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TCR C8 REARRANGEMENTS AND ras MUTATIONS IN LYMPHOMAS

dATP, 0.5 ul of 40 mm dGTP, 0.5 ul of 40 mm dCTP, 0.5 ul of 40 mm
TTP, and 5 ul of a buffer containing 100 mm Tris-HCI (pH 8.3), 500
mMm KCl, 15 mm MgCl,, and water were mixed to a final volume of 50
pl. The solution was layered with mineral oil, and a DNA thermal
cycler (Perkin Elmer Cetus, Norwalk, CT) was used to subject the mixes
through 25 to 30 temperature cycles consisting of 94°C for 1.5 min,
59°C for 2.5 min, and 72°C for 2.5 min.

Slot Blots and Oligonucleotide Mismatch Hybridization. Slot blots
were performed essentially as previously described (11, 12, 16). One
fifth of each PCR reaction was slotted onto nylon filters (Biotrans) and
hybridized for at least 8 h with ?P-labeled oligomer probes in 5x
SSPE:5X Denhardt's solution-0.5% SDS at 42°C. The filters were then
washed successively for 20 min each in 6x SSC (room temperature):2X
SSPE:0.1% SDS (45°C) and in 3 M tetramethylammonium chloride:50
mMm Tris-HCl:2 mm EDTA:0.1% SDS at 59°C.

RESULTS

In order to identify the location of cells early in the develop-
ment of thymic lymphomas, we decided to use cell transplan-
tation at different times after the carcinogenic treatments, a
protocol which had been successfully used to transplant preleu-
kemic cells (7, 8, 23). At 30 and 60 days after NMU treatment,
mice were sacrificed, and thymocytes and bone marrow cells
were separately extracted and inoculated into recipient mice.

We also wanted to determine whether the ras gene was
activated and/or whether the gene encoding the C3 domain of
the TCR was rearranged at the time of cell transfer. To do this,
cells from each donor mouse were injected into approximately
10 recipient mice each, with each recipient mouse receiving
bone marrow cells or thymocytes, but not both. Southern blots
of tumor DNA samples were used to determine tumor origin.
For cell transfers from male RF/J to female RF/J mice, the
Southern blots were hybridized to a probe specific for a repeti-
tive element on the Y-chromosome, pY353/B (19). For cell
transfers from C57BL/10J to C57BL/6J mice, the DNA sam-
ples were digested with Pvull, and a viral probe hybridized to
the filters revealed a band present on samples from C57BL/
10J mice that was absent on samples from C57BL/6J mice. ras
mutations and TCR gene rearrangements were then analyzed
in the recipient mice which contained a tumor of donor origin.
Comparing the TCR gene rearrangements and ras mutations
between different tumors derived from one donor mouse (to be
referred to as tumors in the same set) allowed us to characterize
the premalignant cells which were present in the donor mice at
the time of transfer.

Examples of Southern blots of genomic tumor DNA digested
with Pvull and hybridized to a probe for the TCR 8 gene are
shown in Fig. 1. To more precisely evaluate the samples in
some cases, Southern blots using the restriction endonuclease
Hpal instead of Pvull were used. The results of TCR gene
analysis, along with other results of these experiments, are
detailed in Tables 1 and 2.

All tumors were assayed for all possible missense mutations
in exons 12, 13, and 61 of K-ras and N-ras by differential
oligonucleotide hybridization to PCR-amplified DNA. Two slot
blots, one illustrating a set of tumors clonal for a ras mutation
and another demonstrating a set that is not clonal for a ras
mutation, are shown in Fig. 2. These results are detailed in
Tables 1 and 2.

