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Acute leukemia is a heterogeneous set of diseases affectingchildren and adults. Current
prognostic factors are not accurate predictors of the clinical outcome of adult patients
and the strati�cation of risk groups remains insuf�cient. For that reason, this study
proposes a multifactorial analysis which integrates clinical parameters, ex vivo tumor
characterization and behavioralin vivoanalysis in zebra�sh. This model represents a new
approach to understand leukemic primary cells behavior andfeatures associated with
aggressiveness and metastatic potential. Xenotransplantation of primary samples from
patients newly diagnosed with acute leukemia in zebra�sh embryos at 48 hpf was used
to asses survival rate, dissemination pattern, and metastatic potential. Seven samples
from young adults classi�ed in adverse, favorable or intermediate risk group were
characterized. Tumor heterogeneity de�ned by Leukemic stem cell (LSC) proportion,
was performed by metabolic and cell membrane biomarkers characterization. Thus, our
work combines all these parameters with a robust quanti�cation strategy that provides
important information about leukemia biology, their relationship with speci�c niches and
the existent inter and intra-tumor heterogeneity in acute leukemia. In regard to prognostic
factors, leukemic stem cell proportion and Patient-derived xenografts (PDX) migration
into zebra�sh were the variables with highest weights for the prediction analysis. Higher
ALDH activity, less differentiated cells and a broader and random migration pattern
are related with worse clinical outcome after induction chemotherapy. This model also
recapitulates multiple aspects of human acute leukemia andtherefore is a promising tool
to be employed not only for preclinical studies but also supposes a new tool with a higher
resolution compared to traditional methods for an accuratestrati�cation of patients into
worse or favorable clinical outcome.

Keywords: zebra�sh, acute leukemia, patient-derived xenog raft, leukemic stem cell, aldehyde dehydrogenase,
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INTRODUCTION

Acute leukemia is a set of heterogeneous diseases characterized
by the transformation of hematopoietic stem and precursors
cells into malignant cells (1, 2). This results in the recruitment
of aberrant leukocyte as blasts, a�ecting either myeloid or
lymphocytic lineages and causing pancytopenia and abnormal
high number of blasts in peripheral blood (1, 3).

Acute Myeloid Leukemia (AML) and Acute Lymphoblastic
Leukemia (ALL) are considered rare diseases, however, they
represent a public health problem due to the increase in their
incidence rates over the last decade (1, 4, 5). Additionally, despite
the technological advances, current treatments are ine�cient, the
prognosis of the patients remain poor and the overall �ve-year
survival rate is low between 30–40% for young adults (6, 7).

Acute leukemia comprises a variety of manifestations and
is currently classi�ed according to two systems. The French-
American-British (FAB) classi�cation based on morphology,
lineage and blasts immunophenotype and the World Health
Organization (WHO) classi�cation based on cytogenetic and
clinical features (1, 6, 8, 9). Both systems are used not only
to discriminate between leukemia subtypes but also for the
strati�cation of patients in risks groups (9, 10). However,
most of the patients are assigned to intermediate risk, in
which the clinical outcome is variable and the prognosis is
di�cult to predict ( 11, 12). Due to the intrinsic variability of
acute leukemia, its etiology and biology are not completely
clear becoming a challenge to understand the behavior
of this disease.

During the last decades, new tools have been developed
to identify relevant molecular and cellular factors associated
with leukemia heterogeneity, initiation, and progression.Many
of these studies have characterized LSC as an important
leukemogenic factor (13–15). This cell population plays an
important role in cell growth maintenance and the reconstitution
of the hematopoietic neoplasia particularly after a stressful
stimulus such as the induction chemotherapy (16, 17). Multiple
biomarkers have been identi�ed and used for the characterization
of this cells such as membrane markers (CD34, CD38,
CD123, TIM3), transcription factors (NF-kB, HIF-1a), and
metabolic markers (enzyme activity, intracellular reactive oxygen
species) (15). Recently, evidence has been presented for a
clinically relevant marker in the characterization of LSC,
the enzyme Aldehyde dehydrogenase (ALDH). This enzyme
catalyzes retinaldehyde oxidation to retinoic acid and is mainly
expressed in immature cells. Commonly, combinations of cell
surface markers and high ALDH activity are used for cancer
stem cells identi�cation. Additionally, an increase in ALDH
activity has also been related to cancer stem cells and has
presented a direct relation to elevated rates of metastasis
and tumor growth (18–20).

Although this approach seems to be accurate, in some cases
in vitro analysis presented signi�cant restraints in their potential
to predict and model the biology and therapeutic outcome of
cancer (21). For that reason, zebra�sh has been proposed as a
new model to clarify the mechanisms of initiation, progression,
and maintenance of these pathologies. This is due to its multiple

biological and experimental advantages for the study of normal
or altered hematopoiesis (22–24).

Zebra�sh has proven to be an ideal model for testing cancer
xenografts not only for the transparency of their embryos that
facilitate in vivo monitoring but also for the late maturation
of the adaptive immune system, their rapid development with
relatively short generation time, high fecundity, similarlifespan
(2.5 years) compared to mice and lower maintenance costs
(25–28). Hematopoiesis and leukemogenesis is also a highly
conserved process among vertebrates and the biology of cancer
between organisms share cellular and molecular components like
cell cycle genes, tumor suppressors and oncogenes (22, 29–32).
In addition, zebra�sh is a useful tool for the study of biological
processes associated to cancer initiation and progression such
as senescence and in�ammation (33, 34). This animal model
has enabled the application of forward genetics to cancer
research, and mutations could be easily recapitulated in zebra�sh
using CRISPR/Cas9 technology or transgenic systems which had
helped to identify events involved in carcinogenesis and tumor
progression. This has contributed to important insights into
cancer pathogenesis and in the development of novel discoveries
and approaches to novel therapies (35–37). In addition, these
studies have allowed understanding some e�ects of heterogeneity
and the in�uence of the microenvironment on di�erent types
of cancer (24, 38–40).

Considering zebra�sh advantages, the importance of LSC
and the necessity for more e�cient assays that could predict
accurately the therapeutic outcome of the patients, in this study,
we sought to establish an improved translational model by the
integration of basic and patient-oriented research in orderto
model the behavior of acute leukemia patient-derived xenografts
(PDXs) into zebra�sh embryos and to establish their relationship
with the clinical outcome.

Xenografting tumor cells into animal models are not a new
approach; however, their predictive potential regarding clinical
outcome remains unde�ned. This study proposed a pilot study
of a new tool for a reliable and accurate strati�cation of
patients with acute leukemia based on an integrative model of
leukemia behavior, cell characterization, and clinical features,
in addition, to an evaluation of intra-tumor and inter-tumor
heterogeneity. Together our approach allows us to introduce
an integrative quantitative approach to use zebra�sh and tumor
characterization as a prediction tool for the behavior of acute
leukemia in young adults.

MATERIALS AND METHODS

Animal Care and Handling
Zebra�sh wild-type (A/B and TAB5) adults were raised and
maintained according to standard conditions with oxygen supply
to keep it at 6.0–8.0 ppm (41). Embryos were maintained at
28.5� C in egg water before injection and treated at 6 hpf with
100mM 1-phenyl 2-thiourea (PTU) for 5 days. At 36 hpf, they
were manually dechorionated and treated in PTU. This study
was carried out in accordance with the recommendations of the
IACUC of Universidad de los Andes. The protocol was approved
by the IACUC of Universidad de los Andes (C.FUA_14-010).
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TABLE 1 | Diagnostic information of patients with acute leukemia.

Patient Age Subtype % blasts Platelets (K/ ml) Leukocytes (K/ ml) Cytogenetics Risk strati�cation Remission

LPZ6 76–80 M4 16 42 16 Complex Adverse No

LPZ10 76–80 M4Eos 42 282 2,2 Normal Intermediate NA

LPZ12 40–45 M3 2 35 2 t(15:17) Favorable Yes

LPZ13 30–35 M1 84,6 207 90 Normal Intermediate No

LPZ15 40–45 M5B 6 29 104,9 47, XY,C6 Intermediate No

LPZ14 30–35 ALL-B 91,34 26 5,7 Normal Standard Yes

LPZ21 46–50 ALL-B 76 231 67,4 47,XXY, t(9;22)(q34;qll) Adverse No

Clinical Information
Seven samples from adult patients newly diagnosed with AL
and treatment naïve were collected after patients provided
informed consents. Prognostic parameters (age, karyotype,
number of blasts, leukocyte, and platelets count), morphological
remission status after induction treatment (Table 1), cytogenetic
information and induction chemotherapy protocols (Table 2)
were obtained from Fundación Santa Fe de Bogotá. Five
samples from patients with AML with a mean age of 55 (SE
� 9.6) corresponding to AML subtypes M1, M3, M4, M4Eo,
and M5b were used. The remaining two samples were from
patients diagnosed with common B-ALL with a mean age of
42(SE� 8). All the samples were categorized according to the
Medical Research Council classi�cation into adverse, favorable
or intermediate risk (Table 1). This study was carried out in
accordance with the recommendations of Fundación Santa Fe
de Bogotá Ethics Committee with written informed consent
from all subjects. All subjects gave written informed consent in
accordance with the Declaration of Helsinki. The protocol was
approved by the Fundación Santa Fe de Bogotá Ethics Committee
Act N� CCEI-3888-2015.

