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The protein products of proto-oncogenes implicated in
T cell acute lymphoblastic leukemia include two distinct
families of presumptive transcription factors. RBTNI
and RBTN2 encode highly related proteins that possess
cysteine-rich LIM motifs. TALI, TAL2 and LYLI encode
a unique subgroup of basic helix-loop-helix (bHLH)
proteins that share exceptional homology in their
bHLH sequences. We have found that RBTN1 and
RBTN2 have the ability to interact with each of the
leukemogenic bHLH proteins (TAL1, TAL2 and LYL1).
These interactions occur in vivo and appear to be
mediated by sequences within the LIM and bHLH
domains. The LIM-bHLH interactions are highly
specific in that RBTN1 and RBTN2 will associate with
TAL1, TAL2 and LYL1, but not with other bHLH
proteins, including E12, E47, Idl, NHLH1, AP4, MAX,
MYC and MyoDl. Moreover, RBTN1 and RBTN2 can
interact with TALl polypeptides that exist in assembled
bHLH heterodimers (e.g. TAL1-E47), suggesting that
the RBTN proteins can influence the functional
properties of TALl. Finally, we have identified a
subset of leukemia patients that harbor tumor-specific
rearrangements of both their RBTN2 and TALI genes.
Thus, the activated alleles of these genes may promote
leukemia cooperatively, perhaps as a result of
bHLH-LIM interactions between their protein
products.
Key words: leukemia/oncogene/transcription factor

Introduction
Recent studies have identified at least nine different proto-
oncogenes that are activated by chromosome translocation
in T cell acute lymphoblastic leukemia (T-ALL) (reviewed
by Rabbitts, 1991). Three of these genes (TALI, TAL2 and
LYLI) encode proteins that possess the basic helix-loop-
helix (bHLH) motif, a protein-dimerization and DNA-
binding domain present in several known transcription
factors. Although >60 different bHLH proteins have been
identified, the bHLH domains of TALl, TAL2 and LYLI
are more closely related to each other than to those of
any other proteins (Baer, 1993).

Tumor-specific rearrangement of the TALI gene (for-
merly called TCL5, tal or SCL) is the most common

genetic lesion known to be associated with T-ALL. TALI
gene alterations occur in -3% of T-ALL patients as a
consequence of the (1; 14)(p34;q 1) chromosome trans-
location (Begley et al., 1989; Finger et al., 1989; Bernard
et al., 1990; Carroll et al., 1990; Chen et al., 1990). An
additional 15-25% of patients harbor the 'tald rearrange-
ment', a tumor-specific alteration of the TALI gene that
arises by local DNA recombination (Brown et al., 1990;
Bernard et al., 1991; Aplan et al., 1992a; Bash et al.,
1993). In contrast, activation of the TAL2 or LYLI genes
is far less common, affecting <2% of T-ALL patients
(Mellentin et al., 1989; Xia et al., 1991). Although
expression of TALI, TAL2 or LYLI has not been observed
during normal T cell development, the rearranged alleles
of these genes are readily transcribed in T-ALL cells.
Hence, ectopic expression of these genes in T-lineage cells
may be a contributing factor in T-ALL pathogenesis.
RBTNI1TTGI and RBTN21TTG2 constitute a distinct

family of proto-oncogenes that are also activated in T-ALL
by tumor-specific chromosome translocations (Sanchez-
Garcia and Rabbitts, 1993). The RBTNIJTTGI gene is
altered as a result of the (11; 14)(pl5;q 11) translocation, a
rare defect observed in <1% of T-ALL patients (Boehm
et al., 1988; McGuire et al., 1989). Activation of RBTN21
TTG2 is mediated by a distinct chromosome abnormality,
the (11;14)(pl3;qll) translocation, that occurs in -7% of
T-ALL patients (Boehm et al., 1991; Royer-Pokora et al.,
1991). RBTNI and RBTN2 encode related polypeptides
that possess two tandem LIM domains, a cysteine-rich
sequence that coordinates zinc atoms (Hempe and Cousins,
1991; Crawford et al., 1992; Sadler et al., 1992; Hagemeier
et al., 1993; Michelsen et al., 1993; Archer et al., 1994;
Kosa et al., 1994). LIM motifs were originally identified
in a subset of transcription factors (lin- 11, Isl-1 and mec3)
that bind DNA by virtue of an associated homeodomain
(the 'LIM-HD' proteins) (Way and Chalfie, 1988; Freyd
et al., 1990; Karlsson et al., 1990). However, the RBTNI
and RBTN2 gene products belong to a different class of
'LIM-only' proteins that do not have a homeodomain
sequence. Since T cell tumors are induced in mice upon
thymic expression of RBTNI or RBTN2 transgenes (Fisch
et al., 1992; McGuire et al., 1992), inappropriate expres-
sion of these proteins in T-lineage cells is likely to be
leukemogenic.
We now report that the malignant cells of some T-

ALL patients have tumor-specific alterations of both their
RBTN2 and TALI genes. Moreover, the products of these
genes form in vivo protein complexes that are assembled
by interaction between their respective LIM and bHLH
domains. The observed LIM-bHLH interactions are
highly specific in that RBTN1 and RBTN2 uniquely
associate with each of the TALl-related bHLH proteins
(TALl, TAL2 or LYL 1) but not with other bHLH proteins.
These data suggest that a common leukemogenic pathway
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may be elicited, in some cases synergistically, by the LIM
and bHLH proteins implicated in T-ALL.

Results
T-ALL patients with tumor-specific rearrangements
of both TAL 1 and RBTN2
The RBTNI gene was originally identified upon analysis
of an (11; 14)(pl5;q 1) translocation in RPM18402, a
leukemic cell line derived from a T-ALL patient (Boehm
et al., 1988; McGuire et al., 1989). Interestingly, these
cells also harbor a TALI allele that has been activated by
taldI rearrangement (Brown et al., 1990), suggesting the
possibility that TALI and RBTNI play complementary
roles in the pathogenesis of T-ALL. To evaluate whether
co-activation of the TALI and RBTN2 genes can also
occur in T-ALL, we examined primary leukemic cells from
T-ALL patients with the (11; 14)(pl 3;ql 1) translocation. As
illustrated in Figure LA, Southern hybridization with a
probe from the major breakpoint region of t(11;14)(pl3;
q 11) revealed rearrangement of the RBTN2 gene in
leukemic cells of a representative patient (patient #1114)
obtained at diagnosis (lanes I and 2) but not in normal
cells obtained after remission (lane 3). The leukemic
cells from this patient also showed a tumor-specific
rearrangement of the TALI gene that arose by taldl
recombination (Figure 1A). When a similar analysis was
applied to leukemic cells of seven other patients with the
(11;14)(pl3;qll) translocation, two were also found to
harbor taldI rearrangements (Figure I B). Therefore, tumor-
specific co-activation of the TALI and RBTN2 genes is a
recurrent feature of T-ALL.

