar HT 60
12 BCP-ALL HR - AML 4 Normal karyotype HT 38
13 BCP-ALL HR MLL-AF4 oS 8 = HT 37
14 BCP-ALL SR ETV6-RUNX1 MDS 1 46,XX 1(5;12;17)(q35;p13;q12) WT 27

BCP-ALL, B-cell precursor ALL; BCC, basal cell carcinoma; ES, Ewing sarcoma; HR, high risk; HT, heterozygous type; IR, intermediate risk; MDS, myelodysplastic syndrome; NA, not

available; OS, osteosarcoma; SR, standard risk; T-ALL, T-cell precursor ALL; WT, wild type.
*Time from primary cancer to SMN.
tHT indicates heterozygous for rs116855232.
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Figure 2. NUDT15 variant frequency in patients with SMNs after ALL treatment. Comparisons of the frequency of NUDT15 variant cases between the SMN cohort
and gnomAD database are shown. Six (42.9%) of 14 patients with SMNs after ALL treatment had NUDT15 heterozygous variants, whereas prevalence in the general East

Asian population in the gnomAD database was 19.7%. (P = .042). WT, wild type.

Germ line pathogenic variants in CPGs

WES identified 23 nonsilent germ line variants in the 110 cancer-
associated genes listed as having a dominant inheritance pattern.
Among them, only two LZTR1 variants (1 frameshift and 1 nonsense
variant) were considered pathogenic; they were detected in the
same patient (case 1; Figure 1; supplemental Table 3). Of the 52
genes with a recessive inheritance pattern, none were detected as
homozygous or compound heterozygous mutations.

NUDT15 variants in patients with SMNs after ALL

Because there was only one CPG pathogenic variant case among
the SMN cases, we considered the possibility of other potential
SMN-causing genetic factors. Most cases in the primary hematologi-
cal malignancy group were ALL (n = 14 of 19); therefore, we sus-
pect that the genetic factors were related to the ALL treatment.
Based on previous reports that polymorphism in TPMT, one of the
metabolism-related genes in 6-MP, is associated with a risk of SMN
development in American and European populations,'®'* we
hypothesized that NUDT15 polymorphism is a risk factor of SMNs
in our East Asian SMN cohort. Therefore, we evaluated the fre-
quency of an altered nucleotide in rs116855232 of NUDT15
(p.R139C), which is an important determinant of sensitivity to
6-MP,'®"®'° ysing WES data in 10 cases and direct sequencing in
4 cases where only somatic samples were available (Figure 1).
Strikingly, 6 of the 14 patients with ALL (42.9%) had NUDT15
heterozygous variants, although its prevalence in the general East

Asian population in the gnomAD database was 19.7% (P = .042;
Figure 2).

Because the sample size of our SMN cohort was small, we addi-
tionally investigated the presence of NUDT15 variants in a cohort of
438 unselected patients with ALL in the TCCSG L04-16 study to
validate the potential association between NUDT15 hypomorphic
variants and tumorigenesis. Among the 1033 patients in the original
TCCSG L04-16 study, genomic DNA was available in 438 cases.
All of these patients were treated according to the TCCSG proto-
col, which was based on the Berlin-Frankfurt-Munich-type ALL pro-
tocol. Among them, six patients developed SMNs. The clinical
characteristics of these cases are presented in Table 3. Conse-
quently, the cumulative incidence of SMNs was significantly higher
among cases with the NUDT15 variant (3.0% at 7 years; 95% Cl,
0.6% to 9.4%) than among those without (0.3%; 95% CI, 0.0% to
1.5%; P = .045; Figure 3A).