Sample Collection
Primary leukemic samples were obtained from bone marrow
aspiration and peripheral blood was collected from healthy
donors. Human cell lines erythroleukemia K562 and
promonocytic leukemia U937 (provided by Colombian District
Hemocenter) were used in this study.

Cell Isolation and Culture
Primary mononuclear cells were isolated by density-gradient
centrifugation (Ficoll-Hypaque). Primary and cell lines were
cultured in RPMI 1640 media supplemented with 10% heat-
inactivated fetal bovine serum (GIBCOR
 ), CO2 and 37� C.

Establishment of Leukemic Cells With
Stem Cell Properties
LSCs in each sample were labeled with ALDEFLUOR reagent
system according to the manufacturer's protocol (Stem Cell
Technologies, Vancouver, BC, Canada) and BD anti-CD34
PerCP-Cy5.5 antibodies (Becton Dickinson, San Jose, CA). Flow
cytometry assay was performed using a BD FACSCanto II
cytometer. The acquisition was performed for 50,000 events
approximately and analysis was driven with FACSDiva 6.1.3TM

software and FlowJO 10.4.1R
 . First, we excluded non-viable
cells to select the study population in a Forward Scatter—
A vs. Side Scatter—A plot. Second, doublets were excluded
using a Forward Scatter—H vs. Forward Scatter—A (FSC-H
vs. SSC-A) plot and �nally, an SSC-A vs. FITC-A plot was
used to delimitateALDHbrightSSClow cells. To conclude, CD34
expression in ALDHbrightSSClow (C) and ALDHbrightSSClow

(-) cells were quanti�ed using PerCP-Cy5.5 �uorescence.
Diethylamino benzaldehyde (DEAB), a broad inhibitor of ALDH,
was used as a control of the background �uorescence.

Cell Tracking With Carboxy�uorescein
Succinimidyl Ester (CFSE)
For cellular tracing, each sample was stained with CFSE
(CellTraceTM CFSE Cell Proliferation Kit, Invitrogen, Eugene,
USA) as previously reported (42).

Zebra�sh Xenografts Injection
Zebra�sh embryos of 48 hpf were anesthetized with 0.04 mg/ml
tricaine and disposed on a 10 cm Petri dish covered with 1%
agarose. Then 200–500 human cells were injected into the �sh
pericardial space (PCS). Embryos were maintained at 28.5� C
for 1 h. Next, embryos were transferred to 24-well plates and
maintained at 32.5� C. Twenty-four embryos with successful
injection were used for each sample (non-leukemic, K562, U937,
M1, M3, M4, M4Eos, M5, and both B-ALL samples).

In vivo Imaging
Embryos were mounted for live imaging over a cover glass with
1% low melting point agarose and covered with 0.03% tricaine in
egg water. Fluorescent image acquisition was performed usingan
Olympus FV1000 confocal microscope using a 10x/0.4 objective
and a �lter for Alexa �uor488. Confocal stacks were acquired
every 4.2mm and processed for maximum intensity projections.
Images were analyzed with Fiji software (43).

Human Xenografted Cell Quanti�cation
To determine xenograft e�ciency each, of 24 embryos per human
sample, with green CFSE �uorescent foci was manually counted
for each sample after 1-day post-injection (dpi). On the other
hand, the xenograft survival rate was determined by counting
each green CFSE �uorescent foci in each of six randomly
selected embryos per human sample at 1 and 2 dpi. The spatial
dispersion pattern was established for each leukemia subtype.
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TABLE 2 | Molecular data and induction treatments of patients diagnosed with acute leukemia at Fundación Santa Fe de Bogota.

Patient Karyotype Method Molecular evaluation Result Induction therapy

LPZ6 42,XY,-5,del(7)(q32q34),-8,add(13)(p11.2),-
13,add(15)(p11.2),add(16)(q24),add(17)(p13),-
18,-19,Cmar
[18]/46,XY[2]

PCR t(9;22)(q34;q11) BCR-ABL – Not initiated (Dead by
pancytopenia
complications)

LPZ10 46, XX PCR t(9;22)(q34;q11) BCR-ABL – NA (Treatment in another
institution)

PCR t(4;11)(q21;q23), MLL-AF4 –

LPZ12 46, XY FISH t(15;17) (q22;q21) ,
PML/RARA

C ATRA* 45 mg/m in 2 divided
doses dailyC arsenic
trioxide 0.15 mg/kg IV (30
days)

LPZ13 46, XY FISH t(15;17) (q22;q21) ,
PML/RARA

– 7 C 3 Protocol: Cytarabine
(Ara-C) 200 mg/m2 daily
continuous infusion� 7
days with idarubicin 12
mg/m2 � 3 days.

t(8;21), RUNX1/RUNX1T1 –

PCR/Sequencing FLT3-ITD –

LPZ14 46, XX FISH t(4;11)(q21;q23), MLL-AF4 – GRAALL 2005 Protocol**

t(9;22)(q34;q11) BCR-ABL –

t(1;19)(q23;p13), E2A-PBX1 –

LPZ15 47, XY,C6 FISH t(8;21), RUNX1/RUNX1T1 – 7C3 Protocol: Cytarabine
(Ara-C) 200 mg/m2 daily
continuous infusion� 7
days with idarubicin 12
mg/m2 � 3 days.

t(9;22), BCR-ABL –

t(11q23), KMT2A
rearrangements

–

PCR/Sequencing Point mutation Exon 15
Codon 645

C

FLT3-ITD –

LPZ21 47,XXY,t(9;22)(q34;qll) PCR t(9;22)(q34;q11) BCR-ABL C Dasatinib 140 mg/dayC
GRAALL 2005 Protocol

FISH t(11q23), KMT2A
rearrangements

–

t(1;19)(q23;p13), E2A-PBX1 –

t(12;21), TEL-AML1 –

*ATRA, All-trans retinoic acid.
**GRAALL 2005 Protocol: Initiation: Vincristine 2 mg/day (day 1,8), prednisone 60 mg/m²/day (day 1 to 14), daunorubicin 50 mg/m²/day (days 1, 2, 3), L-asparaginase 6,000 UI/m²/day
(days 8, 10, 12), cyclophosphamide 750 mg/m²/day (day 1), intrathecal therapy: methrotrexate (MTX) 15 mgC cytarabine (Ara-C) 40 mgC DEPOMEDROL 40 mg (days 1, 8). Second
part: vincristine 2 mg/day (days 15, 22), daunorubicin 30 mg/m.

The patterns were compared using a standard deviational ellipse
after bootstrapping.

Xenografted Cells Migration
Foci position was determined based on ten anatomic regions
established according to zebra�sh hemodynamics (Figure 4A). In
order to determine if there is a preferential site of migration, the
probability to �nd individual foci in each region was calculated
in six randomly selected embryos per human sample.

Statistical Analysis
Statistical analysis was performed using R software. Statistical
di�erences in survival rates were determined by Bayesian 95%

Highest Density Interval. Not-overlap probability distributions
represent signi�cant di�erences between groups. Bootstrapping
of foci coordinates and standard deviation ellipse was used
to determine statistical di�erences between spatial dispersion
patterns. Not overlapping con�dence means signi�cant
di�erences. Cell tropism was analyzed by calculating the
probability to �nd cells in each region. This probability was
calculated as the number of events in each region over the
total events. Bayesian density distribution was performed for
each cell type in order to determine signi�cant di�erences
between anatomical regions. No signi�cant di�erences between
regions corresponded to a random distribution while signi�cant
di�erences corresponded to a clumped distribution. To establish
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existent correlations logistic regression and multiple logistic
regression was performed with a signi�cance value of 0.05. For
original data, please contact zv.garavito@uniandes.edu.co.

Integrative Analytical Tool for Predicting
Clinical Outcome
To construct an appropriate and robust predictive model
for the clinical outcome of patients with acute leukemia,
LSC characterization, PDX behavior and clinical features from
patients were analyzed together using a Partial Least Square
regression (PLS). This analysis allows combining the relative
weight of each variable as a function of the outcome. Thus, PLS
prediction is a function of all of the input factors assayed.

RESULTS

Cancer Cell Phenotype Ensures Higher
Engraftment Rate
Primary samples and cell lines K562 and U937 were injected
in the PCS of zebra�sh embryos at 48 hpf. Human leukemic
and healthy human blood cells were detectable in zebra�sh
embryos and the success of the engraftment was de�ned
as the percentage embryos with �uorescent foci at 1 dpi.
According to our results, xenograft e�ciency depended
on the type of implanted cells: AML 87.8%(SE� 7.47),
ALL-B 72.5%(SE� 6,5) and Non-leukemic cells 66%(SE
� 4). Then we determined if the engraftment e�ciency
has a relation with the clinical outcome of the patients
with acute leukemia after induction treatment. Despite
samples from patients with a successful morphological
remission presented a lower number of engrafted embryos
than samples from patients with unsuccessful remission, the
di�erences between both groups are not signi�cantly di�erent
(Wilcoxon rank sum testp-value D 0.1333;n D 24 embryos
per sample).

On the other hand, human-engrafted cell survival rate was
de�ned as the total number of conspicuous foci in each embryo
after 1 dpi. First, our results showed a signi�cantly higher
survival rate of leukemic cells, compared to healthy blood
samples (Figure 1). Additionally, we evidenced that highest
survival rates of primary cells corresponded to minimally
di�erentiated subtypes (LPZ13-M1, LPZ12-M3, and LPZ6-
M4), suggesting that FAB system has a clinical relevance,
lately underestimated (Figures 1A–C). For ALL, leukemic cells
presented higher survival rates than controls. When comparing
both B-ALL samples, LPZ14 had a higher survival rate, while
LPZ21 xenografts were less perceptible; however, this was not
statistically signi�cant (Figure 1E).

