
of the disease. Manageable toxicities and observed activity of
elacytarabine CIV in the dose range 875 -- 2000 mg/m2 per day may
allow more flexible administration and dosing than for ara-C.

AUC values for both substances and the increased initial
half-life of ara-C after elacytarabine administration (2.0 h versus
0.1 -- 0.2 h),12 indicate that treatment with elacytarabine provides
plasma levels of both elacytarabine and ara-C in the concentration
range associated with cytotoxicity that is, concentrations of ara-C
that are effective in patients with AML.13 This enables leukemia
cells to maintain a high level of intracellular ara-C and
consequently a high level of the active metabolite, ara-CTP. These
findings are supported by in vitro data in tumor cells after
treatment with elacytarabine.8 Elacytarabine administered at the
recommended dose and schedule may provide a better exposure
of leukemic cells to ara-CTP than that provided by ara-C. The
acceptable safety profile and clinical anti-AML activity documen-
ted on this study support further evaluation of elacytarabine,
particularly in patients with hENT1 deficiency.14 Fatty acid
esterification of nucleoside analogs is a promising approach to
circumvent clinically important mechanisms of resistance.

CONFLICT OF INTEREST
FJ Giles, N Vey, D Rizzieri and S O’Brien have received research funding from Clavis
Pharma. TF Jacobsen, S Hagen and B Nilsson are/were Clavis Pharma employees.

FJ Giles1, N Vey2, D Rizzieri3, F Ravandi4, T Prebet2, G Borthakur4,
TF Jacobsen5, S Hagen5, B Nilsson5,{ and S O’Brien4

1HRB Clinical Research Facilities, National University of Ireland
Galway and Trinity College Dublin, Dublin, Ireland;

2Department of Hematology, Institut Paoli-Calmettes,
Marseille, France;

3Division of Cellular Therapy, Duke University Hospital,
Durham, NC, USA;

4Department of Leukemia, University of Texas MD Anderson Cancer
Center, Houston, TX, USA and
5Clavis Pharma, Oslo, Norway

E-mail: frankgiles@aol.com
{Deceased.

REFERENCES
1 Damaraju VL, Sawyer MB, Mackey JR, Young JD, Cass CE. Human nucleoside

transporters: biomarkers for response to nucleoside drugs. Nucleosides Nucleotides
Nucleic Acids 2009; 28: 450 -- 463.

2 Galmarini CM, Thomas X, Calvo F, Rousselot P, Rabilloud M, El Jaffari A et al. In vivo
mechanisms of resistance to cytarabine in acute myeloid leukaemia.
Br J Haematol 2002; 117: 860 -- 868.

3 Galmarini CM, Thomas X, Calvo F, Rousselot P, El Jafaari A, Cros E et al. Potential
mechanisms of resistance to cytarabine in AML patients. Leuk Res 2002; 26: 621 -- 629.

4 Hubeek I, Stam RW, Peters GJ, Broekhuizen R, Meijerink JP, van Wering ER et al. The
human equilibrative nucleoside transporter 1 mediates in vitro cytarabine
sensitivity in childhood acute myeloid leukaemia. Br J Cancer 2005; 93: 1388 -- 1394.

5 Adams DJ, Sandvold ML, Myhren F, Jacobsen TF, Giles F, Rizzieri DA. Anti
proliferative activity of ELACY (CP-4055) in combination with cloretazine
(VNP40101 M), idarubicin, gemcitabine, irinotecan and topotecan in human
leukemia and lymphoma cells. Leuk Lymphoma 2008; 49: 786 -- 797.

6 Bergman AM, Kuiper CM, Voorn DA, Comijn EM, Myhren F, Sandvold ML et al.
Antiproliferative activity and mechanism of action of fatty acid derivatives of
arabinofuranosylcytosine in leukemia and solid tumor cell lines. Biochem
Pharmacol 2004; 67: 503 -- 511.

7 Jin G, Matsushita H, Asai S, Tsukamoto H, Ono R, Nosaka T et al. FLT3-ITD induces
ara-C resistance in myeloid leukemic cells through the repression of the ENT1
expression. Biochem Biophys Res Commun 2009; 390: 1001 -- 1006.

