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There is accumulating evidence to suggest that palin-
dromic AT-rich repeats (PATRE!s) represent hot spots of
double-strand breakage that lead to recurrent chromo-
somal translocations in humans. As a mechanism for
such rearrangements, we proposed that the PATRR
forms a cruciform structure that is the source of
genomic instability. To test this hypothesis, we have
investigated the tertiary structure of a cloned PATRR.
We have observed that a plasmid containing this PATRR
undergoesaconformationalcharnge,causingtemperature-
dependent mobility changes upon agarose gel electro-
phoresis. The mobility shift is observed in physiologic
salt concentrations and is most prominent when the
plasmid DNA is incubated at room temperature prior to
electrophoresis. Analysis using two-dimensional gel
electrophoresis indicates that the mobility shift results
from the formation of a eruciform structure. S1 nuclease
and T7 endonuclease both cut the plasmid into a linear
form, also suggesting cruciform formation. Further-
more, anti-cruciform DNA antibody reduces the electro-
phoretic mobility of the PATRR-containing fragment.
Finally, we have directly visualized cruciform extru-
sions from the plasmid DNA with the size expected of
hairpin arms using atomic force microscopy. Our data
imply that for human chromosomes, translocation sus-
ceptibility is mediated by PATRRs and likely results
from their unstable conformation.

The constitutional £(11;22)(q23;q11) is the only known recur-
rent non-Robertsonian translocation in humans. Its recurrent
nature implicates a specific genomic structure at the t(11;22)
breakpoints. Analyses of numerous independent t(11;22) cases
have localized the breakpoints within palindromic AT-rich re-
peats (PATRRs)! on 11923 and 22q11 {1-4). Most 11:22 trans-
locations show breakpoints at the center of the PATRRs, sug-
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gesting that the center of the palindrome ig susceptible to
double-strand breaks, leading to the translocation (5, 6). In-
deed, translocation-specific PCR detects a high frequency of de
rovo t{11;22)s in normal sperm samples (7).

The breakpoints on 22911 are located within one of the
unclonable gaps in the human genome (8, 9). Extensive screen-
ing of YAC/BAC/PAC libraries has not been successful in clon-
ing this breakpoint region. However, experimentally derived
sequences from numercus t{11;22) junction fragments demon-
strate that the 22ql1 breakpoints reside within a larger
PATRR. The breakpoints of a variety of translocations involv-
ing 22q11 cluster within this region, suggesting that the 22q11
PATRR is highly unstable (10-13). More recently, molecular
cloning of translocation breakpoints has demonstrated similar
palindromic sequences on partner chromosomes, such as
17q11, 4935.1, and 1p21.2 (14-16).

It has been sugpested that for palindromic sequences in
double-stranded DNA, the interstrand base pairs might con-
vert to intrastrand pairs, producing a set of hairpin structures
described as a eruciform (see Fig, 14). In appropriate condi-
tions, these structures can be generated from palindromic DNA
in vitro and visualized directly by electron microscopy (17).
Under physiological conditions, eruciform extrusion is usually
kinetically blocked; it appears to take place only in response to
heating, suggesting that a considerable amount of energy is
required for cruciform extrusion (18). However, under appro-
priate conditions, palindromic DNA prefers to extrude eruci-
form arms even at physiological temperatures (19). In a previ-
ous report, we demonstrated that the PATRRs on 11q23,
17q11, and 22q11 are all comprised of a long AT-rich region
with relatively GC-rich ends (5, 14). We have proposed that the
AT richness of the PATRRs contributes to strand separation at
physiological temperatures, whereas the relatively GC-rich
ends contribute to the stable intrastrand complementary inter-
action of the PATRR. These characteristics are likely to induce
or favor the formation of a cruciform structure.

In this study, we have investigated the in vitro tertiary
structure of the 11q23 PATRR and demonstrated that it forms
a cruciform structure at physiclogical conditions, Qur data
suggest that PATRRs may form unstable structures that lead
to chromosomal translocations in humans, These data also
implicate a biological role for the temperature-sensitive confor-
mational change characteristic of palindromic DNA.

EXPERIMENTAL PROCEDURES

PATRR Plasmid—A plasmid containing the chromosome 11 PATRR
{204 bp) was constructed by PCR and TA cloning as described previ-
ously (psPATRR11) (1}. The control plasmid that deletes the PATRR
region was constructed using BAC 442ell, which deletes almost the
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Fic. 1. Agarose gel elecirophoresis of the PATRR plasmid, A, putative cruciform structure of the PATRR of chromosome 11. B, schematic
representation of psPATRR11 and pAPATRR11. The box indicates the inverted repeat region, whereas each arrow indicates the repeat unit.
pAPATRRI11 deletes almost the entire 204-bp PATRR region. Bold vertical lines indicate the cloning sites of the plasmids, The #hin vertical lines
indicate restriction sites for the following enzymes: BamHI (B} and Hinell (H). C, agarose gel electrophoresis of psPATRR11 and pAPATRR11. Lane
M, molecular size marker; lane 1, psPATRR11; lane 2, pAPATRRI11, OC, open circle; L, linear; SC, supercoiled circle,

entire PATRR region (pAPATRR11). Plasmid DNA was isolated by
meansg of alkaline lysis (denaturing) or Triton lysis (non-denaturing)
methods and purified using ion-exchange columns {Qiagen) without the
use of phenol. Isopropanol-precipitated DNA was dissolved in phos-
phate-buffered saline/l mm EDTA. All of the procedures were per-
formed at 4 °C in a cold recom to avoid artifactual eruciform extrusion
during the procedure. Isolated plasmid DNA was divided into small
aliquots and immediately frozen until used in an experiment. The
plasmid was quickly thawed, incubated at a given temperature, and
then cooled on ice before electrophoresis.

DNA topoisomers containing different linking numbers were pre-
pared by relaxation of the DNA with topoisomerase I (Invitrogen) in the
presence of varied concentrations of ethidium bremide as described
(20). Several samples with different ranges of linking numbers were
pooled to produce a mixture with a broader distribution of topoisomers,

Two-dimensional Gel Electrophoresis—Standard agaroese gel electro-
phoresis was performed in horizontal gel slabs immersed in 1x Tris/
borate/EDTA (TBE) electrophoresis buffer. The 0.7% agarose gel was
prepared in TBE in a square gel tray. Electrophoresia was performed at
45 V for 20 h at 4 °C. The gel was stained in water plus ethidium
bromide at 1 pg/ml for 2 h followed by extensive destaining in several
changes of water before photography. For two-dimensicnal gel electro-
phoresis, the sample was applied at the left upper cerner. Electrophore-
sis in the first dimension was performed using the same conditions as
for standard electrophoresis. The gel was then soaked in TBE plus
chloroquine (0.75 pg/ml) (Sigma) for 8 h with gentle agitation for equil-
ibration. After soaking, the gel was rotated clockwise 90° from the
original position. Electrophoresis in the second dimension was per-
formed in TBE plus chlorequine at 45 V for 20 h. The gel was then

soaked in several changes of deionized water to remove the chloroguine.
The gel was stained in water plus ethidium bromide in similar condi-
tions as for standard agarose gel electrophoresis. To stabilize the cru-
ciform structure, two-dimensional gel electrophoresis was also per-
formed in Mg?*-containing buffer (0.5X TBE, 10 mm MgCl,) for the first
dimension (21). Electrophoresis was earried out at 456 V for 30 h at 4 °C,
replacing the electrophoresis buffer every 6 h (22),

Nuclease Sensitivity Assay—T7 endonuclease (New England Bio-
Labs}, S1 nuclease (Takara), and nuclease P1 (Roche Applied Science)
digestions were performed at room temperature for 1 h in the appro-
priate buffers, 10 units of T7 endonuclease, 1 unit of S1 nuclease, and
0.1 units of nuclease P1 were used for digestion of 1 g of plasmid. After
digestion, the plasmid DNA was precipitated with ethanol and then
subjected to 0.7% agarose gel electrophoresis,

For mapping of the cleavage sites, the nuclease-digested plasmids
were purified, digested with EcoRI or BstXI, and then subjected to 2%
agarose gel electrophoresis, The fragments were purified and sequenced
using internal primers.

Electrophoretic Mobility Shift Assay (EMSA)—EMSA was performed
as described previously (23), using a monoclonal antibody against cru-
ciform DNA, 2D3 (24). To shorten the DNA fragment, psPATRR11 and
pAPATRR11 were digested with BamHI and HincII and subcloned into
pT7Blue. 100 ng of supercoiled plasmid DNA was incubated at 4 °C for
1hin 20 pl of binding buffer (10 mM Hepes, pH 7.8, 100 mM NaCl, 1 mm
EDTA, and 5 mM MgCl,) with or without 2D3. A second circular plas-
mid was added simultaneously into the reaction for nonspecific compe-
tition. After the addition of 2 ul of 10X restriction digestion buffer, the
plasmid was digested for 30 min at room temperature with & units of
both BamHI and HindIll. Subsequently, 1 unit of Klenow fragment and
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10 mCi of [x-*?P]dCTP were added to the reaction mixture, and incu-
bation continued for 10 min. The fragments were resolved on 4% non-
denaturing polyacrylamide gels at 4 °C at § V/em. Gels were dried and
exposed for an appropriate time.

Atomic Force Microscopy (AFM) Experiments—The plasmid DNA
sample (10 ul) was dripped onto a mica substrate coated with spermine,
rinsed with 1 ml of water, and blown with dry nitrogen gas. AFM
analysis was carried out using a Nanoscope IIla Multimode system
(Digital Instruments Inc., Santa Barbara, CA) in the tapping mode at
room temperature in air. Silicon cantilevers of 127 um in length with a
spring constant of 48 newtons/m were purchased from Nanosensors
(Wetzlar-Blankenfeld). Typical resonant frequencies of these tips were
340 kHz. The 512 X 512 pixel images were collected at a rate of two scan
lines/second. The contour lengths of the DNA were determined using
NIH Image software.

Ta lock the PATRR plasmid into the eruciform structure, DNA cross-
linking was performed by a method similar to that described previously
(25). In brief, plasmid DNA was dissolved in a sclution of 4,5',8-trim-
ethylpsoraten (100 pg/ml) and exposed to UV light at 365 nm for 5 min.
The DNA was digested with EcoRI, purified, and then subjected to
AFM.

