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Single-cell RNA sequencing distinctly 
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Abstract 

Background Mixed phenotype acute leukemia (MPAL), a rare subgroup of leukemia characterized by blast cells 
with myeloid and lymphoid lineage features, is difficult to diagnose and treat. A better characterization of MPAL 
is essential to understand the subtype heterogeneity and how it compares with acute myeloid leukemia (AML) 
and acute lymphoblastic leukemia (ALL). Therefore, we performed single-cell RNA sequencing (scRNAseq) on pediat-
ric MPAL bone marrow (BM) samples to develop a granular map of the MPAL blasts and microenvironment landscape.

Methods We analyzed over 40,000 cells from nine pediatric MPAL BM samples to generate a single-cell transcrip-
tomic landscape of B/myeloid (B/My) and T/myeloid (T/My) MPAL. Cells were clustered using unsupervised single-cell 
methods, and malignant blast and immune clusters were annotated. Differential expression analysis was performed 
to identify B/My and T/My MPAL blast-specific signatures by comparing transcriptome profiles of MPAL with normal 
BM, AML, and ALL. Gene set enrichment analysis (GSEA) was performed, and significantly enriched pathways were 
compared in MPAL subtypes.

Results B/My and T/My MPAL blasts displayed distinct blast signatures. Transcriptomic analysis revealed that B/
My MPAL profile overlaps with B-ALL and AML samples. Similarly, T/My MPAL exhibited overlap with T-ALL and AML 
samples. Genes overexpressed in both MPAL subtypes’ blast cells compared to AML, ALL, and healthy BM included 
MAP2K2 and CD81. Subtype-specific genes included HBEGF for B/My and PTEN for T/My. These marker sets segregated 
bulk RNA-seq AML, ALL, and MPAL samples based on expression profiles. Analysis comparing T/My MPAL to ETP, near-
ETP, and non-ETP T-ALL, showed that T/My MPAL had greater overlap with ETP-ALL cases. Comparisons among MPAL 
subtypes between adult and pediatric samples showed analogous transcriptomic landscapes of corresponding sub-
types. Transcriptomic differences were observed in the MPAL samples based on response to induction chemotherapy, 
including selective upregulation of the IL-16 pathway in relapsed samples.

Conclusions We have for the first time described the single-cell transcriptomic landscape of pediatric MPAL 
and demonstrated that B/My and T/My MPAL have distinct scRNAseq profiles from each other, AML, and ALL. 
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Differences in transcriptomic profiles were seen based on response to therapy, but larger studies will be needed 
to validate these findings.

Keywords Mixed phenotype acute leukemia, Single-cell RNA sequencing, Tumor microenvironment

Background
Mixed phenotype acute leukemia (MPAL) is a rare sub-
type of acute leukemia, accounting for 2%–3% of all 
newly diagnosed pediatric leukemia cases, with blasts 
expressing markers of both the lymphoid and myeloid 
lineage [1, 2]. Antigen expression patterns vary greatly 
among different MPAL cases, and given the wide phe-
notypic variability, the diagnostic criteria for MPAL have 
continued to evolve over the past decades. The Euro-
pean Group for the Immunological Characterization of 
Leukemias (EGIL) and the World Health Organization 
(WHO) criteria are the two MPAL classification systems 
primarily used; however, despite both systems relying on 
immunophenotype characterization, there remain sig-
nificant differences in their definitions [1–5]. Given the 
frequent changes and relative subjectivity in diagnostic 
criteria, it is extremely difficult to interpret previously 
published MPAL literature. Reported survival outcomes 
for MPAL have ranged between 36% and 80%; however, 
since patients with an MPAL phenotype were excluded 
from frontline clinical trials until recently, all available 
treatment and outcome data for MPAL is retrospective. 
While most patients with MPAL respond to acute lymph-
oblastic leukemia (ALL) directed therapy [2, 4], there is 
no clear consensus on how to treat this heterogeneous 
disease.

The lack of standardized treatment regimens specifi-
cally tailored for MPAL is compounded by fluid diagnos-
tic criteria for classifying MPAL and its subtypes. Current 
classification systems divide MPAL into two broad cat-
egories, B/myeloid (B/My) MPAL and T/myeloid (T/
My) MPAL [6]. Despite these differences in classifica-
tion and the wide phenotypic diversity, current treat-
ment approaches have typically considered MPAL to be 
a single entity with providers primarily choosing between 
ALL vs. AML regimens, and not considering specific 
subtypes. Two recent large MPAL genomic studies, one 
in pediatric patients and one in adults, have shown that 
B/My and T/My MPAL have distinct genomic signatures 
[7, 8], thus suggesting that different approaches may be 
necessary to treat MPAL subtypes. Evolving data has 
also suggested greater overlap between T/My MPAL and 
early T-cell precursor ALL (ETP-ALL), a subset of T-ALL 
that expresses myeloid/stem cell markers not consid-
ered to be myeloid lineage defining, hence do not meet 
the criteria of T/My MPAL. While initial studies showed 
ETP-ALL had better success with AML-type regimens, 

more recent data has suggested improved outcomes with 
ALL regimens, despite higher rates of induction failure 
[8–10]. Thus, understanding the biological differences 
between T/My MPAL and ETP-ALL is critically impor-
tant to design better therapeutic options. Furthermore, 
two large retrospective cohorts have now shown that the 
early response to ALL therapy is critical in terms of over-
all MPAL prognosis, especially in B/My MPAL [8], with 
patients having positive measurable/minimal residual 
disease (MRD) at the end of induction (EOI) having sig-
nificantly poorer outcomes [4, 11]. Analyzing the biol-
ogy and understanding the similarities and differences is 
thus critical for improving outcomes in this rare high-risk 
leukemia. Thus, a more in-depth analysis of MPAL biol-
ogy is essential to determine effective treatments for this 
unique disease.

Single-cell RNA sequencing (scRNAseq) analysis has 
revolutionized cancer research by revealing cell types, 
pathways, and cellular interactions that play a critical role 
in malignant cell progression and response to therapy 
[12, 13]. Identifying changes in cellular and molecular 
profiles is critical for identifying novel targets for diag-
nosis, risk assessment, and clinical outcomes. Single-cell 
profiling can be invaluable for deep characterization, 
given the wide phenotypic and genomic diversity seen 
in MPAL. Only one single-cell study of MPAL has been 
previously reported, using six MPAL samples from adults 
(one B/My and five T/My MPAL) [14]. Here, we present 
for the first time scRNAseq profiling of nine pediatric 
MPAL samples, along with a comparative analysis with 
previously generated scRNAseq datasets from pediatric 
AML and ALL samples including ETP-ALL, young adult 
healthy bone marrow (BM) samples, and adult MPAL 
samples [14–18]. Additionally, we performed a compara-
tive analysis among the diagnostic MPAL samples based 
on their response to ALL-directed induction therapy. 
Our results provide the initial framework of the pediat-
ric MPAL single-cell signature and support utilizing scR-
NAseq analysis for further characterization of the MPAL 
blasts and marrow landscape.

Methods
Bone marrow samples
Viably frozen de-identified pediatric MPAL BM samples 
were obtained from the Leukemia/Lymphoma Biorepos-
itory at the Aflac Cancer and Blood Disorders Center at 
Children’s Healthcare of Atlanta (CHOA). Patients and/
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or their legal guardian(s) provided written informed 
consent that permitted the use of biological material 
in accordance with a protocol that was approved by 
the CHOA Institutional Review Board (IRB) (Protocol 
#00034535). The immunophenotypic characterization 
of MPAL was made according to the updated World 
Health Organization (WHO) 2022 MPAL criteria [5]. 
BM samples were collected at the initial presentation 
as part of routine diagnostic evaluation. Correspond-
ing available clinical cytogenetic, molecular, and flow 
cytometric data characterizing these cases as well as 
treatment information for each case was also obtained. 
ScRNAseq analysis was performed on seven MPAL 
patient samples, four of which were classified as B/My 
MPAL and three T/My MPAL based on their immu-
nophenotype. Additionally, we also incorporated raw 
gene expression data from two T/My MPAL patients 
from the Single-cell Pediatric Cancer Atlas (ScPCA) 
[15] for characterizing the landscape of pediatric MPAL. 
To perform comparative analysis, we utilized single-cell 
datasets from other pediatric leukemias, including AML 
(n = 15) and T-ALL (n = 11), obtained from previous 
or ongoing studies in our lab [17, 18]. Additionally, we 
incorporated publicly available scRNAseq datasets from 
young adult and pediatric healthy BM (n = 9), pediatric 
B-ALL (n = 7), and AML (n = 8) samples as well as adult 
MPAL samples (n = 6) [14–16, 19].

Clinical, pathological, and treatment characteristics 
of MPAL cases
A total of nine pediatric MPAL cases were included in 
this analysis, eight of which were collected at the time of 
initial diagnosis and one at relapse. Based on their immu-
nophenotype, four cases were classified as B/My MPAL 
and five were categorized as T/My MPAL. The mean 
age for the study population was 13.4 years (range: 8.7–
15.8  years) and included seven males and two females. 
Overall clinical characteristics of the study popula-
tion are summarized in Table 1, and detailed individual 
case characteristics are described in Additional file  1: 
Table S1. Available clinical-grade molecular, cytogenetic, 
and flow cytometry-based characterizations of these 
leukemias are summarized in Table  2 and Additional 
file 1: Table S2. Cytogenetic analysis revealed that among 
the B/My MPAL cases, one case had a KMT2A-R with 
t(4;11)(q21;q23) (M1), and another one was positive for 
t(9;22) (q34;q11.2) and monosomy 7 (M3). Among the 
T/My MPAL cases, translocations seen included t(3;15)
(p21;q24) (M2), t(2;3)(p15;q26.2) (SCPCS000220), and 
t(7;14)(q21;q32) (SCPCS000230). Molecular findings 
in T/My MPAL cases included FLT3-ITD with elevated 
allelic ratio of 0.15 (M2), mutations in NRAS, NOTCH1, 
ETV6, and MED12 (M4), and alterations in KDM6A, 

RUNX1, SUZ12, TP53, JAK3, and ASXL1 (M6). Flow 
cytometric immunophenotyping showed a heterogene-
ous pattern of blast populations within individual MPAL 
cases. Some cases had separate distinct blast populations 
(M3, M5, SCPCS000230), whereas other cases had minor 
subsets within the larger blast population with unique 
surface profiles (M1, M2, M4, M6, M7, SCPCS000220). 
Several T/My MPAL samples had blasts with ETP-ALL-
like immunophenotypic features (M2, M4, M6). Available 
detailed flow cytometric immunophenotypic characteri-
zation on peripheral blood blasts and bone marrow blasts 
is summarized in Additional file  1: Table  S2. Seven 
patients included in this analysis received a Children’s 
Oncology Group (COG) based ALL-directed induction 
therapy. Specific regimens are listed in Additional file 1: 
Table S1. At the end of induction (EOI), out of the four B/
My MPAL samples, one was negative for MRD (M1), two 
were positive for MRD (M3, M5), and one had induction 
failure (M7). Of the three de novo T/My MPAL sam-
ples that received ALL induction therapy, one was MRD 
negative (M2), one was MRD positive at EOI (M4) and 
one had induction failure (M6). Overall, four of the nine 
patients had relapsed/refractory disease and six were 
alive at the last follow-up (Table 1 and Additional file 1: 
Table S1).

Single‑cell RNA sequencing and analysis of MPAL samples
ScRNAseq libraries were prepared from viably revived 
BM samples using anti-human hashtag antibodies (Bio-
legend) and Chromium single-cell 3′v3 reagent kits 
(10x  Genomics). Sequencing was performed using Next-
Seq 500 high output and Novaseq S4 kits (Illumina). The 
fastq files were analyzed using Cell Ranger version 7.0.0 
[20] for demultiplexing, alignment to the human genome 
(hg38), and generation of gene-count matrices for further 
bioinformatics analysis.

Single‑cell profiling data from other leukemias and healthy 
bone marrow
For comparative analysis of MPAL with other pediatric 
leukemias, we utilized single-cell datasets generated in 
our lab for other leukemias: AML (n = 15), and T-ALL 
(n = 11) [17, 18, 21, 22]. The T-ALL data contains both 
samples with ETP-ALL-like features (ETP-ALL and near 
ETP-ALL, n = 4) and non-ETP T-ALL (n = 7). Data were 
generated and processed using the uniform approach 
briefly described in the following paragraph and previ-
ously utilized [17, 18]. We also used publicly available 
datasets, downloaded via the Gene Expression Omnibus 
(GEO) portal (GSE154109), for comparative analysis [16, 
23]. This dataset contained pediatric B-ALL (n = 7), pedi-
atric AML (n = 8), and young adult healthy BM (n = 4) 
samples. Additionally, we also obtained young adult and 
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pediatric healthy BM samples (n = 5) from ScPCA [15] 
and GEO (GSE132509) [19, 24] for comparative analy-
sis with MPAL. Furthermore, we conducted a compara-
tive analysis of adult and pediatric MPAL using one B/
My and five T/My MPAL adult scRNAseq data obtained 
from a recently published study [14, 25].

