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ABSTRACT Virtually all murine plasmacytomas carry
chromosomal translocations that activate c-myc. The predom-
inant (=90%) c-myc-activating chromosomal translocation in
pristane (2,6,10,14-tetramethylpentadecane)-induced plasma-
cytomas in BALB/c mice is a reciprocal translocation t(12;15)
in which an immunoglobulin heavy-chain switch sequence is
joined to the 5’ region of c-myc. The most common switch
region involved is S,. We developed a direct PCR method to
screen for recombinations between c-myc and S,. The critical
step in establishing the method was the cloning and sequencing
of the 5’ flank of C,, a region with a reduced number of switch
repeats that is much more favorable for designing specific PCR
primers than the highly repetitive S, region. In applying this
PCR method, we detected translocation-specific junction frag-
ments in transplanted (10/16, 63%) and primary (5/15, 33%)
plasmacytomas. Moreover, the sensitivity of a nested version
of that technique allowed us to discern rare t(12;15)s in
BALB/c mice in the preneoplastic stage of plasmacytoma-
genesis (8/20 mice, 40%) as early as 30 days after adminis-
tration of pristane. We conclude that t(12;15) is the probable
primary, if not initiating, oncogenic step in plasmacytomagen-
esis,

Plasmacytomas (PCTs) induced in BALB/cAnPt mice by the
intraperitoneal (i.p.) injection of pristane (2,6,10,14-tetra-
methylpentadecane) (1) carry reciprocal chromosomal trans-
locations t(12;15), t(6;15), or t(15;16) that are associated with
the activation of the c-myc protooncogene (2). In the t(12;15)
which occurs in 90% of the tumors the near 5’ flanking region,
the first exon or part of the first intron of c-myc is disrupted
and joined head to head with genes in the immunoglobulin
heavy chain (IgH) gene complex (3-6). The most common
immunoglobulin gene breakpoint is in either the a-chain
switch (S,) region (7) or the flanking region just 5’ of exon 1
of the a-chain constant region (5'-C,).* That region (S,/5'-
C,)is involved in 80% (28/35) of all of the PCTs with t(12;15)s
that have been molecularly characterized (reviewed in ref. 8).
The goal of the present study was to take advantage of these
common breaksites in S,/5'-C, and devise a PCR method for
detecting illegitimate—i.e., nonhomologous—recombina-
tions between S,/5’-C, and c-myc. We describe here a direct
PCR technique that detects 63% (10/16) of all translocation
breakpoints in transplanted PCTs that are known to involve
the S,/5'-C, region. We have applied this methodology to
detect similar translocations in primary tumors and in the
very early preneoplastic stages of PCT development.

MATERIALS AND METHODS

Induction, Diagnosis, and Transplantation of PCTs. Pri-
mary PCTs were induced by i.p. administration of plain
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pristane (2,6,10,14-tetramethylpentadecane; Aldrich) in con-
ventionally maintained BALB/cAnPt inbred or susceptible
BALB/cAnPt.DBA/2N-Idh1-Pep3 congenic mice (M.P., un-
published data). PCTs were diagnosed and transplanted as
described (9). The mice were bred and maintained at Hazel-
ton Laboratories, Rockville, MD under National Cancer
Institute contract (NOI-CB-21075).

Preparation of DNA Templates for PCR. High molecular
weight DNA was prepared from tissues that had been snap-
frozen in liquid nitrogen or from cultured cells according to
standard phenol/chloroform extraction protocols that in-
clude digestions with proteinase K (100 ug/ml, Boehringer
Mannheim) and RNase A (40 ug/ml, Sigma). For rapid
preparation of DNA from single cell suspensions and tissues,
a lysis buffer consisting of 50 mM KCIl, 10 mM Tris-HCI (pH
8.3), 2.5 mM MgCl,, 0.5% Tween 20, and proteinase K at
50-300 ug/ml was employed. Cells or tissues were incubated
in lysis buffer at 60°C for 4-16 h and then incubated at 90°C
for 30-60 min to inactivate proteinase K. This simple in-tube
protocol usually results in the release of DNA with an
Azeo/A280 =1.4 that serves effectively as a PCR template.