In vivo association between TAL1 and RBTN2
polypeptides
Protein dimerization is required for DNA binding and
transcriptional regulation by bHLH proteins (reviewed by
Kadesch, 1993). Although TALl polypeptides do not
form homodimers in vivo, they readily assemble into
heterodimers upon interaction with any of the known 'E
proteins', a group of broadly expressed bHLH proteins
that includes E47, E12, E2-2 and HEB-HTF4 (Hsu et al.,
1991, 1994a,b). Since RBTN1 and RBTN2 are also
implicated in T-ALL, we sought to determine whether
these polypeptides can influence the functional properties
of TALl. Initially, the two-hybrid system was used to
evaluate in vivo association between TALl and RBTN2
polypeptides; in this assay, the transcription of GAL4-
responsive reporter genes is activated by stable
protein-protein interaction between the foreign moieties
of hybrid GAL4 and VP16 polypeptides (Fields and
Song, 1989; Dang et al., 1991). Therefore, a mammalian
expression vector was constructed that encodes the DNA-
binding domain of the yeast GAL4 protein fused to the
entire amino acid sequence of TALl. The ability of
this hybrid polypeptide (GAL4-TALI) to induce RNA
transcription was evaluated in the presence of various
hybrid proteins that contain the herpesvirus VP16 trans-
activation domain. The appropriate expression vectors
were co-transfected into Jurkat T-ALL cells along with
G5ElbLUC, a GAL4-responsive reporter plasmid that
contains five GAL4-binding sites upstream of the firefly
luciferase gene (Hsu et al., 1994b). Transcription of the

Fig. 1. Tumor-specific rearrangement of the RBTN2 and TALI genes
in a patient with T-ALL. (A) A Southern filter of BamHI-digested
DNAs from patient #1114 was hybridized successively with probes
from the human RBTN2 and TALI genes. Lanes 1, peripheral blood
DNA obtained at diagnosis; lanes 2, bone marrow DNA obtained at
diagnosis; lanes 3, remission DNA from the same patient; lanes 4,
control DNA from an unrelated individual. The electrophoretic
mobilities of marker DNA fragments are indicated in kb. The RBTN2
probe (W3XS-0.7) detects a rearranged BamHI fragment of -6.0 kb in
the leukemic DNAs (lanes 1 and 2) that represents the der(14) junction
of the (I 1 ;14)(pl 3;q 11 ) chromosome translocation (Cheng et al.,
1990). The TALI probe (B2EE-2.0; Brown et al., 1990) detects a
rearranged fragment of -4.5 kb in the leukemic DNAs (lanes I and 2);
PCR amplification and sequence analysis confirmed that this fragment
was generated by taldi recombination (data not shown). (B) Leukemic
DNAs were prepared from peripheral blood or bone marrow cells
obtained at diagnosis from seven T-ALL patients with the (11; 14)(p 13;
q 11) translocation. A Southern filter of EcoRI-digested leukemic
DNAs was hybridized with the TALI probe (B2EE-2.0). In addition to
the germline EcoRI fragment of 2.0 kb, this probe detects rearranged
fragments of -4.6 kb in the leukemic DNAs of patients C and D; PCR
amplification and nucleotide sequence analysis confirmed that both
rearrangements were generated by taldi recombination (data not
shown).

reporter plasmid was evaluated by measuring the luciferase
activity of lysates prepared from transfected cells. As
illustrated in Figure 2A, expression of the GAL4-TAL 1

hybrid polypeptide induced little luciferase activity in
transfected Jurkat cells (lane 2). Likewise, significant
luciferase activity was not observed in cells expressing
VPl6-RBTN2, a hybrid polypeptide that contains the
VP16 transactivation domain fused to the entire amino
acid sequence of RBTN2 (lane 4). However, co-expression
of both hybrid polypeptides generated a large increase in
luciferase activity (lane 3) to levels 20- or 200-fold higher,
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Fig. 2. In vivo interactions between TALl and RBTN2 revealed by
two-hybrid analysis. Jurkat cells were transiently transfected with
15 ,ug of the G5ElbLUC reporter plasmid and 15 jg of each
expression plasmid. Each cell culture was co-transfected with two
expression plasmids: one encoded either the 'parental' GAL4 DNA-
binding domain (denoted by '+' in the GAL4 column) or the
indicated 'hybrid' GAL4 polypeptide, and the other encoded either the
parental VP16 transactivation domain (denoted by '+' in the VP16
column) or the indicated hybrid VP16 polypeptide. Duplicate
transfections were conducted for each combination of expression
plasmids, and the normalized luciferase activities obtained in each
transfection are illustrated. (A) Two-hybrid analysis of in vivo
interactions with the GAL4-TALI fusion protein. (B) Two-hybrid
analysis of in vivo interactions with the VP16-TALI fusion protein.

respectively, than those found with GAL4-TAL1 or VP 16-
RBTN2 alone. This suggests that TALl and RBTN2 have
the potential to form heterologous protein complexes that
are stable in vivo. Experiments with the reciprocal hybrids,
GAL4-RBTN2 and VP16-TALl, also provided evidence
of an intracellular interaction between TALl and RBTN2.
Thus, co-expression of these polypeptides generated 100-
fold higher luciferase activity than either GAL4-RBTN2
or VP16-TALI alone (Figure 2B, lanes 2-4). The magni-
tude of the response obtained with two-hybrid analysis is
striking; in both orientations of the two-hybrid assay the
levels of luciferase activity induced by TALl-RBTN2
association (lanes 3 of Figure 2A and B) are higher than
or equal to those generated by TALl -E47 association
(lanes 5 of Figure 2A and B)-an established interaction
mediated by bHLH heterodimerization (Hsu et al., 1 994b).

