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The absence of functional von Hippel-Lindau (VHL) tumor suppressor gene leads to the development of
neoplasias characteristic of VHL disease, including renal cell carcinoma (RCC). Here, we compared the
sensitivity of RCC cells lacking VHL gene function with that of RCC cells expressing the wild-type VHL gene
(wtVHL) after exposure to various stresses. While the response to most treatments was not affected by the VHL
gene status, glucose deprivation was found to be much more cytotoxic for RCC cells lacking VHL gene function
than for wtVHL-expressing cells. The heightened sensitivity of VHL-deficient cells was not attributed to
dissimilar energy requirements or to differences in glucose uptake, but more likely reflects a lesser ability of
VHL-deficient cells to handle abnormally processed proteins arising from impaired glycosylation. In support
of this hypothesis, other treatments which act through different mechanisms to interfere with protein process-
ing (i.e., tunicamycin, brefeldin A, and azetidine) were also found to be much more toxic for VHL-deficient cells.
Furthermore, ubiquitination of cellular proteins was elevated in VHL-deficient cells, particularly after glucose
deprivation, supporting a role for the VHL gene in ubiquitin-mediated proteolysis. Accordingly, the rate of
elimination of abnormal proteins was lower in cells lacking a functional VHL gene than in wtVHL-expressing
cells. Thus, pVHL appears to participate in the elimination of misprocessed proteins, such as those arising in

the cell due to the unavailability of glucose or to other stresses.

Germline mutations in the von Hippel-Lindau (VHL) tumor
suppressor gene predispose individuals to the development of
tumors characteristic of VHL disease, including retinal angio-
mas, hemangioblastomas, pheochromocytomas, and renal cell
carcinomas (6, 12, 20, 21, 23). In humans, the product of the
VHL gene is a 213-amino-acid protein that is localized primar-
ily in the cytoplasm (31). Although highly conserved across
species, pVHL bears little similarity to other known proteins.
Most studies to elucidate its function have focused on analysis
of the interaction of pVHL with other cellular proteins. Thus,
pVHL was found to interact with elongins B and C, the regu-
latory subunits of the elongin-SIII complex. Binding of elon-
gins B and C to elongin A, the catalytic subunit, is necessary for
elongin-SIIT function and leads to enhanced transcriptional
activity by RNA polymerase II (1); binding of pVHL to elon-
gins B and C results in inhibition of elongin function and
decreased RNA polymerase II activity in vitro (7, 26, 29).
Elongin A and pVHL have not been found in the same com-
plex, suggesting that their association with elongins B and C
may be mutually exclusive. More recently, another pVHL-
interacting protein, Hs-CUL-2 was identified; yeast Cul2 (also
termed cdc53) is found in multiprotein complexes also, includ-
ing Skpl and cdc34, which have been proposed to participate
in targeting specific proteins for ubiquitin-mediated proteolysis
(24, 28, 38, 44). Based on the association between pVHL and
Cul2, and the sequence similarities between Skpl and cdc34
with elongins C and B, respectively, a role for pVHL in ubig-
uitin-mediated proteolysis has recently been postulated (36, 38).
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The extensive vascularization of VHL tumors is likely to
arise from the presence of abnormally high levels of vascular
endothelial growth factor (VEGF) (49, 51, 54). Constitutive
VEGEF levels in tissues are normally low, but its expression is
highly elevated in VHL tumors, in tissues lacking a functional
VHL gene product (pVHL), and in pVHL-deficient cells cul-
tured in vitro (13, 51, 59), with the unexpected exception of
VHL knockout embryos (14). Under physiologic conditions,
functional VHL downregulates expression of the VEGF gene
through both inhibition of VEGF gene transcription (25, 42)
and posttranscriptional destabilization of the VEGF mRNA
(22, 53); the latter process has been proposed to be regulated
by modulating, through proteolysis, the activity of proteins
binding the VEGF mRNA (33, 34). During abnormal angio-
genesis resulting in hypoxia, many tissues switch from aerobic
to anaerobic metabolism by (i) activating glycolytic pathways,
(ii) increasing their glucose uptake to compensate for the re-
duced ATP produced by glycolysis, and (iii) increasing local
vascularization by stimulating angiogenesis. Indeed, there is
much evidence for an overlap in the response of tissues to low
oxygen availability and to glucose deprivation. For example,
both hypoxia and hypoglycemia induce many common genes,
such as erythropoietin and VEGF genes (15, 53); induction of
VEGF gene expression by both hypoxia and hypoglycemia is
mediated through stabilization of its mRNA (33, 53). In addi-
tion, the hypoxia-inducible factor 18 (HSF-1B), a transcrip-
tional regulator of oxygen-responsive genes, was found to be
required for the expression of both VEGF and the glucose-
transporter GLUT-3 in hepatoma cells (40). Similarly, the
transcription factor arylhydrocarbon-receptor nuclear translo-
cator (ARNT) was found to be critical for regulating the ex-
pression of the VEGF gene and that of many glucose-re-
sponsive genes (the glucose transporter GLUT-1, aldolase,
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TABLE 1. Survey of cytotoxic treatments”

Conditions Relative cytotoxicity
Treatment Time UMR UMR
Dose (h) parental wtVHL

H,0,” 400 uM 24 ++ ++
Arsenite” 100 uM 24 +++++ 4+
uvcee 20 J/m? 36 ++ ++
Mimosine” 300 pM 24 + +
Hypoxia“ <1% O, 96 ++ ++
Heat shock® 42°C ¢ 24 - -
Glucose deprivation” f 60 ++++ +
Cycloheximide® 10 pg/ml 12 + +
Phenylacetate® 9 mM 72 - -
4-Cl-phenylacetate® 3 mM 72 + +
TPA® 1 nM 12+ +
TNF-o 10 ng/ml 24 - -
Serum withdrawal® -8 72 ++ +++

“UMR cells, either lacking VHL function (UMR parental) or stably express-
ing wild-type VHL (UMR wtVHL) were treated with various cytotoxic agents as
indicated. The influence of each treatment was evaluated either by scoring
DAPI-positive cells (those exhibiting condensed or fragmented nuclei), by mea-
suring crystal violet staining of 96-well cluster plates, or by direct counts of the
attached cells at the end of each treatment period (indicated in the time column),
with the exception of heat shock. —, no measurable toxicity; + to ++++,
relative toxicities, ranging from slight to high.

b Toxicity was scored in 96-well cluster plates after staining with crystal violet.