Of seven 30-day sets, 3 had more than one tumor that
developed from the same clone as determined by TCR gene
analysis and, in 2 of those sets, all of the tumors within the set
had the same ras mutation. In one set, No. 55, all of the tumors
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Fig. 1. Southern blot analysis of TCR 3 gene rearrangements in tumors. All
DNA samples were digested with Pvull. Top, middle, and bottom panels show
tumors grown in animals which received cells from Donor Animals 43, 47, and
55, respectively. DNA from normal RF brains served as controls which contained
only unrearranged germline TCR genes.

showed the same TCR gene rearrangement pattern, except that
one tumor, No. 55T3, showed an additional band on Southern
analysis (Fig. 1). Two different ras mutations were detected
among all of the tumors, both of which have previously been
detected in NMU-induced murine thymic lymphomas.

In each of ten 60-day sets, most of the tumors from any one
set showed the same TCR rearrangements as did the other
tumors in the set. Four sets did not show this, however. In two
of the sets (Nos. 44 and 45), one of the tumors showed a
completely different rearrangement pattern than did the other
tumors in the respective sets. In another 2 sets (Nos. 43 and
47), all of the tumors showed the same bands on Southern blots
hybridized to a TCR S gene probe except that one tumor in
each set either contained or lacked a band present in the other
tumors in the respective sets (Fig. 1).

ras mutations were detected in tumors in 3 of the sets, and
in each case every tumor in the set contained the same ras
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TCR C8 REARRANGEMENTS AND ras MUTATIONS IN LYMPHOMAS

Table | Summary of ras mutation and TCR gene rearrangement analysis of 30-
day transfer tumors
Transfers were made 30 days post-NMU treatments from male RF/J to female
RF/J mice.

Recipient TCR rearrange-

mouse® ments® ras mutations®
34B3 G, R1,R2

34T1 G,R3

34T2 G, R4

34T3 G, RS

34T5 G, R6

37B3 G, R1,R2 N61 (CAA—AAA)
37B4 R3,R2

38T2 G, R1

38T4 G, Rl

40T1 G, Rl

40T2 G, Rl

40T3 G,R1

41B1 G, R1,R2 K12 (GGT-GAT)
41B2 G, RI1,R2 K12 (GGT-GAT)
41B3 G, R1,R2 K12 (GGT-GAT)
41B4 G, R1,R2 K12 (GGT—-GAT)
41T1 G, RI1,R2 K12 (GGT-GAT)
41T2 G, R1,R2 K12 (GGT-GAT)
52B1 G,R1,R2,R3

52B2 G, R4, RS N61 (CAA—AAA)
52T2 G,R6 K12 (GGT-GAT)
55T1 G, R2 K12 (GGT-GAT)
55T2 G, R2 K12 (GGT-GAT)
S5T3 G, R2,R1 K12 (GGT-GAT)
55T4 G, R2 K12 (GGT-GAT)

“ Tumors are labeled by a number, followed by a letter, followed by a number.
The first number indicates the number assigned to the donor mouse. Hence, all
tumors with the same first number were injected with cells from the same donor
mouse. The letter is a “B” or a “T” and indicates that the recipient mouse received
bone marrow cells or thymocytes, respectively. The final number differentiates
recipient mice within a set. For example, the first mouse sacrificed in the set of
mice given injections with bone marrow cells from donor 5 was labeled 5B1.

% In the TCR rearrangements column, a “G” indicates the germline band was
present. Each R(number) indicates a rearranged band. If two tumors in the same
set share a particular R(number) designation, they share the same band on
Southern analysis. The rearranged band numbers of one set have no relationship
to the rearranged bands present in other sets. For example, the R1 in tumors in
Set 38 has no relationship to the R1 in the tumors in Set 40.

€ The “N™ or “K” in the last column denotes N- and K-ras mutations, respec-
tively.

mutation. This also suggests that the tumors from these sets
were derived from the same tumor. In one case, Set 47, the
mutation that was detected was an A for a G substitution in the
second base of K-ras codon 13, a mutation which had not
previously been detected in the murine thymic lymphoma
system.