Single‑cell profiling data analysis
Raw gene-count matrices from samples were merged 
to generate a raw expression matrix from pediatric leu-
kemias and healthy BM. Cells were filtered based on 
mitochondrial content and feature count (pct. mito-
chondrial < 20 and feature count < 5000, > 200). Expres-
sion profiles were normalized and scaled using the 
pre-processing functions in Seurat v4 [26]. To remove 

the systematic variation in the expression data from vari-
ous resources, we performed batch correction using the 
Harmony algorithm version  0.1.1 (with default param-
eters) for the analysis shown in Figs. 2, 3, 4, and 6, which 
uses a graph-based approach to model the variation in 
gene expression across batches [27], or the integration 
anchors method (with default parameters, 2000 integra-
tion features were selected using “vst” method) by Seu-
rat v4, for the analysis shown in Fig. 1, to identify anchor 
correspondences between data sources to minimize 
variation [28]. Principal component analysis (PCA) was 
performed (number of PCs = 30), and batch-corrected 
expression data was visualized on a low dimensional 
space via the UMAP approach. The cells were clustered 
using the K-nearest neighbor graph-based clustering 

Table 1 Characteristics of pediatric MPAL patients analyzed in this study. Patient characteristics and clinical information with sex, age 
at disease diagnosis/relapse (Dx/Rel), white blood cell (WBC) count at Dx/Rel, peripheral blood blast percentage, bone marrow blast 
percentage, timepoint of sample collection, response to ALL-based induction therapy, relapsed/refractory disease, and patient status 
information. Response to ALL-based induction therapy is shown as minimal residual disease (MRD) positive (> 0.01%), MRD negative 
(< 0.01%), and induction failure (> 5%)

MPAL mixed phenotype acute leukemia, B/My B/myeloid, T/My T/myeloid, WBC white blood count, MRD minimal residual disease

Characteristic All MPAL (n = 9) B/My MPAL (n = 4) T/My MPAL (n = 5)

Sex

 Male 7 (78%) 3 (75%) 4 (80%)

 Female 2 (22%) 1 (25%) 1 (20%)

Age at presentation (years)

 Mean (range) 13.4 (8.7–15.8) 14.6 (13.7–15.1) 12.5 (8.7–15.8)

  < 10 1 (11%) 0 (0%) 1 (20%)

  ≥ 10 8 (89%) 4 (100%) 4 (80%)

WBC at presentation (×  103/uL)

 Mean (range) 65.5 (7.1–180.1) 56.1 (12.8–134.6) 73 (7.1–180.1)

  < 50 6 (67%) 3 (75%) 3 (60%)

  ≥ 50 3 (33%) 1 (25%) 2 (40%)

Peripheral blood blast %

 Mean (range) 59.5 (5.0–95.7) 65.0 (31.8–95.7) 54.0 (5.0–73.5)

Bone marrow blast %

 Mean (range) 82.6 (40.2–97.7) 92.4 (82.0–97.7) 72.8 (40.2–96.4)

Timepoint of sample collection

 Initial diagnosis (Dx) 8 (89%) 4 (100%) 4 (80%)

 Relapse 1 (11%) 0 (0%) 1 (20%)

Response to ALL-based induction therapy (n = 7)

 MRD negative 2/7 (29%) 1/4 (25%) 1/3 (33%)

 MRD positive 3/7 (43%) 2/4 (50%) 1/3 (33%)

 Induction failure 2/7 (29%) 1/4 (25%) 1/3 (33%)

Relapsed/refractory disease

 Yes 4 (44%) 1 (25%) 3 (60%)

 No 5 (56%) 3 (75%) 2 (40%)

Patient status

 Alive 6/9 (67%) 3 (75%) 3 (60%)

 Deceased 3/9 (33%) 1 (25%) 2 (40%)
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approach (dims = 1:30, resolution = 0.5). Leukemic cells, 
or blast cells, were annotated by comparing each leuke-
mia set (AML, B-ALL, T-ALL, MPAL) samples with the 
healthy control BM profile and identified as cells that did 
not cluster with the healthy control cells. Once the blasts 
were identified, the non-blast or canonical lymphoid, 
myeloid, and erythroid lineage cells were annotated 
based on a combination of automatic annotation using 
the SingleR package v1.8.1 [29], and manual annotation 
via known marker genes (Fig.  1B). SingleR is an auto-
matic annotation tool that labels cells based on an exter-
nal annotated reference, such as the Human Primary Cell 
Atlas (ERP122984), which we utilized in our analysis [30].

Differential Gene Expression (DEGs) analysis was per-
formed to generate MPAL blast transcriptome signatures 
by comparing gene expression profiles of MPAL subtype 
blast cells with healthy cells using the Wilcoxon rank test, 
with the FindMarkers function from Seurat v4 (compared 
B/My MPAL blast cells versus all healthy cells, repeated 
for T/My MPAL  blast cells). The transcriptome signa-
tures were generated based on fold change and P-value 
cutoffs (adjusted p-value < 0.05, average log2FC > 0.25, 
and percent cell expression > 50%). The analysis identi-
fied transcriptome signatures for MPAL as well as sub-
types, i.e., T/My MPAL and B/My MPAL. In addition to 
identifying genes that are overexpressed in MPAL selec-
tively, we also performed differential expression analysis 
between MPAL subtypes versus other acute pediatric 
leukemia (i.e., AML, B-ALL, T-ALL) and healthy BM 
cells using FindMarkers function (adjusted p-value < 0.05, 
average log2FC > 0.25, and percent cell expression > 50%) 
from Seurat v4 package. Also, in the ETP analysis of 
Fig. 3, DEGs were identified by comparing T/My MPAL 

to non-ETP T-ALL blast cells, and near-ETP/ETP-ALL to 
non-ETP T-ALL blast cells using the FindMarkers func-
tion (average log2FC > 0.25, adjusted p-value < 0.05) from 
Seurat v4 package. To identify DEGs based on clinical 
outcomes, we performed differential expression analysis 
between blasts from MRD outcome groups or Dx-Rel 
and Dx-Rem blasts for each MPAL subtype with Seurat 
v4 FindMarkers function (average log2FC > 0.25, adjusted 
p-value < 0.05, and percent expressed > 0.7 for Dx-Rem 
and percent expressed in comparison group < 0.1 for Dx-
Rel). In the DEGs analysis, the calculation of the adjusted 
p-value was performed using the Bonferroni correction 
in the Seurat v4 FindMarkers function.

Generation of MPAL blast‑specific gene dysregulation
Transcriptome signatures generated from the above 
analysis were systematically compared with normal 
and stem cell profiles from the human cell atlas (HCA). 
MPAL blast genes with an average expression of > 0.5 in 
normal BM or stem cells from the HCA were considered 
non-specific and filtered out. The analysis resulted in the 
identification of MPAL blast cells specific overexpressed 
genes that were further compared with pediatric ALL 
and AML leukemia blast cells to identify MPAL-specific 
genes with high potential to be MPAL biomarker candi-
dates (Additional file 2: Fig. S1).

Additional validation of MPAL blast biomarkers was 
performed using the TARGET bulk RNA-seq dataset 
[31], which includes AML (n = 1199), T-ALL (n = 221), 
B/My MPAL (n = 21), and T/My MPAL (n = 25) patients. 
Transcripts per million (TPM) normalized data was 
obtained from the TARGET portal and log transformed 
for comparative analysis. The Wilcoxon rank test was 

Fig. 1 Comparative analysis of mixed phenotype acute leukemia (MPAL) samples single-cell landscape with healthy bone marrow (BM). A UMAP 
showing the profile of MPAL and healthy samples (n = 67,024 cells), colored based on the individual sample. B Dot plot showing expression 
of canonical cell markers used to annotate clusters on the X-axis and final cell type labels on the Y-axis. C Split UMAP based on clinical groups 
(i.e., B/My MPAL, T/My MPAL, Healthy) to visualize cellular clusters associated with specific clinical groups. Dotted lassos highlight the locations 
of the immune cell populations. D UMAP highlighting the heterogenous blast populations from selected patients. The cell types from M2 (T/My 
MPAL) and M3 (B/My MPAL) are highlighted on the UMAP. The major blast populations are shown (lassoed) for each sample: M2-My and M2-T, 
and M3-My and M3-B. E Table and bar plot with cell type distributions, disease subtype, MRD status after treatment, and clinical outcomes. F 
Heatmap showing top 20 overexpressed genes in B/My MPAL and T/My MPAL blast cells. DEGs were identified by comparing the profile of B/
My or T/My MPAL blast cells and healthy immune cells based on fold change and adjusted P-values (i.e., average log2FC > 0.25 and adjusted 
p-value < 0.05). The top 20 genes were selected based on the highest fold change. G Gene ontology enrichment results for the overexpressed 
genes (average log2FC > 0.25 and adjusted p-value < 0.05) in MPAL blasts compared to progenitor cells in healthy BM samples. The gene ontology 
analysis was performed using clusterProfiler package from R/Bioconductor using Biological Process GO categories. The Biological Process 
with Benjamini–Hochberg p-value < 0.05 is considered significant. The X-axis represents the GeneRatio, which indicates the fraction of MPAL 
significantly overexpressed genes that can be found in biological gene sets (specifically, GO categories). The size of each dot corresponds 
to the count of input genes that are present in a particular GO biological category. The color of the dot reflects the adjusted p-value obtained 
from the enrichment analysis. Specifically, pink and blue colors are used to represent the most and least significantly enriched GO terms associated 
with MPAL significantly overexpressed genes, respectively. H Macrophage migration inhibitory factor (MIF) signaling in T/My and B/My MPAL cell 
types. Signaling was inferred using cellular communication analysis, showing the estimated interactions between cell types in MPAL samples 
via the ligand (MIF) and receptors (CD74, CXCR4, CD44) expression

(See figure on next page.)
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performed to compare the expression levels of each 
MPAL blast biomarker in MPAL versus AML and T-ALL 
samples. The analysis was conducted using the stat_com-
pare_means function in the ggpubr v0.6.0 package. The 
corresponding p-values are reported.

Pathway enrichment analysis
MPAL subtype blast-specific pathways were identified 
by performing pathways and systems biology analysis 

using the MetaCore platform. The B/My MPAL blast-
specific DEGs were identified by comparing the expres-
sion between B/My MPAL blasts and other leukemia 
blasts, as well as with immune cells (Wilcoxon rank test, 
adjusted p-value < 0.05 and average log2FC > 0.25). A sim-
ilar DEG analysis was performed to identify T/My MPAL 
blasts dysregulated genes. The DEGs were used for path-
ways enrichment analysis using the MetaCore platform 
that contains functions, pathways, and network models 

Fig. 1 (See legend on previous page.)
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derived by systematically exploring peer-reviewed scien-
tific literature and public databases. It calculates statisti-
cal significance based on the hypergeometric distribution 
where the p-value represents how likely the observed 
association between a specific pathway/function/inter-
active network and the input dataset would be if it were 
only due to random chance, by also considering the total 
number of functions, pathways, and interactive net-
work eligible genes in the dataset and the Reference Set 
of genes (those which potentially could be significant in 
the dataset). Focus molecules were identified from the 
integrated networks based on the degree of connectivity 
(number of interactions for each gene). Focus hubs with 
higher degrees of connectivity are considered critical for 
the maintenance of the networks, suggesting that thera-
peutic targeting of these focus hubs may elicit the strong-
est impact. Pathways and networks with a false discovery 
rate (FDR) < 0.05 (calculated using the Benjamini–Hoch-
berg method) were considered statistically significant.

Gene set enrichment analysis
In addition to individual gene analysis, gene set enrich-
ment analysis (GSEA) was implemented to determine 
whether a priori-defined set of genes showed statisti-
cally significant, concordant differences between differ-
ent group comparisons [32]. GSEA can be more powerful 
than single-gene methods for studying the effects of fac-
tors such as MRD in which each set of genes make subtle 
contributions to have a cumulative effect. Two methods 
were used for performing GSEA, including (i) the easy 
single-cell analysis platform for enrichment (escape) R 
package, version 1.5.1 [33]. Gene sets were obtained from 
the molecular signature database via the msigdbr pack-
age (v7.4.1). Another method (ii), clusterProfiler (v4.6.0) 
R package [34], was used to perform GSEA with the Gene 
Ontology (GO) biological processes gene sets to generate 
enrichment map networks and gene concept enrichment 
plots. Once the significantly upregulated pathways were 
identified for each leukemia type, the comparative analy-
sis of pathways resulted in the identification of T/My and 
B/My MPAL blasts-specific pathways. Gene sets with an 
adjusted p-value < 0.05, determined through the Benja-
mini–Hochberg correction (clusterProfiler), or the Bon-
ferroni correction (escape), were considered enriched. 
These GSEA methods were also used to identify adult, 
pediatric, and induction outcome-specific pathways.

Cellular communication analysis
Cellular communication analysis was performed using 
CellChat v1.0.0 [35], with default parameters. CellChat 
uses ligand-receptor expression to predict intercellular 
communication among specific signaling pathways. Cell-
Chat first calculates the communication probability of 

each signaling pathway in the CellChatDB ligand-recep-
tor database between cell clusters or cell types within a 
group (B/My vs. T/My MPAL). Differences in cellular 
communication between groups can be analyzed by cal-
culating the information flow, the sum of communication 
probability for each cell cluster predicted interaction, for 
each signaling pathway. Signaling network differences 
between groups can also be analyzed by performing 
manifold learning and classification based on functional 
similarity, or the similarity in sender/receiver cell types 
between two pathways. CellChat algorithm also allows 
analysis of specific cell type interactions within each 
group for each signaling pathway, and this can be visual-
ized as a circular chord diagram. This analysis was used 
to determine the communication differences between B/
My and T/My MPAL, particularly focusing on pathways 
that are estimated to have blast cells as the receiver or 
sender cells and might be key for disease progression.

Stemness index
To further compare the relative levels of stemness of 
blast and normal cells, a stemness index was calculated 
for each cell as the first principal component value after a 
principal component analysis. The analysis was based on 
the expression values of 175 genes in the stemness index 
signature (Additional file  1: Table  S3). This stemness 
index signature was identified by Palmer et al. to stratify 
hematopoietic malignant cells from normal and precur-
sor cells [36].

Survival analysis
Estimated survival probabilities for the T/My MPAL 
and B/My MPAL blasts biomarker sets were calculated 
using the survMisc v0.5.5 [37] and survival [38] v3.2–
13 R packages. Survival analysis was performed on the 
TARGET-ALL-P3 dataset after obtaining the T-myeloid 
and B-myeloid MPAL samples [31], along with their 
overall survival in months and vital status information. 
For each gene in the T/My MPAL biomarker set (Addi-
tional file 1: Table S4), the T/My MPAL TARGET sam-
ples (Additional file 1: Table S5) were partitioned into 
high and low expression groups using the cutP method 
[37] from the survMisc package v0.5.5. The survival 
association of each gene was assessed by computing 
Kaplan–Meier survival curves and hazard ratio statis-
tics via the survfit (with confidence type “log–log”) and 
coxph functions of the survival R package. This analysis 
allowed us to analyze the probability of survival over 
time and compare survival rates between groups with 
high and low expression of genes. A similar survival 
analysis was also performed for the B/My MPAL gene 
set in the B/My MPAL samples from the TARGET-
ALL-P3 dataset.
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Results
Single‑cell RNA sequencing characterizes 
the heterogeneous nature of MPAL with identification 
of distinct profiles for immunophenotypic subtypes
Comprehensive single-cell transcriptome profiling was 
performed, after thawing viably frozen patient BM 
samples collected at the time of initial diagnosis (Dx), 
using the 10x Genomics platform. To robustly map the 
transcriptome landscape, we also included two MPAL 
samples from the ScPCA initiative [15]. In total, we per-
formed analysis on nine pediatric MPAL samples (n = 8 
at diagnosis, n = 1 at relapse) to understand underlying 
molecular mechanisms and explore potential therapeu-
tic targets. To identify blast cells and study their tran-
scriptome landscape, the data from healthy pediatric and 
young adult BM samples was included in the analysis 
[16]. In total, we analyzed the transcriptome profile of 
67,024 cells (23,318 from five T/My MPAL, 17,258 from 
four B/My MPAL, and 26,448 from healthy BM sam-
ples). After quality control, filtering, and normalization, 
the unsupervised analysis identified 26 transcriptionally 
distinct clusters of cells (Additional file  2: Fig. S2). The 
annotation based on the individual samples depicted 
segregation in the single-cell profiles of MPAL subtypes 
from healthy BM samples (Fig.  1A). The cellular clus-
ters were labeled based on the expression of canonical 
cell lineage-associated markers (Fig. 1B); these cell types 
include erythroblasts, monocytes, T-cells, B-cells, Pro-B, 
NK, and progenitor cells. The expression of these mark-
ers in individual sample’s blast cells is shown in Addi-
tional file  2: Fig. S3. The putative MPAL leukemic blast 
clusters depicted segregated clustering from the healthy 
normal cell clusters (Fig. 1C, non-blast cells lassoed). B/
My MPAL blasts formed segregated clusters as com-
pared to T/My MPAL, indicative of subtype heterogene-
ity (Fig. 1C). The gene expression of blast markers used 
in flow cytometry for immunophenotypic characteriza-
tion is shown in Additional file 2: Fig. S4. On the other 
hand, immune cells from both MPAL subtypes clustered 
together with no subtype heterogeneity (Fig. 1C). Further 
individual sample analysis captured significant heteroge-
neity among blast cells from some patients (Additional 
file 2: Fig. S5). For example, T/My MPAL sample M2 and 
B/My MPAL sample M3 contained two and three distinct 
blast cell clusters on UMAP visualization respectively, 
correlating with the characterization on flow cytometry 
(Additional file  1: Table  S2, and Fig.  1D). For the T/My 
MPAL M2 sample, there were two blast cell populations, 
which overexpressed myeloid (e.g., S100A8, S100A9, 
and LYZ) and T-lymphoid (e.g., CD3D and CD3E) line-
age markers respectively (Additional file  1: Table  S6A). 
Similarly, DEGs analysis between the two major blast 
populations in the B/My MPAL M3 sample (Additional 