¢ Toxicity was scored in 6-well cluster plates after counting cells or staining
nuclear DNA with DAPI.

@ Toxicity was scored by direct cell counts with a hemocytometer.

¢ Cells were heat shocked for 6 h and then returned to a 37°C incubator, and
toxicity was scored 24 h after the end of the heat period.

/ Cells were cultured in glucose-free DMEM supplemented with 10% FBS as
described in Materials and Methods (about 2 mg/10° cells).

& Cells were cultured in DMEM supplemented with 0.1% FBS.

phosphofructokinase, phosphoglycerate kinase, etc.) (39). Ac-
cordingly, the impaired ability of ARNT-deficient cells to ele-
vate the expression of these genes in response to glucose star-
vation or hypoxia correlated with enhanced cytotoxicity in
response to these treatments (39).

In the present study, renal cell carcinoma (RCC) cells were
exposed to a panel of stimuli to explore the influence of the
VHL status on their responsiveness to various stresses. While
the effect of most treatments was indistinguishable when cells
lacking functional VHL gene expression (parental) were com-
pared with their counterparts expressing pVHL (through sta-
ble transfection of wild-type VHL gene [wtVHL]), we ob-
served dramatic differences with glucose deprivation: it was
potently cytotoxic for parental cells, but not for cells expressing
wtVHL. Studies on the mechanisms underlying these differ-
ences demonstrate a greatly diminished ability of VHL-defi-
cient cells to survive in the presence of incompletely processed
proteins, since inhibitors of protein folding and posttransla-
tional modifications (glycosylation or Golgi processing) were
also more toxic in the absence of the VHL gene. Finally,
VHL-deficient cells subjected to glucose deprivation or azeti-
dine treatment exhibited a greater accumulation of ubiquiti-
nated proteins and a slower rate of elimination of aberrant
proteins than did wtVHL-expressing cells. These findings fur-
ther support the notion that wtVHL aids in the elimination of
proteins that are targeted for proteolytic degradation.

MATERIALS AND METHODS

Cell culture, treatments, and transfection of bcl-2. The human renal carci-
noma cell lines UMRC6 (UMR) (18), 786-0 (cell line 786) (21), and UOK 121
(cell line 121) (13), were each stably transfected with either a vector control
(parental) or a plasmid expressing wild-type VHL cDNA (wtVHL). Additionally,
UMRCG6 cells were also transfected with a plasmid expressing a VHL ¢cDNA

MoL. CELL. BIOL.

carrying a mutation in nucleotide 737, rendering a C-terminally truncated VHL
protein lacking the elongin-binding site (clonal isolates XX23 and XX27). Cells
were routinely cultured in Dulbecco’s modified essential medium (DMEM;
Gibco BRL, Gaithersburg, Md.) supplemented with 10% fetal bovine serum
(FBS; Hyclone, Logan, Utah), 100 U of penicillin per ml, and 100 ug of strep-
tomycin (Gibco BRL) per ml and maintained in a humidified atmosphere con-
taining 5% CO, in air. Hypoxia treatments were carried out in a chamber
receiving continuous injection of a gas mixture containing 5% CO, and 95% N,.
Under these conditions, the partial oxygen pressure reached a plateau of 10 Tor
by 8 h. For the glucose deprivation experiments, cells were plated at a density of
approximately 30,000, 80,000, or 200,000 to 400,000 cells per 6-well cluster plate,
60-mm dish, or 100-mm dish, respectively. Although they were cultured in glu-
cose-free DMEM, its supplementation with 10% FBS contributed 100 mg of
glucose per liter. Use of dialyzed FBS was avoided to prevent depletion of other
nutrients (nucleotides, amino acids, etc.) through dialysis. The volume of glu-
cose-free DMEM plus 10% FBS added to cells was carefully calculated so that
2 ng/cell was routinely available at the beginning of the glucose starvation period
(typically about 1, 2 to 2.5, and 6 to 9 ml for 6-well cluster plates, 60-mm dishes,
and 100-mm dishes, respectively). It is critical to accurately calculate the avail-
ability of glucose per cell, and not merely the glucose concentration, because
glucose is not in excess. In the initial hours, the glucose contributed by the serum
is depleted; the rate of depletion, and hence the toxicity, is strictly proportional
to the number of cells present. Brefeldin A, tunicamycin, azetidine, neomycin,
hygromycin (L-azetidine-2-carboxylic acid), glucosamine, 2-deoxyglucose, hy-
drogen peroxide, sodium arsenite, cycloheximide, tumor necrosis factor alpha
(TNF-a), sodium phenylacetate, 4-chloro-phenylacetate, 12-O-tetradecanoyl-
phorbol-13-acetate (TPA), and thapsigargin were from Sigma (St. Louis, Mo.).
Mimosine was from Aldrich Chemical Co. (St. Louis, Mo.), and lactacystin
(clasto-lactacystin B-lactone) was from Boston Biochem (Cambridge, Mass.).
Drugs were added directly into the medium. For irradiation with short-wave-
length UV light (UVC), cells were rinsed with phosphate-buffered saline (PBS)
before irradiation, and tissue culture medium was added back to the cells im-
mediately after irradiation. Untreated controls were subjected to mock irradia-
tion. For the stable transfection of bcl-2, 5 X 10° cells were seeded in 100-mm
plates 24 h before transfection. Then 5 pg of the pSFFV-bcl2 construct or
pSFFV-neo vector control (kindly provided by G. Nunez) were transfected into
cells by using standard calcium phosphate precipitation methods. Stable trans-
formants were selected in the presence of 500 pg of neomycin (Sigma) per ml.
Cell counts were performed with a hemacytometer, and crystal violet cytotoxicity
assays were carried out in 96-well cluster plates, as described earlier (17).
Colony formation assays. Cell survival was measured by a standard clonogenic
assay. Cells were initially seeded at a density of 30,000 cells per well in 6-well
cluster plates. At the end of each treatment, cells were trypsinized and serially
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FIG. 1. Northern blot analysis of expression of stress-responsive genes. UMR
cells either lacking VHL function (UMR parental) or stably expressing wild-type
VHL (UMR wtVHL) were treated as indicated. Total RNA was processed as
described in Materials and Methods, and representative Northern blots indicate
the levels of gadd153, grp78, hsp70, and VHL mRNA. VHL (e), endogenous
VHL mRNA, about 5-kb long; VHL (t), VHL transcript from the pCEP4VHL
vector overexpressed in these cells, about 1-kb long; untr., untreated; —Glucose,
cells cultured in glucose-free medium; —S, cells cultured in serum-free medium;
HS, cells subjected to heat shock.
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TABLE 2. Relative induction of stress-responsive genes after
various stressful treatments”