Second, di�erences in survival rates between PDX and cell
lines were evident (Figures 1A,D). In addition, di�erences
among PDX with similar immunophenotype (FAB system) were
observed (Figures 1C,E). In this case, primary cells presented
heterogeneous behaviors, mainly associated with the intrinsic
variation among patients. This underlines the importance of
inter-tumor heterogeneity in this model. However, survival rates
were not signi�cantly di�erent.

Less Differentiated Leukemia Subtypes
Have Higher Dissemination Potential
We estimated the migration potential of human cells
xenotransplanted into zebra�sh embryos after 1 dpi. For
that aim, each embryo was analyzed as a coordinate plane in
which the site of injection corresponded to the (0, 0) position,the
X-axis to the anteroposterior axis, and the Y-axis corresponded
to the dorsoventral axis.

First, non-leukemic cells have the most restricted and
narrowest migration (Figure 2A). In contrast, all the leukemic
cells presented broader dispersion and migrated farther away
from PCS (Figures 2B,C, 3). According to this analysis, less
di�erentiated leukemia subtypes (LPZ13-M1, LPZ12-M3) have
a greater mean migration distance in both, anteroposterior and
dorsoventral axes (Figure 3A). Additionally, when comparing
primary cells and cell lines from the same leukemia subtype
we described multiple discrepancies in their behavior. Cell
lines' capacity to migrate outside of PCS did not resemble
the behavior of their PDX counterparts and they presented
di�erences in their dissemination pattern (Figures 3A,
4A,B). Furthermore, PDX from the same leukemia subtype,
such as M4 leukemias, presented heterogenic dispersion
behaviors, and their dispersion potential is signi�cantly
di�erent (Figures 3A, 4C,D). This highlight the importance
of inter-tumor heterogeneity in order to understand acute
leukemia biology.

On the other hand, in B-ALL, LPZ14 cells disseminated
preferentially toward the rostral part of the embryo (Figure 4E).
In contrast, LPZ21 exhibited one migration hotspot in the
posterior region of the embryo and a narrower migration
(Figure 4F). However, none of these di�erences were statistically
signi�cant (Figure 3B).

Human Leukemic Cells Presented a
Tropism Toward the Hematopoietic Tissue
In order to determine if PDX exhibited a preferential site
for migration, we calculated the probability of observing
foci in 10 anatomical regions selected according to the
zebra�sh hemodynamics (Figure 5A). Non-leukemic cells were
concentrated in the regions adjacent to the PCS (50%) suggesting
invasiveness rather than metastasis (44). However, around 20%
of the cells were able to travel far distances achieving the Caudal
Hematopoietic Tissue (CHT) of the embryos, a hematopoietic
site of zebra�sh during the larvae stage.

In contrast, leukemic cells were able to migrate and establish
in more regions. Less di�erentiated leukemia subtypes, LPZ13-
M1 and LPZ-12-M3, presented the lowest probability of staying
at PCS (10%), suggesting a higher intrinsic potential of these
subtypes to intravasate and migrate. Both subtypes migrated
preferentially to the CHT and the Posterior Cardinal Vein
(PCV) showing a probability of 40% to be found in those
regions. Similarly, K562 had a preferential migration toward the
CHT (35%); however, the cells were more evenly distributed
along the embryo, and a higher number of cells were found in
the PCS compared to LPZ13-M1 and LPZ12-M3. Thus, K562
xenografts have a limited potential to migrate outside the site
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FIGURE 1 | Xenografts survival rate comparison between acute leukemia subtypes based on FAB scheme classi�cation at 1 dpi. PDX and cell line xenografts from
leukemic samples presented higher survival rates than non-leukemic xenografts. The highest rates corresponded to theless differentiated leukemia subtypes.(A) M1
samples: LPZ13, cell line K562, and non-leukemic cells.(B) M3 sample (LPZ12) and non-leukemic cells.(C) M4 samples: LPZ6 and LPZ10 compared to non-leukemic
cells. (D) M5 samples: LPZ15, U935, and non-leukemic cells.(E) B-ALL samples: LPZ14 and LPZ21 and non-leukemic cells. The comparison was established
according to morphological and immunophenotypic similarities between samples from the same subtype based on FAB scheme classi�cation. Signi�cant differences
were determined according to Bayesian 95% Highest Density Interval (n D 24 embryos per cell sample). *Non overlapping 95% Bayesian Highest Density Interval.

of injection. Similarly, more di�erentiated leukemia samples
(LPZ6-M4, and LPZ15-M5) presented a higher number of foci at
PCS and a more random distribution. However, LPZ10-M4Eos
presented a clear tropism toward the CHT despite it is classi�ed
as a di�erentiated acute leukemia (Figure 5B). This suggests
the presence of stem-like clones, which agrees with the high
proportion of blasts found in the sample at the moment of the
diagnosis (Table 1).

B-ALL samples presented considerable di�erences compared
to non-leukemic cells. Both xenografts e�ectively intravasated
and reached multiple medial and posterior regions of the

embryos such as PCV and CHT, being the latter the most
common place to �nd these cells (Figure 5C). However, LPZ14
cells were frequently found in the Primordial Hind Brain
Channel (PHBC) and Primordial Mid Brain Channel (PMBC),
contrary to the LPZ21 which was restricted to the medial and
posterior region with a lower probability to establish in the most
anterior portion. In addition, LPZ21 displayed more invasiveness
events to the yolk and a greater proportion of human cells
remain at PCS (32%). When comparing with non-leukemic
cells, LPZ14-injected embryos presented a signi�cantly higher
probability in the PMBC and a signi�cantly lower proportion
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FIGURE 2 | Spatial dispersion pattern of xenografted human cells along zebra�sh embryos. The migration of human cells into the zebra�sh embryos showed a
remarkable heterogeneity and cancer cells presented higher dissemination patterns.(A–C) Confocal reconstructions of zebra�sh embryos at 1 dpi and spatial
dispersion pattern of xenografted human cells.(A) Non-leukemic cells. Yellow arrowheads correspond to �uorescent foci as a guidance to recognize them in leukemic
xenografted embryos. Red asterisk represents the site of injection. (B) LPZ6-M4 (C) LPZ21 (B-ALL) sample. Cells were labeled with CFSE and engrafted in the
pericardial space of zebra�sh embryos at 48 hpf. A �uorescent signal, dorsal to the yolk, was detected at the digestive system in all xenografted embryos due to the
metabolism of CFSE (n D 6 embryos per cell sample).

of cells in the PCS. On the other hand, LPZ21 only presented
a signi�cantly greater migration toward PVC compared to
control (Figure 5C).

Moreover, these results suggested a possible relationship
between metastatic potential and patients' clinical outcome. Two
(LPZ6-M4 and LPZ15-M5) of three patients with unsuccessful
morphological remission presented a random distribution along
the embryos, except LPZ13-M1. LPZ6-M4 and LPZ15-M5 had
an abnormal karyotype while LPZ13-M1 presented a normal
karyotype. Meanwhile, embryos with PDXs from patients with
successful remission presented a clumped distribution toward de
CHT. In the same way, B-ALL PDX with a worse prognosis and
outcome (LPZ21) presented a random distribution, while LPZ14,
with favorable outcome, showed a clear preference toward CHT.
However, this is not conclusive due to the limited number of
samples (Chi-sqD 0.3865).

In summary, our results demonstrated that malignant human
hematopoietic and leukemic cells have a tropism toward CHT.
In addition, we evidenced a heterogeneous cellular composition
in each sample. This was proved by the capacity of a limited set
of cells to leave the site of injection and invade immediate and
distant regions. Also, PDX from patients with a worse prognosis
and unsuccessful remission have a tendency to disseminate
randomly along the �sh.

Clinical Prognostic Factors Do Not
Correlate With Clinical Outcome
WHO classi�cation scheme had replaced the FAB system and the
latter has been considered obsolete for prognosis (9). Contrary
to this proposition, ourin vivo results showed that this system
seems to have a clinical relevance, speci�cally to understand
leukemia's behavior in a complex microenvironment. FAB system
is based on cell morphology and blast counts without considering
other clinical variables to evaluate the prognostic signi�cance
(45). For that reason, we determined the relation between
other hematological parameters and the clinical outcome of the
patients. According to our results, there was not a signi�cant
correlation between the current prognostic factors and the
morphological remission after the induction treatment (p-value
> 0.05 for all prognostic factors).

Patients With Numerous LSC Presented
Poor Clinical Outcomes
Another indicator of patients prognosis and clinical outcome
is tumor heterogeneity (46). For that reason, we delimited the
proportion of potential LSC candidates using ALDH activity and
CD34 expression as discriminatory parameters. LSC population
was de�ned as ALDHbrightSSClowCD34C and each sample was
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FIGURE 3 | Mean migration distances of xenografted cells into zebra�shembryos at 1 dpi. (A) Differences of mean migration between myeloid leukemic and
non-leukemic human cells toward the antero-posterior and dorso-ventral axis.(B) Differences of mean migration between lymphoid leukemic and non-leukemic
human cells. Non-overlapping con�dence intervals mean statistical signi�cance. The comparison was established according to morphological and immunophenotypic
similarities between samples from the same subtype based onFAB scheme. Migration differences were established based on a standard-deviational ellipse with 9999
permutations. NL, Non-leukemic cells.

classi�ed as ALDH-numerous pattern [> 1.9% ALDHbrightSSClow

cells] or ALDH-rare pattern [< 1.9% ALDHbrightSSClow cells] as
previously described (18, 19) (Figure 6). This evaluation was
performed in human primary leukemic and non-leukemic cells
(except in sample LPZ10) and in cell lines.