file 1: Table S6B) showed over-expression of myeloid (e.g., 
S100A8, S100A9, and LYZ), and the B-lymphoid (e.g., 
CD79B, CD79A, and MZB1) lineage markers respec-
tively. These results clearly depict the usefulness of sin-
gle-cell profiling in highlighting the heterogeneity of blast 
cell populations, which is a unique attribute of MPAL 
cases. As anticipated, the profile of cancerous samples 
collected at the time of initial diagnosis or relapse was 
primarily composed of malignant blasts (Fig. 1E), with a 
limited enrichment of normal stromal and immune cell 
types. Available immune cell type breakdown from diag-
nostic flow cytometric characterization (Additional file 1: 
Table S2) correlated with the clusters seen in single-cell 
profiling. In contrast, the healthy BM samples consisted 
of major cell types from lymphoid and myeloid lineages 
including B-cells, T-cells, and natural killer (NK) cells 
(Fig. 1E).

The differential expression analysis between B/My or 
T/My MPAL blasts and healthy cells can provide insight 
into the molecular mechanisms underlying the develop-
ment and progression of MPAL subtypes. The differen-
tial expression analysis based on fold change and p-value 
(Wilcoxon rank test, average log2FC > 0.25 and adjusted 
p-value < 0.05) identified 219 and 194 significant DEGs 
in B/My and T/My MPAL blast cells respectively. The 
top 20 genes based on average log2 fold change for 
MPAL subtypes were selected and plotted on a heat-
map (Fig.  1F). B/My MPAL blasts depicted significant 
overexpression genes such as STMN1 and SOX4, which 
have been previously associated with other hematologi-
cal malignancies, such as AML and ALL [39, 40]. T/My 
MPAL blasts overexpressed genes such as SPINK2 which 
has been associated with immune infiltration in AML 
[41], and CD82 which has been identified as a driver 
of chemoresistance in AML [42]. Interestingly, B/My 
MPAL blasts up-regulated genes show high expression 
in healthy B/Pro-B-cells (Fig.  1F) indicating that these 
genes might play a role in the normal differentiation and 
maturation of B/Pro-B-cells. While T/My MPAL blasts 
overexpressed genes were observed to exhibit minimal 
or no expression in the normal T-cells derived from the 
young adult BM. We did not investigate the expression 
of these T/My MPAL blasts genes in precursor T-cells 
from the thymus, which represents a limitation of our 
study (Fig.  1F). To understand the dysregulations at 
Pathways and Gene ontology levels, we performed gene 
ontology (GO) enrichment analyses on the significantly 
overexpressed genes for the MPAL subtypes (Additional 
file  1: Table  S7). The top significantly enriched (Benja-
mini–Hochberg adjusted p-value < 0.05) GO categories 
for B/My MPAL blasts are associated with activation and 
regulation of the immune response (Additional file  2: 
Fig. S6A). On the other hand, for T/My MPAL blasts 
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overexpressed genes depicted significant enrichment in 
GO categories associated with cell signaling and nega-
tive regulation of myeloid and leukocyte differentiation 
(Additional file 2: Fig. S6B).

To further characterize the GO categories that are 
commonly dysregulated in T/My and B/My MPAL 
blast cells compared to healthy progenitor cells, we per-
formed additional DEGs analysis comparing MPAL blast 
cells (n = 35,515) and healthy progenitor cells (n = 3902). 
The DEGs (Additional file  1: Table  S8A, n = 147) were 
subsequently used to perform GO enrichment analysis 
to identify associated biological processes. The MPAL 
blasts overexpressed genes revealed significant asso-
ciations with myeloid leukocyte migration, NF-kB tran-
scription factor activity, and immune system processes 
(Fig.  1G). In addition, cellular communication analysis 
of B/My and T/My MPAL cells via the expression of 
ligands and receptors using the CellChat tool identi-
fied dysregulated signaling pathways associated  with 
aberrant cellular communications. The macrophage 
migration inhibitory factor (MIF) signaling pathway 
was found to be enriched in both MPAL subtypes and 
was associated with signaling from blasts to immune 
cells including monocytes and B-cells (Fig.  1H). The 
gene for the ligand of the MIF signaling pathway (MIF) 
depicted significant up-regulation in both T/My and B/
My MPAL blasts compared to healthy cells (Additional 
file 1: Table S8B). These results mapping the landscape 

of MPAL subtypes, highlight the inter- and intra-patient 
heterogeneity in blast cell profiles and similarities in the 
immune microenvironment landscape.

Compared to other acute leukemias, the scRNAseq 
profiles of B/My MPAL show significant overlap with B‑ALL 
and AML, while T/My MPAL shows overlap with AML 
and T‑ALL
To assess the similarities and differences between MPAL 
and other acute leukemias, we performed compara-
tive analyses among MPAL, AML, B-ALL, T-ALL, and 
healthy BM single-cell profiles. Single-cell transcriptome 
data for other leukemias (Additional file  1: Table  S9) 
were obtained from the Pediatric Cancers Single-Cell 
Atlas [17, 18, 43] initiative of our lab and publicly avail-
able studies [16]. After uniform pre-processing, filtering, 
normalization, and batch correction, the gene expres-
sion profiles were visualized using UMAP (Fig.  2A). 
UMAP analysis showed that B/My MPAL blasts clus-
tered mostly with B-ALL and AML (clusters 0, 4, and 
6) due to presence of both myeloid and B-lymphoid 
features in the B/My MPAL blasts (Fig.  2A, Additional 
file  2: Fig. S7). On the other hand, T/My MPAL blasts 
profile overlapped with T-ALL and AML (clusters 0, 1, 
and 8) due to myeloid and T-lymphoid features in the T/
My MPAL blast cells (Fig. 2A, Additional file 2: Fig. S7). 
Interestingly, immune cells clustered based on the cell 

(See figure on next page.)
Fig. 2 Comparative analysis of mixed phenotype acute leukemia with other acute leukemias. A Split UMAP of leukemic and canonical cell 
types (n = 156,489 cells), separated based on leukemia type/subtype (i.e., AML, B-ALL, T-ALL, B/My MPAL, and T/My MPAL) and healthy samples. 
B Density plot showing stemness index distribution of the different blast cells from different acute leukemias including B/My MPAL and T/
My MPAL, progenitor cells, and normal immune cells. The stemness index was calculated as the first principal component value of each cell 
after performing principal component analysis with the expression of the genes in a stem cell signature (Additional file 1: Table S3). C Heatmap 
with the top overexpressed markers for mixed phenotype acute leukemia (MPAL) and subtypes (i.e., B/My MPAL and T/My MPAL). The heatmap 
also shows the expression of MPAL marker genes in other acute leukemias (i.e., AML, B-ALL, T-ALL), (BM) and healthy immune cells. These markers 
were filtered to only include genes with low expression in healthy bone marrow cells. Overexpressed genes were identified for MPAL subtypes 
by comparing the profile of MPAL blast cells versus blast cells from other acute pediatric leukemias (i.e., AML, B-ALL, T-ALL) and healthy BM 
samples. The MPAL subtype significantly overexpressed genes (average log2FC > 0.25, adjusted p-value < 0.05, and pct. expressed > 50%) were 
further refined by selecting genes with low expression in healthy BM cells from HCA (avg. expression < 0.5). Finally, the top genes for the heatmap 
were chosen based on their highest average log2FC values. D Dot plots showing the expression of two canonical immune cell markers (CD79A 
and CD3D) and two MPAL blast cell markers (CD81 and LMO2), to show that these MPAL blast cells markers have low expression in various normal 
BM cell types and healthy hematopoietic stem cells. The size of the dots refers to the percentage of cells in each cell type cluster expressing 
the gene and the color represents averaged scaled gene expression level; cyan: low, red: high. X-axis is the cell type, and Y-axis is the genes. The 
expression of MPAL markers is marked with lasso. E Expression of MPAL blast markers in AML, T-ALL, and MPAL bulk RNA-seq data. The Y-axis 
shows the scaled values of the log2 of the normalized expression plus one, and the X-axis shows different subtypes for the bulk RNA-seq samples. 
Wilcoxon rank tests were performed to test the difference in expression between MPAL and AML, and MPAL and T-ALL for the three genes shown 
(*** for p-value < 0.001, ** for p-value < 0.01, and * for p-value < 0.05). F The top significantly enriched pathways of the filtered B/My MPAL blast cell 
marker genes. Each bar represents a significantly enriched pathway as determined using the P value (shown on the primary X-axis). The bar plot 
is sorted by the negative log of the hypergeometric distribution-based p-values of the results. The analysis for canonical pathways was performed 
using the MetaCore platform from Clarivate Inc. G The top significantly enriched pathways of the filtered T/My MPAL blast cells marker genes. 
H Kaplan–Meier curves-based survival association analysis of B/My MPAL marker gene, MTRNR2L12 in B/My MPAL TARGET samples (top) and T/
My MPAL marker, PTEN in T/My MPAL TARGET samples (bottom). Survival association analysis was performed using the Cox Proportional Hazards 
Regression Model, with MTRNR2L12 expression having a hazard ratio of 4.80 (p = 0.059) and PTEN expression having a hazard ratio of 4.50 (p = 0.04), 
high expression of both genes indicated an association with poor survival
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lineage irrespective of leukemia type/subtype indicating 
minimal heterogeneity in the immune landscape; T and 
NK cells are located mostly in clusters in 3, 7, 13, and 
24; B-cells in cluster 9; and monocytes in clusters 2, 5, 
and 16. To evaluate stemness levels, we also calculated 
the stemness index for the single-cell clusters based 
on the expression values of 175 genes in the stemness 
index signature identified by Palmer et  al. (Additional 
file 1: Table S3) [36]. Higher stemness was observed for 
blast cells from different acute leukemias as compared 

to non-blast immune cells. The T/My MPAL blast cells 
showed the highest level of stemness compared to other 
blast populations, whereas the B/My MPAL blast cells 
stemness index was similar to B-ALL and AML blasts 
(Fig.  2B). A sample-wise DEG analysis was performed, 
to calculate sample-to-sample distances based on the 
DEGs. The analysis revealed that blast cells from B/
My MPAL and B-ALL exhibit the most similar profiles, 
whereas blast cells from T/My MPAL are most similar to 
near ETP/ETP T-ALL samples (Additional file 2: Fig. S8).

Fig. 2 (See legend on previous page.)
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To identify genes with significant overexpression in 
MPAL as compared to other leukemias and healthy con-
trols, DEG analysis was performed based on the Wilcoxon 
rank test (FC > 0.25 and adjusted p-value < 0.05). Genes 
that are overexpressed in both MPAL subtypes blast cells 
compared to other leukemias and healthy controls include 
CD81, and LMO2 (Fig. 2C). B/My MPAL blast cells over-
expressed genes include AUTS2, PAX5, MTRNR2L12, 
and HBEGF. T/My MPAL blast cells overexpressed genes 
include PTTG1IP, ESYT2, PTEN, and CALCOCO2. To 
ensure markers are MPAL blast cell-specific, we per-
formed additional filtering steps based on expression in the 
BM immune cells and hematopoietic stem cells (HSCs). 
The BM single-cell data of 391,505 immune cells and HSCs 
were obtained from the Human Cell Atlas (HCA) Ini-
tiative [44]. MPAL blast-specific genes were found to be 
minimally expressed in these HSCs and immune cells from 
HCA (Fig. 2D) in contrast to canonical immune cell mark-
ers such as CD3D for T-cells and CD44 for HSCs, which 
had high expression in these cells. Interestingly, CD81 had 
relatively high expression in the BM mesenchymal stem 
cells (MSCs) that constitute 0.06% (n = 239 cells) of the 
HCA dataset (Fig. 2D). Recent studies have shown compel-
ling evidence that CD81 serves as a promising marker for 
identifying MSC-derived extracellular vehicles and intra-
cellular communication [45]. The complete lists of MPAL 
blast markers with fold change and p-values from each 
step of the filtering process (Additional file 2: Fig. S1) are 
listed in Additional file 1: Table S4. The biomarker genes, 
CD81 and LMO2 which are expressed in both MPAL sub-
types (Fig.  2D) had minimal or no expression in normal 
immune and stem cells, making these genes ideal potential 
candidates for targeting. In addition, the expression of the 
B/My and T/My MPAL biomarker genes was also assessed 
(Additional file  2: Fig. S9A, B) using the TARGET bulk 
RNA-seq MPAL, AML, and T-ALL datasets [31]. Some of 
the MPAL subtype blast markers showed higher expres-
sion in MPAL bulk RNA-seq data, and the rest showed 
noisier results. We do not expect the bulk-RNA-seq data 
to match our single-cell expression patterns completely 
as bulk RNA-seq data depicts the average expression pro-
file of immune, stromal, and blast cells in a sample. The 
selected genes (CHST11, GLS, PPP1R12A) that are overex-
pressed in B/My and T/My MPAL blast cells in single-cell 
data, showed significantly higher expression (Wilcoxon 
rank test, p-value < 0.05) in MPAL versus T-ALL and AML 
bulk RNA-seq TARGET samples (Fig. 2E).

