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Abstract
Background: Black children have lower incidence yet worse survival than White 
and Latinx children with B-cell acute lymphoblastic leukemia (B-ALL). It is un-
clear how reported race/ethnicity (RRE) is associated with death in B-ALL after 
accounting for differentially expressed genes associated with genetic ancestry.
Methods: Using Phase 1 and 2 NCI TARGET B-ALL cases (N  = 273; RRE-
Black  =  21, RRE-White  =  162, RRE-Latinx  =  69, RRE-Other  =  9, RRE-
Unknown = 12), we estimated proportions of African (AFR), European (EUR), 
and Amerindian (AMR) genetic ancestry. We estimated hazard ratios (HR) and 
95% confidence intervals (95% CI) between ancestry and death while adjusting 
for RRE and clinical measures. We identified genes associated with genetic ances-
try and adjusted for them in RRE and death associations.
Results: Genetic ancestry varied within RRE (RRE-Black, AFR proportion: 
Mean: 78.5%, Range: 38.2%–93.6%; RRE-White, EUR proportion: Mean: 94%, 
Range: 1.6%–99.9%; RRE-Latinx, AMR proportion: Mean: 52.0%, Range: 1.2%–
98.7%). We identified 10, 1, and 6 differentially expressed genes (padjusted <0.05) 
associated with AFR, AMR, and EUR ancestry proportion, respectively. We found 
AMR and AFR ancestry were statistically significantly associated with death 
(AMR each 10% HR: 1.05, 95% CI: 1.03–1.17, AFR each 10% increase HR: 1.03, 
95% CI:1.01–1.19). RRE differences in the risk of death were larger in magnitude 
upon adjustment for genes associated with genetic ancestry for RRE-Black, but 
not RRE-Latinx children (RRE-Black HR: 3.35, 95% CI: 1.31, 8.53; RRE-Latinx 
HR: 1.47, 0.88–2.45).
Conclusions: Our work highlights B-ALL survival differences by RRE after ad-
justing for ancestry differentially expressed genes suggesting other factors im-
pacting survival are important.
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1   |   INTRODUCTION

There are differences in acute lymphoblastic leukemia 
(ALL) incidence where Black children have half the rate 
of White children1–3 and Latinx children have 1.2 times 
the rate of White children.4 However, Black children ex-
perience a 50% and Latinx children 20% excess mortality 
over Whites in recent treatment eras5–7 only partially due 
to higher non-adherence to maintenance therapy8 or so-
cioeconomic status.9 Latinx children have higher rates of 
relapse than White.10 The differences in clinical presen-
tation and outcomes between Black, Latinx and White 
children with ALL may be partially explained by genetic 
ancestry.

Some work has been done for genetic ancestry and B-
ALL outcomes as there is a large and established literature 
discussing the discordance, methodologically and biolog-
ically, between RRE and genetic ancestry in disparities 
research.11–14 One multiethnic genome wide association 
study (GWAS) determined genetic ancestry of cases15 and 
found five-year cumulative incidence of relapse, a major 
cause of B-ALL mortality, was 24% in Black children and 
10% in White; however, this association was attenuated to 
7% for Black children after adjustment for four variants 
most strongly associated with relapse.15 A recent report by 
Lee et al. (2022) of over 2300 cases of B-ALL found that 
every 25% increase in African ancestry was associated 
with poorer event free survival even after adjusting for 
cytogenomic subtype and clinical factors.16 The evidence 
to date suggests that genetic ancestry is important in B-
ALL outcomes, but has failed to account for gene expres-
sion differences between ancestry groups independent of 
the prognostic cytogenomic subtypes. Therefore, we es-
timated survival differences and identified differentially 
expressed genes associated with African, European, and 
Amerindian genetic ancestry in children with B-ALL from 
NCI's TARGET initiative to obtain a more complete pic-
ture of the biologic underpinnings of survival disparities 
in B-ALL.

2   |   METHODS

The results herein are based on data generated by the 
TARGET initiative (https://ocg.cancer.gov/progr​ams/tar-
get), phs000218 (https://portal.gdc.cancer.gov/projects).

2.1  |  Study population

Children aged 0–19 years diagnosed with microscopi-
cally confirmed, first primary cancers were identified 
in TARGET (data retrieved: 06/05/2019). Data from 

B-ALL samples were used from Acute Lymphoblastic 
Leukemia Pilot [ALL P1] dbGaP accession: phs000463; 
Acute Lymphoblastic Leukemia Expansion [ALL P2] 
dbGaP accession: phs000464. We obtained germline data 
(Affymetrix SNP 500 K [Phase 1], Affy SNP 6.0 [Phase 2]) 
for genetic ancestry inference and somatic gene expression 
data [Affymetrix U133 Plus 2 microarrays] to infer subtype 
and identify differentially expressed genes from TARGET 
for primary diagnosis B-ALL cases. As the data are pub-
licly available this study was exempt from University of 
Minnesota Institutional Review Board review.

2.2  |  Cytogenomic subtype inference

B-ALL cytogenomic subtype in cases with missing in-
formation (62.5%) was determined using random forests 
(RF) trained on subsets of ‘informative’ genes (Figure S1) 
selected by a RF classifier with out-of-bag accuracy met-
rics trained on gene expression data from the 10,000 most 
variable genes. Using the informative genes (Gini Index 
>95th percentile), we performed principal component de-
composition of gene expression data and implemented a 
RF classifier with thrice repeated 10-fold cross validation 
using the first 10 principal components to classify B-ALL 
subtypes on cases with missing information. The proposed 
RF subtype classifier demonstrated good prediction met-
rics after multiple rounds of cross-validation with an over-
all cross-validated accuracy of 81.5%. Due to small sample 
sizes upon stratification by RRE/genetic ancestry, the 
following inferred subtypes were excluded: Hypodiploid 
(N = 11), BCR-ABL1 (N = 8), iAmp 21 (N = 8), and TCF3-
HLF positive cases (N  =  1). Trisomy refers to a trisomy 
of both chromosomes 4 and 10. Hyperdiploid was de-
termined prior to analysis by TARGET and includes in-
dividuals with definite hyperdiploidy and either no or 
unknown trisomy of chromosomes 4 and 10.