PCR Primers. PCR primers were initially designed by
assessing available sequence data. Later, the primer analysis
software oLIGO 4.1 (National Biosciences, Plymouth, MN)
was employed. Altogether, 15 primers for exon 1 and intron
1 of c-myc and 23 for the S,/5'-C, region were tested. Table
1 gives the sequences for those primers found to be most
reliable throughout the study. Position numbers in the S,/
5'-C, region refer to the aligned sequence of S, (GenBank
entries MUSSREGU and MUSIGCD41) and 5'-C, (this pa-
per) with the first base in MUSSREGU being position 1.
Oligonucleotides were prepared on a DNA synthesizer (Ap-
plied Biosystems) or purchased from Bioserve (Laurel, MD).

PCR Amplification. PCR reactions were run with reagents
from Boehringer Mannheim according to their recommenda-
tions. In most cases a hot-start technique using wax pearls
(Perkin-Elmer) was employed. Amounts of 10 ng to 1 ug of
DNA were amplified in a final volume of 100 ul of PCR buffer
consisting of 10 mM Tris*HCI (pH 8.3), 50 mM KCl, 1.5 mM
MgCl,, gelatin at 0.1 mg/ml, each primer at 0.5 uM, each
dNTP at 200 uM (Boehringer Mannheim), and 2.5 units of
Taq DNA polymerase. The PCR reaction was performed in

Abbreviations: MOPC, mineral oil-induced plasmacytoma; TEPC,
tetramethylpentadecane-induced plasmacytoma; PCT(s), plasmacy-
toma(s); IgH, immunoglobulin heavy chain; IgH,, immunoglobulin
heavy chain a; S, switch region of a chain gene; C,, inmunoglobulin
a-chain constant region; 5'-C,, 5' flanking region of Cq; t(12;15)(s),
reciprocal translocation(s) involving band F1 on chromosome 12 and
band D2 on chromosome 15; t(6;15), reciprocal translocation involv-
ing band C2 on chromosome 6 and band D2 on chromosome 15;
t(15;16), reciprocal translocation involving band D2 on chromosome
15 and band B1 on chromosome 16.

*The sequence reported in this paper has been deposited in the

GenBank data base (accession no. L13590).



7362 Genetics: Janz et al.

Table 1. PCR primers
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Primer Position Sequence (5'—3’) Length, nt
mycl 532-564* TTTTATACTGCGACTCAGGATCCCTCCCCTC 31
myc2 1625-1659* CCAAGTCAACGAATCGGTCACATCCCTGTCCCAAT 35
myc3 1677-1711* AGGGATACCCGCGGATCCCAAGTAGGAATGTGAGG 35
al 2109-2133% AGCTCAGCTCAGCCTAGCCCAGCTC* 25
a2 2363-2381% TGTAGCCTAGCCAAGTTTA 19
a3 3170-3189% TCACACAAAGCAAACCAGAG 20
a4 3365-33831 GCTTCAGACCCACCACTCC 19
as 358936081 GTTTGGGCAGTGGATAGAGC 20
ab 3746-37681 CCACAAGTTCTGGCTGTATAGAC 23
al 113-1328 ATCAGGCAGCCGATTATCAC 20

*Base pair number in GenBank file MUSCMYCI1.

TBase pair number in S,./5'-C, in aligned sequence (this paper).
tPrimer has two additional perfectly complementary sites upstream in positions 1001-1025 and 922-946.
$Base pairs 113-132 in GenBank file MUSIGCD42 (complementary to a sequence 64 bp into C,).

a PTC-100 programmable thermal controller (MJ Research,
Watertown, MA) for 40 cycles at constant primer annealing
and DNA melting times but steadily increasing DNA exten-
sion times. The following conditions were chosen: (i) initial
denaturation at 95°C for 5 min; (ii) incubation for 10 cycles at
65°C for 15 sec, 72°C for 15 sec, and 95°C for 15 sec; (iii)
followed by 10 cycles each at 65°C for 30 sec, 72°C for 60 sec,
and 95°C for 90 sec extension time; (iv) final extension at 72°C
for 10 min; and (v) indefinite holding at 4°C. The annealing
temperature (7,) needed to be optimized for each primer pair
and varied between 52°C and 68°C. However, most of the
routine screening experiments were done at T, = 65°C. The
second round of PCR was performed as nested PCR on a 5-ul
aliquot of the first round PCR mixture. In most cases a primer
pair was chosen that would be complementary as far as
possible at the 5’ and 3’ ends of the first PCR product. PCR
fragments in the range of 0.5-3 kb could be amplified by
employing this protocol. PCR products from one- and two-
round PCRs were fractionated by standard electrophoresis
on 1.5-4% agarose (electrophoresis grade, BRL) gels.

