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Positive Selection of T Cells Induced by Viral
Delivery of Neopeptides to the Thymus

Naoko Nakano, Ronald Rooke, Christophe Benoist,
Diane Mathis

The relation between an antigenic peptide that can stimulate a mature T cell and the
natural peptide that promoted selection of this cell in the thymus is still unknown. An
experimental system was devised to address this issue in vivo—mice expressing
neopeptides in thymic stromal cells after adenovirus-mediated delivery of invariant
chain—peptide fusion proteins. In this system, selection of T cells capable of responding
to a given antigenic peptide could be promoted by the peptide itself, by closely related
analogs lacking agonist and antagonist activity, or by ostensibly unrelated peptides.
However, the precise repertoire of T cells selected was dictated by the particular neopep-

tide expressed.

Mature T lymphocytes display a biased
repertoire of T cell receptors {TCRs), en-
riched for those that can recognize foreign
antigens presented by the animal’s own ma-
jor histocompatibility complex (MHCQC)
molecules and largely purged of those capa-
ble of seeing self-antigens in the context of
self-MHC molecules (1). These biases re-
flect positive and negative selection pro-
cesses that take place in the thymus, both
controlled by interactions between the
TCRs on differentiating thymocytes and
the MHC molecules on stromal cells. Posi-
tive selection is of particular interest be-
cause it shapes the T cell repertoire to deal
with antigens not encountered until some
time in the future, or even never. Other
than that MHC molecules are involved, the
precise nature of the ligands that promote
positive selection remains undefined.

One system used to address this issue
relies on the addition of peptides to fetal
thymic organ cultures (FTOCs) derived
from mouse strains carrying mutations that
interfere with peptide loading and surface
display of MHC class I molecules (2-10).
These studies agreed that peptides are re-
quired for positive selection, but disagreed
on the nature of the most effective peptides
and on their precise role. In addition, this
approach has limitations: First, the FTOC
systems can give an indication of which
peptides are capable of enhancing the se-
lection of a given TCR, but do not address
those actually responsible for selection; sec-
ond, as discussed (11, 12), such systems
create a situation in which thymocytes are
exposed to few MHC molecules heavily
loaded with a single peptide, unlike the
natural condition where many MHC mole-
cules carry a heterogeneous mix of peptides.

An alternative approach allows the
identification of T cells selected in vivo on
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a defined peptide. Mouse strains were engi-
neered that express MHC class II molecules
loaded with a single peptide—either by in-
troduction of a transgene that encodes a
class II chain covalently linked to a partic-
ular peptide (13) or by generation of a null
mutation of the H-2M gene, resulting in
class II molecules filled with a peptide de-
rived from the invariant chain (Ii) (14, 15).
Surprisingly, results from these studies were
largely in agreement: A single peptide pro-
moted selection of a large number of T cells
(13-15) with a diverse repertoire of TCRs
(13, 14). This approach has overcome one
of the criticisms of the experiments that use
FTOCs but remains susceptible to the sec-
ond in that these systems produce a situa-
tion in which low (13) or normal (14, 15)
amounts of MHC molecules are loaded with
essentially one peptide.

To surmount both limitations, we inject-
ed mice intrathymically (i.t.) with an ade-
novirus vector that directs expression of a
peptide of choice (neopeptide) in a form
that favors its presentation by MHC mole-
cules on thymic stromal cells. The vector is
a nonreplicating derivative of the Ad5
strain, bearing a deletion of the critical Ela
and b region (Fig. 1A), which was replaced
by a cassette that controls expression of a
given cDNA in cells that normally express
MHC class II molecules (Fig. 1B). Intrathy-
mic injection of adenoviruses carrying
cDNAs within this cassette (16) results in
measurable protein expression 10 days later,
remaining detectable for about 4 weeks.
Proteins are expressed in amounts similar to
those of endogenously encoded MHC class
II molecules and occur primarily in the class
II-positive epithelial cells of the cortex and
medulla. Expression is confined to an area
about 3 to 20% of the injected lobe, does
not “spread” to an adjacent uninjected lobe,
and is not detectable in the peripheral lym-
phoid organs. Thus, this system permits one
to influence thymic selection quite specifi-



cally, in the absence of effects on peripheral
T cell expansion or antigen stimulation.

We cloned into the expression cassette
c¢DNAs encoding li or a set of fusion proteins
composed of [i, a cathepsin cleavage site, and
one of several peptides that bind to E¥, the last
two components joined in series near the
COOH-terminus of Ii (Fig. 1, B and C). In-
variant chain was used as a peptide “escort”
because it facilitates the egress of MHC class
II molecules from the endoplasmic reticulum
and Golgi apparatus and targets them to en-
dosomal-lysosomal compartments, where they
are loaded with peptides (17). Hence, it
seemed likely that fusion of a neopeptide to i
would facilitate its delivery to subcellular
compartments where it could be loaded effi-
ciently onto MHC class II molecules. Spleen
cells from B10.BR mice bearing a homozygous
null mutation of Ii (Ii~/~) (18) were infected
with various amounts of a virus expressing a
fusion of i and amino acids 88 to 103 of moth
cytochrome ¢ (MCC). The ability of spleen
cells to stimulate 2B4, an MCC-specific T cell
hybridoma, was compared with that of control
virus-infected splenocytes to which various
amounts of the MCC peptide were added
exogenously. The Ii-MCC virus-infected
spleen cells presented the peptide originating
from the fusion protein as efficiently as con-
trol virus-infected cells exposed to exogenous
peptide concentrations of 0.1 to 0.3 uM.
Thus, li is an effective “escort” of neopeptides
joined to its COOH-terminus, consistent with
previous experiments (19, 20).