Co-immunoprecipitation experiments were carried out
to confirm that TALl and RBTN2 associate in vivo.
Therefore, COS1 cells, which do not express their endo-
genous TALI or RBTN2 genes (data not shown), were co-
transfected with expression plasmids that encode either
the wildtype TALl polypeptide or an epitope-tagged

Fig. 3. Co-immunoprecipitation of TALl and RBTN2 polypeptides
from COSI cells. The cells were transfected with an expression vector
encoding TALI (lanes 5-8), an expression vector encoding an epitope-
tagged RBTN2 polypeptide (lanes 9-12), or both vectors together
(lanes 1-4). After 2 days the cells were lysed under mild conditions,
and aliquots of each lysate were immunoprecipitated with an
antiserum specific for the TALl amino-terminus (lanes 4, 8 and 12),
the corresponding pre-immune serum (lanes 3, 7 and 11), an antiserum
specific for the TALI carboxy-terminus (lanes 2, 6 and 10), and the
corresponding pre-immune serum (lanes 1, 5 and 9). The
immunoprecipitates were fractionated by SDS-PAGE, and RBTN-tag
polypeptides were detected by immunoblotting with the 12CA5
monoclonal antibody. The mobilities of molecular weight standards are
indicated in kilodaltons.

RBTN2 polypeptide ('RBTN2-tag'); the latter includes a
carboxy-terminal tag that is recognized by the 12CA5
monoclonal antibody (Field et al., 1988). Two days after
transfection the cells were lysed under mild conditions
and aliquots of each lysate were immunoprecipitated with
either a TALl-specific rabbit antiserum or the correspond-
ing pre-immune serum. To determine whether RBTN2-
tag polypeptides were co-immunoprecipitated with TALl,
the precipitates were fractionated by SDS-PAGE and the
presence of RBTN2-tag was evaluated by immunoblotting
with the 12CA5 monoclonal antibody. As illustrated in
Figure 3, the RBTN2-tag polypeptide was co-immuno-
precipitated with TALl-specific antisera (lanes 2 and 4)
but not with the corresponding pre-immune sera (lanes
1 and 3). Co-immunoprecipitation of RBTN2-tag was
observed with antisera raised against either the carboxy-
terminal (lane 2) or amino-terminal (lane 4) sequences
of TALl. Moreover, RBTN2-tag co-immunoprecipitation
was clearly dependent on the presence of TALl since it
was not observed using lysates of COS1 cells transfected
with the RBTN2-tag expression plasmid alone (lanes 9-
12). Thus, the formation of in vivo complexes between
TALl and RBTN2 can be demonstrated with two
independent methods, the two-hybrid assay and co-
immunoprecipitation analysis.

Complex formation between the endogenous TAL 1
and RBTN2 polypeptides
The experiments described above showed that TALl
and RBTN2 interact in vivo upon over-expression in
mammalian cells. We then sought to determine whether
TALl -RBTN2 complexes are also formed from the
endogenous polypeptides of hematopoietic cells. The
RBTN2 gene is expressed in murine (MEL) and human
(HEL) erythroleukemia cell lines but not in Jurkat T-ALL
cells (Valge-Archer et al., 1994). Thus, each of these lines
was cultured for 2 h with [35S]methionine and lysed in a
mild detergent (NP-40 buffer). The radiolabeled cell
lysates were then immunoprecipitated under low strin-
gency conditions with anti-TALl(n), an antiserum raised

A
lane GAL4 VP16

1 + +

2 TALl +

3 TALl RBTN2

4 + RBTN2

5 TALl E47

6 + E47

7 TALl JUN

8 + JUN

9 TALl RB

10 + RB

RBTN2

-18.

-1 K

B
lang

2

3

4

5

6

VP16

TALl

TALl

TALl

b GAL4

RBTN2

RBTN2

E47

E47

4833



IWadman et aL

ME,-; ; ! i F
____. _ltFs^

.^o -- w ... ..... ..*-1- ^ .. s *.:2i' §
'' wF

2 .2

,i. _ _

S:i::a_. j'

_J

- -;' {: r r;e-lx '
Fig. 4. Co-precipitation of endogenous TALl and RBTN2
polypeptides. Hematopoietic cell lines that do (MEL and HEL) or do
not (Jurkat) express RBTN2 were labeled with [35S]methionine and
lysed in a mild detergent. Equivalent aliquots of each lysate were
immunoprecipitated under low-stringency conditions with a TALl-
specific immune serum (lanes 2, 4 and 6) or the corresponding pre-
immune serum (lanes 1, 3 and 5). Aliquots of the MEL cell lysate
were also immunoprecipitated under high-stringency conditions with a
RBTN2-specific immune serum (lane 8) or the corresponding pre-
immune serum (lane 7). The mobility of the RBTN2 polypeptide is
denoted on the right of the autoradiogram, along with those of the
hyperphosphorylated (pp42TALI) and underphosphorylated (pp4lTALI)
TALl polypeptides. Molecular weight standards are indicated (in
kilodaltons) on the left.

against the amino-terminal 121 residues of TALl (Hsu
et al., 1994a). We had previously shown that HEL and
Jurkat cells produce both full-length (residues 1-331) and
truncated (residues 176-331) TALl polypeptides (Cheng
et al., 1993). As expected, immunoprecipitation with anti-
TALl(n) (lanes 2, 4 and 6), but not the corresponding
pre-immune serum (lanes 1, 3 and 5), revealed abundant
quantities of the full-length TALI species (p41TALI and
pp42TALl) in MEL, HEL and Jurkat cells. Significantly,
however, the immunoprecipitates from MEL and HEL
also contain a protein of -18 kDa that is conspicuously
absent from Jurkat cells. To ascertain whether this species
co-migrates with RBTN2, radiolabeled lysates of MEL
were immunoprecipitated with a RBTN2-specific anti-
serum under high-stringency conditions (RIPA buffer). As
shown in Figure 4, the RBTN2 polypeptide recognized
by this antiserum (lane 8) migrates with the 18 kDa
species that was co-precipitated with TALl (lanes 2 and
4). Furthermore, the anti-RBTN2 immunoprecipitate also
contains a doublet that resembles the hyperphosphorylated
(pp42TALl) and underphosphorylated (p4lTALI) forms of
TALl (lane 8). Therefore, endogenous TALl and RBTN2
polypeptides form an in vivo complex that is stable even
under relatively stringent conditions.

The TAL1-RBTN2 interaction is dependent on the
bHLH domain of TAL 1
To identify the TALl sequences responsible for TALl -
RBTN2 association, a series of expression plasmids was
prepared which encode the GAL4 DNA-binding domain
fused to various segments of TALl (Figure 5A). Each
GAL4-TAL I polypeptide was then evaluated by two-

hybrid analysis for its ability to interact in vivo with the
VPI6-RBTN2 polypeptide. At least two distinct TALl
polypeptides are expressed in T-ALL cells, a full-length
gene product (amino acid residues 1-331) and a truncated
species (residues 176-331), both of which harbor the
intact bHLH domain (Cheng et al., 1993). As illustrated
in Figure 5B, VPI6-RBTN2 associates equally well with
GAL4-TAL1 polypeptides that include either the entire
TAL1 sequence (lane 3) or the truncated sequence (lane
7). A substantial interaction was also observed using a
hybrid polypeptide in which the TALl moiety was com-
prised almost entirely of bHLH sequences (lane 13). In
contrast, the TALl -RBTN2 association was not mediated
by polypeptides in which the bHLH domain was either
absent (lanes 11) or disrupted (lanes 5 and 9). Together,
these results indicate that an intact bHLH domain is
required for in vivo interaction between TALl and RBTN2.