DISCUSSION

Location of Potentially Malignant Cells. These results suggest
that premalignant cells can initially reside in either the thymus
or the bone marrow. In 2 donor animals (Nos. 5 and 37), only
cells from the bone marrow gave rise to tumors, suggesting that
the initial site of potentially malignant cells was the bone
marrow in these 2 animals. In 5 other animals (Nos. 6, 8, 38,
40, and 55), only thymocytes gave rise to tumors, suggesting
that the first site of cells committed to a malignant phenotype
in these animals was the thymus. In some donor animals that
were sacrificed at 30 days and others sacrificed at 60 days, both
sites contained cells which were potentially tumorigenic, imply-
ing that migration of premalignant or malignant cells occurred
prior to cell transfer. Consistent with this finding are the facts
that developing prothymocytes migrate from the bone marrow

Table 2 Summary of ras mutation and TCR gene rearrangement analysis of 60-
day transfer tumors
Sets 5 to 9 are C57BL/10J donors and C57BL/6J recipients. Sets 43 to 48
are male RF/J donors and female RF/J recipients. Columns are labeled using the
same system as in Table 1.

Recipient TCR
mouse rearrangements ras mutations
5Bl G, R1,R2
5B2 G, R1,R2
5B3 G, R1,R2
5B4 G, R1,R2
5B5 G, R1,R2
6T1 G, R1,R2
6T2 G,R1,R2
6T3 G, R1,R2
6T4 G, R1,R2
6T5 G, R1,R2
6T6 G, R1,R2
8T1 G, R1
8T2 G,R1
8T3 G,R1
8T4 G,R1
8T5 G,R1
9B1 G,R1
9T1 G, R1
9T2 G, R1
43B1 R1, R2,R3, R4 K12 (GGT-GAT)
43B2 R1, R2,R3, R4 K12 (GGT—-GAT)
43B3 R1, R2,R3, R4 K12 (GGT-GAT)
43B4 R1, R2,R3, R4 K12 (GGT—-GAT)
43T1 R3, R4 K12 (GGT—-GAT)
44B1 G,R1
44B2 G, R1
44B3 G,R1
44B5 G,R2,R3
44T2 G,R1
44T3 G,R
45B2 G, R1,R2
45T1 G,R3
45T2 G,R3
45T3 G,R3
46B2 G, Rl
46Tl G,R1
46T2 G, Rl
46T3 G, Rl
47B1 G, R1,R2 K13 (GGC—-GAC)
47B2 G, R1 K13 (GGC—-GACQ)
47B3 G, R1 K13 (GGC—-GAC)
47B4 G, Rl K13 (GGC—-GACQ)
47T1 G,R1 K13 (GGC—-GAC)
47T2 G, R1 K13 (GGC—GACQ)
47T3 G,R1 K13 (GGC—GACQ)
47T4 G,R1 K13 (GGC—GACQ)
48B1 R1 K12 (GGT—-GAT)
48T1 R1 K12 (GGT-GAT)
48T2 R1 K12 (GGT-GAT)
48T3 Rl K12 (GGT—-GAT)
48T4 R1 K12 (GGT-GAT)

to the thymus (4) and that circulation of normal T-cells in the
bone marrow has been shown to occur in some mouse strains,
including C57BL/6J mice (24). These results imply that the
target cell for NMU damage is an immature T-cell that is near
the stage in development in which it would normally migrate
from the bone marrow to the thymus. This is consistent with
other reports, which have demonstrated premalignant cells in
either location. In one report, preleukemic cells could be de-
tected in the thymus and not the bone marrow no earlier than
30 days following fractionated whole-body X-irradiation (4
times with 1.75 Gy) of female C57BL/Ka mice (7). In other
reports, preleukemic cells were shown to initially reside in the
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Fig. 2. Slot blot analysis of point mutations in ras genes. The slot blot in the
left panel was hybridized to a probe specific for a GGC—GAC mutation in Codon
13 of K-ras. The blot contained 60 samples. Slots 15B, 15C, 16A, 16B, 16C,
17A, 17B, and 17C contained samples from Tumors 47B1, 47B2, 47B3, 47B4,
47T1, 47T2, 47T3, and 47T4, respectively. All of these tumors are derived from
the same donor animal. Slot 20C contained normal RF brain DNA as a negative
control. The slot blot in the right panel was hybridized to a probe specific for a
CAA—AAA mutation in Codon 61 of N-ras. The blot contained 38 samples.
Slots 4A and 4B contained samples 37B2 and 37B3, respectively. Slot 13A
contained a positive control (a tumor known to have this mutation), and Slot 13B
contained a negative control consisting of normal RF brain DNA.

