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Transcription of major histocompatibility complex class II genes is elaborately regulated. Mouse class II
genes are transcribed primarily in B cells, peripheral macrophages and interdigitating cells, and thymic
cortical and medullary cells. In this study, we began to identify the DNA sequences and protein factors that
control expression of a class II gene in B cells, addressing in particular how closely they resemble those that
regulate immunoglobulin gene expression. We describe a region upstream of the E_ gene that is crucial for its
transcription in the B cells of transgenic mice but is less important in cultured B-cell lines. The sequence of this
region reveals several familiar motifs, including a second X-Y pair reminiscent of that residing in the
promoter-proximal region of all class II genes, a B motif strikingly homologous to that associated with the
immunoglobulin kappa gene enhancer, several Ephrussi motifs, and a Pu box-like sequence very similar to that
implicated in simian virus 40 and lymphotrophic papovavirus expression in B cells. Careful study of the
proteins that bind specifically to these different motifs prompts us to suggest that major histocompatibility
complex class II and immunoglobulin genes rely on quite different factors to achieve B-cell-specific expression.

Studies on tissue-specific regulation of transcription have
usually focused on genes that operate in one cell lineage (for
reviews, see references 17 and 44). The genes coding for
albumin, insulin, the globins, and the immunoglobulins are
good examples; each is expressed in a single differentiated
cell type as the result of tight transcriptional control. In
contrast, class II genes of the major histocompatibility
complex (MHC) operate in a broader set of contexts; cells as
diverse as macrophages, thymic epithelial cells, and B
lymphocytes all express MHC class II genes. An important
question to address is whether unique or overlapping sets of
DNA sequences modulate expression in these disparate
cells.

Another question to pursue is whether controls operating
on class II gene expression in a certain cell type bear any
relationship to controls that operate on other genes ex-
pressed specifically in the same type of cell. For example,
MHC class II molecules and immunoglobulins are both
prominent B-cell surface markers, and they appear at similar
stages of differentiation. The precise patterns of their expres-
sion within the B-lymphocyte lineage do differ, however (for
reviews, see references 20 and 70). Murine MHC class II
molecules are displayed prominently on mature B cells but
are generally absent from the surface of pre-B and immuno-
globulin-secreting plasma cells. In addition, the MHC class
II genes respond to effectors which seem not to influence
immunoglobulin gene transcription and vice versa. Despite
(perhaps because of) these differences, it would be of great
interest to compare the mechanisms which control immuno-
globulin and MHC class II gene expression in B cells. Is
there more than one route to achieve specific expression in
the B-lymphocyte lineage? What molecular events dictate
the precise pattern of transcription through B-cell differen-
tiation? What mechanism(s) permits fluctuation of expres-
sion under the influence of lymphokines and other effectors?

Much recent effort has been devoted to unravelling the
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mechanisms that control immunoglobulin gene expression.
Evidence exists that the B-cell specificity of transcription is
dictated by a tissue-specific enhancer (7, 25, 47, 51, 54, 59),
a tissue-specific promoter (19, 21, 26, 45, 55), tissue-specific
silencer elements (32, 33, 37, 73, 76), and perhaps sequences
that reside in the body of the gene (27). Within these different
elements, crucial 6- to 12-base-pair (bp) sequence motifs
have been delineated and protein factors which bind to them
have been identified. The most emphasis has been placed on
the following three motifs. (i) Sequence comparisons have
revealed a conserved octamer (ATTTGCAT) in the heavy-
and light-chain promoters and in the heavy-chain enhancer
(19, 52). This motif was shown by transfection studies to be
of great functional importance (6, 16, 23, 42, 78). The
octamer serves as the recognition site for lymphoid-cell-
specific and ubiquitous protein factors (1, 8, 11, 31, 38, 39,
43, 49, 60, 62, 63, 67-69). (ii) Gel retardation assays have
revealed a site in the k gene enhancer that is recognized by
a B-cell-specific factor (2, 63). Mutation of this so-called B
sequence (GGGGACTTTCC) abolishes expression of a
linked gene in B lymphocytes (42). Further study revealed
that this factor is inducible in non-B cells by phorbol esters
(64), perhaps a correlate of the finding of similar motifs in the
simian virus 40 (SV40) enhancer, the human immunodefi-
ciency virus long terminal repeat, and the H-2K gene (4, 34,
50). The B motif, when polymerized, can act as a lymphoid-
cell-specific enhancer (56). (iii)) An in vivo footprinting
technique has revealed B lineage-specific protein contacts on
the heavy-chain enhancer (10, 18). Examination of these
contacts allowed the definition of a consensus Ephrussi
sequence (GCCAGGTGGC) which has been observed at
multiple locations in both heavy- and light-chain enhancers
(63). Mutation of an Ephrussi sequence can affect expression
of linked genes in B cells, but because of redundancy of this
element, generation of a pronounced effect often requires
simultaneous mutation of at least two Ephrussi motifs (23,
42). Ubiquitous nuclear proteins have been shown to bind to
at least some of this set of sequences (63, 75).
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Much less is known about the regulation of MHC class II
genes in B cells. Two important sequence elements, the X
and Y boxes, have been identified in the —50 to —150 region,
but their influence is felt in all cell types that express class II
antigens (9, 15, 66). Both X and Y serve as recognition sites
for apparently ubiquitous sequence-specific DNA-binding
proteins (14, 15, 30, 37a, 48, 66); in fact, the latter is
recognized by a CCAAT box-binding factor, NF-Y (14). The
5’-flanking region of the murine class II gene E_ has B-cell-
specific enhancer activity (37a; W. Koch, C. Benoist, and D.
Mathis, submitted for publication). This activity is due to the
interplay of multiple elements. There is a strong nonspecific
enhancer in the —2,172 to —1,148 region and a weaker but
B-cell-specific enhancer in the —215 to +12 region. Other
class II genes have been purported to possess lymphoid-cell-
or B-cell-specific enhancers in the 5'-flanking region (24, 71)
or within an intron (71, 74). In short, we are just beginning to
understand how MHC class II genes function specifically in
B cells.

In this report, we concentrate on a region (—1906 to
—1180) that is required for transcription of the E_ gene in B
cells, but not in other class II antigen-expressing cells, of
transgenic mice. Surprisingly, this sequence is not crucial for
expression of E, in transfected B-cell lines. This stretch of
DNA bears several interesting sequence motifs: a second X
and Y box in reverse orientation, a motif very similar to the
k enhancer B sequence, Ephrussi sequences, etc. A careful
analysis of the proteins that bind to these different motifs
suggests that different factors mediate B-cell-specific expres-
sion of immunoglobulin and MHC class II genes.