Cloning and Sequencing of PCR Products. PCR products
were ligated into pCRII cloning vectors and cloned in Esch-
erichia coli (Invitrogen) without prior purification of the PCR
product in most cases. PCR fragments were purified with
Magic PCR Preps (Promega) when the initial cloning exper-
iment was unsuccessful. Plasmid DNA was prepared from
bacterial overnight cultures by using Magic Maxipreps
(Promega). Dideoxy-termination DNA sequencing was per-
formed on double-stranded DNA by using the Sequenase kit
(United States Biochemical) according to the instructions of
the supplier.

Cloning and Sequencing of the 5'-C,. A rearranged 5.4-kb
IgA fragment from the Abelson virus-induced PCT ABPC 60,
pAB2.1, was cloned from a bacteriophage genomic library.
Restriction mapping and partial sequence analysis of pAB2.1
showed that one end of the insert contained germ-line IgA
sequences including the 5' flank of C,, whereas the other end
of the clone mapped within the chromosome 15 c-myc/Pvt-1
amplicon (J.S., unpublished data). Clone pAB2.1 was chosen
to sequence the 5’'-C, region, using the Sequenase method as
described above.

RESULTS

PCR Amplification of c-myc/IgH, Junctions. In preliminary
studies we found that the highly repetitive tandem pentameric
sequence of S, (CTGRG) is a major obstacle for specific
primer annealing and extension in that region. The S, se-
quence as originally determined (10) has been recently ex-
tended (11). However, the nucleotide sequence bridging S,
and C,—i.e., 5'-C,—which we report here (Fig. 1), had not
been previously determined. This region contains far fewer

repetitive switch pentamers than S, (see Fig. 3C) and there-
fore provides primer sites that are more suitable for initiating
PCR-driven DNA synthesis through the translocation break-
points into c-myc. To establish the PCR technique a panel of
16 transplanted PCTs with molecularly verified breakpoints
associated with the S, region were selected (8). When the
primers shown in Table 1 were used, c-myc/IgH, junction
fragments were amplified in 10 of 16 (62%) transplanted
tumors (Table 2), and the products were characterized by
DNA sequencing (Table 3). Amplified products were not
detected in 6 of 16 PCTs; MOPC 41, MOPC 46B, TEPC 15,
TEPC 609, SAM 368, and BAL 17. The reasons for that are
presently unclear. The PCR-generated junction fragments of
five PCTs were compared with those previously described by
cloning and sequencing of recombination joints. For the
remaining five junction fragments generated by PCR previous
sequence data were not available. PCR analysis confirmed
the previously determined translocation breaksites for
MOPC 167 (12, 13), TEPC 1165 (14), and HOPC 1 (6). Based
on the better definition of the S,/5’-C, region, the PCR
breaksites for MOPC 315 (13) and XRPC 24 (15) in c-myc
were located 6 and 4 bp 5’ of the sites previously described,
respectively.

We extended this analysis to 15 primary PCTs and found
five tumors (33%) that yielded junction fragments; the se-
quences of these five are given in Table 3. The t(12;15) of one
tumor (Co.1) was confirmed cytogenetically (F. Wiener,
unpublished result). The result of studies on primary and
transplanted PCTs indicated that PCR analysis could be
effective in determining when the t(12;15)s take place in

10 20 30 40 50 60

0001 AGCTAROCTA AGATGGACTT AGTTGAGGTG AAGTGAGAAC  TAGGCTGGAA
0061 GAACTOOGCT GAAATGROCT  GAGCTAGECT

0121 AGECIGAGTT AGICRAGRTT AGGCTAGATT AGTLTRAGCT AGGLIGAGTT
0181 AGALTGAGTT AGICTGGGCT AGGCTGAGTT

0241 GGACCAMTT AQCTGGATG GGCTAMCTG  AGCTGAACTA  GGATARGATG  GGATGCGATG
0301 GGATAGGATG GGATGAACTG  ACTARGCTCG CTGAGCTGGT
0361 CTAGATGGTC TAGTTGGGCT GGOCAGGATA GTCAGGAACT  AGGCTGGAAT  TAGGOGAAAC
0421 TTGGCTTGGC TGGTTACAAT GAGCTAACAT AAATTCAGCT QGCTGAACCA  AACTTGACAG
0481 TGAGCTAGCC TGGGGIGAAT TAGCATGACT GGACTTATIC ACAGTTCTAG
0541 GCTGGATTGT TAAACTCACT GCIGAGGTAA