bone marrow of AKR/J mice which spontaneously develop
leukemia and in C57BL/6J mice inoculated with radiation
leukemia virus variants (8, 23).

Timing of ras Mutations. It is unknown whether activating
ras gene point mutations occur early or late in the development
of tumors induced by external agents (25). Early mutations
could occur as a direct result of the interaction of the cell with
the carcinogenic agent. Mutations which occur late would occur
long after the agent was applied. In this case the carcinogen
may have damaged the genome of a cell in some area other
than a ras gene, possibly causing the cell to be susceptible to
further genetic alterations including ras mutations (25).

The results clearly indicate that ras gene mutations occur
prior to 60 days after NMU treatment. In the 60-day sets, in
every case in which one recipient mouse’s tumor contained a
particular ras mutation, every other tumor in the set contained
the same ras mutation, indicating that the ras mutation occurred
prior to transfer.

In some donor mice, ras mutations occurred prior to 30 days
after NMU treatment. This was true of Donor Mouse 41, a
mouse which contained one clone of cells which contained the
same TCR gene rearrangement and ras mutation in the bone
marrow and thymus. A ras mutation also occurred in Donor
Mouse 55 prior to a 30-day transfer, but in this set, malignant
cells were only detected in the thymus, indicating that a ras

mutation can precede metastasis of the cells.

Though cells from some other 30-day transfer donors pro-
duced more than one tumor, no other 30-day transfer set
contained more than one tumor derived from the same clone
as determined by the tumors’ TCR gene rearrangements and
ras mutations. Hence, one cannot determine whether the ras
mutations and TCR gene rearrangements which were detected
in these sets occurred before or after the transfer of the cells.
Nevertheless, the results are consistent with early mutation of
the ras gene, as we did not detect any set in which cells from
the same original clone by TCR gene rearrangement had differ-
ent ras mutations.

Timing of TCR 8 Chain Gene Rearrangements. Data presented
in these experiments and in previous reports (3, 26) demon-
strate that some rearrangement of the gene encoding for the C8
locus of the TCR occurs prior to proliferation of the malignant
clone. This is clear from the fact that the vast majority of
thymic lymphomas show clonal TCR CB8 chain gene re-
arrangements, and this would not be evident if TCR gene
rearrangements occurred after significant proliferation took
place.

Further information about the timing of the rearrangement
of the TCR gene can be derived from the data summarized in
Tables 1 and 2 concerning the tumors derived from cells trans-
ferred 30 and 60 days after NMU treatment, respectively. TCR
gene rearrangements occur prior to 60 days after NMU treat-
ments, as shown by the fact that each 60-day transfer set
contained more than one tumor with the same TCR gene
rearrangement. Furthermore, results from three 30-day transfer
sets, Nos. 38, 41, and 55, show that TCR 8 chain gene re-
arrangements can occur prior to 30 days after NMU treatments.