Since most of the RBTN2 polypeptide is comprised of
LIM sequences, these data suggest that the association
between TALl and RBTN2 is mediated by their respective
bHLH and LIM domains. In this regard it is noteworthy
that direct binding of bHLH sequences with other known
protein motifs has also been reported. In particular, the
bHLH domain of MyoD1, a muscle-specific transcription
factor, was shown to interact with both the leucine zipper
of c-Jun and the binding pocket of Rb (Bengal et al.,
1992; Gu et al., 1993). However, two-hybrid analysis
suggests that the bHLH domain of TALl does not share
these properties. As shown in Figure 2A, co-expression
of GAL4-TAL1 with VP16 hybrid polypeptides containing
either the c-Jun leucine zipper (lane 7) or the Rb pocket
(lane 9) did not increase luciferase activity to levels higher
than those obtained with GAL4-TAL1 alone (lane 2).

The specificity of TAL 1 association with LIM-only
proteins
To evaluate the specificity of TALl -RBTN2 association,
we also tested the ability of TALl to interact with a panel
of LIM-only polypeptides, including some that have not
been implicated in leukemogenesis. The cysteine-rich
intestinal protein (CRIP), the cysteine-rich protein (CRP)
and the zyxin polypeptide possess one, two or three LIM
domains, respectively (Birkenmeier and Gordon, 1986;
Liebhaber et al., 1990; Sadler et al., 1992). Expression
vectors encoding GAL4-CRIP, GAL4-CRP and GAL4-
zyxin fusion polypeptides were constructed for use in the
two-hybrid system. In Figure 6, the ability of these
polypeptides to induce reporter gene transcription in the
presence of VP16-TALI is compared with that of GAL4-
RBTN2. As expected, co-expression of VP16-
TALl and GAL4-RBTN2 elicits a large increase in lucifer-
ase activity (lane 3). In contrast, co-expression of VP16-
TALl with each of the other GAL4 fusion proteins failed
to generate a detectable increase in luciferase activity
(lanes 5, 7 and 9). Thus, TALl specifically associates with
some (e.g. RBTN2) but not all (CRIP, CRP and zyxin)
LIM-only proteins.

RBTN2 interacts specifically with the TAL 1 family
of leukemic bHLH proteins
The TALl, TAL2 and LYLI proteins display an excep-
tional degree of amino acid sequence identity within their
bHLH domains. Thus, TAL2 and LYLI are likely to
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Fig. 5. TALI sequences responsible for in vivo association with RBTN2. (A) Schematic diagram illustrating the GAL4-TALI hybrid polypeptides.
The hybrids are comprised of the DNA-binding domain of GAL4 (shaded bars) and segments of the TALl polypeptide (open bars). The numbers
indicate amino acid residues of TALI. The bHLH domain of TALl (residues 188-239) is denoted by a black box. (B) Two-hybrid analysis of in vivo
interactions between VP16-RBTN2 and the various GAL4-TALI polypeptides. The two-hybrid assays were conducted in Jurkat cells as described in
the legend of Figure 2. The TALI amino acid residues present in each GAL4-TALI polypeptide are indicated in the 'GAL4-TALI' column; the
parental GAL4 DNA-binding domain is denoted by a '+'.

share certain functional properties with TAL1, including,
perhaps, the ability to associate with RBTN2. Therefore,
two-hybrid analysis was used to compare in vivo inter-
actions between the VP1 6-RBTN2 polypeptide and a panel
of GAL4 hybrid polypeptides containing different bHLH
sequences. As illustrated in Figure 7, large increases in
luciferase activity were observed upon co-expression of
VP I 6-RBTN2 with GAL4-TAL I (lane 3), GAL4-
TAL2 (lane 5) and GAL4-LYL 1 (lane 7). However,
RBTN2 sequences did not associate with the bHLH
domains of E12, E47 or IdI (lanes 9-14). Additional two-
hybrid experiments indicate that RBTN2 also fails to
interact with the bHLH domains of other proteins, includ-
ing AP4, NHLH 1, MAX, MYC and MyoD1 (data not
shown). Thus, RBTN2 appears to associate specifically
with the TALl-related bHLH proteins.

RBTN1 also interacts specifically with TAL 1, TAL2
and LYL1
The RBTNI and TALI genes are both activated by tumor-
specific chromosome defects in RPM18402, a leukemic
cell line derived from a T-ALL patient. This observation,
along with the structural and functional similarities of
RBTN I and RBTN2, suggests that RBTN 1 may also
associate in vivo with bHLH proteins of the TALl sub-
group. In order to test RBTN1-mediated interactions, an
expression vector was constructed that encodes VP16-
RBTN 1, a hybrid polypeptide containing the entire
sequence of RBTN1. As shown in Figure 8, two-hybrid
analysis of RBTN1 reveals an interaction profile indistin-
guishable from that of RBTN2. Thus, RBTN I can associate
specifically with the TAL1-related polypeptides (lanes 2-
8) but not with other bHLH proteins such as El 2, E47,
IdI, NHLH1 (lanes 9-16), AP4, MAX, MYC and MyoDl
(data not shown). Together, these data indicate that each
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Fig. 6. Two-hybrid analysis of in vivo interactions between TALI and
a panel of LIM-only proteins. Comparison of VP16-TALI interactions
with the GAL4-RBTN2, GAL4-CRIP, GAL4-CRP and GAL4-zyxin
polypeptides. The two-hybrid assays were conducted in Jurkat cells as
described in the legend of Figure 2.

of the LIM proteins implicated in T-ALL has the potential
to associate specifically with TALl, TAL2 and LYL1.