Conditions Fold induction of stress-responsive

gene?:
Treatment Time  €addIS3 g8 hsp70
Dose
M p vHL P VvHL P vHL
H,O, 400 pM 12 4 4 03 03 1 1
Arsenite 100 M 12 25 27 1 1 35 45
uvC 20 J/m? 12 2 2 02 03 02 0.1
Mimosine 300 pM 12 3 4 1 1 1 1
Heat shock® 42°C 6 2 2 1 1 11 12
Glucose deprivation — 24 18 12 17 7 3 2
Cycloheximide 10 pg/ml 12 3 3 5 6 03 03
Phenylacetate 9 mM 24 1 2 1 2 1 1
4-Cl-phenylacetate 3 mM 24 9 11 1 2 08 0.8
TPA 1 oM 6 1 1 1 1 08 1
TNF-a 10 ng/ml 12 1 1 1 1 1 3
Serum withdrawal® - 24 7 9 1 1 1 1

“ UMR cells with different VHL status (parental or wtVHL) were treated with
the agents indicated in Table 1, and RNA samples were prepared at the end of
each treatment period (indicated in the time column), with the exception of heat
shock. The expression of the stress-responsive genes grp78, gadd153, and hsp70
was studied by Northern blot analysis as described in Materials and Methods. For
each treatment and gene, numbers indicate the fold induction in the abundance
of that mRNA with respect to that seen in untreated controls.

 Fold induction in mRNA levels relative to expression in untreated cells. P,
parental cells; VHL, wtVHL-expressing cells.

¢ Cells were heat shocked for 6 h, whereupon RNA was extracted.

4 Cells were cultured in glucose-free DMEM supplemented with 10% FBS, as
described in Materials and Methods (about 2 mg/10° cells).

¢ Cells were cultured in DMEM supplemented with 0.1% FBS.

diluted according to the expected surviving fraction (from 1:10 to 1:1,000,000).
Plates were then returned to the incubator and cultured for an additional 10 to
12 days. The plates were fixed and stained with a crystal violet solution (10%
ethanol [vol/vol], 0.1% crystal violet [wt/vol], and colonies (defined as greater
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than 50 cells) were counted. The surviving fraction was determined as the
number of colonies divided by the dilution factor. For each treatment, plates
were seeded at four different dilutions, and routinely three of these were
counted. Each colony formation assay was performed at least three times.

Northern blot analysis. Total RNA was isolated with STAT-60 (Tel-Test B,
Friendswood, Tex.), and 20-pg RNA samples were denatured, size fractionated
by electrophoresis in 1.2% agarose-formaldehyde gels, and transferred onto
GeneScreen Plus nylon membranes (DuPont/NEN, Boston, Mass.) as described
previously (16). For the detection of grp78, gadd153, hsp70, and VHL mRNAs,
the corresponding cDNA inserts were excised from the plasmids p3C5grp78 (55),
pCMVgadd153, pM3hsp70 (10), and pCEP4VHL, respectively, and labeled with
a random primer labeling kit (Boehringer Mannheim, Indianapolis, Ind.) in the
presence of [a-*?P]dCTP. An oligomer complementary to the 18S rRNA (5'-
ACGGTATCTGATCGTCTTCGAACC-3") (Integrated DNA Technologies,
Coralville, Iowa) was 3’ end labeled with [«-*P]dATP by terminal deoxynucleo-
tidyl transferase (Life Technology Laboratories, Gaithersburg, Md.) and used to
normalize for differences in loading and transfer among samples (data not
shown). Hybridization and washes were performed according to the method of
Church and Gilbert (5). Incorporation of 3P was visualized with a PhosphorIm-
ager (Molecular Dynamics, Sunnyvale, Calif.).

Western blot analysis. Fifty-microgram samples of total cell lysates were size
fractionated by sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-
PAGE) and transferred onto polyvinylidene difluoride membranes by standard
techniques, and detected with the enhanced chemiluminescence (ECL) system
(Amersham, Arlington Heights, Ill.). Grp78 protein was detected after incuba-
tion with the monoclonal mouse anti-human grp78 antibody (Santa Cruz Bio-
technology, Santa Cruz, Calif.), and ubiquitin was detected with a mouse mono-
clonal antibody (Calbiochem, San Diego, Calif.).

Assays for protein degradation. For the analysis of protein elimination, cells
were either left untreated or were treated with azetidine in methionine-free
DMEM for 1 h before the addition of 50 wCi of [>*S]methionine (specific
activity, 1,175 Ci/mM; American Radiolabeled Chemicals, Inc., St. Louis, Mo.)
per ml. After an additional 5 h, the labeling medium was removed and replaced
with complete DMEM. At the appropriate times, cells were lysed in buffer
containing 20 mM HEPES (pH 7.4), 50 mM B-glycerophosphate, 1% Triton
X-100, 10% glycerol, 2 mM EGTA, 1 mM dithiothreitol, 10 mM sodium fluoride,
1 mM sodium orthovanadate, 2 uM leupeptin, 2 wM aprotinin, 2 pM pepstatin
A, 1 mM phenylmethylsulfonyl fluoride, and 0.5 pM okadaic acid. After the
determination of the protein concentration, 25-p.g aliquots were size fractionated
through SDS-12% PAGE, and the *S-radiolabeled proteins were visualized
with a PhosphorImager.