We used this system to study the positive
selection of T cells capable of responding to
the MCC(88-103) peptide in the context
of EX. The advantages of working with the
anti-MCC response are that it is well char-
acterized (21), its evaluation is facilitated
by many existing reagents (22), it exhibits a
highly restricted TCR V, and Vj usage
(23), and its selection is totally dependent
on li expression by thymic stromal cells
(24). Hence, Ii~/"k mice should be appro-
priate low-background virus recipients:
Their antigen-presenting cells (APCs) ex-
press one-third as many E* complexes at the
cell surface as do those from wild-type ani-
mals, they have 40% wild-type numbers of
mature CD4*8~ thymocytes, but they lack
T cells capable of responding to the MCC
peptide in proliferation assays (24).

We first determined whether the antigenic
peptide or analogs could select a response.
li~/~k mice were injected i.t. with a control
virus (d1324), with one expressing li alone
(Ii), or with viruses expressing li fused to the
MCC sequence (Ii-MCC) or to an analog
with a substitution at one of the sites expected
to contact the TCR (Ii-99E, Ii-102E) (25).
Three weeks after infection animals were
primed with the MCC peptide, and 10 days

later draining lymph node cells were chal-

lenged in vitro with the same peptide (26).
Data from typical experiments (Fig. 2, A and
B) and results from a large series of studies
(Fig. 2C) are shown. Despite significant vari-
ation, attributable to the high variability of
infection after i.t. injection of virus (16), sev-
eral effects were observed. Injection of the li
virus resulted in responses, usually weak, in
some animals. Delivery of li alone might have
been expected to complement the defect in
Ii~/~k mice and always promote a strong anti-
MCC response. However, this did not occur
in most animals because expression of the li
c¢DNA was controlled by an MHC class 11
promoter, which is much weaker than that of
the endogenous li gene. In contrast, introduc-
tion of the Ii-MCC virus resulted in responses,
often quite robust, in most animals. Injection
of either the li-99E or li-102E viruses also
frequently resulted in responses. Thus, a re-
sponse to the MCC(88-103) peptide can be
promoted by i.t. delivery of the antigenic pep-
tide or by analogs thereof.

Fig. 1. Adenovirus-me- A
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We next investigated the degeneracy of
this phenomenon—whether peptides with
very different sequences can promote an
anti-MCC response or whether MCC pep-
tides can promote responses to divergent
peptides. In one set of studies (Fig. 2C),
mice were injected i.t. with viruses express-
ing fusions of [i to either residues 67 to 76 of
hemoglobin (Ii-Hb) or residues 12 to 26 of
X repressor (li-A). The response to the latter
in B10.BR mice is enriched for T cells
expressing V3, similar to the response to
MCC(88_103) (27). Infection with the li-
Hb virus resulted in a response to MCC
immunization in most animals, whereas inm=
troduction of the li-\ virus had no effect. In
a second set of experiments, mice injected
i.t. with either the li-MCC or 1i-99E virus
were challenged with either the \ peptide
or the bovine ribonuclease (RNase) (resi-
dues 90.to 105) peptide (Fig. 2C). The X
and RNase peptides were chosen because, of
the many E*-binding peptides we screened,
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combinant adenovirus
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(AE1, AEB), by replace-
ment of the E1 genes by
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expression in MHC class
ll-positive cells (33). (B)
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sites were introduced for easy sequence exchange. (D) Splenocytes from li~’~k mice (78) were
infected with li-MCC virus at multiplicities of infection (MOls) of 1 and 10 (filled circles) or with di324
at an MOl of 10 (open circles). After a 72-hour culture, the cells were tested for their ability to stimulate
IL-2 production by the MCC-reactive hybridoma 2B4 (32), after addition of various doses of MCC
peptide for di324-infected cells. [Similar experiments with the same peptide sequence substituted for
the CLIP segment of li did not result in significantly enhanced presentation (20).] Abbreviations for the
amino acid residues are as follows: A, Ala; C, Cys; D, Asp; E, Glu; F, Phe; G, Gly; H, His; |, lle; K, Lys;
L, Leu; M, Met; N, Asn; P, Pro; Q, Gin; R, Arg; S, Ser; T, Thr; V, Val; W, Trp; and Y, Tyr.
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these two elicited responses that depended
most critically on expression of Ii by APCs
(20). Infection with either the [i-MCC or
the [i-99E virus resulted in a response to the
RNase peptide, but not to the N peptide, in
most animals. Thus, the delivery of neopep-
tides to thymic stromal cells has broad con-
sequences on the T cell repertoire, but some
specificity is still evident.