8 Adema AD, Laan AC, Myhren F, Fichtner I, Verheul HM, Sandvold ML et al. Cell
cycle effects of fatty acid derivatives of cytarabine, CP-4055, and of gemcitabine,
CP-4126, as basis for the interaction with oxaliplatin and docetaxel. Int J Oncol
2010; 36: 285 -- 294.

9 Galmarini CM, Myhren F, Sandvold ML. CP-4055 and CP-4126 are active in ara-C and
gemcitabine-resistant lymphoma cell lines. Br J Haematol 2009; 144: 273 -- 275.

10 Dueland S, Aamdal S, Lind MJ, Thomas H, Sandvold ML, Gaullier JM et al.
Intravenous administration of CP-4055 (ELACYT) in patients with solid tumours. A
Phase I study. Acta Oncol 2009; 48: 137 -- 145.

11 Juliusson G, Antunovic P, Derolf A, Lehmann S, Mollgard L, Stockelberg D et al.
Age and acute myeloid leukemia: real world data on decision to treat and out-
comes from the Swedish Acute Leukemia Registry. Blood 2009; 113: 4179 -- 4187.

12 Capizzi RL, White JC, Powell BL, Perrino F. Effect of dose on the pharmacokinetic
and pharmacodynamic effects of cytarabine. Semin Hematol 1991; 28: 54 -- 69.

13 Riva-Lavieille C, Ressayre C, Barra Y, Carcassonne Y, Iliadis A. Calculation of
individual dosage regimen of cytosine arabinoside (ara-C) based on metabolite
levels in leukemic cells. Ther Drug Monit 1994; 16: 375 -- 379.

14 Burke AC, Giles FJ. Elacytarabine - lipid vector technology overcoming
drug resistance in acute myeloid leukemia. Expert Opin Investig Drugs 2011; 20:
1707 -- 1715.

Mechanisms and consequences of the loss of PHLPP1
phosphatase in chronic lymphocytic leukemia (CLL)
Leukemia (2012) 26, 1689--1692; doi:10.1038/leu.2012.6

The PHLPP (pleckstrin homology domain and leucine-rich repeat
protein phosphatase) family of novel Ser/Thr phosphatases serve
as important regulators of cell survival and apoptosis.1,2 These
proposed tumor-suppressors lead to inactivation of Akt, degrada-
tion of PKC and negatively regulate ERK1/2 activation.2 -- 4 Further-
more, reductions in PHLPP1 and/or PHLPP2 expression have been
detected in several cancers and linked to cancer progression.4 -- 7

Chronic lymphocytic leukemia (CLL) results in the accumulation
of monoclonal B cells owing to enhanced responsiveness to survival
cues and apoptotic resistance in vivo. Activation of survival
pathways such as Akt and ERK1/2 by factors produced in the
microenvironment, including the chemokine CXCL12, protects CLL
cells from apoptosis.8,9 Consequently, alterations in the expression
or function of proteins regulating these survival pathways, including
the PHLPP phosphatases, can influence how CLL cells respond to
growth/survival cues and contribute to CLL pathogenesis.

Recently, a reduction in PHLPP1 protein levels in CLL cells was
reported.10 Similarly, we observed a loss of PHLPP1 expression in
39 out of 43 CLL samples (loss in 490% of patients), although it
was detected in all B cells from healthy donors (n¼ 6) and was
highly expressed in the Ramos Burkitt’s lymphoma line. However,
PHLPP2 and PTEN expression were detected in all CLL cells probed
(representative blot Figure 1a).