According to our results, ALDHbrightSSClowCD34C cells
corresponded to a small proportion of the whole tumor burden,
but this fraction varied according to the leukemia subtype.
In AML, less di�erentiated sample, LPZ13-M1, showed the
highest proportion of LSC with 17.28%. In contrast, its cell
line counterpart, K562 presented one of the lowest amounts
of LSC (0.06%). Similarly, when comparing both promonocytic
leukemia, LPZ15-M5 and U937, the number of cells expressing
both markers was greater in primary cells than in the cell
line, with 0.47%, and 0.25%, respectively. The remaining
AML primary samples also presented dissimilar proportions
of ALDHbrightSSClowCD34C population and seemed to be
consistent with risk strati�cation. Patient with an adverse
prognosis (LPZ6-M4) presented the second highest percentage
of LSC in AML with 13.08%, and the patient with a favorable
prognosis (LPZ12-M3) presented the lowest proportion with a
0.03% (Table 3). Similarly, in B-ALL, adverse sample, LPZ21, had
a higher proportion of LSC (23.78%) compared to a standard risk

sample LPZ14 with 1.18% (Table 3). This highlights that primary
cells are strikingly heterogeneous and reveals that cell lines are far
from mirroring primary leukemic cell features.

On the other hand, ALDH activity is a potential predictive
factor, due to its association with chemotherapy resistance
and patient relapse (47, 48). According to our results, none
of the patients with numerous LSC (> 1.9% of tumor bulk)
achieved complete remission during induction treatment, while
two of three patients with rare pattern (< 1.9% of tumor bulk)
did these observations agrees with the dissemination potential
of the cancer cells into the zebra�sh embryos. In addition,
patients with ALDH-numerous samples showed higher bone
marrow blast in�ltration and correlates in most of the cases
with the tropism of hematopoietic niche observed in the �sh.
However, a slight correlation was found between unsuccessful
morphological remission and LSC subpopulation (R2 D0.625
p-valueD 0.05414,n D 6).

An Integrative Leukemic Model Predicts
Clinical Outcome
Developing new and better tools for the strati�cation of
patients with acute leukemia has become a clinical priority
during the last decades. In this study, an accurate predictive
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FIGURE 4 | Inter-tumor heterogeneity in migration patterns. Spatial dispersion pattern of cell line xenografts did not resemble the distribution of primary leukemic cells
in a complex microenvironment.(A) K562 cell line. K562 is a chronic myelogenous cell line in a blastic crisis. This cell line can be compared to the less differentiated
myeloid leukemia subtypes (M0 and M1).(B) M1 sample. Cell line behavior does not resembles PDX behavior. (C–F) Spatial dispersion patterns between primary
samples of the same leukemia subtype presented signi�cant differences in their migratory potential.(C,D) Evidence of inter-tumor heterogeneity between AML-M4
samples. (C) LPZ6 (D) LPZ4. (E,F) Evidence of inter-tumor heterogeneity between B-ALL samples. (E) LPZ14 (F) LPZ21.

model was established consolidating clinical features, LSC
characterization andin vivo behavioral analysis to predict
patients' remission outcome and improve risk assignment
(Figure 7A). We performed a partial least- squares-discriminant
analysis (PLS-DA) utilizing the mixOmics package in R. This
pilot study established a new tool that discriminates accurately
the patients according to their clinical outcome based on
the integration of di�erent aspects of the disease (Figure 7B).
The relationship between the successive pairs of scores is
robust and explains 48% of the variation of the response. A
higher proportion of LSC candidates was the best indicator of
unsuccessful remission, while higher migration to Primordial
Hind Brain Channel (PHBC) region and Mandibular Arch
(AA1) corresponded to the best predictive factors of a favorable

remission. On the contrary, traditional clinical variablescurrently
used for risk strati�cation had the lowest weights in our study,
suggesting that these variables might be insu�cient for clinical
outcome prediction if are analyzed independently from tumor
composition and leukemic cell behavior.

DISCUSSION

Currently, acute leukemia risk strati�cation is based on
morphological features, cell markers, and cytogenetic
aberrations. However, in adults, most of the clinical features
gathered regularly have a weak association with the clinical
outcome, especially in patients classi�ed in an intermediate
risk group (6, 9, 10). For that reason, the importance of having
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FIGURE 5 | Acute leukemia xengorafts tropism. Human cells exhibited aclear tropism toward the hematopoietic tissue of zebra�sh embryos. (A) Anatomic migration
regions based on zebra�sh vasculature and hemodynamics.(B) Probability (%) heat map of AML xenografts.(C) Probability (%) heat map of ALL xenografts.
Signi�cant differences were determined based on Bayesian 95% Highest Density Interval. Pericardial space (PCS), Yolk, Caudal Hematopoietic Tissue (CHT), Caudal
Fin (CF), Intersegmental veins (ISV), Primordial Hindbrain Channels (PHBC), Posterior Caudal Vein (PCV), Primordial Midbrain Channel (PMBC), and Dorsal Longitudinal
Anastomotic Vessel (DLAV) (n D 24 embryos per cell sample).

additional prognostic markers and to understand leukemia
etiology and biology, especially for intermediate risk patients is
imminent. In our study, and to our knowledge, for the �rst time,
a completely di�erent approach integrating clinical information,
tumor cell characterization andin vivo PDX behavioral analysis
has been proposed as a reliable tool to understand acute leukemia
and to predict clinical response accurately.

First, we evaluated the behavior of human acute leukemias in
a complex microenvironment. In this study, we demonstrated
that PDX into zebra�sh embryos is a suitable model to study
leukemia biology. Zebra�sh allowed the tracing of human

leukemic cells in a short period (1 to 2 dpi) using CFSE. At this
time, cell survival, early (intravasation) and late (extravasation
and colonization) steps of metastasis and cellular tropism
were assayed as demonstrated before with other types of
cancers like breast cancer, colorectal cancer, and �brosarcoma
(24, 49). Despite, our methodology was limited to evaluate
the behavior of human leukemic cells during longer periods,
further analysis up to 4–7 dpi are also easily performed
using similar methodologies as xenografting C-DiL stained
cells into transgenicb-actin embryos (Figure 8) or as done in
previous studies (26, 50, 51). As a complete organism zebra�sh
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FIGURE 6 | ALDH pattern determination according to ALDH expression inacute leukemia samples stained with ALDEFLUOR reagent.(A–C) ALDHbrightSSClow (C)
cells percentage with Alde�uor inhibitor (DEABC). (A0-C00). ALDHbrightSSClow (C) cells and ALDHbrightSSClow (-) cell percentage without inhibitor (DEAB-).(A00-C00)
FITC �uorescence distribution determines ALDH activity in human samples. DEABC (orange) and DEAB- (green).(A–A00) LPZ6 (ALDH-numerous).(B–B00) LPZ12
(ALDH-rare).(C–C00) Non-leukemic cells from a healthy donor (negative control).

has a number of important advantages over the traditional
murine model and has become an alternative to overcome
mice model limitations. These advantages have been reviewed
recently (29, 52).

In particular, for the study of hematopoiesis and
hematological diseases the zebra�sh model is considered a
suitable tool due to its capacity to reproduce many of the
tissues and molecular interactions with leukemic cells, resulting
in a reliable reproduction of the human disease (22, 29, 49).
Also, many molecular and cellular components involved in
tumorigenesis are highly conserved between zebra�sh and
human, making the model clinically relevant (53).

At the level of genome sequence conservation, 82% of
human disease genes have at least one zebra�sh ortholog (54).In
addition, the �sh have all major hematopoietic cell lineages,

which are generated by similar developmental pathways. There
is also remarkable conservation of transcription factors, signaling
pathways, and functional proteins involved in hematopoiesis and
leukemogenesis (29, 55–57).

The �sh also provides a novel way of studying human
tumors in vivo allowing real-time intravital imaging of injected
human leukemic cells and allows direct observation of cancer
formation and progression in the living animal. At the same
time, typical behaviors associated with the disease such as tumor
angiogenesis, leukocyte recruitment, and in�ammation areeasily
assayed (26, 58, 59).

In our study, we were able to demonstrate that the zebra�sh
provides human cells with an appropriate niche for them to
survive. We and others have proved that not only cancer cell lines
can be detected into embryos, but also primary human cancer
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TABLE 3 | LSC proportion in leukemic samples based on ALDH activity.

