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ABSTRACT We have examined T-cell receptor a- and
f-chain variable (V) region gene usage in T-cell populations
predicted to have different major histocompatibility complex-
restriction specificities. Using a sensitive ribonuclease protec-
tion assay to measure T-cell receptor mRNA levels, we found
no striking differences in the usage of three Va genes and three
Vp genes in T-cell populations from three congeneic H-2-
disparate strains of mice and between the mutually exclusive
Ly2+ L3T4- and Ly2- L3T4I T-cell subpopulations. These
results suggest that major histocompatibility complex restric-
tion cannot be explained by the differential usage of
nonoverlapping V. or Vp gene pools. In contrast, striking but
unpredictable differences were seen in V gene usage in popu-
lations of T cells selected by activation with particular al-
loantigens.

The recognition of foreign antigens by T lymphocytes occurs
only when the antigen is presented by cells that express
appropriate major histocompatibility complex gene products
(MHC restriction; refs. 1-4). Most helper and cytotoxic T
lymphocytes (CTL) recognize antigens in the "context" of
class II or class I MHC determinants, respectively, and
appear to be developmentally influenced toward recognition
of antigens in the context of the products of the particular
MHC alleles encountered in the thymus during T-cell differ-
entiation ("thymus education"; refs. 5-7). The a and A3
chains of the antigen receptor on T cells have recently been
isolated and characterized (8-10). cDNA clones encoding the
a (11, 12) and the ,B (13-15) chains have been isolated, and the
genomic organization of these genes has been determined
(16-18). As in the heavy and light chain immunoglobulin
genes (19), the genes encoding the a and ,B chains of the T-cell
receptor are composed of discrete variable (V), joining (J),
and constant (C) region germ line segments that rearrange
during development to form a functional transcription unit.

In the present study we asked whether known differences
in the MHC specificity of various T-cell populations could be
correlated with differential usage of several V region genes.
If a particular germ line Va or Vp gene segment alone is
responsible for recognizing MHC determinants, one might
expect that certain of these segments would be preferentially
used in certain T-cell populations. Using a sensitive ribonu-
clease protection assay (20, 21), we found no major differ-
ences in the levels of mRNAs corresponding to three differ-
ent Va and three different Vp genes in total RNA from the
Ly2+ L3T4- (largely class I restricted) and the Ly2- L3T4+
(largely class II restricted) T-cell subpopulations, suggesting
that MHC restriction cannot be explained by selective usage
of nonoverlapping subsets of either Va or Vp gene segments.
We reached a similar conclusion concerning the usage of
these V genes by T cells from three H-2-disparate congeneic
mouse strains, which are expected to differ in MHC speci-
ficity due to thymus education. In contrast, large differences

in V gene usage were seen in populations of T cells selected
by stimulation with particular MHC alloantigens. However,
no simple correlation between the V gene used and the
stimulatory alloantigen could be made. Taken together, the
data suggest that neither the germ line Va, segment nor the
germ line Vp segment alone determines the restriction spec-
ificity of a particular T-cell receptor.

MATERIALS AND METHODS
Animals, Cell Lines, and Culture Medium. All mice used

were bred and maintained in the Center for Cancer Research
Animal Facility, M.I.T. Cells were cultured in vitro in RPMI
1640 medium containing either 5% or 10% fetal calf serum.
The alloreactive CTL clone 2c (BALB.B anti-Ld) was kindly
provided by D. Kranz and H. Eisen, M.I.T.