RESULT3

PATRR Plasmid Prefers to Be in Its Relaxed State—We have
hypothesized that the PATRR forms a cruciform structure even
in physiological conditions, leading to genomic instability in
humans. To test this hypothesis, we have examined the terti-
ary structure of a cloned 1123 PATRR. This PATRR is too
unstable to be cloned into a plasmid vector in its entirety. The
11¢23 BAC including the t(11;22) hreakpoint region inevitably
deletes the PATRR during bacterial culture. YACs that span
this region also delete the PATRR, suggesting that it is unsta-
ble even when yeast is used as the host. Previously, we iden-
tified a short polymorphic version of the PATRR (Fig. 1B) that
can be stably expanded as a plasmid in Escherichia coli (5). We
prepared the short PATRR-containing plasmid (psPATRR11),
as well as a plasmid that deletes the PATRR (pAPATRR11), in
a buffer at physiological salt concenitration (phosphate-buffered
saline/EDTA) and used them for the following studies.

First, we analyzed the plasmids prepared by the standard

alkaline lysis method. Upon standard agarose gel electrophore-
sig, a plasmid usually yields three bands, which correspond to
supercoiled, linear, and open circular DNA. In addition to the
expected bands, the psPATRR11 showed a ladder migrating at
the position for supercoiled DNA. The pAPATRRI11 did not
yield such a ladder (Fig. 1C). Each band of the ladder corre-
sponds to a topoisomer containing different linking numbers.
Relaxed topoisomers move slowly in the gel. The observed
ladder suggests that the PATRR-containing plasmid, unlike
the plasmid without the PATRR, prefers to be in its relaxed
state in solution.

Cruciform formation involves unpairing of the complemen-
tary strands and thus reduces the interstrand twist number.
For negatively supercoiled DNA, a reduction in twist number
reduces the degree of supercoiling and thus would cause a
reduction in electrophoretic mobility. The observed ladder is
consistent with cruciform formation of the PATRR plasmid.

Nuclease Sensitivity Assay—Cruciform DNA is known to be
digested by 81 nuclease, nuclease P1, or T7 endonuclease (26),
To confirm cruciform extrusion of the psPATRR11 and exclude
the possibility of other conformational variants, we examined
the nuclease sensitivity of the PATRR plasmid prepared by the
alkaline lysis method. S1 nuclease, which is known to cut
single-stranded DNA at the tip of the cruciform structure,
cleaved most of the supercoiled psPATRR11 into a linear form
(Fig. 2, lane 2) but cleaved only a small amount of the
pAPATRR11 or TA cloning vector (Fig. 2, lanes 6 and 10). Since
the pH for the S1 nuclease reaction buffer is so low, it may nick
the plasmid and affect the results. Thus, we also incubated the
plasmid with buffer, which resulted in no background linear-
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FiG. 2. Nuclease sensitivity assay of the PATRR plasmid. The
original plasmid, plasmid with S1 nuclease digestion, plasmid with T7
endonuclease digestion, and plasmid with restriction enzyme digestion
that cuts the plasmid only once were subjected to agarose gel electro-
phoresis in this order. Lanes I-4, psPATRR11; lanes 58, pAPATRR1L,;
lanes 9-12, TA cloning vector. The arrows indicate the position of the
linear form of psPATRR11 {(a), pAPATRRI11 (b}, and TA cloning vector
(c). 81, S1 nuclease; T7, T7 endonuclease; RE, restriction enzyme,
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ization (data not shown). Nuclease P1, which can react at
physiological pH, produced similar results (data not shown). To
exclude the possibility that S1 nuclease cleaves single-stranded
DNA of the psPATRR11 only because of the AT-rich nature of
the palindrome, we used T7 endonuclease, which can cut the
four-way junction of the cruciform structure. When incubated
at room temperature, a considerable amount of the ps-
PATRR11 was digested by T7 endonuclease into a linear form
(Fig. 2, lane 3). In contrast, the endonuclease did not cut either
pAPATRR11 or the TA cloning vector (Fig. 2, lanes 7 and 11),

Two-dimensional Gel Electrophoresis—To confirm cruciform
extrusion of the psPATRR11 further, we performed two-dimen-
sional gel electrophoresis. The first dimension, run in the ab-
sence of intercalative ligands, regolves the topoisomers on the
basis of torsion in the backbone. Since structural transitions
due to unwinding torsion are reversed in the presence of chlo-
roquine, a second dimension run in the presence of this ligand
resolves the topoisomers on the basis of linking differences.

Examination of psPATRR11 prepared by the standard alka-
line lysis method reveals two non-continuous downward-
sloping curves on the gel, suggestive of an abrupt structural
transition (Fig. 34). Next, we treated psPATRR11 with topoi-
somerase | in the presence of various amounts of ethidium
bromide 30 as to prepare plasmids with broader topoisomer
distribution. After topoisomerase I treatment, psPATRR11
yields an additional curve above the original two (Fig. 3B). This
additional curve corresponds to more relaxed topoisomers gen-
erated by topoisomerase I treatment. In the first dimension,
the electrophoretic mobilities of cruciform-containing topeiso-
mers are retarded in comparison with the same topoisomers
without the cruciform, whereas these two forms migrate iden-
tically in the second dimension. This is the result of the elim-
ination of cruciform structures in the presence of chloroquine,
which acts to reduce torsional stress. Since a greater degree of
negative supercoiling is known to accelerate cruciform extru-
sion (17, 18), the two minor curves on this gel are likely to
originate from cruciform DNA.



Fi¢. 3. Two-dimensional gel electrophoresias of the PATRR
plasmid. A, psPATRR11 prepared by the alkaline lysis method. B,
psPATRRI11 treated with topeisomerase I in the presence of various
amounts of ethidium bromide. C, topoisomerase [-treated psPATRR11
digested with T7 endonuclease. D, topoisomerase I-treated psPATRR11
digested with S1 nuclease. Two downward-sloping curves originating
from cruciform extrusion are observed at the lower right side on bath
the 4 and the B gels, but neither are observed in the C nor in the D gel.
Spots at the upper left side on the gels originate from open circular
nicked plasmids, whereas spots near the cenier of the gels are from
nuclease-cleaved linear plasmids.

We digested topoisomerase I-treated psPATRR11 with S1
nuelease or T7 endonuclease prior to the two-dimensional gel
electrophoresis. As expected, the two minor curves virtually
disappeared as a result of nuclease digestion, whereas the
other curve remained unchanged (Fig. 3, C and D). Large spots
indicative of open circles and linear DNA appeared instead.
These results demonstrate that two minor arcs originate from
cruciform DNA and that, combined with the data derived from
undigested psPATRR11, the majority of psPATRR11, when
isolated by the alkaline lysis method, forms a cruciform
extrusion.

MgZ* is known to stabilize a eruciform structure (21, 22). We
repeated the two-dimensional gel electrophoresis experiments
in Mg?*-containing buffer for the first dimension. The results
were similar to those seen for standard TBE buffer (data not
shown).

Mupping of Nuclease Cleavage Sites in the PATRR—The
presence of two curves on the two-dimensional gel indicates
that the psPATRR11 adopts two types of cruciform conforma-
tions. To localize the subregion of the PATRR responsible for
cruciform extrusion, we mapped nuclease cleavage sites using
restriction enzyme digestion (Fig. 4, A and B). Both T7 endo-
nuclease and S1 nuclease yielded several fragments that were
shorter than that of the PATRR-containing fragment, whereas
the intensity of the original fragment was reduced by treat-
ment with the nucleases. The pattern of cleavage provides
additional support toward confirming cruciform extrusion of
the PATRR region of the plasmid.

To further map the cleavage sites, we performed sequence
analysis of each nuclease-cleaved fragment. Four EcoRI-T7
endonuclease fragments were sequenced, and we localized the
cleavage sites at two positions (Fig. 4C). Thus, we conclude that
psPATRR11 forms large and small cruciform extrusions as was
predicted from the two-dimensional gel analysis, The small
cruciform extrusion originates from the 36-bp region at the
center of the PATRR. Further, the PATRR has a relatively
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GC-rich region at both ends (1, 5). Thus, the large cruciform
originates from the region that excludes this GC-rich region.
The cleavage sites of 51 nuclease were rather complicated. One
of the cleavage sites colocalized with the precise center of the
PATRR, the putative tip of the cruciform structure (Fig. 4C).
The rest of the cleavage sites of S1 nuclease were mapped at
the mismatch regions between the proximal and distal arms of
the PATRR. These results suggest intrastrand annealing
within the PATRR, which is also consistent with eruciform
formation.

Temperature-sensitive  Structural Transition of the
PATRRTo determine whether the PATRR plasmid adopts
cruciform conformation in E. coli, we have prepared the plas-
mid by a Triton lysis method (non-denaturing method) since
denaturation of the PATRR can induce artifactual cruciform
formation. Unlike plasmids isolated by the alkaline lysis
method, psPATRR11 did not yield a characteristic ladder in
standard agarose gel electrophoresis (Fig. 5A, lane 1). This
suggests that the psPATRR11 does not form a cruciform in E.
coli.

Next, we incubated the psPATRR11 at various temperatures
for 1 h prior to agarose gel electrophoresis. Mobility retardation
of the supercoiled plasmid was observed as a characteristic
ladder in samples incubated at temperatures between 16 and
37 *C (Fig. 5A). This band shift must be the result of a transi-
tion from non-cruciform to a cruciform conformation. Unexpect-
edly, mobility retardation was most prominent in the plasmid
incubated at room temperature. The ladder appeared as scon
as 1 min after the start of incubation at room temperature, and
the fraction of upward shifted bands expanded with increasing
duration of incubation (Fig. 5B). Since the band pattern of the
sample after 1 h of incubation was similar to that prepared by
the alkaline lysis method, incubation at room temperature for
1 h appeared to be sufficient for a large fraction of the plasmid
to form the cruciform extrusion. The sample incubated for 1 h
at room temperature was subjected to two-dimensional gel
analysis, producing similar results to that prepared by the
alkaline lysis method (data not shown),

EMSA—We performed EMSA using the anti-cruciform anti-
body 2D3, which recognizes cruciform DNA (24). To reduce the
size of the PATRR fragments, we subcloned BamHI/Hinell
fragments into a plasmid vector (Fig. 1B). The sizes of the
subfragments from psPATRR11 and pAPATRRI11 are 375 and
162 bp, respectively. Plasmid DNA samples prepared by the
Triton lysis method were used for EMSA, Without any prein-
cubation of the plasmid, the addition of the 2D3 antibody did
not result in a band shift for the subfragments from ps-
PATRRI11 (Fig. 6, lanes 9 and 10) or from pAPATRRI11 (data
not shown). However, when the plasmids were incubated at
room temperature for 7 days prior to the reaction to maximize
the fraction adopting cruciform conformation, subfragments
from psPATRR11 demonstrated a robust band shift in an an-
tibody concentration-dependent manner (Fig. 6, lanes 1-3). The
subfragment from pAPATRR11 did not show a band shift even
after incubation at room temperature for 7 days (Fig. 6, lanes
4-6). Since retardation of psPATRR11 was not observed with
control monoclonal antibodies (Fig. 6, lanes 7 and 8), this band
shift indicates that the 2D3 antibody bound specifically to the
PATRR plasmid incubated at room temperature.