The appearance of new responses after
expression of neopeptides in the thymus
suggested that the peptides promoted posi-
tive selection of new T cells. However, it

Fig. 2. New T cell re-
sponses after i.t. delivery
of neopeptides. (A and
B) In two independent
experiments, li~/~k ho-
mozygous mutant mice
(18) were infected it.
with the indicated virus-
es, and lymph node re-
sponses to MCC immu-
nization were tested 25
days later £6); —/—, un-
infected i~k mouse;
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was necessary to rule out the possibility that
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[i-102E virus; they were then primed with
the MCC peptide, and their lymph node
cells were challenged in vitro with MCC or
the appropriate analog. After infection with
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with MCC peptide, and lymph node cells were restimulated in vitro with MCC peptide (26). The
maximum stimulation indices (Sls) from individual mice are shown as dots, with the proportion of
responding mice (solid dots) over the course of many experiments indicated. An Sl of =2.5 was
considered a positive response. We eliminated from consideration the few data points that gave
artificially high Sls because of total incorporation below 2500 cpm. (Right) li~/ ~k mice after infection were
primed in one footpad with MCC peptide, and in the other with X or RNase peptides; draining lymph
node cells were then restimulated in vitro with the same peptide. We thus considered data only from
mice shown to be successfully reconstituted by the presence of a significant response to MCC peptide.
Control +/— mice immunized with the same peptides gave an Sl of 4.5 to 17 {mean, 9.1) (MCC peptide),
2.4 10 6.0 (mean, 4.1) (A peptide), or 3.1 to 13 (mean, 8.3) (RNase peptide).
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3A). (This result is not comparable with that
in Fig. 2, A and C, which shows an anti-
MCC response after i.t. li-MCC injection
and MCC priming, because in those exper-
iments the same peptide selected, primed,
and challenged the T cells.) We also ad-
dressed this concern at the clonal level, with
MCC-reactive T cell hybridomas obtained
from mice that had been injected i.t. with
either the [i-99E or the li-Hb virus (below).
In neither case were the hybridomas able to
react to the peptide that had been expressed
in the thymus (Fig. 3B). Thus, the appear-
ance of new T cell responses cannot be
explained by virus-delivered neopeptides
merely expanding a population of preexist-
ing cross-reactive cells. [t was also important,
especially in the case of the anti-MCC re-
sponse of animals infected with the 1i-MCC
virus, to establish that the same epitope was
being generated from the endogenously ex-
pressed li-peptide fusion protein and from
the peptide added exogenously. T cell hy-
bridomas derived from [i-MCC-infected an-
imals could respond to both virus-infected
and peptide-exposed splenocytes (Fig. 3C)
and were also stimulated by splenic and thy-
mic APCs from transgenic mice catrying the
[i-MCC cDNA inserted in the same expres-
sion cassette (20).

The results from these control studies were
consistent with the intepretation that the
novel responses reflected the positive selec-
tion of new T cells. However, when evaluated
by means of the lymph node proliferation
assay, the responses were variable and some-
times weak. To verify the selection of new
cells, we derived sets of MCC-reactive T cell
hybridomas in parallel from unmanipulated
[i*/~ heterozygotes (phenotypically wild-
type) or from mice injected i.t. with different
viruses. Only one hybridoma could be ob-
tained from the mice injected with the Ii
virus. Sets of hybridomas from the other ani-
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Fig. 3. Evidence against expansion of cross-reactive cells and reactivity to
an alternative epitope. (A) i~k mice were infected i.t. with li-99E or
li-102E viruses and then were primed subcutaneously with MCC peptide
after 25 days. Ten days later, popliteal lymph node cells were stimulated in
vitro with MCC peptide or its 99E or 102E analogs, as indicated (26). (B) T
hybridoma cells obtained from |i=/~ mice infected i.t. with li-99E or li-Hb
virus (34) were challenged with MCC, 99E, or Hb peptides, as indicated,
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and activation displayed as IL-2 secretion (32). (C) li~/~k splenocytes were
infected with li-MCC virus and used, after 72 hours of culture, as APCs to
stimulate different T hybridomas, originating from mice infected i.t. with
li-MCC (MCC2, 10, 14) or from a control mouse (+/~ 1; for T hybridoma
identity, see Fig. 4). Positive control stimulation by control virus-infected
splenocytes supplemented with 1.0 uM MCC peptide is represented by
isolated dots.
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mals were compared for several diagnostic
features.

Dose-response curves for the different
hybridoma sets (Fig. 4A) are largely over-
lapping, suggesting that the T cells selected
on an unknown natural peptide and those
elicited after i.t. expression of various
neopeptides have receptors of similar affin-
ities. However, the hybridomas from li-
99E—injected mice did appear to be biased
toward lower reactivities.

We also examined fine specificities, as-
saying either agonist or antagonist activity
(Fig. 4B). The different hybridoma sets
showed distinct patterns of cross-reactivity,
especially when those from unmanipulated
mice were compared with those from ani-
mals expressing neopeptides. There were
multiple examples of cross-reactivity with
hybridomas from control (+/—) mice, con-
sistent with published reports (28). In con-
trast, the hybridomas from animals injected
with the [i-MCC virus rarely showed cross-
reactivity, whereas those from animals in-
jected with the 1i-99E virus frequently re-
sponded to MCC variants at position 102.
Hybridomas from animals injected with the
li-Hb virus were rarely cross-reactive. In the
assays of antagonist activity (Fig. 4C), the
99E peptide did not inhibit the anti-MCC
response of T cells (either hybridomas or a
cloned line) from mice injected with the
[i-99E virus, whereas the 99R peptide was
antagonistic in two instances. Likewise, the
Hb peptide did not antagonize the response
to MCC by cells from mice infected with
the li-Hb virus (20). Thus, a peptide that
promotes the development of a T cell need
not be an antagonist of it.