RBTN1 and RBTN2 interact with heterodimeric
bHLH complexes involving TAL 1 and E47
Although TALI polypeptides do not self-associate to form
bHLH homodimers, they readily interact with any of the
known E proteins (E47, E12, E2-2 and HEB) to form
bHLH heterodimers (Hsu et al., 1991, 1994a,b). Therefore,
to understand the influence of RBTN polypeptides on
TALl function, we sought to discem whether these poly-
peptides will associate with assembled TALl heterodimers
(e.g. E47-TALI) or whether TALl interactions with the
RBTN proteins and E proteins are mutually exclusive. A
variation on the two-hybrid assay was employed to deter-
mine if E47, TALl and RBTN1 sequences will associate
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Fig. 7. Analysis of RBTN2 interaction with a panel of bHLH proteins.
Two-hybrid analysis of in vivo interaction between the VP16-RBTN2
polypeptide and GAL4 fusion proteins containing the bHLH domains
of TALl, TAL2, LYLI, E12, E47 or Idl. The two-hybrid assays were
conducted in Jurkat cells as described in the legend of Figure 2.
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Fig. 9. RBTN2 polypeptides associate with assembled bHLH
heterodimers that contain TALI. (A) Two-hybrid analysis of the
in vivo association between the GAL4-E47 and VP16-RBTNI fusion
proteins in the presence or absence of wildtype TALl polypeptides.
The wildtype TALl protein was provided by co-transfection of the
cells with 5 gg of the TALl/pCMV4 expression vector (lanes 4-7);

8 9 10 11 the other samples were co-transfected with 5 gg of the parental
pCMV4 vector (lanes 1, 2, 3 and 8). (B) Two-hybrid analysis of the
in vivo association between the GAL4-E47 and VP16-RBTN2 fusion

L2 and LYLI. proteins in the presence or absence of wildtype TALl polypeptides.
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bHLH domains Discussion

e two-hybrid
the legend of The LIM and bHLH proteins implicated in T-ALL

Recent studies have uncovered several proto-oncogenes
that are activated in the leukemic cells of patients with T-
ALL (Rabbitts, 1991). These include two unique families

ed, co-expres- of genes: RBTNI and RBTN2, which encode homologous
tn polypeptide LIM-only proteins, and the TALI-related genes (TALI,
d to generate TAL2 and LYLI), which encode a distinct subgroup of
e 3). Likewise, bHLH proteins (Baer, 1993; Sanchez-Garcia et al., 1993).
when wildtype We now report that some T-ALL patients have tumor-
ith either the specific rearrangements of both their RBTN2 and TALI
ne 5) hybrid genes. The recurrent co-activation of these genes suggests
kLI with both that they play complementary roles in T-ALL pathogenesis.
e in luciferase This view is supported by the fact that their protein
Is a bridge to products readily assemble into complexes that are stable
lti-component in vivo. As discussed below, the intracellular interaction
lane 6). These between RBTN2 and TALl polypeptides appears to be
riments using mediated by residues within their respective LIM and
hpeptides (i.e. bHLH domains. Moreover, both RBTN 1 and RBTN2
wn). A similar associate avidly with each of the TALl-related bHLH
vs that TALl proteins (TALl, TAL2 and LYLI) but not with a broad
he GAL4-E47 spectrum of other bHLH proteins including El 2, E47,
5S, both RBTN Idl, NHLH1, AP4, MAX, MYC and MyoDl . The striking
in vivo with specificity of these interactions implies a functional rela-
of TALl and tionship between the LIM and bHLH proteins implicated

in T-ALL.
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TALl polypeptides also form heterodimeric complexes
with the E proteins. The interaction between TALI and the
E proteins is mediated by dimerization of their respective
bHLH domains. The resultant bHLH heterodimers (e.g.
E47-TALI) bind DNA by specific recognition of the
E-box sequence (CANNTG), a common regulatory
element of eukaryotic transcription enhancers. We now
show that the LIM proteins implicated in T-ALL (RBTNI
and RBTN2) can associate with TALI in the context of
E47-TALl heterodimers. Thus, RBTN polypeptides may
modulate the expression of target genes that are otherwise
regulated by bHLH heterodimers containing TAL1. We
have not as yet observed a consistent effect of RBTN2
on the transcriptional activity of TALl (data not shown);
however, these preliminary studies were conducted with
artificial reporter genes bearing multimerized binding sites
for E47-TAL1 heterodimers (Hsu et al., 1994c). Thus,
natural target genes may be required to discem the
functional consequences of the TAL1-RBTN2 inter-
action-particularly if TALl heterodimers (e.g. E47-
TALl) and RBTN2 polypeptides are components of larger
multiprotein complexes that assemble on natural transcrip-
tional promoter (or enhancer) sequences. In any case,
future studies should reveal whether RBTN2 and TAL1,
as well as the other LIM and bHLH proteins implicated in
T-ALL, promote leukemogenesis by regulating a common
subset of target genes.

The molecular nature of the LIM- bHLH interaction
The TALl -RBTN2 association described here represents
the first example of a protein-protein interaction mediated
by the LIM and bHLH motifs. The present data do
not establish whether this association is facilitated by
intermediary factors or whether it involves direct physical
contact between LIM and bHLH sequences. The ability
of RBTN proteins to associate with assembled E47-TALl
heterodimers places constraints on the bHLH sequences
responsible for TALl -RBTN interaction. The bHLH
motif consists of two amphipathic ax-helices separated by
an intervening loop; in most cases the HLH segment is
preceded by a short cluster of basic amino acids that
facilitate DNA recognition (recently reviewed by Kadesch,
1993). It was originally proposed that bHLH polypeptides
dimerize by hydrophobic interactions between the amphi-
pathic helices of their respective bHLH moieties (Murre
et al., 1989). Structural studies have provided support for
this view by showing that bHLH homodimers fold into a
parallel, left-handed, four-helix bundle stabilized by van
der Waals forces within its highly conserved hydrophobic
core (Ferre-D'Amare et al., 1993, 1994; Ellenberger
et al., 1994). Since RBTN proteins will associate with
E47-TALl heterodimers, the TALl sequences that
mediate RBTN interaction are likely to reside on the
exposed surface of the four-helix bundle, either as hydro-
philic amino acids in the amphipathic helices or as
available residues in the loop or basic regions. Signific-
antly, these segments of the bHLH domain feature amino
acids that are found uniquely in the TALI -related proteins,
and thus could account for the specificity of RBTN
interaction with this subgroup of bHLH polypeptides.
The RBTNI and RBTN2 genes encode LIM-only

proteins of 156 and 158 amino acids, respectively. These
polypeptides contain two tandem LIM domains, each

consisting of 50-60 amino acids. Since the RBTN poly-
peptides are mostly comprised of LIM sequences, it is
likely that their association with bHLH proteins is mediated
by one or both LIM domains. Moreover, the amino acid
homology shared by RBTN 1 and RBTN2 occurs within
the LIM motifs, further implicating these sequences as
mediators of intracellular interaction with TALl, TAL2
and LYL1. The RBTN-TALl association described here
suggests that the LIM domain functions as an interface
for in vivo protein-protein interactions as previously
proposed by Rabbitts and Boehm (1990).