0601 ACTCTTGTIT TATGGTOCAG ATTGTGGCCT CTGGTTTGCT  TTGTGTGAAT
0661 AACCTAGTAT CCTATTCTCA CAOOOCCTCC TCCTTCCCTG  ATTATCTGGT — GGAAATTCAC
0721 ATGTACCTGT AAATGGTGOC TTCATGGCAC
0781 TOGTCTITAG GTOCACTGCT
0841 GOCAGAACAA  GGOCAGTGTA
0901 CAACCOOCTG  OOCCTGOCAG
0961 CGTGCTAGCT GATCTTCAGT CTCAGGTTAG OCAOCOCCTGC CCAGACOCAC  CAGTTCTGGT
1021 CCTCCTAACC  CTGOGACTGA AGTARERCTT
1081 AGAAATCTGG AGOGCTAGAC TGCTCAGGAG
1141 GCAAAGDOCT GCTAGAGTCA  TTGGCTAGAT
1201 CAAAGTCTAT ACAGOCAGAA  CTGTTGGTCA
1261 TATGTGATAC TGGGCTAGGT TCTCCTGTAT AAAGAAGAGA AAGGCATGGT  CCTTTTTCCT
1321 GAMTTGTCT OFGATARC AGTGTGAAGA CTACTATCTC ATGCATGTTT  TATGTTCCA

FiG. 1. DNA sequence of 5'-C,. The consensus S, pentamers
CTGAG and CTGGG are underlined. A noteworthy region that
consists of the sixfold uninterrupted repeat of the 20-bp sequence
CTGGG CTAGG CTRRR TTAGT (nt 114-234) and also contains
typical S, repeats is given in italics.
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Table 2. Summary of PCR results

c-myc/IgH,
PCR junction
No. fm&“‘."“‘s Days
of M_ after
Tissue tested mice No. % pristane

Transplanted PCTs* 16 10 62 NA
Primary PCTst 13 4 31 110
Primary PCTst 2 1 185
Oil granulomas$ 4 1 110
Oil granulomas’ 20 8 40 30

*c-myc-IgH o-positive transplanted PCTs in BALB/cAnPt mice; NA,
not applicable.

TPrimary PCTs in C.D2-Idh-Pep3 mice.

Primary PCTs in BALB/cAnPt mice.

80il granulomas from tumor-free C.D2-Idh-Pep3 mice.

10il granulomas from tumor-free BALB/cAnPt mice.

plasmacytomagenesis. Therefore, nested PCR was applied to
detect t(12;15)s in the very tissue where PCTs develop, the
peritoneal oil granuloma. The intestinal mesenteric tissue of
four mice 110 days after the injection of pristane was cut into
five to seven sectors and then used for PCR amplification and
histological examination. Three to seven plasmacytic foci per
mouse were found. One mouse yielded a junction fragment
(Table 2) indicating that the plasma cells in foci could have
t(12;15)s. These observations were then extended to the very
early oil granuloma tissue at day 30 after pristane in 20
BALB/c mice. Surprisingly, 8 mice yielded c-myc/IgH,
junction fragments (Table 2); in 6 of 8 mice the recombination
joint was found in only one mesenteric sector and in 2 of 8
mice, in two sectors. Thus the majority of the sectors
investigated remained negative. These results were con-
firmed by repeat experiments in which the pattern of posi-
tives and negatives was reproduced. The results of all PCR
analyses are summarized in Table 2.