For the measurement of *>S-precipitable counts, lysates were prepared as
described above, and 50-pg protein aliquots were precipitated in 10% trichloro-
acetic acid (TCA) for 30 min on ice in the presence of carrier bovine serum
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FIG. 2. Effect of hypoxia and glucose deprivation on alterations in cell number. UMR cells were plated in 60-mm dishes and grown to a density of 100,000 cells
per plate in complete medium. (A) Cells were placed in a hypoxia chamber, and cell numbers were determined at the times indicated. (B) Cell medium was replaced
with 2 ml of glucose-free DMEM supplemented with 10% FBS. This contributed 100 mg of glucose (200 g of glucose/plate, about 2 ng/cell) per ml. The number of
cells per plate at each time point was determined in duplicate with a hemacytometer. Values represent the mean * the standard error of the mean (SEM) for three
independent experiments. Symbols: m, UMR parental cells; [J, UMR wtVHL cells. Untreated control plates were seeded at the same density and cultured in 2 ml of
complete medium, and cell numbers indicated normal, logarithmic growth for at least 4 days (data not shown).
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FIG. 3. Effect of glucose deprivation on three pairs of RCC lines, each with a VHL-proficient and -deficient counterpart. (A) UMR cells (either parental or expressing
wtVHL) were cultured in glucose-free medium for 3 days and then stained with the DNA dye DAPI. Nuclei were visualized under fluorescence microscopy (top row).
Untreated control cells also displayed homogeneous DAPI staining (data not shown). Note the presence of condensed and fragmented nuclei in the parental cell
population, while most nuclei of wtVHL-expressing cells are homogeneously stained. Morphological differences were also visible under light microscopy, with parental
cells exhibiting distinct membrane blebbing under phase-contrast microscopy (bottom row). (B) FACS distribution of UMR cells, each with a different VHL status.
Three days after culture in glucose-free medium, UMR parental and UMR wtVHL cells were subjected to FACS analysis, and the resulting histograms are shown. A
sub-G, population, characteristic of apoptosis, is indicated with an open arrow. (C) The RCC lines UMR, 786, and 121 were subjected to glucose deprivation for the
times indicated and then stained with DAPI, and the condensed and/or fragmented nuclei were scored. Solid bars, parental cells; hatched bars, wtVHL-expressing cells.

albumin (200 wg/ml), after which they were filtered. The filters were then rinsed
and dried, and the radioactivity was measured by scintillation counting.

Measurement of glucose uptake. Glucose measurements were taken at various
intervals from the cell cultures during the course of the experiments and stored
at 4°C until analysis. Glucose levels were analyzed with a Glucose Analyzer II
(Beckman, Palo Alto, Calif.).

Flow cytometric analysis of cell cycle distribution and detection of DNA
condensation and fragmentation by DAPI staining. Cell cycle distribution was
analyzed by flow cytometry as described earlier (27). Briefly, 1 X 10° to 2 X 10°
cells were trypsinized, washed once with PBS, and fixed in 70% ethanol. Fixed
cells were washed with PBS, incubated with 1 pg of RNase A per ml for 30 min
at 37°C, and stained with propidium iodide (Boehringer Mannheim). The stained
cells were analyzed on a FACScan flow cytometer to determine the relative DNA
content. Quantitation of apoptotic cells was determined by staining with 4’,6-
diamidino-2-phenylindole (DAPI) (Sigma) at the times indicated, as described
previously (37). Briefly, cells were washed three times with PBS and fixed with
4% paraformaldehyde. After being stained with DAPI for 30 min, nuclei were
examined by fluorescence microscopy and apoptotic cells scored. Data are the
means * the standard deviation of three independent experiments.

RESULTS

Effect of VHL status in the response of UMR cells to stress.
In order to explore whether the VHL status influences the
response of RCC cells to stresses, a survey was undertaken
with a panel of stressful agents. With each treatment, the
sensitivity of the RCC parental cell line UMRC6 (UMR),
which lacks VHL gene function, was compared with that of
UMR cells in which VHL gene function was restored through

30
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Percent of untreated
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parental XX27 XX23 wtVHL

FIG. 4. Effect of glucose deprivation on UMR cells expressing C-terminally
truncated pVHL. UMR cells that lacked VHL (parental), expressed wtVHL
(WwtVHL), or expressed a mutant VHL cDNA carrying a deletion at nucleotide
position 737 that rendered a C-terminally truncated protein (clonal lines XX23
and XX27) were cultured in glucose-free medium for 4 days. At the end of the
treatment period, the cultures were subjected to clonogenicity assay as described
in Materials and Methods. Percentages were calculated relative to untreated,
time-matched controls. Values represent the mean = the SEM for at least three
independent experiments.
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FIG. 5. Effect of glucose deprivation on long-term survival of RCC cells each with a different VHL status. UMR, 786, and 121 cells (both parental and expressing
wtVHL) were cultured in glucose-deprived medium for the times indicated, and then their long-term survival was assayed by using a clonogenic assay as described in
Materials and Methods. Percentages were calculated relative to untreated, time-matched controls. In each experiment, treatments were done in duplicate, and values

represent the mean *+ the SEM for at least three independent experiments.

stable transfection with a wtVHL expression vector (UMR
wtVHL). Stressful treatments included treatment with hydro-
gen peroxide, arsenite, heat shock, UVC irradiation, differen-
tiation agents (phenylacetate and 4-Cl-phenylacetate), depri-
vation of nutrients (serum or glucose) or oxygen (hypoxia), and
other stresses. Depending on the treatment, the toxicity was
quantitated by using either direct cell counts, DAPI staining to
score condensed or fragmented nuclei, or crystal violet staining
of 96-well cluster plates. As shown in Table 1, the effect of each
treatment ranged from undetectable to markedly cytotoxic. In
most instances, we observed little difference in the response of
cells lacking functional VHL gene expression (UMR parental)
relative to that of their wtVHL-expressing counterparts
(UMR wtVHL). Glucose deprivation, however, provided a
striking exception in that cells lacking pVHL function encoun-
tered very marked cytotoxicity, while cells expressing wtVHL
appeared to be protected against this treatment. Also notewor-
thy was the observation that similar periods of serum depriva-
tion appeared to be more toxic for cells expressing wtVHL
than for VHL gene-deficient cells, although the disparity of
this response was less pronounced.

For each treatment, the expression of a number of stress-
responsive genes was also monitored. Figure 1 shows repre-
sentative results for three such genes: the glucose-regulated
protein 78 (grp78), the growth arrest- and DNA damage-in-
ducible 153 (gadd153), and the heat shock protein 70 (hsp70).
After exposure to heat stress, glucose deprivation, or serum
starvation, the expression of all three genes was elevated, al-
though only glucose deprivation resulted in substantially
higher expression of these genes in parental cells than in cells
expressing wtVHL, particularly with grp78 (Fig. 1). This dif-
ferential expression may contribute to or be a reflection of the
different toxicities encountered by each cell line after glucose
deprivation. The VHL status did not seem to substantially

influence the expression of grp78, gadd153, or hsp70 when
other treatments were tested (Table 2). Thus, both by direct
assessment of cellular toxicity and by monitoring the expres-
sion of stress-responsive genes, the VHL status influenced the
responsiveness to glucose deprivation but not to other stressful
treatments tested.