2.3  |  Reported race/ethnicity (RRE)

Among cases, RRE was Asian (N  =  4), Black (N  =  21), 
Latinx (N = 69), Native (N = 3), Pacific Islander (N = 2), 
White (N = 162) and unknown (N = 12). We refer to in-
dividual RRE groups in our study by these reported cat-
egories and reiterate that genetic ancestry is distinct from 
RRE.

2.4  |  Ancestry inference

We derived reference panels from the 1000 Genomes 
Project17 with 504 African (AFR), 347 Amerindian (AMR), 
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504 East Asian (EAS), 412 European (EUR), and 489 South 
Asian (SAS) individuals with phased 30× autosomal whole 
genome sequencing data. TARGET genotype data (N = 286) 
was processed using standard quality control metrics 
such that SNPs included had missing rate <20%, Hardy–
Weinberg equilibrium p-value >0.0000001, and a minor 
allele frequency >1%, leaving 199,145 SNPs in Phase 1 and 
329,041 SNPs in Phase 2. Haplotype phasing was performed 
using ShapeIt4.18 Local and global ancestry were inferred 
using RFMix (v.2.03-r0)19 with window and generation pa-
rameters set to 0.2 cM and 8 generations since admixture, 
respectively.20,21 Using each sample's five global ancestry 
proportions (South Asian, East Asian, Amerindian, African, 
European), we implemented a K-means clustering algo-
rithm to classify children into four groups of predominantly 
AFR (KAFR), AMR (KAMR), EUR (KEUR), and broadly Asian 
(KASI) ancestry (Figure  S2). All survival and gene expres-
sion analyses were restricted to RRE-White, RRE-Latinx, 
and RRE-Black children (N = 264) or children whose an-
cestry clusters indicated predominant EUR, AMR, and AFR 
genetic ancestry (KAFR, KAMR, KEUR; N = 262).

2.5  |  Differential gene expression

Expression data were processed and normalized using the 
Affymetrix Microarray Analysis Software (MAS 5.0) on 
Affymetrix U133 Plus 2.0 Arrays. Prior to analysis, we re-
moved batch effects by TARGET Phase then averaged repeat 
gene expression measurements by sample and probe ID. 
Using limma (v.3.48.1), we performed differential expres-
sion (DE) analyses to identify genes whose expression was 
statistically significantly associated (Benjamini-Hochberg 
p-value <0.05) with each 10% increase in AFR, AMR, and 
EUR ancestry proportions, when adjusting for TARGET 
phase and B-ALL subtype (ETV6-RUNX1, Hyperdiploid, 
MLL, TCF3-PBX1, Trisomy [both chromsomes 4 and 10]). 
In addition to these continuous measures of ancestry, we 
also performed DE analyses between ancestry clusters 
(KEUR vs. KAFR, KEUR vs. KAMR, and KAMR vs. KAFR).

2.6  |  Survival analysis

Kaplan Meier survival curves and Log-Rank p-values were 
used to identify differences in 15-year survival between 
RRE groups (RRE-White, RRE-Latinx, RRE-Black); an-
cestry clusters (KEUR, KAMR, KAFR,); EUR, AMR, and AFR 
ancestry proportion categories defined a priori as 0%–
25%, 25%–75%, and 75%–100%; and median-stratified cat-
egories of ancestry proportion within RRE groups (EUR 
within RRE-White, AMR within RRE-Latinx, and AFR 
within RRE-Black).

Using Cox regression models, we estimated hazard 
ratios (HR) and 95% confidence intervals (95% CI) as 
the measure of association between RRE (RRE-White 
referent)/K-means ancestry clusters (KEUR referent) and 
death. For ancestry proportion, we estimated HRs and 95% 
CIs between each 10% increase in EUR, AMR, and AFR 
ancestry and death in single ancestry models (0% as ref-
erent). To capture survival variation by increasing genetic 
ancestry proportions within RRE groups, we estimated 
HR and 95% CI between increasing ancestry proportion 
(EUR in RRE-White, AFR in RRE-Black, and AMR in 
RRE-Latinx) and death.

To identify DE genes whose log2 mean expression val-
ues were significantly associated with death, we estimated 
HR and 95% CIs between mean expression and death in 
multiple independent Cox proportional hazard models, 
with additional adjustment for RRE. We then fit 3 sepa-
rate Cox proportional hazard models of the relationship 
between RRE and death for all children, when adjusting 
for (1) log2 mean expression of all DE genes, (2) DE genes 
associated with survival after multiple testing adjustment 
(BH-p < 0.05), and (3) all DE genes associated with sur-
vival (p < 0.05).

Unless specified, adjustment sets were the same in each 
of the aforementioned survival models and included: sex 
[male, female], B-ALL risk group22 [low risk: 1–10 years 
of age; high risk: <1 or >10–19 years of age], WBC count 
[low risk: WBC >50,000/μl; high risk: WBC <50,000/μl], 
CNS involvement (low risk: 0 blasts in cerebrospinal fluid 
[CSF], high risk: >0 blasts in CSF), and inferred subtype 
(ETV6-RUNX1, Hyperdiploid, MLL, TCF3-PBX1, Trisomy 
[both chromosomes 4 and 10]). We found no violation of 
the proportional hazard assumptions in any models using 
standard evaluation metrics, including Schoenfield resid-
uals (all p > 0.05). Statistical significance was determined 
using two-sided hypothesis tests with an alpha of 0.05.

2.7  |  Software

Genetic ancestry inference was performed using Python 
(v.3.8.5), R (v.4.1.0), and RFMix (v.2.03-r0). Quality con-
trol, phasing, and ancestry inference code can be found 
here: https://github.com/pmonn​ahan/AncInf. All re-
maining analyses and figures were generated with RStudio 
(v.1.4.1103).

3   |   RESULTS

Clinical characteristics are listed in Table 1 (N = 264). 
RRE-White children (N  =  162) were the major-
ity (61.4%), followed by RRE-Latinx (26.1%) and 

https://github.com/pmonnahan/AncInf
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RRE-Black (8%). The study sample was largely male, 
aged 0–4 years at diagnosis, and without CNS involve-
ment. Hyperdiploid B-ALL was the most common cy-
togenetic subtype (overall 40.5%; RRE-White: 37.7%; 
RRE-Latinx: 47.8%). Among RRE-Black children, 
TCF3-PBX1 was most common (33.3%). When strati-
fied by RRE, RRE-Black children had the highest per-
centage of deaths (57.1%).