MATERIALS AND METHODS

Creation and characterization of transgenic mice. The
WE32-25 transgenic line carries a wild-type EX gene and has
been described previously (15). The Sma58 and Smaé65 lines
were derived from C57BL/6 x SJL F, hybrid eggs injected
with an EX fragment spanning positions —1180 to +6800. The
lines were propagated by back-crossing to C57BL/6.

Total RNA was prepared from mouse tissues as previ-
ously described (41). For anti-immunoglobulin panning ex-
periments, we followed the technique described in reference
79. RNA analysis by quantitative S1 nuclease mapping was
performed as previously described (15, 41). Cytofluorimetric
profiles were obtained after indirect staining with the bio-
tinylated monoclonal antibody 14.4.4 (anti-E,) and phy-
coerythrin-avidin. Electronic gating on immunoglobulin M
(IgM)-positive B lymphocytes was set after staining with a
fluorescein isothiocyanate-conjugated rabbit anti-mouse IgM
reagent.

Transfections. Transfections into the human B-lympho-
blastoid cell line Raji were performed by the DEAE-dextran
technique as described in detail elsewhere (37a), and cyto-
plasmic RNA transcribed from the transfected DNA was
quantitated by S1 nuclease mapping.

Nucleotide sequencing. The sequenced E* fragments origi-
nate from clone AA/Jp34.13 (46), subcloned into M13 in both
orientations. Nested sets of deletions were generated by
controlled exonuclease III-mung bean nuclease digestions as
described in reference 81. The sequences of these templates
were determined by the dideoxynucleotide chain termination
method (61). For a depiction of the direction and extent of
the individual sequences obtained, see Fig. 4B. All of the
sequence shown in Fig. 4A was confirmed in both orienta-
tions, except for the stretch downstream of the Xmnl sites,
which we have previously determined (46).
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FIG. 1. Lack of EX expression on B lymphocytes from Sma
transgenic mice. Splenocytes from an Smaé5 transgenic mouse or
from E_-negative and -positive controls (B X S and B X A,
respectively) were stained with fluorescent anti-E, monoclonal
antibodies and analyzed by flow cytometry. Two profiles are shown
for each animal, one corresponding to the whole splenocyte popu-
lation (all lymphocytes) and the other corresponding to IgM-positive
B lymphocytes selected by electronic gating.

In vitro DNA-protein interactions. DNA-binding proteins
were extracted from nuclei with 1 M NaCl by the protocol of
Dignam et al. (13), modified as described previously in detail
(14). The gel retardation and methylation interference assays
have also been described elsewhere (14, 15, 30).

RESULTS AND DISCUSSION

The —1,906 to —1,180 region is required for expression of
the E_, gene in B cells of transgenic mice. Several mouse lines
carrying an MHC class II transgene have been produced
over the past few years (15, 41, 58, 72a, 77, 80). Most of
these derive from injection of the E_ gene into embryos of
CS7BL/6 x SJL mice. The recipient strain does not tran-
scribe its own E_ loci because of a large deletion that
encompasses the promoter region and exon 1. If 1,906 bp of
5’-flanking DNA is included on the injected fragment, the E,,
transgene is expressed in all of the usual compartments of
the immune system: B cells, peripheral macrophages and
interdigitating cells, and the thymic epithelium and cortex
s, 41, 72a, 77). .

However, a different pattern of expression occurs when
fewer 5’-flanking sequences are present on the injected
DNA. The two transgenic lines presented here (Sma58 and
Sma65) derive from C57BL/6 X SJL embryos injected with
an EX fragment that bears only 1,180 bp of 5'-flanking DNA.
Both lines carry low transgene copy numbers (two to four),
and the injected DNA is transmitted in a Mendelian fashion
(data not shown). We noticed quickly that both Sma58 and
Sma6S showed defective expression of the transgene in their
B-cell compartments.

Figure 1 illustrates the dearth of E, on B cells from one
such line, Smaé65. Splenocytes were doubly decorated with a
fluorescein isothiocyanate-conjugated anti-IgM reagent and
a phycoerythrin-avidin-biotin-labeled anti-E reagent. Gating
on IgM-positive cells demonstrated that essentially all of the
B cells displayed E_ in the C57BL/10 x A/J positive control
(Fig. 1) and essentially none did so in the CS7BL/6 x SJL
recipient strain. Strikingly, the E_ transgene was not detect-
ably expressed on B cells from Sma65 mice. The same result
was obtained with Sma58 animals (data not shown).

Since lack of E_ expression on B cells ensued from a
deletion of 5’-flanking DNA, it was difficult to envisage how
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FIG. 2. Cell type-specific and tissue-specific expression of E,
RNA in Sma transgenic mice. (A) Spleen cells. Cytoplasmic RNA
was prepared from splenocytes, with or without fractionation into
nonadherent immunoglobulin-positive (Ig*) and -negative (Ig”)
cells, by panning on anti-immunoglobulin serum-coated plates. The
RNA was tested by S1 nuclease mapping with probes for the
transgene-encoded E, mRNA or for the host-encoded A, mRNA as
a control. Four micrograms of RNA was used in the whole-
splenocyte (WHOLE) lanes, 1 pg was used in the Ig* lanes, and 2
ng was used in the Ig™ lanes. Lanes S58 and S65 contained cells
from SmaS58 or Smaé5 transgenic mice, and lanes BA contained cells
from a control (C57BL/10 x A/)) F, positive control mouse. (B)
Other tissues. RNAs were extracted from various tissues of an
Sma58 mouse or a wild-type transgenic (WE32-25) mouse which
carries a full-length EX gene. E, mRNA was tested by S1 nuclease
mapping as previously described (41). Abbreviations: Sp, spleen;
Lu, lung; He, heart; Li, liver; Br, brain.

this defect could derive from a post-transcriptional event.
Nevertheless, we sought to demonstrate a deficiency at the
level of E, mRNA. The organ which normally expresses the
highest level of MHC class II mRNA is the spleen. This
organ is composed of diverse cell types, including macro-
phages and interdigitating cells that strongly express class II
molecules, B cells, and erythrocytes and T cells that do not
express class II molecules. To enrich for B cells, we con-
ducted a panning experiment. Splenocytes were incubated
on plastic dishes to remove adherent cells, and then B cells
were positively selected on anti-immunoglobulin antibody-
coated petri dishes. RNA was prepared from these popula-
tions, and E, mRNA was evaluated by quantitative S1
mapping. Figure 2A shows a clear diminution of £, mRNA
in the immunoglobulin-positive B-cell-enriched population
from both the SmaS8 and Sma6S$ transgenic lines relative to
C57BL/10 x A/J controls. Such a decrease was not evident
in the immunoglobulin-negative B-cell-depleted population.
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A, mRNA, encoded by the host MHC, served as an internal
control in these experiments.