LIM-bHLH interactions in normal development
The specificity of interaction between the RBTN poly-
peptides and the leukemic bHLH proteins implies that
LIM-bHLH complexes also function during normal
development. Previous studies have shown that TALI is
normally expressed in hematopoietic cells of the erythro-
cytic, megakaryocytic and mastocytic lineages, as well as
in restricted populations of neural and endothelial cells
(Green et al., 1992; Hwang et al., 1993; Mouthon et al.,
1993). Moreover, the growth and differentiation of
erythroid cells are influenced by experimental changes in
TALl expression (Green et al., 1991; Aplan et al., 1992b).
Significantly, the RBTN2 gene is co-expressed with TALI
in cells of erythroid origin (Valge-Archer et al., 1994).
Indeed, mice with null mutations of the Rbtn2 gene die
at E 10.5 due to a complete absence of erythroid precursors,
indicating that Rbtn2 is required for normal erythroid
development (Warren et al., 1994). Thus, the regulatory
functions of RBTN2 and TALl during erythroid develop-
ment may be mediated, at least in part, by interaction
between their respective LIM and bHLH domains.

It has become increasingly clear that the transcriptional
regulatory activities of LIM-HD proteins are influenced
by their LIM sequences. For example, the LIM moieties
of Isl-1 have an inhibitory influence on the DNA-binding
activity of its associated homeodomain, perhaps reflecting
an intramolecular interaction between the LIM and homeo-
domain sequences (Sanchez-Garcia et al., 1993). More-
over, transcription of the insulin gene is activated
synergistically by lmx- 1, a B-cell specific LIM-HD protein
and shPAN- 1, the hamster homolog of E47; although the
mechanism by which these proteins cooperatively activate
transcription is not understood, the effect is clearly
dependent on the LIM domains of lmx- I (German et al.,
1992).

In light of our results, it is conceivable that the LIM
domains of other proteins also participate in functional
interactions with bHLH polypeptides. For example, the
synergistic activation of insulin gene transcription by
lmx 1 and shPAN- 1 may involve association between their
respective LIM and bHLH motifs (German et al., 1992).
Considering the broad spectrum of cellular activities that
are governed by transcription factors of the LIM and
bHLH families, LIM-bHLH interactions may potentially
influence various aspects of cell growth and differentiation.
These interactions would allow coordinate control of
transcription by LIM and bHLH proteins, and they would
greatly expand the regulatory functions of both families
of transcription factors.
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Materials and methods
Southern analysis of patient DNA
Patient #1114 was diagnosed with T-ALL at the Children's Medical
Center, Dallas. The cytogenetic analysis and tissue specimens of patient
#1114 were described previously (Yoffe et al., 1989). The other leukemic
specimens were provided by the Pediatric Oncology Group (POG) Cell
Bank; these represent peripheral blood or bone marrow aspirates obtained
prior to treatment from seven T-ALL patients with the (11; 14)(pl3;q 11)
translocation. Complete immunophenotyping and karyotyping of POG
samples were performed by Drs Michael P.Link (Stanford University)
and Andrew J.Carroll (University of Alabama), respectively. DNAs
were extracted from patients' specimens and analyzed by Southern
hybridization as described previously (Chen et al., 1990).

Two-hybrid analysis
Expression plasmids encoding VP16-TALI, GAL4-TAL2, VP16-
TAL2, GAL4-E47 and VP16-E47 have been described (Hsu et al.,
1994b; Xia et al., 1994). Plasmids encoding GAL4-Jun, VP16-Jun,
GAL4-E 12, VP1 6-El 2, GAL4-MyoDI, VPI 6-MyoDI, GAL4-Idl,
VP16-Idl, GAL4-MYC, VP16-MYC, GAL4-MAX and VPI6-
MAX were kindly provided by Dr Chi Dang (Dang et al., 1991; Finkel
et al., 1993). Plasmids encoding GAL4-TALI fusion proteins with the
complete TALI sequence (amino acid residues 1-311) or with partial
TAL I sequences (see Figure 5A) were constructed by inserting the
appropriate segments of TALI cDNA into the pSG424, pM1 or pM2
expression vectors (Sadowski and Ptashne, 1989; Sadowski et al., 1992).
Plasmids encoding GAL4-RBTNI, VP16-RBTNI, GAL4-RBTN2,
VPI 6-RBTN2 and GAL4-CRIP were constructed by inserting PCR-
generated segments of cDNA into the pNLVP16 or pMl expression
vectors (Dang et al., 1991; Sadowski et al., 1992). An expression
plasmid encoding GAL4-CRP was prepared by transferring a 1.8 kb
EcoRI-PstI fragment (containing the entire human CRP cDNA
sequence) from the pGEM4-hCRP plasmid (Liebhaber et al., 1990) into
the pM I vector. The GAL4-zyxin expression plasmid was constructed
by transferring a 2.0 kb BamHI fragment from the pBScZyx-5 plasmid
(Sadler et al., 1992) into pM2; the GAL4-zyxin fusion protein contains
the carboxy-terminal 400 amino acids of zyxin (residues 143-542),
including the three LIM domains. An expression plasmid encoding the
hybrid VP16-Rb polypeptide was constructed in two steps: first, the
cDNA insert of the pGEX2T-RB(379-792) plasmid (Kaelin et al., 1991)
was excised with BamnHI and ligated into the BamHI site of the p34H
vector (Tsang et al., 1991); second, the cDNA insert of the resultant
p34H-Rb(379-792) plasmid was excised with SimaI and ligated to

pNLVP16 plasmid DNA that had been linearized with NdeI and end-
filled with Klenow DNA polymerase. The final plasmid, VP16-Rb(379-
792), encodes a hybrid polypeptide containing the transactivation domain
of VP16 fused to the binding pocket of Rb (residues 379-792). The
G5ElbLUC reporter plasmid, and the methods for two-hybrid analysis
in Jurkat cells have been described (Hsu et al., 1994b). In Figure 9, the
indicated samples (lanes 4-7) were also co-transfected with 5 .tg of

TALI/pCMV4, a mammalian expression vector that encodes full-length
wildtype TALl polypeptides (Cheng et al., 1993).