Preparation of T-Cell Populations. T cells were purified by
treatment of lymph node cells with anti-Ia (BP107 and/or
14.4.4) monoclonal antibodies plus complement (22, 23). In
some cases, these cells were cultured for 6 days in the
presence of concanavalin A (Con A) at 2 ,ug/ml and 50%
mouse Con A supernatant before purification (see figure
legends). Some of these purified T cells (>90% pure) were
further treated with anti-L3T4 (GK1.5) or anti-Ly2 ([AD4(15)
plus 3.168.8] monoclonal antibodies plus complement (24, 25)
to prepare Ly2+ and L3T4+ subpopulations (>95% pure),
respectively. Some of the Ly2+ T cells were cultured for 7
days with recombinant interleukin 2 at 10 units/ml (Amgen
Biologicals, Thousand Oaks, CA) in the presence of 1%
(vol/vol) Sepharose bead-bound anti-T-cell receptor anti-
body (F23.1) coupled at 2 mg of protein per ml of bead
suspension (26). F23.1 ascites fluid was kindly provided by
M. Bevan and U. Staerz, Scripps Clinic and Research
Foundation, La Jolla, CA. Ly2+ T cells from one-way mixed
lymphocyte cultures (MLC) were prepared by using spleen
cells from BALB.B (H-2b), BALB/c AnN (H-2"), and
BALB.K (H-2k) mice. Responder spleen cells were cultured
in all six one-way combinations with the appropriate y
irradiated (3000 rads; 1 rad = 0.01 Gy) stimulator spleen cells
(1:1). The cells were restimulated on day 10 (responder/stim-
ulator = 1:5). On day 14, Ly2+ cells were prepared as
described above; these cell preparations were 80-90% Ly2+.
After all antibody plus complement treatments, viable cells
were isolated using Ficoll/Isopaque. In all cases cell popu-
lations were prepared from cells pooled from the spleens or
lymph nodes from 10-50 mice to control for variation among
mice.

Molecular Cloning and DNA Sequence Analysis. cDNA was
prepared from poly(A)+ RNA (27, 28) obtained from
BALB/c AnN spleen cells cultured for 24 hr in the presence
of Con A at 2 ,ug/ml, and a cDNA library was constructed in
the Xgtll vector by using standard methods (29). The library
was screened with 32P-labeled, nick-translated Ca or C

Abbreviations: MHC, major histocompatibility complex; V, J, C,
variable, joining, constant regions of T-cell receptor genes; MLC,
mixed lymphocyte culture; CTL, cytotoxic T lymphocytes.
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(pHDS58 or pHDS11; refs. 12 and 15) cDNA as described
(30). Clones positive in two further screenings were consid-
ered positive for a- or, -chain cDNA. DNA sequences were
determined from overlapping restriction fragments of several
of these clones by using the chemical cleavage method of
Maxam and Gilbert (31) or by subcloning restriction frag-
ments into Gemini plasmids and sequencing both strands
using SP6 or T7 promoter primers in dideoxy chain-termina-
tion analysis as described by Sanger et al. (32) according to
the manufacturer's protocol (Promega Biotec, Madison, WI).
RNA Preparation and Ribonuclease Protection Analysis.

Total cellular RNA was isolated from cell populations using
the guanidinium/cesium chloride method (33). RNase pro-
tection analysis was performed as described (21) with minor
modifications. Restriction fragments containing T cell recep-
tor V, J, and/or C region cDNA sequences were subcloned
in SP6 or Gemini plasmids (Promega Biotec) and 32P-labeled
RNA probes were prepared by transcription of linearized
plasmids. Full-length probes were eluted from 6% poly-
acrylamide/7 M urea sequencing gels by incubating gel slices
at 370C for 4 hr in 0.5 M ammonium acetate/1% NaDodSO4/3
mM EDTA containing 20 /ig of yeast soluble RNA per ml as
carrier. Hybridization was carried out at 350C for 12 hr and
followed by treatment with RNase at 14'C for 30 min.

RESULTS
Va and Vp cDNA Clones. For these analyses, three V, and

three Vp region genes were used; two have been described

previously (12, 15) and four additional V-region genes (lla,
41a, 313, 12P) were cloned in this laboratory. The Vall gene
is a member of the Val subfamily described by Arden et al.
(34) and is 98% homologous at the nucleotide level with their
Val.2 sequence. The Va4l gene is identical over the region of
the published Va4.2 sequence (34). The cDNA clone from
which the Va4l gene was obtained does not contain a J
segment but is in a productive translational reading frame
with the downstream C region sequences. A splicing event
deleting the J segment could have occurred if a 5' splice site
occurred near the V-J junction of the particular rearranged
gene from which the mRNA was transcribed. Ribonuclease
analysis ofRNA from T-cell populations with a Va41-C probe
(Fig. ic) revealed the presence of a protected fragment
corresponding to a Va41-Ca transcript. Since it is possible
that the protected V-C fragment results from looping out of
the J segment from mRNA molecules containing a J segment,
the relative abundance of Va41-Ca transcripts lacking a J
segment cannot be determined from the present data. The
V,33 gene is identical with the V131 sequence reported by
Behlke et al. (36) and with the V,96 sequence published by
Barth et al. (37). The Vp12 cDNA clone did not extend to the
5' end but was identical with the 3' half of the V,98.2 gene of
Barth et al. (37) and the V,04 sequence of Behlke et al. (36).
Measurement ofmRNA Levels Using RNA Probes Contain-

