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Increased expression of specific ATP-binding cassette (ABC)
transporters is known to mediate the efflux of chemotherapeu-
tic agents from cancer cells. Therefore, establishing how ABC
transporter genes are controlled at their transcription level may
help provide insight into the role of these multifaceted trans-
porters in the malignant phenotype. We have investigated ABC
transporter gene expression in a large neuroblastoma data set of
251 tumor samples. Clustering analysis demonstrated a strong
association between differential ABC gene expression patterns
in tumor samples and amplification of the MYCN oncogene,
suggesting a correlation with MYCN function. Using expression
profiling and chromatin immunoprecipitation studies, we show
that MYCN oncoprotein coordinately regulates transcription of
specificABC transporter genes, by acting as either an activator or a
repressor. Finally, we extend these notions to c-MYC showing that
it can also regulate the same set ofABC transporter genes in other
tumorcells throughsimilardynamics.Overall our findingsprovide
insight intoMYC-drivenmolecularmechanisms that contribute to
coordinate transcriptional regulation of a large set of ABC trans-
porter genes, thus affecting global drug efflux.

Chemoresistance can be due to several cellular mechanisms,
including those related to the altered activity of specific ATP-

binding cassette (ABC)6 drug transporters that shuttle hydro-
phobic lipophilic compoundsacross cellmembranes inanATP-
dependent manner (1, 2). ABC transporter genes are highly
conserved among evolutionarily distant species such as yeast
and mammals. There are 48 functional ABC genes in Homo
sapiens classified into seven subfamilies from A to G (3).
ABCB1, also namedMDR1, is the prototype of this gene super-
family, and its deregulation has been linked to a drug resistance
phenotype in several types of cancers (4). Neuroblastoma is the
most common solid cancer in childhood accounting for �10%
of all pediatric cancers (5) and is characterized by a heteroge-
neous clinical behavior that ranges from spontaneous regres-
sion in a small proportion of cases to rapid progression and
resistance to pharmacological treatment with fatal outcome.
Patients affected by this tumor often show a multiple drug-
resistant phenotype, and although many high risk neuroblas-
toma tumors initially respond to the first cycles of intensive
chemotherapy, they frequently become refractory to treatment
as the disease progresses. At present, patient risk classification
includesMYCN gene amplification, deletions of chromosomal
material on 1p and 11q23 (6), gain of 17q (7), tumor stage, and
age of the child at diagnosis (8, 9). Amplification leading to
overexpression of theMYCN oncogene is present in �25–30%
of primary untreated neuroblastoma and is associated with
advanced stage disease, rapid progression, and unfavorable
prognosis (10, 11). Recent studies have shown that ABC trans-
porters other than ABCB1 may be important for the chemore-
sistance phenotype of neuroblastoma. We have previously
shown, both retrospectively and prospectively, that ABCC1 is a
powerful independent prognostic marker in neuroblastoma
(12, 13), with high levels of ABCC1 expression being strongly
associated with reduced survival and event-free survival.
ABCC4, another member of the ABCC subfamily, was also
shown to be overexpressed in primary neuroblastoma tumors,
and its overexpression has been significantly correlated with
MYCN amplification and ABCC1 expression. Like ABCC1,
high ABCC4 expression also correlated with poor clinical out-
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come in neuroblastoma (14). Consequently, the dissection of
themolecular mechanisms underlying transcription regulation
of ABC genes should enhance the understanding and predic-
tion of drug response as also recently proposed by Gottesman
and co-workers (15). However, most such mechanistic studies
have focused on theABCB1/MDR1 gene (16), and very few data
have been collected on the transcriptional regulation of other
ABC genes in normal and tumor tissues.

In this study we have investigated the role andmechanism of
action of MYCN in transcriptional control of the entire set of
human ABC transporter genes. Our findings show that MYCN
can coordinate transcription of a large set ofABC genes. More-
over, coordinate regulation of ABC genes by MYCN also
extends to an overlapping pattern of regulation of ABC family
genes by c-MYC in a variety of c-MYC-driven tumor cell types.
An increased level of MYC oncogene expression in tumor cells
may trigger alteredABC transporter expression, hence contrib-
uting to the control of drug and physiological substrate efflux in
cancer cells. Overall, in this study we identified a specific tran-
scription signature of ABC transporter genes dictated by MYC
oncoproteins that may provide additional value to the under-
standing of how a chemoresistance phenotype is established
during cancer progression.

EXPERIMENTAL PROCEDURES

Cell Culture—Human neuroblastoma SHEP, human breast
cancer MCF-7 cells, and human SJ-G2 glioblastoma cells were
cultured in Dulbecco’s modified Eagle’s medium containing
10% heat-inactivated fetal bovine serum and 50 mg/ml genta-
mycin. Human neuroblastoma SK-N-BE(2)C, SH-SY5Y,
LAN-1, and SK-N-SH cells were cultured in RPMI medium
1640 containing 20% fetal bovine serum and 50 mg/ml genta-
mycin. Human TET21/N cells were derived from SHEP neuro-
blastoma cell line and expressMYCN under the control of tet-
racycline (tet-off).
Specifically, the human neuroblastoma cell line SHEP was

transfected with two plasmids, pUHD15-1, that contains the
tTA transactivator gene under the control of the human cyto-
megalovirus promoter, and pSV2neo, that confers neomycin
resistance. Cloneswere selected in the presence of 200�g/ml of
G418. Independent clones were isolated and subsequently
cotransfected with the plasmids pHUD10–3/MYCN, which
contains a partial human MYCN cDNA and lacks the major
portion of the noncoding exon I, and pHMR272, which pro-
vides resistance against hygromycin. Cell clones resistant to
both G418 and hygromycin (90 �g/ml) were recovered and
analyzed for tetracycline-dependent expression ofMYCN. The
TET21/N cells were grown in Dulbecco’s modified Eagle’s
medium containing L-glutamine (2mM), 50mg/ml gentamycin,
and 10% heat-inactivated tetracycline-free fetal bovine serum.
The TET21/N cells were treated with tetracycline at a final
concentration of 2 �g/ml for the indicated time (17, 18).

Human P493-6 cells were derived from the EREB2-5 lym-
phoblastoid cell line and express c-MYC under the control of
tetracycline (tet-off). The P493-6 cells were grown in RPMI
1640 medium containing L-glutamine (2 mM), 50 mg/ml genta-
mycin, and 10% heat-inactivated tetracycline-free fetal bovine

serum. The P493-6 cells were treated with tetracycline at a final
concentration of 0.1 �g/ml for indicated time indicated (19).
Gene Expression Analysis—RNA samples were prepared

using Tri-Reagent (Sigma) and treated with DNase (DNA-
freeTM; Ambion). Reverse transcription and PCR were per-
formed using a SuperScript reverse transcription-PCR kit
(Invitrogen). Real time quantitative PCR (RQ-PCR) was per-
formed using iQTM SYBR Green Supermix and the iQCycler
thermocycler (Bio-Rad). Primers for RQ-PCR are listed in
supplemental Table S1.
Chromatin Immunoprecipitation (ChIP) Assay—ChIP and

dual ChIP cross-linking were performed as previously
described (20, 21). The antibodies employed in this study were:
IgG (Santa Cruz sc-2027); MYCNmonoclonal antibody B8.4.B
(22), c-MYC (Santa Cruz N-262); MAX (Santa Cruz C-17), and
Sp1 (Upstate 07–124). Specific pairs of primers used for quan-
titative ChIP are listed in supplemental Table S2.
Luciferase Assay—The pGL3-basic and Renilla-TK vectors

were obtained from Promega. Promoters of selected ABC
transporter genes were obtained using PCR and cloned into the
pGL3-basic vector. The activity of firefly or Renilla luciferase
wasmeasuredwith a dual luciferase assay kit (Promega) accord-
ing to the instructions.
Site-specific Mutagenesis—Mutagenesis of Sp1-binding sites

on the ABCC3 promoter was performed with a QuikChange
multisite-directed mutagenesis kit (Stratagene) according to
the manufacturer’s instructions. The oligonucleotides used for
site-directed mutagenesis are listed in supplemental Fig. S5.
Immunoblotting Analysis—Western blots were performed as

previously described (12). The antibodies used were against
MYCN (Oncogene OP13); �-actin (A2066; Sigma Aldrich);
ABCC1 (Alexis Biochemicals), ABCC3 (M3II-21; Abcam
ab3376), ABCC4 (Alexis Biochemicals), c-MYC (9E10; Santa
Cruz), and �-tubulin (Sigma).
Analysis of Drug Sensitivity—Cell survival was measured by

the 3-(4,5-dimethylthiazol-2-yl)-2,5-diphenyltetrazolium bro-
mide assay as described previously (15).
Efflux Assay—The efflux assay was performed with a multi-

drug resistance direct dye efflux kit assay (Millipore) following
the manufacturer’s instructions.
Statistical Methods—Survival analyses for the 23ABC family

genes obtained from a publicly available microarray database
(22) were performed according to the method of Kaplan and
Meier. Expression data for each gene was defined as either
“high” or “low” using the median, upper, and lower quartiles,
and upper and lower deciles as cut points. Expression data for
those genes showing prognostic significance (p � 0.05) were
subjected to unsupervised k-means clustering using the Cluster
3 program, and the results were visualized using TreeView soft-
ware. Student’s t tests were used to compare data between
groups, and p values less than 0.05 were considered statistically
significant.