Mapping of Chromosomal Breakpoints and Structure of
c-myc/IgH, Junctions. Several c-myc/IgH, junction frag-
ments from each tumor were cloned, and at least one frag-
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ment per tumor was completely sequenced. The sequences
adjoining the junction sites and the exact positions of the
breakpoints with respect to the c-myc and IgH, germ line are
summarized in Table 3. Chromosomal breakpoints in c-myc
(Fig. 2B) and IgH,, (Fig. 3B) were mapped on the basis of the
sequence data. The figures show that translocation break-
points are distributed evenly along 3 kbp of IgH,, whereas
most of the breakpoints in c-myc are clustered in a 600-bp
region between the end of exon 1 and the midpoint of intron
1. That region in c-myc could consequently be defined as a
major breakpoint cluster. Rare tumors—e.g., TEPC
1165—do not break within that cluster but map in a region
that is found about 500 bp 5’ of c-myc (17). Some general
observations with respect to the chromosomal breakpoints
were made (Table 3): First, most of the breaksites are clean
double-strand breaks. Two tumors, TEPC 1017 and 4132,
show a single nucleotide insertion exactly at the breakpoint;
one tumor, 4124, has a three-nucleotide insertion. Second,
the adjoining sequences are not homologous at all. Third,
several base substitutions, single-base-pair insertions, or
deletions were noted in the vicinity of the breakpoints.
Fourth, S, pentamers (CTGAG, CTGGG) and/or S, pen-
tamers (CTGAG, GGGGT) were found in 13 out of 17 tumors
in c-myc within 50 bp of the breakpoint.

DISCUSSION

Detection of c-myc/IgH, Recombinations by PCR. The PCR
method described in this paper has the potential to detect all
translocation breakpoints in c-myc that occur in the region of
the gene indicated in Fig. 2A as the 5’ and 3’ limit of
breaksites. In contrast, the method is limited to segments of
the IgH locus in several ways: (i) Only breaksites in IgH, can
be identified, although other regions of the IgH gene cluster,
most notably S, S,2,, and S,2, are known to be utilized in
some PCTs (Fig. 3A). (ii) Within the entire IgH,, locus only
breakpoints in S,/5'-C, can be detected. This restriction
potentially misses other sites in IgH,, such as in C, and 5’ of
S.. (iii) The repetitive sequence of the S,/5'-C, region (Fig.
3C) limits the design of specific oligonucleotides to the 5'-C,

Table 3. Sequences adjoining chromosomal breakpoints on chromosome 12+

Breaksite position* PCR primerst

Tumor Sa/5'-Cq Tx c-myc Sa/5'-Ca c-myc c-myc IgHq
MOPC 167% atcccaActtagttt - gggTcaaaccgggag 2252 1284 3 1
MOPC 173 ctcagctcagectag$ - cctgtgTttttgaca 930 1074 2,3 1,4
MOPC 315% cccagcctattctag - tttgaagcggggttc 1044 1191 3 1,5
MOPC 511% cagccttgttcagec’ - ctacattaattgata 2415 1258 3 3,4,5,7
TEPC 601% agcctaacccaA-tc - tectttgggegttgg 1568 967 2 2,4,7
TEPC 1017¢ cttaTcaagcagtgg T ttctgacttaccagt 3334 1393 2,3 4,57
TEPC 1165% gtcaactgagtccag’ - ctgggctgcggggct 2868 230 1 3,4,5,7
XRPC 24% gcttcagacccaccal - cagctctcctgaaaa 3369 922 2,3 56,7
HOPC 1# accagcccageccag! - ctgtgttctttctge 1711 1016 2,3 1,3
HOPC 8 actgagctgagctca¥l - gggctgacgCtgace 674 1219 2,3 3,4,7
41221 cccagcccagectat - cagctctcctgaaaa 1706 922 3 4
4124/ tccattgtagcctag AGC ccgecaatceccgge 2372 1476 2 3
4128l aaggaggaggggstg’ - tgtcaagatgacaga 3222 1147 2,3 4,7
4132l cagccageccttcca C ctctgagagggcatt 2294 1408 3 3
Co.1ll ggaacataaaacatg - aggctggatttcctt 3905 957 3 7

Tx indicates translocation breakpoint; junction fragments have been generated by any combination of primers indicated in the last two
columns. Sequences are given 5'—3’. Note that because of the head-to-head character of t(12;15) S,/5'-C, sequences are reversed with respect
to transcriptional orientation. Lowercase letters denote germ-line sequences, uppercase letters specify base substitutions or insertions, and a

hyphen indicates a deletion.