Clinical characteristics of patients with ALL with
NUDT15 variants

Of the six cases with a NUDT15 heterozygous variant, the median
ages at diagnosis of ALL and SMN were 10 and 17.5 years,
respectively. The median time from ALL diagnosis to SMN was
6 years in variant cases and 8.5 years in wild-type cases (Figure 1;
Table 2). In six SMN cases with a NUDT15 variant, the SMN sub-
types were AML/myelodysplastic syndrome (n = 4), bladder cancer
(h = 1), and osteosarcoma (n = 1). Radiation therapy was

Table 3. Clinical characteristics of patients with SMNs in the TCCSG L04-16 cohort

TCCSG n Primary cancer subtype Primary risk Day-8 risk SMN subtype NUDT15 genotype*
404 BCP-ALL HR HR AML HT
105 BCP-ALL HR HR AML WT
014-008 BCP-ALL SR SR AML WT
0616084 BCP-ALL HR HR AML HT
0616086 BCP-ALL HR HR-SCT (6] HT
568 BCP-ALL SR SR MDS WT

BCP-ALL, B-cell precursor ALL; HR, high risk; HR-SCT, high-risk stem cell transplantation; HT, heterozygous type; MDS, myelodysplastic syndrome; OS, osteosarcoma; SR, standard

risk; WT, wild type.
*HT indicates heterozygous for rs116855232.
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Figure 3. Cumulative incidence and comparison of 6-MP dose in patients with SMNs after ALL. (A) Cumulative incidence of SMNs in 438 children in TCCSG
L04-16 who received ALL therapy was significantly higher in patients with NUDT15 variants (3.0% at 7 years) than in those with wild-type alleles (0.3%; P = .045). P value

was calculated using the Gray test. (B) Average daily dose of 6-MP in maintenance therapy for patients with SMNs with a NUDT15 heterozygous variant was significantly

higher than the dose administered to control (CNTL) patients with the same NUDT15 genotype, but they did not develop SMNs after 6-MP-containing therapy in a previous

study (P = .045). P value was calculated using the Mann-Whitney U test.

performed in three of the six patients with variants. The bladder can-
cer developed outside of the radiation field, whereas the osteosar-
coma developed within the radiation field. Notably, the dose of
6-MP administered to patients with SMNs with a NUDT15 heterozy-
gous variant was significantly higher than that administered to those
with the NUDT15 genotype but who did not develop SMNs after
6-MP—containing therapy in the previous cohort study®' (P = .045;
Figure 3B; Table 2).
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Figure 4. Relative contribution of therapy-related signatures in the 6 cases
with available SMN samples. AML, acute myeloid leukemia; LBL, lymphoblastic
lymphoma; MDS, myelodysplastic syndrome; SBS, single base substitution.
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Identification of 6-MP-induced signature

All 6 patients with available tumor (SMN)—normal pair samples had
been treated with 6-MP for primary malignancies (ALL, n = 4; lym-
phoblastic lymphoma, n = 2). These six cases included one and five
cases of NUDT15 variant and wild type, respectively. To evaluate the
contribution of 6-MP-induced DNA damage to SMNs, mutational
signature analysis was performed (supplemental Methods). Of the six
cases, signature B, reported as the 6-MP-related signature,®>2° was
present in four, including one variant case (66.7%; Figure 4).

Reduced NUDT15 expression increased DNA
sensitivity to damage by 6-MP

To evaluate the relationship between NUDT715 expression and sen-
sitivity to 6-MP—induced DNA damage in hematopoietic stem/pro-
genitor cells, we assessed the accumulation of double-strand DNA
breaks using flow cytometry targeting pH2AX (Figure 5A). Cells
with NUDT15 gene knockdown were significantly less viable after
treatment with 6-MP (0.39 M) for 1 week and did not survive treat-
ment at higher doses (1.56 and 6.25 wM; Figure 5B-C). The viability
of the scramble control cells was not affected by 6-MP exposure at
these concentrations. Consistent with these observations, pH2AX
levels were significantly higher in NUDT15-knockdown cells than in
controls after treatment with 6-MP (0.39 pM; Figure 5D-E). These
results indicate that reduced NUDT15 expression results in
increased DNA damage induced by 6-MP.