RESULTS

A Specific Transcription Signature of ABC Transporter Genes
Correlates with MYCN Amplification and Reduced Survival in
Neuroblastoma—To understand whether the transcription
profiles of multiple human ABC genes are relevant for predict-

Myc Family Regulation of ABC Transporter Genes
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ing clinical outcome in neuroblastoma, we conducted a met-
analysis of ABC gene expression in a publicly available data set
containing clinical and gene expression data for 251 primary
neuroblastoma samples described by Oberthuer et al. (23). The
microarray contained 10,163 oligonucleotide probes, some of
which matched 23 ABC drug transporter genes. Thus, the
expression data for the 23 ABC genes were extracted and ana-
lyzed separately for risk stratification. A Kaplan-Meier plot was
generated for each individual ABC gene and used to estimate
survival for the 251 patients based on the expression level of the
gene in tumor samples. Fifteen of the 23 ABC genes demon-
strated prognostic significance following dichotomization of
the expression levels around either the upper or the lower quar-
tile with the exception of ABCF2, which became significant
when analyzed at the upper decile (supplemental Fig. S1). For
example, high levels of ABCA12, ABCB6, ABCB7, ABCC1,
ABCC4, ABCE1, ABCF2, and ABCG8 were strongly associated
with reduced survival. In contrast, low levels rather than high
levels of ABCA1, ABCA6, ABCA9, ABCC3, ABCD1, ABCG1,
and ABCG2 correlated with reduced survival (supple-
mental Fig. S1). This result remained significant even when the
upper/lower decile and sometimesmedianwere also used as cut
points for dichotomization, with p values that ranged from 0.04
to �0.0001 (data not shown). The remaining eight ABC family
genes analyzed showed no prognostic significance, regardless
of the cut point used (data not shown). Expression data for the
15 genes demonstrating prognostic significance were analyzed
using the Cluster 3 program (24). Tumors were grouped using
unsupervised k-means clustering, based only on the similarity
of expression patterns without taking into account any clinical
variables such as MYCN amplification status or outcome.
Essentially no tumors were identified that had high expression
of all of the ABC transporter genes analyzed. However, the 251
tumors clearly partitioned into three groups as shown in Fig.
1A. Cluster 1 contained tumors that had high expression of
approximately half of the ABC transporter genes and low
expression of the remainder. Analysis of clinical parameters of
the patients in this cluster indicated that Cluster 1 contained
the majority of tumor samples from patients with amplified
MYCN and with reduced survival (Fig. 1B), suggesting that the
expression profile of this 15-ABC gene set may correlate with
MYCN function. Thus, of the 67 patients in Cluster 1, 31 had
amplification of theMYCN oncogene in their tumors, whereas
only two of the remaining 184 patients in Clusters 2 and 3 had
MYCN-amplified tumors. Cluster 2, which contained tumors
with high expression of a small number ofABC genes that were
expressed at low levels in Cluster 1 patients, as well as low levels
ofmost otherABC genes, was found to include only one patient
withMYCN amplification, and only three of the 48 patients in
this cluster had died, by comparison with 23 of the 67 patients
fromCluster 1 (Fig. 1B;p� 0.0001). Cluster 3 contained tumors
that had uniformly low expression of allABC transporter genes
analyzed, and the majority of these patients also had good clin-
ical outcome (Fig. 1B). Taken together these observations
reveal a possible causal link between MYCN function and the
expression of this specific set of ABC transporter genes.

MYCN Regulates mRNA Expression of a Large Set of ABC
Transporter Genes—To determine whether the MYCN onco-
protein transcriptionally regulates specific ABC transporters,
we examined the expression of all 48 ABC transporter genes in
MYCN-inducible TET21/N human neuroblastoma cells (17).
ABC transporter gene expression was measured by real time
PCR and correlated with the level ofMYCN (Fig. 2, upper panel
and supplemental Table S3). The Cluster 3 program (24) was
used to group transcription profiles of individual ABC genes as
a function of their response to MYCN activity (Fig. 2, lower
panel). Based on their transcription profile the ABC genes
could be classified into four distinct groups: (i) genes positively
regulated by MYCN; (ii) genes negatively regulated by MYCN;
(iii) genes expressed but unresponsive to MYCN expression;
and (iv) genes not expressed.With regard to the 15-gene signa-
ture identified in Fig. 1, four genes (ABCA9, ABCA12, ABCG1,
and ABCG8) were found not to be expressed in the TET21/N
cells; however, the pattern of expression of the remaining genes
observed in MYCN amplified tumor samples (Cluster 1, Fig.
1A) essentiallymatched that seen following down-regulation of
MYCN in the TET21/N cells (Table 1). Thus, genes that were
seen to be down-regulated in most MYCN amplified tumors
(Fig. 1) were up-regulated in TET21/N cells following suppres-
sion of MYCN expression and vice versa. Although ABCA12
was the most strongly expressed gene in the tumor samples of
Cluster 1, it was not expressed in TET/21N cells. Thus, to verify
whether ABCA12 transcription can be affected by MYCN, we
analyzed its expression in SK-N-BE(2)C human neuroblastoma
cells in which MYCN expression was silenced using MYCN-
specific siRNA (supplemental Fig. S2A). The results show that
ABCA12 expression correlated with that of MYCN, suggesting
thatABCA12may also be a target ofMYCN transcriptional activ-
ity (supplemental Fig. S2B).With the exception of theABCB6 and
ABCG2 genes, our data show that a significant number of ABC
transporter genes appear to respond toMYCNactivity in both cell
lines and tumors (Table 1). Furthermore, this study ofABC trans-
porter gene expression in TET21/N cells revealed additional,
potentiallyMYCN-regulated genes that hadnot been examined in
theOberthuer study, includingABCA2,ABCB9,ABCB10,ABCF1,
and ABCF3, which were positively regulated by MYCN, and
ABCA7,ABCD2, andABCG4,whichappeared tobesuppressedby
MYCN (Fig. 2, lower panel).
MYCN Is a Direct Transcriptional Regulator of Many ABC

Transporter Genes—To investigate the role of MYCN in the
regulation of ABC transporter genes, the promoter regions of
those genes that responded to MYCN were bioinformatically
scanned for putative MYC binding sites. MYC proteins can
preferentially bind to a six-base pair canonical palindrome or
E-box sequence, CACGTG, as well as other noncanonical
sequences including CATGTG and CACGCG. MYC binding
sites are often close to the transcription start site and in the
context of CpG-rich unmethylated DNA regions of 1–2 kb in
length (25, 26). Based on this knowledge, promoter regions
from �2000 to �2000 base pairs with respect to the transcrip-
tion start site were considered for analysis. As shown in Fig. 3A,
the promoter regions of most of the ABC genes positively reg-
ulated byMYCN carry one or more E-box sites, the majority of
which are located around the predicted transcription start site

Myc Family Regulation of ABC Transporter Genes
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(Fig. 3A, left panel). No E-box sites were identified in the
ABCB7,ABCD3, andABCF3 gene promoters (data not shown),
suggesting thatMYCNmay control their transcription through
alternative mechanisms. For those genes carrying at least one
potential MYC binding site, we examined physical association
of MYCN with the gene promoters by ChIP assay in TET21/N
cells. With the exception of the ABCB1 gene, the promoters of

all such genes were directly bound by MYCN, as well as its
dimerization partner, MAX (Fig. 3A, left panel). Because
ABCA12 expression appeared to be regulated by MYCN in
SK-N-BE(2)C cells, we tested promoter binding by MYCN in
this cell line. No binding, however, was observed (sup-
plemental Fig. S2C), suggesting that ABCA12 and ABCB1may
be secondary targets of MYCN activity. As expected, positive

FIGURE 1. Combined expression of ABC transporter genes predicts cumulative survival in 251 patients with neuroblastoma. A, k-Means cluster analysis
of ABC genes in primary neuroblastoma tumors. Expression profiles of 15 ABC transporter genes demonstrating prognostic significance following survival
analysis in 251 primary neuroblastoma tumors were clustered into three groups using the Cluster 3 program and unsupervised k-means clustering. The rows
represent the genes (indicated on the right side), whereas the columns represent patient samples. The levels of gene expression as log values are shown ranging
from green (�1.0) to red (1.0). The red bars above the samples indicate those tumors displaying MYCN amplification. B, Kaplan-Meier survival analysis of these
clusters revealed that the gene expression signature of the patients in Cluster 1 correlated with a significantly increased risk of death when compared with
Cluster 2 or 3 (p � 0.0001).