The defect in E_, expression is specific to B cells of SmaS8
and Sma65 transgenic mice. S1 nuclease analysis demon-
strated that the tissue distribution of £, mRNA is normal—
essentially indistinguishable from that observed with a wild-
type line, WE32.25 (Fig. 2B). There were high E, mRNA
levels in spleen and lung tissues, lower levels in liver and
heart tissues, and no detectable signal in brain tissue. In
these positive tissues, including the spleen, class II mole-
cules occurred on interdigitating cells, certain epithelial
cells, and macrophages. Expression of E, on non-B cells in
the spleens, lymph nodes, and thymuses of Sma transgenic
mice has been confirmed by immunohistological studies
reported elsewhere (72a). These analyses reveal clearly, for
example, that thymic cortical and medullary cells stain
normally for E_. Finally, we also showed that gamma
interferon strongly stimulates E, RNA levels in peritoneal
cells (mostly macrophages) from Sma transgenic mice (data
not shown).

We conclude, then, that the —1,906 to —1,180 region is
crucial for expression of the E, gene in B cells of transgenic
mice but that it has little influence on other class II positive
cells or on the response to gamma interferon. This assertion
is based on the two lines we produced and two similar lines
recently described by Widera and co-workers (77). This
stretch of DNA will be referred to as the B-cell control
region.

Thus, different cell types rely on different DNA sequence
blocs to control E, transcription. This mode of regulation is
similar to that used by a number of Drosophila gene systems
(22, 29). There are fewer examples of mammalian genes
displaying such a cell type-specific partitioning of regulatory
elements. Noteworthy is the lysozyme gene, with its widely
spaced macrophage-specific and steroid-responsive ele-
ments (72). There are, on the other hand, several examples
of the same regulatory elements being implicated in expres-
sion of a given gene in two different tissues (28, 65).

The —1,906 to —1,180 region plays only a minor role in
expression of E_ in transfected B-cell lines. A more precise
delineation of the critical DNA sequences in the B-cell
control region is clearly needed. This would be a monumen-
tal task if we continued to use transgenic mice as an assay
system. Hence, we sought to evaluate the influence of the
—1,906 to —1,180 region on expression of E,_, genes transfec-
ted into cultured B-cell lines. Unfortunately, none of the
existing lines originate from mice that are E_, nonexpressers,
creating difficulties in distinguishing transcripts that origi-
nate from the transfected versus endogenous genes. We
avoided the use of a reporter gene, because it was not known
whether E_ introns and exons carry transcriptional regula-
tory elements and because it seemed important to test the
same constructs that had been evaluated in transgenic mice.

To circumvent this problem, we chose to transfect E_ into
a human B-lymphoblastoid line—Raji; we already knew that
at least some E_ transcription signals function adeptly in this
line (37a). Figure 3 shows an S1 nuclease analysis of RNA
extracted from Raji cells 48 h after transfection with E,
constructs bearing deletions at the 5’ end. Only a minor
(2.7-fold by densitometry) reduction in E_ transcript level
occurred upon deletion to position —1,180, and this approx-
imate level was maintained upon further deletion to position
—215. These results were obtained twice with two indepen-
dent plasmid preparations.

A similar lack of influence was observed with the murine
B-cell line M12 (data not shown). In some experiments, we
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FIG. 3. E, expression in transfected B-lymphoma cells. Human
Raji cells were transfected with plasmids carrying different EX gene
fragments, and cytoplasmic RNA transcribed from the transfected
DNA was quantitated by S1 nuclease analysis. Lanes: A, transfec-
tion with a full-length EX plasmid (—2173 to +6800); B, mock
transfection; C and D, transfections with plasmids carrying 5'-
truncated E_ genes (to —215 and —1180, respectively). Numbering is
from the major transcription start site (46).

attempted to exploit a 6-bp mismatch between the transfec-
ted (or injected) E, gene and the endogenous E_ locus, a
mismatch that had been created by transformation of a
restriction enzyme site (15). Another E_ derivative was also
tested, which carries another tag mutation in the 5’ untrans-
lated region, allowing detection of the transfected E, gene
(S. Viville, unpublished data). Results of these transfections
into M12 cells were consistent with the Raji cell experiment;
densitometric analysis demonstrated only a 1.5- to 2-fold
reduction in E_ transcripts resulting from a 5’ deletion to
—-1,180.

We conclude, then, that the —1,906 to —1,180 region
exerts much less influence in directing expression in cultured
B-lymphoma lines, as measured by a short-term transfection
assay, than it does in B cells of transgenic mice. Although we
cannot rule out a low level of expression in B cells of Sma58
mice, fluorescence-activated cell sorter analysis points to a
more-than-10-fold reduction from wild-type levels of E_
mRNA in normal resting B cells. In contrast, deletion from
—1,906 to —1,180 only resulted in a 1.5- to 2.7-fold reduction
in RNA levels after transfection. Such a dichotomy between
results in transfection versus transgenic experimental sys-
tems has been documented previously (12, 28, 57). It may
reflect events that occur early in the B-cell differentiation
pathway or the influence of lymphokines whose effect on E,,
would be mediated through the upstream region—events
that obviously would be bypassed in tissue culture cells.
Precedents can be cited for this type of phenomenon (1, 35).
The dichotomy may reflect, more trivially, the artificial
nature of transfections into cultured cells (high DNA copy
number, extrachromosomal chromatin packaging, etc.).

Sequence analysis revealed familiar motifs in the B-cell
control region, some of which are recognized by sequence-
specific DNA-binding proteins. An alternative strategy to
define more precisely the DNA sequences that direct E_
expression in B cells might be to locate motifs on the —1,906
to —1,180 fragment that serve as recognition sites for B-cell-
specific regulatory proteins. Thus, we sequenced the 5'-
flanking region of the EX gene from positions —2,173 to +12
by following the strategy illustrated in Fig. 4. The sequence
obtained was very similar to the E? sequence recently
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described by Widera et al. (77), except for 16 single-base
differences (Fig. 4, legend).

The sequence was searched for motifs (i) previously
implicated in the control of gene expression in B cells or (ii)
previously shown to bind a B-cell-specific protein or both.
Double-stranded oligonucleotides spanning each motif were
then synthesized, as were control oligonucleotides spanning
the immunoglobulin or MHC gene homolog (Table 1). These
oligonucleotides were evaluated in the gel retardation assay
after incubation with nuclear extracts from various cell
types.

The EX 5'-end sequence is presented in Fig. 4A and reveals
the following interesting motifs in the B-cell control region.

X-Y motif. A conserved sequence element is found in the
—50 to —150 region of all MHC class Il genes so far
examined (for a discussion, see reference 14). This element
is composed of the 14-base Y box and the 14-base X box,
separated by an invariant distance of 17 to 18 bp. Both X and
Y are transcriptional control elements, and both serve as
recognition sites for sequence-specific DNA-binding pro-
teins.