To further understand the potential pathway level dys-
regulation in MPAL blast genes, pathway enrichment anal-
ysis was performed on the MPAL subtypes (i.e., T/My, B/
My MPAL) blasts significantly overexpressed genes (Addi-
tional file 1: Table S4). The pathways analysis depicted the 
significant enrichment (p-value < 0.05) of B/My MPAL 

overexpressed genes in multiple cell cycle, prolifera-
tion, and immune system-related pathways (Fig. 2F). This 
included activation of protein kinase C (PKC) via G-Pro-
tein coupled receptor, gastrin signaling in inflammatory 
response, angiotensin II receptor type 1 (AGTR1) signaling 
via p38, extracellular-signal-regulated kinase (ERK) and 
epidermal growth factor receptor (EGFR) signaling, and 
glucocorticoid receptor signaling, as well the role of IL8 
typically seen in colorectal cancer (Fig. 2F). Similar analy-
sis on T/My MPAL overexpressed genes depicted a signifi-
cant association with cell cycle, cell adhesion, and immune 
response including tissue factor signaling, ERK1/2 signal-
ing, IL6 signaling similar to that seen in prostate cancer, 
and PTEN pathways (Fig.  2G). The pathway enrichment 
analysis also depicted a significant (p-value < 0.05) effect 
on Sphingosine 1-phosphate receptor 2 (S1P2) signaling 
in both B/My and T/My MPAL (Fig. 2F, G). Interestingly, 
while the activation signaling of S1P2 was prominent in B/
My MPAL, the inhibitory signaling was most enriched in 
T/My MPAL. This dissimilarity in S1P2 signaling could be 
attributed to the upregulation of HBEGF in B/My MPAL 
and PTEN in T/My MPAL (Fig.  2D). HBEGF is a down-
stream target of S1P2 signaling, resulting in the promo-
tion of cell survival (Additional file 2: Fig. S10A); whereas 
PTEN is a direct target of S1P2 signaling, resulting in the 
inhibition of FAK1 and inhibition of cell migration (Addi-
tional file 2: Fig. S10B). The analysis on top B/My MPAL 
affected pathways depicted that HBEGF was involved in 10 
out of 15 top enriched pathways (Fig. 2F), whereas PTEN 
was found to be involved in 12 out of the 15 top affected 
pathways in T/My MPAL (Fig. 2G). The complete lists of 
significantly enriched pathway maps along with p-values 
are listed in Additional file 1: Table S10. To further explore 
the role of MPAL blast cells overexpressed genes in can-
cer outcomes, we performed survival analysis using the 
Cox proportional hazards model in the TARGET-ALL-P3 
dataset [31]. The high expression of the B/My MPAL blast 
marker MTRNR212 had an association with poor sur-
vival (HR = 4.80, p-value = 0.059) in B/My MPAL samples. 
Whereas high expression of PTEN, a T/My MPAL blast 
marker gene depicted a significant association with poor 
survival (HR = 4.50, p = 0.040) in the T/My MPAL samples 
(Fig. 2H).

T/My MPAL has higher similarity to ETP than with non‑ETP 
T‑ALL, but still displays unique myeloid characteristics
Given the emerging literature showing greater over-
lap between T/My MPAL and ETP-ALL, we decided to 
compare the single-cell transcriptomic profiles between 
the two groups as well as non-ETP T-ALL cases. Among 
the 11 T-ALL cases used in the analysis, four cases had 
ETP-ALL-like features (ETP-ALL, n = 1 and near ETP-
ALL, n = 3), while the remaining seven were categorized 
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as non-ETP T-ALL (Additional file 1: Table S11). Among 
the five  T/My MPAL cases, three had ETP-like immu-
nophenotypic blasts features on flow cytometry, aside 
from their myeloid lineage defining antigen expression, 
that resulted in a diagnosis of T/My MPAL (Additional 
file 1: Table S2).

To assess the scRNAseq similarities of T/My MPAL to 
T-ALL and ETP subtypes, we performed a focused analy-
sis on these 16 samples (Fig. 3). The UMAP visualization 
depicted T/My MPAL, ETP and T-ALL formed distinct 
clusters with some overlaps among them (Fig.  3A). For 
the blast populations specifically, there exist clusters 
with cells from T/My MPAL and ETP/near-ETP (cluster 
0) and T/My MPAL and non-ETP T-ALL (cluster 7), as 
well as a distinct myeloid cluster 3 (high expression of 
S100A9, LYZ, CD14) which contains mostly T/My MPAL 
blasts (Fig. 3B). Differential expression analysis was per-
formed to determine the top overexpressed genes for 
near-ETP/ETP-ALL blast cells compared to non-ETP 
T-ALL and T/My MPAL blast cells compared to non-
ETP T-ALL. This analysis found that there are 353 com-
mon genes overexpressed in near-ETP/ETP-ALL and T/
My MPAL compared to T-ALL (Fig.  3C). An additional 
analysis was performed to compare the three groups, 
with AES and CD3D showing high expression in non-
ETP T-ALL blast cells, and near-ETP/ETP blast cells 
over-expressing CKLF and TASP1 (Fig. 3D). T/My MPAL 
blasts overexpress VAMP8 and SAT1 with high speci-
ficity compared to the other T-ALL blast cells (Fig. 3D). 
The DEG analysis identified 1,021  T/My MPAL, 639 
near-ETP/ETP, and 831 non-ETP T-ALL overexpressed 
genes for blast cells (average log2FC > 0.25 and adjusted 
p-value < 0.05). GSEA was performed on these three sets 
of genes to determine which biological processes were 
significantly over-represented (adjusted p-value < 0.05) 
in each of the three subtypes’ blast cells. GSEA analysis 
identified T/My MPAL overexpressed gene enrichment 
in inflammatory and cell growth-related processes (Addi-
tional file 2: Fig. S11A). The non-ETP T-ALL blasts had 
high enrichment of cell differentiation processes (Addi-
tional file 2: Fig. S11B), and near-ETP/ETP overexpressed 
genes linked to transcription regulation and/or structural 
organization processes (Additional file 2: Fig. S11C) such 
as PTEN, TNIK, and AUTS2 (Fig. 3E). Further stemness 
analysis interestingly revealed that near-ETP/ETP T-ALL 
blasts had the highest stemness index, followed by T/
My MPAL and non-ETP T-ALL blasts. The T/My MPAL 
depict bimodal distribution of the stemness index rang-
ing from high (similar to ETP) to low stemness (similar 
to T-ALL) indicating heterogeneity at the stemness level 
(Fig. 3F). To our knowledge, this is the first comparison 
of T/My MPAL and ETP-ALL on a single-cell transcrip-
tomics level.

Adult and pediatric MPAL have similar transcriptional 
landscapes
To determine the similarities and differences between 
adult and pediatric MPAL, we performed a comparative 
analysis by analyzing adult MPAL scRNAseq data (n = 6) 
from a publicly available study [14] (Additional file  1: 
Table  S9). Adult MPAL data after normalization and 
quality control analysis was merged with pediatric MPAL 
samples and healthy BM. After performing clustering, 
annotation, and UMAP visualization inspection, we 
observed that the adult and pediatric samples predomi-
nantly clustered based on the MPAL subtypes rather than 
by age. This suggests that the MPAL subtypes are a more 
significant factor in determining the gene expression pat-
terns than the age of the patients (Fig. 4A). In the UMAP, 
we observed that pediatric B/My MPAL samples (M1, 
M3, M5, M7) cluster together with the adult B/My MPAL 
sample (A4) in the lower left part of the plot. Specifically, 
these samples were distributed in clusters 2, 5, 9, 10, and 
18. Similarly, the pediatric T/My MPAL samples (M2, 
M4, M6, SCPCS000230, SCPCS000220) cluster with the 
adult T/My MPAL samples (A1, A2, A3, A5, A5R) in 
the upper right portion of the UMAP in clusters 0, 1, 6, 
8, and 27. This finding suggests a possible commonality 
in gene expression patterns between pediatric and adult 
MPAL subtypes. Furthermore, immune cells from adult 
and pediatric samples cluster together and are segregated 
based on cell type irrespective of age and MPAL subtypes 
(Fig. 4B).

To identify subtle potential age-specific MPAL blast 
markers, we performed differential expression analy-
sis between adult and pediatric MPAL blasts (average 
log2FC > 0.25, adjusted p-value < 0.05). Heatmap with the 
top 20 markers (by average log2FC and percent expres-
sion) is shown in Fig.  4C. These genes might be linked 
to age instead of the malignant nature of the blasts. To 
further assess of stemness of blast cells from differ-
ent pediatric and adult MPAL subtypes, we performed 
stemness analysis using a stem cell gene signature from 
literature [36]. In both MPAL subtypes, the adult patient 
blasts had higher stemness index values (Fig.  4D), indi-
cating that pediatric MPAL blasts are more differentiated 
than adult MPAL blasts. Gene set enrichment analysis 
on pediatric and adult T/My MPAL blast cells provided 
insights into underlying biological mechanisms. Adult 
blast cells are significantly enriched (Wilcoxon rank-sum 
test, p-value < 0.001) with the inflammatory response 
and the KRAS up-regulated signaling pathway (Fig. 4E), 
while pediatric T/My MPAL blast cells are significantly 
enriched (p-value < 0.001) with TGF-β and PTEN path-
ways (Fig. 4F).

Overall, a comparison of adult and pediatric MPAL 
subtypes revealed a similar transcriptional landscape 
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Fig. 3 Mapping the single-cell landscape of early T-cell precursor acute lymphoblastic leukemia (ETP-ALL). A UMAP clusters of 50,907 cells colored 
based samples and different ALL (left) including T/myeloid mixed phenotype acute leukemia (T/My MPAL), near-ETP/ETP-ALL, and non-ETP T-ALL. 
The right side is the UMAP colored by clusters obtained based on K-mean clustering using the Seurat package. B Cell type annotations for the three 
T-Lineage subtypes shown on UMAPs. Clusters with the overlap of cells and transcriptome profiles among different T-ALL subtypes have been 
lassoed and labeled. C Venn diagram analysis to visualize commonly overexpressed genes (average log2FC > 0.25, adjusted p-value < 0.05) in T/
My MPAL compared to non-ETP T-ALL blast cells, and near-ETP/ETP-ALL compared to non-ETP T-ALL blast cells. D Feature map of selected T/My 
MPAL, non-ETP T-ALL, and near-ETP/ETP-ALL blast cells overexpressed genes. Low and high expressions are shown with gray and purple colors 
respectively. E Gene network plot for enriched GO categories associated with overexpressed near-ETP/ETP-ALL genes. The network nodes have 
been colored based on fold change in near-ETP/ETP-ALL, and the size of the central dots represents the size of the selected GO category. F Density 
plot showing stemness index distribution of blast cells T/My MPAL, near-ETP/ETP-ALL, non-ETP T-ALL, and non-blast immune cells. The stemness 
index was calculated as the first principal component value of each cell after performing principal component analysis with the expression 
of the genes in a stem cell gene set as the features (Additional file 1: Table S3)
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Fig. 4 Comparative analysis of pediatric and adult mixed phenotype acute leukemia single-cell landscape. A Split UMAP plots of B/My MPAL and T/
My MPAL colored based on the respective patient samples. The adult MPAL samples are represented in shades of blue and green, while the pediatric 
are depicted in shades of red and pink. B Comparative visualization of malignant blasts and normal microenvironment cell types in the adult, 
pediatric, and healthy samples. C Heatmap of top genes overexpressed in adult vs. pediatric MPAL blast cells. Genes were identified by performing 
differential expression analysis selecting genes with average log2FC > 0.25 and adjusted p-value < 0.05. The top genes for the heatmap were 
selected based on average log2FC. Relative gene expression is shown in pseudo color, where purple represents downregulation, and yellow 
represents upregulation. D Density plot showing the distribution of stemness index of different adult and pediatric MPAL subtypes and normal 
cells. Density plot showing stemness index distribution of the different cell types found in T/My MPAL samples. The stemness index was calculated 
as the first principal component value of each cell after performing principal component analysis with the expression of the genes in a stem cell 
gene set as the features (Additional file 1: Table S3). E Selected gene sets with significantly higher enrichment (p-value < 0.001) in adult T/My MPAL 
blast cells. F Gene sets with higher enrichment (p-value < 0.001) in pediatric versus adult T/My MPAL blast cells. The enrichment score was calculated 
using a single-sample gene set enrichment approach using Hallmark/Biocarta gene sets from the MSigDb H and C2 collections and the significance 
of differential enrichment was determined using the Wilcoxon rank-sum test
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with subtle immune and inflammatory pathway level dif-
ferences that might be due to the high mutational burden 
in adult MPAL and poorer outcomes.

Diagnostic MPAL samples have transcriptomic differences 
that may help predict response to ALL induction therapy
Given the growing consensus that MPAL patients should 
be initially treated with an ALL-directed induction regi-
men, we explored the association between transcriptome 
profiles at baseline and the end of induction (EOI) results 
following an ALL-based chemotherapy. Of the eight de 
novo MPAL cases, seven received initially an ALL-based 
induction regimen (Additional file  1: Table  S1). These 
cases were partitioned into different groups based on 
their outcome status at the end of induction (i.e., MRD + , 
MRD − , and induction failure) (Table  1). Among the 
two MPAL induction failure patients, one had a poor 
initial response to ALL induction and was switched to 
AML therapy at day 13 (M7), hence was classified as an 
induction failure to ALL therapy. Given the distinct tran-
scriptome profiles between the B/My and T/My MPAL 
subtypes, we chose to analyze the two groups separately. 
Among the B/My MPAL patients, two were MRD + (M3 
and M5), one was MRD − (M1), and one had an induc-
tion failure, requiring change in therapy (M7). For the 
T/My MPAL patients, one had induction failure (M6), 
one was MRD + (M4), and one was MRD − (M2). As this 
analysis exclusively incorporates samples obtained at the 
time of diagnosis, the term “blasts from MRD + patients” 
refers to blast cells identified during the initial diagno-
sis of patients who were determined to have minimal 
residual disease (MRD +) at the end of induction (EOI). 
Clustering and UMAP embeddings based on induction 
results formed patient-specific clusters in B/My MPAL as 
well as T/My MPAL (Fig.  5A). One of the B/My MPAL 
MRD + (M5) patients formed a distant cluster indicating 
the highest transcriptional difference as compared to the 
cells from other MRD + , MRD − and induction failure 
patients. Additionally, MRD + patients also depicted sig-
nificant heterogeneity in the blast cell profile as evident 
from multiple blast clusters of the same patient (Fig. 5B). 
The non-blast cells formed mostly overlapping clusters 
except monocytes (Fig.  5B). To identify baseline differ-
ences in the blasts based on induction status (MRD + , 
MRD − , induction failure), we performed differential 
expression analysis for B/My and T/My MPAL samples 
(Fig. 5C). B/My MPAL blast cells from induction failure 
patients showed high expression of MT2A and FKBP5 
genes that are associated with chemoresistance in osteo-
sarcoma [46], solid cancers, and ALL [47]. The blast cells 
from the MRD − patients depicted the highest expres-
sion of IGHM, a gene associated with good prognosis in 
breast cancer [48], and IGFBP7, a marker of leukemia cell 

and chemosensitivity in AML [49]. Blast cells from B/
My MPAL MRD + patients overexpressed genes such as 
NEAT1 and SOX4 that are associated with cancer devel-
opment and pan-cancer poor outcome [50, 51]. For T/My 
MPAL the top marker genes for blast cells from induc-
tion failure and MRD + patients show significant over-
lap, whereas markers for blast cells from MRD − patients 
are more uniquely expressed. To further identify the key 
pathways over-represented in the three blast groups, we 
performed gene set enrichment analysis using canoni-
cal pathways gene sets from the MSigDB database [52]. 
Blast cells of B/My MPAL the induction failure patient 
depicted the highest enrichment (Wilcoxon ranked test, 
p-value < 0.001) of MAP3K8/TPL2 dependent MAPK1/3 
activation (Fig.  5D). B/My MPAL blast cells from the 
MRD − patient had high enrichment of the translation 
factors gene set (Wilcoxon ranked test, p-value < 0.001) 
(Fig.  5D), whereas MRD + blast cells had high enrich-
ment of the PI3K/AKT/mTOR VITD3 signaling pathway 
(Fig.  5D). Blast cells from T/My MPAL MRD − patient 
depicted significantly higher enrichment of the cell dif-
ferentiation expanded index as compared to blast cells 
from MRD + and induction failure patients (Wilcoxon 
ranked test, p-value < 0.001) (Fig.  5E). Induction failure 
and MRD + patient blast cells showed higher enrich-
ment of Stathmin pathway as compared to blast cells 
from MRD − patients (Fig.  5E). The comparative analy-
sis of stemness index revealed a broader distribution of 
stemness in T/My MPAL blast cells T/My MPAL com-
pared to ALL and AML patients, indicating a higher 
level of heterogeneity (Fig.  2B). Further assessment of 
variation in stemness [53] across future induction out-
comes groups depicted a similar and higher stemness 
index of diagnosis blast cells from induction failure and 
MRD + patients as compared to the MRD − patients 
(Fig. 5F).