Myc Family Regulation of ABC Transporter Genes
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ChIP results were dependent on MYCN expression
(supplemental Fig. S3). When ChIP was performed for several
genes that did not respond to MYCN, no promoter association
was observed, confirming that only a subset ofABC transporter
genes are direct MYCN targets (Fig. 3A,middle panel). Impor-
tantly, for those ABC promoter regions bound by MYCN, the
extent of fold enrichment was comparable with that ofAPEX-1,
a well knownMYC target gene (25) (Fig. 3B), indicating that the
MYCN-MAX complex is strongly bound to these promoters.
We also investigated the role of MYCN in transcriptional
repression of ABC genes. We recently found that MYCN can
repress transcription of the TG2 gene in neuroblastoma

through interactionwith Sp1 (27). Based on these findings, pro-
moters from the five most strongly MYCN-repressed ABC
genes (ABCA1, ABCA6, ABCA7, ABCC3, and ABCD2) were
analyzed by dual cross-linking ChIP assay (20) to investigate
whether MYCN and MAX proteins physically associate with
theseABC promoters via Sp1. For each promoter we tested any
regions bearing the predicted Sp1 binding sequences (28),
which were usually proximal to or inclusive of the transcription
start site, alongwith at least one other, selected 1–2 kb from the
transcription start site, as a negative control of the ChIP reac-
tion. Surprisingly, the results showed that MYCN exclusively
associates with the ABCC3 core promoter region, suggesting
that ABCC3 is the sole gene among those analyzed that may be
directly repressed byMYCN (Fig. 3A, right panel). Sp1 was also
bound to theABCC3promoter, thus reinforcing the notion that
MYCNmay associatewith theABCC3 promoter through inter-
action with the Sp1 transcription factor as previously described
(27). The fact, however, that ABCA1, ABCA6, ABCA7, and
ABCD2 were negatively regulated by MYCN, although their
promoters were not bound by MYCN (supplemental Fig. S4),
suggests that these genes may be secondary targets of MYCN
transcriptional activity or repressed throughMYC-driven tran-
scriptional mechanisms not yet revealed.
MYCN Is Required to Activate or Repress ABC Gene

Transcription—To further determine whether MYCN is
indeed required to activate or repress transcription, individual
ABC gene promoters found to be bound byMYCNwere cloned
upstreamof a luciferase reporter gene, and activitywas tested in
TET21/N cells as a function of MYCN expression. For each of
these gene promoters (ABCA2, ABCB9, ABCB10, ABCC1,
ABCC4,ABCE1,ABCF1,ABCF2, andABCG2), luciferase activ-
ity was dependent onMYCN expression (Fig. 4A, left panel). As
expected, the promoters of transporter genes that showed no
binding to MYCN in ChIP assays (ABCA10, ABCC2, ABCC5,
ABCC9, and ABCC10) did not showMYCN-dependent reporter
activity (Fig. 4A, right panel). By contrast, activity of the ABCC3
gene promoter was specifically repressed by MYCN (Fig. 4B). In
this case, we also tested whether MYCN requires Sp1 sites to
repress transcription by generating three variants of the ABCC3

FIGURE 2. MYCN regulates transcription of ABC transporter genes in
TET21/N neuroblastoma cells. Modulation of MYCN expression by tetracy-
cline (TET) in TET21/N cells was monitored by Western blot (upper panel).
Cluster 3 was used to generate an image map showing expression levels of
ABC genes as a function of tetracycline treatment time, relative to expression
at time 0 and processed in log space. Hierarchical clustering on each axis used
the average-linkage algorithm, and distance measures are based on Pearson
correlation. Green indicates genes positively regulated by MYCN, whereas red
indicates those negatively regulated (lower panel).

TABLE 1
Concordance of the expression pattern of ABC transporter genes as a
function of MYCN amplification or expression
H, high expression; L, low expression; NE, no expression; NS, no significant differ-
ence in expression; Y, concordance of expression profiles betweenOberthuer’s data
set and TET21/N cells.

ABC
genes

Cluster1
MYCN

amplified

Cluster2/3
single copy
MYCN

Tet (�)
MYCN

Tet (�)
MYCN

Concordance
of expression

A1 L H L H Y
A6 L H L H Y
A9 L H NE NE
A12 H L NE NE
B6 H L NS NS
B7 H L H L Y
C1 H L H L Y
C3 L H L H Y
C4 H L H L Y
D1 L H L H Y
E1 H L H L Y
F2 H L H L Y
G1 L H NE NE
G2 L H H L
G8 H L NE NE
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promoter mutated in some or all of the Sp1 regulatory elements
(supplemental Fig. S5 and Fig. 4B). As the results in Fig. 4B dem-
onstrate, the partial or complete mutagenesis of the Sp1 binding
sites was sufficient to reduce or ablateMYCN repressive function.

ABC Transporter Gene Expression Levels Correlate with the
Level of MYCN in Neuroblastoma Cell Lines—Transcription
profiles of ABC transporter genes putatively regulated by
MYCN were determined in a range of neuroblastoma cell lines

FIGURE 3. MYCN associates with the promoters of multiple ABC gene family members. A, quantitative ChIP was applied to TET21/N cells expressing MYCN.
Fold enrichment is relative to the preimmune serum. The results represent the means � S.E. of five independent ChIP experiments in which each region was
amplified by RQ-PCR in triplicate � S.E. Bent arrow, transcription start site; gray arrow, canonical E-box; black arrow, noncanonical E-box; open boxes, amplicons
indicated with a capital letter. The chromosome and coordinates (bp) are also given (left and middle panel). Dual cross-linking ChIP for the ABCC3 gene promoter
using MYCN, MAX, or Sp1 antibodies. The results represent the means � S.E. of three independent ChIP experiments (right panel). B, quantitative ChIP and
quantitative dual cross-linking ChIP was performed for APEX-1 and p21CIP/WAF, respectively.
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and correlated with the level of MYCN expression. SK-N-
BE(2)-C and LAN-1 cells express high levels ofMYCN,whereas
SH-SY5Y, SK-N-SH, and SHEP cells express relatively low lev-
els of theMYCNprotein (Fig. 5A, upper panel). Cluster analysis
of gene expression across these five cell lines (supplemental
Table S4) revealed that expression of many of the ABC trans-
porters positively correlated with that of MYCN, with ABCA2,
ABCB9, ABCC1, ABCC4, and ABCG2 showing particularly
close correlation, whereas ABCC3 expression negatively corre-
lated with that of MYCN (Fig. 5A, lower panel).
A similar correlation was observed when ABC protein

expression in response to MYCN modulation was examined.
For this purpose we chose to analyze two genes positively reg-
ulated by MYCN (ABCC1 and ABCC4) and one that was nega-
tively regulated (ABCC3). As shown in Fig. 5B, ABCC1 and
ABCC4 displayed significantly increased protein levels follow-
ing induction ofMYCNoncoprotein inTET21/Ncells, whereas
the negatively regulated ABCC3 gene exhibited significantly
decreased levels following MYCN induction.