Astonishingly, a second X-Y pair, in reverse orientation,
was located between positions —1,392 and —1,346 on the E,
gene; this second motif will be referred to as X'-Y'. It is
boxed in Fig. 4 and compared with the promoter-proximal
X-Y pair in Fig. 5A. The comparison between X-Y and
X'-Y' illustrates several features typical of the conservation
of X and Y boxes in human and murine MHC class II gene
promoters: (i) more stringent homology between Y and Y’
than between X and X' and (ii) nearly invariant distances
between the motifs. Intrigued by this finding, we searched
the 5’ ends of the two other MHC class II genes for which
there is extensive sequence information. Indeed, an X'-Y’
motif was found for Ay at about positions —1590 and —1545
(40) and for El3 at about positions —990 to —940 (24). These
upstream motifs are also in inverted orientation (Fig. 5A).

Previous gel retardation experiments have revealed spe-
cific binding of a nuclear protein(s) to the E_ X box (15; Koch
et al., in press). A typical result is shown in the leftmost
panel of Fig. 6A. A set of three bands labeled NF-X became
increasingly prominent with higher concentrations of
poly(dI-dC). That this triplet actually represents protein
binding to the X box has been confirmed by methylation
interference mapping (37a; V. Kouskoff, unpublished data).
The other bands probably represent nonspecific protein-
DNA interactions, because they are relatively sensitive to
poly(dI-dC) and because they also occurred with a control
oligonucleotide with a random sequence replacing the X box
(center panel). As shown in the rightmost panel of Fig. 6A,
the X' oligonucleotide was also capable of binding the NF-X
protein(s) as efficiently as the X oligonucleotide. The extra-
neous bands differed by the two oligonucleotides, probably
because of differences in the X- and X’-flanking sequences.

Past experiments have also documented specific protein
binding to the E, Y box (14, 15, 30, 37a). The protein of
interest, NF-Y, is known to be a ubiquitous CCAAT box-
binding protein. As indicated by the gel retardation experi-
ment illustrated in Fig. 6B, the Y and Y’ sequences appeared
to bind the same protein. This conclusion has been con-
firmed by methylation interference mapping of contact resi-
dues (Fig. 6C) and by competition experiments (data not
shown). Careful titration of binding efficiency with the two
oligonucleotides indicated that the Y and Y’ boxes had
approximately equal affinities for NF-Y (data not shown).

Their striking sequence homology with the promoter-
proximal X-Y pair, their conservation in class II a- and
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-2080
5° ... TCTAGAGCAAAAGAACAGATGGGGATATGATAC TGAGCAGCTCAGCATTC66GEGASAGGEAGAAGGGAAGCTAAMTGEAAGAAC TTGGATCA

-1960
AACAAACGTAAMTGCACTEAAGCCCCAGAACTGATCTEGGTCCAGTETGGATGCAC TCATGETCACGGAGC TETEGEABAATEAAG TCAGATGACCEE FAAAGAATATEGATATAGATE
Bgt -18%0
ATAGTCATGTTCTTATAATTCAGTAATCTTTAGAAGAGTCCCATTTRTT YO TGAGGOTCGGTTCTCCCACCCTEAACACACAGTTTTGAE TG TGEATACAAGCTETETEE TTTEGGTGGE
-1720

ncasAsTACMATEEACCT teTeATETE6toAGCARGCTETEACAGGL THBANCATTEGE MG CABGCATTES TEACETECTCAGCAGATBATETTCCctTG TG TCC TG tegecTTTGAY
8 -1600
GAMACEATEACATCAGE SEAE T CABAGE CCAC TEAE CACTTTAGATTAMAG TCGACCCTGACCASTECTCTECCASCCTTARGCATACTTCTGAACATATTCAATTC TG TTTH
-1880

CTGGAGGACCCATGACAGTAGCTCACCACEG TTTAATETEACCAAGGATACATIATTCASGTEGE TTCASAMATCCCC TEAGACACACASGAAGC TATAL TTTGGGABAACAGGAMCCA
Y -1360
CGAACAGTGTGCCAGAGACTTCTCCCCATEACAGAGAAGEGGAACTEANRGTCATTCTC TBAAGTCTAG TTTAATANTTTCAGGAG (AGRACCARTCAGTABACASGAAL TCEECAGCAT
X' -1240
[ATAAGTTGTANGYAGCAL TGTGTATTTAGAGGTACC TIAAACTTACCATACACTTGCEAMGAGCATECATTAAGAAG  TAGCAAMABATAGG TECAAAMTTG TG TTGGCTTGATT
Smal -1120

66CTC TGANAAAGEAGE CCAGCATGCACCACAGAATTE TTGCATCAGCC TCTTEACCTTEEBATGATCC TG TTAG TEATC TE6666 TTGATATCAGATGECTTACTTAGECCCTEGCATE
-1000

ATCGEACCATCASCAGTCAGGAGBATEGC66CCCTCCTEETCCATCASCETCTTTETTET6TTACTATE TTGAAGATTCACCAAGECACTAATTCAGCCECABETEGGAMLCTAGCTEE

-880
TT66C66CTICTCTTTE6CTTTTAGCCCTITCTETCTETAAGCAMTATITTTCGEAGTATTATACASTE TTTCCAGAAACAAGACATE TAMACCTCC TAATTTTCASEAACATCTAS T
-760
GAGAATCTCAAMTACACTITTGETTCAAECC TTTAATCE TTATAAGACASGAGGASAGE TTCCACTECE CATTGACCTAGECTAAGGG TG TECCCARGE TATTCTTTAGTAG T6CCTE
-640

CACATCCAAGCCCAGATTCACC TTCAGG TEACAATCTGGC TABAGATCC TCTCTAGGCCATEGACAAATATAGGASGACCECATACASCCEATEE TTTCTAGTGATCECTACCCATCTTCE
-520
AGAGETECCECAACTCTCTETE6TCTTTGEAGCTTTE66ACTCAGTTTATTTTCCAATECCATCAGAAAACAATATTTTCCAGTE6CCC TEEAACCTTGE6CTGAACTEACCATE TTG6T
-400
6TCTAGCCCACTECAMAGEAGATGCATCCAGCAATAAGGAGATCCCTEAATGACATTC TG TTACCAGAATCCGG6CATTCTCCATCACCTGCTTGTTCEETTTCTCTTTAGATAATTCA
.. wo