Patient ADLH
pattern

ALDH
bright

SSClow
(%)

CD34C(%)
in ALDH
bright

SSClow
population

ALDH
bright

SSClow
CD34C

(%)

AML

LPZ6 Numerous 25.6 51.1 13.08

LPZ12 Rare 0.27 11.3 0.03

LPZ13 Numerous 37.9 45.6 17.28

LPZ15 Rare 1.58 29.7 0.47

ALL

LPZ14 Rare 1.74 68 1.18

LPZ21 Numerous 24.96 24.83 23.78

CELL LINE

K562 Numerous 31.3 0.19 0.06

U937 Rare 0.96 26.4 0.25

and healthy cells exhibited the ability to establish and migrate
(24, 60–62). Moreover, other investigations have demonstrated
that zebra�sh maintain the cancerous phenotype of leukemic cell
lines (63, 64). In this study, xenografted cancer cells had higher
survival rates, reached farther distances and colonized multiple
regions in the zebra�sh, which agrees with previous research.
This represented a better adaptation of leukemic cells to di�erent
microenvironmental conditions, which can be associated with
cancerous features (65). Furthermore, this suggested that this
system maintains the original phenotype of the tumor preserving
the original features and evidence that cancer cells are less
dependent on niches' characteristics probably by their capacity
to develop some mechanisms that allow them to customize the
niche to ensure their survival (66).

On the other hand, multiple investigations have demonstrated
that animal models mimicked the disease (21). Zebra�sh
cancer models of myeloma, breast cancer, rhabdomyosarcoma,
and endocrine tumors present molecular and histopathological
conservation with their human cancer counterparts (23, 49, 67,
68). For example, Mercatali et al. demonstrate that primary cells
of breast cancer in the zebra�sh embryos showed a behavior
resembling that of the patient's medical history (49). While
Tang et al. observed that the evolution of metastatic potential
of melanoma in zebra�sh is consistent with that reported for
human melanoma (69).In addition, some others have shown that
human tumor cells are capable to proliferate and interact with
vascular tissues in zebra�sh embryos (53, 58). Recently, some
researchers showed that zebra�sh is a high sensitivity model for
chemotherapy screening and demonstrated the capability of PDX
in the �sh to anticipate relapse within 3 m to 6 m after surgery in
adenocarcinoma (70).

In our study, the dissemination pattern and metastatic
potential of leukemic cells were well characterized. Previous
researches with murine models revealed that leukemic cells
repopulated the bone marrow at greater frequency followed
by spleen and peripheral blood (7). Our results demonstrated

that engrafted cells in zebra�sh embryos intravasated and
circulated within the embryonic vasculature to �nally establish
preferentially in the CHT, which recapitulates a bone marrow-
like metastatic niche. This points out the importance of the
hematopoietic niche as a supportive tumor microenvironment.
In addition, xenografted cells homed �rst to CHT, the site of
leukemogenesis, before progressing to other anatomical regions.

The preferential establishment toward CHT can be explained
by the fact that this tissue has stromal features, where
hematopoietic cells expand and a perivascular niche, where stem
cells are anchored and regulated (71, 72). In addition, CHT sends
homing cues, such as chemokines CXCL12a (stromal cell-derived
factor 1) and CXCL8 (MCP2) and other molecules involved in
cell development, for example, Erythropoietin, Thrombopoietin,
and Notch signaling (39, 67, 73). CHT also produces other
supportive cytokines associated with hematopoiesis, leukocyte
tra�cking, in�ammation, and neutrophil retention (39, 74).
Some studies had demonstrated that transplanted human cancer
cells are capable to respond to zebra�sh cues, modulate the
niche, and take advantage of the zebra�sh stroma during cancer
progression (53, 75). Thus, once more the zebra�sh seems to be
a reliable system to help to dissect the mechanisms underlying
dissemination and metastasis in leukemia and other di�erent
types of cancer.

On the other hand, one essential challenge in understanding
acute leukemia is the inherent heterogeneity of tumor cells
subpopulations within each patient. Cancer tumors are
characterized by a wide diversity of cell types that are
di�erentiated by developmental stages, genetic mutations
and altered cell programs that result in functional diversity of cell
subpopulations. The behavior within the �sh presented diverse
manifestations and striking heterogeneity among primary
human cells. For that reason, our study also incorporates tumor
heterogeneity in order to better understand aggressiveness
and invasiveness phenotypes. For intra-tumor heterogeneity,
LSC paradigm suggests that the tumor bulk corresponds
to cells with a high proliferative potential not involved in
leukemogenesis. However, a small portion of tumor cells has
stem cell characteristics according to our LSC characterization.
These cells express genes that regulate quiescence and self-
renewal, which are associated with carcinogenic and metastatic
events (76, 77). Our results con�rm this asseveration. Injected
samples exhibited heterogenic cell subpopulations in which
some human cells remain at the site of injection, while some
others were able to migrate and settle in distant regions. This
evidenced the use of zebra�sh embryos for the study of clonal
evolution which is another striking aspect involved not onlyin
tumor initiation but also plays an important role in intratumor
heterogeneity. Also, this opens novel opportunities for further
studies in order to quantify the cancer heterogeneity and
determine the characteristics of each cell subpopulationin vivo
to understand metastatic mechanisms that can be used for the
development of new treatments.

On the other hand, inter-tumor heterogeneity was assayed
based on risk group and FAB classi�cation (immunophenotype).
Despite the limited number of samples, PDX from AML-
M4 and ALL-B were used for direct comparisons between

Frontiers in Oncology | www.frontiersin.org 12 April 2019 | Volume 9 | Article 245



Gacha-Garay et al. Integral Model for Acute Leukemia

FIGURE 7 | PLS-DA score plot of the clinical outcome predicted by the integrative model.(A) Infographic scheme of the mathematical model(B) Clinical information,
LSC characterization andin vivobehavioral analysis explains 44% of the variance between patients newly diagnosed with acute leukemia and discriminate accurately
the patients into a successful and unsuccessful clinical outcome after induction treatment. Component 1 discriminated better the patients according to their clinical
outcome into successful or unsuccessful remission. The most in�uential variables with respect to the clinical outcome corresponded to ALDH activity, LSC proportion,
and migration along zebra�sh embryos. 1, successful morphological remission; 0, Unsuccessful morphological remission.

FIGURE 8 | Alternative xenograft assay for long-term analysis. Transgenic b-actin zebra�sh embryos were injected with k562 cells stained with C-DiL at 48 hpf. The
visualization of the cells was performed at 4 dpi. At this time the cells were easily detected and maintained their tropism toward the hematopoietic tissue of the �sh.
K562 xenografted cells at 4 dpi.

same leukemia subtypes. Our results demonstrated that the
dissemination pattern resembled di�erences among patients.
This agrees with the di�erential behaviors between leukemic
cells with distinct immunophenotypes shown in mice (76). In
addition, zebra�sh model allows the evaluation of di�erential
behaviors among di�erent leukemia subtypes which in most
cases resembles the aggressiveness of human leukemia and
agrees with current classi�cation systems. This provides a
platform for the development of more selective and appropriate
personalized therapy.

Additionally, our data enable to associate the behavior of PDX
along with the clinical outcome of the patients, where a random
dissemination trend to have a worse response after induction
chemotherapy. Moreover, human cancer cells from samples with
a random migration seem to have an enhanced capability to
spread through di�erent regions along the zebra�sh. However,
future trials evaluating cancer heterogeneity should establish a
clear relationship between the dissemination pattern within the
�sh and the clinical outcome for each leukemia subtype.

In agreement with other studies (12, 24), we demonstrated
that the behavior of primary human cancer cells in zebra�sh

embryos could be used to predict metastasis, aggressiveness,
and prognosis. Each type of cell revealed particular features to
survive and settle in di�erent microenvironments, associated
with their di�erentiation potential. These results suggested
a disparity between aggressiveness potential of PDX related
to di�erentiation and di�erent metastatic potential within
tumor cell populations. We ratify that PDX is as a new
promising tool to mirror tumor heterogeneity and cancer
microenvironment of the primary tumor. In addition, this
highlights the importance of implementation ofin vivo models
and the applicability of PDX alternative assessments since cell
lines have di�erent behavior and did not resemble the biologyof
primary cells.

Regarding leukemia biology, our results show that xenografts
from less di�erentiated samples and samples with adverse
cytogenetic aberrations exhibited higher LSC, a greater survival,
migration and metastatic potential at 1 dpi. In this context,
aggressiveness in our behavioral analysis agrees with bothFAB
and WHO classi�cation; thus, current classi�cation systems
together have a clinical signi�cance, but independently they
remain insu�cient. Although we had a limited number of
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samples, our results suggested that the existing prognostic
factors by themselves, analyzed in this study, might not
have strong predictive potential. This tendency agrees
with other observations from di�erent studies in regard
to the predictive power of these clinical features. Thus,
despite recent advances, clinical outcome prediction remains
misleading (78).

On the other hand, anex vivo heterogeneity approach
was assessed. We demonstrated that the samples with the
highest ALDH activity contained an enriched CD34C population,
suggesting higher stemness and immaturity in the tumor
burden. Our observations can be associated with the migration
pattern into the zebra�sh embryos and a poor prognosis and
unfavorable clinical outcome (48). Although we observed that
ALDH characterization by itself is insu�cient to accurately
predict the response of the patients, we were able to establish
that tumor characterization agrees with the behavior of human
cancer cells in a complex microenvironment. These �ndings
are consistent with LSC paradigm, which consider that a set of
tumor cells with “stem cell-like” features are able to maintain all
the neoplastic populations and would be responsible for relapse
and chemotherapy resistance (17, 79). In this context, higher
frequency of LSC is a good indicator of failure in remission
and, high ALDH activity cells have been related to high rates
of metastasis and tumor growth as previously demonstrated
(19, 48). Furthermore, each ALDH pattern suggested di�erent
prognostic values in clinical contexts. According to our results,
there is a tendency for numerous patterns to have random
migration into the �sh and a worse clinical outcome after
induction chemotherapy compared to a rare pattern, and this
is directly implicated in patients' prognosis. Hoang et al. stated
that numerous ALDH pattern is related to reduce disease-free
and overall survival rates in contrast to the rare pattern, which
supports our results (18).