MYCN Overexpression Affects Drug Efflux Because of ABC
Transporters in Neuroblastoma Cell Lines—To study the influ-
ence ofMYCNondrug efflux and chemoresistance, we selected
the same panel of neuroblastoma cell lines, which differ in
terms of either expressing MYCN at a high level (LAN-1,
LAN-5, and SK-N-BE(2)-C) or at a relatively low level (SH-
SY5Y, SK-N-SH, and SHEP). We used the 3-(4,5-dimethylthi-
azol-2-yl)-2,5-diphenyltetrazolium bromide assay to test cell
viability upon exposure to different chemotherapeutics, several
of which are commonly used in the treatment of intermediate
and high risk neuroblastoma. Neuroblastoma cell lines were
grown in medium supplemented with increasing concentra-
tions of vincristine, doxorubicin, camptothecin, and paclitaxel.
Following 72 h of continuous exposure to each compound, the
three cell lines with amplification/overexpression of MYCN
displayed survival at an IC50 from five to ten times higher than
the neuroblastoma cell lines expressing basal levels of MYCN
(Fig. 6A). To determine whether the increased resistance
observed in association withMYCN amplification/overexpres-

FIGURE 4. MYCN regulates transcription from ABC promoters in a transient transfection assay. A, firefly luciferase activity was determined following
transfection of reporter constructs into TET21/N cells, in the presence (�tet) or absence (�tet) of MYCN. Bent arrow, transcription start site. The cloned DNA
region (bp) is indicated below the promoter map. B, luciferase assay of wt and mutated ABCC3 reporter vectors. The results are the means � S.E. of three
independent transfections. Fragment coordinates are expressed relative to the transcription start point.
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sion is associated with increased efflux activity of ABC trans-
porters, the accumulation of two dyes, rhodamine and DiOC2,
was evaluated in TET21/N as function of MYCN expression.
DiOC2 is a substrate highly specific for ABCB1/MDR1, is
weakly transported byABCG2/BCRP, and is not transported by
the related multidrug resistance protein MRP1. On the con-
trary, rhodamine 123 is effluxed by MDR1 and MRP1, repre-
senting a more broad indicator of total cell efflux activity. The
functional activity of MDR1, MRP1, and BCRP transporters
was measured as accumulation of fluorescence by flow cytom-
etry. Consistentwith the data obtained in the cytotoxicity assay,
the accumulation of DiOC2 and rhodamine is highly reduced
following MYCN induction (Fig. 6B), suggesting that MYCN
overexpression resulted in a significant increase of cellular
efflux activity. However, in the presence of vinblastine, a com-
petitive inhibitor of MRP1 andMDR1, the induction of MYCN
expression no longer affected the accumulation of the two dyes,
indicating how MYCN can influence cellular efflux and drug
response through altering the expression levels of specific ABC
transporters.
Transcriptional Regulation of ABC Transporter Genes by

c-MYC Parallels That of MYCN—Although c-MYC and
MYCN are expressed at different times during development
and in distinct tissues, genetic evidence suggests considerable
overlap in the spectrumof their target genes (29). To investigate
whether c-MYC can regulate transcription of the same ABC
genes asMYCN, we analyzed the transcription ofABC genes in
P493-6 lymphoblastoid cells, as a function of c-MYC expres-
sion. Expression levels of the 48 ABC drug transporter genes
were monitored in P493-6 cell lines (supplemental Table S5)
where c-MYC expression can be silenced after treatment with
tetracycline (19) (Fig. 7A, upper panel).ABC gene transcription

profiles were determined by
RQ-PCR and then clustered into
different groups as a function of
their response to c-MYC expression
(Fig. 7A, lower panel). The results
showed that c-MYC can regulate a
large number of ABC transporter
genes with dynamics that resemble
those dictated by MYCN. Compari-
son of theABC gene expression pro-
files of TET21/N and P493-6 cells
revealed that 26 family members
were expressed at detectable levels
in both cell lines. Importantly, we
found that all but one of the genes
clearly up-regulated by c-MYCwere
also up-regulated, either directly or
indirectly, by MYCN in TET21/N
cells or associated with MYCN
amplification in neuroblastoma tu-
mors (Fig. 7B). Similarly, several
MYCN repressed genes were also
repressed by c-MYC in P493-6 cells.
Furthermore, as shown by ChIP
studies in P493-6 cells, we could
demonstrate that inmost cases such

regulation occurred by direct binding of c-MYC to ABC gene
promoters (supplemental Fig. S6), thus showing complete con-
cordance between the c-MYCandMYCNregulatedABC trans-
porter genes among tested cell lines and the Oberthuer tumor
panel. In cases where discrepancies in gene expression and
ChIP profiles among cell lines or the panel of tumors were
observed, theymay reflect differences in cellular background or
particular epigenetic modifications occurring at gene promot-
ers. For example, although ABCG1 was not expressed in
TET21/N cells, this gene was down-regulated by c-MYC in
P493-6 cells and was also inversely correlated with MYCN
amplification (and poor prognosis) in neuroblastoma tumors
(Figs. 7B and 1A). Furthermore ABCG2 was expressed in
TET21/N but not in P493-6 cells. However, we found that the
ABCG2 promoter is hypermethylated in P493-6 (data not
shown). Considering that MYC activity is influenced by the
methylation status of its cognate DNA binding sequences (26),
this observation may explain some discrepancies about the
ABCG2 transcription pattern in P493-6 cells and the panel of
neuroblastomas.
This analysis was extended to MCF-7 breast cancer and

SJ-G2 glioblastoma cell lines, which express high endogenous
levels of c-MYC. We examined ABC protein expression as a
function of silencing of c-MYC using siRNA. We chose to ana-
lyze two genes positively regulated by c-MYC (ABCC1 and
ABCC4) as well as ABCC3, which was negatively regulated by
MYCN in TET21/N cells. As shown in Fig. 7C, reduction of
c-MYC protein in MCF7 and SJ-G2 cells resulted in the down-
regulation of ABCC1 and ABCC4 and the up-regulation of
ABCC3. Overall, our findings demonstrate that c-MYC and
MYCN can dictate almost identical ABC transcription signa-
tures through similar mechanisms.

FIGURE 5. Correlation of MYCN and ABC transporter gene expression in neuroblastoma cell lines.
A, MYCN expression was evaluated in five different neuroblastoma cell line (upper panel). ABC gene expression
was determined by RQ-PCR and data were clustered as described for Fig. 2 (lower panel). B, ABCC protein
expression in cells overexpressing MYCN. MYCN gene expression was suppressed in TET21/N cells by the
addition of 2 �g/ml tetracycline for at least 48 h (�) or induced by the removal of tetracycline (�). ABCC protein
expression was measured by Western blotting of whole cell lysates (ABCC1 and ABCC4) or membrane prepa-
rations (ABCC3). Protein loading was normalized by tubulin Western blot (whole cell lysates) or by Ponceau
staining (membrane preparations, not shown). Relative expression in triplicate samples was quantified using
densitometry. *, p � 0.05; **, p � 0.005.
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DISCUSSION

In this studywehave shown thatMYCNcan coordinate tran-
scription of a large set of ABC transporter genes, whose level of
expression is strongly associated with clinical outcome in an

aggressive childhood malignancy. The contribution of MYCN
to the global transcription profile of the ABC gene family is
quite complex in that it exerts its role as an activator on certain
ABC genes and as a repressor on others. Regarding the activa-

FIGURE 6. MYCN amplification/overexpression results in an increased IC50 of the different chemotherapeutic drugs in human neuroblastoma cells and
affects cellular efflux activity in TET21/N. A, cell survival for the panel of chemotherapeutics shown in figures was evaluated in neuroblastoma cells with high
levels (LAN-1, LAN-5, and SK-N-BE(2)-C) or low levels (SH-SY5Y, SK-N-SH, and SHEP) of MYCN. Each cell population was exposed to increasing concentrations of
chemotherapeutic drug for 72 h. Cell viability was assessed by 3-(4,5-dimethylthiazol-2-yl)-2,5-diphenyltetrazolium bromide assay for each cell line and plotted
as percentages of cells that survived as compared with cells cultured in drug-free medium. The results represent the means � S.D. from four independent
experiments. B, accumulation of DiOC2 and rhodamine 123 was evaluated in TET21/N before and after MYCN induction. The efflux activity of ABC transporters
is temperature-sensitive. ABC transporters function optimally near 37 °C but are effectively inactive at 4 °C. Hence, the cells incubated with fluorescent
substrates retain the dye and consequently have high fluorescence when incubated at 4 °C (black lines and bars). Conversely, cells incubated at 37 °C (green lines
and bars) more readily efflux the dye and show reduced fluorescence. In the presence of vinblastine (red lines and bars), MDR1 and MRP1 are inactive, and the
cells reduce dye efflux. The data were obtained measuring the fluorescence of these two dyes by flow cytometry. For each condition, the mean fluorescence
intensity was calculated and plotted below.