Discussion

Our most striking finding is that hypomorphic NUDT15 alleles may
be a risk factor for developing SMNs after 6-MP exposure. The
potential carcinogenic effect of thiopurines has been demonstrated
in several studies showing an increased risk of therapy-related can-
cers in inflammatory bowel disease and autoimmune disease.?®2°
NUDT15 is the most potent determinant of 6-MP sensitivity in the
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Figure 5. Reduced NUDT15 expression increased sensitivity to 6-MP-induced DNA damage. (A) Schematic diagram of experiments. (B) Relative expression of the

NUDT15 gene in PSC-derived hematopoietic progenitor cells (HPCs). Relative quantity (RQ) values were calculated via the AACt method using multiple control genes in wild-
type (WT) cells as an internal control in Kh1 and B7 strains. (C) Cell numbers after exposure to 6-MP. (D-E) Representative fluorescence-activated cell sorting panel and median
fluorescence intensity of pH2AX levels after exposure to 6-MP. *Significant difference (P < .05) in both the Kruskal-Wallis test and post hoc comparison, **significant difference

only in the Kruskal-Wallis test. ESC, embryonic stem cell; iPSC, induced pluripotent stem cell; n.s., no significant difference in Kruskal-Wallis test; sc, scrambled; sh, short hairpin.

Asian population, and TPMT is the counterpart of NUDT15 in White
populations. Thus, our results are consistent with previous studies
reporting that TPMT polymorphisms confer a risk of SMNs after
6-MP treatment.'®'* This hypothesis is reinforced by our observa-
tion that patients who developed SMNs had been administered a
higher average dose of 6-MP and that the 6-MP-related signature
B was present in SMN specimens after 6-MP exposure. The
6-MP-related signature has also been identified in NUDT15 wild-
type cases. A higher percentage of signature B is likely detected in
NUDT15 variant cases; however, this could not be demonstrated
because of the lack of available specimens. The results of in vitro
experiments with PSC-derived hematopoietic progenitor cells may
also suggest a relationship between insufficient NUDT15 activity
and increased sensitivity to DNA damage by 6-MP. These findings
demonstrate that high doses of 6-MP lead to an increased risk of
SMNs, particularly in patients with NUDT15 variants.

A recent germline analysis of SMN cases after pediatric ALL treat-
ment revealed that the relative prevalence of germline pathogenic
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variants was not high.30 In our study, mutations in LZTR1, which
have been shown to be associated with B-cell ALL in recent stud-
ies, were identified in only one case.” For children with ALL, variants
of thiopurine-metabolizing genes such as TMPT and NUDT15 might
be the most potent and frequent germline determinants of the risk
of developing SMNs.

Among the patients with SMNs with a NUDT15 variant, there was
one each who developed osteosarcoma within the radiation field
and bladder cancer outside the radiation field. Because the expres-
sion of NUDT15 in each organ is not precisely known, it is unclear
how 6-MP was associated with these SMNs. Additional studies are
required to address how 6-MP-induced DNA damage confers each
SMN type.

With regard to SMN prevention, determining the dose of 6-MP dur-
ing maintenance therapy is an important issue. There are cases with
very low thiopurine tolerance despite the absence of TPMT and
NUDT15 polymorphisms.?' Finding a specific indicator, such as
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measuring thiopurine metabolites, as opposed to the current regula-
tion that uses white blood cell counts, is a future challenge.

Our results have several limitations. First, the sample size of our
study was small because of the rarity of SMN development. Further-
more, a validation study with a larger number of cases, ideally with a
cohort, including other SMN phenotypes common in survivors, such
as breast cancer and soft tissue sarcoma, is needed. Also, our
in vitro experimental model corresponds to a NUDT15 homozygous
variant. Ideally, a heterozygous variant model should be constructed
to compare the level of DNA damage. Moreover, because our study
was retrospective, we could not evaluate 6-MP metabolites during
ALL treatment. Additional studies are required to determine the best
method for optimizing the 6-MP dose for each genetic variant.