Lastly, TCR usage was explored (Figs.
4B and 5). The response of B10.BR mice to
pigeon cytochrome c is highly restricted:
Most responding cells express V11 and
Vg3; the V,, complementarity-determining
region (CDR)-3 is usually eight residues
long with a conserved glutamic acid at po-
sition 93 and serine (or related amino acid)
at position 95; the V3 CDR-3 is usually
nine residues long with a conserved aspar-
agine at position 100 and alanine or glycine
at position 102 (21, 23). The MCC-reac-
tive hybridomas from our control mice dis-
played these features, as did the single hy-
bridoma from mice injected with virus ex-
pressing i alone (20). The hybridomas from
animals injected i.t. with the [i-MCC virus
appearted to be a mix of cells displaying
these “canonical” TCRs (three of seven
sequences) and those with a more diverse
repertoire of receptors (four of seven se-
quences)—including different V s and Vg,
greater variation in CDR-3 lengths, and
alternate amino acids at conserved posi-
tions. The TCRs on hybridomas from ani-
mals injected with the [i-99E virus differed

from the canonical TCRs to an even greater
extent. Not a single TCR had both V_11 and
Vg3 when either one or the other conserved
V element was present, it almost always had a
CDR-3 of nonstandard length or amino acid
composition or both. Instead, half of the re-
ceptors had V8, which was paired with either
V11 or V_8. The hybridomas from mice
injected with the li-Hb virus were again dif-
ferent: V,, usage was enriched in V_11s with
canonical CDR-3s; V usage was variable al-
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though there were two canonical CDR-3s
(Hb7 and HB50). Taken together, the data
on fine specificity and TCR usage imply that
each virus has promoted the positive selection
of a different repertoire of MCC-reactive T
cells, one that also diverges from that of un-
manipulated B10.BR mice.

Thus, in this system, the peptide that stim-
ulates a given T cell can also promote its
selection, as i.t. injection of a virus expressing
the Ii-MCC fusion protein promoted a

1i-99E Ii-Hb

4

0O 8 301255002000 O 8 30 125 500 2000

MCC peptide (nM) MCC peptide (nM) MCC peptide (nM) MCC peptide (nM)
B Cross-reactive to
Selected with | Hybridoma [gga | 99R | 990 | 99E |102E[102L | Antagonists | V Vp
+11 — 1 3
None +/8 ¥ — 1 3
(wild type) +/-15 — 1 3
+/-29.3 + + — 11 14
+/-29.5 + NT 17 3
) MCC2 — 11 3
li-MCC MCC6 — 7 | 6
MCC8 99R 7 3
MCC9 + — 11 3
MCC11 — 11 16
MCC14 + — 1 9
__MCC25 (99R, 99E)W i 3
A 99E18/5 + + — 8
1i-99E 99E29.1 oA i 1
99E29.2 + — 8 8
99E4C + 99R 1 3
99ECH + + + — 11 8
99EC13 — 11| 16
- Hb2 — ?
Ii-Hb Hb7 = 3
Hb50 NT 11 14
Hb60 NT 1| 18
Hb70 + NT ? 1
Hb80 NT 11 14
c 99E29.1 99EC13 99E4C 99ELI
30
s c
'{?, £ SE v 99Q
g
8 80 A 99R
O =3 1 99A
oo O
o - ® 99E
= H HEL
T T T T I T
0o 01 1 10 100 0 01 1 10 100 01 1 10 100 0 041 1 10 100
Antagonist peptide (uM)

Fig. 4. Properties of hybridomas derived from mice expressing different neopeptides. Sets of MCC-
reactive T hybridomas were isolated over the course of five independent fusions, originating from
wild-type heterozygotes or from li+/~k mice infected i.t. with li-MCC, [i-99E, or li-Hb, as shown (34). (A)
The hybridomas were exposed to a range of MCC peptide concentrations. (B) Each hybridoma was
tested for cross-reactivity to a panel of single-substitution analogs of MCC peptide (at 3.0 pM); for
antagonist activity (35) (w, weak antagonism for 99R and 99E with MCC25; NT, not tested); and for V,,
and V, usage determined by staining with specific monoclonal antibodies or, in some instances, by
direct TCRB sequencing [?, not determined (notV_11, 8, or 3)). (C) Typical antagonist assays (35) for four
cloned T cells derived from li-99E—injected mice [three hybridomas identified above and a T cell clone

(99EL1) maintained by serial restimulation].
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healthy MCC response. The T cells respond-
ing to APCs fed MCC exogenously also re-
acted to splenic or thymic APCs expressing
the 1i-MCC fusion, arguing against the idea
that the precise peptide sequences involved in
positive selection and peripheral stimulation
were somehow different. By several criteria,
the repertoire of MCC-reactive T cells select-
ed on the li-MCC fusion was distinct from
that of B10.BR mice selected on an unknown
natural peptide. One could argue that the
differences reflect negative selection of the
higher affinity TCRs in mice expressing the
li-MCC fusions in thymic stromal cells; in-
deed, injection of this virus into mice catrying
the rearranged TCR genes from the 2B4 hy-
bridoma provokes clonal deletion of this spec-
ificity (20). However, negative selection of
high-affinity receptors may not be an ade-
quate explanation for the differences. The
hybridoma dose-response curves showed that
the cells selected in +/— control and Ili-
MCC-injected animals had overlapping sen-
sitivities to MCC. In addition, the Vg usage of
the Vg3-negative MCC-selected hybridomas
differed markedly from that of B10.BR mice
injected from birth with a bacterial superan-
tigen that deletes V33: heterogeneous in the
former, almost solely V.8 in the latter (27).
Regardless of whether tﬁe distinct repertoires
of MCC-reactive cells in the two typés of
mice reflect negative selection effects or the
influence of different positively selecting pep-
tides, our data demonstrate that the same