Although the small sample size limits definitive con-
clusions, our analysis reveals distinct baseline transcrip-
tomic differences in blast cells based on outcomes. To 
establish the robustness of these findings, further valida-
tion is essential using larger sample sets in future studies.

Diagnostic MPAL samples show distinct transcriptome 
profiles based on future clinical outcome
To determine if there are any transcriptomic features in 
the MPAL subtypes that are indicative of future relapse or 
remission status, we performed a comparison of samples 
collected at disease diagnosis based on outcomes. In the 
B/My MPAL subset, of the three patients who continued 
with ALL therapy post-induction, two patients achieved 
continuous complete remission (M1, M5) and one patient 
had a relapse (M3). In the T/My MPAL, two patients 
achieved continuous complete remission (M2, M6) and 
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Fig. 5 Comparison of the single-cell landscape of diagnosis MPAL samples based on induction outcomes. A UMAP plot of B/My (n = 17,258 
cells) and T/My (n = 11,031 cells) MPAL patient cells colored by patient IDs, with the end of induction outcome (MRD + , MRD − , induction 
failure) information shown in the legend. B UMAP plots of B/My and T/My MPAL patient cells colored based on cell type including malignant blast 
(Blast cells from MRD + , MRD − , and induction failure patients) and normal cells (B-cells, T-cells, NK cells, Progenitor cells, monocytes, erythroblasts). 
C Heatmap showing top overexpressed genes in B/My MPAL and T/My MPAL blast cells from patients with different induction outcomes (induction 
failure, MRD + , and MRD −). The markers for the end of induction outcome group blasts were identified by comparing the target group’s blast 
cells with the other groups’ blast cells and filtered based on fold change, multiple test corrected p-value, and % expression (average log2FC > 0.25, 
adjusted p value < 0.05, pct. > 0.7). D Violin plots showing gene set enrichment values for different Biocarta and Reactome gene sets in B/My MPAL 
induction outcome blast groups calculated using single-sample gene set enrichment analysis. The significance between groups was calculated 
with Wilcoxon rank tests, with p-value < 0.001 represented with “***”. E Violin plots showing gene set with significantly different enrichments in T/
My MPAL induction outcome groups. The significance between groups was calculated using Wilcoxon rank tests, with p-value < 0.001 represented 
with “***.” F Density plot showing stemness index distribution of the different cell types found in T/My MPAL samples. The stemness index 
was calculated as the first principal component value of each cell after performing principal component analysis with the expression of the genes 
in a stem cell gene set as the features (Additional file 1: Table S3). Populations of interest are shown in bolder lines and labeled
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one patient relapsed after treatment (M4) with T-ALL 
chemotherapy regimens. The UMAP visualization based 
on outcomes (i.e., Remission = Dx-Rem, Relapse = Dx-
Rel) depicted large transcriptome differences in T/My 
MPAL as compared to B/My MPAL (Fig.  6A). The dif-
ferential expression analysis identified 343 and 926 genes 
that are significantly upregulated in relapse blast cells of 
B/My and T/My MPAL subtypes respectively (Fig.  6B). 
On the other hand, remission blast cells have 143 and 
1015 significantly overexpressed genes in B/My and T/
My MPAL subtypes respectively (Fig. 6B). The total num-
ber of differentially expressed genes between Dx-Rel and 
Dx-Rem blast cells was much higher for T/My MPAL 
(n = 1,941) as compared to B/My MPAL (n = 486), sup-
porting our previous observation that the transcriptome 
landscape of T/My MPAL significantly different based on 
future outcome as compared to B/My MPAL. The com-
parative analysis of relapse-associated DEGs from both 
subtypes (i.e., B/My and T/My MPAL) identified 40 genes 
that are commonly associated with relapse outcomes in 
MPAL. A similar analysis identified 24 genes that are 
associated with remission outcomes in both MPAL sub-
types (Fig. 6B). To understand the underlying biological 
mechanism associated with outcomes, we performed 
pathway enrichment analysis on 40 MPAL relapse- and 
24 remission-associated genes using the MetaCore plat-
form (Fig.  6C). Based on the commonly up-regulated 
markers in Fig. 6B, Dx-Rel blasts in MPAL depicted sig-
nificant enrichment of genes associated with the cytokine 
and chemokine pathways, IL-16 pathway, and IFN-alpha 
signaling via JAK/STAT pathway (Fig. 6C) which are all 
involved in inflammation. In contrast, Dx-Rem blasts 
showed enrichment in cytoskeleton remodeling and cell 
adhesion/migration activity-related pathways. IFN-alpha 
has been shown to induce apoptosis and differentiation 
in AML cells, and there have been clinical trials for IFN-
alpha targeting therapies in AML [54]. In MPAL Dx-Rel 
blasts, downstream targets of the IFN-alpha signaling 
via JAK/STAT are up-regulated (MX2, TNFSF10, IFI6, 
and IFITM1), which in turn have roles in the activation 
of apoptosis and the immune response (Additional file 2: 
Fig. S12). To further explore the differences in Dx-Rel 
and Dx-Rem blasts, we performed a gene set enrich-
ment analysis. Dx-Rem blasts showed significantly higher 
enrichment (p-value < 0.05, Wilcoxon rank test) of the 
cell differentiation index gene set in both MPAL subtypes 
(Fig.  6D), indicating that the Dx-Rel blasts exhibit less 
differentiated features than Dx-Rem blast cells.

Cellular communication analysis was performed to 
highlight the differences in cellular communication and 
interactions between Dx-Rel and Dx-Rem samples to 
identify dysregulated signaling pathways. A comparison 
of the overall number of interactions and their strengths 

between Dx-Rel and Dx-Rem samples in B/My MPAL 
revealed most signaling was stronger in Dx-Rel sam-
ples, with some interactions involving blast and B-cells; 
whereas in T/My MPAL, Dx-Rem has more signaling 
overall but blasts have more signaling to T-cells in Dx-Rel. 
(Additional file 2: Fig. S13A, B). Further, we explored the 
information flow of the signaling pathways, which is cal-
culated as the sum of communication probability among 
cell types of Dx-Rel and Dx-Rem samples (Fig.  6E). For 
both MPAL subtypes, SELPLG signaling was enriched in 
Dx-Rel samples, whereas CLEC signaling was enriched 
in Dx-Rem samples. In B/My MPAL specifically, MHC-I 
and MHC-II signaling was enriched in Dx-Rel samples, 
and the MHC-I pathway was explored further by plot-
ting the specific cell types and ligand/receptor pairs that 
contribute to this communication probability (Fig.  6F). 
In B/My MPAL Dx-Rel, blasts, erythroblasts, monocytes, 
progenitor, and B-cells express MHC-I molecules and 
are estimated to be communicating with T and NK cells. 
When blasts and T-cells ligand-receptor pair interactions 
are plotted, the ligand (HLA-A) is expressed highly by 
Dx-Rel blasts, and the CD8A receptor is expressed exclu-
sively in Dx-Rel T-cells (Fig.  6F) compared to Dx-Rem. 
In the T/My MPAL Dx-Rel cells, CD70 signaling was 
enriched and blast cells were predicted to be interacting 
with T-cells in the Dx-Rel sample via the CD70-CD27 
ligand-receptor interaction (Additional file 2: Fig. S13C).

Discussion
The emergence and optimization of single-cell profil-
ing as a powerful tool to characterize the tumor micro-
environment has revealed the heterogeneity of cancers, 
particularly different leukemia subtypes. Most MPAL 
biology studies to date, however, have focused on genet-
ics and bulk RNA profiling that measures an average 
signal from the amalgam of blast and immune microenvi-
ronment cells in the bone marrow, failing to address blast 
cell heterogeneity, blast and immune cell interactions, 
and the role of the immune microenvironment in clinical 
outcome. There has only been one study published utiliz-
ing a single-cell approach to analyze this rare leukemia. 
In this study, Granja et  al. analyzed samples from five 
adult MPAL patients and compared their findings to con-
trols for normal hematopoiesis [14]. They demonstrated 
that despite widespread epigenetic heterogeneity within 
the patient cohort, common malignant signatures across 
patients were observed. Pediatric MPAL research is criti-
cal because in other leukemias like AML significant dif-
ferences have been demonstrated between adult and 
pediatric leukemia microenvironments [55–57]. Also, the 
analysis by Granja et  al. only included one patient with 
B/My MPAL; hence they did not perform a compara-
tive analysis between the different B/My MPAL subtypes 
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[14]. Therefore, besides being the first study to character-
ize the single-cell tumor landscape in pediatric MPAL 
patients, our study is also the first study to compare sin-
gle-cell expression profiles between the two major MPAL 
subtypes.

Comparative analysis of gene expression patterns 
showed that the two MPAL subtypes, B/My and T/My 
MPAL, had distinct single-cell transcriptomic profiles. 
The B/My MPAL cases showed significant clustering 
overlap with B-ALL and AML. The T/My MPAL cases 
showed more overlap with T-ALL and AML. Individual 
differences between subtype populations were seen, 
likely due to differences in genomic drivers for individual 
cases. Previous large bulk genomic studies in pediatric 
MPAL have shown that B/My MPAL and T/My MPAL 
had distinct genetic profiles based on transcriptome and 
whole-genome sequencing [8]. B/My MPAL were shown 
to commonly have ZNF384 fusions, while T/My MPAL 
was associated with WT1 and FLT3 alterations. Avail-
able clinical grade cytogenetic and molecular profiling in 
our study did not reveal any ZNF384 fusions in our B/
My MPAL samples, but alterations in FLT3 were seen in 
one T/My MPAL sample. Interestingly, ZNF384 fusions 
are also commonly seen in B-ALL suggesting overlap-
ping biology between the two entities. Based on prior 
MPAL diagnostic criteria, often the switch in classifica-
tion from B-ALL and B/My MPAL resulted from isolated 
MPO expression seen on otherwise typical appearing 
B-ALL cells. Previous work by our group showed that B/
My MPAL cases with isolated MPO essentially clinically 
behaved like typical B-ALL, with an excellent response 
to ALL therapy [3]. The most recent WHO diagnostic 
criteria for MPAL published in 2022 [5] now accounts 
for the intensity of the lineage-defining marker (e.g., 
MPO), requiring it to be at least 50% when compared to 

expression in the most similar population (e.g., neutro-
phils for myeloid lineage). All MPAL samples in our study 
met these newly defined stricter criteria. Interestingly, 
among the four B/My MPAL samples analyzed in our 
cohort, one had a BCR-ABL translocation and one had a 
KMT2A-rearrangement, thus accounting for two major 
B/My MPAL categories defined by genetic abnormalities 
in the new criteria. Studies have also shown that T/My 
MPAL have a similar mutational profile to ETP-ALL [58], 
and more recent literature has shown that a subset of 
these cases, both in T/My MPAL and ETP-ALL, are asso-
ciated with BCL11B (14q32) rearrangements. One of our 
samples had a t(7;14) (q21;q32) abnormality. Comparison 
of T/My MPAL single-cell profiles with ETP and non-
ETP T-ALL cases showed greater overlap of T/My MPAL 
with ETP-ALL as one may expect; however, certain T/
My MPAL samples had distinct non-overlapping clus-
ters with greater myeloid antigen expression (LYZ, CD74) 
confirming this indeed is a separate entity. Overall, these 
findings suggest that the two MPAL immunophenotypic 
subtypes should be considered distinct entities and may 
have implications for differing treatment regimens, such 
as using more T-ALL-specific drugs like nelarabine for T/
My MPAL. While there is no clear consensus as to how 
to treat MPAL patients, more recent literature has sug-
gested utilizing an ALL-directed therapy approach first 
compared to AML therapy. Our results do support this 
as an initial approach given the overlap of MPAL with 
their corresponding ALL subtypes, but there remains 
wide heterogeneity among individual cases with some 
cases showing a much greater overlap with AML. As we 
continue to refine and improve our MPAL diagnostic cri-
teria, thereby excluding potential ALL cases that previ-
ously met a weaker MPAL definition, it will be interesting 
to see if the more recent literature suggesting improved 

(See figure on next page.)
Fig. 6 Exploratory analysis on T/My and B/My MPAL samples with relapse depicted differences in transcriptome profiles in comparison to samples 
with remission. A UMAP of Dx B/My MPAL cells (n = 10,591) annotated based on future clinical outcomes: relapse (Dx-Rel) or remission (Dx-Rem). 
The normal cells were annotated based on canonical markers (Fig. 1b). The B/My MPAL cells depict some overlapping Dx-Rem and Dx-Rel 
single-cell profiles on the unsupervised analysis. UMAP of Dx T/My MPAL cells (n = 11,031 cells) showing unique profile for Dx-Rel and Dx-Rem 
blasts with no overlap. B Venn diagram showing genes that are associated with MPAL remission or relapse in B/My and T/My MPAL. These genes 
were identified by comparing each subtype’s Dx-Rel and Dx-Rem blast cells profile and selecting significantly differentially expressed genes 
based on average log2FC > 0.25, and adjusted p-value < 0.05). The analysis identified 40 and 24 genes that are commonly upregulated in relapse 
and remission respectively at diagnosis. C Gene sets that are significantly associated with relapse (left) and remission (right) in MPAL at diagnosis. 
D Gene set enrichment analysis on the Dx-Rel and Dx-Rem blast cells in each MPAL subtype. The cell differentiation expanded index gene set 
depicted differential enrichment (Wilcoxon ranked test p-value < 0.05) between Dx-Rel and Dx-Rem blasts in both MPAL subtypes. E Cellular 
communication analysis based on ligand and receptor expression was performed to identify differences between remission and relapse outcomes 
at diagnosis. The pathways with significantly different information flow between remission and relapse (at Dx) B/My and T/My MPAL samples have 
been plotted as bar graphs. The information flow represents the sum of the communication probabilities of all cell types for the particular signaling 
pathway, and pathway names colored in pink and green representing enrichment for the Dx-Rel and Dx-Rem outcomes. F A chord diagrams 
for MHC-I signaling in Dx-Rel B/My MPAL cells. The left diagram shows the signaling between different cell types, from senders to receivers. The right 
diagram highlights the expression of ligand-receptor pairs estimated to interact between blasts and T-cells (green color represents Dx-Rem and red 
color represents Dx-Rel)
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response to ALL therapy holds true in the future. A pro-
spective clinical trial, which is a first for this rare disease, 
is now utilizing this treatment approach for de novo 
pediatric MPAL (NCT03959085).