In summary, despite karyotype being one of the most
important prognostic factors inde novoleukemia (80), additional
tests are needed to provide a full picture of the behavior of the
leukemic cells and its relation to the prognosis. Understanding
the cellular behavior that drives leukemia progression is highly
relevant to diagnosis, risk strati�cation and the development of
new therapies. For that reason, theex vivoandin vivoapproaches
together performed in this study showed an important relation
between the aggressive behavior of leukemic cells and the
outcome of the patients. We proved that the behavior of PDX
within the �sh depended mainly on their intrinsic features,
but also seemed to have a closer relationship with the �sh
microenvironment. Additionally, we demonstrated that thestudy
of early and late steps of metastasis in zebra�sh is a rapid
and robust approach that allowed the visualization of this
process in a short period of time. Also, the model had multiple
advantages for the use of primary samples which helps with a
reliable understanding of the disease. It is a valuable toolto
study leukocytes biology and to model human leukemia, due to
similar molecular mechanisms and a high degree of conservation

between species. However, in order to have an accurate prediction
of the clinical outcome of patients was necessary to integrate
clinical, in vivo behavioral andex vivocellular features of acute
leukemia. Taken together, all the variables of our multifactorial
evaluation highlight the importance to understand the disease
from di�erent approaches in order to achieve an accurate
quantitative prediction of the prognosis and an objective
strati�cation of risk groups. Despite our sample number was
reduced the approach seems to be robust enough. This study
is the �rst glimpse for the implementation of this model in the
de�nition of the clinical prognosis and outcome of patients with
acute leukemia. However, further analysis are required forits
clinical application

Finally, our improved model is robust, easy, and reliable
for pre-clinical acute leukemia studies and provides novel
insights in understanding the relevant predictive factors of
clinical outcome. In addition, this study opens a wide
opportunity for further studies to decipher the role of
tumor heterogeneity, malignant cellular mechanisms, and
leukemic microenvironment interaction in the prognosis of
adult patients.

AUTHOR CONTRIBUTIONS

ZG-A and VA: study conception and design. AN-J, NB,
HI, and MG-G: acquisition of data. LA and GQ: sample
collection and clinical information attainment. NB and JG:
�ow cytometry supervision and material supply. AN-J and
MG-G: analysis and interpretation of data. AN-J, MG-G,
and ZG-A: drafting of manuscript. ZG-A, GQ, JG, and VA:
critical revision.

FUNDING

This work was supported by the Vice-presidency of research
School of Medicine Uniandes -Fundación Santa Fe de Bogotá
(Grant APY-CCEI-F-036 Ethics Committee) to, VA, GQ, and
ZG-A, by the Universidad de los Andes Assistant Professor
Fund (FAPA) P14.160422.007/01 to ZG-A and by the School of
Sciences, Universidad de los Andes (Proyecto Semilla 2017-1)
to MG-G.

ACKNOWLEDGMENTS

We would like to thank Dr. Ana Maria Perdomo and Dr.
Ximena Bonilla for instructions and assistance to perform
�ow cytometry and CSFE cell staining experiments. Also, we
thank Dr. Adolfo Amézquita for his assistance in statistical
analysis, Dr. Susana Fiorentino and Dr. Claudia Urueña from
Ponti�cia Universidad Javeriana and Dr. Marlene Jimenez from
Universidad de Antioquia for providing cell lines and Luisa
Matiz for her help with art design. Finally, we want to thank the
veterinary service of Universidad de los Andes for their guidance
and support.

Frontiers in Oncology | www.frontiersin.org 14 April 2019 | Volume 9 | Article 245



Gacha-Garay et al. Integral Model for Acute Leukemia

REFERENCES

1. Fiegl M. Epidemiology, pathogenesis, and etiology of acute leukemia. In:
Hiddeman W, editor.Handbook of Acute Leukemia.Munich: Adis (2016).

2. Wang X, Huang S, Chen JL. Understanding of leukemic stem
cells and their clinical implications. Mol Cancer. (2017) 16:2.
doi: 10.1186/s12943-016-0574-7

3. Teittinen KJ, Grönroos T, Parikka M, Rämet M, Lohi O. The
zebra�sh as a tool in leukemia research.Leuk Res.(2012) 36:1082–8.
doi: 10.1016/j.leukres.2012.06.001

4. Cruz-Rodriguez N, Combita AL, Enciso LJ, Quijano SM, Pinzon PL, Lozano
OC, et al. High expression of ID family and IGJ genes signature as predictor
of low induction treatment response and worst survival in adult Hispanic
patients with B-acute lymphoblastic leukemia.J Exp Clin Cancer Res.(2016)
35:1–14. doi: 10.1186/s13046-016-0333-z

5. Katz AJ, Chia VM, Schoonen WM, Kelsh MA. Acute lymphoblastic leukemia:
an assessment of international incidence, survival, and disease burden.Cancer
Causes Control.(2015) 26:1627–42. doi: 10.1007/s10552-015-0657-6

6. Faderl S, O'Brien S, Pui CH, Stock W, Wetzler M, Hoelzer D, et al. Adult
acute lymphoblastic leukemia: concepts and strategies.Cancer Am Cancer Soc.
(2010) 116:1165–76. doi: 10.1002/cncr.24862

7. Her Z, Yong KSM, Paramasivam K, Tan WWS, Chan XY, Tan SY, et al. An
improved pre-clinical patient-derived liquid xenograft mouse model foracute
myeloid leukemia.J Hematol.(2017) 10:162. doi: 10.1186/s13045-017-0532-x

8. Boyd S, Arber D. Acute myeloid leukemias. In: Porwit A,
McCullough J, Erber WN, editors.Blood and Bone Marrow Pathology.
2nd Edition. Churchill Livingstone: Elsevier (2011). p. 273–88.
doi: 10.1016/B978-0-7020-3147-2.00018-3

9. Walter RB, Othus M, Burnett AK, Löwenberg B, Kantarjian HM,
Ossenkoppele GJ, et al. Signi�cance of FAB subclassi�cation of
“acute myeloid leukemia, NOS” in the 2008 WHO classi�cation:
analysis of 5848 newly diagnosed patients.Blood. (2013) 121: 2424–31.
doi: 10.1182/blood-2012-10-462440

10. Terwilliger T, Abdul-Hay M. Acute lymphoblastic leukemia: a
comprehensive review and 2017 update.Blood Cancer J.(2017) 7:e577.
doi: 10.1038/bcj.2017.53

11. Shlush LI, Zandi S, Mitchell A, Chen WC, Brandwein JM, Gupta V,et al.
Identi�cation of pre-leukaemic haematopoietic stem cells in acute leukaemia.
Nature.(2014) 506:328–33. doi: 10.1038/nature13038

12. Lu JW, Hsieh MS, Hou HA, Chen CY, Tien HF, Lin LI. Overexpression
of SOX4 correlates with poor prognosis of acute myeloid leukemia
and is leukemogenic in zebra�sh.Blood Cancer J.(2017) 7:e593.
doi: 10.1038/bcj.2017.74

13. Ran D, Schubert M, Pietsch L, Taubert I, Wuchter P, EcksteinV, et al. Aldehyde
dehydrogenase activity among primary leukemia cells is associated with stem
cell features and correlates with adverse clinical outcomes.Exp Hematol.
(2009) 37:1423–34. doi: 10.1016/j.exphem.2009.10.001

14. Schepers K, Campbell TB, Passegué E. Normal and leukemic stem cell niches:
Insights and therapeutic opportunities.Cell Stem Cell.(2015) 16:254–67.
doi: 10.1016/j.stem.2015.02.014

15. Ding Y, Gao H, Zhang Q. The biomarkers of leukemia stem cells in acute
myeloid leukemia.Stem Cell Investig.(2017) 4:19. doi: 10.21037/sci.2017.02.10

16. Januchowski R, Wojtowicz K, Zabel M. The role of aldehyde dehydrogenase
(ALDH) in cancer drug resistance.Biomed Pharmacother.(2013) 67:669–80.
doi: 10.1016/j.biopha.2013.04.005

17. Ye H, Adane B, Khan N, Sullivan T, Minhajuddin M, Gasparetto M, et al.
Leukemic stem cells evade chemotherapy by metabolic adaptation to an
adipose tissue niche article leukemic stem cells evade chemotherapy by
metabolic adaptation to an adipose tissue niche.Stem Cell.(2016) 19:23–37.
doi: 10.1016/j.stem.2016.06.001

18. Hoang VT, Buss EC, Wang W, Ho�mann I, Ra�el S, Zepeda-Moreno A, et al.
The rarity of ALDHCcells is the key to separation of normal versus leukemia
stem cells by ALDH activity in AML patients.Int J Cancer.(2015) 137:525–36.
doi: 10.1002/ijc.29410

19. Blume R, Rempel E, Manta L, Saeed BR, Wang W, Ra�el S, et al. The
molecular signature of AML with increased ALDH activity suggestsa stem
cell origin.Leuk Lymphoma.(2018) 59:2201–10. doi: 10.1080/10428194.2017.
1422862