AFM Study—We used atomic force microscopy to examine
the tertiary structure of the PATRR plasmid and to directly
visualize the cruciform extrusion (27). We examined ps-
PATRRI11 prepared by the Triton lysis method. Initial exami-
nation revealed no overt cruciform extrusion (Fig, 7A). How-
ever, after incubation of the DNA samples at room temperature
for 7 days, 37 of 45 plasmids analyzed (82.2%) showed cruci-
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Fic. 4. Mapping of nuclease cleavage sites in the PATRR. A, mapping by digestion with restriction enzyme, 81, 81 nuclease; 77, T7
endonuclease; RE, restriction enzyme. B, restriction map of the PATRR-flanking region. C, mapping by sequencing. The entire PATRR is shown
as a putative hairpin structure predicted by mfold software (mfold burnet.edu.av/dna_form). The errows indicate cleavage sites with T7
endonuclease, whereas the arrowkeads indicate those with S1 nuclease. the relatively GC-rich region is indicated by a bracket.

form extrusions (Fig, 7, B and C). The mean length of extru-
sions was 23.2 + 4.3 nm. Since the size of the PATRR is 204 bp,
the predicted size for the cruciforr arm is 34 68 nm. When the
GC-rich region at both ends of the PATRR (31 bp each) was
excluded, the predicted size of the cruciform arm is 24,14 nm,
which nearly corresponds to the observed size. Two types of
extrusions are expected; those with extended or those with
acute geometry of the cruciform arms. However, all of the
observed cruciforms had acute geometry (X-type), with & mean
cruciform arm angle of 89.3 = 35.2°. The small cruciform, the
size of which was predicted to be 6.12 nm from its nucleotide
size (18 bp), was too small to be identified by AFM.

To localize the eruciform extrusion of the psPATRR11 within
the PATRR region, we separated the insert including the

PATRR (1 kb) from the plasmid vector (4 kb). psPATRR11 was
cross-linked with psoralen and UV prior to EcoRI digestion.
Cruciform extrusion was observed at the center of the 1-kb
fragment but not in the 4-kb fragment (Fig. 7D}, demonstrating
that the PATRR formed a eruciform extrusion.

DISCUSSION

In this study, we have demonstrated that the 11q23 PATRR
Iocated at the £(11;22) breakpoint region can form a cruciform
structure in vitro. Most individuals carry a 445-bp PATRR with
an AT content of 93%. The homology between the proximal and
distal arms is 98%, comprising a nearly complete palindromic
structure (5). Previously, we identified a short polymorphic
allele of the PATRR among a group of individuals. The total
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Fic. 5. Temperature-sensitive structural transition of the
PATRR. A, temperature-dependent gel mobility shift of the PATRR
plasmid. psPATRR11 prepared by the Triton lysis method was incu-
bated at various temperatures shown on the top. A, psPATRR11 pre-
pared by the alkaline lysis method. M, molecular size markers. B, a
time course of incubation at room temperature. psPATRR11 was incu-
bated at room temperature for periods indicated on the fop.

size of the short PATRR is 204 bp, with an AT content of 88%.
The homology between the proximal and distal arms is 88%,
with a 34-bp asymmetric center. Since it is difficult to clone
DNA containing the complete palindrome, the plasmid we used
for structural analysis contained this shorter version of the
11923 PATRR. Our results clearly demonstrate that the short
11¢23 PATRR forms a cruciform configuration at physiological
conditions, Although there is no direct evidence that the short
PATRR is involved in genesis of the translocation, one excep-
tional t(11;22) case appears to have originated from a short
PATRR (5). Thus, it seems likely that the short PATRR be-
haves similarly to the long PATRR. It is reasonable to predict
that the long 445-bp PATRR, as well as other PATRRs involved
in chromosomal translocations, may also form cruciform struc-
tures that induce genomic instability.

It has been suggested that palindromic DNA capable of form-
ing unstable eruciform structures induces both homologous and
illegitimate recombination, leading to translocations. The data
presented here support this proposed mechanism. Although
the mechanism of PATRR-mediated double-strand break in-
duction remains unknown, it is possible that the cruciform
structure blocks progression of the replication fork, generating
free ends that must be repaired (28, 29). Alternatively, a con-
formation-specific endonuclease may cleave at the center of the
PATRR. However, no key enzyme to catalyze this cleavage has
been identified. Cruciform structures that comprise a four-way
Jjunction resemble Holliday junctions, which may be a target for
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Fic. 6. Gel electrophoresis mobility shift nssay of the PATRR
fragment. psPATRR11 (lares 1-3) or pAPATRRI11 (lanes 4-6) pre-
pared by the Triton lysis method was incubated at room temperature
for 7 days and then reacted with anti-cruciform antibody, 2D3. For
psPATRR11, another monoclonal antibody was used as a control {{anes
7-8). psPATRR11 without incubation at room temperature was also
reacted with 2D3 (lanes 9~10). The concentration of 2D3 antibody is
indicated at the bottom. The arrow indicates the shifted band.

Fic. 7. AFM image of the PATRR plasmid. A, an AFM image of
psPATRRI11 prepared by the Triton lysis methed. B, an AFM image of
the psPATRRI11 after incubation at room temperature. C, another im-
age of psPATRR11 at a higher magnification. D, an AFM image of
psPATRR11 after DNA cross-linking followed by restriction digestion.
The arrows indicate the cruciform extrusion. Longer fragments without
cruciform structure may originate from the cloning vector. The scale bar
is indicated in pm.

Holliday junction resolvase. Such a break might be repaired
by non-homologous end joining, for there are symmetrical bx;
ldeletionsba at the center of the PATRR, and there is no
homology between the sequences of the translocation break-
point partners (16).

In this report, we have demonstrated that eruciform extru-
sion is temperature-sensitive. Interestingly, cruciform forma-
tion is most efficient at room temperature, consistent with
previous observations by Panyutin et al. (19). We have often
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observed strand separation of the PATRR fragment even at
37 °C.2 The temperature-induced drop in cruciform formation
might be attributed to the competition for superhelix energy
release, taking place between cruciform and open regions
within the premelting range. We previously reported that only
meiotic cells undergo this translocation (7). This prompted the
hypothesis that PATRR-mediated translocations may repre-
sent errors in meiotic recombination and that the double-
strand break catalytic enzyme involved in meictic recombina-
tion might recognize a specific DNA conformation. Male
meiosis might be permissive to such temperature-sensitive cru-
ciform extrusion, and we have previously identified frequent de
nove t1(11;22)s in male meiosis. Unfortunately, a similar oppor-
tunity does not exist to examine female meiotic cells. We have
analyzed only one case of a de nevo t(11;22), and it indicated an
origin in the paternal germ line.? Thus, it is not unreasonable
to imagine that PATRR-mediated translocations might occur
only in male meiotic cells generated at a lower bedy
temperature.

In vive cruciform extrusion is still controversial. No report
has directly demonstrated in vivo cruciform structures in pal-
indromic DNA. Although previous studies addressed cruciform
DNA in E. eoli, others have argued against the phenomenon
(18, 26, 30). Based on the fact that PATRR plasmids prepared
by the non-denaturing methed do not demonstrate cruciform
extrusion, the favored PATRR cruciform conformation is likely
to be inhibited in E. coli. Cruciform extrusion is known to
require sufficient negative superhelicity. The natural negative
superhelicity of a plasmid in K. coli may not afford it the
opportunity to adopt a cruciforn: configuration. Since the rep-
lication of a plasmid may be too rapid for a transition to a
eruciform arrangement to take place, this may be the reason
why the observation of eruciform configurations is rare in bac-
teria. In mammals, the doubling time is sufficiently long to
permit palindromic DNA to generate cruciform extrusion con-
figurations, Thus, although a c¢ruciform configuration is gener-
ally thought to be energetically unfavorable, our results indi-
cate that the PATRR prefers to sdopt a cruciform configuration
even at physiological conditions, Further, recent studies have
demonstrated that mammalian chromatin remodeling factors
induce negative superhelical torsion of DNA, leading to cruci-
form extrusion of palindromic DNA (31). This suggests that
palindromic DNA may adopt a cruciform conformation within
the chromatin scaffold. The conformational status of genomic
DNA affects many cellular funetions through the regulation of
DNA replication or transcription. (23, 32). Thus, the elucidation
of an in vive cruciform structure may lead to a further under-
standing of the regulation of such cellular functions.

2 B. 8. Emanuel and H. Kurahashi, unpublished data.
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Recent evidence supports a role for GATA transcrip-
tion factors as important signal intermediates in differ-
entiated endothelial cells. The goal of this study was to
identify proteins that interact with endothelial-derived
GATA transcription factors. Using yeast two-hybrid
screening, we identified hematopoietically expressed
homeobox (Hex) as a GATA-binding partner in endothe-
lial cells. The physical association between Hex and
GATA was confirmed with immunoprecipitation in cul-
tured cells. Hex overexpression resulted in decreased
flk-1/KDR expression, both at the level of the promoter
and the endogenous gene, and attenuated vascular en-
dothelial growth factor-mediated tube formation in pri-
mary endothelial cell cultures. In electrophoretic mobil-
ity shift assays, Hex inhibited the binding of GATA-2 to
the flk-1/KDE 5'-untranslated region GATA motif. Fi-
nally, in RNase protection assays, transforming growth
factor 1, which has been previously shown to decrease
f1k-1 expression by interfering with GATA binding ac-
tivity, was shown to increase Hex expression in endo-
thelial cells. Taken together, the present study provides
evidence for a novel association between Hex and GATA
and suggests that transforming growth factor g-medi-
ated repression of fik-1/KDR and vascular endothelial
growth factor signaling involves the inducible forma-
tion of inhibitory Hex-GATA complexes.