Specific genes that were overexpressed in the blasts of 
both MPAL subtypes compared to other acute leukemias 
included CD81 and LMO2. CD81, which is a member of 
transmembrane 4 superfamily, has been associated with a 
poor prognosis in AML [59] and is also a known marker 
in B-ALL [60, 61]. Interestingly, preclinical models have 

shown that CD81 knockout promotes chemosensitiv-
ity and disrupts in  vivo homing and engraftment in 
ALL [62]. LIM-domain only 2 (LMO2) is overexpressed 
in T-ALL and plays a critical role in the regulation of 
hematopoietic cell development as well as in DNA repair 
[63]. Over-expression of LMO2 in diffuse large B-cell 
lymphoma was shown to result in the accumulation of 
DNA double-stranded breaks, contributing to tumor cell 
genetic instability and chemosensitivity to PARP inhibi-
tors [64]. Subtype analysis showed that B/My MPAL 

Fig. 6 (See legend on previous page.)
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blast-specific genes included AUTS2, MEF2A, RB1CC1, 
and HBEGF, whereas T/My MPAL blasts overexpressed 
PTEN, ESYT2, KMT2C, and PTGG1IP. Heparin-binding 
epidermal growth factor-like growth factor (HBEGF) has 
been implicated in several cancers including leukemias 
as an inducer of tumor growth [65–67], and has previ-
ously been targeted in various cancers with small mol-
ecule inhibitors [67–69]. PTEN is typically considered a 
tumor suppressor gene, with inactivation leading to the 
development of T-ALL and AML [70, 71], thus the sig-
nificance of PTEN overexpression in T/My blasts needs 
further exploration. Pathway enrichment analysis showed 
that HBEGF was involved in several enriched pathways 
in B/My MPAL, whereas PTEN was involved in the top 
affected pathways in T/My MPAL. Interestingly, both 
MPAL subtype blasts showed upregulated sphingo-
sine 1-phosphate receptor 2 (S1P2) signaling, but with 
opposite downstream effects. B/My MPAL blasts had 
increased S1P2 receptor activation resulting in the pro-
motion of cell survival and cell migration, while T/My 
MPAL blasts had elevated S1P2 receptor inhibitory sign-
aling resulting in inhibition of cell migration and cell pro-
liferation (Additional file 2: Fig. S10). S1P2 receptor has 
been researched as an inhibitor to invasion and metas-
tasis in tumor cells, and up-regulation of S1P2 receptor 
inhibitory signaling has been proposed as a promising 
anti-cancer therapy [72].

Comparison of our pediatric MPAL samples with adult 
MPAL data from the Granja et al. study [14] showed that 
MPAL samples cluster together more by subtype than 
age, further indicating the transcriptomic differences 
between the subtypes. While there are few differences 
between adult and pediatric samples in clustering loca-
tions, differentially expressed genes were found between 
the two age groups, with adult MPAL patients having 
higher expression of genes related to HSC regulation and 
function in the bone marrow, CD44 and U2AF1 [73, 74]. 
In addition, adult MPAL subtype blasts had higher levels 
of the stemness than pediatric subtypes, indicating that 
adult MPAL blasts are less differentiated than pediatric 
MPAL blasts.

Finally, we concluded our paper with an explora-
tory analysis looking at the association of baseline 
MPAL single-cell profile and response to ALL-directed 
therapy. More recent literature has shown that pediat-
ric MPAL patients with MRD at EOI have significantly 
poorer outcomes [4, 11]. In the multi-national iBFM-
AMBI2012 study, Hrusak et  al. showed that patients 
with MRD at EOI had a significantly worse event-free 
survival (EFS) and overall survival (OS), despite their 
analysis being complicated by the inclusion of a myriad 
of treatment regimens [4]. Oberley et  al. similarly also 
showed that MRD positivity was highly predictive of 

relapse and death. Based on these findings, we first per-
formed a comparative analysis by grouping our diagnos-
tic samples according to their response to ALL induction 
therapy  MRD: − , MRD + , or induction failure. Inter-
estingly, we did identify differences in gene expression 
profiles based on induction response, with differences 
seen in stemness, cell cycle patterns, and specific path-
way enrichments. However, given the limited sample 
size, a much larger sample size analysis will be needed 
to validate these interesting findings. We also performed 
a comparative analysis on overall remission vs relapse 
status and identified similar transcriptomic differences. 
Thus, while our findings are indeed preliminary and need 
to be validated with larger sample sets, it suggests that 
unique transcriptome profiles at diagnosis can be associ-
ated with response to ALL induction and overall therapy. 
Identifying these specific gene expression profiles associ-
ated with induction response in the separate MPAL sub-
types would allow for better risk stratification and more 
tailored therapy for MPAL in future prospective clinical 
trials.

Conclusions
Our data provides the initial framework of the single-cell 
landscape of pediatric MPAL. Comparison between B/
My and T/My MPAL subtypes showed distinct transcrip-
tome patterns and identified unique gene signatures and 
pathways specifically enriched in each subtype. T/My 
MPAL was shown to have more overlap with ETP-ALL 
cases, and a comparison between adult and pediatric 
MPAL blast signatures revealed only minor differences. 
We also saw differences in baseline transcriptome sig-
nature depending on the eventual response to ALL 
induction therapy, but a larger sample size is needed to 
validate these findings. Our future goal is to perform a 
more detailed integrative single-cell multiomic analysis 
on a larger set to pediatric MPAL samples, and to utilize 
newly identified signatures and targets for the develop-
ment of novel diagnostics and therapies in the future.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s13073- 023- 01241-z.

Additional file 1: Table S1. Detailed patient characteristics for pediatric 
MPAL samples analyzed in our study. For each MPAL sample analyzed, 
the sample ID, data source, diagnosis subtype, initial WBC (white blood 
cell count), PB (peripheral blood) blast percentage, BM (bone marrow) 
blast percentage, timepoint, induction regimen, EOI (end of induction) 
MRD (minimal residual disease) status, BM blast percentage at EOI, post 
induction therapy course, whether the patient relapsed or had refractory 
disease, whether the patient was alive or deceased at last f/u (follow 
up), and the time to death or last follow up (in days). Table S2. Flow 
cytometry characteristics of MPAL samples. The information includes the 
sample ID, diagnosis subtype, whether multiple blast populations were 
found, whether there was ETP-ALL or near ETP-ALL features, a description 
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of the peripheral blood flow analysis, a description of the bone marrow 
flow analysis, the bone marrow blast percentage by morphology, the 
distribution of immune cells in bone marrow based on flow, and the 
percentage of immune cell subsets in the single-cell dataset (percentage 
of entire sample). Table S3. Stemness signature that was used for stem 
cell enrichment analysis. The stem cell enriched signature of 189 genes 
associated with high expression in stem cells across multiple tissue and 
disease types was obtained from Palmer et al. [34] study. Table S4. MPAL 
subtype blast biomarker genes. The table list the gene after each filtering 
step described in Additional file 2: Fig. S1. Table S5. Sample information 
for bulk RNA-seq TARGET samples. The sample ID, acute leukemia subtype, 
vital status, overall survival, and event-free survival for each sample were 
retrieved from the TARGET web portal (https:// www. cancer. gov/ ccg/ 
resea rch/ genome- seque ncing/ target). Table S6. Top 40 differentially 
expressed genes (DEGs) between blast populations within T/My sample 
M2 and B/My sample M3. The top differentially expressed genes between 
blast subpopulations in B/My sample M3 (M3-My and M3-B) and in T/My 
sample M2 (M2-My and M2-T). DEGs analysis was performed for sample 
M3, comparing sample M3’s cells in clusters 0 versus 4, and for sample 
M2, comparing sample M2’s cells in clusters 4 and 7 versus 5. Please refer 
to Additional file 2: Fig. S2 for cluster information. Genes with adjusted 
p-value<0.05 and avg. log2FC>0.25 were considered significantly differ-
ently expressed, and the top 40 over-expressed genes were identified 
based on the highest avg. log2FC. Table S7. Significantly overexpressed 
genes in MPAL subtype blasts compared to healthy cells. The overex-
pressed genes were selected based on fold change (avg. log2FC > 0.25) 
and multiple test corrected p-value (Bonferroni correction, adjusted 
p-value<0.05). Table S8. Commonly overexpressed genes between MPAL 
subtypes. A) The significantly overexpressed genes (n=146, avg. log2FC 
> 0.25, adjusted p-value<0.05) in MPAL blast cells compared to healthy 
progenitor cells. B) The commonly significantly overexpressed genes (n = 
75) between B/My and T/My MPAL, when compared to healthy BM cells 
(Additional file 1: Table S7). Table S9. Sample information for comparison 
of MPAL with other pediatric acute and adult MPAL. The sample ID, acute 
leukemia subtype, data source, and cell count for each sample are listed 
that were used for analysis shown in Figs. 2, 3, and 4. Table S10. Enriched 
pathway for B/My MPAL and T/My MPAL blast biomarker gene sets. The 
final MPAL blast biomarker genes (Additional file 1: Table S4) were used for 
pathway enrichment analysis using the MetaCore platform that contains 
functions, pathways, and network models derived by systematically 
exploring peer-reviewed scientific literature and public databases. The 
pathways with p-value<0.05 were considered significant. Table S11. Flow 
cytometry characteristics of T-ALL samples. The information includes the 
sample ID, flow cytometry characterization, along with non-ETP, the ETP-
,ALL, and near ETP-ALL classification.

Additional file 2: Figure S1. A schematic overview describing T/My and 
B/My MPAL biomarker identification. Candidate markers were identi-
fied using the Seurat FindMarkers function, comparing MPAL subtype 
blast cell profile versus ALL, AML blast cells, and healthy immune cells 
(log2FC>0.25, adjusted p-value < 0.05, and percent expressed>0.5). The 
candidate differentially expressed genes were filtered using the Human 
Cell Atlas (HCA) healthy bone marrow dataset to identify genes with low 
expression in healthy data (average expression less than 0.5 in all clusters 
of HCA immune cells and hematopoietic stem cells (HSCs)). Figure S2. 
UMAP clusters of Mixed Phenotype Acute Leukemia and healthy cells. 
An unsupervised, KNN graph-based clustering method was applied 
to generate 26 distinct clusters of cells for the mixed phenotype acute 
leukemia (MPAL) and healthy bone marrow samples. These clusters are 
shown on dimensions UMAP_1 and UMAP_2 using the uniform manifold 
approximation and projection (UMAP) dimensionality reduction method. 
Figure S3. Dot plot with immune cell canonical marker expression for the 
MPAL and healthy cells. The y-axis shows the different MPAL blast clusters, 
and the x-axis shows the common immune cell markers. The dot color 
represents the level of expression, and the larger the dot the more of the 
cells in that cluster expressed the gene. Figure S4. Single-cell RNA expres-
sion of markers used for clinical diagnosis with flow cytometry. The violin 
plots show the log normalized, batch corrected expression values for each 
flow cytometry marker (with alternative gene names) in the MPAL sam-
ples’ blast cells. Figure S5. Feature plots highlighting cells for each MPAL 