FIGURE 7. c-MYC can also regulate transcription of a large set of ABC transporter genes. A, modulation of c-MYC expression by tetracycline (TET) in P493-6
cells was monitored by Western blot (upper panel). RNA expression of the 48 ABC transporter genes was determined by quantitative reverse transcription-PCR
as a function of c-MYC silencing. Cluster 3 was used to generate an image map showing expression levels of ABC genes as a function of tetracycline treatment
time, relative to expression at time 0 and processed in log space. Hierarchical clustering was determined as described in Fig. 2. Green indicates genes positively
regulated by c-MYC, whereas red indicates those negatively regulated (lower panel). B, Venn diagram representing the overlap of ABC transporter genes
regulated by both MYCN and c-MYC transcription factors in TET21/N cells or neuroblastoma tumors and in P493-6 cells. C, protein (upper panel) and mRNA
(lower panel) levels of ABCC1, ABCC3, and ABCC4 in MCF-7 and SJ-G2 cell lines after treatment with a specific c-MYC siRNA.
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tion of ABC genes, the association of MYCN with these pro-
moters generally occurs close to the transcription start site,
often binding E-box sites located after this site, a finding that is
consistent with previously published work by Gallant and co-
workers (30) inDrosophila.MYCNalso associateswith the core
promoter region of ABCC3 to repress its transcription. Inter-
estingly, ChIP data showed that MAX also co-occupies the
sameABCC3DNAregion, indicating that not justMYCNalone
but the heterodimer MYCN-MAXmay be required for repres-
sion. In the context of transcription repression, MYCN does
not recognize any detectable E-box sequence within the
ABCC3 promoter but rather targets one region containing sev-
eral Sp1 binding sites. These sites appear to be critical for
MYCN-mediated function in that their deletion abolishes
MYCN-mediated repression. Given that Sp1 has been shown to
mediate c-MYC repression of p21CIP/WAF and p15Ink4b
genes (31, 32), our data suggest functional equivalence of
MYCN and c-MYC in repressing as well as in activating tran-
scription. This idea is also fostered by our results showing that,
in other tumor cell lines, c-MYC regulates the same set of ABC
genes as that described for MYCN, apparently through similar
dynamics.
Another important aspect of our study regards the fact that

ABC gene transcription levels correlate well with MYC intra-
cellular dosage. Because MYC expression is found to be dys-
regulated in more than 50% of human cancers, this suggests
that knowing MYC expression levels in cancer may be impor-
tant for prediction of ABC transporter gene transcription pro-
files and possibly for the choice of appropriate therapeutic pro-
tocols to treat affected patients. In addition, altered levels of
expression ofABC genes are often detected at diagnosis prior to
anymedical treatment, suggesting that specificABC genes may
be relevant to tumor biology (33). Several recent studies sup-
port the idea that many transporters that we found to be regu-
lated byMYCNmay also play amore direct role in oncogenesis.
For example, ABCE1 is an inhibitor of Ribonuclease L, an inher-
ited susceptibility gene for familial prostate cancer (34, 35), and
silencing of ABCE1 suppresses protein translation and tumor
cell growth (36). A recent study identified ABCC4 as an andro-
gen receptor-regulated gene and suggested that high levels of
ABCC4 may also have a role to play in prostate cancer malig-
nancy (37). Moreover, ABCC4 is involved in human dendritic
cell migration (38), and its expression is affected during hema-
topoietic stem cell differentiation (39). TheABCA2 transporter
has been associated not only with drug resistance but also with
disease severity at diagnosis in acutemyeloid leukemia (40), and
recent evidence suggests that it may be an important molecular
marker of oligodendroglioma (41). Likewise, ABCF2, which has
been reported to be a candidate marker for clear cell adenocar-
cinomas of the ovary,may also have a direct role in tumor devel-
opment (42, 43). Furthermore, when comparing the expression
profile ofABC genes betweenmelanocytes andmelanoma cells,
Schmitz and co-workers (44) found that the mRNA levels of
ABCC4, ABCE1, and ABCF2 were significantly increased in
melanoma, whereasABCA7 andABCD1were down-regulated,
raising the possibility of as yet unrevealed functions for these
genes in melanoma tumorigenesis and progression. With
respect to ABCC3, although a number of studies associated

ABCC3 expression with outcome in different tumors, there is
no clear evidence about its role in neuroblastoma tumorigene-
sis. However, interestingly,ABCC3 is one of themost expressed
genes in the differentiated adrenal medulla, the tissue of origin
for neuroblastoma (45). Finally, ABCC1, ABCC4, ABCA12,
ABCE1, and ABCF1–3 were found to be highly expressed in
retinoblastoma cells relative to normal tissues (46), and
ABCG2/BCRP transporter expression is associated with the
persistence of stem cells in normal and cancer tissues (47–49).
In conclusion, our findings provide strong support to a

mechanistic model in which MYCN, and by analogy c-MYC,
can contribute to the chemoresistance phenotype of cancer
cells through the coordinate regulation of a specific set of ABC
transporter genes. Furthermore expression analysis of ABC
gene expression in primary neuroblastomas suggests that
MYCNmay drive the transcription ofmanyABC genes to influ-
ence outcome of patients with this disease. Indeed, combined
expression of MYCN and ABC transporter genes identified a
subset of neuroblastoma patients with particularly poor out-
come, revealing how ABC gene transcriptional profiles may
represent a novel risk estimation tool to improve outcome pre-
diction and to adjust cancer treatment strategies.
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(1996) Oncogene 13, 803–812
18. Manohar, C. F., Bray, J. A., Salwen, H. R., Madafiglio, J., Cheng, A., Flem-

ming, C.,Marshall, G.M., Norris,M. D., Haber,M., and Cohn, S. L. (2004)
Oncogene 23, 753–762

19. Schuhmacher, M., Kohlhuber, F., Hölzel, M., Kaiser, C., Burtscher, H.,
Jarsch,M., Bornkamm,G.W., Laux,G., Polack, A.,Weidle, U.H., andEick,
D. (2001) Nucleic Acids Res. 29, 397–406

20. Porro, A., and Perini, G. (2007) The Epigenome-Network of Excellence:
Epigenetics protocols database

21. Weinmann, A. S., and Farnham, P. J. (2002)Methods 26, 37–47
22. Wenzel, A., Cziepluch, C., Hamann, U., Schürmann, J., and Schwab, M.
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LEGENDS TO SUPPLEMENTARY FIGURES 

FIGURE S1. Event-free survival plots for 15 ABC genes associated with neuroblastoma 

patient outcome. Kaplan-Meier plots were generated for each of 23 individual ABC family 

genes whose expression levels in 251 neuroblastoma tumours were extracted from microarray 

data (23). For each gene, the cut-point used to determine ‘high’; or ‘low’ expression is indicated 

as upper quartile, lower quartile, or upper decile. p<0.05 was used as the criterion for inclusion in 

the cluster analysis displayed in Fig. 1. Those genes whose expression was not associated with 

clinical outcome were: ABCA3, ABCB1, ABCB4, ABCC2, ABCC7, ABCC8, ABCD4 and ABCF1. 

 
FIGURE S2. MYCN regulates ABCA12 transcription through an indirect mechanism.  

ABCA12 mRNA expression was assessed in SK-N-BE(2)C cells depleted of MYCN. (A) Western 

blotting showing MYCN levels in cells treated with a MYCN specific siRNA. (B) mRNA levels 

of control genes and ABCA12 isoforms were determined by RQ-PCR in cells depleted of MYCN 

and compared to those of undepleted cells. (C) Chromatin immunoprecipitation was performed in 

SK-N-BE(2)C cells. Several DNA regions of the ABCA12 promoters were tested for IP 

enrichment. Results represent the average of three independent ChIP experiments in which each 

region was amplified by RQ-PCR in duplicate ± SE. Promoter diagram: bent arrow, transcription 

start site; red arrow, canonical E-box; black arrow, non-canonical E-box; open boxes, amplicons 

indicated with a capital letter; chromosome and coordinates (bp) are also given. 

 

FIGURE S3. Specificity of MYCN ChIP assay. (A) Quantitative ChIP was applied to TET21/N 

cells exposed to tetracycline and hence repressed for MYCN expression. Fold enrichment is 

relative to the pre-immune serum. Results represent the average of five independent ChIP 

experiments in which each region was amplified by RQ-PCR in triplicate ± SE. Promoter 

diagram: bent arrow, transcription start site; red arrow, canonical E-box; black arrow, non-

canonical E-box; open boxes, amplicons indicated with a capital letter; chromosome and 

coordinates (bp) are also given (left and middle panel). Dual cross-linking ChIP for the ABCC3 

gene promoter using MYCN, MAX or Sp1 antibodies in TET/21N cells repressed for MYCN 

expression. Results represent the average of three independent ChIP experiments. In all cases, 

positive ChIP results for MYCN were dependent on MYCN expression (right panel). (B) 

Quantitative ChIP and quantitative dual cross-linking ChIP was performed for APEX-1 and 

p21CIP/WAF, respectively. 