*Lists positions of breaksites in S,/5’-C, and in ¢c-myc (GenBank entry MUSCMYC1).
tFor PCR primers used for c-myc see Table 1 and Fig. 2A; for PCR primers used for S,/5'-C, see Table 1 and Fig. 3B.

Transplanted PCT.

§Three breaksites are possible, and the most 5’ one with respect to c-myc is given.
¥Two breaksites are possible and the most 5’ one with respect to c-myc is given.

I'Primary PCT.
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region, whereas all S, primers tested represent consensus
sequences. However, using consensus primers in a highly
repetitive S, region invites mispriming and PCR artefacts.
We were able to design only a single primer (al; Table 1) for
the 3-kbp S, region (combined GenBank entries MUSS-
REGU and MUSIGCDA41) that worked reliably. It is note-
worthy, though, that so far direct PCR in immunoglobulin S
regions has been restricted to the use of primers that are
complementary to the nonrepetitive flanking regions (18-20).
Our data, however, show that primer complementary to
sequences within an S region can on some occasions be
employed.

Isotype Switching and t(12;15). It is not known whether
t(12;15)s are mediated by aberrant switch recombinase ac-
tivities. However, the distribution of chromosomal break-
points along S,/5'-C,, either within or downstream of phys-
iologic switch recombination sites, suggests a mechanism of
recombination that involves switch recombinase-mediated
cuts within the S, acceptor site region followed by deletions
that move the breaksites further toward C, (Fig. 3B). The
hypothesis that switch recombinase is involved in t(12;15) is
supported by the following facts: First, switching is not
confined to the functional chromosome but occurs on both
chromosomes, often at the same IgH region (21, 22). Thus
switching to IgH, on the productive allele may occur in
parallel to switching to IgH, on the nonproductive allele. It
is feasible that during this process the latter allele is rendered
accessible to recombination with c-myc. Second, the ability
for such illegitimate recombination to occur may somehow be
related to the imprecision of the switching process, which is
known to be particularly variable for the nonproductive IgH
gene locus (23). Third, c-myc contains numerous S, (and S,)
pentamers in its 5’ region (Fig. 2C) that had been noticed
previously (6, 24). It is conceivable that these repetitive

gene. The three exons of the gene are
A illustrated by rectangular boxes with
hatched regions and filled regions repre-
senting coding and noncoding sequences,
respectively. The two main promoters of
the gene, P1 and P2, are found in the first
exon. The c-myc gene codes for two
distinct proteins whose initiation codons
CUG and AUG are given. Translocation
breakpoints occur in a region whose 5’
and 3’ limits are indicated. Complemen-
tary sites for primers mycl-3 are also
B illustrated (see Table 1). (B) Map of chro-
mosomal breakpoints of t(12;15)s in
c-myc. (C) Frequency distribution of the
S. pentamers CTGAG and CTGGG and
the recombinogenic pentamers CGCGG
and CCGCC in the 5’ region of c-myc.

pentamers somehow facilitate recombination with S regions
as suspected early on (24). However, the excess of S,
pentamers in the region of c-myc that is indicated in Fig. 2C
is modest; i.e., the motifs GGGGT, CTGGG, and CTGAG
occur 3—4 times more frequently than expected, and so far we
have no proof for their involvement. Short direct repeats
distinct from S, pentamers may also increase the likelihood
for c-myc/IgH, rearrangements. In this respect, the excess of
short recombinogenic motifs in the 5’ region of c-myc such as
the tetrameric sequences GAGG (13, 25), CCCT (26), CGGC
(27), and the pentameric GC stretches CGCGG/CCGCC
(refs. 28 and 29; Fig. 2C) is suggestive. Furthermore, the
occurrence of y-like sequences (CCWCCWGC) in c-myc
which have been causally related to chromosomal translo-
cations involving the protooncogene bcl-2 (30) is also noted,
but its significance remains unclear.