While some rearrangement of the gene for the C8 domain of
the TCR always occurs prior to significant proliferation, the
results from some of these sets suggest that further TCR gene
rearrangements can occur during progression of the tumors.
Tumor 47B1 contained a band missing in the other tumors in
the set, which suggests that an additional TCR gene re-
arrangement occurred in that tumor. Similarly, all of the tumors
in Set 55 contained the same TCR gene rearrangements on
Southern blots, except that one thymocyte-derived tumor, No.
55T3, contained an additional band. Also, while both alleles of
the TCR CB gene had rearranged in each of the tumors of Set
43 (as indicated by the presence of 2 rearranged alleles and the
absence of a germ line band in these tumors) additional re-
arrangements were present in all except the one thymocyte-
derived tumor, as indicated by the presence of an additional
band on Southern analysis.

While it is possible that different tumors in Sets 43, 47, and
55 were derived from different clones, this would be unlikely.
It is unusual for NMU-induced tumors to share common bands
on Southern blots hybridized to a TCR Cg gene region probe
(3). The finding that the bone marrow tumors derived from Set
43 contained one extra rearranged band (in addition to the 2
rearranged bands present on the thymocyte-derived tumor) is
most consistent with further rearrangements of the TCR 8
gene, since an additional clone would almost certainly result in
2 additional bands (one possibly being a germ line band) on
Southern analysis. Furthermore, Southern blot analysis of tu-
mors from all 3 sets in question showed that the TCR « chain
gene rearrangements of each tumor in each set were identical
to the other tumors in the set and different from tumors from
other sets (data not shown). Also, all of the tumors in Set 43
contained a K12 (GAT) mutation, and all of the tumors in Set
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47 contained a K13 (GAC) mutation. Of 65 NMU-induced
tumors previously analyzed in our laboratory, 27 had the K12
(GAT) mutation, and none had the K13 (GAC) mutation (2,
10). We used Fischer’s exact test to compare these mutation
frequencies with mutation frequencies seen in the tumors in
Sets 43 and 47, respectively. We found that the frequencies
were significantly different [P < 0.017 for Set 43 using the K12
(GAT) mutation and P < 0.0001 for Set 47 using the K13
(GAC) mutation]. These findings support our conclusion that
each tumor from Set 43 was derived from the same clone and
that the same is true of each tumor in Set 47. Also consistent
with the hypothesis that the tumors within each set were derived
from the same clone were the facts that none of the tumors in
either of these sets contained any other mutations in Codons
12, 13, or 61 or K- or N-ras and none of the tumors in Set 55
contained any ras mutation in these codons.

These results are consistent with previous studies of gene
rearrangements in lymphomas. One report has shown that
immunoglobulin genes can rearrange in a myeloma cell line
(27), and another report demonstrated that the TCR « gene
can undergo secondary rearrangements even after it has pro-
ductively rearranged in a murine T-cell lymphoma (28). Others
have also reported observations which suggest that the TCR Cg
gene may be able to undergo secondary rearrangements during
serial passage of murine T-cell lymphoma cells (29).

Rearrangements of the TCR gene during lymphoma progres-
sion could have clinical prognostic and therapeutic implica-
tions. Attempts to use antiidiotype monoclonal antibodies
against leukemias and lymphomas have resulted in only tran-
sient decreases in circulating tumor cells (30). These failures
could be in part due to rearrangements of genes encoding for
surface receptors such as the TCR on tumor cells, resulting in
changed surface idiotypes. This could also hinder attempts to
diagnose residual disease based on the presence of a specific
idiotype or TCR gene rearrangement.

Conclusions. The work presented here is most consistent with
the following staging in the development of NMU-induced
thymic lymphomas. The initial cell which becomes committed
to malignancy can reside in either the bone marrow or thymus,
as both have been demonstrated by these experiments. This
commitment to malignancy can occur prior to 30 days post-
NMU treatments. The gene encoding for the C8 domain of the
TCR rearranges prior to significant proliferation to a clone of
cells. Both TCR gene rearrangements and ras mutations can
occur as early as 30 days after NMU treatments. While we
cannot formally exclude other possibilities, this work seems to
indicate that the TCR CgQ chain gene may undergo further
rearrangements and that these further rearrangements are re-
stricted to intrathymic cells.
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