Global ancestry estimates revealed variation in genetic 
ancestry within RRE groups (Figure  1). RRE-White chil-
dren presented with the highest proportion of European 
(EUR) genetic ancestry (Median: 98.8%, Range: 1.7%–
99.9%), yet RRE-Latinx (Median: 34.2%, Range: 0.3%–
99.5%) and RRE-Black (Median: 34.2%, Range: 4.3%–51.2%) 
children presented with nontrivial proportions of EUR. 
Amerindian (AMR) genetic ancestry was most common 

T A B L E  1   Demographic information for RRE-White, RRE-Black and RRE-Latinx children with B-ALL from the NCI TARGET initiative 
Phases 1 and 2, (2004–2010)

White Black Latinx Unknown Total

N (%) N (%) N (%) N (%) N (%)

RRE

White 162 (100) 0 (0) 0 (0) 0 (0) 162 (61.4)

Black 0 (0) 21 (100) 0 (0) 0 (0) 21 (8.0)

Latinx 0 (0) 0 (0) 69 (100) 0 (0) 69 (26.1)

Unknown 0 (0) 0 (0) 0 (0) 12 (100) 12 (4.5)

Sex

Female 66 (40.7) 4 (19.0) 28 (40.6) 2 (16.7) 100 (37.9)

Male 96 (59.3) 17 (81.0) 41 (59.4) 10 (83.3) 164 (62.1)

Age at diagnosis

0–4 68 (42.0) 10 (47.6) 26 (37.7) 4 (33.3) 108 (40.9)

10–14 52 (32.1) 4 (19.0) 24 (34.8) 4 (33.3) 84 (31.8)

15–19 42 (25.9) 7 (33.3) 19 (27.5) 4 (33.3) 72 (27.3)

TARGET year of 
diagnosis

2004–2006 142 (87.7) 15 (71.4) 55 (79.7) 10 (83.3) 222 (84.1)

2007–2008 17 (10.5) 5 (23.8) 13 (18.8) 2 (16.7) 37 (14.0)

2009–2010 3 (1.9) 1 (4.8) 1 (1.4) 0 (0) 5 (1.9)

Molecular subtype

ETV6-RUNX1 22 (13.6) 5 (23.8) 8 (11.6) 1 (8.3) 36 (13.6)

Hyperdiploid 61 (37.7) 4 (19.0) 33 (47.8) 9 (75.0) 107 (40.5)

MLL 35 (21.6) 0 (0) 9 (13.0) 1 (8.3) 45 (17.0)

TCF3-PBX1 24 (14.8) 7 (33.3) 12 (17.4) 1 (8.3) 44 (16.7)

Trisomy 20 (12.3) 5 (23.8) 7 (10.1) 0 (0) 32 (12.1)

WBC count (1000/μl)

Mean (SD) 89.5 (154) 31.1 (37.6) 94.7 (141) 49.6 (73.1) 84.4 (142)

Median [Min, Max] 36.7 [1.00, 1150] 17.8 [2.60, 153] 39.8 [3.50, 959] 10.2 [1.30, 194] 33.5 [1.00, 
1150]

CNS involvement

0 Blasts 131 (80.9) 18 (85.7) 54 (78.3) 10 (83.3) 213 (80.7)

1–5 Blasts 21 (13.0) 2 (9.5) 9 (13.0) 1 (8.3) 33 (12.5)

>5 Blasts 10 (6.2) 1 (4.8) 6 (8.7) 1 (8.3) 18 (6.8)

Vital status

Alive 106 (65.4) 9 (42.9) 35 (50.7) 7 (58.3) 157 (59.5)

Dead 55 (34.0) 12 (57.1) 34 (49.3) 5 (41.7) 106 (40.2)

Unknown 1 (0.6) 0 (0) 0 (0) 0 (0) 1 (0.4)
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among RRE-Latinx children (Median: 55.0%, Range: 
1.2%–98.7%); however, 27 of the 162 RRE-White children 
had AMR ancestry >1% (RRE-White AMR Median: 0.3%, 
Range: 0.0%–94.6%; RRE-Latinx AMR Median: 55.0%, 
Range: 1.2%–98.7%; RRE-Black AMR Median: 1.7%, Range: 

0.4%–7.8%). High African (AFR) genetic ancestry propor-
tions were concentrated in RRE-Black children except for 
a few RRE-Latinx and RRE-White children (RRE-White 
AFR Median: 0.2%, Range: 0.0%–43.6%, N = 23 AFR >1%; 
RRE-Latinx AFR Median: 4.03%, Range: 0.07–59.5% 

F I G U R E  1   (A) Ancestry cluster for 
children with B-ALL results using K-
means methods by proportion of reported 
race/ethnicity (RRE); (B) Genetic ancestry 
proportions for children with B-ALL by 
reported race/ethnicity (RRE), colored by 
ancestral population (Orange = African, 
Yellow = Amerindian, Green = South 
Asian, Light Blue = East Asian, Dark 
Blue = European). NCI TARGET B-ALL 
cases (2004–2010)
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N = 64 AFR >1%; RRE-Black AFR Median: 86.6%, Range: 
38.2%–93.6%).

K-means clustering resulted in three clusters of pre-
dominantly AFR (N  =  26), AMR (N  =  66), and EUR 
(N = 170) ancestry and 1 cluster of broadly EAS and SAS 
ancestry (N  =  11; Figure  1B). There was heterogeneity 
of RRE within ancestry clusters (Figure  S3). Ten RRE-
White children (6.17%) had predominantly non-EUR 
ancestry (KAFR  = 2; KAMR  = 5; KASI  = 3), 13 RRE-Latinx 
children (18.84%) had predominantly non-AMR ancestry 
(KAFR = 2; KAMR = 11), and one RRE-Black child (4.76%) 
was identified as having predominantly Asian ancestry 
(KASI). Ancestry proportions within predominantly KEUR 
children were similar to RRE-White children, but with 
more homogeneity in EUR (Median: 98.80%, Range: 
64.0%–99.9%), AFR (Median: 0.2%, Range: 0.0%–20.7%), 
and AMR (AMR Median: 0.3%, Range: 0.0%–25.5%) an-
cestry proportions. Likewise, ancestry proportions within 
KAMR mirrored RRE-Latinx children, but resulting ranges 
were smaller for all ancestry proportions (EUR Median: 
33.0%, Range: 0.3%–59.8%; AFR Median: 4.0%, Range: 
0.04%–21.8%; AMR Median: 57.7%, Range: 28.2%–98.7%). 
Among KAFR children, there was a larger range of AFR an-
cestry proportions (Median: 83.7%, Range: 36.7%–93.6%) 
and increased EUR (Median: 12.9%, Range: 4.3%–55.3%) 
and AMR (Median: 1.9%, Range: 0.4%–11.4%).