ing V, J, and C Sequences. We measured a- and /3-chain
mRNA levels in total RNA using a sensitive ribonuclease
protection assay (20, 21). In some experiments separate V
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FIG. 1. Ribonuclease protection analysis of a-chain mRNA levels in T cells from H-2-disparate congeneic mice and in T-cell subpopulations.
Four probes were used: pa58V and pa58VJC (a), pa11VJC (b), and pa41VC (c). The indicated amounts (0.2-18 ,ug) of total cellular RNA were
analyzed; samples containing less RNA than the highest amount indicated for each experiment were supplemented to that level with yeast tRNA.
2C, RNA from the CTL clone 2C; H-2b, H-2d, and H-2k, RNA from purified lymph node T cells from BALB.B, BALB/c AnN, and BALB.K
mice, respectively; Ly2+, RNA from BALB/c AnN Ly2+ lymph node T cells; L3T4+, RNA from BALB/c AnN L3T4+ lymph node T cells;
A20, RNA from the A20 B-lymphoma cell line of BALB/c origin. A20 and yeast-soluble RNA served as negative controls. The lengths of the
probes derived from the cDNAs are indicated in the diagrams (blacked in) as well as the length of plasmid sequences included in the transcripts
(flanking lines). Regions of the probes corresponding to variable (V), joining (J), and constant (C) sequences are indicated. Undigested probe
and 32P-labeled markers were run on each gel; digestion of the plasmid-derived sequences confirms the specificity of the assay. In the case of
the V158 data, an a-constant region probe (a58C, ref. 35) was used as a control for the level of amRNA in the test samples in a parallel experiment
(data not shown). For the V458 and V141 data, purified T cells were cultured for 6 days in the presence of Con A at 2 /Ig/ml and 50% mouse
Con A supernatant before purification. Numbers on the left of the gels and below the probe schematics represent lengths of RNA fragments
(no. of nucleotides).
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FIG. 2. Ribonuclease protection analysis of 13-chain mRNA levels in T cells from H-2-disparate congeneic mice and in T-cell subpopulations.
Three probes were used: p,811V (a), p,33VJC (b), and pP12V (c). The same RNA samples as in Fig. 1 were analyzed. In the case of the V,311
data, a Cs11 probe was used as a control for the level of 3-chain mRNA in the test samples (data not shown). As shown, RNA from the 2C
cell line we used does not hybridize with the V,311 probe but does hybridize with the V1312 probe [containing the 3'-most half of a V13 gene in
the V,98 (38) subfamily], suggesting that this cell line uses a V1 gene in the V,8 subfamily. For the 3(3 and 12,8 data, purified T cells were cultured
for 6 days in the presence of Con A at 2 ,g/ml and 50%6 mouse Con A supernatant before purification. Numbers on the left of the gels and below
the probes represent lengths of RNA fragments (no. of nucleotides).

and C probes were used to determine the level of a- or
,8-mRNA in the test sample. In most experiments we used
probes containing contiguous V-J-C sequences for the anal-
yses. Ribonuclease protection analysis with V-J-C probes
allows determination of the ratio of transcripts containing a
particular V region segment to transcripts containing C region
segments in the same lane of a gel in an internally controlled
fashion. For example, as shown in Fig. la Right, ribonucle-
ase protection analysis using the V-J-C probe constructed
from cDNA clone pHDS58 resulted in at least four bands in
the lanes corresponding to RNA from T-cell populations. The
band labeled "C" corresponds to a fragment of the probe
protected from ribonuclease digestion by hybridization with
transcripts containing the Ca sequence but not the Ja58

Table 1. Relative levels of Va and V, transcripts in various
T-cell total RNA preparations as measured by the
ribonuclease protection assay