promote its positive selection in the thymus.
This provides important in vivo confirmation
of results from certain of the FTOC systems
(3, 8-10) and highlights the issue of how the
same TCR-MHC-peptide recognition event
can produce different outcomes (positive or
negative selection, or activation). The finding
that peptides capable of promoting positive
selection can range from neutral to fully stim-
ulatory to mature T cells is incompatible with
a simple affinity model.

Closely related analogs of an antigenic
peptide can also promote selection of antigen-
responsive T cells. These cells differ (in fine
specificity, TCR usage, and perhaps average
affinity) from those selected both by the an-
tigenic peptide itself and by the unknown
natural peptides that normally select the re-
sponse. Antagonist activity and selecting abil-
ity do not correlate in this in vivo system, as
they were reported to do in one of the MHC
class I-restricted FTOC systems (5-7). It is
not vet clear whether this reflects a difference
between antigens, MHC restriction elements,
or merely experimental systems.

Positive selection in this system is promis-
cuous, consistent with a report that selection
of T cells expressing a particular TCR is pro-
moted by multiple structurally divergent pep-
tides in an FTOC system (10); it is also rem-
iniscent of the results on mice displaying
MHC molecules filled with essentially a single
peptide, where a large— but not complete—T
cell repertoire was selected, on the basis of

cific TCR specificities (13, 14, 29). However,
these results are at odds with the high degree
of specificity reported with other FTOC sys-
tems (3, 5). In considering these discrepan-
cies, it may be instructive to draw an analogy
with the range in degeneracy of the responses
made by mature T cells: Reactivity to a single
peptide may be restricted to a very limited
subset of TCRs or may involve a large diver-
sity of receptors (30); a T cell displaying a
particular TCR may react fastidiously to a
single peptide or promiscuously to multiple
peptides with very different sequences (31).
Positive selection of immature T cells might
exhibit a similar range in degeneracy, per-
haps explaining the divergent results with
different systems. In this context, it is inter-
esting to consider the highly restricted anti-
MCC response: Does the predominance of
Vo‘llJrVBTr TCRs with canonical CDR-3s
reflect biases imposed by repertoire selection
in the thymus or requirements of MCC(88—
103) recognition by mature T cells? Our re-
sults suggest that antigen recognition may
play some part (since there is an overall en-
richment for V_ 117 TCRs in our hybrid-
omas) but that repertoire selection must be
the driving force. We hypothesize that the
canonical V, 117V37 receptors reflect selec-
tion by a dominant MHC-peptide complex,
absent in li-deficient mice and not mimicked
by the neopeptides assayed so far. Such an
explanation would be consistent with results
from bone marrow chimera experiments (28).