ATGTCCCTTGAAAGCAGTCTTCCCAGCCTTCACACTCAGASGTACAAATC CCCATTTTTEATATTAGCGATTTTTAATTTATTCTAGCC TCACTGATG TETTTCAGATAGAACTTAGATT
-160
GGGACAGAAGATTETGTATTTTACAACCAACATTCCCAATCTCTTGAMTTTTTGTCCTETTTGTCTACAGCCTTTATTATTTTTTTGTTAATAAG TGGAAMMATTTC TTCTTGAGGAAR
X \ -%0

ATTATTTCTTGAMTGTTARGTGGAAAC TEGGATACTAAATAGGACC TEG TTECAAGGAACCC TTICCTAGCAACAGATRTGTCAGTCTGAAACA TT6AG

-
T6CTTTEGATTTTAATCCCTTTTAGTTCTIGTTAATTCTECCTCAGTCTGCGATCECTTCTEAACCCAECAAMCACCCAAGAAGAA

B
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| L |
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———— — — 200bp
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FIG. 4. Sequence of the E* 5’-flanking region. (A) The sequence extends from the Xbal site at position —2172 to the beginning of the
protein-coding sequence. Numbering begins at the major transcriptional start site (46). Thick boxes highlight the X and Y boxes—elements
that are conserved in all MHC class Il genes—and their X’ and Y’ duplicates. The B and Pu box discussed in the text are indicated by stippled
boxes. The Ephrussi motif homology sequences are underlined. Thin boxes delineate the Bgll and Smal restriction enzyme sites used to
prepare DNA fragments for injection in transgenic mouse experiments. The dots above the sequence indicate positions at which our EX
sequence differs from the E¥ sequence recently published by Widera et al. (77). They are positioned at —1714, —1621, —1579, —1570, —1475,
—1376, —943, —881, —880, —808, —670, —644, —560, —374, —295, and —289. (B) Arrows summarize the strategy used to determine the
sequence. Several single-cut restriction enzyme sites are also indicated.



3980 DORN ET AL.

MoL. CELL. Bior.

TABLE 1. Oligonucleotides used in this study

Motif Sequence
Y §' GTCTGAAACATTTTTCTGATTGGTTAAAAGTTGAGTGCT 3
3 CAGACTTTGTAAAAAGACTAACCAATTTTCAACTCACGA §’
Y’ 5 AATTTCAGGAGC AGAACC AATC AGC AGACAGGAACTCGG 3
3 TTAAAGTCCTCGTCTTGGTTAGTCGTCTGTCCTTGAGCC 5
E.BE40 s ATGACATCAGCGGGACTTCCCAGAGGCCACTGACCACTTT 3
3 TACTGTAGTCGCCCTGAAGGGTCTCCGGTGACTGGTGAAA s’
* ¥ X
E_B*E40 5 ATGACATCAGCTTTACTTCCCAGAGGCCACTGACCACTTT 3
* ok %
3 TACTGTAGTCGAAATGAAGGGTCTCCGGTGACTGGTGAAA hl
* k% %
E_BE*40 §’ ATGACATCAGCGGGACTTCCCAGATCAAACTGACCACTTT 3
* ok %
3 TACTGTAGTCGCCCTGAAGGGTCTAGTTTGACTGGTGAAA 5
xBE40 5 TCTCAACAGAGGGGACTTTCCGAGAGGCCATCTGGCAGTT 3
3 AGAGTTGTCTCCCCTGAAAGGCTCTCCGGTAGACCGTCAA s’
E.E3 s CCTGTGTCATGTGGTGAGCAAG 3
3 GGACACAGTACACCACTCGTTC §'
* * %
E;E3 5 CCTGTGTCCTGGTGTGAGCAAG 3
* * X
3 GGACACAGGACCACACTCGTTC s
rE3 5’ AGCAGGTCATGTGGCAAGGCTA 3
3 TCGTCCAGTACACCGTTCCGAT b}
X §' AAGGAACCCTTTCCTAGCAACAGATGTGTCAGTCTGAA 3
3 TTCCTTGGGAAAGGATCGTTGTCTACACAGTCAGACTT hi
X’ § TACACAGTGCTACTTAGC AACTTATGATGCTGCCGAGT 3
3 ATGTGTCACGATGAATCGTTGAATACTACGACGGCTCA hl
E B21 5 ATCAGCGGGACTTCCCAGAGG 3
3 TAGTCGCCCTGAAGGGTCTCC §’
«kB21 5’ ACAGAGGGGACTTTCCGAGAG 3
3 TGTCTCCCCTGAAAGGCTCTC s’
SVB § GATCTGGAAAGTCCCCAG 3
3 ACCTTTCAGGGGTCCTAG hi
H2K? 5’ CTGGGGATTCCCCAT 3
3 CATGGACCCCTAAGGGGTAGAT s’
PuE, b} TTGGCTCTGAAAAAGGAGGCCA 3
3 AACCGAGACTTTTTCCTCCGGT §'
PuSV 5’ TAACCTCTGAAAGAGGAACTTG 3
3 ATTGGAGACTTTCTCCTTGAAC §'
* *.* *
PuSV* hl TAACCTCGTCCAGAGGAACTTG 3

3

* Kk ok

ATTGGAGCAGGTCTCCTTGAAC by

B-chain genes, and their factor-binding properties all point to
a functional importance for the X' and Y' boxes. Indeed,
recent transfection studies demonstrate an involvement of
X'-Y' in a complex B-cell-specific enhancer associated with
the E, 5’ end (Koch et al., submitted). The head-to-head
disposition of the promoter-proximal X-Y and promoter-
distal X'-Y' pairs hints that they could be involved in loop

formation by dimerization of factors that bind X or Y or
both. This proposition is currently being tested.

B motif. The sequence GGGGACTTTCC is a component
of the k gene enhancer, residing next to the Ephrussi
sequence k-E1. This B motif is recognized by a protein,
NF-«kB, that at first appeared to occur only in cells that
express the k gene (2, 63, 64). In particular, like k mRNA
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E. C66GACTTCCC

FIG. 5. Sequence homologies. (A) The promoter-distal X'-Y’ pair from the E, B-cell control region is aligned with its promoter-proximal

X-Y homolog. Lines between the sequences indicate identical bases. Below is presented the X-Y consensus and an alignment of the
and Ez X'-Y’ motifs, all found on the antisense strand in a promoter-distal location. The Ag and Ej; X

E,, A,,
'-Y' motifs are located at positions —1590

to — 1545 and —990 to —940 relative to transcriptional start sites (approxnmated by homology to the E, sequence). (B) Homology between the
NF-kB binding site in the kappa enhancer and a similar stretch in the B-cell control region of E,. Below the B motifs from other genes are
aligned; these are known to bind NF-xB or KBFI/H2TFI or both (see the text for references). B2-micro, B2-Microglobulin. (C) Sequence
homologies between Ephrussi motifs in the E, B-cell control region and the most closely related Ephrussi motif in the k or p immunoglobulin
enhancer (63). (D) Homology between the SV40 Pu box and a similar sequence in E.

transcription, NF-kB could be induced in the pre-B-cell line
70Z/3 by lipopolysaccharide (LPS) treatment. More re-
cently, it was established that many cell types, even non-«
gene expressers, can be induced to activate repressed
NF-«kB simply by treating them with the phorbol ester
phorbol myristate acetate (3, 64).