Va V,3
11 41 58 3 11 12

Strain
H-2b 8.14 2.97 9.10 2.45 10.36 3.69
H-2d 5.93 3.37 6.08 3.15 6.23 3.46
H-2k 6.13 4.59 9.05 5.52 5.32 6.18

Subpopulation
Ly2+/L3T4- 7.39 4.48 7.50 6.54 2.83 7.61
Ly2-/L3T4' 4.89 4.65 8.70 4.56 1.98 3.40

MLC Ly2+
b anti-d 11.58 3.83 4.22 6.82 10.33 3.46
b anti-k 3.39 2.66 3.91 3.32 3.93 12.30
d anti-b 7.12 3.12 6.02 9.44 14.53 5.91
d anti-k 32.26 7.70 5.03 12.43 15.76 5.27
k anti-b 8.10 3.95 6.96 11.47 12.43 3.77
k anti-d 17.83 5.37 10.48 18.02 11.85 5.10

Several exposures of autoradiographs from ribonuclease protec-
tion assays were analyzed by scanning densitometry. Relative levels
of V transcripts (in arbitrary units) were obtained by normalizing
each test preparation for Ca- or Cp-hybridizing mRNA.

sequence. The band labeled "JC" corresponds to Ca-con-
taining transcripts that also contain the JaS8 sequence, and
the band labeled "V" corresponds to V58-containing tran-
scripts. Presumably because of the extensive diversity of the
nucleotide sequences at V-J junctions, a full-length V-J-C
fragment is not detectably protected by RNA from hetero-
geneous populations ofT cells, but it is an abundant protected
fragment when RNA from the 2C cell line is similarly
analyzed; the cDNA clone pHDS58 was isolated from the 2C
cell line. The strong band(s) seen between the V and JC bands
with this and some other probes presumably corresponds to
transcripts containing V sequences related to but distinct
from the V segment of the probe-i.e., a V gene of the same
subfamily. Some of the minor bands in this region of the gels
are due to radiolysis of the protected V fragment. Note that
the proportion of full-length C-containing or JC-containing
transcripts cannot be ascertained by ribonuclease protection
analysis. However, RNA blot analysis using a Cp probe
demonstrated that the ratio of V-region containing transcripts
(1.3 kilobases) to transcripts without V regions (1.0 kilobases)
was approximately the same in all of our RNA preparations
(data not shown).
V. and Vp Gene Usage in Congeneic H-2-Disparate Mice and

in T-Cell Subpopulations. In our experiments, we studied the
usage of Va and V9 gene segments in peripheral T cells from
three H-2-disparate congeneic strains of mice that have the
same V-region gene pools from which to draw. Since the
MHC region among these animals differs, the T cells in each
strain learn to recognize antigen in the context of different
MHC products. We also chose to study V gene usage in two
mutually exclusive peripheral T-cell subpopulations (Ly2+
L3T4- and Ly2- L3T4+) that in general have specificity for
class I or class II MHC molecules, respectively (24). If a
particular Va or Vp gene segment alone is responsible for
recognizing MHC determinants, one might expect that cer-
tain of these segments would be preferentially used in certain
T-cell populations. Figs. 1 and 2 show results of ribonuclease
protection analysis of total RNA from various T-cell popu-
lations using Va or V73 hybridization probes; visual inspection
of the autoradiographs suggests that there are no striking
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differences in the usage ofany of the Va. or V13 gene segments.
The largest apparent differences are in the usage of the V,58
gene (Fig. la) and of the V,33 gene (Fig. 2b), where slightly
lower amounts of hybridizing mRNA are seen in BALB.B
T-cell RNA than in RNA from the other two strains.
However, in the case ofthe V<X58 data, parallel analysis using
a Ca probe (data not shown) revealed that a lower amount of
a-chain mRNA was contained in this RNA sample than in the
other two. To control for differences in the total amounts of
a- and ,/3chain mRNA, and to more carefully quantify Vgene
usage, several exposures of the autoradiographs were ana-
lyzed by scanning densitometry. A compilation of data
obtained by scanning of the films shown in Figs. 1-3 and
several films not shown is given in Table 1. The numbers in
this table represent V/C ratios expressed in arbitrary units;
meaningful comparisons can be made for each probe between
strains, between subpopulations, and between MLC combi-
nations. The levels ofusage ofparticular Vgene segments are
quite similar between strains and between subpopulations;
the largest differences detected were slightly more than
2-fold. For example, the V,312 gene is used slightly more than
twice as frequently in Ly2' L3T4- T cells than in Ly2-
L3T4+ T cells, a result in agreement with data previously
published by Roehm et al. (38). Those authors showed that
the monoclonal antibody KJ16-133, which reacts with an
epitope determined by a small subfamily of V1 genes (39), of
which V1312 is a member, binds to nearly twice as many Ly2'
T cells as L3T4+ T cells. This result provides independent
confirmation of the modest difference in V,312 expression in
these two populations of T cells and suggests that quantita-
tion of V-region mRNA in cell populations can accurately
predict the proportion of cells that functionally express this
V-region gene segment. Thus, the differences in Vgene usage
on the whole are small when comparing cell populations
predicted to have different MHC-restriction specificities but
random antigen specificities.
V. and Vp Gene Usage in Activated T-Cell Populations. One