The endothelium displays remarkable diversity in health
and disease. Endothelial cell phenotypes are modulated in
space and time by mechanisms that involve the highly coordi-
nated combinatorial action of transeriptional modules (1). The
GATA family of transcription factors consists of six members
(GATA-1 to -6). Of the various GATA factors, GATA-2, -3, and
-6 are expressed in vascular endothelial cells (2). Initially,
these transacting factors were believed to play a singular role
in the differentiation of endothelial cells during development
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were defrayed in part by the payment of page charges. This article must
therefore be hereby marked “advertisement” in accordance with 18
U.8.C. Section 1734 solely to indicate this fact.

§ These authors contributed equally to this work,

1 To whom correspondence should be addressed: Research Center for
Advanced Science and Technology, the University of Tokyo, 4-6-1
Komaba, Meguro Tokyo, 153-8904, Tel.: 81-3-5452-5403; Fax: 81-3-
5452-5232; E-mail: minami@med.rcast.u-tokyo.ac.jp.

8§ Supported in part by National Institutes of Health Grants HL
60585-03, HL 63609-02, and HL 65216-02.

20626

(3-5). However, more recently, studies have provided evidence
that GATA factors also function as “immediate early genes,”
coupling changes within the extracellular environment to
changes in downstream target gene expression (6, 7). In addi-
tion to binding directly to their consensus motif (A/T)YGATA{A/
G), GATA factors have been shown to participate in a wide
array of protein-protein interactions with Zine finger type tran-
scription factors, including SP1, EKLF, RBTN2, ER, and GATA
itgelf (8—13); homeobox transcription factors such as HNF-1q,
Nkx-2.5, Pit-1, and TTF-1(14-17); Ets family PU.1 (18); MADS
box protein SRF (19); RUNT domain protein AML1 (20}; AP1
(21); NF-ATc (6); and Smad3 (22). During cell differentiation,
GATA factors may be associated with cofactors, such as basal
transcription factors, FOG-1, FOG-2, CBP/p300, and histone
deacetylase-3 (23-29). Taken together, these data suggest that
GATA transcription factors are involved in highly complex
regulatory pathways and that the dissection of these networks
may provide valuable insight into the transcriptional control of
endothelial phenotypes.

To that end, the goal of the present study was to identify
partner proteins that interact with GATA factors in endothelial
cells. Using a yeast two-hybrid system, we deseribe a physical
interaction between GATA family of transcription factors and
the homeobox protein Hex. The interaction between Hex-GATA
is associated with reduced GATA binding activity and tran-
scriptional activity, decreased expression of the GATA-2 target
gene, flk-1/KDR, and secondary attenuation of VEGF-mediat-
ed! signaling. Finally, we present data supperting the notion
that TGF-j3 exerts its anti-angiogenesis effect by a Hex-GATA-
flk-1/KDR-dependent mechanism.

EXPERIMENTAL PROCEDURES

Cell Culture—Human umbilical vein endothelial cells (HUVEC) (Clo-
netics, La Jolla, CA) were cultured in EGM-2 MV medium (Clonetics).
Human embryonic kidney (HEK)-293 cells (ATCC CRL-1573) and
COS-7 cells (ATCC CRL-1651) were cultured in Dulbecco’s modified
Eagle’s medium supplemented with 10% heat-inactivated fetal bovine
serum, HUVEC were used within the first eight passages.

Plasmids—The construction of the fTk-1/KDR-lue, fik-1/KDR (GATA
mut), and fIk-1/KDR (SP1 mut) plasmids were previously described
(30). Human GATA-2 expression plasmid (pMT,-GATA2) was a kind

! The abbreviations used are: VEGF, vascular endothelial growth
factor; TGF, transforming growth factor; HUVEC, human umbilical
vein endothelial cell(s); HEK, human embryonic kidney; GBD, Gal4
DNA-binding domain; GAD, Gal4 activation domain; UTR, untrans-
lated region; EGFP, enhanced green fluorescence protein; IRES, in-
ternal ribosome entry sites; GAPDH, glyceraldehyde-3-phosphate
dehydrogenase.

This paper is available on line at http://www.jbc.org
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gift from Dr. Stuart H. Orkin (Harvard Medical School, Boston, MA).
Human GATA-3 and -6 and Hex ¢DNA fragments were amplified using
PCR from reverse-transcribed HUVEC tatal RNA. To generate the Hex
expression vector, Hex ¢<DNA was subcloned into the peDNA3 vector
(Invitrogen). To generate the plasmids expressing Gal4 DNA-binding
domain (GBD) fused with GATA-2, -3, and -6, each of the three GATA
cDNA fragments was inserted into pGBKT?7 (Clontech, Palo Alto, CA).
To construct the plasmid expressing Gal4 activation domain (GAD)
fused to Hex, the Hex ¢DNA fragment was subcloned into pGAD424
(Clontech). To generate a FLAG-tagged Hex (pFLAG-Hex} and FLAG-
tagged GATA-2 (pFLAG-GATAZ2), Hex and GATA-2 cDNA fragments
were subcloned into pFLAG (Sigma), respectively. For consiruction of
pGEM-hflk, a 266-bp human fIk-1I/KDR cDNA fragment was amplified
from reverse-transcribed HUVEC total RNA and subcloned into pGEM-
T-easy {Promega). Similarly, pGEM-hHex and pGEM-hGAPDH were
derived by ligating a 296-bp human Hex ¢DNA fragment and a 283-bp
human GAPDH fragment into pGEM-T-easy. Orientation was con-
firmed by automated DNA sequencing.

Yeast Two-hybrid Screening and p-Galactosidase Assays—A HUVEC
¢DNA library was constructed using a two-hybrid ¢cDNA library con-
struction kit (Clontech). AH109 yeast were transfected sequentially
with the GATA-6 bait vector and ¢DNA library and then spread on
synthesized dropout medium plate in the absence of tryptophan,
lexcine, and histidine. After 5 days of incubatioen at 30 °C, colonies
complemented by histidine autotrophy were isolated and confirmed to
be positive by p-galactosidase assay according to the manufacturer's
instruction (Clontech; yeast protocols handbook). The plasmids from
the positive colonies were purified, and the inserts were subsequently
sequenced. To analyze the protein-protein interaction, Y190 yeast were
co-transfected with pGAD-Hex and a plasmid in which GBD was fused
either with GATA-2, -3, and -6. Similarly, Y190 yeast were co-trans-
fected with pGBD-GATAZ2 and a plasmid containing GAD fused with
Hex, The cells were spread and incubated on the synthesized dropout
medium plate without tryptophan and leucine.

Transfection of COS-7 Cells and Immunoprecipitation Assays—
COS-7 cells were co-transfected with either pFLAG-Hex and pMT,-
GATAZ2, or pFLAG-GATA2 and pcDNAZ-Hex expression plasmids us-
ing the FuGENE 6 reagent (Roche Applied Science) as instructed by the
manufacturer. Two days later, the transfected cells were freeze-thawed
three times and incubated for 30 min on ice with cell lysis buffer (0.1%
IGEPAL CA-630, 50 mM Tris-HCl, 150 mm NaCl, 5 mm EDTA, 0.5 pg/ml
pepstatin A, 10 yg/ml leupeptin, 2 pg/ml apretinin, 200 pM phenylmeth-
ylsulfonyl fluoride, pH 7.5), followed by centrifugation at 20,000 X g for
5 min, The supernatant was incubated with anti-FLAG polyclonal
antibody (Sigma) overnight at 4 °C. The resulting mixture was then
mixed and incubated with protein G-Sepharose (Amersham Bio-
sciences) for 1 h at 4 °C. The immobilized beads were washed five times
with 1 ml of cell lysis buffer containing 1.5% IGEPAL CA-630. Each
sample was separated on 12% SDS-polyzcrylamide gel and transferred
to a nitrocellulose membrane (Amersham Biosciences). The membrane
wags incubated either with anti-FLAG M5 monoclonal antibody (Sigma),
anti-Mye monoclonal antibody (Invitrogen) or anti-GATA-2 antibody
(Santa Cruz, CA).

Alternatively, subconfluent HUVEC (2 x 107 cells) were harvested
for nuclear extracts according to the mild nitrogen cavitation method
(31) to keep intact the protein-protein associations. 1 pg of nuclear
extracts was precleaned by centrifugation with 4 pg of control IgG
(Santa Cruz). The resulting supernatant was incubated with 30 pg of
agarose-conjugated anti-GATA-2 monoclonal antibody (Santa Cruz, sc-
267 AC) or an identical amount of isotype-matched mouse control lgG
(Santa Cruz, sc-2343) overnight at 4 °C. The immobilized samples were
separated and transferred to a polyvinylidene difluoride membrane.
The membrane was then probed for Hex and GATA-2 by Western blot
analysis, using anti-Hex antibody {(generated by Dr. Tamio Noguchi,
Japan) and anti-GATA-2 antibody {(Santa Cruz, sc-16044, and gener-
ated by Dr. Stuart H. Orkin, Harvard Madical School, Boston), respec-
tively, The complexes were visualized with an ECL advance Western
blotting detection kit (Amersham Biosciences).