 

FIGURE S4. MYCN does not associate with promoters of the ABCA1, ABCA6, ABCA7 or 

ABCD2 genes. Dual cross-linking ChIP was performed for the ABCA1, ABCA6, ABCA7 and 

ABCD2 gene promoters using MYCN, MAX or SP1 antibodies in TET/21N cells in the presence 

of MYCN. Fold enrichment of immunoprecipitated DNA regions was calculated as described 

above. Results represent the average of three independent ChIP experiments. 

 

FIGURE S5. Human ABCC3 promoter sequence. The identified Sp1 binding sites (BS) were 

found in the promoter region close to the TSS from -39 to +490bp. Site directed mutagenesis was 

used to mutate the Sp1 BS found in the human ABCC3 promoter. In red are highlighted the 

nucleotides mutated and the sequence of the oligonucleotides used are listed below. 

 

FIGURE S6. c-MYC associates with the promoters of multiple ABC gene family members. (A) 

Quantitative ChIP was applied to P493-6 cells in which c-MYC was either expressed (-tet) or not 

(+tet) and binding of transcription factors was compared between the two conditions. Fold 

enrichment is relative to the pre-immune serum. Results represent the mean ± SE of four 

independent ChIP experiments in which each region was amplified by RQ-PCR in triplicate ± SE. 

Promoter diagram: bent arrow, transcription start site; red arrow, canonical E-box; black arrow, 

non-canonical E-box; open boxes, amplicons indicated with a capital letter; chromosome and 

coordinates (bp) are also given. (B) Dual cross-linking ChIP for the ABCC3 gene promoter using 
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c-MYC, MAX or Sp1 antibodies. Results represent the mean ± SE of three independent ChIP 

experiments.  
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 6 

 
 

                                                                                                               Fig. S4 

 

 



 7 

 
 
wt      AGGG CTCGGCAGGG CGGGTCCGGG CGGAGCGCGG GGT       Sp1 BS-1 

mut   AGGG CTCGGCAGCT ACGGTCCGCT ACGAGCGCGG GGT 

 

wt      CGGAGG GCGGAGGCGG CTCCGGCGCC                                         Sp1 BS-2 

mut   CGGAGG GCGGACTACG CTCCGGCGCC   

 

wt     GCCCGGGA GGGGGCGATG GGCTCGGG                                          Sp1 BS-3 

mut   GCCCGGGA GGGCTACATG GGCTCGGG   

 

wt     GTG CGCGGCTGGG GCGCAAAGGC ACAGTG                                 Sp1 BS-4 

mut   GTG CGCGGCTGGC TACCAAAGGC ACAGTG   

 

wt     GGTG CGGAAGGGGC GTTTCGCAAT CAGC                                     Sp1 BS-5 

mut   GGTG CGGAAGGCTA CTTTCGCAAT CAGC 

 

                                                                                                                          Fig. S5 
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Table S1. DNA sequence of primers and TaqMan assay codes of assays used for 

quantitative RT-PCR 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Primers for RQ-PCR on Cell Line RNA 

ABCA1 F ACCACTGTTACCAGAGGAGATGC 

ABCA1 R CACTCACCAACCTTGCCAACTTC 

ABCA2 F GGTGTGCGTCCTGGCGAG 

ABCA2 R CATCTTGAAGGTGCTGGTCTTGC 

ABCA3 F GTCGCAGAGCACCTTTATTTC 

ABCA3 R GTATCAGCACCTTGGAGCC 

ABCA4 F TTCATCGGCATCAACAGCAGTG 

ABCA4 R TTCTTCCCAATCAGGTCCCAGTG 

ABCA5 F GGAACGAACACAAGAAGATAGAGTAG 

ABCA5 R CCAGTAAGCAGACCGAACAATAC 

ABCA6 F GTTCCTTCATATACCTTGCTTG 

ABCA6 R ATTCTCTGTAGTGCTCCTGG 

ABCA7 F GCAGGCACCTACAGCGGAG 

ABCA7 R CTGTGGTCGGCTCGTCCAG 

ABCA8 F CTGGAAAGGGCTGAGGAAAGG 

ABCA8 R ACTAACCGTGTGATGGCAACC 

ABCA9 F TCGCCATCACACGGTTAG 

ABCA9 R CCAATACATCTCAGCCTTCC 

ABCA10 F ATGTTTGTTTTGGTGGTATGC 

ABCA10 R TTGCGAAAGAATGAAAGC 

ABCA12 F iso A ACCTCGCACCTCGAAACCTTCC 

ABCA12 R iso A AAGCAGATCTTGTGGGCCATAGGG 

ABCA12 F iso B ATTTCCAACAAAAGAGCATAGATG 

ABCA12 R iso B CCCAGGTCAAATTAATGAGGAG 

ABCA13 F TCAAGGATAAAACAAGCACGC 

ABCA13 R CTAACAAGGAGATTCAAAATAGAAAATG 

ABCB1 F CATCATCAAGTGGAGAGAAATCATAG 

ABCB1 R TTAGCAAGGCAGTCAGTTACAG 

ABCB2 F GATGTCTCCTTTGCCTACCC 

ABCB2 R CGTCTACCTCTGTGTCATAGC 

ABCB3 F TGGTGGGGTGGAGAGGTGGGG 

ABCB3 R TGATGGGACAGGCAGCAAAATAGCAAC 

ABCB4 F ACACAAACCAGACAGCATCAAAGG 

ABCB4 R CTCTTCCCACAGCCACTACTTCC 

ABCB5 F ACCAACTCACTTCCTCTGC 

ABCB5 R CTGCCGTAAAATAATCCCTGC 

ABCB6 F ACACCATCGCCGACAATATCCG 

ABCB6 R GCAGCAGCCTCCACCTCATC 

ABCB7 F TCGGTTCCTCTTTCCTCGCTC 

ABCB7 R TGCCTTTTCCCAATCTCTGCC 

ABCB8 F CCAGGAGCCACCAGCACAAG 

ABCB8 R GAGCAGGAGCAGCCGCAG 

ABCB9 F CTTCGCCAATGAGGAGGAGGAGGAG 

ABCB9 R CTGTAGACGGAGCCCACGG 

ABCB10 F AACAGCGGATTGCATTGCC 

ABCB10 R ACACCGTTCTTCCATCCATCAGG 

ABCB11 F AAGGGAAGGTGATGATAGATGG 

ABCB11 R TGAGCGGAGGAACTGGAC 
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ABCC1 F CCAAACCCAGACAACCAAAAC 

ABCC1 R GGAAGCACCAGGAAACCAC 

ABCC2 F TCAGCGAGACCGTATCAGG 

ABCC2 R TCACCAGCCAGTTCAGGG 

ABCC3 F GTCTCCTGTATGTGGGTCAAAGTG 

ABCC3 R CTGTGGCGAGCGTATCTTGTTG 

ABCC4 F ATGATTTGCTGCCGCTGAC 

ABCC4 R CTGACACCTCTCTTCTGCTTTG 

ABCC5 F CAAGAGACCATCCGAGAAGC 

ABCC5 R GAAACACACAAGCCAATCCG 

ABCC6 F AGGAGATAGAGGAGAAGGAGAACAGAACC 

ABCC6 R CAGAGGAAGAGGAAGAGTGCGTAGAGG 

ABCC7 F GCAACAGTGGAGGAAAGCC 

ABCC7 R TGGGTTCATCAAGCAGCAAG 

ABCC8 F AAGATCCAGATCCAGAACCTGAGC 

ABCC8 R TGTCCACCATGCGGAAGAAGG 

ABCC9 F TTGGTGTTGCCTTTTATTTTATCC 

ABCC9 R CCGAATGGTGGTGAGTCC 

ABCC10 F CCTTCATCCTCAACATCCTCC 

ABCC10 R GCAAACTGGCACCTCTGG 

ABCC11 F CGTGGCTTTTGGCATTTCC 

ABCC11 R GGGTCTCTTGTCTCTGTATTTC 

ABCC12 F CATCACCTATCACCTCCTCTAC 

ABCC12 R GGCTTGCGTCTCTGTTCC 

ABCC13 F GACTCTGGCTGCTATGTGG 

ABCC13 R CTCGCTTCCTCTCTCAACC 

ABCD1 F AGCCTTCACTATTGCCCG 

ABCD1 R CTTCCTCCACCCTGATGTTG 

ABCD2 F AACCCTGACCAATCTCTTAGG 

ABCD2 R GCACATACCGCAAATAGCC 

ABCD3 F ACAGAAGATACAGTTGAGTTTGG 

ABCD3 R CAGGTTACAGTGATTGAAGCC 

ABCD4 F CGACCTGTCCACGACGCTC 

ABCD4 R TGCTGTGTCTGCTGGCTCTG 

ABCE1 F TAACCCACCTAAAAGAACGAAATG 

ABCE1 R AAACGACAGCACAAGCAAATC 

ABCF1 F ACTGCTGATGCTGGTGAG 

ABCF1 R GCCTGCTTGGTGGACTTC 

ABCF2 F GTTTGAGGGTGGTATGATGC 

ABCF2 R CTGCTGAATGAGTCTGAAGTC 

ABCF3 F AGTGTGCGAGAGGAGTGC 

ABCF3 R AAGCCCAGCGAGAATGAC 

ABCG1 F TGGGTTTGTGGGTGTCTCG 

ABCG1 R ACGGTGCCTGGTGCTAAG 

ABCG2 F CTTCTTCCTGACGACCAACC 

ABCG2 R TCTGTAGTATCCGCTGATGTATTC 

ABCG4 F ATCCTGACGATCTATGGCATGGAG 

ABCG4 R GTAACGCAGCACAAGGTAGGC 

ABCG5 F TTGTCGTCCTCCTGGTGG 

ABCG5 R TTCCCGTTCCTTGCTTTGG 
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Table S2: DNA sequence of primers used for quantitative ChIP.  