potential problem with the interpretation of the results in
Figs. 1 and 2 is the possibility of the existence of
nonfunctional, full-length transcripts containing V, J, and C
sequences. cDNAs with out-of-frame joining of the V and J
segments have been described (34), although the majority of
reported sequences are in frame. If the percentage of these
nonfunctional transcripts in T-cell populations were high
enough, the detection of different levels of functional tran-
scripts would be masked. To address this issue, we attempted
to find situations in which striking differences in Vgene usage

could be demonstrated in populations of T cells. In one
approach, we asked whether T cells that functionally express
a particular V13 gene also transcribe other Vp genes (e.g.,
out-of-frame transcripts from the other chromosome). T cells
using members of the V18 gene subfamily to which V112
belongs were selected by stimulating Ly2+ T cells with
bead-bound F23.1 monoclonal antibody (which binds to
members of the V18 subfamily) plus recombinant interleukin
2 (26, 39, 40). Virtually no V,311 (Fig. 3b)- or V,3 (data not
shown)-hybridizing mRNA was detectable in total RNA from
such cells, whereas both were easily detectable in total RNA
from unselected Ly2+ T cells. As expected, total RNA from
these cells contained amplified levels of V,312-hybridizing
mRNA (Fig. 3c). We conclude that nonfunctional V, tran-
scripts are relatively infrequent and should not mask detec-
tion of differences in levels of functional V, mRNAs.
Marked differences in the expression of V11, and V13 genes

can also be detected in populations of T cells selected by
stimulation in culture with particular alloantigens. Two
representative experiments are shown in Fig. 3; data from
experiments with all six probes are given in Table 1. The
results show that up to 10-fold differences can be detected in
the usage of particular V-region genes in T cells selected for
reactivity with a particular alloantigen. For example, Vail is
used nearly 10 times more frequently by Ly2+ T cells from an
H-2d anti-H-2k MLC than from an H-2b anti-H-2k MLC. In
addition, certain MLC combinations (for example, H-2d
anti-H-2k) appear to use a Va gene segment related to, but
different from, V1a58 (i.e., probably a member of the same Va
subfamily) at a high frequency (Fig. 3a), suggested by the
presence of a strong band slightly above the JC band.
Therefore, striking differences in Va as well as V1 gene usage
can be detected in populations of T cells, strengthening the
data presented in Figs. 1 and 2. Interestingly, however, there
is no obvious correlation between V gene usage and al-
loantigen specificity (Table 1).

DISCUSSION
Recently, it has been shown that two helper T-cell clones
with different antigen and class II restriction specificities use
the same V113 gene segment (41). In another study, it was
shown that the same V13 gene is used in a class I-restricted
CTL clone and in a class II-restricted helper T-cell clone (42).
In addition, use of monoclonal antibodies directed against V13
gene products has shown in both the human (43) and the
mouse (38) that V,3 gene usage cannot be correlated with
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phenotype or function, although approximately twice as
many Ly2' T cells appeared to react with an antibody directed
against gene products ofa particular Vat gene subfamily than did
L3T4' T cells. These experiments left open the possibility that
Va could be responsible for MHC restriction specificity. How-
ever, our data using three different Va and three different Vat
probes show that no striking differences can be seen in either V1a
or Vat gene usage in situations where differentMHC specificities
are predicted. In addition, our data extend these observations
to populations of T cells rather than to a few individual T-cell
clones. These results argue that MHC restriction cannot be
explained by the differential usage of nonoverlapping V gene
pools of either the a-chain or the P-chain locus.