Co-immunoprecipitation
The TALl expression plasmid (TALI/pCMV4) has been described
(Cheng et al., 1993). The RBTN2-tag/pCMV5 plasmid was produced
by inserting a PCR-amplified fragment of mouse RBTN2 cDNA (Boehm
et al., 1991) into the pCMV5 expression vector (Andersson et al.,
1989); the resultant plasmid encodes RBTN2-tag, a full-length RBTN2
polypeptide with a carboxy-terminal tag of nine amino acids
(YPYDVPDYA) that is recognized by the 12CA5 monoclonal antibody
(Field et al., 1988). Methods for DNA transfection of COSI cells have
been described (Cheng et al., 1993). Cell lysates in I ml of low
stringency NP40 buffer were prepared from 107 cells (Hsu et al., 1994b),
and 10 1.l of immune or pre-immune rabbit serum were added to each
lysate. Antisera specific for the amino-terminal 121 residues (#1080) or
the carboxy-terminal 19 residues (#460) of TALI have been described
(Hsu et al., 1994a,b). After gentle rocking at 4°C for h, 50 plt of
staphylococcal protein A-Sepharose beads (Pharmacia) were added to
each lysate and the mixture was rocked at 4°C for an additional hour.
The beads were then pelleted by a brief centrifugation and washed four
times in low stringency buffer. Finally, the beads were resuspended in
2x loading buffer, boiled for 10 min and pelleted by centrifugation.
The supernatant was then fractionated by electrophoresis on a 15%

SDS-polyacrylamide gel. The protein was then electroblotted from the

fractionated gel onto Hybond-ECL nitrocellulose for Western analysis
by enhanced chemiluminescence (Amersham) with 12CA5 monoclonal
antibodies. For co-immunoprecipitation of endogenous TALI and
RBTN2 polypeptides, suspension cultures of leukemia cell lines were
labeled with 135Slmethionine (Cheng et al., 1993) and the radiolabeled
cells were lysed in low-stringency NP-40 buffer (Hsu et al., 1994b).
Immunoprecipitation of cell lysates was conducted in either low-
stringency (NP-40 buffer) or high-stringency (RIPA) conditions (Hsu
et al., 1994b).

Acknowledgements
We thank Yi Xu and Julia Tsou Tsan for technical assistance, Susan
Campbell for preparing the manuscript, and Hai-Ling Hsu and Ying Xia
for their advice. We are also very grateful to Mary Beckerle, Chi Dang,
William Kaelin, Stephen Liebhaber, Yan-Fen Hu and Robert Tjian for
generously providing plasmid clones. This work was supported by a
grant from the National Cancer Institute (CA46593). R.B. is a member
of the Simmons Arthritis Research Center and the recipient of a Faculty
Research Award from the American Cancer Society (FRA-421). I.W.
was supported by a fellowship from the Leukemia Research Foundation
(USA). H.O. was supported by the Leukemia Research Fund (UK).

References
Andersson,S., Davis,D.N., Dahlback,H., Jornvall,H. and Russell,D.W.

(1989) J. Biol. Chemn., 264, 8222-8229.
Aplan,P.D., Lombardi,D.P., Reaman,G.H., Sather,H.N., Hammond,G.D.

and Kirsch,I.R. (1992a) Blood, 79, 1327-1333.
Aplan,P.D., Nakahara,K., Orkin,S.H. and Kirsch,I.R. (1992b) EMBO J.,

11, 4073-4081.
Archer,V., Breton,J., Sanchez-Garcia,I., Osada,H., Forster,A.,

Thomson,A.J. and Rabbitts,T.H. (1994) Proc. Naid Acad. Sci. USA,
91, 316-320.

Baer,R. (1993) Semi,i. Cancer Biol., 4, 341-347.
Bash,R.O. et al. (1993) Blood, 81, 2110-2117.
Begley,C.G., Aplan,P.D., Denning,S.M., Haynes,B.F., Waldmann,T.A.

and Kirsch,I.R. (1989) Proc. Natl Acad. Sci. USA, 86, 10128-10132.
Bengal,E., Ransone,L., Scharfmann,R., Dwarki,V.J., Tapscott,S.J.,

Weintraub,H. and Verma,j.M. (1992) Cell, 68, 507-519.
Bernard,O., Guglielmi,P., Jonveaux,P., Cherif,D., Gisselbrecht,S.,

Mauchauffe,M., Berger,R., Larsen,C.-J. and Mathieu-Mahul,D. (1990)
Genes Chrom. Cancer, 1, 194-208.

Bernard,O., Lecointe,N., Jonveaux,P., Souyri,M., Mauchauffe,M.,
Berger,R., Larsen,C.J. and Mathieu-Mahul,D. (1991) Onicogene, 6,
1477-1488.

Birkenmeier,E.H. and Gordon,J.I. (1986) Proc. Natl Acad. Sci. USA, 83,
2516-2520.

Boehm,T., Baer,R., Lavenir,j., Forster,A., Waters,J.J., Nacheva,E. and
Rabbitts,T.H. (1988) EMBO J., 7, 385-394.

Boehm,T., Foroni,L., Kaneko,Y., Perutz,M.F. and Rabbitts,T.H. (1991)
Proc. Natl Acad. Sci. USA, 88, 4367-4371.

Brown,L., Cheng,J.-T., Chen,Q., Siciliano,M.J., Crist,W., Buchanan,G.
and Baer,R. (1990) EMBO J., 9, 3343-335 1.

Carroll,A.J., Crist,W.M., Link,M.P., Amylon,M.D., Pullen,D.J.,
Ragab,A.H., Buchanan,G.R., Wimmer,R.S. and Vietti,T.J. (1990)
Blood, 76, 1220-1224.

Chen,Q. et al. (1990) EMBO J., 9, 415-424.
Cheng,J.-T., Yang,C.Y.-C., Hernandez,J., Embrey,J. and Baer,R. (1990)

J. Exp. Med., 171, 489-501.
Cheng,J.-T., Hsu,H.-L., Hwang,L.-Y. and Baer,R. (1993) Oncogene, 8,

677-683.
Crawford,A., Michelsen,J.W. and Beckerle,M.C. (1992) J. Cell Biol.,

116, 1381-1393.
Dang,C.V., Barrett,J., Villa-Garcia,M., Resar,L.M.S., Kato,G.J. and

Fearon,E.R. (1991) Mol. Cell. Biol., 11, 954-962.
Ellenberger,T., Fass,D., Arnauld,M. and Harrison,S.C. (1994) Genes

Dev., 8, 970-980.
Ferre-D'Amar6,A.R., Prendergast,G.C., Ziff,E.B. and Burley,S.K. (1993)

Nature, 363, 38-45.
Ferre-D'Amare,A.R., Pognonec,P., Roeder,R.G. and Burley,S.K. (1994)
EMBO J., 13, 180-189.

Field,J., Nikawa,J.-I., Broek,D., MacDonald,B., Rodgers,L., Wilson,I.A.,
Lerner,R.A. and Wigler,M. (1988) Mol. Cell. Biol., 8, 2159-2165.