In conclusion, we found that NUDT15 variants may confer a risk of
SMNs after treatment with 6-MP in patients with ALL. Our study
underscores the importance of genetic background in childhood
cancers, both in primary disease and in the development of SMNs.

Acknowledgments

The authors thank the staff at the Center for Clinical Research
and Development at the National Center for Child Health and
Development for their editorial support. The authors are grateful
to Sigiaozhi Li, Takafumi Mano, and Etsuko Mochizuki for their
technical assistance.

This work was supported by the Japan Society for the Promotion
of Science through a Grant-in-Aid for Scientific Research (19K22608
and 16K10026), Japan Agency for Medical Research and Develop-
ment (JP20ck0106467 and JP20kk0305014), National Center for
Child Health and Development of Japan (2020A-1 and 2019A-4),
and the US National Institutes of Health (RO1GM118578 and
R35GM141947).

References

Authorship

Contribution: JJ.Y. and M.K. planned, designed, and coordinated
the study; M.Y., KN, W.Y., AN, J.LY., and MK. contributed to the
writing of the manuscript; M.Y,, ST, KY, RS, T.O, CK, Y.S, KT,
S. Ishimura, Y.Y,, MT,, HT, YA, AK, MH,, Tl, DH, YN, MO,
HK, N.T, Al, MS, T.Y, D.T, KK, KM, NK, AO., AM, and AN.
contributed to data gathering; M.Y., KN, AS.-O.,, W.Y,, S.T., H.O.-
K, TK, Kl, MS, KO, KY, RS, TM, RN, MS, S.O, AN, and
K.H. contributed to data analysis; M.Y., KN,, AS.-O., M.S,, AN,
JJY.,, and MK. interpreted the data; S. lto and N.K. discussed the
results and provided comments and feedback; and all authors criti-
cally reviewed the manuscript and agreed to submit the manuscript
for publication.

Conflict-of-interest disclosure: The authors declare no competing
financial interests.

ORCID profiles: M.Y., 0000-0002-9171-7335; S.T., 0000-
0001-5738-4138; H.O-K,, 0000-0003-3421-8190; T.K, 0000-
0001-8137-0334; K.O., 0000-0001-9747-5069; R.S., 0000-0002-
1015-3444; T.0., 0000-0001-5536-6788; H.T., 0000-0001-8763-
0280; Y.A., 0000-0003-3001-2240; Y.N., 0000-0003-0793-815X;
Al, 0000-0002-6758-8254; S.., 0000-0002-5242-8987; D.T,
0000-0003-1520-7007; K.M., 0000-0002-5340-3781; S.O., 0000-
0002-7778-5374; AN., 0000-0002-6412-2686; K.H., 0000-0002-
7809-7637; M.K,, 0000-0001-5145-1774.

Correspondence: Motohiro Kato, Department of Pediatric Hematol-
ogy and Oncology Research, National Center for Child Health and
Development, 2-10-1, Okura, Setagaya, Tokyo 157-8535, Japan; e-
mail: katom-tky@umin.ac.jp.

1. Hijiya N, Hudson MM, Lensing S, et al. Cumulative incidence of secondary neoplasms as a first event after childhood acute lymphoblastic leukemia.

JAMA. 2007;297(11):1207-1215.

2. Sacchi S, Marcheselli L, Bari A, et al. Secondary malignancies after treatment for indolent non-Hodgkin's lymphoma: a 16-year follow-up study.

Haematologica. 2008;93(3):398-404.

3. Turcotte LM, Whitton JA, Friedman DL, et al. Risk of subsequent neoplasms during the fifth and sixth decades of life in the Childhood Cancer
Survivor Study cohort [published correction appears in J Clin Oncol. 2018;36(8):833-834]. J Clin Oncol. 2015;33(31):3568-3575.

4.  Friedman DL, Whitton J, Leisenring W, et al. Subsequent neoplasms in 5-year survivors of childhood cancer: the Childhood Cancer Survivor Study.