If MHC recognition is determined by the product of the
a-chain or the P-chain gene individually, combinatorial
diversity provided by other regions of the a or the p chain,
such as the D, J, or N regions and possible junctional
diversity may be critical in forming the MHC-binding site.
We acknowledge the possibility that study of the usage of
additional V genes may reveal instances of highly biased V
gene expression in MHC-restricted populations with random
antigen specificities. However, our results argue that this
would not be a general phenomenon. Alternatively, the
combining site(s) for both MHC products and antigen may be
created by the complex interaction of complete a- and
p-chain variable region protein sequences. The possible role
in MHC restriction of a third T-cell receptor-like gene called
'y remains to be determined (15, 35).
We thank Phil Doherty for excellent technical assistance and Drs.

Ihor Lemischka and Jean Schwarzbauer for valuable help and
discussions. We also thank Drs. Herman Eisen and David Kranz for
providing the 2C cell line, Dr. Susumu Tonegawa for providing
pHDS11 and pHDS58 cDNAs, Drs. Michael Bevan and Uwe Staerz
for providing F23.1 ascites fluid, and Nancy Kong for help with the
scanning densitometry. This work was supported by National Insti-
tutes of Health Grant CA28900-05 and partially supported by a
Bristol-Myers Company Cancer Research Grant awarded to the
Massachusetts Institute of Technology Center for Cancer Research.
R.D.G. was supported by Postdoctoral Fellowship DRG-734 from
the Damon Runyon-Walter Winchell Cancer Fund.

1. Kindred, B. & Schreffler, D. C. (1972) J. Immunol. 109,
940-943.

2. Katz, D. H., Hamaoka, T., Dorf, M. E., Maurer, P. H. &
Benacerraf, B. (1973) J. Exp. Med. 138, 734-739.

3. Zinkernagel, R. M. & Doherty, P. C. (1974) Nature (London)
248, 701-702.

4. Shearer, G. M. (1974) Eur. J. Immunol. 4, 527-533.
5. Bevan, M. J. (1977) Nature (London) 269, 417-419.
6. Zinkernagel, R. M., Callahan, G. N., Althage, A., Cooper, S.,

Klein, P. A. & Klein, J. (1978) J. Exp. Med. 147, 882-8%.
7. Bevan, M. J. & Fink, P. (1978) Immunol. Rev. 42, 3-19.
8. Allison, J. P., McIntyre, B. W. & Bloch, D. (1982) J. Immu-

nol. 129, 2293-2300.
9. Haskins, K., Kubo, R., White, J., Pigeon, M., Kappler, J. &

Marrack, P. (1983) J. Exp. Med. 157, 1149-1169.
10. Meuer, S. C., Fitzgerald, K. A., Hussey, R. E., Hodgdon,

J. C., Schlossman, S. F. & Reinherz, E. L. (1983) J. Exp.
Med. 157, 705-719.

11. Chien, Y., Becker, D. M., Lindsten, T., Okamura, M., Cohen,
D. I. & Davis, M. M. (1984) Nature (London) 312, 31-35.

12. Saito, H., Kranz, D. M., Takagaki, Y., Hayday, A. C., Eisen,

H. N. & Tonegawa, S. (1984) Nature (London) 312, 36-40.
13. Hedrick, S. M., Cohen, D. I., Nielson, E. A. & Davis, M. M.

(1984) Nature (London) 308, 149-153.
14. Yanagi, Y., Yoshikai, Y., Lesset, K., Clark, S., Aleksander, I.

& Mak, T. (1984) Nature (London) 308, 145-149.
15. Saito, H., Kranz, D. M., Takagaki, Y., Hayday, A. C., Eisen,

H. N. & Tonegawa, S. (1984) Nature (London) 309, 757-762.
16. Hayday, A. C., Saito, H., Gillies, S. D., Kranz, D. M.,

Tanigawa, G., Eisen, H. N. & Tonegawa, S. (1985) Nature
(London) 316, 828-832.