RNA Isolation and RNase Protection Assays—HUVEC were serum-
starved in EBM-2 medium containing 0.5% fetal bovine serum. 18 h
later, HUVEC were treated with 2.5-10 ng/ml TGF-g1 (Peprotec, Rocky
Hill, NJ} for 18 h (for Hex) or 24h (for fik-1/KDR). Alternatively, HU-
VEC were infected with adenoviruses encoding the IRES-mediated
green fluorescence protein (EGFP) (Adeno-Blank} or IRES coupled to
Hex and EGFP (Adeno-Hex). Adeno-Blark and Adeno-Hex were gener-
ated with a ligation into adenovirus cosmid vector and a co-transfection
into HEK-293 (32). Infections were carried out at a multiplicity of
infection of 20 for 24 h. HUVEC were harvested for total RNA at the
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FiG. 1. Hex interacts the GATA family proteins, A, schematic
representation of Hex. The black bar indicates the isolated fragment by
two-hybrid screening. B and C, the yeast strain Y190 weas co-trans-
formed with HEX-pGAD and with human GATA-2, GATA-3, or GATA-6
in pGBD. The cells were plated in synthesized dropout medium lacking
tryptophan, leucine, and histidine. g-Galactosidase assays and calcula-
tion of the activity units were performed as described under “Experi-
mental Procedures.” The values are the means = S.E. of three separate
experiments. a.a., amino acids

times indicated, using the Isogen reagent (Nippon Gene). For in vitro
transeription, k- 1/KDR-, Hex-, and GAPDH-specific **P-labeled ribo-
probes were synthesized from pGEM-hflk, pGEM-hHex, and pGEM-
hGAPDH, respectively, Riboprobes were synthesized using SP6 (for
flk-UKDR and GAPDH) or T7 (for Hex) RNA polymerase (Ambion,
Austin, TX) and purified with a G-50 spun ecolumn {(Amersham Bio-
sciences). RNase protection assays were performed with a RPA III kit
(Ambion) according to the manufacturer's instructions.

Transfection of HEK-293 Cells or HUVEC and Analysis of Luciferase
Activity—HEK-293 cells and HUVEC were transfected as described
previously (30). Briefly, either 2 x 10° cella/well of HEK-293 cells or 1 x
10% cella/well of HUVEC were seeded onto 12-well plates 18-24 h before
transfection. 0.05 pmol of the luciferase reporter plasmid (either KDR-,
KDR (GATA mut)-, or XDR (SP1 mut}-luc), 50 ng of pRL-CMV {(Pro-
mega), 0.075 pmol of the GATA expression vector and either 0.0375 or
0.075 pmol of Hex expression vector were incubated with 2 1l of Fu-
GENE 6. As a negative control, empty vector (pMT, and pcDNA3) was
transfected instead of GATA-2 and Hex expression vector, respectively.
24 h later for HEK-293 cells and 48 h later for HUVEC, the cells were
washed with phosphate-buffered saline, lysed, and assayed for tucifer-
ase activity using the dual luciferase reporter assay system (Promega)
and a Lumat LB 9507 luminometer (Berthold, Gaithersburg, MD).

Sandwich Tube Formation Assays—400-ul aliquots of type-1 collagen
gel {Koken)} containing EGM-2 MV medium (Clonetics) without basic
fibroblast growth factor were added to 24-well plates and allowed to gel
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Fic. 2. Physical interaction between GATA-2 and Hex by immunoprecipitation analysis. A, expression vector in combinations either
pMT,; (lanes 2 and 5), pMT,-GATA2 Uanes 1, 3, 4, 6, and 7), pFLAG (lanes I and 4), or pPFLAG-HEX (lanes 2, 3, 5, 6, and 7) were co-transfected
into COS-7 cells. Extracted proteins from the cells were untreated (lanes I-3) or precipitated by either anti-FLAG antibody (lanes 4-6) or
nonimmune antibody {lane 7) and then separated by 8% SDS-PAGE. The transferred membrane was immunoblotted with anti-GATA2 (upper
panel) or FLAG (lower panel) antibody. The closed arrowhead indicates the specific GATA-2 and FLAG-tagged Hex complex. B, expression vectors
either pFLAG (lanes 2 and 5), pFLAG-GATAZ (lanes 1, 3, 4, and 6), pMyc (lanes 1 and 4), or pMyc-HEX (lanes 2, 3, 5, and 6) were co-transfected
into COS-7 cells. Extracted proteins from the cells were untreated (lanes 1-3) or precipitated by anti-FLAG antibody (lanes 4-6) and then
separated by 8% SDS-PAGE. The transferred membrane was immunoblotted with anti-Myc (upper panel) or GATA-2 {ower panel) antibody. The
closed arrowhead indicates the specific FLAG-tagged GATA-2 and Myc-tagged Hex complex. The faster migration complex (open arrowhead)
represents nonspecific immunocreactants. The results are representative of three independent experiments. C, 80 ug of COS-7 (fares I and 3) and
HUVEC (lanes 2 and 4) were separated by 10%SDS-PAGE. The transferred membrane was immunoblotted with anti-Hex antibody (left parel) and
anti-GATA-2 antibody (right parel). D, nuclear extracts from HUVEC were immunoprecipitated by either anti-GATA2 antibody or control mouse
IgG, then separated according to supernatant (sup., lane 1} and precipitate (ppt., lares 2 and 3). The samples were electrophoresed and
immunoblotted with anti-Hex and anti-GATA-2 antibodies. The arrow indicates the specific Hex and GATA protein.

for 1h at 37 °C. HUVEC infected with Adeno-Blank or Adeno-Hex were  probe, 1 ug of poly(dI-dC), and 3 pl of 10X binding buffer (100 mM Tris

seeded at 1 X 107 cells/well and incubated for 24 h in 5% CO,. The
medium was removed, and the HUVEC were covered with 400 ul of the
gel. The plate was incubated for 30 min at 37 °C. The cells were
incubated with 1 ml of EGM-2 MV media in the absence of basic
fibroblast growth factor, in the presence or absence of SU1498 (Calbio-
chem, San Diego, CA). Two days later, a branched capillary network
was visualized under a microscope. Images from at least three different
areas in each well were captured by a digital camera under a
microscope.

Nuclear Extracts and Electrophoretic Mobility Shift Assays—Nuclear
extracts were prepared as previously described (30, 33). Double-
stranded olizgonucleotides were labeled with [«-*2P1dCTP and Klenow
fragment and purified by spun column (Amersham Biosciences). 10 pg
of HUVEC nuclear extracts were incubated with 10 fmol of **P-labeled

HC), pH 7.5, 50% glycerol, 10 mm dithiothreitol, 10 mm EDTA) for 20
min at the room temperature, followed by 30 min at 4 °C. The following
oligonuclectides sequences were used for probes: 5'-UTR GATA motifs,
5'-GGCAGCCTGGATATCCTCTCCTA-3'; GATA-mut motifs, 5'-GGCA-
GCCTGTTTAAGCTCTCCTA-3"; flk-I/KDR SP1 motifs, 5'-GGTGAGG-
GGCGGGGCTGGCCGC-3'; and flk-1/KDR SP1-mut motifs, 5'-GGTG-
AGGTTCGGTTCTGGTTGC-3', To test the effect of antibodies on DNA-
protein binding, the nuclear extracts were preincubated with
monoclonal antibody to GATA-2 (we prepared from the antigen GATA-2
{amino acids 9-258)) or polyclonal antibody to p65 (Santa Cruz) for 30
min at the room temperature, DNA-protein complexes were resolved on
a 5% nondenaturing polyacrylamide gel containing 5% glycerol in 0.5%
TBE (50 muM Tris, 50 mM borie acid, and 1 mM EDTA). The loaded gel
was fixed with 10% methanol and 10% acetic acid and then imaged by
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Fic, 3. Hex suppresses GATA-2-mediated fik-1/KDR promoter
activity. A, HEK-293 cells were tranaiently transfected with luciferase
reporter plasmid containing the /Tk-I/K/2R promoter fragment (- 115 to
+296) (KDR-luc), either human GATAZ2 expression plasmid (pMT,-
GATAZ2) or vector alone (pMT,}, and either human Hex expression
plasmid (pcDNA3-HEX} or vector alone (pcDNA3). After 24 h of incu-
bation, the cells were lysed and assayed for luciferase activity. *, p <
0.01 compared with the activity from co-transfection with KDR pro-
moter, pMT,-GATAZ2, and pcDNA3. B, HUVEC were transiently trans-
fected as above. After 48 h of incubation, the cells were lysed and
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FiG. 4. Hex suppresses endogenous fIk-I/KDR mRNA in human
endothelial cells. A, HUVEC were infected with adenovirus express-
ing IRES-mediated EGFP (Blank) or IRES-mediated rat Hex and EGFP
(HEX) at a multiplicity of infection of 20 plagque-forming units/cells and
then incubated for 48 h. The cell extracts were separated by 10%
SDS-PAGE and transferred to nitrocellulose membrane. The membrane
was immunoblotted with anti-HEX antibody. M.W., molecular mass. B,
HUVEC were infected with adenovirus expressing IRES-mediated EGFP
{Blank) or expressing IRES-mediated rat Hex and EGFP (HEX) at a
multiplicity of infection of 20 plague-forming unita/cells for 48 h, at which
time the total RNA was isolated. In RNase protection assays, an
[a-*P]UTP-labeled 384-bp human fIk-I/KDR riboprobe was incubated
with no RNA {lare 1), 10 pg of yeast tRNA (lane 3), 10 ug of total RNA
from control (Blenk) HUVEC (lane 4), or Hex-overexpressed (Hex) HU-
VEC (lgne 5). The protected fragment (266 bp) represents the human
f1k-1/KDR transcript. An [-*P]UTP-labeled GAPDH riboprobe was hy-
bridized with total RNA as an internal control,

assayed for luciferase activity. *, p < 0.002 compared with the activity
from co-transfection with KDR-luc, pMT,-GATA2, and pcDNAS; §,p =
0.002 compared from co-transfection with KDR (SP1 mut}-lue, pMT,,
and pcDNA3; £, p = 0.08 (not significant) compared from co-transfection
with KDR (GATA mut)-lue, pMT,, and pcDNA3, The expression levels
were normalized to pRL-SV40 activity and expressed as fold induction
relative to co-transfection with vector alone. The means and standard
deviations were derived from at least three separate experiments per-
formed in triplicate.
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Fic. 5. Hex reduces binding of GATA motif on the f1k-1/KDR and GATA-binding proteins, 4, electrophoretic mobility shift assays were
performed with "“P-labeled 5'-UTR GATA probe and 10 pg of nuclear extract from HUVEC infected with adenovirus expressing IRES-mediated
EGFP (Adeno-Blank) or adenovirus expressing IRES-mediated Hex and EGFP (Adeno-Hex). The open and closed arrows indicate specific
DNA-protein complexes, In competition assays, 10-, 100-, and 500-fold molar excesses of unlabeled self-probe and mutant 5-UTR GATA probe
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BAS-1800 (Fuji Film, Japan). The signals were quantified with NIH
Image.