A scan of the E_ 5’ end revealed the very similar sequence
CGGGACTTCCC at positions —1,703 to —1,693. In fact, the
E_-x homology extends over a considerable distance, includ-
ing the adjacent k-E1 Ephrussi motif. Figure SB presents a
comparison of the relevant stretch. The immunoglobulin
gene k enhancer and E, sequences actually seem to be
members of a family of related motifs. As indicated in Fig.
5B, these motifs occur in the control regions of genes that
are expressed primarily in lymphoid cells (the immunoglob-
ulin gene k enhancer, E,, and human immunodeficiency
virus) and the control regions of genes that are expressed
quasiubiquitously (SV40 and H-2K?).

To compare the proteins which bind to the E_, and «
sequences, we synthesized the appropriate 40-mers (E,BE40
and xBE40) and evaluated their performance in the gel
retardation assay. Figure 7A shows the patterns obtained
after incubating the kBE40 and E_BE40 oligonucleotides
with a nuclear extract from 70Z/3 cells treated with LPS.
Four bands were evident with the kBE40 oligonucleotide,
but only two of these occurred with the E,BE40 oligonucle-
otide. The bands were present with extracts from all of the
cell types tested, whether lymphoid or not, except for band
3, which was detected only with B-lymphocyte extracts or

extracts from LPS-activated 70Z/3 cells. To characterize the
proteins represented by each band, we conducted a series of
methylation interference, mutational sensitivity, and compe-
tition experiments (Fig. 7-9).

Band 1. Band 1 represents a protein that binds to the k
Ephrussi sequence. Methylation interference mapping un-
ambiguously demonstrated protein contacts in this region
(Fig. 8). Moreover, this band could be outcompeted by
xBE40 but not by a 21-mer truncated just before the Eph-
russi motif (xkB21) (Fig. 9A and B). Interestingly, band 1 was
not outcompeted by E,BE40, which bears an Ephrussi
motif-like sequence (Fig. 9E); this is consistent with the
finding that gel retardation assays with this oligonucleotide
showed no band 1 (Fig. 7A).

Band 2. Band 2 represents a protein that binds in the
Ephrussi region of both kBE40 and E_BE40. This band was
unaffected by mutation of the E_ sequence in the 5’ half of
the B motif (E,B*E40) but was reduced—actually converted
to a doublet—by a mutation in the Ephrussi motif (E,BE*40)
(Fig. 7B). An extensive series of competition experiments
also supported this conclusion in that band 2 was outcom-
peted by kBE40 but not kB21 (Fig. 9A and B); similarly, it
was outcompeted by E_BE40 but not E_B21 (Fig. 9E and F);
it was outcompeted by the B mutant E.B*E40 but much
more weakly by the Ephrussi mutant E,BE*40 (Fig. 9I1to L);
and finally, it was not outcompeted by an oligonucleotide
carrying the H-2K® or SV40 B-related sequence (Fig. 9M to
P). Repeated methylation interference experiments failed to
convincingly identify contact bases for band 2 protein-DNA
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FIG. 6. Comparison of proteins binding to the promoter-proximal X and Y and promoter-distal X’ and Y’ boxes. (A and B) Gel retardation
assays. A 1 M NaCl nuclear extract from M12 cells (1 to 3 pg of protein) was incubated with 3?P-labeled double-stranded oligonucleotides.
Nucleoprotein complexes were resolved from free DNA by polyacrylamide gel electrophoresis and autoradiography. The oligonucleotides
correspond to the sequences at and around the X, X', Y, and Y’ boxes (Table 1). X and Y* are control oligonucleotides which have the same
5’- and 3'-flanking sequences as the X and Y oligonucleotides, but the X and Y box segments have been replaced by random sequences. In
panel A, lanes 1 to S correspond to increasing concentrations of nonspecific poly(dI-dC) competitor; i.e., 0, 50, 100, 200, and 500 ng/20-pl
incubation reaction. The arrowheads indicate bands due to NF-X. In panel B, the poly(dI-dC) amounts were 50, 100, 200, and 500 ng in lanes
1 to 4, respectively. (C) Methylation interference mapping. Contact residues (arrowheads) were identified by methylation interference
mapping, as previously described (15), after complex formation between NF-Y and Y or Y’ oligonucleotides. Lanes: O, starting material,
partially methylated and then piperidine cleaved; F and B, DNA extracted from a retardation gel, either free (F) or bound to NF-Y (B) before
piperidine cleavage. Arrowheads show positions where methylation interferes with protein-DNA complex formation.

complexes. There was variable evidence for contacts on the
sense strand of the Ephrussi sequence and on the antisense
strand of the 3’ half of the B sequence. The very similar
behaviors of the E, and k bands 2 in the various competition
experiments suggest that they represent the same or very
closely related proteins.

Band 3. Band 3 most likely represents the protein termed
NF-kB by Sen and Baltimore (63). This band did not occur
when the k oligonucleotide was incubated with a nuclear
extract from uninduced 70Z/3 cells or from nonlymphoid
cells (Fig. 7C); it did appear after incubation with a nuclear
extract from 70Z/3 cells induced by LPS, cycloheximide, or
LPS-cycloheximide (Fig. 7A and C; data not shown). Band 3
was outcompeted efficiently by both kBE40 and «B21, as
well as by the SV40 and H-2K? oligonucleotides (Fig. 9A, B,
M, and N), indicating that it depends on interactions at the
kappa B motif. NF-kB did not bind to the E, B-related
sequence, as evidenced by the absence of band 3 in gel
retardation assays with a labeled E_ oligonucleotide (Fig.
7A). Some affinity did exist, however, as demonstrated by
very weak competition for band 3 formation by cold E_BE40
and E_.BE"40 but not by E_,B*E40 (Fig. 9E, J, and I).

Band 4. Band 4 represents a protein, probably different
from NF-kB, that binds to the k and E, B motifs. This
conclusion is most convincingly supported by the methyla-
tion interference map shown in Fig. 8. In addition, band 4
was clearly stronger in assays with the E,BE40 and E_BE*40
oligonucleotides than with the E_B*E40 oligonucleotide,
which bears a mutation in the B motif (Fig. 7). Finally, band
4 formation was outcompeted by «BE40, E_BE40, and

E_BE*40 (Fig. 9A, C, E, G, J, and L). Interestingly, com-
petition was much less pronounced with kB21 and E_B21
(e.g., compare Fig. 9A and B or E and F) and was essentially
nonexistent with the SV40 and H-2K? B sequences (Fig. 9M
to P), suggesting that the protein represented by band 4 also
recognizes adjacent sequences and distinguishing the bind-
ing properties of the band 3 and 4 proteins.