sample. The cell locations of the four B/Myeloid MPAL samples (M1, M3, 
M5, M7) and the five T/Myeloid MPAL samples (M2, M4, M6, SCPCS000220, 
SCPCS000230) are highlighted in separate UMAP plots. Figure S6. 
Enriched GO Biological Processes in the genes significantly overexpressed 
(avg.log2FC>0.25, p-value<0.05) in MPAL subtypes. A) Top 20 enriched 
gene sets in the B/My MPAL blast cells as compared to healthy cells. B) 
Top 20 enriched gene sets in the T/My MPAL blast cells as compared to 
healthy cells. The size of the dot represents the number of genes that 
belong to a gene-set, the Gene Ratio represents the size of the overlap 
between blast cells overexpressed query genes and a given gene-set, and 
the color of the dots represent the significance of association based on 
“BH” adjusted p-values. Figure S7. UMAP single-cell clusters of Acute Leu-
kemias and healthy bone marrow cells. A) An unsupervised, KNN graph-
based clustering method was applied to generate 33 distinct clusters of 
acute leukemias and healthy bone marrow samples. B) Dot plot showing 
the percent of each blast cell type of acute leukemia contributing toward 
cell clusters. The clusters of interest are shown in the grey boxes. The dot 
size and color represent the proportional size of the cluster (number of 
cells in cluster / total cells in object) and percent contribution of blast cell 
type toward each cluster respectively. The red and blue colors represent 
th e high and low contribution of cell types in the clusters respectively. 
Figure S8. Average sample to sample distances between subtypes based 
on common over-expressed genes. The over-expressed genes (average 
log2FC>0.25 and adjusted p-value<0.05) were found when comparing 
sample blast cells to each other. To assess their differences, the Jaccard dis-
tance (1 – size of intersection divided by size of union) was calculated for 
each pair of samples. The average distance for the sample pairs between 
two subtypes was calculated and plotted on a heatmap. The blue color 
represents subtypes that are more different and pink represents subtypes 
that are more similar based on their common blast over-expressed genes 
between sample pairs. Figure S9. Expression of MPAL blast biomarker 
genes in the bulk RNA-Seq data. A) Scaled log2(expression+1) for each of 
the B/My MPAL blast biomarkers. B) Scaled log2(expression+1) for each of 
the T/My MPAL blast biomarkers. Transcripts per million (TPM) values for 
bulk RNA – Seq data were downloaded from the TARGET initiative portal 
(https:// www. cancer. gov/ ccg/ resea rch/ genome- seque ncing/ target). The 
significance between groups was calculated using Wilcoxon rank tests, 
with “***” representing p-value<0.001, “**” representing p-value<0.01, “*” 
representing p value<0.05, and “ns” representing p>0.05. Figure S10. Path-
way enrichment of significantly over-expressed genes in MPAL subtypes 
blast cells. A) S1P2 receptor activation signaling pathway, with significant 
upregulation of HBEGF, MEK1/2 (MAP2K2), and MLCP (PPP1R12A) in the B/
My MPAL biomarker set and marked with the red square. B) S1P2 recep-
tor inhibitory signaling pathway, with PTEN, MLCP (PPP1R12A), MEK1/2 
(MAP2K2), and Alpha-actin (ACTN4) significant upregulation in the T/My 
MPAL biomarker set and marked with the red square. Figure S11. Top 
unique enriched Gene Ontology gene sets for T/My MPAL (A), non-ETP 
T-ALL (B), and near-ETP/ETP-ALL (C) blast marker sets. The gene ontol-
ogy analysis was performed using clusterProfiler and Biological Process 
GO categories with Benjamini–Hochberg P value < 0.05 are considered 
significant. Figure S12. Detailed view of IFN-alpha/beta signaling via JAK/
STAT pathway that was significantly affected (p-value<0.05) in the com-
monly over-expressed genes for Dx-Rel (future relapse) as compared to 
Dx-Rem (future remission) blast cells in both MPAL subtypes. The pathway 
enrichment analysis was performed using the MetaCore platform. The 
genes of the signaling pathway that were significantly up-regulated in 
the Dx-Rel blast cells are highlighted with a red dotted box. Figure S13. 
Cellular communication circle plots for Dx-Rel and Dx-Rem cells in MPAL 
subtypes. A) The differential number of interactions between Dx-Rel and 
Dx-Rem samples for each subtype. The cellular communication was esti-
mated based on the ligand and receptor expression between interacting 
cell types and shown with arrows. The thickness of the arrow represents 
the relative number of interactions among cell types. B) The differential 
interaction strength between Dx-Rel and Dx-Rem samples. Each arrow 
represents the relative strength of interactions among cell types. The 
arrows are colored in red and blue depending on the higher number or 
strength interactions in Dx-Rel or Dx-Rem samples respectively. C) CD70 
signaling in T/My MPAL Dx-Rel cells. The chord diagram shows the sender 
and receiver cell type, along with the ligand (CD70) and receptor (CD27).
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https://www.cancer.gov/ccg/research/genome-sequencing/target
https://www.cancer.gov/ccg/research/genome-sequencing/target


Page 23 of 25Mumme et al. Genome Medicine           (2023) 15:83  

Acknowledgements
Thanks to Dr. Anthea Hammond for editing the manuscript. Thank you to the 
Emory Integrated Genomics Core for sequencing scRNAseq libraries.

Authors’ contributions
SSR, DD, SMC, DSW, CCP, and DKG collected bone marrow samples and 
clinical data. SSR, SSB, and MKB designed the experiments. BET and SSB 
conducted the experiments. HLM, SSB, and MB analyzed the data. BET, 
HLM, SSR, SSB, SMC, CCP, and DKG interpreted the results and wrote the 
manuscript. MB supervised the study. All authors read and approved the 
final manuscript.

Funding
The study is supported through funding from the Children’s Oncology 
Group—Alexis and Jerry Bednyak Foundation Award for Research in High-Risk 
Leukemia (SSR, MKB), CURE Childhood Cancer Foundation (DKG), and Emory 
startup funds (MKB).

Availability of data and materials
The single-cell count matrices for the MPAL samples processed in our 
lab (M1-M7) are publicly available on GEO (GSE236351), at https:// www. 
ncbi. nlm. nih. gov/ geo/ query/ acc. cgi? acc= GSE23 6351 [75]. The two T/
My MPAL and two healthy BM samples count matrices obtained from the 
ScPCA (SCPCP000007) are available at https:// scpca. alexs lemon ade. org/ 
proje cts/ SCPCP 000007 [15]. The four young adult healthy, eight AML, and 
seven B-ALL samples’ count matrices obtained from GEO (GSE154109) are 
available at https:// www. ncbi. nlm. nih. gov/ geo/ query/ acc. cgi? acc= GSE15 
4109 [16, 23]. Three additional pediatric healthy sample count matrices 
were obtained from GEO (GSE132509), at https:// www. ncbi. nlm. nih. gov/ 
geo/ query/ acc. cgi? acc= GSE13 2509 [19, 24]. We retrieved eleven T-ALL 
(GSE227122, https:// www. ncbi. nlm. nih. gov/ geo/ query/ acc. cgi? acc= 
GSE22 7122) and fifteen AML (GSE235923, https:// www. ncbi. nlm. nih. gov/ 
geo/ query/ acc. cgi? acc= GSE23 5923) count matrices from the previously 
published studies from our lab [17, 18, 21, 22]. The adult MPAL sample count 
matrices were retrieved from GEO (GSE139369), and are available at https:// 
www. ncbi. nlm. nih. gov/ geo/ query/ acc. cgi? acc= GSE13 9369 [14, 25]. In addi-
tion, our lab has developed an interactive web tool to access and analyze 
all pediatric samples included in this study, at https:// bhasi nlab. bmi. emory. 
edu/ Pedia tricS CAtlas/.

Declarations

Ethics approval and consent to participate
All patient BM samples sequenced in our lab were obtained from the Aflac 
Cancer and Blood Disorders Center Biorepository within the Children’s Health-
care of Atlanta (CHOA) that was approved by the institutional review board at 
Emory University, Atlanta, GA (Protocol #00,034,535). Written informed consent 
was provided by parents or legal guardians for pediatric patients to permit the 
use of biological material in accordance with a protocol that was approved by 
the institutional review board.

Consent for publication
Not applicable.

Competing interests
MB serves on the board of Canomiks Inc. as chief scientific advisor and has 
equity in it. DKG and DD hold equity in Meryx Inc. SSB serves as CEO of 
Anxomics LLC and has equity in it. The remaining authors declare no other 
competing interests.

Author details
1 Aflac Cancer and Blood Disorders Center, Children Healthcare of Atlanta, 
Atlanta, GA, USA. 2 Department of Biomedical Informatics, Emory University, 
Atlanta, GA, USA. 3 Department of Pediatrics, Emory University, Atlanta, GA, 
USA. 4 Department of Pathology and Laboratory Medicine, Children’s Health-
care of Atlanta, Atlanta, GA, USA. 5 Department: Pediatrics - Hematology/
Oncology, Stanford University, Stanford, CA, USA. 

Received: 4 May 2023   Accepted: 29 September 2023

References
 1. Alexander TB, Orgel E. Mixed phenotype acute leukemia: current 

approaches to diagnosis and treatment. Curr Oncol Rep. 2021;23(2):22.
 2. Maruffi M, Sposto R, Oberley MJ, Kysh L, Orgel E. Therapy for children and 

adults with mixed phenotype acute leukemia: a systematic review and 
meta-analysis. Leukemia. 2018;32(7):1515–28.

 3. Raikar SS, Park SI, Leong T, Jaye DL, Keller FG, Horan JT, et al. Isolated 
myeloperoxidase expression in pediatric B/myeloid mixed phenotype 
acute leukemia is linked with better survival. Blood. 2018;131(5):573–7.

 4. Hrusak O, de Haas V, Stancikova J, Vakrmanova B, Janotova I, Mejstrikova 
E, et al. International cooperative study identifies treatment strategy in 
childhood ambiguous lineage leukemia. Blood. 2018;132(3):264–76.

 5. Khoury JD, Solary E, Abla O, Akkari Y, Alaggio R, Apperley JF, et al. The 5th 
edition of the World Health Organization Classification of haematolym-
phoid tumours: myeloid and histiocytic/dendritic neoplasms. Leukemia. 
2022;36(7):1703–19.

 6. Arber DA, Orazi A, Hasserjian R, Thiele J, Borowitz MJ, Le Beau MM, et al. 
The 2016 revision to the World Health Organization classification of 
myeloid neoplasms and acute leukemia. Blood. 2016;127(20):2391–405.

 7. Takahashi K, Wang F, Morita K, Yan Y, Hu P, Zhao P, et al. Integrative 
genomic analysis of adult mixed phenotype acute leukemia delineates 
lineage associated molecular subtypes. Nat Commun. 2018;9(1):2670.

 8. Alexander TB, Gu Z, Iacobucci I, Dickerson K, Choi JK, Xu B, et al. The 
genetic basis and cell of origin of mixed phenotype acute leukaemia. 
Nature. 2018;562(7727):373–9.

 9. Liu S, Cui Q, Dai H, Song B, Cui W, Xue S, et al. Early T-cell precursor acute 
lymphoblastic leukemia and T/myeloid mixed phenotype acute leukemia 
possess overlapping characteristics and both benefit from CAG-like regi-
mens and allogeneic hematopoietic stem cell transplantation. Transplant 
Cell Ther. 2021;27(6):481.e1-.e7.

 10. Montefiori LE, Mullighan CG. Redefining the biological basis of lineage-
ambiguous leukemia through genomics: BCL11B deregulation in 
acute leukemias of ambiguous lineage. Best Pract Res Clin Haematol. 
2021;34(4): 101329.

 11. Oberley MJ, Raikar SS, Wertheim GB, Malvar J, Sposto R, Rabin KR, 
et al. Significance of minimal residual disease in pediatric mixed 
phenotype acute leukemia: a multicenter cohort study. Leukemia. 
2020;34(7):1741–50.

 12. Stubbington MJT, Rozenblatt-Rosen O, Regev A, Teichmann SA. Single-
cell transcriptomics to explore the immune system in health and disease. 
Science. 2017;358(6359):58–63.

 13. Regev A, Teichmann SA, Lander ES, Amit I, Benoist C, Birney E, et al. The 
Human Cell Atlas. Elife. 2017;6:e27041.

 14. Granja JM, Klemm S, Mcginnis LM, Kathiria AS, Mezger A, Corces MR, et al. 
Single-cell multiomic analysis identifies regulatory programs in mixed-
phenotype acute leukemia. Nat Biotechnol. 2019;37(12):1458–65.

 15. Gawad C. Single-cell profiling of Acute Myeloid Leukemia for high-reso-
lution chemo-immunotherapy target discovery, ScPCA Portal. Childhood 
Cancer Data Lab; 2022. https:// scpca. alexs lemon ade. org/ proje cts/ SCPCP 
000007.

 16. Bailur JK, McCachren SS, Pendleton K, Vasquez JC, Lim HS, Duffy A, et al. 
Risk-associated alterations in marrow T cells in pediatric leukemia. JCI 
Insight. 2020;5(16):e140179.

 17. Bhasin SS, Thomas BE, Summers RJ, Sarkar D, Mumme H, Pilcher W, et al. 
Pediatric T-cell acute lymphoblastic leukemia blast signature and MRD 
associated immune environment changes defined by single cell tran-
scriptomics analysis. Sci Rep. 2023;13(1):12556.

 18. Mumme H, Thomas B, Bhasin S, Krishnan U, Dwivedi B, Perumalla P, et al. 
Single cell analysis reveals altered tumor microenvironments of relapse- 
and remission-associated pediatric acute myeloid leukemia. Nature 
Communications. 2023; In press.

 19. Caron M, St-Onge P, Sontag T, Wang YC, Richer C, Ragoussis I, et al. Single-
cell analysis of childhood leukemia reveals a link between developmental 
states and ribosomal protein expression as a source of intra-individual 
heterogeneity. Sci Rep. 2020;10(1):8079.

 20. Zheng GXY, Terry JM, Belgrader P, Ryvkin P, Bent ZW, Wilson R, et al. Mas-
sively parallel digital transcriptional profiling of single cells. Nat Commun. 
2017;8(1):14049.

 21. Thomas BE, Mumme HL, Bhasin SS, Krishnan U, Dwivedi B, Permualla P, 
et al. Single-cell analysis reveals altered tumor microenvironments of 
relapse- and remission-associated pediatric acute myeloid leukemia, 

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE236351
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE236351
https://scpca.alexslemonade.org/projects/SCPCP000007
https://scpca.alexslemonade.org/projects/SCPCP000007
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE154109
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE154109
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE132509
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE132509
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE227122
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE227122
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE235923
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE235923
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE139369
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE139369
https://bhasinlab.bmi.emory.edu/PediatricSCAtlas/
https://bhasinlab.bmi.emory.edu/PediatricSCAtlas/
https://scpca.alexslemonade.org/projects/SCPCP000007
https://scpca.alexslemonade.org/projects/SCPCP000007


Page 24 of 25Mumme et al. Genome Medicine           (2023) 15:83 

GSE235923. NCBI Gene Expression Omnibus; 2023. https:// www. ncbi. nlm. 
nih. gov/ geo/ query/ acc. cgi? acc= GSE23 5923.

 22. Bhasin SS, Thomas BE, Summers RJ, Sarkar D, Mumme H, Pilcher W, et al. 
Pediatric T-cell acute lymphoblastic leukemia blast signature and MRD 
associated immune environment changes defined by single cell tran-
scriptomics analysis, GSE227122. NCBI Gene Expression Omnibus. 2023. 
https:// www. ncbi. nlm. nih. gov/ geo/ query/ acc. cgi? acc= GSE22 7122.

 23. Bailur JK, McCachren SS, Pendleton K, Vasquez JC, Lim HS, Duffy A, 
et al. Risk-associated alterations in marrow T cells in pediatric leukemia, 
GSE154109. Gene Expression Omnibus. 2020. https:// www. ncbi. nlm. nih. 
gov/ geo/ query/ acc. cgi? acc= GSE15 4109.

 24. Caron M, St-Onge P, Sontag T, Wang YC, Richer C, Ragoussis I, et al. 
Single-cell analysis of childhood leukemia reveals a link between 
developmental states and ribosomal protein expression as a source 
of intra-individual heterogeneity, GSE132509. NCBI Gene Expression 
Omnibus; 2020. https:// www. ncbi. nlm. nih. gov/ geo/ query/ acc. cgi? 
acc= GSE13 2509.

 25. Granja JM KS, McGinnis LM, Kathiria AS et al. Single-cell, multi-omic 
analysis identifies regulatory programs in mixed phenotype acute 
leukemia, GSE139369. NCBI Gene Expression Omnibus; 2019. https:// 
www. ncbi. nlm. nih. gov/ geo/ query/ acc. cgi? acc= GSE13 9369.

 26. Hao Y, Hao S, Andersen-Nissen E, Mauck WM, Zheng S, Butler 
A, et al. Integrated analysis of multimodal single-cell data. Cell. 
2021;184(13):3573-87.e29.

 27. Korsunsky I, Millard N, Fan J, Slowikowski K, Zhang F, Wei K, et al. Fast, 
sensitive and accurate integration of single-cell data with Harmony. 
Nat Methods. 2019;16(12):1289–96.