RESULTS

Identification of Hematopoietically Expressed Hex as a
GATA-interacting Protein by Yeast Two-hybrid Screening—The
GATA family of transcription factors has been implicated not
only in the early differentiation of endothelial cells but also in
the transduction of extracellular signals in the adult endothe-
lium. Several members of the GATA family have been identi-
fied in endothelial cells, including GATA-2, -3, and -6. Previous
studies have shown that GATA-1 and -2 interact with partner
proteins in erythroid and megakaryocyte cells (34). Our goal
was to identify the proteins that interact with GATA transcrip-
tion factors in endothelial cells. To that end, we employed a
yeast two-hybrid system in which full-length human GATA-6
served as bait, From a screen of 8.6 X 10° ¢lones, & total of 58
clones demonstrated histidine auxotroph. After elimination of
false positives, 16 clones were selected, one of which encoded a
fragment (amino acids 75-270) of Hex (Fig. 14). To confirm the
specificity of interaction between Hex and GATA-6, constructs
containing the Gald-activating domain fused with full-length
Hex (pGAD-Hex) and either the Gal4-binding domain fused
with GATA-6 (pGBD-GATAB) or the Gal4-binding domain
alone (pGBD) were co-expressed in yeast AH109. As shown in
Fig. 1B, co-expression of pGAD-Hex and pGBD-GATA6 re-
sulted in a 4.2-fold increase in g-galactosidase activity com-
pared with co-expression of pGBD and pGAD-Hex.

We next wished to determine whether Hex interacts with
human GATA-2 and -3. To that end, pGAD-Hex was co-ex-
pressed in yeast AH109 with constructs containing the Gald-
binding domain fused either with GATA-2 or -3 (pGBD-GATAZ2
or GATAS3, respectively) As shown in Fig. 1C, co-expression
with human GATA-2 and -3 resulted in 5.8- and 4.7-fold indue-
tion of the S-galactosidase activity, respectively, compared with
co-expression with Gal4-binding domain alone (pGBD). Taken
together, these results suggest that Hex interacts with
GATA-2, -3, and -6.

Physical Interaction between Hex and GATA-2 in Mamma-
lian Cells—Having identified the interaction between GATA
and Hex in the yeast two-hybrid system, we wished to deter-
mine whether this interaction occurs in mammalian cells, Of
the various members of the GATA family of transcription fac-
tors, GATA-2 is expressed most abundantly in cultured endo-
thelial cells (data not shown) and i3 believed to play a predom-
inant role in endothelial cell biology. Therefore, we chose to
focus on the interaction between Hex and GATA-2. To that end,
COS-7 cells were transiently transfected with expression plas-
mids for human GATA-2 {pMT,-GATA2), FLAG-tagged human
GATA-2 (pFLAG-GATA2), FLAG- or Myec-tagged human Hex
(pFLAG-Hex or pMyc-Hex), or vector alone (pMT,, pMyc or
pFLAG) and then processed for immunoprecipitation. The
transfected cells expressed high levels of GATA-2 and Hex (Fig.
2, A and B, lanes 1-3). In co-transfections (pMT,-GATA2 and
pFLAG-Hex), GATA-2 co-precipitated with the anti-FLAG an-
tibody (Fig. 2A, lane 8, closed arrowhead) but not with the
nonimmune control (Fig. 24, lane 7). In contrast, in expen-
ments in which either (pMT,-GATAZ and pFLAG) or (pMT,
and pFLAG-tagged Hex) were transfected, GATA-2 did not
co-precipitate (Fig. 2A, lanes 4 and 5). Furthermore, in co-
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transfections (pFLAG-GATA2 and pMyc-Hex), Myec-tagged Hex
co-precipitated with the anti-FLAG antibody (Fig. 2B, lane 6,
closed arrowhead). Although in experiments in which either
{pFLAG and pMyc-Hex) or (pFLAG-GATA2 and pMyc) were
transfected, Hex did not co-precipitate (Fig. 2B, lanes 4 and 5).

Next, we wished to identify the physical interaction between
endogenous GATA-2 and Hex in endothelial cells. To that end,
nuclear extracts were prepared and processed for immunoblot-
ting and co-immunoprecipitations. As shown in Fig. 2C, endog-
enous GATA-2 and Hex were detected in nuclear extracts from
HUVEC but not COS-7. Endogenous Hex was co-precipitated
with anti-GATAZ2 antibody but not with isotype-matched con-
trol IgG (Fig. 2D, lanes 2 and 3). In semi-quantitative calcula-
tions from two independent experiments, anti-GATA-2 anti-
body immunoprecipitated 75.2% of total GATA-2 in HUVEC.
Moreover, 8.29% of total cellular Hex was physically associated
with GATA-2. Collectively, these findings suggest that GATA-2
and Hex specifically interact with one another in cultured
endothelial cells.

Hex Inhibits GATA-2-mediated fik-1/KDR Promoter Activi-
ty—We next wished to study the functional relevance of the
interaction between GATA-2 and Hex. We have previously
shown that GATA-2 binds to a GATA motif in the 5-UTR
region of the fIk-1/KDR promoter and that this effect is neces-
sary for full expression (35). To determine the effect of Hex on
GATA-2-mediated activation of fIk-1/KDR, transactivation as-
says were carried out in HEK-293 cells (nonendothelial cells)
and HUVEC (endothelial cells) co-transfected with KDR-luc
(—115 and +296 fIk-1/KDR coupled to luciferase) and an ex-
pression plasmid containing either human GATA-2 (pMT,-
GATAZ) or Hex (pcDNA3-HEX). As a negative control, the cells
were co-transfected with vector alone (pMT, or peDNA3). Con-
sistent with our previous findings, the basal level of ik-I/KDR
promoter activity in HEK-293 cells was significantly transac-
tivated by 4.2-fold with overexpression of GATA-2 (Fig. 34).
GATA-2-mediated stimulation of promoter activity was com-
pletely abrogated by co-expression of Hex in a dose-dependent
manner. Moreover, overexpression of Hex did not change the
basal level of the promoter activity (Fig. 34). In HUVEC, a high
level of fik- I/KDR promoter activity (8.7-fold higher than SV40
promoter plus enhancer construct (pGL2-control), not shown}
occurred, and overexpression of GATA-2 resulted in 2.8-fold
transactivation of the promoter (Fig. 3B). More importantly,
overexpression of Hex resulted in huge reduction of the fIk-1/
KDR promoter activity (15.9-fold compared without expression
of GATA-2 and Hex). Co-expression of GATA-2 failed to recover
the Hex-mediated attenuation of the flk-I/KDR promoter ac-
tivity (2.3-fold induction compared Hex expression alone) (Fig.
3B). To confirm that the Hex-mediated down-regulation of the
promoter activity was mediated by the 5'-UTR GATA motif on
the flk-1/KDR gene, either the GATA element or the SP1 ele-
ment (as a control) point-mutated plasmid was transfected into
HUVEC. KDR promoter activity from SP1 point-mutated plas-
mid was down to 63.1% and markedly reduced to 3.4% by the
co-expression with Hex, In contrast, the promoter activity from
GATA point-mutated plasmid was down to 33.1%, whereas
there was no significant reduction in the presence of Hex (Fig.
3B). Previous studies have shown that Hex directly binds to a

({anes 3 and 9, lanes 4 and 10, lanes 5 ard 11, and lanes 6 and 12, respectively) were added to the reaction mixture. B, electrophoretic mobility shift
assays were performed with 10 pg of nuclear extract from HUVEC infected with adenavirus expressing IRES-mediated EGFP (Adeno-Blank) (lane
1) or adenovirus-expressing IRES-medizted Hex and EGFP (Adeno-Hex} {lanes 2-4). To test the effect of antibodies on the DNA-protein complexes,
antibody against GATA-2 (lane 3) or against p65 (lane 4) was added to the reaction mixture. C, electrophoretic mobility shift assays were performed
with ??P-labeled fT4-I/KDR SP1 probe und 10 ug of nuclear extract from HUVEC infected as above. The arrows indicate specific DNA-protein
complexes. In competition assays, a 100-fold molar excess of unlabeled self-probe or mutant SP1 probe (lanes 2 and § and lanes 3 and 6,
respectively) was added to the reaction mixture. The results are representative of two independent experiments.
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consensusg element (5'-CAATTAAA-3'} in the promoter region
of its target genes, resulting in transcriptional activation (36).
A search of the 4-kb 5'-flanking region and 3-kb first intron of
the fIk-I/KDR failed to reveal such a motif. Taken together,
these results suggest that Hex represses the GATA-mediated
flk-1/KDR promoter activation.

Hex Suppresses flk-1/KDR mRNA Expression in Primary Hu-
man Endothelial Cells—To determine whether Hex modulates
the expression of the endogenous fik-1/KDR gene, HUVEC
were infected with adenovirus expressing either IRES-mediat-
ed-EGFP (Blank) or IRES-mediated-rat Hex and EGFP (Hex)
at a multiplicity of infection of 20. Using this approach, over
80% of the cells were infected as determined by EGFP expres-
sion. Western blot assays of infected cells demonstrated high
levels of Hex protein (Fig. 44). More importantly, overexpres-
sion of Hex in HUVEC resulted in a 85% reduction (mean of
three independent experiments) in f1k- I/KDR mRNA by RNase
protection assay (Fig, 4B, compare lanes 4 and 5). These find-
ings indicate that Hex suppresses flk-1/KDR activity not only
at the level of the promoter but also at the level of the endog-
enous gene,

Hex Inhibits Binding of GATA-2 to the flk-1/KDR §'-UTR
GATA Motif—Based on the above findings, we hypothesized
that Hex inhibits fIk-I/KDR expression by interfering with
GATA binding te the 5'-UTR. To test this hypothesis, we per-
formed electrophoretic mobility shift assays in which nuclear
extracts derived from HUVEC either expressing IRES-medi-
ated EGFP (Adeno-Blank) or IRES-mediated Hex and EGFP
(Adeno-Hex) were incubated with a radiolabeled probe span-
ning the 5'-UTR GATA motif (+98 to +122). As shown in Fig.
5 (A and B), incubation of nuclear extract from Adeno-Blank
infected HUVEC with the 3?P-labeled probe resulted in the
appearance of two specific DNA-protein complexes (closed and
open arrows), These DNA-protein complexes were inhibited by
the addition of 10-, 100-, and 500-fold molar excess unlabeled
self-competitor (Fig. 54, lanes 3-8) but not by 500-fold molar
excess GATA mutant competitor (Fig. bA, lane 6). The mobility
shift pattern was identical in Hex-overexpressing cells (the
more slowly migrated complexes designated with the open ar-
rows appeared with longer exposure time). However, Hex over-
expression resulted in a significant reduction (54.2% reduction
by densitometry) in the intensity of the GATA-binding com-
plexes (Fig. 5, A, compare lanes 3-5 and 9-11, and B, compare
lanes 1 and 2). As previously reported, the DNA-protein eom-
plexes were inhibited by preincubation with the anti-GATA-2
antibody (34). In contrast, the complex was not inhibited by
preincubation with anti-p65 antibody (Fig. 5B, lanes 3 and 4).
Compared with control HUVEC, Hex overexpression did not
significantly alter SP1 DNA binding activity (Fig. 5C). To-
gether, these results suggest that Hex-mediated down-regula-
tion of the flk-1/KDR is associated with an inhibition of GATA-2
binding.

