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Background and Objectives. Rearrangements of the
EVI-1 locus in chromosome band 3026 are associated
with a poor prognosis in myeloid malignancies. To aid
the diagnosis of such aberrations, and possibly disease
monitoring, we established an interphase fluorescence
in situ hybridization (FISH) assay for the affected break-
point region.

Design and Methods. Several overlapping PAC (P1-
derived artificial chromosome) clones centromeric to
the EVI-1 gene were labeled with a red fluorescent dye,
and PAC clones telomeric to EVI-1 with a green fluo-
rochrome. This dual-color probe was hybridized to cyto-
genetic preparations of cell lines and patients’ sam-
ples, which were also investigated for the presence of
3026 rearrangements by chromosome banding analy-
Sis.

Results. In nuclei without 3926 rearrangements, two
pairs of co-localized red and green signals were
observed, while separation of one red/green signal pair
or splitting of one red or one green signal was found
when 3926 aberrations were present. The threshold val-
ue for true positivity, as determined on 20 samples from
patients with myeloid malignancies without 3926
rearrangements, was 10.2% for separation of one
red/green signal pair, and 1% and 1.3% for splitting of
one red or one green signal, respectively. In 17 samples
from patients with a 3926 aberration, the percentage of
Iaberlrant cells was significantly above these threshold
evels.

Interpretation and Conclusions. We established an
interphase FISH assay that efficiently identifies chro-
mosome breakpoints affecting the EVI-1 locus in 3926,
and represents a useful complement to chromosome
banding analysis for the detection of such aberrations.
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involving band 3926 in patients with myeloid
malignancies affect the zinc finger transcription
factor oncogene EVI-1 or its surrounding sequences. In
cases with inv(3)(q21g26), the 3q26 breakpoints tend to
be located downstream, that is, centromeric, of EVI-1,
while 3926 breaks associated with the translocation
1(3;3)(g21;926) have been reported to occur mostly
upstream and telomeric of this gene. Altogether, the
3026 breakpoints in these rearrangements are scattered
over several hundred kilobases.*- The inv(3) and the
1(3;3) also share a 100kb breakpoint region in 3g21, and
effect overexpression of the EVI-1 gene, possibly due to
its juxtaposition to enhancer sequences of the Ribo-
phorinl gene in 3g21.13-° The translocations t(3;12)
(q26;p13) and t(3;21)(g26;922), on the other hand, lead
to the formation of fusion transcripts involving EVI-1,
and sometimes also the neighboring genes EAP and
MDS1. The partner genes in 12p13 and 21922 are ETV6
and AML1, respectively.10-12
The above mentioned chromosome rearrangements
may occur in almost all FAB types of acute myeloid
leukemia (AML), as well as in chronic myeloid leukemia
(CML) and myelodysplastic syndromes (MDS), and are
correlated with a particularly aggressive course of dis-
ease and unfavorable treatment outcome.!3-18 Tools to
confirm or establish their presence or absence at diag-
nosis, in particular in samples for which chromosome
banding analysis is hampered by low quality or insuffi-
cient numbers of metaphase cells, and to monitor
response to therapy or disease progression are, there-
fore, highly desirable. Interphase fluorescence in situ
hybridization (interphase FISH) assays which serve these
purposes have been established for a number of recur-
rent chromosome rearrangements, but, to the best of our
knowledge, not for 326 aberrations. We therefore chose
PAC clones centromeric and telomeric to the EVI-1 gene,
and established an interphase FISH assay that detects
3026 rearrangements by the separation of normally co-
localizing red and green signals.

Several recurrent chromosome rearrangements

Design and Methods

Patients’ samples

Peripheral blood and bone marrow samples were sub-
mitted to our laboratories for diagnostic cytogenetic
analysis. FISH assays were performed as part of these
analyses, or retrospectively on archival samples from
patients with 3q rearrangements. Threshold values for
true positivity were determined on samples from 20
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patients with myeloid malignancies without cyto-
genetically detectable 3g26 rearrangements (15
AML, 3 MDS, and 2 CML; 10 female, 10 male; medi-
an age, 60 years). All samples had been taken at the
time of initial diagnosis, and had been submitted to
the Institut fuer Medizinische Biologie in Vienna for
cytogenetic analysis between May 2001 and Febru-
ary 2002. These samples were selected to represent
various FAB types of AML, as well as CML and MDS.
Samples from 17 patients with 3926 rearrange-
ments (11 AML, one biphenotypic acute leukemia,
one MDS, 4 CML; 10 female, 7 male; median age, 50
years) had been collected and diagnosed cytoge-
netically in our laboratories between 1991 and
2002. Three patients had a t(3;21)(q26;922), 3 a
1(3;3)(g21;926), and 11 an inv(3)(q21926).