wtVHL protects against stress by glucose deprivation. Al-
though we did not observe VHL status-dependent differences
in the sensitivity to hypoxia in our initial screen, much overlap
exists in the cellular response to hypoxic and hypoglycemic
stresses. Therefore, we sought to analyze more carefully the
effect of functional pVHL on the sensitivity of UMR cells to
glucose or oxygen deprivation. As shown in Fig. 2A, the cul-
turing of UMR cells in hypoxic conditions was moderately
toxic, but we observed no differences between parental and
wtVHL-expressing cells. In contrast, the culturing of cells in
glucose-free medium led to a significant loss of cells lacking
functional pVHL, while it only had a modest effect on cell loss
in wtVHL expressing cultures (Fig. 2B). The growth rates of
untreated UMR cells were unaffected by the VHL status (not
shown). A further characterization of the differences in glucose
deprivation toxicity is presented in Fig. 3. Staining with the
DNA dye DAPI after placement in glucose-free medium for 3
days was used to examine nuclear condensation and fragmen-
tation. Representative results for UMR parental and UMR
wtVHL are shown in Fig. 3A. The number of cells exhibiting
these alterations (primarily nuclear condensation) was remark-
ably higher in the UMR parental population (Fig. 3A). Exam-
ination of the DNA content by fluorescence-activated cell
sorter (FACS) analysis revealed the presence of a sub-G; pop-
ulation of cells (Fig. 3B). Together, the results obtained by
staining with DAPT and by FACS analysis suggest that glucose-
depleted UMR cells undergo apoptotic cell death.

Further evidence supporting the notion that the functional
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FIG. 6. Influence of bcl-2 overexpression in glucose deprivation toxicity. (A)
Western blot analysis of bcl-2 expression in transfected UMR cells. UMR cells
were transfected with the bcl-2 expression vector pSFFV-bcl-2 to obtain a pool
population (pool) or isolated clones (U.1, U.3, and U.6) of bel-2-expressing cells.
neo, cells transfected with the “empty” vector control pSFFV-neo. Different
levels of bcl-2 were expressed in each case. par, parental. (B) The sensitivity of
each clone to the toxic influence of a 3-day glucose deprivation period was
measured in a colony formation assay. In each experiment, treatments were done
in duplicate, and the values represent the mean * the SEM for at least three
independent experiments.

VHL gene is important for survival in glucose-deprived me-
dium is shown in Fig. 4. Here, the cytotoxic influence of glu-
cose deprivation in UMR cells was extended to include that of
cells expressing, through stable transfection, a VHL cDNA
with a deletion in nucleotide 737, rendering a C-terminally
truncated pVHL that lacked the elongin-binding domain. The
survival of 2 such clonal isolates (XX23 and XX27) was com-
parable to that of parental cells and substantially lower than
that of wtVHL-expressing cells, thus illustrating the impor-
tance of this domain for survival in glucose-deprived medium.

To ensure that the increased susceptibility of UMR parental
cells to glucose deprivation was not due to characteristics
unique to the UMR cell line, we expanded the study to include
two additional RCC lines derived from other tumors deficient
in pVHL function, cell lines 786 and 121 (13, 21). Cell lines 786
and 121 stably transfected with either control (parental) or
wtVHL-expressing vectors were examined. As shown in Fig.
3C, the culturing of variants of all three cell lines in glucose-
free medium led to time-dependent increases in the numbers
of condensed and fragmented nuclei (scored as DAPI-positive
cells), which occurred earlier and were more prominent in
parental cells (all deficient in VHL function) compared with
their wtVHL-expressing counterparts. A clonogenic assay was
employed to further determine if the influence of VHL status
on the sensitivity towards glucose deprivation correlated with

MoL. CELL. BIOL.

measurable differences in a long-term survival assay. The re-
sults shown in Fig. 5 are expressed as the percentage of colo-
nies obtained after each cell type was cultured in glucose-free
medium for the times indicated relative to the number of
colonies obtained from time-matched untreated controls. In all
three lines tested, parental cells showed significantly lower
survival rates than their wtVHL-expressing counterparts.
Taken together, these findings indicate that the presence of
functional VHL genes enhances survival of RCC cells sub-
jected to glucose deprivation.

Effect of bcl-2 overexpression on cell death by glucose de-
privation. Since glucose deprivation-triggered death of RCC
cells exhibited characteristics of apoptosis, we sought to deter-
mine whether this effect could be prevented by the expression
of the antiapoptotic protein bcl-2 (43). To this end, UMR cells
were stably transfected with a plasmid overexpressing bcl-2,
which has been found to protect against apoptotic cell death
triggered by a number of stresses (30, 47). Multiple clonal
isolates were obtained, and the levels of bcl-2 protein expres-
sion in three of them, ranging from moderate (U.1) to high
(U.6), are shown in Fig. 6A. Unexpectedly, the survival of
UMR cells transfected with a vector control (neo) was virtually
indistinguishable from that of any one of the bcl-2-expressing
clones or the bcl-2 pool population (Fig. 6B), as assessed by
colony formation assay (and by DAPI staining [data not
shown]). Evidence that bcl-2 was functionally active in these
transformants came from clonogenic assays after thapsigargin
treatment, where overexpression of bcl-2 was found to be pro-
tective (not shown). These results indicate that bcl-2 cannot
rescue UMR cells from the toxic influence of glucose depriva-
tion.

—— UMR parental
=<{7F - UMR wtVHL

—h— 786 parental
= -/x - 786 wtVHL

—— 121 parental
--0O-— 121 wtVHL

Glucose uptake (mg)

Time (days)

FIG. 7. Glucose uptake in RCC cells. UMR, 786, and 121 cells were cultured
in complete medium, and the rate of glucose uptake was determined by analyzing
aliquots of medium collected at the times indicated. The glucose concentrations
were determined as described in Materials and Methods.
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FIG. 8. Effect of pyruvate on the toxicity by glucose deprivation. UMR, 786, and 121 cells, plated at a density of 30,000 cells/well in 6-well cluster plates, were
cultured for 48 h in glucose-free medium alone (solid bars) or supplemented with 10 mM sodium pyruvate (hatched bars). At the end of the treatment period, the
cultures were subjected to clonogenicity assay as described in Materials and Methods. Percentages were calculated relative to untreated, time-matched controls.
Pyruvate alone had no influence on clonogenicity relative to untreated cells. In each experiment, treatments were done in duplicate, and the values represent the

mean * the SEM for at least three independent experiments.