20. Croker AK, Rodriguez-Torres M, Xia Y, Pardhan S, Leong HS, Lewis JD,
et al. Di�erential functional roles of ALDH1A1 and ALDH1A3 in mediating
metastatic behavior and therapy resistance of human breast cancercells.Int J
Mol Sci.(2017) 18:1–18. doi: 10.3390/ijms18102039

21. Townsend E, Murakami MA, Christodoulou A, Christie AL, KösterJ,
DeSouza TA, et al. The Public Repository of Xenografts (ProXe) enables
discovery and randomized phase II-like trials in mice.Cancer Cell.(2016)
29:1922–2013. doi: 10.1016/j.ccell.2016.03.008

22. Howe K, Clark MD, Torroja CF, Torrance J, Berthelot C, Mu�ato M,
et al. The zebra�sh reference genome sequence and its relationship
to the human genome.Nature. (2013) 496:498–503. doi: 10.1038/nature
12111

23. Phillips JB, Wester�eld M. Zebra�sh models in translational research: tipping
the scales toward advancements in human health.Dis Model Mech.(2014)
7:739–43. doi: 10.1242/dmm.015545

24. Teng Y, Xie X, Walker S, White DT, Mumm JS, Cowell JK. Evaluating
human cancer cell metastasis in zebra�sh.BMC Cancer.(2013) 13:453.
doi: 10.1186/1471-2407-13-453

25. Jing L, Zon LI. Zebra�sh as a model for normal and malignant hematopoiesis.
Dis Model Mech.(2011) 4:433–8. doi: 10.1242/dmm.006791

26. Stoletov K, Kato H, Zardouzian E, Kelber J, Yang J, Shattil S, et al. Visualizing
extravasation dynamics of metastatic tumor cells.J Cell Sci.(2010) 123:2332–
41. doi: 10.1242/jcs.069443

27. Brown HK, Schiavone K, Tazzyman S, Heymann D, Chico TJ. Zebra�sh
xenograft models of cancer and metastasis for drug discovery.Expert Opin
Drug Discov.(2017) 12:379–89. doi: 10.1080/17460441.2017.1297416

28. Xu C, Zon LI. The zebra�sh as a model for human disease. In: Steve P, Ekker
M, Farrell A, Baruner C, editors.Fish Physiology:Zebra�sh.Ontario: Academic
Press (2010). doi: 10.1016/S1546-5098(10)02909-2

29. Gacha-Garay MJ, Akle V, Enciso L, Garavito'Aguilar Z. La leucemia
linfoblástica aguda y modelos animales alternativos para su
estudio en Colombia. Rev Colomb Cancerol.(2017) 21:212–24.
doi: 10.1016/j.rccan.2016.10.001

30. Rudner LA, Brown KH, Dobrinski KP, Bradley DF, Garcia MI, Smith AC, et al.
Shared acquired genomic changes in zebra�sh and human T-ALL.Oncogene.
(2011) 30:4289–96. doi: 10.1038/onc.2011.138

31. Smith AC, Raimondi AR, Salthouse CD, Ignatius MS, Blackburn JS, Mizgirev
IV, et al. High-throughput cell transplantation establishes that tumor-
initiating cells are abundant in zebra�sh T-cell acute lymphoblasticleukemia.
Blood.(2010) 115:3296–303. doi: 10.1182/blood-2009-10-246488

32. Ma D, Zhang J, Lin HF, Italiano J, Handin RI. The identi�cation and
characterization of zebra�sh hematopoietic stem cells.Blood.(2011) 118:289–
97. doi: 10.1182/blood-2010-12-327403

33. Gilbert MJ, Zerulla TC, Tierney KB. Zebra�sh (Danio rerio) as a model for the
study of aging and exercise: physical ability and trainability decrease with age.
Exp Gerontol.(2013) 50:106–13. doi: 10.1016/j.exger.2013.11.013

34. Hall CJ, Flores MV, Crosier KE, Crosier PS. Live imaging early immunecell
ontogeny and function in zebra�shDanio rerio. J Fish Biol.(2008) 73:1833–71.
doi: 10.1111/j.1095-8649.2008.01980.x

35. Liu J, Zhou Y, Qi X, Chen J, Chen W, Qiu G, et al. CRISPR/Cas9 inzebra�sh:
an e�cient combination for human genetic diseases modeling.Hum Genet.
(2017) 136:1–12. doi: 10.1007/s00439-016-1739-6

36. Langenau DM, Feng H, Berghmans S, Kanki JP, Kutok JL, Look AT. Cre lox-
regulated transgenic zebra�sh model with conditional myc-induced T cell
acute lymphoblastic leukemia.Proc Natl Acad Sci USA.(2005) 102:6068–73.
doi: 10.1073/pnas.0408708102

37. Pruvot B, Jacquel A, Droin N, Auberger P, Bouscary D, Tamburini
J, et al. Leukemic cell xenograft in zebra�sh embryo for investigating
drug e�cacy. Haematologica.(2011) 96:612–6. doi: 10.3324/haematol.2010.
031401

38. Blackburn JS, Liu S, Wilder JL, Dobrinski KP, Lobbardi R, Moore FE, et al.
Clonal evolution enhances leukemia-propagating cell frequency in T cell acute
lymphoblastic leukemia through Akt/mTORC1 pathway activation.Cancer
Cell.(2014) 25:366–78. doi: 10.1016/j.ccr.2014.01.032

39. Wolf A, Aggio J, Campbell C, Wright F, Marquez G, Traver D,
et al. Zebra�sh caudal haematopoietic embryonic stromal tissue (CHEST)
cells support haematopoiesis.Sci Rep.(2017) 7:1–12. doi: 10.1038/srep
44644

Frontiers in Oncology | www.frontiersin.org 15 April 2019 | Volume 9 | Article 245



Gacha-Garay et al. Integral Model for Acute Leukemia

40. Guo BH, Feng Y, Zhang R, Xu LH, Li MZ, Kung HF, et al. Bmi-1
promotes invasion and metastasis, and its elevated expression is correlated
with an advanced stage of breast cancer.Mol Cancer. (2011) 10:10.
doi: 10.1186/1476-4598-10-10

41. Avdesh A, Chen M, Martin-Iverson MT, Mondal A, Ong D, Rainey-
Smith S, et al. Regular care and maintenance of a zebra�sh (Danio
rerio) laboratory: an introduction.J Vis Exp.(2012) 69:e4196. doi: 10.379
1/4196

42. Vernot JP, Bonilla X, Rodriguez-Pardo V, Vanegas NP. Phenotypicand
functional alterations of hematopoietic stem and progenitor cells in an in
vitro leukemia-induced microenvironment.Int J Mol Sci.(2017) 18:199.
doi: 10.3390/ijms18020199

43. Schindelin J, Arganda-Carreras I, Frise E, Kaynig V, Longair M, Pietzsch T,
et al. Fiji: an open-source platform for biological-image analysis.Nat Methods.
(2012) 9:676–82. doi: 10.1038/nmeth.2019

44. Trendowski M. Exploiting the inherent metastasis of leukemia to
improve chemotherapeutic approaches.Cell Dev. Biol.(2014) 3:149–63.
doi: 10.4172/2168-9296.1000137

45. Lee JH, Lee JH, Shin YR, Lee JS, Kim WK, Chi HS, et al. Application of
di�erent prognostic scoring systems and comparison of the FAB and WHO
classi�cations in Korean patients with myelodysplastic syndrome.Leukemia.
(2003) 17:305–13. doi: 10.1038/sj.leu.2402798

46. Ran D, Schubert M, Taubert I, Eckstein V, Bellos F, Jauch A, et al.
Heterogeneity of leukemia stem cell candidates at diagnosis of acute myeloid
leukemia and their clinical signi�cance.Exp Hematol.(2012) 40:155–65.
doi: 10.1016/j.exphem.2011.10.005

47. Cheung AM, Wan TS, Leung JC, Chan LY, Huang H, Kwong YL,
et al. Aldehyde dehydrogenase activity in leukemic blasts de�nes
a subgroup of acute myeloid leukemia with adverse prognosis and
superior NOD/SCID engrafting potential.Leukemia.(2007) 21:1423–30.
doi: 10.1038/sj.leu.2404721

48. Venton G, Pérez-Alea M, Baier C, Fournet G, Quash G, Labiad Y,
et al. Aldehyde dehydrogenases inhibition eradicates leukemia stem
cells while sparing normal progenitors.Blood Cancer J.(2016) 6:e469.
doi: 10.1038/bcj.2016.78

49. Mercatali L, La Manna F, Groenewoud A, Casadei R, Recine F, Miserocchi
G, et al. Development of a patient-derived xenofraft (PDX) of breast cancer
bone metástasis in a zebra�sh model.Int J Mol Sci. (2016) 17:E1375.
doi: 10.3390/ijms17081375

50. Marques IJ, Weiss FU, Vlecken DH, Nitsche C, Bakkers J, Lagendijk
AK, et al. Metastatic behaviour of primary human tumours in a
zebra�sh xenotransplantation model.BMC Cancer. (2009) 9:128.
doi: 10.1186/1471-2407-9-128

51. Haldi M, Ton C, Seng WL, McGrath P. Human melanoma cells
transplanted into zebra�sh proliferate, migrate, produce melanin, form
masses and stimulate angiogenesis in zebra�sh.Angiogenesis.(2006) 9:139–51.
doi: 10.1007/s10456-006-9040-2