To elucidate potential consequences of the loss of PHLPP1, CLL
cells were adenovirally transduced to express PHLPP1 or GFP
control, stimulated with CXCL12 and probed for phosphorylation
and activation of Akt (S473) and ERK1/2. PHLPP2 expression was
not altered upon PHLPP1 adenoviral expression (data not shown)
and CLL cells transduced with PHLPP1 expressed comparable
levels of PHLPP1 mRNA relative to healthy B cells (1.05±0.48).
Strikingly, forced expression of PHLPP1 in CLL cells dramatically
reduced the CXCL12-induced phosphorylation of Akt and ERK1/2
without affecting total levels of Akt or ERK (representative blot
from four independent CLL samples Figure 1b, Supplementary
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Figure 2). Although PHLPP1 regulates PKC stability,1 PKCbII levels
were maintained comparable to controls (Figure 1b). However, as
PKC has a very stable half life,11 we also compared endogenous
levels of PKCbII and observed a stronger signal and banding
pattern of PKCbII expression in CLL cells compared with normal B
cells, corresponding with the loss of PHLPP1 (Figure 1c). Further-
more, based on flow cytometry and quantitative PCR analyses, we
determined that the effects of forced PHLPP1 expression on Akt
and ERK1/2 activation in CLL cells were not related to alterations in
CXCR4 levels (receptor for CXCL12) (Figure 1d and data not shown).

To assess whether the loss of PHLPP1 protein was because
of a decrease in transcript levels or reduced protein stability,
we performed quantitative reverse-transcription PCR (RT-PCR) on
RNA isolated from purified CLL cells and B cells from healthy
donors. In healthy B cells and cells from the four CLL patients

in which PHLPP1 protein levels were detectable (top panel
Figure 1e), significant levels of mRNA were observed (bottom
panel Figure 1e). However, CLL cells with undetectable PHLPP1
protein had significantly reduced or undetectable PHLPP1 mRNA
levels. A similar correlation between PHLPP1 protein and mRNA
expression levels were observed in various CLL cell lines as well
(Supplementary Figure 1). These results suggest that the
mechanism for PHLPP1 reduction could be due to genetic
mutation(s), epigenetic modification (for example, DNA methyla-
tion) or alterations in mRNA stability rather than decreased protein
stability; this is consistent with findings from Suljagic et al.10 in
which calpain and proteasomal inhibitors had no effect on
PHLPP1 protein accumulation in CLL cells.

To address genetic mutation as the source of decreased
PHLPP1 levels in CLL, we sequenced the 17 exons that

Figure 1. PHLPP1 expression is undetectable in over 90% of primary CLL cells and its enforced expression reduces CXCL12-induced Akt and
ERK1/2 activation. (a) Representative western blot profiling PHLPP1, PHLPP2 and PTEN expression in primary CLL cells (n¼ 14) compared with
B cells from healthy donors (n¼ 2) and a Ramos B cell line (Ram). b-actin served as a loading control. (b) Western blot comparing phospho-Akt
(S473), phospho-ERK1/2 and PKC-bII levels in a representative (n¼ 4) CLL patient’s cells adenovirally transduced with PHLPP1 or GFP control
and unstimulated or stimulated with 30 nM CXCL12 for 3, 15 or 60min. b-actin served as a loading control and GFP and PHLPP1 panels
demonstrate successful adenoviral transduction. (c) Representative western blot profiling PKCbII levels in CLL cells (n¼ 14), healthy B cells
(n¼ 2) and Ramos B cells. (d) CLL cells were infected for 72 h with an adenovirus encoding PHLPP1 or LacZ as a control. The cells were then
stained for surface expression of CXCR4 (Adeno-PHLPP1-dotted line, Adeno-LacZ-solid line) or an IgG isotype control (solid gray fill) and
analyzed by flow cytometry. (e) The top panel shows PHLPP1 protein expression quantified by densitometry from western blots of healthy B
cells (B, n¼ 6), cells from the four CLL patients expressing endogenous PHLPP1, followed by a panel of other CLL patients’ cells (n¼ 15). The
corresponding mRNA expression levels from these cells determined by quantitative RT-PCR are shown in the bottom panel. Data presented is
an average of three independent experiments performed in triplicate and normalized to GAPDH, and the values indicated are relative to an
average of normal B cells (mean±s.d.).
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comprise the PHLPP1 gene. Twenty-three PCR reactions covering
14 693 bp of the PHLPP1 genomic sequence including the longer
PHLPP1b splice variant were carried out on 15 CLL samples, 3
healthy B-cell controls and Ramos cells. Subsequent DNA
sequencing analysis uncovered several alterations in the exonic
sequence, all of which had been previously characterized as
single-nucleotide polymorphisms (according to the NCBI data-
base), indicating that these changes were present in normal B cells
and that there were no somatic mutations in PHLPP1 in the CLL
samples (Supplementary Table 1). As we were able to amplify each
exon, it is unlikely that bi-allelic loss of the PHLPP1 gene was
responsible for the absence of PHLPP1 mRNA and protein in the
CLL cells.