Time and Origin of t(12;15). Preneoplastic proliferative foci
of plasma cells have been identified morphologically in oil
granulomatous tissues, but most of these occur beyond day
75 after injection of pristane. The surprising finding in this
study was the presence of t(12;15)-specific PCR junction
fragments in some sectors of the mesenteric oil granulomas
of BALB/c mice 30 days after pristane. This provides
compelling evidence that c-myc activating chromosomal
translocations are a very early if not initiating step in plasma
cell tumor formation. The restricted location of these cells to
discrete sectors of the mesentery suggests that focal expan-
sion of t(12;15)-positive cells, rather than diffuse infiltration,
occurs at early stages of plasmacytomagenesis. The remark-
ably large number of recombinations at 30 days (8/20 mice,
40%) suggests, however, that many of these translocated
cells do not successfully evolve into PCTs and that chromo-
somal translocations are not the limiting step in BALB/c
plasmacytomagenesis. Subsequent events appear to be es-



Genetics: Janz et al.

Breakpoints in

Proc. Natl. Acad. Sci. USA 90 (1993) 7365

F1G. 3. (A) Molecular schema of the

plasmacytomas ece ° ece organization of the murine IgH gene locus.
The Vy (variable region) genes, Dy (diver-
Vi by Iy G G Cy3 Cy1 Cyb  Cr2a Ce Ca slilty regio;ll), aqd Ju (jo:inill:g rggion) genes,
- = -~ % - p the switch regions, and the Cy genes are
EEE I |[OcHNE CHll A represented by shaded boxes, vertical
not to scale = \ lines, circles, and filled boxes, respec-
o tively. The 5’ immunoglobulin enhancer is
_-" \ depicted by an open diamond. Dots above
_ - \ Cy genes represent individual murine plas-
; - \ macytomas with molecularly character-
tor sit v g
Seatcepton sites L - \ ized t(12;15)s that utilize the indicated
W WwW Vv ¥ 1 3 S \ switch region for juxtaposition to c-myc.
- S‘a \ (B) Diagram of the murine IgH, locus—
S = o . Ca consisting of S,, 5'-C,, and C,—and map-
. bl \ ay a
continues MUSSREGU ] MUSIGCD41 . SCu _ Exon1 Exon2  Exon3 ping of chromosomal breakpoints in that
B N NNNNANNANNNNY RN B T region. The extended S, region represents
500 bp AL AA A AA A the aligned GenBank entries MUSSREGU
: :ﬁ o KT " o = = and MUSIGCDA41. The fact that S, contin-
Q =& eNg  Paxd - T5X 8 ues further upstream (11) is illustrated.
g g8 gve g3 g g o8 Complementary sites for primers al-7 are
== F = = = > also given (see Table 1). The distribution of
translocation breaksites ( 1) of t(12;15)s is
CTGGG compared with that of physiologic switch
5 recombination (S, acceptor) sites (| ) to Cq
§ m w which are indicated on the basis of pub-
g o A5e er— Wl lished data (11). The compilation of all pub-
5 lished S, acceptor sites indicates, however,
8 CTGAG c that S, recombination sites also occur 3’ of
E g the box indicated (16), but not in 5'-C,. (C)
= N Frequency distribution of the S, pentamers
0 = EEENEN CTGAG and CTGGG along IgH,. Shading
00 bp, of bars matches that in map B.
sential for the development of a neoplastic state. The results 13. :l;ic‘:)cosliz.7 Sé 3%, Caimi, P. G. & Cole, M. D. (1984) Nature (London)
presentefl he:re add to the list of PCR-de.t ectable p r?toonco_ 14. Bal;er, S, Pi;:chaczyk, M., Nordan, R. P., Owens, J. D., Nepveu,
gene-activating events that occur early in neoplastic devel- A., Marcu, K. B. & Mushinski, J. F. (1989) Oncogene 4, 615-623.
opment of other hematological malignancies—e.g., chromo- 15. I(\)droav, B., Horowitz, M., Cohen, J. B., Rechavi, G., Eliyahu, E.,
: . H BN en, M. & Givol, D. (1986) Gene 48, 297-300.
somal translocations (14;18) that activate bcl-2 in humans 16. Dunnick, W., Hertz, G. Z., Scappino, L. & Gritzmacher, C. (1993)
(31) and insertional mutagenesis in c-myb in mice (32). Nucleic Acids Res. 21, 365-372.
17. Cory, S. (1986) Adv. Cancer Res. 47, 189-211.