One is led to question whether band 4 represents binding
of a factor first identified as interacting with the H-2K?
enhancer, KBF1/H2TF1 (4, 34). The recognition sequence of
this factor (GGGGATTCCCC) is very similar to that of
NFkB (GGGGACTTTCC). Indeed, both proteins bind to
both sequences, although KBF1/H2TF1 has a clear prefer-
ence for the H-2K? site (5). The proteins are also distinguish-
able on the basis of cell type distribution and contact sites on
the recognition sequence. KBF1/H2TF1 is essentially ubiq-
uitous and contacts all four Gs; NFkB activity is present
constitutively only in B cells and contacts only three of the
Gs (4, 5, 34, 63, 64). That band 4 could represent KBF1/
H2TF1 binding was supported by its detection in assays with
all of the cell types and by the observation that all four Gs
are contacted in band 4 DNA. However, competition exper-
iments suggest that the band 4 protein has less affinity for the
H-2K?* sequence than for the immunoglobulin gene sequence
(cf. Fig. 9A and M). This may be because the competing
H-2K?* oligonucleotide is significantly shorter than the im-
munoglobulin gene oligonucleotide. Note also that kB21
competed less well than kBE40 (cf. Fig. 9A and B or C and
D). Alternatively, we may be faced with a third protein
which recognizes the B family of motifs.
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FIG. 7. Binding capacity of the B-Ephrussi motif complex from the E_ B-cell control region and the immunoglobulin gene kappa enhancer.
Gel retardation assays were set up as described in the legend to Fig. 6. The 40-mer oligonucleotides carry sequences form the B-Ephrussi
motif bloc of E, or k (E,BE40 and kBE40; Table 1). E.B*E40 and E,BE*40 are mutations of E,BE40, with several base changes in the B or
Ephrussi motif, respectively. In panels A and B, the 1 M NaCl nuclear extract was from M12 cells. In panel C, the extract was from 70Z/3
cells grown with or without LPS for 16 h before harvest. In all panels, duplicate lanes correspond to incubation mixtures set up with 100 or

300 ng of poly(dI-dC).
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FIG. 8. Protein-DNA contacts in the B-Ephrussi motif bloc.
Input DNA in the reaction was the kBE40 oligonucleotide, labeled
and partially methylated on the sense or antisense strand. Material
displayed in the different lanes was extracted from a retardation gel
from either the free DNA band (F) or bands 1 and 4. Arrowheads
point to contact bases.

It may be worth pointing out that the patterns we have
shown with the immunoglobulin gene B oligonucleotide are
significantly more complex than previously published pat-
terns. This complexity is most likely due to the fact that we
included the adjacent B and kE1 motifs on the same probe;
we thus detected proteins that bind to B (bands 3 and 4), kE1
(band 1), and parts of both (probably band 2). Although it
may complicate interpretation of the data, we feel that this
strategy is preferable in that it more closely reflects the
situation in vivo. B motifs have always been found closely
juxtaposed to another element: an Ephrussi sequence in k
and E,, an interferon response element in H-2K® (36),
several other motifs in SV40, and an Spl-binding site in
human immunodeficiency virus. Perhaps B proteins always
act in concert with immediately adjacent factors.

To summarize, the B-Ephrussi sequence is capable of
binding multiple proteins that recognize overlapping sites.
Certain of these proteins are found by both the x and E,
sequences. The functional relevance of the E_, element is not
established. Strikingly, however, it does not bind the two
proteins most convincingly implicated in immunoglobulin
gene expression: NFkB and the kE1-binding protein.

Ephrussi motifs. An in vivo footprinting technique re-
vealed several B-cell-specific protein contacts on the IgH
enhancer (10, 18). These contacts clustered in four short
stretches (later termed Ephrussi motifs) that had homology
with the sequence CAGGTGGC. Three additional Ephrussi
motifs were located along the k gene enhancer, initially by
sequence comparison and subsequently by functional stud-
ies (10, 42, 63). The seven Ephrussi motifs (wE1 to wE4 and
kE1 to kE3) displayed a fairly loose sequence homology,
implying that it would be difficult to identify such a segment
by simply scanning a given sequence. However, it has
previously been noted that Ephrussi motifs have certain
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FIG. 9. Competition experiments with B-Ephrussi motif oligonu-
cleotides. The experiments presented in each panel used fixed
amounts of labeled oligonucleotide (Oligo), poly(dI-dC) and nuclear
extract and increasing amounts of unlabeled double-stranded oligo-
nucleotide as a competitor; i.e., 0, 50, 150, and 300 fmol in lanes 0
to 3, respectively. The sequences of all of the oligonucleotides are
given in Table 1. kBE40, E_.BE40, E .B"E40, and E,BE"40 are
described in the legend to Fig. 7. kB21 and E_B21 are short versions
of the former two and center on the B motif alone. K®B and SVB are
oligonucleotides with the B motif of H2-K” or SV40 (kind gifts from
M. Macchi and P. Chambon). Bands 1 to 4 are as defined in the
legend to Fig. 7.

invariant features. (i) All immunoglobulin gene copies have
an A at position 2 and TG at positions 5 and 6 (CAGGTGGC)
(10), and (ii) each has a minidyad axis of symmetry, begin-
ning on the 3’ side with the TG at positions 5 and 6 (e.g.,
TACCCAGGTGGTGTT) (63).

Thus, we searched the 5' end of the E_, gene in both
orientations for Ephrussi motifs by using the following three
sequential criteria: (i) at least a 10-of-15-base match to any of
the seven immunoglobulin gene Ephrussi motifs; (ii) the
presence of an A at position 2 and TG at positions S and 6;
(iii) a minidyad beginning on the 3’ side, with the TG at
positions 5 and 6. Considering these criteria, we identified
the following three possible Ephrussi motifs on the —1,906 to
—1,180 fragment: positions —1821 to —1807, homologous to
both wE3 and kE3; positions —1758 to —1744, homologous
to nE4; positions —1546 to —1532, also homologous to wE4.
Figure 5C shows a comparison of the immunoglobulin gene
and the putative E_ Ephrussi motifs. It may be worth noting
that by using these three criteria we found only two other
homologous segments along the sequenced 2,173 bp at the 5’
end of E.