RRE-Black and RRE-Latinx children had inferior 15-
year survival compared to RRE-White children (Log-Rank 
p = 0.013, Figure 2). Comparing survival across inferred 
genetic ancestry clusters, we found that KAFR and KAMR 
children had worse 15-year survival than KEUR (Log-Rank 
p  =  0.0031, Figure  2B). When creating three categories 
for ancestry proportion (Figure 2C–E) we found survival 
significantly improved with increasing EUR ancestry in 
EUR children (Log-Rank p-value  =  0.0019; Figure  2C). 
Conversely, for AMR children as AMR ancestry increased, 
long-term survival was statistically significant worse (Log-
Rank p-value = 0.027; Figure 2D). For children with AFR 
ancestry, those with 75%–100% AFR ancestry had worse 
15-year survival than children with <75% AFR ancestry 
(Log-Rank p-value = 0.013; Figure 2E). Finally, when pre-
dominant ancestry proportions were split at the median 
within each corresponding RRE group (Figure  2F–H), 
there were no differences between RRE-White children 
with below and above median EUR and no differences be-
tween RRE-Black children with below and above median 

AFR ancestry (Figure  2F,H). Increasing AMR ancestry 
in RRE-Latinx children was associated with statistically 
worse 15-year survival (AMR Log-Rank p-value-0.048; 
Figure 2G).

Trends between RRE/ancestry and death were similar 
in Cox regression analyses when adjusting for relevant clin-
ical factors (Table 2). RRE-Black and RRE-Latinx children 
had an increased risk of death compared to RRE-White 
children (RRE-Black HR: 2.36, 95% CI: 1.20–4.64; RRE-
Latinx HR: 1.59, 95% CI: 0.03–2.46). Trends were similar 
using K-means ancestry groups. Considering continuous 
genetic ancestry proportions, each 10% increase of AFR 
ancestry and AMR ancestry was associated with increased 
risks of death (AFR HR: 1.11, 95% CI: 1.02, 1.19; AMR HR: 
1.10, 95% CI: 1.02, 1.18). Conversely, 10% increases in EUR 
ancestry were associated with a decreased risk of death 
(HR: 0.91, 95% CI: 0.86–0.96). Finally, to explore the role 
of increasing ancestry in RRE-defined groups, we found 
that a 10% increase of AFR genetic ancestry within RRE-
Black children was strongly associated with the risk of 
death (HR: 5.06; 95% CI: 1.68–15.24).

Next, we explored the role of gene expression within 
ancestry groups in B-ALL survival. We identified 21 genes 
associated with each 10% increase in ancestry proportion 
(AFR, EUR, AMR) or differentially expressed (DE) by 
ancestry clusters (KEUR vs KAFR, KEUR vs. KAMR, KAMR vs. 
KAFR) (Table S2). Of the 21 genes, 10 were associated with 
clustered and continuous AFR ancestry (CRYBB2, RPTOR, 
PRKCZ, TCERG1L, LRRC8A, HS6ST1, TNPO3, GTF3C2, 
ZNF586, and NUP62), five genes were associated with 
EUR (LINC00667, KANSL1-AS1, ATP6AP2, TMEM50B, 
ALOX5AP) and one with AMR (UTS2). Three genes were 
upregulated in KAFR compared to KEUR (TAFA5, UTP4, 
ZNF263) and two were upregulated in KAFR compared to 
KAMR (C19orf12, EIFG1). There were no significant DE 
genes comparing KAMR to KEUR.

Of the 21 genes, four were significantly associ-
ated (p  < 0.05) with an increased risk of death (NUP62, 
ATP6AP2, C19orf12, KANSL1-AS1) in all children com-
bined and two genes were associated with a decreased 
risk of death (TMEM50B [EUR], ZNF586 [AFR]; Figure 3, 
Table  S3). Of the genes statistically significantly associ-
ated with death, two were associated with AFR ances-
try (C19orf12 and NUP62) and two with EUR ancestry 
(KANSL1-AS1, ATP6AP2). No AMR-associated genes 
were associated with survival.

F I G U R E  2   (A) Kaplan Meier survival curves and Log-Rank p-values for children with B-ALL by RRE, (B) Kaplan Meier survival 
curves and Log-Rank p-values for children with B-ALL by ancestry cluster, C-E. Kaplan Meier survival curves and Log-Rank p-values for 
children with B-ALL by genetic ancestry stratified by 0%–25%, 25%–75% and 75%–100% proportions of each ancestry [C. EUR, D. AMR, 
and E. AFR], F-H. Kaplan Meier survival curves and Log-Rank p-values for children with B-ALL compared by median ancestry proportion 
within analogous RRE categories [F. EUR proportions among RRE-White, G. AMR proportions among RRE-Latinx, and H. AFR proportions 
among RRE-Black].
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Finally, we estimated the association between RRE 
and death, adjusting for ancestry-associated genes to ac-
count for genes of biologic importance in B-ALL survival 
(Table  2). Effect estimates were similar in direction and 
magnitude, though not statistically significant, in mod-
els for RRE-Black and RRE-Latinx children compared to 
RRE-White when adjusting for survival-associated genes 
at various statistical thresholds. When adjusting for all 21 
genes, the risk of death of RRE-Black children was over 
three times that in RRE-White (HR: 3.35, 95% CI: 1.31–
8.53), but the difference between RRE-Latinx compared 
to RRE-White children was null (HR: 1.47, 95% CI: 0.88–
2.45). However, these estimates should be interpreted 
with caution as the sample sizes were small for RRE-Black 
children.