J Natl Cancer Inst. 2010;102(14):1083-1095.

5.  Turcotte LM, Liu Q, Yasui Y, et al. Chemotherapy and risk of subsequent malignant neoplasms in the Childhood Cancer Survivor Study cohort.

J Clin Oncol. 2019;37(34):3310-3319.

6. Zhang J, Walsh MF, Wu G, et al. Germline mutations in predisposition genes in pediatric cancer. N Engl J Med. 2015;373(24):2336-2346.

7.  Grobner SN, Worst BC, Weischenfeldt J, et al; ICGC MMML-Seq Project. The landscape of genomic alterations across childhood cancers [pub-
lished correction appears in Nature. 2018;559(7714):E10]. Nature. 2018;555(7696):321-327.

8. Henderson TO, Whitton J, Stovall M, et al. Secondary sarcomas in childhood cancer survivors: a report from the Childhood Cancer Survivor Study.

J Natl Cancer Inst. 2007;99(4):300-308.

9. Qian M, Cao X, Devidas M, et al. TP53 germline variations influence the predisposition and prognosis of B-cell acute lymphoblastic leukemia in chil-

dren. J Clin Oncol. 2018;36(6):591-599.

10. Sherborne AL, Lavergne V, Yu K, et al. Somatic and germline TP53 alterations in second malignant neoplasms from pediatric cancer survivors. Clin

Cancer Res. 2017;23(7):1852-1861.

11. Wang Z, Wilson CL, Easton J, et al. Genetic risk for subsequent neoplasms among long-term survivors of childhood cancer. J Clin Oncol. 2018;

36(20):2078-2087.

L b]OOd advances 14 DECEMBER 2021 - VOLUME 5, NUMBER 23

NUDT15 AND SECOND MALIGNANCIES IN PEDIATRIC ALL 5427


https://orcid.org/0000-0002-9171-7335
https://orcid.org/0000-0001-5738-4138
https://orcid.org/0000-0001-5738-4138
https://orcid.org/0000-0003-3421-8190
https://orcid.org/0000-0001-8137-0334
https://orcid.org/0000-0001-8137-0334
https://orcid.org/0000-0001-9747-5069
https://orcid.org/0000-0002-1015-3444
https://orcid.org/0000-0002-1015-3444
https://orcid.org/0000-0001-5536-6788
https://orcid.org/0000-0001-8763-0280
https://orcid.org/0000-0001-8763-0280
https://orcid.org/0000-0003-3001-2240
https://orcid.org/0000-0003-0793-815X
https://orcid.org/0000-0002-6758-8254
https://orcid.org/0000-0002-5242-8987
https://orcid.org/0000-0003-1520-7007
https://orcid.org/0000-0002-5340-3781
https://orcid.org/0000-0002-7778-5374
https://orcid.org/0000-0002-7778-5374
https://orcid.org/0000-0002-6412-2686
https://orcid.org/0000-0002-7809-7637
https://orcid.org/0000-0002-7809-7637
https://orcid.org/0000-0001-5145-1774
mailto:katom-tky@umin.ac.jp

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24,

25.

26.

27.

28.

29.

30.

Bo J, Schreder H, Kristinsson J, et al. Possible carcinogenic effect of 6-mercaptopurine on bone marrow stem cells: relation to thiopurine metabo-
lism. Cancer. 1999;86(6):1080-1086.

Relling MV, Rubnitz JE, Rivera GK, et al. High incidence of secondary brain tumours after radiotherapy and antimetabolites. Lancet. 1999;
354(9172):34-39.

Schmiegelow K, Al-Modhwahi I, Andersen MK, et al; Nordic Society for Paediatric Haematology and Oncology. Methotrexate/6-mercaptopurine
maintenance therapy influences the risk of a second malignant neoplasm after childhood acute lymphoblastic leukemia: results from the NOPHO
ALL-92 study. Blood. 2009;113(24):6077-6084.