Fields,S. and Song,O.-k. (1989) Nature, 340, 245-246.

4838



LIM and bHLH interactions in T cell leukemia

Finger,L.R., Kagan.J.. Christopher,G., Kurtzberg,J., Hershfield,M.S.,
Nowell,P.C. and Croce,C.M. (1989) Proc. Naltl Acad. Sci. USA, 86,
5039-5043.

FinkelT., DucJ., Fearon,E.R., Dang,C.V. and Tomaselli,G.F. (1993) J.
Biol. Chem., 268, 5-8.

Fisch,P., Boehm,T., Laveniri-., LarsonT., ArnoJ., Forster,A. and
Rabbitts,T.H. (1992) Oncogene, 7, 2389-2397.

Freyd,G., Kim,S.K. and Horvitz,H.R. (1990) Ntuire, 344, 876-879.
German,M.S., Wang,J., Chadwick,R.B. and Rutter,W.J. (1992) Genies

Dec:, 6, 2165-2176.
Green,A.R., DeLuca,E. and Begley,C.G. (1991) EMBO J., 10. 4153-

4158.
GreenA.R., Lints,T., Visvader,J., Harvey.R. and Begley,C.G. (1992)

Oncogene, 7, 653-660.
GuW., Schneider,J.W., Condorelli,G., Kaushal,S., Mahdavi,V. and

Nadal-Ginard,B. (1993) Cell, 72, 309-324.
Hagemeier,C., Bannister,A.J., Cook,A. and Kouzarides,T. (1993) Proc.

Natl Acad. Sci. USA, 90, 1580-1584.
Hempe,J.M. and Cousins,R.J. (1991) Proc. Naitl Acad. Sci. USA, 88,

967 1-9674.
Hsu,H.-I., Cheng,J.-T., Chen.Q. and Baer,R. (1991) Mol. Cell. Biol., 11,

3037-3042.
Hsu,H.-L., Huang,L., Tsan,J.T., Funk,W., Wright,W.E.. Hu,J.-S.,

Kingston,R.E. and Baer,R. (1994a) Mol. Cell. Biol., 14, 1256-1265.
Hsu,H.-L., Wadman,l. and Baer,R. (1994b) Proc. Ntdtl Acad. Sci. USA,

91, 3181-3185.
Hsu,H.-L., Wadman,I., Tsan,J.T. and Baer.R. (1994c) P-oc. Ndtl Acad.

Sci. USA, 91, 5947-595 1.
Hwang,L.-Y., Siegelman,M., Davis,L., Oppenheimcr-Marks,N. and

Baer,R. (1993) Oncogene, 8, 3043-3046.
Kadesch,T. (1993) Cell Growth Differ, 4, 49-55.
Kaelin,W.G.,Jr, Pallas,D.C., DeCaprio,J.A.. Kaye,F.J. and Livingston,
D.M. (1991 ) Cell, 64, 521-532.

Karlsson,O., Thor,S., Norberg,T., Ohlsson,H. and Edlund,T. (1990)
Ncatlure, 344, 879-882.

Kosa,J.L., Michelsen,J.W., Louis,H.A., Olsen,J.I., Davis.D.R.,
Beckerle,M.C. and Winge.D.R. (1994) Biochemistrv, 33, 468-477.

Liebhaber,S.A., Emery,J.G., Urbanek,M., Wang,X. and Cooke,N.E.
(1990) Nucleic Acids Res., 18, 3871-3879.

McGuire,E.A., Hockett,R.D., Pollock,K.M.. Bartholdi,M.F., O'Brien,S.J.
and Korsmeyer,S.J. (1989) Mol. Cell. Biol., 9, 2124-2132.

McGuire,E.A., Rintoul,C.E., Sclar.G.M. and Korsmeyer.S.J. (1992) Mol.
Cell. Biol., 12, 4186-4196.

Mellentin,J.D., Smith,S.D. and Cleary,M.L. (1989) Cell, 58, 77-83.
Michelsen,J.W., Scheichel,K.L., Beckerle,M.C. and Winge,D.R. (1993)

Proc. Natl Acad. Sci. USA, 90, 4404-4408.
Mouthon,M.-A., Bernard,O., Mitjavila,M.-T., Romeo,P.-H., Vainchenker,
W. and Mathieu-Mahul,D. (1993) Blood, 81, 647-655.

Murre,C., McCaw,P.S. and Baltimore,D. (1989) Cell, 56, 777-783.
Rabbitts,T.H. (1991) Cell, 67, 641-644.
Rabbitts,T.H. and Boehm,T. (1990) Natuire, 346, 418.
Royer-Pokora,B., Loos,U. and Ludwig,W.-D. (1991) Oncogene, 6,

1887- 1893.
SadlerI-., Crawford,A.W., Michelsen,J.W. and Beckerle,M.C. (1992) J.

Cell Biol., 119, 1573-1587.
Sadowski,I. and Ptashne,M. (1989) Nucleic Acids Res.. 17, 7539.
Sadowski,I., Bell,B., Broad,P. and Hollis,M. (1992) Genie. 118, 137-141.
Sanchez-Garcia,I. and Rabbitts,T.H. (1993) Semiiin. Cancer Biol., 4,

349-358.
Sanchez-Garcia,I., Osada,H., Forster,A. and Rabbitts,T.H. (1993) EMBO

J., 12, 4243-4250.
Tsang,T., Copeland,V. and Bowden,G.T. (1991) Biotechniques, 10, 330.
Valge-ArcherV.E., Osada,H., WarrenA., ForsterA., LiJ., Baer,R. and

Rabbitts,T.H. (1994) Proc. Nitl Acaid. Sci. USA, 91. 8617-8621.
Warren,A., Colledge,W.H., Carlton,M.B.L.. Evans,M.J., Smith,A.J.H.

and Rabbitts,T.H. (1994) Cell, 78, 45-57.
Way,J.C. and Chalfie,M. (1988) Cell, 54, 5-16.
Xia,Y., Brown,L., Yang,C.Y.-C., Tsan,J.T., Siciliano,M.J.,

Espinosa,R.,I1I, Le Beau,M.M. and Baer,R.J. (1991) Proc. NttlI Acid.
Sci. USA, 88, 11416-11420.

Xia,Y., Hwang,L.-Y., Cobb.M.H. and Baer,R. (1994) Oncogene, 9,
1437-1446.

Yoffe,G.. Schneider,N., Dyk,L.V., Yang,C.Y.-C.. SicilianoM.,
Buchanan,G., CapraJ.D. and Baer,R. (1989) Bloodl. 74, 374-379.

Received oni MaY 13. 1994; revised ont Julyv 29, 1994

4839