4   |   DISCUSSION

In our analysis of TARGET B-ALL cases, we observed ra-
cial/ethnic differences in survival, as reported elsewhere, 
with RRE-Latinx and RRE-Black children faring worse 
than RRE-White. We also observed similar differences 

in outcomes by inferred genetic ancestry. The increased 
risk of death was most pronounced when considering a 
10% increase in ancestry for both AFR and AMR ancestry 
such that a 50% increase would be associated with 1.69 
(AFR HR: 1.11^5) and 1.61 (AMR HR: 1.10^5) times risk 
of death, respectively. For individuals with 100% AFR 
and AMR ancestry, the resulting HRs are 2.84 and 2.59, 
when compared to those with 0% AFR and AMR ances-
try, respectively. These estimates are slightly higher than 
those estimated for RRE-Black children compared to 
RRE-White (HR: 2.36) and much higher than those esti-
mated for RRE-Latinx children compared to RRE-White 
(HR: 1.59) in our study suggesting that genetic ancestry 
proportion may be a predictor of greater importance for 
long-term survival of children with substantial AFR and 
AMR ancestry. Interestingly, increasing AFR ancestry in 
RRE-Black children was associated with 5 times the risk 
of death, while in other RRE groups there was no associa-
tion between increasing EUR in RRE-White and AMR in 
RRE-Latinx children and death.

In our analysis, we aimed to identify genes in B-ALL 
associated with ancestry that were also associated with 
survival. We observed 21 genes associated with/DE by 

T A B L E  2   Hazard ratios and 95% confidence intervals (95% CI) for the association between race/ethnicity or genetic ancestry cluster and 
proportion and the risk of death adjusting for clinical variables and differentially expressed genes, where noted, in children with B-ALL, NCI 
TARGET (2004–2010)

HR (95% CI)a HR (95% CI)b HR (95% CI)c HR (95% CI)d

Reported Race/Ethnicity

White Referent Referent Referent Referent

Black 2.36 (1.20, 4.64) 1.84 (0.89, 3.75) 2.12 (0.95, 4.76) 3.35 (1.31, 8.53)

Latinx 1.59 (1.03, 2.46) 1.51 (0.95, 2.39) 1.60 (0.99, 2.57) 1.47 (0.88, 2.45)

K-Means Ancestry Clusters

KEUR Referent

KAFR 1.91 (1.03, 3.53)

KAMR 1.88 (1.22, 2.88)

Each 10% increase in Ancestry Proportion

EUR 0.91 (0.86, 0.96)

AFR 1.11 (1.02, 1.19)

AMR 1.10 (1.02, 1.18)

RRE-Stratified each 10% increase in Ancestry Proportion

White - EUR 0.96 (0.81, 1.14)

Black - AFR 5.07 (1.68, 15.24)

Latinx - AMR 1.16 (0.97, 1.36)
aModel adjusted for sex, age, WBC count, CNS involvement, and cytogenomic subtype.
bAdjusted for sex, age, WBC count, CNS involvement, cytogenomic subtype and log2 expression of DE genes (NUP62, TMEM50B, ATP6AP2) significantly 
associated with survival after multiple testing adjustment (Benjamini-Hochberg p < 0.05).
cAdjusted for sex, age, WBC count, CNS involvement, cytogenomic subtype and log2 expression of DE genes (NUP62, TMEM50B, ATP6AP2, ZNF586, 
KANSL1-AS1, C19orf12) significantly associated with survival without multiple testing adjustment (p < 0.05).
dAdjusted for sex, age, WBC count, CNS involvement, molecular subtype and log2 expression of all 22 DE in Table S2.
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ancestry, six of which were also associated with death in 
analyses with all children (NUP62, ATP6AP2, C19orf12, 
KANSL1-AS1, TMEM50B, and ZNF586). In our final 
analysis of the risk of death by RRE groups adjusting for 
clinical factors and ancestry-associated/varying genes, 
RRE-Black children had over 3 times the risk of death 
of RRE-White suggesting that not accounting for these 
genes in the analysis blunts observed risk estimates. 
Overall, our findings suggest that proportions of ge-
netic ancestry are important to consider in B-ALL sur-
vival, particularly among RRE-Latinx children, where 
we found a large difference in magnitude between RRE 
and ancestry-death estimates. Additionally, understand-
ing the mechanisms by which increasing AFR ancestry 
increases the risk of death within RRE-Black children 
remains crucial. Finally, when accounting for genes 
associated with ancestry and survival (n  =  6), the ob-
served association between RRE and death became null 
in RRE-Black and RRE-Latinx children suggesting that 

consideration of disease biology beyond cytogenomic 
subtypes may help elucidate mechanisms underlying 
outcomes. Overall, we observed the expected patterns 
of genetic ancestry within RRE groups. This observation 
is consistent with prior research demonstrating hetero-
geneity in genetic ancestry among RRE groups, despite 
population-level correlations between RRE and genetic 
ancestry.13,14,20 In our analyses using RRE/K-means ge-
netic ancestry to examine B-ALL survival, RRE-White 
and KEUR children had lower risks of death than other 
RRE/ancestry cluster groups. These results are consis-
tent with prior literature demonstrating poorer outcomes 
among Black and Hispanic/Latinx compared to White 
children.23 When using genetic ancestry as a continuous 
measure, we observed statistically significant increased 
risks of death for non-EUR groups and a statistically 
significant inverse association with death for increasing 
EUR ancestry proportion even after stratifying by RRE, 
which we used as a proxy measure for socioeconomic 
status and other factors that differ by socially-defined 
race/ethnicity. The findings for genetic ancestry-defined 
AFR individuals versus EUR are similar to those recently 
reported for a type of B-cell lymphoma suggesting con-
sideration of genetic ancestry may be important across 
hematologic malignancies.24

We found 21 genes associated with ancestry in chil-
dren with B-ALL. Of note, CRYBB2 is DE by RRE in 
diseased and normal tissue and is associated with poor 
prognosis in breast cancer.25,26 CRYBB2 in germline 
analyses is associated with prostate cancer in Black 
men.27 In our analyses CRYBB2 was the top gene associ-
ated with AFR ancestry in children with B-ALL suggest-
ing that it may play a more global, ancestry-dependent 
role in carcinogenesis in children and adults. NUP62, a 
nucleoporin gene family member, was associated with 
AFR ancestry and was the gene mostly strongly associ-
ated with death in our study. NUP62 has been associated 
with autoimmune conditions and ovarian cancer.28 The 
role for NUP62 in B-ALL risk and outcome remains to 
be explored. Confirmatory and mechanistic studies are 
needed to better understand the role of the genes we 
identified in B-ALL.