peptide that stimulates a peripheral T cell can  size, response capacity, and inclusion of spe- Thus, virus-mediated expression of a
Fig. ‘5. TCRa and TCRp Hybridoma A CDR3 Jy Vﬁ CDR3 ‘JB
junctional region sequences
id- C AA AlS|G SwWAQ L I F G CAW S L wlGglap T Q Y F G
for the panel of T hybl’ld +/- 29-3 Vaﬁ TGTGCTGCT G@,uuwmuuw-.mc'rc ATCTITGGA 22 V514 TGTGCCTGS AGTCT;\A@JGGGG‘GCMGACACCCAG TACTTTGGG 2.5
omas. Sequences were de- V11 CAA ElGEG G Y K V VvV FG va CAs sLNR[@anTa Y FG
termined as in (36‘); Ju no- +/«15 o' TGTGCTGCT GAGGGGGCTGGAGGCTATAAAACT GCTTTTGGA 12 g TGTGCCAGC AGTCTGAGGCAAGACACCGAG TACTTTGGG 2.5
: : CAA €] A G SwWQlL I FG CAS SLINRIGGQD T Q Y F G
menclature is according to +/= 8 |Vy11 rercercer c!acc’rrcmcmcmcuc'rc ATCTTTGGA 22 Vps TGTGCCAGC  AGTCTGAACAGGGGGCAAGACACCCAG TACTTTGGG 2.5
(37). Canonical amino acids V.11 ErPEGNNKL TFG v CAS sLEw@aDTQ Y F G
for the response tO +/- 1 o TGTGCTGCT GAGCCTGGAGGCAATAATAAGCTG ACTTTTGGT 56 B TGTGCCAGC AGTCTGAACTGGGCCCAAGACACCCAG TACTTTGGG 2.5
C A A S GQ K L V F G C AS S t RAINS DY TFG
MCC(88-1 03) are boxed. MCC9 Vaﬂ TGTGCTGCT cmccw@m&mcm\cmcm errrereee 16 VBS TGTGCCAGC AG’I‘CNA@CMGG!AMC‘I‘CCGACTAC accrreeee 1.2
CAA @STSSGQKL vV FG C AS SLDTNYAEQ F F G
MCC11 V,, 11 TOTGCTGCT  GAGTCGACTTCAAGTGGCCAGAAGETG  GTTTTTGGC 16 Vp16 7oT6CcAGE  AGCTTAGACACTAACTATGCTGAGCAG 17CTTCGGA 2.1
MCC25 CAA FlcGSNAKL TFG CAS sSLNwW@GGEOQ Y F G
V. 11 TGTGCTGCT GAGGCGTCTGGAGGAAGCAATGCAAAGCTA ACCTTCGGG 42 VBB TGTGCCAGC  AGTCTAACCTGGGGGGGCGGAGAACAG TACTTTGGG 2.6
o G \ vV F G C AS S L REGa DT Y F G
MCC2 |V 11 T6TGCTGCT GAGGCCACTGGAGGCTATAAAGTG GTGTTTGGA 12 VBB TGTGCCAGC  AGTCTGAACAGGGGGCAAGACACCCAG TACTTTGGG 2.5
e C A ODLNSNNRI F FG C AS SRDODWGNTGAQL Y F G
MCC14 V0.10 TGTGCTTTG GACCTTAATAGCAATAACAGAATC TTCTTTGGT 31 Vﬂg TGTGCTAGC AGTAGAGATTGGGGAAACACCGGGCAGCTC TACTTTGGT 2.2
C AS SMWGAVNY AEDQ F F G
MCCé VBG TGTGCCAGE AGTATGTGGGGGGCGCTTAACTATGCTGAGCAG TPTCTTCGGA 2.1
C AS SLGTERGQDTQ YFG
MCCB VBS TGTGCCAGC AGTCTGGGGACTGGGAGGGGCCAAGACACCCAG TACTTTGGG 2.5
C A S SGDWGGPFAEQ YFG
99E29.1 Vaﬂ TgTGéméT G[EjG’IECT?C'I:CAgCA};GC%G G"{m"r:mgs 50 VB1 TGTGCCAGC AGCCAAGACTGGGGGGGCCCCTTTGCTGAGCAG  TACTTTGGG 2.1
C AL RGNMGYKL T F G VBZCAS GDAQGSAETL Y FG
99E29.2 Vu8 TGTGCTCTG AGGGGCAACATGGGCTACAAACTT ACCTTCGGG 9 B " TGTGCCAGC GGTGATGCGCAGGGGAGTGCAGAAACCCTG TATTTTGGC 2.3
NYAQGL TFG C A S GESGGLETL Y F G
99E18/5| V8 ’I‘(G:TG}STC%G A:S;Tcgccm'rmcfrmscccmccmrc ACCTTCGGT 26 VpB.Z TGTGCCAGE  GGTGAATCAGGGGGCTTAGAAACGCTG TATTTTGGC 2.3
CAA TTI[EJGGNYKP T F G- V.83 CAS 8GGQADTAQ Y F G
99EC1 Vuﬁ TGTGCTGCC  ACTACCTCAGGAGGARACTACAAACCT AcGTTTGGG 6 | B TGTGCCAGC AGTGGGGGGCAGGCAGACACCCAG TACTTTGGG 2.5
F
99EC13 Vuﬁ'tg'rclc\mér gscé}m T§M§TG%CC9G}\§GC%G G¥TT€TG(GSC 16 VB16 TgTGé\CAgc AgcGéCG(G;GAgAG\'I(CTXTGéTGEGCSG T a -rscr;ccgh 2.4
99E4C Va1 TGTGCAGCA AECAKAAITTE'I‘GECAEC’IV‘GVGC%C%C )\‘%CTETG(GSA 22 Vﬂs TGTGCCAGC  AGTCGCGGGACTGGGCGAGGCCAAGACACCCAG TACTTTGGG 2.5
\ VvV F G CAS SL W QD TAQ Y F G
Hb7 Va"‘ 'rgrc:@mé'r KET@G)@TTE‘M‘!‘;TGZ‘CC%GMG GTCTTTGGA 34 Vﬁs TGTGCCAGC AGTCTCA@C'I‘GGG[@GCMGACACCCAG TACTTTCGS 2.5
V82 CAS SGARGLGSNERTL F F G
Hb2 BE+< merccace AGCGGTGCCAGGG@:CWTCCMCGWGAWA TTTTTCGGT 1.4
W S L R QDTAQ Y F G
HB50 Vuﬁm'rc;}c\méw Qc@w@mgmgcc?clgcckc c‘éfr'x'f'rsgc 16 VB14 Tgwc/écwcc AGTCTTARCAGGGCCCAAGACACCCAG TACTTTGGT 2.5
T FG C A S SSGTGVTEAR Q FFG
HBGO VO,11 TG’I‘G@TG@T G@GCEAG@AGSAA?CT‘){C&CET ACGTTTGGG 6 Vﬁ16 TGTGCCAGC AGCTCCGGGACTGGGGTAACTGAGCAG T;CT;’GGS}\ 21
SQYRYE
HB70 Vﬁ‘ ’!‘gTG/c\chgc AGCCAATACAGGTATGAACAG TAGTTCGGT 2.6
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neopeptide in the thymus provides a new
approach for exploring the role of peptide
in the positive selection of T cells. This
strategy inverts the traditional one of start-
ing with a T cell displaying a particular
TCR and then attempting to define the
requirements for its selection; rather, it be-
gins with expression of a new peptide and
permits one to study the T cells naturally
selected on it. Our data show that the pep-
tide sequence influences the sequence of
the TCRs on selected cells, significant and
systematic variations resulting from single-
residue changes at putative TCR-contact
points. The relation between selecting pep-
tide and selected TCR shows significant,
but not complete, two-way degeneracy,
analogous to what is seen with the respons-
es of mature T cells. Taken together, these
observations support the hypothesis that
positive selection involves direct recogni-
tion of peptide features, but they do not
entirely rule out the possibility that peptide
plays primarily a structural role, its precise
sequence impinging on the process when it

leads to steric hindrance of the TCR (12).