Moriyama T, Nishii R, Perez-Andreu V, et al. NUDT15 polymorphisms alter thiopurine metabolism and hematopoietic toxicity. Nat Genet. 2016;
48(4):367-373.

Yang JJ, Landier W, Yang W, et al. Inherited NUDT15 variant is a genetic determinant of mercaptopurine intolerance in children with acute
lymphoblastic leukemia. J Clin Oncol. 2015;33(11):1235-1242,

Worst BC, van Tilburg CM, Balasubramanian GP, et al. Next-generation personalised medicine for high-risk paediatric cancer patients - the
INFORM pilot study. Eur J Cancer. 2016;65:91-101.

Richards S, Aziz N, Bale S, et al; ACMG Laboratory Quality Assurance Committee. Standards and guidelines for the interpretation of sequence
variants: a joint consensus recommendation of the American College of Medical Genetics and Genomics and the Association for Molecular
Pathology. Genet Med. 2015;17(5):405-424.

Relling MV, Schwab M, Whirl-Carrillo M, et al. Clinical Pharmacogenetics Implementation Consortium guideline for thiopurine dosing based on
TPMT and NUDT15 genotypes: 2018 update. Clin Pharmacol Ther. 2019;105(5):1095-1105.

Takahashi H, Kajiwara R, Kato M, et al. Treatment outcome of children with acute lymphoblastic leukemia: the Tokyo Children's Cancer Study
Group (TCCSG) Study L04-16. Int J Hematol. 2018;108(1):98-108.

Tsujimoto S, Osumi T, Uchiyama M, et al. Diplotype analysis of NUDT15 variants and 6-mercaptopurine sensitivity in pediatric lymphoid neoplasms.
Leukemia. 2018;32(12):2710-2714.

Li B, Brady SW, Ma X, et al. Therapy-induced mutations drive the genomic landscape of relapsed acute lymphoblastic leukemia. Blood. 2020;
135(1):41-55.

Nishinaka-Arai Y, Niwa A, Matsuo S, et al. Down syndrome-related transient abnormal myelopoiesis is attributed to a specific erythro-
megakaryocytic subpopulation with GATA 1 mutation. Haematologica. 2021;106(2):635-640.

Niwa A, Heike T, Umeda K, et al. A novel serum-free monolayer culture for orderly hematopoietic differentiation of human pluripotent cells via meso-
dermal progenitors. PLoS One. 2011;6(7):€22261.

Schwartz JR, Ma J, Kamens J, et al. The acquisition of molecular drivers in pediatric therapy-related myeloid neoplasms. Nat Commun. 2021;12(1):
985.

Beaugerie L, Brousse N, Bouvier AM, et al; CESAME Study Group. Lymphoproliferative disorders in patients receiving thiopurines for inflammatory
bowel disease: a prospective observational cohort study. Lancet. 2009;374(9701):1617-1625.

Kwong YL. Azathioprine: association with therapy-related myelodysplastic syndrome and acute myeloid leukemia. J Rheumatol. 2010;37(3):485-
490.

Kandiel A, Fraser AG, Korelitz Bl, Brensinger C, Lewis JD. Increased risk of lymphoma among inflammatory bowel disease patients treated with
azathioprine and 6-mercaptopurine. Gut. 2005;54(8):1121-1125.

Pasternak B, Svanstrom H, Schmiegelow K, Jess T, Hviid A. Use of azathioprine and the risk of cancer in inflammatory bowel disease. Am
J Epidemiol. 2013;177(11):1296-1305.

Junk SV, Klein N, Schreek S, et al. TP53, ETV6 and RUNX1 germline variants in a case series of patients developing secondary neoplasms after
treatment for childhood acute lymphoblastic leukemia. Haematologica. 2019;104(9):e402-e405.

5428 YOSHIDA et al 14 DECEMBER 2021 - VOLUME 5, NUMBER 23 @ b]OOd advances



	TF1
	TF2
	TF3
	TF4
	TF5
	TF6