 
abca1 amplicon A F CTGGAGGTGGGAAGAGAAGTAGG 

abca1 amplicon A R AGATTCATAGAAGACTCAGGACAGACC 

abca1 amplicon B F CGGAAAGCAGGATTTAGAGGAAGC 

abca1 amplicon B R GCAGAGGTTACTATCGGTCAAAGC 

abca2 amplicon A F ACTACATTACGGAGAAATTCTGGCG 

abca2 amplicon A R CCTCATAGACTTGGCTGCGGG 

abca2 amplicon B F GGAGGGCGGTGGACAATAAACATCTGAG 

abca2 amplicon B R TCTGGCGGAGGCTGTAGGAACTGG 

abca2 amplicon C F GCCTGTCCTCTGTCGCTCTCTAC 

abca2 amplicon C R GGGTCTCCTGTGTGCTTTGTAAAC 

abca2 amplicon D F GGGAGGTGGCTCGGTCGTGTC 

abca2 amplicon D R AGGAGGGGAGGCGGAGAGATGC 

abca12 amplicon A F GCCATTCTCCTGCCTCAGTCTC 

abca12 amplicon A R TAACACGGTGAAACCCTGTCTCTAC 

abca12 amplicon B F TCCATGAAGAAACAAGCGATAGTAG 

abca12 amplicon B R  AGCGTAGAGTATTCAGAAAGATCATC 

abca12 amplicon C F GAAATGTCTTGGATCAGCCTGTGTC 

abca12 amplicon C R GGTCCCACCTTTCATCACAATGTAC 

abca12 amplicon D F AAAGGAATTGGTTTCTGGGAGTTG 

abca12 amplicon D R AAAGTGCTGGTTTCTGTGTGATG 

abca12 amplicon E F  ATACTAGGAACTACCCAGATGGC 

abca12 amplicon E R AAACTCAATGTGTATTCCAGCAATAG 

abca12 amplicon F F ACGTGGTAGTCAATCTTCATTATAG 

abca12 amplicon F R ATCAAAATAATCCCGATGGTCAAG 

abca12 amplicon G F AGATAGAGGCGTGAACTTGAAAGAC 

abca12 amplicon G R AAGGAAGTCAGGATCTAGGCTCAG 

abcb1 amplicon A F TCTCGTCTAACCAGTTGTCTATCTTC 

abcb1 amplicon A R TACCAGCATTTATTATTAAGTTTAGTGAGG 

abcb1 amplicon B F TGGGACATCTGAAATG 

abcb1 amplicon B R AAGGGTACATATTAGGACAACAGTCATTC 

abcb9 amplicon A F TCCCTCCTCCACTACCCCTCTC 

abcb9 amplicon A R TCTTTCTCCGCAGACCGTTTCC 

abcb9 amplicon B F GAGTGGTGGAAGTATGTGGGATTTG 

abcb9 amplicon B R AAGGGCAGTTAGGCGGGTAATG 

abcb10 amplicon A F GCACTAAAATGTTTATGTTGATTATTGAGG 

abcb10 amplicon A R ATTTGAAGACAGGCGTGGTCG 

abcb10 amplicon B F GCTCGTGTCGTTCCCAAGTTC 

abcb10 amplicon B R GCTGTCACCCGCCTTATCG 

abcb10 amplicon C F CGTGTCACCGCCGCCTCTCCTG 

abcb10 amplicon C R GCCTAAGCCAAAACAGATGCTCCCACTAAG 

ABCG8 F TATGGAAAGCAGAGACGAAGG 

ABCG8 R  
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abce1 amplicon A F TCAGGAACTGGGCATCTTTCTAC 

abce1 amplicon A R TTTGATTCTGTGCTCTTTTGACTAC 

abce1 amplicon B F CGAGAATGGACCTAGATGCCGTAG 

abce1 amplicon B R ATCATTTCTATAAAGCCTGGGAGTGG 

abcf1 amplicon A F CTCTTGCCTCCTTCCTGTTTGTTC 

abcf1 amplicon A R TCTTCTACGCTCTTGGGATACTACTG 

abcf1 amplicon B F GCAAGGAAGAAACGAGCAGAGG 

abcf1 amplicon B R GCCCAGTCTCACTTAGGTCACG 

abcf2 amplicon A F AATGTAGGTAATGTGAAGTCCTTGAGAG 

abcf2 amplicon A R GCATTGTTAGGTTTCCACTGAAGC 

abcf2 amplicon B F GGAGACTCGGAGGGGACTCAC 

abcf2 amplicon B R CTCAGCGGCTCTTCTAATCTTAACATC 

abcg2 amplicon A F TGTATAGTCAATTTTCTTATCTAGGCTTCC 

abcg2 amplicon A R CCATCCCAACATCTACCTGCTG 

abcg2 amplicon B F GTAGTTAATCACTCTGGTTCATTCCGTTCG 

abcg2 amplicon B R TGCGGCTGGAGGTCACGATGG 

abca10 amplicon A F AGCAACATCACCAACCTTATATTTCCC 

abca10 amplicon A R TTAGTCAGTAAACACTCACTCAGTAAAGC 

abcc1amplicon A F TCCCTTAGAAACTCATTCACCCTTGG 

abcc1 amplicon A R ATAGGCAGACAGGTAGAGACAGAGG 

abcc1 amplicon B F ATGTCTCCAGGCTTCAGTTTCC 

abcc1 amplicon B R CCCGAGGTCACACAGTTAATAAGG 

abcc1 amplicon C F GATGGCTCCGACCCGCTCTGG 

abcc1 amplicon C R GCTCCGCAGGAACTGAGTCACC 

abcc1 amplicon D F TGATGTGCCCTACCTGACCCTCGG 

abcc1 amplicon D R AGAGAGAAACAGTCGTGTCCAGATTTGCC 

abcc2 amplicon A F CACCAGTGCCAAGAGAAGTATGC 

abcc2 amplicon A R TCACCAGAAGAGCCAGGAAAGG 

abcc2 amplicon B F CCAAGGCAGAAGGATTGTTGAAGC 

abcc2 amplicon B R AACAGAGTGGTGGCATCAGTCG 

abcc2 amplicon C F TCCCATTTGGCATACTACCTC 

abcc2 amplicon C R CACTGAAAGATGTCAACAGAGC 

abcc3 amplicon A F AGGAGAAGGAGAGCACTGACAAG 

abcc3 amplicon A R TGAATGGAAAGGGTAGGCAAAGC 

abcc3 amplicon B F CCCCACCTCTGCCCCAAAGTCC 

abcc3 amplicon B R CGCCCTGCCGAGCCCTACC 

abcc3 amplicon C F GATGGGCTCGGGAGGGAGGTTG 

abcc3 amplicon C R CTAGAGAAAAGAAGGTGGCAGGAAAC 

abcc4 amplicon A F CCACTGTTATCTGTTAGGCTTTAGGG 

abcc4 amplicon A R CTTCTCAGGACCAAACGACGG 

abcc4 amplicon B F CGCCTAGACTCGGATAGTGAATTTC 

abcc4 amplicon B R GGATGGAGAGGGTAGCAGAGC 

abcc4 amplicon C F GTCCCCGCCCGAAACAGGTCAC 

abcc4 amplicon C R CGCCACCCGCAGCAGAAAGCC 

abcc4 amplicon D F CTTTTGCCTCTTTGTGGGAATCTC 

abcc4 amplicon D R GGGGTGGTTTTAAGAAGGTAGAACTC 

abcc5 amplicon A F GGGTGGGACTGCTCTGCCTACG 

abcc5 amplicon A R TGCCTCTGCGAGACTGTCTGGAATC 

abcc5 amplicon B F TCTCCTGCCGCCGCCTCCTAG 

abcc5 amplicon B R TCCCGATCCTACCTGCCTGTCTTCC 

abcc5 amplicon C F TCTTGGAGGAGGAGATGGCTAGG 
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abcc5 amplicon C R AGACACCACGCTAAAGGGATACG 