REFERENCES AND NOTES

1. H.von Boehmer, Cell 76,219 (1994); G. J. V. Nossal,
ibid., p. 229.

2. P. G. Ashton-Rickardt, L. Van Kaer, T. N. M. Schuma-
cher, H. L. Ploegh, S. Tonegawa, ibid. 73, 1041 (1993).

3. P. G. Ashton-Rickardt et al., ibid. 76, 651 (1994).

4. K. A. Hogauist, M. A. Gavin, M. J. Bevan, J. Exp.
Med. 177, 1469 (1993).

5. K. A. Hogauist et al., Cell 76, 17 (1994).

6. S. C. Jameson, K. A, Hogquist, M. J. Bevan, Nature
369, 750 (1994).

7. K. A. Hogquist, S. C. Jameson, M. J. Bevan, Immu-
nity 3, 79 (1995).

8. E. Sebzda et al., Science 263, 1615 (1994),

9. E. Sebzda et al., J. Exp. Med. 183, 1093 (1996).

10. T.J. Pawlowski, M. D. Singleton, D. Y. Loh, R. Berg,
U. D. Staerz, Eur. J. Immunol. 26, 851 (1996).

11. H. M. Van Santen et al., J. Exp. Med. 181, 787
(1995).

12. T.N. M. Schumacher and H. L. Ploegh, Immunity 1,
721 (1994).

13. L. Ignatowicz, J. Kappler, P. Marrack, Cell 84, 521
(1996).

14. T. Miyazaki et al., ibid., p. 531.

18. W.D. Martinet al., ibid., p. 543; W.-P. Fung-Leung et
al., Science 271, 1278 (1996).

16. R. Rooke, C. Benoist, D. Mathis, in preparation.

17. R. N. Germain, Cell 76, 287 (1994).

18. S. Viville et al., ibid. 72, 635 (1993). li~/~ mice came
from a backcross of the li null mutation onto the
B10.BR background for three to five generations.
Heterozygote controls were littermates or from par-
allel crosses to B10.BR.

19. S. Sanderson, K. Frauwirth, N. Shastri, Proc. Natl.
Acad. Sci. U.S.A. 92, 7217 (1995).

20. N, Nakano, unpublished results.

21. J. Kaye, G. Kersh, |. Engel, S. M. Hedrick, Semin.
Immunol. 3, 269 (1991); J. L. Jorgensen, P. A. Reay,
E. W. Ehrich, M. M. Davis, Annu. Rev. Immunol. 10,
835 (1992).

22. L. J. Berg, B. Fazekas de St. Groth, A. M. Pullen, M.
M. Davis, Nature 340, 559 (1989); S. Oehen, L.
Feng, Y. Xia, C. D. Surh, S. M. Hedrick, J. Exp. Med.
183, 2617 (1996).

23. S. M. Hedrick et al., Science 239, 1541 (1988); M.
Cochet, Eur. J. Immunol. 22, 2639 (1992); M. G.
McHeyzer-Wiliams, M. M, Davis, Science 268, 106
(1995).

24. S. Tourne, N. Nakano, S. Viville, C. Benoist, D. Ma-
this, Eur. J. Immunol. 25, 1851 (1995),

25. J. J. Jorgensen, U. Esser, B. Fazekas de St. Groth,
P. Z. Reay, M. M. Davis, Nature 355, 224 (1992).

26. For the lymph node proliferation assays, 100 pg of
peptide was injected with complete Freund’s adjuvant
into one footpad. Ten days later, draining popliteal
lymph node cells were cultured in round-bottom 96-
well plates (3 x 10% per well) with or without peptide
for 72 hours. The cells were pulsed with 1 wCi of [2H
[thymidine for the last 18 hours of culture. Peptides
used include MCC(88-103) (ANERADLIAYLKQATK)
and its variants at position 99 or 102, Hb(67-76) (VI-
TAFNEGUIK), ACI(12-26) (LEDARRLKAIYEKKK), and
RNase(90-105) (SKYPNCAYKT TQANKH), all syn-
thesized by FMOC (fluorenyl methoxycarbonyl) chem-
istry and purified by reversed-phase high-perfor-
mance liquid chromatography.

27. H.-E. Liang, C.-C. Chen, D.-L. Chou, M.-Z. Lai, Eur.
J. Immunol, 24, 1604 (1994).

28. P. J. Fink, M. J. Blair, L. A. Matis, S. M. Hedrick, J.
Exp. Med. 172, 139 (1990).

29, S. Tourne, T. Miyazaki, C. Benoist, D. Mathis, in
preparation.

30. J.L.Casanova and J. L. Maryanski, i/mmuncl. Today
14, 391 (1993).

31. N. K. Nanda, K. K, Arzoo, H. M. Geysen, A. Sette, E. E.
Sercarz, J. Exp. Med. 182,531 (1995); B. D. Evaveld, J.
Sloan-Lancaster, K. J. Wilson, J. B. Rothbard, P. Allen,
Immunity 2,655 (1995); K. W, Wucherpfenningand J. L.
Strominger, Cell 80, 695 (1995).