Assessment of glucose uptake and energy availability. A
number of hypotheses could be postulated to explain why
VHL-deficient cells exhibit enhanced toxicity towards glucose
deprivation. For example, glucose uptake may be different in
VHL-deficient cells relative to wtVHL-expressing cells; alter-
natively, reduced energy availability could be more critically
limiting for the VHL-deficient cells. As shown in Fig. 7, glucose
uptake was virtually the same when parental (VHL-deficient)
and wtVHL-expressing cells of each type were compared, al-
though 786 cells had an overall higher rate of glucose uptake.
Therefore, differences in the entry of glucose into the cell do
not seem to account for the enhanced sensitivity of parental
cells to glucose deprivation. To ascertain whether the sensitiv-
ity to glucose starvation was due to ATP depletion, pyruvate
was added as an alternate energy source. Our earlier studies
indicated that addition of 10 mM pyruvate was able to main-
tain cellular ATP at levels similar to control levels with glucose
(4), so pyruvate was added to the glucose-depleted medium
and the relative sensitivity of each cell line to each treatment
condition was measured. As shown in Fig. 8, the addition of
pyruvate moderately enhanced colony survival in both parental
and wtVHL-expressing cells. However, it did not restore the
survival of VHL-deficient cells to the level seen in their
wtVHL-expressing counterparts. Thus, lower energy availabil-
ity does appear to contribute somewhat to the toxic effects of
glucose deprivation, but not in a VHL-specific fashion.

Impaired protein processing. Another important conse-
quence of glucose deprivation is impaired protein glycosyla-
tion. It is possible that such an impairment could be more
damaging for cells lacking VHL function, thus explaining their
greater sensitivity to glucose deprivation. To further explore
this possibility, we examined whether the VHL status influ-
enced the cellular response to treatment with other agents that
affect glycosylation. First, we examined the effect of tunicamy-
cin. As shown in Fig. 9A, tunicamycin treatment led to a
dose-dependent loss in clonogenicity in all of the cell lines
tested, but this treatment was much more cytotoxic for VHL-
deficient cells in every case. Likewise, treatments with either
glucosamine or 2-deoxyglucose, two additional agents that per-
turb glucose metabolism and thereby inhibit glycosylation (32,
58), were also much more cytotoxic for RCC cells lacking the
VHL gene (Fig. 9B).

Among the principal consequences of impaired glycosylation
is the accumulation of misfolded proteins in the cell. There-
fore, we next sought to test if VHL-deficient cells had a dimin-

ished ability to tolerate, in a general sense, the presence of
unprocessed proteins. To this end, we assayed the cytotoxic
influence of various treatments that generate misprocessed
proteins on each pair of VHL-proficient and VHL-deficient
RCC lines. Brefeldin A causes the accumulation of incom-
pletely processed proteins by preventing the shuttling of vesi-
cles from the endoplasmic reticulum (ER) to the Golgi appa-
ratus. This effect is mediated, at least in part, through
inhibition of a guanine nucleotide-exchange protein for ADP-
ribosylation factors required for this transport (19, 41). Expo-
sure to the proline analog azetidine also results in the forma-
tion of aberrant proteins (57). Both treatments were found to
be more cytotoxic for VHL-proficient than for VHL-deficient
cells (Fig. 9B). Although their influence is not restricted to the
ER, tunicamycin, brefeldin A, and azetidine are all considered
to be ER stressors. Therefore, we examined whether cells with
a different VHL status would also exhibit differential sensitivity
to other ER stress agents whose mechanism of action does not
work through interference with normal protein processing.
Thapsigargin, which induces ER stress through perturbations
in Ca®>" homeostasis (3, 56), was chosen for this purpose. As
shown in Fig. 9B, thapsigargin produced similar toxicity in
VHL-proficient and VHL-deficient cells. Therefore, our re-
sults suggest that the VHL gene may exert a protective influ-
ence against impaired protein processing but not against other
forms of ER stress.

These differences in toxicity were further characterized by
analyzing the expression of grp78, a marker of glucose depri-
vation and ER stress. As described earlier (Table 1 and Fig. 1),
glucose deprivation led to a time-dependent induction of grp78
expression that was markedly attenuated in wtVHL-expressing
cells (Fig. 10A); likewise, exposure to tunicamycin also led to
dose-dependent elevations in grp78 expression that were more
accentuated in parental cells than in wtVHL-expressing cells
(Fig. 10B). Again, we believe these differences reflect the rel-
ative sensitivities of each cell line. However, other possible
explanations, such as direct inhibition of the steady-state levels
of grp78 mRNA by the VHL gene, cannot be ruled out at this
time.

Effect of VHL status on global ubiquitination and elimina-
tion of cellular proteins. A role for pVHL in the ubiquitin-
proteasome degradation pathway was recently postulated
based on its association with Cul2 and elongin C (36). Cul2 and
elongin C appear to be human counterparts of the yeast pro-
teins cdc53 and Skpl, respectively, which are involved in tar-
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FIG. 9. Effect of inhibitors of posttranslational protein processing on RCC cells. Parental (solid bars) and wtVHL-expressing (hatched bars) UMR, 786, and 121
cells, were plated at a density of 30,000 cells/well in 6-well cluster plates and cultured for 48 h in complete medium, either alone or supplemented with tunicamycin
(A) or a variety of drug treatments affecting protein processing: glucosamine (10 mM), 2-deoxyglucose (10 mM), azetidine (3 mM), brefeldin A (0.3 pg/ml) and
thapsigargin (3 pM) (B), with the exception of UMR cells, which were treated with 2-deoxyglucose (10 mM) for 72 h. At the end of each treatment period, cultures
were subjected to clonogenic assay as described in Materials and Methods. Percentages were calculated relative to untreated, time-matched controls. Dimethyl sulfoxide
alone had no influence on clonogenicity relative to untreated cells. Treatments were done in duplicate, and the values represent the mean *+ the SEM for at least three

independent experiments.

geting cellular proteins for degradation by the proteasome
(45). In light of this proposed model for VHL function, as well
as our own results showing that deletion of the elongin-binding
domain is sufficient to confer sensitivity to glucose deprivation
(Fig. 4), we hypothesized that we might detect differences in
the extent of ubiquitination of RCC cells, depending on their
VHL status. If proteins in pVHL participated in early steps,
such as the recognition of substrate proteins, we would likely
see less ubiquitination in VHL-deficient cells; on the other
hand, if pVHL participated in subsequent steps of proteolysis,
then the absence of VHL function could lead to the accumu-
lation of more ubiquitinated proteins, as later events are im-
paired. The presence of ubiquitinated proteins in lysates from
cell line 786 cells was determined by Western blot analysis (Fig.
11, upper panel). As shown, VHL-deficient (parental) 786 cells
exhibited overall higher ubiquitination levels than did the
wtVHL-expressing counterparts; these differences were fur-
ther accentuated in lysates from glucose-depleted cultures
(Fig. 11, upper panel). 786 cells treated with lactacystin were
included in the study as positive controls. Lactacystin inhibits
proteasome function and thus inhibits the de-ubiquitination of

target proteins. As shown in Fig. 11, both parental and wtVHL-
expressing cells had very high levels of ubiquitinated proteins
after exposure to lactacystin, although it seemed to be slightly
higher for parental cells. Western blot analysis of free ubiquitin
(Fig. 11, lower panel) was carried out after electrophoresis
through 15% SDS-polyacrylamide gels due to its small size
(8.5 kDa). As shown, its expression did not change substan-
tially with the treatments described.