Hex Suppresses VEGF-mediated Tube Formation in Primary
Human Endothelial Cell Cultures—VEGF interaction with
Flk-1/KDR is a critical determinant of endothelial cell prolifer-
ation and angiogenesis (37). In the next set of experiments, we
wished to determine whether Hex inhibits the VEGF-Flk-1/
KDR signaling axis. To that end, we carried out sandwich tube
formation assays on collagen gel. In the absence of basic fibro-
blast growth factor, VEGF stimulated tube formation of HU-
VEC infected with adenovirus expressing IRES-mediated-
EGFP (Adeno-Blank), an effect that was 50.8% inhibited by the
preincubation with the Flk-L/KDR inhibitor, SU1498 (Fig. 6).
Interestingly, VEGF-mediated tube formation was signifi-
cantly (58.5%) inhibited by overexpression of Hex and pro-
foundly (77.0%) abrogated when combined with the presence of
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FiG. 6. Hex inhibits the Flk-1/KDR-dependent tube formation
activities in human endothelial cells, A, sandwich tube formation
model was performed as deseribed under “Experimental Procedures.”
IRES-mediated EGFP expressing adenovirus (Adero-Blank) or IRES-
mediated Hex and EGFP expressing adenovirus (Adeno-Hex) were in-
fected to HUVEC, after 24 h HUVEC were seeded on the collagen gel in
the presence or absence of flk-1 tyrosine kinase inhibitor SU1498 {10
uM). Tube formations were ohserved by phase contrast microscopy at
40-fold optical magnification. The results were representative of four
independent experiments. B, shown in the quantification of the tube
area. *, p << 0.03 compared with the activity from HUVEC infected with
Adeno-Blank. The means and standard deviations were calculated with
NIH Image from four independent experiments.

SU1498 (Adeno-Hex + SU1498) (Fig. 6). These findings sug-
gest that Hex-mediated inhibition of flk- I/KDR gene expression
results in a down-regulation of VEGF signaling,
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Fic. 7. TGF-f3, down-regulates endogenous fIk-1/KDR and up-regulates endogencus Hex expression in human endothelial cells. A,
a confluent HUVEC were serum-starved and then incubated in the absence or presence of 2.5 or 10 ng/ml TGF-B, for 18 h, at which time total RNA
was isolated. In RNage protection assays, an [a-"*P]UTP-labeled 414-bp human Hex riboprobe was incubated with 10 ug of yeast tRNA (lane 2),
10 pg of total RNA from control RUVEC (lane 3), 2.5 ng/ml TGF-f3,-treated HUVEC (lane 4), or 10 ng/ml TGF-p,-treated HUVEC (lare 5). The
protected fragment (296 bp) represents the human Hex transcript. An [a-**PJUTP-labeled GAPDH riboprobe was hybridized with total RNA as an
internal control. B, shown is the quantification of RNase protection assays. Densitometry was used to calculate the ratio of Hex and GAPDH signals
(arbitrary expression level). The data represent the averages from two independent experiments, C, a confluent HUVEC were serum-starved and
then incubated in the absence or presence of 2.5 or 10 ng/ml TGF-g3, for 24 h, at which time total RNA was isolated. In RNase protection assays,
an [e-*2P]UTP-labeled 393-bp human jTk-#/KDR riboprobe was incubated with 10 pg of yeast tRNA (are 2), 10 ug of total RNA from control
HUVEC {lane 3), 2.5 ng/ml TGF-B,-treated HUVEC (lane 4), or 10 ng/ml TGF-g,-treated HUVEC (lare 5). The protected fragment (266 bp)
represents the human fIk- /KDR transcript. An [¢-*?P]UTP-labeled GAPDH riboprobe was hybridized with total RNA as an internal control, M.W.,
molecular mass. D, shown is the quantification of RNase protection assays. Densitometry was used to calculate the ratio of /- /KD and GAPDH
signals (arbitrary expression level). The data represent the averages from two independent experiments.
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Hex Induces TGF-3 Expression in Primary Human Endothe-
lial Cells—Previous studies have shown that whereas tumeor
necrosis factor o, VEGF, and thrombin induce f1k-1/KDR ex-
pression in endothelial cells (38-40), TGF-81 has the opposite
effect (41). In keeping with these findings, the addition of 2.5
and 10 ng/ml TGF-p1 to HUVEC for 24 h resulted in 49 and
58% reduction of fIk-1/KDR mRNA, respectively (Fig. 7, A,
lanes 3-5, and B). Interestingly, incubation of HUVEC with 2.5
and 10 ng/ml TGF-81 for 18 h resulted in 2.1- and 2.4-fold
stimulation of Hex mRNA, respectively. Taken together, these
results suggest that TGF-81 may exert its inhibitory effects
through a Hex-GATA-2-dependent pathway.

DISCUSSION

The GATA family of transcription factors has been impli-
cated not only in the early differentiation of the endothelial
cells but also in the transduction of extracellular signals. For
example, insulin-like growth factor 1, tumor necrosis factor o,
and thrombin have each been shown to induce GATA-2 activ-
ity, whereas estrogens and TGF-8 may actvally inhibit GATA
binding (6, 30, 35, 42). Together, these studies suggest that
GATA transcription factors may behave like immediate early
genes, serving to couple short changes in the extracellular
environment to long term changes in downstream gene
expression.

An important clue to understanding the multifaceted role of
a transcription factor is found in its repertoire of protein-
protein interactions, Indeed, previous studies have uncovered
an array of partner proteins that interact with GATA tran-
scription factors to regulate gene transcription (8, 14-18, 20,
22, 23, 25, 27). In the present study, we have extended the list
of protein partners by demonstrating a novel interaction be-
tween GATA proteins and the homeobox protein Hex in pri-
mary human endothelial cells. Hex is a member of the ho-
meobox transcription factors and has been shown to hind to a
consensus motif (5'-CAATTAAA-3') in the promoter region of
downstream target genes, resulting in repression of gene tran-
scription (43). In addition, Hex may indirectly modulate gene
expression through protein-protein interactions. For example,
Hex has been shown to associate with cAMP-responsive ele-
ment-binding protein to induce the SMemb/nonmuscle myosin
heavy chain B gene in vascular smooth muscle cells (44). More-
over, Hex-Jun protein interactions have been reported to sup-
press ¢-Jun, JunB, and JunD-mediated gene activation (45).

In the present study, we have demonstrated GATA-2, -3, and
-6 that have been identified in endothelial cells were physically
interacted with Hex in cultured cells by immunoprecipitation
analysis, GATA-2, -3, and -6 have highly conserved zinc finger
domain and the region involved the usual protein-protein in-
teractions {2, 10, 13, 15, 18, 19, 20, 29, 37, 39). Further studies
will be required to determine whether these motifs are respon-
gible for mediating the binding of Hex to GATA-2, GATA-3, and
GATA-6.

In a previous study, we demonstrated that TGF-8 inhibits
flk-1/KDR expression through a mechanism that invclves re-
duced binding of GATA-2 to a palindromic GATA site in the
5'-UTR (25). In keeping with the role for GATA-2 in mediating
Ak-1/KDR expression, Hex overexpression resulted in reduced
binding of GATA-2 to 5'-UTR GATA motif and a dose-depend-
ent inhibition of flk-I/KDR promoter activity. It is interesting
to speculate that the specific association between Hex and
GATA-2 interferes with zinc finger domain-mediated DNA
binding activity. Adenovirally mediated overexpression of Hex
did not completely abrogate (54.2% inhibition) GATA-2 binding
activity but did result in a more profound reduction of fTk-1/
KDR mRNA and the promoter activity (Figs. 3 and 4). It has
been shown that Hex and Jun interaction inhibits Jun-medi-
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ated transactivation without interfering with the Jun-DNA
binding activity (45). In addition, Hex contains the trans-
repression domain at the N terminus. These observations
suggest that Hex may exert its inhibitory effect through two
mechanisms, namely through competitive inhibition of GATA-
2-DNA to the fIk-1/KDR promoter and direct repression of
transcription.

The resulis of the present study provide new insight into how
TGF-B mediates its inhibitory effect on the GATA-2-flk-I/KDR
signaling axis. The observation that TGF-8 treatment of endo-
thelial cells resulted in concomitant up-regulation of Hex
mRNA and down-regulation of fk-I/KDR in endothelial cells
suggests that TGF-g signaling promotes transcriptionally in-
active or inhibitory complexes between GATA-2 and Hex. The
functional consequence of this interaction was borne out in in
vitro studies of angiogenesis, in which the overexpression of
Hex abrogated VEGF-f1k-1/KDR-dependent endothelial cell
tube formation.