52. White R, Rose K, Zon L. Zebra�sh cancer: the state of the art and
the path forward. Nat Rev Cancer.(2013) 13:624–36. doi: 10.1038/
nrc3589

53. Chen L, Groenewoud A, Tulotta C, Zoni E, Kruithof-de Julio M, van der Horst
G, et al. A zebra�sh xenograft model for studying human cancer stemcells in
distant metastasis and therapy response.Methods Cell Biol.(2017) 138:471–96.
doi: 10.1016/bs.mcb.2016.10.009

54. Barriuso J, Nagaraju R, Hurlstone A. Zebra�sh: a new companion for
translational research in oncology.Clin Cancer Res.(2015) 21:969–75.
doi: 10.1158/1078-0432.CCR-14-2921

55. Rasighaemi P, Basheer F, Liongue C, Ward AC. Zebra�sh as a model for
leukemia and other hematopoietic disorders.J Hematol Oncol.(2015) 8:29.
doi: 10.1186/s13045-015-0126-4

56. Glass TJ, Lund TC, Patrinostro X, Tolar J, Bowman TV, Zon LI, et al.
Stromal cell – derived factor-1 and hematopoietic cell homing in an adult
zebra�sh model of hematopoietic cell transplantation.Blood.(2011) 118:766–
75. doi: 10.1182/blood-2011-01-328476

57. Traver D, Winzeler A, Stern HM, Mayhall EA, Langenau DM,
Kutok JL, et al. E�ects of lethal irradiation in zebra�sh and rescue
by hematopoietic cell transplantation.Blood. (2004) 104:1298–305.
doi: 10.1182/blood-2004-01-0100

58. Berens EB, Sharif GM, Wellstein A, Glasgow E. Testing the vascular invasive
ability of cancer cells in zebra�sh (Danio rerio). J Vis Exp.(2016) 48:923–30.
doi: 10.3791/55007

59. Cui C, Benard EL, Kanwal Z, Stockhammer OW, van der Vaart
M, Zakrzewska A, et al. Infectious disease modeling and innate
immune function in zebra�sh embryos.Methods Cell Biol.(2011)
105:273–308. doi: 10.1016/B978-0-12-381320-6.00012-6

60. Moshal KS, Ferri-Lagneau KF, Haider J, Pardhanani P, Leung T.
Discriminating di�erent cancer cells using a zebra�shin vivo assay.
Nat. Med.(2013) 3:1359–70. doi: 10.3390/cancers3044102

61. van der Ent W, Burrello C, Teunisse AF, Ksander BR, van der Velden PA,
Jager MJ, et al. Modeling of human uveal melanoma in zebra�sh xenograft
embryos.Invest Ophthalmol Vis Sci.(2014) 55:6612–22. doi: 10.1167/iovs.14-
15202

62. Benyumov AO, Hergert P, Herrera J, Peterson M, Henke C, Bitterman
PB. A novel zebra�sh embryo xenotransplantation model to study primary
human �broblast motility in health and disease.Zebra�sh. (2012) 9:38–43.
doi: 10.1089/zeb.2011.0705

63. Xu W, Foster BA, Richards M, Bondioli KR, Shah G, Green CC.
Characterization of prostate cancer cell progression in zebra�sh
xenograft model. Int J Oncol. (2018) 52:252–60. doi: 10.3892/ijo.
2017.4189

64. Corkery DP, Dellaire G, Berman JN. Leukaemia xenotransplantation in
zebra�sh – chemotherapy response assayin vivo.pdf. Br J Hematol.(2011)
153:786–89. doi: 10.1111/j.1365-2141.2011.08661.x

65. Kato I, Niwa A, Heike T, Fujino H, Saito MK, Umeda K, et al.
Identi�cation of hepatic niche harboring human acute lymphoblastic
leukemic cells via the SDF-1/CXCR4 axis.PLoS ONE.(2011) 6:e27042.
doi: 10.1371/journal.pone.0027042

66. de Rooij D, Polak R, van den Berk LCJ, Stalpers F, Pieters R, den
Boer ML. Acute lymphoblastic leukemia cells create a leukemic niche
without a�ecting the CXCR4/CXCL12.Haematologica.(2017) 37:187–90.
doi: 10.3324/haematol.2016.159517

67. Sacco A, Roccaro AM, Ma D, Shi J, Mishima Y, Moschetta M, et al.Cancer cell
dissemination and homing to the bone marrow in a zebra�sh model.Cancer
Res.(2016) 463–72. doi: 10.1158/0008-5472.CAN-15-1926

68. Tobia C, Gariano G, De Sena G, Presta M. Zebra�sh embryo as a toolto study
tumor/endothelial cell cross-talk.Biochim Biophys Acta.(2013) 1832:1371–7.
doi: 10.1016/j.bbadis.2013.01.016

69. Tang Q, Moore JC, Ignatius MS, Tenente IM, Hayes MN, GarciaEG,
et al. Imaging tumour cell heterogeneity following cell transplantation into
optically clear immune-de�cient zebra�sh.Nat Commun.(2016) 7:10358.
doi: 10.1038/ncomms10358

70. Fior R, Póvoa V, Mendes RV, Carvalho T, Gomes A, Figueiredo N,
et al. Single-cell functional and chemosensitive pro�ling of combinatorial
colorectal therapy in zebra�sh xenografts.Proc Natl Acad Sci USA.(2017)
114:E8234–43. doi: 10.1073/pnas.1618389114

71. Labelle M, Hynes RO. The initial hours of metastasis: the importance
of cooperative host-tumor cell interactions during hematogenous
dissemination.Cancer Discov.(2012) 2:1091–9. doi: 10.1158/2159-8290.CD-
12-0329

72. Zhang B, Shimada Y, Hirota T, Ariyoshi M, Kuroyanagi J, NishimuraY,
et al. Novel immunologic tolerance of human cancer cell xenotransplants
in zebra�sh. Transl Res.(2016) 170:89–98.e3. doi: 10.1016/j.trsl.2015.
12.007

73. Perlin JR, Robertson AL, Zon LI. E�orts to enhance blood stem cell
engraftment: Recent insights from zebra�sh hematopoiesis.J Exp Med.(2017)
214:2817–27. doi: 10.1084/jem.20171069

74. Tamplin OJ, Durand EM, Carr LA, Childs SJ, Hagedorn EJ, Li P,
et al. Hematopoietic stem cell arrival triggers dynamic remodeling of
the perivascular niche.Cell. (2015) 160:241–52. doi: 10.1016/j.cell.2014.
12.032

75. Tulotta C, Stefanescu C, Beletkaia EA, Bussmann J, Tarbashevich K, Schmidt
T, et al. Title Inhibition of cross-species CXCR4 signaling by thesmall
molecule IT1t impairs triple negative breast cancer early metastases in
zebra�sh Summary statement CXCR4-expressing human tumor cells respond
to zebra�sh cognate ligands and initiate.Dis Model Mech.(2016) 9:141–53.
doi: 10.1242/dmm.023275

Frontiers in Oncology | www.frontiersin.org 16 April 2019 | Volume 9 | Article 245



Gacha-Garay et al. Integral Model for Acute Leukemia

76. Anderson K, Lutz C, van Delft FW, Bateman CM, Guo Y, Colman SM, et al.
Genetic variegation of clonal architecture and propagating cells inleukaemia.
Nature.(2011) 469:356–61. doi: 10.1038/nature09650

77. Eppert K, Takenaka K, Lechman ER, Waldron L, Nilsson B, van
Galen P, et al. Stem cell gene expression programs in�uence clinical
outcome in human leukemia.Nat Med. (2011) 17:1086–93. doi: 10.1038/
nm.2415

78. O'Donnell MR, Tallman MS, Abboud CN, Altman JK, Appelbaum FR,
Arber DA, et al. Acute myeloid leukemia, Version 3.2017, NCCN clinical
practice guidelines in oncology.J Natl Compr Cancer Netw.(2017) 15:926–57.
doi: 10.6004/jnccn.2017.0116

79. Ebben JD, Treisman DM, Zorniak M, Kutty RG, Clark PA, Kuo
JS. The cancer stem cell paradigm: a new understanding of tumor
development and treatment.Expert Opin Ther Targets.(2010) 14:621–32.
doi: 10.1517/14712598.2010.485186

80. Padilha SL, Souza EJ, Matos MC, Domino NR. Acute myeloid leukemia:
survival analysis of patients at a university hospital of Paraná. Rev Bras
Hematol Hemoter.(2015) 37:21–7. doi: 10.1016/j.bjhh.2014.11.008

Con�ict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or �nancial relationships that could
be construed as a potential con�ict of interest.

Copyright © 2019 Gacha-Garay, Niño-Joya, Bolaños, Abenoza, Quintero, Ibarra,
Gonzalez, Akle and Garavito-Aguilar. This is an open-accessarticle distributed
under the terms of the Creative Commons Attribution License(CC BY). The use,
distribution or reproduction in other forums is permitted, provided the original
author(s) and the copyright owner(s) are credited and that the original publication
in this journal is cited, in accordance with accepted academic practice. No use,
distribution or reproduction is permitted which does not comply with these terms.

Frontiers in Oncology | www.frontiersin.org 17 April 2019 | Volume 9 | Article 245