We sought to determine whether the —1821 to —1807
sequence binds the same protein(s) as its immunoglobulin
gene homolog. This particular E, Ephrussi motif was chosen
for study because it showed very good homology with two
immunoglobulin gene elements that bind a single protein,
rE3 and kE3. The following three oligonucleotides were
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FIG. 10. Comparison of proteins binding to the E, and immuno-
globulin gene E3 motifs. Three oligonucleotides were tested in the
gel retardation assay with 1 M NaCl nuclear extracts from M12 cells.
EE3 carries the E3 sequence from E_ (Fig. 5 and Table 1), E;E3 is
a mutant thereof with three substitutions at conserved positions, and
rE3 is an oligonucleotide centered around the corresponding motif
in the IgH enhancer. Lanes 1 and 2 contained 100 and 300 ng,
respectively, of poly(dI-dC). Arrowheads indicate the four bands
discussed in the text.

evaluated in the gel retardation assay (Table 1): E_E3; EE3,
the same segment bearing substitutions at the conserved A
and GT bases mentioned above; pnE3, the corresponding
sequence from the IgH enhancer (Table 1). The E_E3 and
rE3 oligonucleotides gave rise to completely different pat-
terns (Fig. 10). Four bands were evident with E_E3; they are
not specific to B cells, since they could be detected in
nuclear extracts from M12 (Fig. 10), as well as those from
LMTK (data not shown); three of them must be due to
factors that actually recognize the Ephrussi motif, since they
were abolished by the point mutations in the E_E3 oligonu-
cleotide. This conclusion was strengthened by methylation
interference mapping, which revealed contacts at these
positions (data not shown). The fourth band is probably less
relevant, since it was not affected by the substitutions in
EE3.

The functional relevance of the E_E3 motif and the factors
we identified remains to be established, yet the demon-
strated importance of the conserved bases for protein bind-
ing suggests that the E_ Ephrussi motif is a functional entity.

Pu motif. Pettersson and Schaffner (53) have recently
drawn attention to a purine-rich sequence (CTGAAA
GAGGAA) that appears to play an important role in the
expression of SV40 and LPV (lymphotropic papovavirus) in
B cells. This Pu motif is recognized by a lymphoid-cell-
specific protein.

The E, 5'-flanking region has a sequence at positions
—1235 to —1224 that is a 10-0f-12-bp match with the SV40-
LPV motif (Fig. 5D). The two mismatches are reciprocal
G—A and A—G substitutions. Although these changes seem
rather mild, the first does occur at a major contact site for the
Pu-binding protein.

Because of the similarity between the E, and SV40-LPV
sequences, we asked whether the E_, Pu-like sequence is
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FIG. 11. Proteins binding to the E, and SV40-LPV Pu box
motifs. In this gel retardation experiment, nuclear extracts were
from CH31 B-lymphoma cells or LMTK fibroblasts. The double-
stranded oligonucleotides carry the SV40 Pu box (SV), its E,
homolog (E,), or a mutation of the SV40 sequence (SV*) (Table 1).
The arrowhead points to the lymphocyte-specific complex formed
only with the SV40 Pu box. Lanes 1 and 2 contained 100 and 300 ng
of poly(dI-dC), respectively.

recognized by the lymphocyte-specific Pu binding. Gel re-
tardation assays with the following three double-stranded
oligonucleotides were compared: PuSV, a 22-mer spanning
the SV40 Pu box; PuE_, the corresponding E, 22-mer; and
PuSV*, an oligonucleotide bearing mutations at critical po-
sitions of the SV40 sequence. Extracts from the B-lym-
phoma line CH31 contain a protein, absent in LMTK ex-
tracts, that binds to the SV40 Pu box (Fig. 11, arrow);
methylation interference mapping confirmed that this protein
corresponds to the one previously described (data not
shown). As expected, binding was abolished by the PuSV*
mutations; more unexpectedly, the E_ Pu-like sequence was
also not recognized. The Pu-binding protein was detected in
extracts from the B-lymphoma lines M12, CH27, A20, and
WEHI 231, the pre-B-lymphoma line 70Z/3, and the macro-
phagelike line P388D1 (data not shown). In none of these
cases did the protein bind detectably to the E_ oligonucleo-
tide. These data imply that the Pu-like sequence is not
important for controlling £ transcription in B cells; at least
the previously described lymphocyte-specific Pu-binding
protein seems not to be involved.

Conclusion. The —1906 to —1180 region of the E_ gene is
crucial for transcription in B cells of transgenic mice but is
largely dispensable in other cell types. We sequenced this
B-cell control region and searched for stretches homologous
to motifs implicated in lymphocyte-specific expression of
other genes. Glaringly absent was the immunoglobulin gene
octamer ATTTGCAT, either as a perfect match or as a
single-base mismatch. Provocatively present were a B-Eph-
russi bloc, isolated Ephrussi motifs, and a Pu-like sequence.
The E, and immunoglobulin gene B-Ephrussi blocs bind
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some of the same proteins, but not those most convincingly
implicated in immunoglobulin gene expression. The E_, Eph-
russi motif at —1821 to —1807 binds a protein(s) that depends
on conserved bases for effective attachment, but this protein
does not seem to recognize the immunoglobulin gene pE3
counterpart. The E_, Pu-like sequence does not bind the
lymphocyte-restricted protein that interacts with the SV40
and LPV homologs. On the basis of these findings, we are
tempted to conclude that MHC class II and immunoglobulin
genes rely on quite different factors for mediating B-cell-
specific expression.

Consistent with this conclusion are the observations that
two elements that control E, expression in cultured B-cell
lines reside in the —1906 to —1180 region and neither has a
recognized counterpart in the immunoglobulin gene. The
X’'-Y' pair, whose homology to the promoter-proximal X-Y
pair is too striking to be fortuitous, is known to be one
component of a complex B-cell-specific enhancer spaced
along 2 kilobases of the 5’ end of E, (37a; Koch et al.,
submitted). Another, even more crucial element of this
enhancer is the W motif TGTTGCATC, located near the
Smal site. This motif was identified by scanning the —1906
and —1180 fragment for subfragments that bind proteins
present in B-cell but not non-B-cell extracts (A. Dorn, C.
Benoist, and D. Mathis, submitted for publication). We do
not understand the relationship between the B-cell control
region detected in transgenic mice and the B-cell-specific
enhancer delineated in transfection experiments. Thus, we
do not know what relevance X’-Y' and W have for expres-
sion of E_ in B cells in mice.

Clearly, we must turn back to transgenic mice to assay the
functional relevance of the various motifs identified in the
B-cell control region. The value of this study is that it
suggests priorities. We are encouraged to delete or mutate
the X'-Y' pair or the E, Ephrussi motif at —1821 to —1807
but are discouraged from deleting the B-Ephrussi bloc or the
Pu-like sequence. Such experiments are in progress. Mean-
while, on the basis of the DNA-protein-binding studies
presented herein, we predict that the E_ story will not be just
déja vu.
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