The mechanism by which TGF-1 induces Hex expression
remains to be elucidated. TGF-81 is known to induce Smad-2
and -5 activity in endothelial cells (46). Moreover, Smad-medi-
ated signaling has been implicated in the control of Hex ex-
pression (47). Mice that are null for Smad-2 deficiency are
embryonic lethal at E7.5 and lack detectable levels of Hex (48).
Taken together, these observations raise the possibility that
TGF-B1 signaling is coupled to Hex-GATA-mediated inhibition
of flk-1/KDR through a Smad-2-dependent pathway.,

Most recently, Nakagawa ef al. (49) reported that Hex acts as
a negative regulator of angiogenesis. In the latter study, Hex
was shown to completely abrogate the VEGF-mediated prolif-
eration, migration, and invasion of HUVEC (49). Although our
data are consistent with those of Nakagawa et al., they are
novel in that they: 1) provide a link between a natural inhibitor
of angiogenesis (TGF-B) and Hex and 2) reveal a mechanistic
connection between Hex, GATA-2, and fIk-I/KDR expression.
Indeed, based on these findings, we propose that Hex, as well
as GATA-2, represent new therapeutic targets for anti-angio-
genesis therapy.
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Kano, Makoto, Kunihiro Nishimura, Shumpei Ish-
ikawa, Shuichi Tsutsumi, Koichi Hirota, Michitaka Hi-
rose, and Hiroyuki Aburatani. Expression imbalance
map: a new visualization method for detection of mRNA
expression imbalance regions. Physiol Genomics 13: 31486, 2003.
First published January 7, 2003; 10.1152/physiolgenomics.
00116.2002.-—-We describe the development of a new visual-
ization method, called the expression imbalance map (EIM),
for detecting mRNA expression imbalance regions, reflecting
genomie losses and gains at a much higher resclution than
conventional technologies such as comparative genomic hy-
bridization (CGH). Simple spatial mapping of the microarray
expression profiles on chromosomal location provides little
information about genomic structure, because mRNA expres-
sion levels do not completely reflect genomic copy number
and some microarray probes would be of low quality. The
EIM, which does not employ arbitrary selection of thresholds
in eonjunction with hypergeometric distribution-based algo-
rithm, has a high tolerance of these complex factors. The EIM
could detect regionally underexpressed or overexpressed
genes (called, here, an expression imbalance region) in lung
cancer specimens from their gene expression data of oligonu-
cleotide microarray. Many known as well as potential loci
with frequent genomic losses or gains were detected as ex-
pression imbalance regions by the EIM. Therefore, the EIM
should provide the user with further insight into genomic
structure through mRNA expression.

gene expression profiling; allelic imbalance; chromosome
mapping; hypergeometric distribution; computing methodol-
ogies

THE RECENT DEVELOPMENT of microarray technology has
enabled simultaneous measurement of genome-wide
expression profiles. Many research studies have re-
vealed strong correlations between the expression pro-
files and cancer classifications. The next era of gene
expression analysis would involve systematic integra-
tion of expression profiles and other types of gene
information, such as locus, gene function, and sequence
information. In particular, integration between expres-
sion profiles and locus information should be effective

Article published online before print. See web site for date of
publication ¢http:/physiolgenomics.physiology.org).

Address for reprint requests and other correspondence: M. Kano,
Tokyo Research Laboratory, IBM Japan, 1623-14 Shimotsuruma,
Yamato-shi, Kanawaga 242-8502, Japan (E-mail: mkano@jp.ibm.com).

in detecting gene structural abnormalities such as
genomic gains and losses.

In general, cancer progression is nct a single but a
multistep process and includes many genomic struc-
tural abnormalities. Among them, genomic gains and
losses, particularly deletion of tumor suppressor genes
and amplification of oncogenes, are associated with
cancer progression and its malignant phenotype, al-
though the affected lesion varies among different types
of cancers. Comparative genomic hybridization (CGH)
for detecting genome-wide abnormalities such as copy
number changes, has been applied to various types of
cancers (5), but its low resolution (~20 Mb, correspond-
ing to about 200 genes) makes it difficult to identify the
causal genes, the structural alternation of which is
critical for cancer biological behavior.

Integration of gene expression profiles and gene lo-
cus information might allow detection of copy number
changes at a much higher resolution. Several studies
using oligonuclectide probe arrays suggested a strong
relationship between genomic structural abnormalities
and expression imbalances (underexpression or over-
expression). Mukasa et al. (7) reported that the expres-
sion levels of a significant number of genes in the 1p
region were reduced to about 50%, in oligodendroglio-
mas with 1pLOH. Furthermore, Virtaneva et al. (12)
reported that acute myeloid leukemia with trisomy 8
was associated with overexpression of genes on chro-
mosome 8. Recently, a gencme-wide transcriptome
map of non-small cell lung carcinomas based on gene
expression profiles generated by serial analysis of gene
expression (SAGE) was conducted (3). However, the
simple spatial mapping of the expression profiles on
chromosomal location sometimes hardly provides in-
formation about genomic structure for the following
reasons: I} since some microarray probes are of low
quality, the microarray signal intensities do not always
reflect their target mRNA expression levels; and 2)
mRNA expression level does not completely reflect
genomic copy number. The aim of the present study
was to develop a new method with high tolerance of
such complex factors, designed to detect regionally
underexpressed or overexpressed genes in cancer spec-
imens compared with the corresponding normal tis-
sues. The expression imbalance region, constituted by
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these genes, likely reflects genomic structural changes
such as chromosomal gain and loss.

When developing the methodology that integrates
the expression profiles and locus information, two sig-
nificant problems have to be dealt with. First, a defi-
nition of what constitutes an expression imbalance
region is not yet clarified. How many base pairs on
chromosome should be considered as a genomic region
(referred to below as chromosomal proximity)? To con-
sider that a certain gene is differentially expressed in
cancer and normal tissue, how much difference in the
gene expression level is needed between the two (re-
ferred to below as cancer specificity)? It is generally
very difficult to determine adequate thresholds for
chromosemal proximity and cancer specificity. Arbi-
trary selection of thresholds would involve a risk of
overlooking significant genes (that is, “threshold prob-
lem™. In addition, to detect expression imbalance re-
gions, it is necessary to search for genes with both
cancer specificity and chromeoesomal proximity. Because
determining these two threshalds synergistically in-
creases the risk of overlooking significant genes, the
“threshold problem” is more critical in this case.

When selecting thresholds, several statistical theo-
ries such as hypothesis testing are helpful. However,
commeonly used statistical criteria are also arbitrarily
determined. If thresholds are automatically deter-
mined based on statistical theory, the user cannot
search more genes with potential significance, because
the information of genes overlocked is almost un-
known. Therefore, to detect as many significant genes
as possible, a comprehensive presentation of the dis-
tribution of the “false balance” (that is, the balance of
false negative and false pasitive) is quite significant
rather than an attempt tc seek potentially optimal
statistical criterion.

Second, there are many candidate expression imbal-
ance regions. Some of them may be a family of genes
that are tandemly repeated and are under similar
transeriptional regulations. To confirm that a candi-
date locus is biologically significant, human curation is
necessary, using a variety of biclogical information.
Therefore, it is important to present large genome-
wide data in a comprehensive manner, indicating
which genes are to be further examined. That is, a
broadband interface between humans and computers
is essential.

We focused on visualization technology as the key
technology to solve these two problems. Visualization
is effective in providing, genome-wide, the false-bal-
ance distribution and indication of the genes that are
worth examining. The visuelization used in our report
would make it possible to present the images of all
genes that have both cancer specificity and chromo-
somal proximity.

In this study, we develcped a novel visualization
method for detecting expression imbalance regions at
much higher resolution than conventional technologies
such as CGH, called the expression imbalance map
(EIM). The EIM was applied to gene expression data of
lung squamous cell carcinoma measured by oligonucle-

otide microarray and detected many known as well as
potential loei with frequent genomie losses or gains as
regional signal images on chromosomes (expression
imbalance regions). In addition, the EIM could detect
not only the expression imbalance commeon to all can-
cer specimens, but also individual differences among
cancer specimens.

MATERIAL AND METHODS

Data Sets

In this article, the EIM is illustrated using the gene ex-
pression data of lung cancer from the study of Bhattacharjee
et al. (1). In this experiment, total mRNA was extracted from
histologically defined specimens of squamous cell lung carci-
nomas (abbreviated here as “SQ”; n = 21) and normal lung
tissues (abbreviated here as “NL”; = = 17). The expression
profiles were obtained using human U$5A oligonucleotide
probe arrays (GeneChip; Affymetrix, Santa Clara, CA). The
SQ-NL gene expression data set (SQ, » = 21; NL, n = 17) was
then analyzed using the EIM.

Feature Selection and Logarithmic Transformation

To compensate for distortion in the expression level,
changes in the expression level were limited from 1 to 8,000.
In addition, 4,083 probes with a mean expression above 50
and €V (CV = mean/standard deviation) above 0.2 were
selected to eliminate potential low-quality probes. The com-
men logarithm of the gene expression data was used for the
following analysis.

Translation from Probe to UniGene

To associate gene locus information with gene expression
profiles, each “probelD” on the U95A array was translated to
UniGene, using information on the UniGene web site of the
National Center for Biotechnolegy Information (NCBI), by
referring to the corresponding original GenBank accession
number of each probe set. Then, 11,334 of 12,533 probes on
the U95A array were translated into 8,851 UniGenes.

Gene Locus Information

Gene locus information was obtained from the web sites for
Crenes On Sequence Map (Honto sapiens build 27) of NCBI
and is defined as “LocusID.” Among the LocusiDs on chro-
mosome 1 to 22 of Genes On Sequence Map, the 12,063
LocusIDs, which had the corresponding UniGenes, were uti-
lized to identify the chromosome locations of genes. Since the
gene expression data utilized in this study were obtained
from both sexes, the X and Y chromosomes were excluded.
However, by using the data obtained from only males or
females, the EIM can be applied to the analysis of chromo-
some X and Y. Since the 12,063 LocusIDs had one-to-one
correspondence with UniGenes, they were translated into
12,063 UniGenes. However, only 6,652 of the 12,063 Uni-
Genes were in common with the 8,851 UniGenes translated
from the probes on the U95A array (Fig. 1). In this article,
these 6,652 UniGenes are called “Key-UniGenes.” The distri-
butions of the UniGenes and Key-UniGenes on sach arm of
the chromosome are shown in Table 1. The number of total
Key-UniGenes was defined as U (=6,662).

Quantization of Each Chromosome Arm Region

For easier handling of the gene locus information, each
chromosome arm region was quantized by unit region called
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