32. T hybridoma cells (3 x 10%) were cultured with 3 X
10°% gpleen cells as APCs, with or without added
peptide. After 24 hours, the supematants were col-
lected and tested for interleukin-2 (IL-2) by prolifera-
tion (assayed as [3H]thymidine incorporation) of the
IL-2—dependent CTLL cell line.

33. A detailed description of the adenovirus vectors will
be published elsewhere (716). Briefly, the chimeric i
cDNA fragments were constructed by polymerase
chain reaction (PCR) mutagenesis followed by liga-
tion and insertion into the Eco RI-Bgl Il sites of pNV4.
The resulting plasmids were linearized, then trans-
fected together with the right-hand Cla | fragment of
di324 into 293 cells (which complement the E1A
deficiency; American Type Culture Collection

CRL1573). Viral plaques stemming from recombina-
tion between plasmid and truncated adenoviral se-
quences were selected, screened for the presence
of the li ¢cDNA in the correct conformation, and
plaque-purified twice. Large viral stocks were pre-
pared in liquid cultures of 293 cells, purified, and

e HNICAL COMMENTS

concentrated on CsCl gradients. Purified virus was
dialyzed against 0.5 M NaCl, 20 mM tris-HCI (pH
7.8), and samples were stored at —80°C, titered by
limiting dilution (76), and verified. Before injection,
virus was diluted three times in RPMI medium. Ten
microliters of this dilution were injected into each
thymic lobe of anesthetized mice with a Hamilton
syringe (76). The titers of all concentrated viral stocks
ranged from 0.3 X 10" to 1.0 x 102 IU/ml.

34. Draining lymph node cells from immunized mice
were restimulated in vitro with 0.3 or 1.0 uM
MCC(88-103) peptide for 2 days and expanded with
IL-2 (50 U/ml) for another day. Blasts were fused with
o~ B BW5147 cells (1/2 ratio) and hybrids selected
in hypoxanthine, aminopterin, thymidine (HAT ) me-
dium. Hybridomas were tested for reactivity to MCC
peptide presented by B10.BR splenocytes (32) and
were recloned by limiting dilution.

35. For the antagonist assays, the B cell lymphoma line
CH27 was treated with mitomycin C (25 ng/ml) for
30 min, pulsed with subsaturating doses of
MCC(88-103) peptide for 3 hours at 37°C, and
washed three times. These stimulators (3 X 10* per
well) were cultured with the T cell hybridomas or
clones (3 x 10* per well) in the presence of various
doses of putative antagonist peptides. Hybridoma
stimulation was measured as IL-2 production (32).
Direct proliferation was measured for the T cell clone
upon pulsing with 1 p.Ci of [PHjthymidine for 18 hours
after 48-hour incubation.

36. TCR sequences were determined from cytoplasmic
RNA essentially as described [S. Candeias et al.,
Proc. Natl. Acad. Sci. U.S.A. 88, 6167 (1991)].

37. B. F. Koop et al., Genomics 19, 478 (1994).

38. We thank M. Perricaudet for early help on this
project; P. Allen for peptides; P. Marchal for much of
the sequencing; M. Gilbert and C. Ebel for cells; F.
Fischer, W. Magnant, and the staff of the Centre de
Dévelopement des Techniques Avancées—-CNRS for
maintaining the mice; and P. Gerber for assistance.
Supported by institutional funds from the INSERM,
the CNRS, the Centre Hospitalier Universitaire Ré-
gional, Bristol Myers—-Squibb, and by grants to D.M.
and C.B. from the Association pour la Recherche sur
le Cancer (ARC) and the Human Frontier Science
Program. N.N. and R.R. were supported by fellow-
ships from the ARC, CNRS, and Ligue Nationale
contre le Cancer (LNCC), and the LNCC and Cana-
dian Medical Research Council, respectively.

30 September 1996; accepted 3 December 1996

Comparative Rates of Development
in Monodelphis and Didelphis

Timothy Rowe (1) presents a provocative
hypothesis on the coevolution of the mamma-
lian middle ear and neocortex, but there is a
problem with the data presented in support of
his hypothesis of a relation between brain
growth and the detachment of the ear ossicles.
Throughout the article, Rowe discusses the
“didelphid” condition. Readers unfamiliar
with the literature cited may not realize that
in order to define the didelphid condition,
Rowe combines data on Didelphis from the
literature with his data on Monodelphis with-
out acknowledging the differing rates of de-
velopment in the two taxa. The two animals,
although both didelphids, have different rates
SCIENCE
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of postnatal growth and maturation. For ex-
ample, in Monodelphis, the young first come
off the teat at day 12, in Didelphis it is not until
day 48 (2); in Monodelphis the young are
weaned at day 50, in Didelphis it is after day
100 (2); in Monodelphis the auditory ossicles
begin ossification on day 11 (3), in Didelphis it
is during week 6 (4). We do not have infor-
mation on the differences in timing of the
specific events discussed by Rowe, but most
information suggests that any given event will
occur 2 to 4 weeks later in Didelphis than in
Monodelphis.

The inappropriate combination of data
occurs at multiple points in Rowe’s report
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