Our study is not without limitations. It is possible 
that subjects with missing subtype information had mo-
lecular subtypes aside from the 9 subtypes considered in 
our inference; however, TARGET had no documentation 
of such cases and subtype clustering effects (Figure S1) 
were too weak to clearly identify subtypes beyond the 
included 9 from the TARGET data. Although TARGET 
data had relatively complete RRE, it is unclear how it 
was collected (self-identified, physician-reported, etc.). 
Our analyses of ancestry and death assumed that resid-
ual disparities in B-ALL survival were captured in RRE 

F I G U R E  3   Cox proportional hazards ratios (HR) and 95% 
confidence intervals (95% CI) for the association between log2 
mean expression of genes identified as differentially expressed 
by increasing ancestry proportion or ancestry cluster and death, 
when adjusting for sex, age, WBC count, CNS involvement, and 
molecular subtype. Error bars colored by each DE gene's associated 
ancestry.
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categories as TARGET lacks socioeconomic data. Due to 
the absence of treatment-related mortality data and sam-
ple size constraints, we were unable to distinguish the 
role of treatment-related toxicity from the relationship 
between ancestry and overall survival. Genetic ancestry 
classification cutoffs and methods vary by study, hinder-
ing comparisons across studies. When we simplify an-
cestry29 classification results into discrete categories (i.e. 
using K-means clusters), we may miss importance nu-
ances of the biologic genetic ancestry. As TARGET was 
a multisite study with limited institutional information, 
we cannot account for institution-specific treatment pro-
tocols which is a meaningful limitation when studying 
long-term mortality. However, by accounting for data 
collection phases and baseline risk measures, we aimed 
to minimize biasing effects due to institutional protocols. 
Additionally, TARGET B-ALL cases were all high-risk 
and as such the observed survival differences may only 
apply to the population of children with high-risk BALL 
and not the full spectrum of disease. The availability of 
microarray rather than RNAseq data limited the number 
of DE genes identified, so our findings should be vali-
dated and expanded upon in RRE-diverse datasets with 
RNAseq, genotype, and survival data in children with 
B-ALL.

To conclude, we observed poor survival in RRE-Black, 
RRE-Latinx, predominantly African ancestry, and pre-
dominantly Amerindian ancestry children with B-ALL 
when adjusting for clinical risk factors. These findings 
were most pronounced when genetic ancestry was con-
sidered as a continuous variable suggesting increasing 
proportions of non-EUR ancestry are associated with 
higher risk of death among children with B-ALL indepen-
dent of known prognostic factors such as subtype or ALL 
risk group, which may impact treatment development 
and delivery. We found 21 ancestry associated genes that 
when accounted for in Cox regression models increased 
the magnitude of the association between Black RRE and 
death while the findings were non-significant for RRE-
Latinx children. However, after adjustment for only the 
six DE genes associated with survival in all children under 
study, there was no evidence of different survival between 
RRE-Black or RRE-Latinx children compared to RRE-
White. Collectively, our work suggests we must consider 
genetic ancestry and associated genes when developing 
risk prediction models, new therapies, and personalized 
medicine approaches rather than continuing to rely on 
RRE. Further, our findings highlight the additional infor-
mation that can be gleaned from studies of racial/ethnic 
disparities when additionally considering genetic ancestry 
alongside RRE information in B-ALL long-term survival 
in children.

AUTHOR CONTRIBUTIONS
Freddy Barragan: Conceptualization (equal); data cu-
ration (lead); formal analysis (lead); investigation (lead); 
methodology (equal); software (lead); visualization (lead); 
writing – original draft (equal); writing – review and ed-
iting (lead). Lauren J Mills: Conceptualization (equal); 
formal analysis (supporting); investigation (supporting); 
methodology (equal); project administration (equal); soft-
ware (supporting); supervision (equal); writing – original 
draft (equal). Andrew Ronald Raduski: Data curation 
(equal); formal analysis (supporting); investigation (sup-
porting); project administration (supporting); software 
(supporting); supervision (equal); writing – original draft 
(equal). Erin Marcotte: Conceptualization (equal); inves-
tigation (supporting); supervision (equal); writing – origi-
nal draft (equal). Kelsey Erin Grinde: Formal analysis 
(supporting); funding acquisition (supporting); investiga-
tion (equal); methodology (lead); software (equal); super-
vision (equal); writing – original draft (equal). Logan G. 
Spector: Conceptualization (lead); funding acquisition 
(lead); investigation (equal); project administration (lead); 
resources (equal); supervision (equal); writing – original 
draft (equal). Lindsay A Williams: Conceptualization 
(lead); funding acquisition (lead); investigation (lead); 
methodology (lead); project administration (lead); super-
vision (equal); writing – original draft (lead); writing – re-
view and editing (equal).

FUNDING INFORMATION
This work was supported by the National Cancer Institute 
of the National Institutes of Health under Award Number 
1R01CA239701-01A1S1 (PI: LGS; Trainee: FB). This work 
is also supported by the Children's Cancer Research Fund 
and the Department of Defense (W81XWH-21-1-0397; 
LAW).

CONFLICT OF INTEREST
The authors have no conflicts of interest to declare.