abcc9 amplicon A F GCAGGTTGGAGGTTGTGTAATACG 

abcc9 amplicon A R CAAACAGATGGGAGATGAGCAAAGG 

abcc9 amplicon B F CTAATGGCTGAGATTTGGGATAATGTTG 

abcc9 amplicon B R ACTGCTGCTGCTACCTGAAGG 

abcc10 amplicon A F GACTGGCACTACACTAAGCATTATCTC 

abcc10 amplicon A R GGCTCTACACTTACTGGTTCAATCAC 

abcc10 amplicon B F CCGTGGCTTAGTGGCTCCTG 

abcc10 amplicon B R CCTACCTGGCTCGTGTCTTCC 

abcc10 amplicon C F GGAAGACAAGGAGGCACATCG 

abcc10 amplicon C R GTTCTGAGGTAAAGTGGAGTAGGG 

abcc10 amplicon D F TCATTTTCTAAACTACCCACACCATTTC 

abcc10 amplicon D R CCCGTCTCAGCCTCCCAAAG 

abca6 amplicon A F ACTTTGATTTCCTGTTTTGCCATTC 

abca6 amplicon A R ATTTGTTGCTCCCACCCTCTTC 

abca6 amplicon B F TTCTTGTTCCTGCCTCCATCTTG 

abca6 amplicon B R TTTCTGTGTCTCTTTCTCCCTAAGC 

abca7 amplicon A F GACCCACACGCTCCCATTTC 

abca7 amplicon A R AACGCTCCTCGGCTTCTGC 

abca7 amplicon B F CCCACCGTCTCCCACCTATTC 

abca7 amplicon B R GAACAGCCACCAGGATGAAGAAG 

abcd2 amplicon A F TGACTGGAAATGTGTATGTATGTTGGG 

abcd2 amplicon A R CTGCTTGCTCTTCTGCTTGTGG 

abcd2 amplicon B F GTTCCTTCTCCCTCCTCGTCTC 

abcd2 amplicon B R GTAAGATTTCAGTAGATACCGCAAACAG 
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Table S3. Data values (ln2
- ( Ct)

) of ABC transporter genes expression used to 

generate the hierarchical clustering in TET21N cell line. 

 

 tet 0h            tet 12h               tet 24h            tet 48h 

abca2 0 -0.25812327 -0.142139767 -0.328504067 

abcb1 0 -0.549046837 -0.967584026 -1.03563749 

abcb7 0 -0.053928342 -0.265703166 -0.360252765 

abcb9 0 -0.162518929 -0.253602759 -0.436955775 

abcb10 0 -0.562118918 -0.494296322 -1.108662625 

abcc1 0 -0.266573109 -0.391562203 -0.507497834 

abcc4 0 -0.717439873 -0.415515444 -0.400477567 

abcd3 0 -0.061875404 -0.556287998 -0.653926467 

abce1 0 -0.597837001 -0.502526821 -1.427116356 

abcf1 0 -0.251671635 -0.349557476 -0.536143432 

abcf2 0 -0.405465108 -0.567984038 -0.488846717 

abcf3 0 -0.252744021 -0.333144447 -0.567984038 

abcg2 0 -0.661648514 -0.510825624 -0.572701027 

abca4 0 -0.030459207 -0.005012542 -0.083381609 

abca5 0 0.055119299 0.013245227 -0.15082289 

abca10 0 0.097126711 0.243730185 0.499562431 

abcb2 0 0.126632651 0.117783036 0.292669614 

abcb4 0 0.412109651 -0.174353387 -0.13926207 

abcb6 0 -0.356674944 0.039220713 -0.010050336 

abcb8 0 -0.006688988 0.070769071 0.116300456 

abcc2 0 0.186479567 0.21913553 0.242946179 

abcc5 0 -0.051293294 -0.139262067 0.099845335 

abcc9 0 0.3074847 0.223143551 -0.083381609 

abcc10 0 0.262364264 0.273836666 0.357674444 

abca1 0 0.792992516 1.10856262 0.947789399 

abca3 0 0.292669614 0.966983846 0.817574759 

abca6 0 0.420900916 1.474763009 1.550395372 

abca7 0 0.954228571 1.362684495 1.4762874 

abca8 0 0.168335315 0.536493371 0.864295437 

abcg8 0 0.207014169 0.21511138 0.848011891 

abcc3 0 0.656223826 1.398716881 1.623998064 

abcd1 0 0.159848701 0.894726554 0.53454215 

abcd2 0 1.057790294 0.938052224 1.387543581 

abcd4 0 0.593326845 0.708035793 0.970778917 

abcg4 0 0.688134639 0.623261053 0.675492245 
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Table S4. Data values (ln2
- ( Ct)

) of ABC transporter genes expression used to 

generate the hierarchical clustering in 6 neuroblastoma cell lines. 

 

 

   SKNBE  LAN1 SHSY5Y SHNSK SHEP 

MYCN        6.42   -1.68   -2.18   -10.08      7.52 

abca2     0.73     0.93   -0.12   -0.07     -0.37 

abcb9     2.96     1.46   -1.79   -1.99     -0.64 

abcb10        -0.48   -0.28    0.62     -0.78      1.22 

abcc1    1.74      1.74    0.04   -0.36     -1.16 

abcc4    1.72     1.82   -1.08    0.02     -1.28 

abce1    1.22     0.82   -1.58    -0.18     -0.28 

abcf1   -0.26     0.44   -0.26    0.24     -0.16 

abcf2    1.8    -0.2   -0.8    0.4      0.6 

abcg2    4.08     3.08   -1.12   -4.32     -1.72 

abcc3   -1.61    -6.01   -2.56    2.84      5.34 
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Table S5. Data values (ln2
- ( Ct)

)  of ABC transporter genes expression used to 

generate the hierarchical clustering in P493-6 cell line. 

 

    

    P493-6 0h    P493-6 12h    P493-6 24h P493-6 24h 

abca2 0 -0.531879033 -0.602392817 -0.506667614 

abca3 0 -0.57664809 -0.476948729 -0.696449289 

abcb9 0 -0.202524264 -0.430782916 -0.405465108 

abcb10 0 -0.446287103 -0.644357016 -0.502526821 

abcc1 0 -0.371063681 -0.570392986 -0.65082289 

abcc2 0 -0.776528789 -0.425667815 -0.415515444 

abcc4 0 -0.366244395 -0.366244395 -0.510825624 

abcd3 0 -0.456758402 -0.415515444 -0.488846717 

abce1 0 -0.916290732 -0.836248024 -0.713349888 

abcf1 0 -0.405465108 -0.292136423 -0.274436846 

abcf2 0 -0.755022584 -0.84397007 -0.950192284 

abcf3 0 -0.588787165 -0.423120043 -0.980829253 

abcb6 0 0.067658648 0.317240875 0.414314723 

abcb7 0 0.009950331 0.086177696 -0.097980408 

abcb8 0 0.016529302 0.136859183 0.058268908 

abcc5 0 0.116300456 0.322083499 0.326902786 

abcc7 0 -0.349557476 0.364643114 0.548121409 

abcd4 0 0.292669614 0.446820294 0.585933096 

abcg4 0 -0.606969484 0.364643114 0.395414772 

abca1 0 0.613382212 0.749842524 1.281859343 

abca4 0 1.145283808 1.212932546 1.065859502 

abca5 0 0.681411924 0.925580779 1.191900223 

abca7 0 1.158975438 1.659497112 1.986046194 

abca10 0 -0.090654368 0.259796869 0.598836501 

abcb2 0 0.538440791 0.622366998 0.631271777 

abcb3 0 0.262364264 0.955511445 1.029619417 

abcc6 0 0.770108222 0.802001585 1.208960346 

abcc8 0 0.862889955 0.88376754 -0.030459207 

abcc10 0 0.185095484 0.385262401 0.733969175 

abcc11 0 0.810930216 1.17557333 1.643742716 

abcd1 0 0.90691357 1.151626324 1.470941835 

abcg1 0 0.116300456 0.714314723 0.904218151 
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