We next examined whether methylation of the PHLPP1
promoter or gene could account for the reduced transcript
levels since hypermethylation of tumor suppressor genes, result-
ing in loss of expression, is frequently observed in cancers.12,13

Bisulfite treatment of DNA from purified CLL cells (n¼ 13), healthy
B cells (n¼ 3) and B-cell lines was performed (Figure 2a, see
Supplementary Information for detailed methods and Supple-
mentary Figure 3). This analysis revealed that the majority of
methylation was detectable in the last B800 bp of exon 1,

although little was observed in the promoter region, consistent
with observations from Dr Christiane Knobbe and Dr Guido
Reifenberger on PHLPP1 methylation analysis of glioblastoma
samples (personal communication). These results indicate the end
of exon 1 is potentially important for regulation of PHLPP1 gene
expression.

We focused on a portion of the highly methylated region
represented by the last 340 bp of PHLPP1 exon 1 to quantitatively
compare the degree of CpG methylation between CLL cells and
normal B cells (highlighted in Figure 2b). We found that the CLL
cells with no/reduced PHLPP1 expression also had a significantly
higher degree of CpG methylation and a more extensive
distribution of methylated CpG sites compared with healthy B
cells and CLL cells-expressing PHLPP1 (Figures 2c and d).
Additionally, Ramos cells and the WaC3CD5þ CLL line (endo-
genously high PHLPP1) had no/very low levels of methylation,
whereas the EHEB CLL line (reduced PHLPP1) exhibited a higher
degree of PHLPP1 methylation (although still not as extensive
as that observed in the primary CLL cells) (Figure 2c). In summary,
there is a strong correlation between the loss of PHLPP1 protein
expression and a high degree of PHLPP1 methylation at the end of
exon 1.

Figure 2. CLL cells lacking PHLPP have a higher degree of DNA methylation and decreased transcript stability compared with healthy B cells.
(a) Flow diagram of the experimental procedure for methylation analysis of the PHLPP1 gene: DNA from purified CLL B cells was bisulfite
converted and PCR amplified over the region of interest (end of exon 1), PCR products were gel purified, cloned into a TOPO/TA vector and
5--10 colonies from each sample were sequenced and the fraction of CpG methylation was quantified. (b) Region of PHLPP1 gene analyzed for
quantitative methylation comparison. Highlighted in gray is the region of the PHLPP1 gene (non-bisulfite converted) near the end of exon 1
that exhibited significant levels of CpG methylation and was probed for quantification. (c) The average fraction of CpG sites methylated across
the entire region of interest highlighted in (b) (quantified from 5 to 10 colonies corresponding to each sample) is shown for Ramos cells,
WaC3CD5þ cells, EHEB cells, healthy B cells (n¼ 3), CLL cells-expressing PHLPP1 (n¼ 4) and a set of CLL cells with low/no PHLPP1 expression
(n¼ 9). Each dot represents a separate patient/donor and the bar indicates the average±s.d. A student’s t-test was performed to determine
statistical significance. (d) Relative abundance of methylation at individual CpG sites within the region of interest off PHLPP1 that was probed.
Fraction of cells exhibiting methylation at each CpG site in the region highlighted in (b) is compared between CLL cells (black), healthy B cells
(gray) and PHLPP1-expressing CLL cells (white). The data represent an average (of the different patients/donors) of the frequency at which
methylation is observed at the individual CpG sites. (e) EHEB cells were treated with varying concentrations of 5-Aza DC from 0.5 to 25 mM or
dimethylsulphoxide control for 72 h and levels of PHLPP1 mRNA were compared by quantitative RT-PCR. Values indicate an average (from
four independent experiments performed in triplicate) fold change in PHLPP1 mRNA levels after normalization to GAPDH relative to
dimethylsulphoxide control treatment. Error represents the s.d. of the mean: *Po0.05 and **Po0.01. (f ) Levels of PHLPP1 mRNA relative to
GAPDH mRNA at 0, 2 and 4h following 5 mg/ml Actinomycin D treatment were compared between Ramos (red), WaC3CD5þ (green), EHEB
(orange), B cells from healthy donors (black), CLL cells expressing endogenous PHLPP1 (purple) and CLL cells expressing low, but detectable,
PHLPP1 mRNA (average of four independent CLL patients, blue). Data represent the mean and s.d. of normalized PHLPP1 mRNA levels from
two to three independent experiments performed in triplicate as assessed by quantitative RT-PCR.
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To more directly assess the effects of DNA methylation on
protein expression, the DNA methyltransferase inhibitor, 5-aza-20-
deoxycytidine (5-aza DC), is generally employed. However, 5-aza
DC only works on dividing cells and primary CLL cells are non-
dividing. Although CLL cell lines offer an alternative, the PHLPP1
levels are higher and methylation lower in these lines compared
with primary CLL. Despite these caveats, we examined the effects
of 5-aza DC on PHLPP1 mRNA levels in the EHEB cells. As shown in
Figure 2e, a small dose-dependent increase in PHLPP1 mRNA
expression was observed in the EHEB cells (1.72 fold increase
following a 25-mM treatment with 5-aza DC for 72 h); no significant
increases in PHLPP2 mRNA levels were observed (Supplementary
Figure 4), suggesting that the methylation inhibitor may modulate
the expression of PHLPP1, but not PHLPP2.