DATA AVAILABILITY STATEMENT
The results herein are based on data generated by the 
TARGET initiative (https://ocg.cancer.gov/progr​ams/tar-
get), phs000218 (https://portal.gdc.cancer.gov/projects)

ORCID
Freddy A. Barragan   https://orcid.
org/0000-0001-7317-0412 
Lauren J. Mills   https://orcid.org/0000-0002-8914-2587 
Andrew R. Raduski   https://orcid.
org/0000-0002-7069-6934 
Erin L. Marcotte   https://orcid.
org/0000-0002-9630-9701 

https://ocg.cancer.gov/programs/target
https://ocg.cancer.gov/programs/target
https://portal.gdc.cancer.gov/projects
https://orcid.org/0000-0001-7317-0412
https://orcid.org/0000-0001-7317-0412
https://orcid.org/0000-0001-7317-0412
https://orcid.org/0000-0002-8914-2587
https://orcid.org/0000-0002-8914-2587
https://orcid.org/0000-0002-7069-6934
https://orcid.org/0000-0002-7069-6934
https://orcid.org/0000-0002-7069-6934
https://orcid.org/0000-0002-9630-9701
https://orcid.org/0000-0002-9630-9701
https://orcid.org/0000-0002-9630-9701


      |  4771BARRAGAN et al.

Kelsey E. Grinde   https://orcid.
org/0000-0001-8306-9238 
Logan G. Spector   https://orcid.
org/0000-0003-2516-0222 
Lindsay A. Williams   https://orcid.
org/0000-0003-3842-4629 

REFERENCES
	 1.	 Steliarova-Foucher E, Colombet M, Ries LAG, et al. International 

incidence of childhood cancer, 2001–10: a population-based 
registry study. Lancet Oncol. 2017;18(6):719-731. doi:10.1016/
S1470-2045(17)30186-9

	 2.	 Zhao Y, Wang Y, Ma S. Racial differences in four leukemia 
subtypes: comprehensive descriptive epidemiology. Sci Rep. 
2018;8(1):1-10. doi:10.1038/s41598-017-19081-4

	 3.	 Pui C-H, Sandlund JT, Rivera GK, et al. Results of therapy 
for acute lymphoblastic in black and White children. JAMA. 
2003;290(15):2001-2007.

	 4.	 Siegel DA, Henley SJ, Li J, Pollack LA, Van DEA, White A. 
Morbidity and mortality weekly report rates and trends of pe-
diatric acute lymphoblastic leukemia — United States, 2001–
2014. Morb Mortal Wkly Rep. 2017;66(36):950-954. doi:10.1002/
cncr.20910/full

	 5.	 Bhatia S, Sather HN, Heerema NA, Trigg ME, Gaynon PS, 
Robison LL. Racial and ethnic differences in survival of chil-
dren with acute lymphoblastic leukemia. Blood. 2002;​​100(6):​
1957-1964. doi:10.1182/blood-2002-02-0395.Supported

	 6.	 Pollock BH, DeBaun MR, Camitta BM, et al. Racial differences 
in the survival of childhood B-precursor acute lymphoblas-
tic leukemia: a pediatric oncology group study. J Clin Oncol. 
2000;18(4):813-823. http://www.ncbi.nlm.nih.gov/entre​z/ ​ 
query.​fcgi?cmd=Retri​eve&db=PubMe​d&dopt=Citat​ion&​
list_uids=10673523

	 7.	 Kadan-Lottick NS, Ness KK, Bhatia S, Gurney JG. Survival 
variability by race and ethnicity in childhood acute lympho-
blastic leukemia. JAMA. 2003;290(15):2008-2014. doi:10.1001/
jama.290.15.2008

	 8.	 Bhatia S, Landier W, Hageman L, et al. 6MP adherence in a mul-
tiracial cohort of children with acute lymphoblastic leukemia: 
a Children's oncology group study. Blood. 2014;124(15):2345-
2353. doi:10.1182/blood-2014-01-552166

	 9.	 Kehm RD, Spector LG, Poynter JN, Vock DM, Altekruse SF, 
Osypuk TL. Does socioeconomic status account for racial 
and ethnic disparities in childhood cancer survival? Cancer. 
2018;124:4090-4097. doi:10.1002/cncr.31560

	10.	 Yang JJ, Cheng C, Devidas M, et al. Ancestry and pharma-
cogenomics of relapse in acute lymphoblastic leukemia. Nat 
Genet. 2012;43(3):237-241. doi:10.1038/ng.763.Ancestry

	11.	 Race, Ethnicity, and Genetics Working Group. The use of racial, 
ethnic, and ancestral categories in human genetics research. 
Am J Hum Genet. 2005;77:519-532.

	12.	 Shields AE, King PA, Sullivan PF, Alexandra E. The use of race 
variables in genetic studies of complex traits and the goal of 
reducing health disparities. Am Psychol. 2005;60(1):77-103. 
doi:10.1037/0003-066X.60.1.77

	13.	 Keita SOY, Kittles RA, Royal CDM, Bonney GE, Dunston GM, 
Rotimi CN. Conceptualizing human variation. Nat Genet. 
2004;36(11):17-20. doi:10.1038/ng1455

	14.	 Bonham VL, Green ED, Pereze-Stable EJ. Examining how 
race, ethnicity, and ancestry data are used in biomedical re-
search. J Am Med Assoc. 2018;320(15):1533-1534. doi:10.1038/
nrg

	15.	 Karol SE, Larsen E, Cheng C, et al. Genetics of ancestry-specific 
risk for relapse in acute lymphoblastic leukemia. Leukemia. 
2017;31(6):1325-1332. doi:10.1038/leu.2017.24

	16.	 Lee SHR, Antillon-Klussmann F, Pei D, et al. Association of 
Genetic Ancestry with the molecular subtypes and progno-
sis of childhood acute lymphoblastic leukemia. JAMA Oncol. 
2022;8(3):354-363. doi:10.1001/jamaoncol.2021.6826

	17.	 Auton A, Abecasis GR, Altshuler DM, et al. A global reference 
for human genetic variation. Nature. 2015;526(7571):68-74. 
doi:10.1038/nature15393

	18.	 Delaneau O, Zagury J, Robinson MR, Marchini JL, Dermitzakis 
ET. Accurate, scalable and integrative haplotype estimatio-
nestimation. Nat Commun. 2019;10(5436):5436. doi:10.1038/
s41467-019-13225-y

	19.	 Maples BK, Gravel S, Kenny EE, Bustamante CD. RFMix: a 
discriminative modeling approach for rapid and robust local-
ancestry inference. Am J Hum Genet. 2013;93(2):278-288. 
doi:10.1016/j.ajhg.2013.06.020