17. Winoto, A., Mjolness, S. & Hood, L. (1985) Nature (London)
316, 832-836.

18. Yoshikai, Y., Clark, S. P., Taylor, S., Sohn, U., Wilson, 13. I.,
Minden, M. D. & Mak, T. W. (1985) Nature (London) 316,
837-839.

19. Tonegawa, S. (1983) Nature (London) 302, 575-581.
20. Zinn, K., DiMaio, D. & Maniatis, T. (1983) Cell 34, 865-872.
21. Melton, D. A., Krieg, P. A., Rebagliati, M. R., Maniatis, T.,

Zinn, K. & Green, M. R. (1984) Nucleic Acids Res. 12,
7035-7050.

22. Symington, F. & Sprent, J. (1981) Immunogenetics (N. Y.) 14,
53-61.

23. Ozato, K., Mayer, N. & Sachs, D. (1980) J. Immunol. 124,
533-540.

24. Dialynas, D. P., Wilde, D. B., Marrack, P., Pierres, A., Wall,
K. A., Havran, W., Otten, G., Loken, M. R., Pierres, M.,
Kappler, J. & Fitch, F. W. (1983) Immunol. Rev. 74, 29-56.

25. Raulet, D. H., Gottlieb, P. D. & Bevan, M. J. (1980) J. Immu-
nol. 125, 1136-1143.

26. Staerz, U. D., Rammansee, H.-G., Benedetto, J. D. & Bevan,
M. J. (1985) J. Immunol. 134, 3994-4000.

27. Maniatis, T., Fritsch, E. F. & Sambrook, J. (1982) Molecular
Cloning: A Laboratory Manual (Cold Spring Harbor Labora-
tory, Cold Spring Harbor, NY), 103-112.

28. Gubler, U. & Hoffman, B. J. (1983) Gene 25, 263-269.
29. Young, R. A. & Davis, R. W. (1983) Proc. Natl. Acad. Sci.

USA 80, 1194-1198.
30. Benton, W. D. & Davis, R. W. (1977) Science 196, 180-182.
31. Maxam, A. M. & Gilbert, W. (1980) Methods Enzymol. 65,

499-560.
32. Sanger, F., Nicklen, S. & Coulson, A. R. (1977) Proc. Natl.

Acad. Sci. USA 74, 5463-5467.
33. Chirgwin, J. M., Przybyla, A. E., MacDonald, R. J. & Rutter,

W. J. (1979) Biochemistry 18, 5294-5299.
34. Arden, B., Klotz, J. L., Siu, G. & Hood, L. E. (1985) Nature

(London) 316, 783-787.
35. Raulet, D. H., Garman, R. D., Saito, H. & Tonegawa, S.

(1985) Nature (London) 314, 103-107.
36. Behlke, M. A., Spinella, D. G., Chou, H. S., Sha, W., Hartd,

D. & Loh, D. Y. (1985) Science 229, 566-570.
37. Barth, R. K., Kim, B. S., Lan, N. C., Hunkapiller, T.,

Sobieck, N., Winoto, A., Gershenfeld, H., Okada, G.,
Hansburg, D., Weissman, I. & Hood, L. (1985) Nature (Lon-
don) 316, 517-523.

38. Roehm, N., Herron, L., Cambier, J., DiGuisto, D., Haskins,
K., Kappler, J. & Marrack, P. (1984) Cell 38, 577-584.

39. Sim, G. K. & Augustin, A. A. (1985) Cell 42, 89-92.
40. Crispe, I. N., Bevan, M. J. & Staerz, U. D. (1985) Nature

(London) 317, 627-629.
41. Goverman, K., Minard, K., Shastri, N., H-unkapiller, T.,

Hansburg, D., Sercarz, E. & Hood, L. (1985) Cell 40, 859-867.
42. Rupp, F., Acha-Orbea, H., Hengartner, H., Zinkernagel, R. &

Joho, R. (1985) Nature (London) 315, 425-427.
43. Acuto, O., Campen, T. J., Royer, H. D., Hussey, R. E.,

Poole, C. B. & Reinherz, E. L. (1985) J. Exp. Med. 161,
1326-1343.

Immunology: Garman et al.