 28. Stuart T, Butler A, Hoffman P, Hafemeister C, Papalexi E, Mauck 
WM III, et al. Comprehensive Integration of Single-Cell Data. Cell. 
2019;177(7):1888-902.e21.

 29. Aran D, Looney AP, Liu L, Wu E, Fong V, Hsu A, et al. Reference-based 
analysis of lung single-cell sequencing reveals a transitional profibrotic 
macrophage. Nat Immunol. 2019;20(2):163–72.

 30. Mabbott NA, Baillie JK, Brown H, Freeman TC, Hume DA. An expres-
sion atlas of human primary cells: inference of gene function from 
coexpression networks. BMC Genomics. 2013;14:632.

 31. Hospital SJsR. TARGET-ALL-Phase3. In: Institute NC, editor. https:// ocg. 
cancer. gov/ progr ams/ target/ proje cts/ acute- lymph oblas tic- leuke mia20 21.

 32. Subramanian A, Tamayo P, Mootha VK, Mukherjee S, Ebert BL, Gillette 
MA, et al. Gene set enrichment analysis: a knowledge-based approach 
for interpreting genome-wide expression profiles. Proc Natl Acad Sci U 
S A. 2005;102(43):15545–50.

 33. Borcherding N, Vishwakarma A, Voigt AP, et al. Mapping the immune 
environment in clear cell renal carcinoma by single-cell genomics. 
Commun Biol. 2021;4(1):122.

 34. Wu T, Hu E, Xu S, Chen M, Guo P, Dai Z, et al. clusterProfiler 4.0: a 
universal enrichment tool for interpreting omics data. Innovation. 
2021;2(3):100141.

 35. Jin S, Guerrero-Juarez CF, Zhang L, Chang I, Ramos R, Kuan C-H, et al. 
Inference and analysis of cell-cell communication using CellChat. Nat 
Commun. 2021;12(1):1088.

 36. Palmer NP, Schmid PR, Berger B, Kohane IS. A gene expression profile 
of stem cell pluripotentiality and differentiation is conserved across 
diverse solid and hematopoietic cancers. Genome Biol. 2012;13(8):R71.

 37. Dardis C. survMisc: miscellaneous functions for survival data. R package 
version 0.5.6 ed. 2022. p. https:// cran.r- proje ct. org/ packa ge= survM isc.

 38. Therneau T. A Package for Survival Analysis in R. R package version 3.2–13 
ed. https:// CRAN.R- proje ct. org/ packa ge= survi val20 21.

 39. Vicari HP, Coelho-Silva JL, Pereira-Martins DA, Lucena-Araujo AR, Lima K, 
Lipreri da Silva JC, et al. STMN1 is highly expressed and contributes to 
clonogenicity in acute promyelocytic leukemia cells. Invest New Drugs. 
2022;40(2):438–52.

 40. Ramezani-Rad P, Geng H, Hurtz C, Chan LN, Chen Z, Jumaa H, et al. SOX4 
enables oncogenic survival signals in acute lymphoblastic leukemia. 
Blood. 2013;121(1):148–55.

 41. Chen X, Zhao L, Yu T, Zeng J, Chen M. SPINK2 is a prognostic biomarker 
related to immune infiltration in acute myeloid leukemia. Am J Transl Res. 
2022;14(1):197–210.

 42. Floren M, Restrepo Cruz S, Termini CM, Marjon KD, Lidke KA, Gillette JM. 
Tetraspanin CD82 drives acute myeloid leukemia chemoresistance by 

modulating protein kinase C alpha and β1 integrin activation. Oncogene. 
2020;39(19):3910–25.

 43. Mumme HL, Bhasin SS, Thomas BE, Dwivedi B, DeRyckere D, Castellino 
SM, et al. Pediatric Single Cell Cancer Atlas: an integrative web-based 
resource for single cell transcriptome data from pediatric leukemias. 
Blood. 2021;138:3488.

 44. Regev A, Ashenberg O, Dionne D, Kowalczyk MS, Li B, Shekhar K, et al. 
Census of immune cells. Human Cell Atlas Data Portal; 2022. https:// data. 
human cella tlas. org/ explo re/ proje cts/ cc95ff 89- 2e68- 4a08- a234- 480ec 
a21ce 79.

 45. T LR, Sánchez-Abarca LI, Muntión S, Preciado S, Puig N, López-Ruano G, 
et al. MSC surface markers (CD44, CD73, and CD90) can identify human 
MSC-derived extracellular vesicles by conventional flow cytometry. Cell 
Commun Signal. 2016;14:2.

 46. Mangelinck A, Da Costa MEM, Stefanovska B, Bawa O, Polrot M, Gaspar 
N, et al. MT2A is an early predictive biomarker of response to chemo-
therapy and a potential therapeutic target in osteosarcoma. Sci Rep. 
2019;9(1):12301.

 47. Li L, Lou Z, Wang L. The role of FKBP5 in cancer aetiology and chemore-
sistance. Br J Cancer. 2011;104(1):19–23.

 48. Larsson C, Ehinger A, Winslow S, Leandersson K, Klintman M, Dahl L, et al. 
Prognostic implications of the expression levels of different immuno-
globulin heavy chain-encoding RNAs in early breast cancer. NPJ Breast 
Cancer. 2020;6(1):28.

 49. Li K, Du Y, Cai Y, Liu W, Lv Y, Huang B, et al. Single-cell analysis reveals the 
chemotherapy-induced cellular reprogramming and novel therapeu-
tic targets in relapsed/refractory acute myeloid leukemia. Leukemia. 
2023;37(2):308–25.

 50. Pisani G, Baron B. NEAT1 and paraspeckles in cancer development and 
chemoresistance. Noncoding RNA. 2020;6(4):43.

 51. Moreno CS. SOX4: The unappreciated oncogene. Semin Cancer Biol. 
2020;67(Pt 1):57–64.

 52. MSigDB Collections [Internet]. Broad Institute and UC San Diego. 2022. 
Available from: http:// www. gsea- msigdb. org/ gsea/ msigdb/ colle ctions. jsp.

 53. Wu H, Li Y, Hou Q, Zhou R, Li Z, Wu S, et al. Single-cell intratumoral stemness 
analysis reveals the involvement of cell cycle and DNA damage repair in 
two different types of esophageal cancer. Oncol Rep. 2019;41:3201-3208.

 54. Anguille S, Lion E, Willemen Y, Van Tendeloo VFI, Berneman ZN, Smits 
ELJM. Interferon-α in acute myeloid leukemia: an old drug revisited. 
Leukemia. 2011;25(5):739–48.

 55. Chaudhury S, O’Connor C, Cañete A, Bittencourt-Silvestre J, Sarrou E, 
Prendergast Á, et al. Age-specific biological and molecular profiling 
distinguishes paediatric from adult acute myeloid leukaemias. Nat Com-
mun. 2018;9(1):5280.

 56. van Galen P, Hovestadt V, Wadsworth Ii MH, Hughes TK, Griffin GK, Battag-
lia S, et al. Single-cell RNA-Seq reveals AML hierarchies relevant to disease 
progression and immunity. Cell. 2019;176(6):1265–81 e24.

 57. Shiba N, Yoshida K, Shiraishi Y, Okuno Y, Yamato G, Hara Y, et al. Whole-
exome sequencing reveals the spectrum of gene mutations and the 
clonal evolution patterns in paediatric acute myeloid leukaemia. Br J 
Haematol. 2016;175(3):476–89.

 58. Noronha EP, Marques LVC, Andrade FG, Sardou-Cezar I, Dos Santos-Bueno 
FV, Zampier CDP, et al. T-lymphoid/myeloid mixed phenotype acute 
leukemia and early T-cell precursor lymphoblastic leukemia similarities 
with NOTCH1 mutation as a good prognostic factor. Cancer Manag Res. 
2019;11:3933–43.

 59. Boyer T, Guihard S, Roumier C, Peyrouze P, Gonzales F, Berthon C, et al. 
Tetraspanin CD81 is an adverse prognostic marker in acute myeloid 
leukemia. Oncotarget. 2016;7(38):62377–85.

 60. Tsitsikov E, Harris MH, Silverman LB, Sallan SE, Weinberg OK. Role of CD81 
and CD58 in minimal residual disease detection in pediatric B lympho-
blastic leukemia. Int J Lab Hematol. 2018;40(3):343–51.

 61. Muzzafar T, Medeiros LJ, Wang SA, Brahmandam A, Thomas DA, Jor-
gensen JL. Aberrant underexpression of CD81 in precursor B-cell acute 
lymphoblastic leukemia: utility in detection of minimal residual disease 
by flow cytometry. Am J Clin Pathol. 2009;132(5):692–8.

 62. Quagliano A, Gopalakrishnapillai A, Kolb EA, Barwe SP. CD81 
knockout promotes chemosensitivity and disrupts in vivo hom-
ing and engraftment in acute lymphoblastic leukemia. Blood Adv. 
2020;4(18):4393–405.

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE235923
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE235923
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE227122
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE154109
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE154109
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE132509
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE132509
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE139369
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE139369
https://ocg.cancer.gov/programs/target/projects/acute-lymphoblastic-leukemia2021
https://ocg.cancer.gov/programs/target/projects/acute-lymphoblastic-leukemia2021
https://cran.r-project.org/package=survMisc
https://CRAN.R-project.org/package=survival2021
https://data.humancellatlas.org/explore/projects/cc95ff89-2e68-4a08-a234-480eca21ce79
https://data.humancellatlas.org/explore/projects/cc95ff89-2e68-4a08-a234-480eca21ce79
https://data.humancellatlas.org/explore/projects/cc95ff89-2e68-4a08-a234-480eca21ce79
http://www.gsea-msigdb.org/gsea/msigdb/collections.jsp


Page 25 of 25Mumme et al. Genome Medicine           (2023) 15:83  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 63. Latchmansingh K-A, Wang X, Verdun RE, Marques-Piubelli ML, Vega F, 
You MJ, et al. LMO2 expression is frequent in T-lymphoblastic leukemia 
and correlates with survival, regardless of T-cell stage. Mod Pathol. 
2022;35(9):1220–6.

 64. Parvin S, Ramirez-Labrada A, Aumann S, Lu X, Weich N, Santiago G, et al. 
LMO2 confers synthetic lethality to PARP inhibition in DLBCL. Cancer Cell. 
2019;36(3):237-49.e6.

 65. Ongusaha PP, Kwak JC, Zwible AJ, Macip S, Higashiyama S, Taniguchi 
N, et al. HB-EGF is a potent inducer of tumor growth and angiogenesis. 
Cancer Res. 2004;64(15):5283–90.

 66. Vinante F, Rigo A, Papini E, Cassatella MA, Pizzolo G. Heparin-binding 
epidermal growth factor-like growth factor/diphtheria toxin receptor 
expression by acute myeloid leukemia cells. Blood. 1999;93(5):1715–23.

 67. Kunami N, Yotsumoto F, Ishitsuka K, Fukami T, Odawara T, Manabe S, et al. 
Antitumor effects of CRM197, a specific inhibitor of HB-EGF T-cell acute 
lymphoblastic leukemia. Anticancer Res. 2011;31(7):2483–8.

 68. Lian C, Ruan L, Shang D, Wu Y, Lu Y, Lu P, et al. Heparin-binding epidermal 
growth factor-like growth factor as a potent target for breast cancer 
therapy. Cancer Biother Radiopharm. 2016;31(3):85–90.

 69. Tsujioka H, Yotsumoto F, Hikita S, Ueda T, Kuroki M, Miyamoto S. Targeting 
the heparin-binding epidermal growth factor-like growth factor in ovar-
ian cancer therapy. Curr Opin Obstet Gynecol. 2011;23(1):24–30.

 70. Morotti A, Panuzzo C, Crivellaro S, Carrà G, Torti D, Guerrasio A, et al. The 
Role of PTEN in Myeloid Malignancies. Hematol Rep. 2015;7(4):5844.

 71. Zuurbier L, Petricoin EF 3rd, Vuerhard MJ, Calvert V, Kooi C, Buijs-Glad-
dines JG, et al. The significance of PTEN and AKT aberrations in pediatric 
T-cell acute lymphoblastic leukemia. Haematologica. 2012;97(9):1405–13.

 72. Takuwa N, Du W, Kaneko E, Okamoto Y, Yoshioka K, Takuwa Y. Tumor-
suppressive sphingosine-1-phosphate receptor-2 counteracting tumor-
promoting sphingosine-1-phosphate receptor-1 and sphingosine kinase 
1 - Jekyll Hidden behind Hyde. Am J Cancer Res. 2011;1(4):460–81.

 73. Cao H, Heazlewood SY, Williams B, Cardozo D, Nigro J, Oteiza A, et al. 
The role of CD44 in fetal and adult hematopoietic stem cell regulation. 
Haematologica. 2016;101(1):26–37.

 74. Dutta A, Yang Y, Le BT, Zhang Y, Abdel-Wahab O, Zang C, et al. U2af1 is 
required for survival and function of hematopoietic stem/progenitor 
cells. Leukemia. 2021;35(8):2382–98.

 75. Mumme H, Raikar S, SS B, Thomas B, Lawrence T, Weinzierl E, et al. Single-
cell RNA sequencing distinctly characterizes the wide heterogeneity 
in pediatric mixed phenotype acute leukemia, GSE236351. NCBI Gene 
Expression Omnibus. 2023. https:// www. ncbi. nlm. nih. gov/ geo/ query/ 
acc. cgi? acc= GSE23 6351.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE236351
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE236351

	Single-cell RNA sequencing distinctly characterizes the wide heterogeneity in pediatric mixed phenotype acute leukemia
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Background
	Methods
	Bone marrow samples
	Clinical, pathological, and treatment characteristics of MPAL cases
	Single-cell RNA sequencing and analysis of MPAL samples
	Single-cell profiling data from other leukemias and healthy bone marrow
	Single-cell profiling data analysis
	Generation of MPAL blast-specific gene dysregulation
	Pathway enrichment analysis
	Gene set enrichment analysis
	Cellular communication analysis
	Stemness index
	Survival analysis

	Results
	Single-cell RNA sequencing characterizes the heterogeneous nature of MPAL with identification of distinct profiles for immunophenotypic subtypes
	Compared to other acute leukemias, the scRNAseq profiles of BMy MPAL show significant overlap with B-ALL and AML, while TMy MPAL shows overlap with AML and T-ALL
	TMy MPAL has higher similarity to ETP than with non-ETP T-ALL, but still displays unique myeloid characteristics
	Adult and pediatric MPAL have similar transcriptional landscapes
	Diagnostic MPAL samples have transcriptomic differences that may help predict response to ALL induction therapy
	Diagnostic MPAL samples show distinct transcriptome profiles based on future clinical outcome

	Discussion
	Conclusions
	Anchor 29
	Acknowledgements
	References