	20.	 Grinde KE, Brown LA, Reiner AP, Thornton TA, Browning SR. 
Genome-wide significance thresholds for admixture mapping 
studies. Am J Hum Genet. 2019;104(3):454-465. doi:10.1016/j.
ajhg.2019.01.008

	21.	 Bryc K, Durand EY, Macpherson JM, Reich D, Mountain JL. 
The genetic ancestry of African Americans, Latinos, and 
European Americans across the United States. Am J Hum 
Genet. 2015;96(1):37-53. doi:10.1016/j.ajhg.2014.11.010

	22.	 Schultz KR, Pullen DJ, Sather HN, et al. Risk- and response-
based classificaiton of childhood B-precursor acute lympho-
blastic leukemia: a combined analysis of prognostic markers 
from the pediatric oncology group (POG) and Children's can-
cer group (CCG). Blood. 2007;109(3):926-935. doi:10.1182/
blood-2006-01-024729

	23.	 Bhatia S. Influence of race and socioeconomic status on 
outcome of children treated for childhood acute lym-
phoblastic leukemia. Curr Opin Pediatr. 2004;16(1):9-14. 
doi:10.1097/00008480-200402000-00004

	24.	 Lee MJ, Koff JL, Switchenko JM, et al. Genome-defined African 
ancestry is associated with distinct mutations and worse sur-
vival in patients with diffuse large B-cell lymphoma. Cancer. 
2020;126(15):3493-3503. doi:10.1002/cncr.32866

	25.	 D'Arcy M, Fleming J, Robinson WR, Kirk EL, Perou CM, 
Troester MA. Race-associated biological differences among lu-
minal a breast tumors. Breast Cancer Res Treat. 2015;152(2):437-
448. doi:10.1007/s10549-015-3474-4

	26.	 Stewart PA, Luks J, Roycik MD, Sang QXA, Zhang J. 
Differentially expressed transcripts and dysregulated signaling 
pathways and networks in African American breast cancer. 
PLoS One. 2013;8(12):1-13. doi:10.1371/journal.pone.0082460

	27.	 Faruque MU, Paul R, Ricks-Santi L, Jingwi EY, Ahaghotu CA, 
Dunston GM. Analyzing the Association of Polymorphisms 
in the CRYBB2 Gene with prostate cancer risk in African 
Americans. Anticancer Res. 2015;35(5):2565-2570.

	28.	 Nofrini V, Di Giacomo D, Mecucci C. Nucleoporin genes in 
human diseases. Eur J Hum Genet. 2016;24(10):1388-1395. 
doi:10.1038/ejhg.2016.25

https://orcid.org/0000-0001-8306-9238
https://orcid.org/0000-0001-8306-9238
https://orcid.org/0000-0001-8306-9238
https://orcid.org/0000-0003-2516-0222
https://orcid.org/0000-0003-2516-0222
https://orcid.org/0000-0003-2516-0222
https://orcid.org/0000-0003-3842-4629
https://orcid.org/0000-0003-3842-4629
https://orcid.org/0000-0003-3842-4629
https://doi.org//10.1016/S1470-2045(17)30186-9
https://doi.org//10.1016/S1470-2045(17)30186-9
https://doi.org//10.1038/s41598-017-19081-4
https://doi.org//10.1002/cncr.20910/full
https://doi.org//10.1002/cncr.20910/full
https://doi.org//10.1182/blood-2002-02-0395.Supported
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Citation&list_uids=10673523
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Citation&list_uids=10673523
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Citation&list_uids=10673523
https://doi.org//10.1001/jama.290.15.2008
https://doi.org//10.1001/jama.290.15.2008
https://doi.org//10.1182/blood-2014-01-552166
https://doi.org//10.1002/cncr.31560
https://doi.org//10.1038/ng.763.Ancestry
https://doi.org//10.1037/0003-066X.60.1.77
https://doi.org//10.1038/ng1455
https://doi.org//10.1038/nrg
https://doi.org//10.1038/nrg
https://doi.org//10.1038/leu.2017.24
https://doi.org//10.1001/jamaoncol.2021.6826
https://doi.org//10.1038/nature15393
https://doi.org//10.1038/s41467-019-13225-y
https://doi.org//10.1038/s41467-019-13225-y
https://doi.org//10.1016/j.ajhg.2013.06.020
https://doi.org//10.1016/j.ajhg.2019.01.008
https://doi.org//10.1016/j.ajhg.2019.01.008
https://doi.org//10.1016/j.ajhg.2014.11.010
https://doi.org//10.1182/blood-2006-01-024729
https://doi.org//10.1182/blood-2006-01-024729
https://doi.org//10.1097/00008480-200402000-00004
https://doi.org//10.1002/cncr.32866
https://doi.org//10.1007/s10549-015-3474-4
https://doi.org//10.1371/journal.pone.0082460
https://doi.org//10.1038/ejhg.2016.25


4772  |      BARRAGAN et al.

	29.	 Mathieson I, Scally A. What is ancestry? PLoS Genet. 
2020;16(3):6-11. doi:10.1371/journal.pgen.1008624

SUPPORTING INFORMATION
Additional supporting information can be found online 
in the Supporting Information section at the end of this 
article.

How to cite this article: Barragan FA, Mills LJ, 
Raduski AR, et al. Genetic ancestry, differential 
gene expression, and survival in pediatric B-cell 
acute lymphoblastic leukemia. Cancer Med. 
2023;12:4761-4772. doi: 10.1002/cam4.5266

https://doi.org//10.1371/journal.pgen.1008624
https://doi.org/10.1002/cam4.5266

	Genetic ancestry, differential gene expression, and survival in pediatric B-­cell acute lymphoblastic leukemia
	Abstract
	1|INTRODUCTION
	2|METHODS
	2.1|Study population
	2.2|Cytogenomic subtype inference
	2.3|Reported race/ethnicity (RRE)
	2.4|Ancestry inference
	2.5|Differential gene expression
	2.6|Survival analysis
	2.7|Software

	3|RESULTS
	4|DISCUSSION
	AUTHOR CONTRIBUTIONS
	FUNDING INFORMATION
	CONFLICT OF INTEREST
	DATA AVAILABILITY STATEMENT

	REFERENCES