As an alternative to 5-aza DC, valproate (VPA) has been shown to
indirectly induce active replication-independent DNA demethyla-
tion.14 Therefore, we tested varying concentrations of VPA from 0 to
20 mM for 72 h on CLL cells from two different patients to determine
whether demethylation would result in an increase in the PHLPP1
mRNA expression. Although the dimethylsulphoxide control treated
CLL cells maintained B90% viability over this 72 h time course
based on trypan blue staining, the VPA-treated cells were o10%
viable and so the effects could not reliably be assessed
(Supplementary Figure 5). Nevertheless, the dramatic reduction in
cell viability upon VPA treatment suggests that histone acetylation
and DNA methylation may regulate growth and survival promoting
genes in CLL cells. Overall, our results suggest that methylation is a
plausible mechanism that may contribute to the loss of PHLPP1
protein expression in CLL cells.

Lastly, as differences in mRNA stability could also account for the
decrease in PHLPP1 transcript in CLL cells, we assessed the decay of
PHLPP1 mRNA relative to GAPDH mRNA following inhibition of
transcription by Actinomycin D. CLL cells expressing low, but
detectable PHLPP1 mRNA, exhibited a rapid reduction
in PHLPP1 mRNA levels within 2 h following Actinomycin D
treatment. In contrast, B cells from healthy donors, CLL cells-
expressing PHLPP1 and the cell lines exhibited a much slower decay
profile (Figure 2f, differences were statistically significant, Po0.01).
Furthermore, upon direct comparison of PHLPP1 and PHLPP2 mRNA
stability in the CLL cells, there appeared to be a more rapid
degradation of PHLPP1 transcript compared with PHLPP2, consistent
with the loss of PHLPP1, but not PHLPP2, in these cells
(Supplementary Figure 6). These data suggest that a decrease in
PHLPP1 mRNA stability may also contribute to the lower levels of
PHLPP1 transcription and protein expression observed in CLL.

In summary, in agreement with Suljagic et al.,10 we observed
the loss of protein expression of the tumor suppressor PHLPP1 in
CLL cells and also demonstrated a corresponding loss/decrease in
PHLPP1 mRNA. Our results suggest a novel methylation-mediated
mechanism for repression of PHLPP1 expression and a decrease in
PHLPP1 transcript stability in CLL cells, allowing for increased
responsiveness of CLL cells to CXCL12 and potentially other
signals from the microenvironment.
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