To further characterize the influence of VHL status on the
fate of aberrant proteins, we studied the rate of elimination of
proteins synthesized in the presence of azetidine in 786 cells
either lacking or expressing wtVHL. After treatment of cells
with azetidine for 6 h in the presence of [**S]methionine, both
drug and [**S]methionine were removed, and the clearance of
labeled proteins was monitored over the following 36 h. As
shown in Fig. 12A, *°S-labeled proteins synthesized in the
presence of this proline analog were eliminated more slowly in
parental cells than in wtVHL-expressing cells, supporting the
notion that pVHL aids in a more efficient elimination of ab-
normal proteins. Likewise, quantitation of TCA-precipitable
counts indicated that the rate of elimination of **S-labeled
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FIG. 10. Expression of grp78 in RCC cells. Representative Western blot
analysis of grp78 expression in VHL-deficient (parental) and wtVHL-expressing
(wtVHL) UMR, 786, and 121 cells that were cultured in glucose-depleted me-
dium for the times indicated (A) or in complete medium with various concen-
trations of tunicamycin for 12 h (B). Protein loading was the same in all lanes
(data not shown).

proteins was faster in the presence of wtVHL (Fig. 12B). Fi-
nally, when protein ubiquitination levels after azetidine treat-
ment were compared, VHL-deficient cells exhibited a greater
accumulation of ubiquitinated proteins over time than did cells
expressing pVHL (Fig. 12C). Taken together, our results on
protein ubiquitination and the elimination of abnormally pro-
cessed proteins are consistent with pVHL playing a role in the
process of targeted proteolysis.

DISCUSSION

Our results reported here indicate that pVHL exerts a pro-
tective influence during treatments that result in the accumu-
lation of misprocessed proteins in RCC cells. The treatments
investigated included the inhibition of protein glycosylation,
the impairment of protein transport, and the perturbation of
protein folding, all resulting in the elevated presence of abnor-
mal proteins. With each treatment, RCC cells lacking VHL
function exhibited marked cytotoxicity that could be relieved
by restoration of VHL function. These observations are con-
sistent with an emerging model proposed for VHL function.
This model, largely based on the identification and analysis of
pVHL-interacting proteins, postulates that pVHL plays a role
in the targeted degradation of cellular proteins. In support of
this model, pVHL has been found in complexes containing
Cul2 and elongins C and B; the yeast homologs of these pro-
teins, cdc53, cde34, and Skpl, respectively, have been proposed
to function in targeting proteins for degradation by the ubig-
uitin-proteasome pathway (8, 24, 35, 45). This mechanism of
proteolytic breakdown involves a ubiquitin-activating enzyme
(E1); a ubiquitin-conjugating enzyme (E2), which transfers
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ubiquitin to the protein substrate; and a ubiquitin protein
ligase (E3), normally bound to the protein substrate for deg-
radation (for reviews, see references 2, 46, and 48). Cdc53 and
Cul2 appear to form part of a multiprotein complex with E3
enzymatic activity, while elongin B has a ubiquitin-like domain
(11, 45). The targets of Cul2 remain to be identified, but
certain RNA-binding proteins, such as those recognizing
VEGF mRNA, are likely candidates. As shown by Levy et al.
(33, 34), these proteins bind and stabilize the VEGF mRNA in
conditions of low oxygen, thus enhancing the expression of
VEGF and other hypoxia-inducible mRNAs. In VHL-deficient
cells, the constitutively elevated presence of VEGF mRNA-
binding proteins has been proposed to account for the height-
ened expression of VEGF that many groups have reported
(both in cell lines and in VHL tumors) (49, 54). In the same
general model, pVHL may modulate the process of transcrip-
tional elongation through targeted proteolysis of nuclear pro-
teins involved in RNA polymerase II elongation (7, 11, 26).
In view of our findings reported here, we propose that
pVHL may play a general role in targeting cellular proteins for
proteolytic elimination. As shown, VHL-deficient cells exhibit
greater sensitivity to glucose deprivation, tunicamycin, brefel-
din A, and azetidine than cells expressing wtVHL. We inter-
pret this response to reflect the accumulation of a greater
burden of misfolded, abnormally processed or incompletely
modified proteins in VHL-deficient cells compared to VHL-
proficient cells. In the simplest model, misprocessed proteins
arising from these treatments would be transported back into
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FIG. 11. Western blot analysis of ubiquitinated proteins and ubiquitin in
RCC cells. (Upper panel) Parental (par.) and wtVHL-expressing 786 cells were
either left untreated, subjected to glucose-deprivation for 48 h, or treated with
lactacystin (10 wM) for 16 h. Whole-cell lysates were then electrophoresed in
SDS-7% polyacrylamide gels and subjected to Western blot analysis to detect the
presence of ubiquitin by using a monoclonal anti-ubiquitin antibody. (Lower
panel) Electrophoresis in SDS-15% polyacrylamide gels was used to visualize
free ubiquitin (8.5 kDa). Protein loading was the same in all lanes (not shown).
MWM, molecular weight marker, indicating the size in kilodaltons.
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FIG. 12. Elimination of **S-labeled proteins synthesized in the presence of amino acid analogs. (A) 786 cells either were left untreated or were pretreated with 10
mM azetidine for 1 h and incubated with [**S]methionine for an additional 5 h (as described in Materials and Methods). Then the labeling medium was removed and
replaced with regular culture medium without drugs. At different times thereafter (0, 6, 18, 24, and 36 h), protein extracts from each treatment group were prepared
and electrophoresed through SDS-12% polyacrylamide gels. Gels were dried, and radiolabeled proteins were visualized with a PhosphorImager. parental, VHL-
deficient cells; wtVHL, cells expressing wtVHL. (B) 786 cells either were left untreated or were pretreated with 10 mM azetidine for 1 h and then incubated with
[**S]methionine for an additional 5 h. At the times indicated after removal of the medium containing [>*S]methionine (with or without azetidine), protein lysates were
prepared, and TCA-precipitable counts were determined as described in Materials and Methods. (C) 786 cells either were left untreated or were treated with 10 mM
azetidine for 6 h and then placed in medium without drugs. At different times thereafter (0, 6, 18, 24, and 36 h), protein extracts were prepared and subjected to Western
blot analysis for the detection of ubiquitinated proteins as described in Materials and Methods.