We thank Dr. J. F. Mushinski for providing DNA samples from 18. Shapira, S. K., Jabara, H. H., Thienes, C. P., Ahern, D. J., Ver-
various murine PCTs and many helpful discussions throughout the ‘Zleg" 1838 %‘;‘;“‘7:51; J. & Geha, R. 8. (1991) Proc. Natl. Acad. Sci.
Sll'ldy. We are gndebted to Dr. S. Rydlkoﬂ' and Ms.. M Heller for 19. Shapira,’ S.K.. Ve}celli, D., Jabara, H. H., Fu, S. M. & Geha,
primer synthesis, and to Dr. F. Wiener for permission to quote R. S. (1992) J. Exp. Med. 175, 289-292.
unpublished results. We thank Drs. Wesley Dunnick, Edward Kuff, 20. Mills, F. C., Thyphronitis, G., Finkelman, F. D. & Max, E. E.
and Ed Max for reading the manuscript and making valuable sug- (1992) J. Immunol. 149, 1075-1085.
gestions. 21. Radbruch, A., Miiller, W. & Rajewsky, K. (1986) Proc. Natl. Acad.

Sci. USA 83, 3954-3957. .
1. Anderson, P. N. & Potter, M. (1969) Nature (London) 222,994-995. % Fommel M., Berry, J. K. & Dunnick, W. (1987) J. Immunol. 138,
2. Shen-Ong, G. L., Keath, E. J., Piccoli, S.P. & Cole, M. D. (1982) 23. Webb, C. .F., Cooper, M. D., Burroughs, P.D. & Grifﬁn, 1. A.
Cell 31, 443-452. (1985) Proc. Natl. Acad. Sci. USA 82, 5495-5499.
3. Harris, L. J., Lang, R. B. & Marcu, K. B. (1982) Proc. Natl. Acad. 24. Dunnick, W., Shell, B. E. & Dery, C. (1983) Proc. Natl. Acad. Sci.
Sci. USA 79, 4175-4179. USA 80, 7269-7273.
4. Bernard, O., Cory, S., Gerondakis, S., Webb, E. & Adams, J. M. 25. Nalbantoglu, J., Miles, C. & Meuth, M. (1988) J. Mol. Biol. 200,
(1983) EMBO J. 2, 2375-2383. 449-459.
S. Stanton, L. W., Watt, R. & Marcu, K. B. (1983) Nature (London) 26. Hirst, M. C. & Porteous, D. J. (1991) Oncogene 6, 153-157.
303, 401-406. 27. Bodrug, S. E., Ray, P. N., Gonzalez, I. L:, Schmickel, R. D.,
6. Gerondakis, S., Cory, S. & Adams, J. M. (1984) Cell 36, 973-982. Sylvester, JLE. & Whorton, R.G. (1987) Science 237, 1620-1624.
7. Cory, S., Gerondakis, S. & Adams, J. M. (1983) EMBO J. 2 28. Khodarev, N. N., Morozov, A. 1., Sokolova, I. A., Aleksandrova,
: 697r_y7,03 ” T T - S. S. & Votrin, L. 1. (1988) Mol. Gen. Mikrobiol. Vf‘rusol. 25,26-32.
8. Potter, M. & Wicner, F. (1992) Carcinogenesis 13, 1681-1697. 2. Clark-Walker, G. D. (1989) Proc. Natl. Acad. Sci. USA 86, 8841-
9. Potter, M. & Wax, J. S. (1983) J. Natl. Cancer Inst. 71, 391-395. 30. W a'tt R. T., Rudders, R. A., Zelenetz, A., Delellis, R. A. &
10. Davis, M. M., Kim, S. K. & Hood, L. E. (1980) Science 209, Kr)(,)ntin's, T. G. (1992) } Exp. Med. 175, 1575-1588.
1360-1365. . . . 31. Limpens, J., de Jong, D., van Krieken, J. H., Price, C. G., Young,
11. Iwasato, T., Arakawa, H., Shimizu, A., Honjo, T. & Yamagishi, H. B. D., van Ommen, G.J. & Kluin, P. M. (1991) Oncogene 6,
(1992) J. Exp. Med. 175, 1539-1546. 2271-2276. )
12. Calame, K., Kim, S., Lalley, P., Hill, R., Davis, M. & Hood, L. 32. Nason-Burchenal, K. & Wolff, L. (1993) Proc. Natl. Acad. Sci.

(1982) Proc. Natl. Acad. Sci. USA 79, 6994—6998.

USA 90, 1619-1623.