the cytoplasm for degradation (52). In cells lacking pVHL,
these proteins would accumulate and overload the cell, a sit-
uation that may become incompatible with the maintenance of
cellular function and integrity. The presence of functional
pVHL would aid in the elimination of proteins, possibly by
facilitating their proteolytic degradation through the ubiquitin-
proteasome pathway, thus preserving cellular viability. Indeed,
our analysis of the ubiquitination of total cellular proteins
suggests that pVHL may assist in the general elimination of
cellular proteins, since VHL-deficient cells, particularly after
glucose deprivation or treatment with azetidine, exhibit an
elevated amount of ubiquitinated proteins. Likewise, the find-
ing that wtVHL-expressing cells exhibit a relatively more effi-
cient clearance of **S-labeled proteins synthesized in the pres-
ence of azetidine is also consistent with the VHL gene playing
a global role in the elimination of abnormal proteins. An al-
ternative model can be envisioned whereby, in situations of
stress, pVHL would selectively aid in the elimination of a
specific subset of proteins such as, for example, certain death-
promoting proteins. Yet the possibility remains that the ob-
served differences in cytotoxicity and protein ubiquitination
profiles are due to other, presently unknown, characteristics of
VHL-deficient cells. However, we think that these differences
are, at least in part, due to properties related to binding of
pVHL to the elongin-Cul2 complex, since the expression of
VHL proteins specifically lacking the elongin binding site fails
to render any protection against glucose deprivation to RCC
cells otherwise devoid of VHL function, as shown in Fig. 4.
Discerning between these possibilities and furthering the iden-
tification of pVHL target proteins remain important areas of
future investigation.

Two additional conclusions may be inferred from our anal-
ysis of general protein ubiquitination. First, although ubiquiti-
nation may also lead to protein degradation by lysosomes (46),
our results suggest that the proteasome is involved, at least in
part, in the process of protein elimination that is purportedly
assisted by pVHL. This conclusion is based on the fact that the
pattern of ubiquitinated proteins in lactacystin-treated cells
resembles that seen in glucose-depleted cells and that overall
the amount of ubiquitinated proteins is higher in VHL-defi-
cient cells. Secondly, if indeed pVHL is involved in the ubig-
uitin-proteasome degradatory machinery, it may not be di-
rectly implicated in the recognition of substrate proteins by the
elongin B/C/Cul2/pVHL complex but rather function in sub-
sequent steps leading to its elimination. If pVHL were involved
in substrate recognition, pVHL-deficient cells might have pre-
sented with less ubiquitination, particularly after glucose de-
privation. On the other hand, if pVHL were involved in the
ensuing phases of proteolysis, we would see an accumulation of
ubiquitinated proteins in parental cells, while pVHL-express-
ing cells would eliminate ubiquitinated substrates more effi-
ciently and the overall ubiquitination would be lower. Our
observations presented in Fig. 11 are consistent with the latter
possibility. Analysis of additional VHL mutations may provide
further insight into the functional domains required for pro-
tection against glucose deprivation and the domains influenc-
ing protein ubiquitination. In this regard, our unpublished re-
sults with a variety of other VHL mutants indicate that in no
case has a mutant protein engendered the same degree of
protection as has wild-type VHL protein.

How does this differential responsiveness influence tumor
development? The concept that pVHL, a tumor suppressor
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gene product, exerts protection against cell death, is somewhat
counterintuitive. With a few reported exceptions (9), onco-
genes are generally believed to enhance cell survival and net
tumor growth, while tumor suppressor genes frequently pro-
mote cell death, thereby preventing tumor development. In
VHL disease, individuals develop, in addition to RCC, a num-
ber of highly vascularized, nonmalignant tumors (retinal cap-
illary angiomas, pheochromocytomas, and hemangioblastomas
of the central nervous system). It is likely that the reportedly
elevated VEGF expression in VHL-deficient cells and tumors
directly contributes to their extensive vascularization. How-
ever, we propose that the absence of functional pVHL may
further contribute to tumor vascularization by an additional
mechanism. Based on our observations reported here, VHL-
deficient cells might be rendered more vulnerable to hypogly-
cemia, which normally occurs during the growth of solid tu-
mors; these focal sites of cellular death would, in turn, trigger
a local inflammatory reaction, further stimulating the recruit-
ment of angiogenic factors and promoting local vasculariza-
tion. Together with the constitutively higher expression of
VEGTF, the resulting local angiogenesis would be further en-
hanced. Indeed, solid tumors have abnormal vascularization,
which creates areas of poor irrigation and hence local hypoxia
and hypoglycemia. Hypoxia would lead to further increases in
VEGEF expression, while hypoglycemia, which may be toxic for
VHL-deficient cells, could lead to local cellular death, local
inflammation, and increased attraction of angiogenic factors.
Consequently, the combined effect of hypoxia and hypoglyce-
mia would potently stimulate local angiogenesis. In addition,
glucose depletion, as reported by other groups (50, 53), was
also a potent inducer of VEGF expression in all of the RCC
lines studied here (data not shown). Moreover, hypoxia accen-
tuates the lower availability of glucose, as tissues switch from
aerobic to anaerobic metabolism (a process that generates less
ATP) and require higher glucose uptake. Therefore, our
model proposes that in solid tumors exposure to combined
hypoxic and hypoglycemic stresses leads to increased local vas-
cularization. It is presently unclear whether this model applies
only to the progression of renal cell carcinomas, which are
malignant and metastatic, or also to other VHL tumors, such
as retinal angiomas or angioblastomas, which are more vascu-
lar and nonmetastatic. While many important questions about
VHL tumorigenesis await further investigation, our findings
presented here may have important implications in the design
of therapeutic strategies for the management of VHL tumors.
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