Culture of established cell lines

All cell lines were cultured at 37°C in a 5% CO:
atmosphere. JH cells carrying a t(3;3)(q21;q26), (RW
and CF, unpublished results) (a gift from Drs V. Diehl
and C. Scheid), HNT-34 cells carrying a
1(3;3)(g21;026),'° (a gift from Dr H. Hamaguchi) and
MPD cells with no 3926 rearrangement® (a gift from
Drs C. Paul and M. Baumann) were grown in RPMI
1640 medium supplemented with 10% FCS, and, for
MPD cells, 1 mM sodium pyruvate. Mutz-3 cells car-
rying an inv(3) (q21q26)#-2?(a gift from Drs H. Drexler
and R. MacLeod) were grown in MEM-o. with 20%
FCS and 36 ng/mL GM-CSF (Novartis, Basel, Switzer-
land). Media, FCS, and sodium pyruvate were pur-
chased from Gibco Life Technologies, Rockville, MD,
USA.

Cytogenetic analysis

Chromosome banding analyses were performed
on short-term cultures of bone marrow and periph-
eral blood samples. Methods of cell culture, chro-
mosome preparation, and staining by a modified
Giemsa-banding technique have been reported pre-
viously.2

Fluorescence in situ hybridization (FISH)
PAC clones representing the region surrounding
the EVI-1 gene in 3926 were selected using the
Genome Browser of the University of California at
Santa Cruz (http://genome.ucsc.edu). All clones
were from the RPCI-11 library, created by M.
Takeno and K. Osoegawa,?* and were purchased
from the Resource Centre of the German Human
Genome Project (RZPD) in Berlin. PAC clones
258G22, 73F18, 368123, and 33A1, collectively
called the centromeric PAC clones, together cover
a region of approximately 1Mb that includes EVI-
1 and the region centromeric to it. PAC clones
816J6, 362K14, 379K17, 543D10, and 469J4, col-
lectively called the telomeric PAC clones, represent
a 1Mb region telomeric to EVI-1. The two groups
of clones are separated by a gap of approximately

500kb (Figure 1A). Fluorescence in situ hybridiza-
tion on metaphase cells from a healthy individual
confirmed the localization of all PAC clones to
3026 and the absence of additional hybridization
signals, and demonstrated a signal to noise ratio
appropriate for FISH experiments.

For interphase FISH, equal amounts of restric-
tion digested PAC DNAs were mixed and labeled
with Spectrum Orange (centromeric PAC clones) or
Spectrum Green (telomeric PAC clones) by nick
translation? (all labeling reagents from Vysis,
Downers Grove, IL, USA). Then, 30 ng of each of the
centromeric and the telomeric PAC clones, blocked
with 1.2 ug human placenta DNA and 0.6 ug cot-
1 DNA and dissolved in 3 uL Hybrisol VII (Oncor,
Gaithersburg, MD, USA), were spotted on prepara-
tions of fixed, pepsin- and formaldehyde-treated,
dehydrated cell nuclei and covered with a coverslip
10mm in diameter. DNA was denatured for 10 min
at 72°C, and hybridization was carried out at 37°C
overnight. After stringent washing, chromosomal
DNA was counterstained with 4', 6'-diamidino-2-
phenylindole dihydrochloride (DAPI). Results were
analyzed on a Zeiss Axiophot microscope (Zeiss,
Jena, Germany) equipped with a dual bandpass fil-
ter. At least 200 interphase cells were scored for
each sample.

In order to account for the fact that the PAC
clones labeled with the two fluorochromes are sep-
arated by a genomic region of 0.5Mb, red and green
signals were scored as co-localizing if they were
located up to one signal diameter apart, and as
separated if their distance from each other was
more than one signal diameter.26 Threshold values
for true positivity were calculated from the aver-
age percentages, plus three times the standard
deviations, of nuclei falsely positive for each of the
three aberrant hybridization patterns in 20 samples
from patients without cytogenetically detectable
3026 rearrangements.

Results

Selection and testing of PAC clones

Figure 1A illustrates the positions of the 326
PAC clones used for interphase FISH, and Figure 1B
shows the expected and observed hybridization
patterns on cell nuclei without and with 3g26
aberrations. Hybridization of these probes to cell
nuclei without 3926 aberrations yielded two pairs
of co-localizing red and green signals. 3926
rearrangements either separated one red/green sig-
nal pair, or, if breakpoints were located further cen-
tromeric or telomeric, split one of the red or the
green signals, respectively. Threshold values for true
versus false positivity were established using sam-
ples from 20 patients with myeloid malignancies
without cytogenetically detectable 3926 rearrange-
ments, and are summarized in Table 1.
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Figure 1. The 3g26 interphase FISH assay. A) Schematic representation of the 3926 breakpoint region. cen, centromeric,
tel, telomeric. The positions of the genes EAP, MDS1, and EVI-1 are indicated; boxes represent exons and horizontal lines
introns. PAC clones are from the RPCI-11 library, and are drawn in red or green, according to the fluorescent dyes used to
label them for interphase FISH. Positional information for genes and PAC clones was derived from the Genome Browser of
University of California at Santa Cruz (http://genome.ucsc.edu), Aug. 2001 freeze. B) Expected and observed signal pat-
terns of the 3926 FISH probe. In metaphase and interphase cells without 3926 rearrangements, the red and green signals
co-localize on the two chromosomes 3. In cells with 3926 rearrangements, one red/green signal pair becomes separated,
or, if the breakpoint is located further centromeric or telomeric, one of the red or one of the green signals is split, respec-
tively. In the latter two cases, this leads to the observation of two red/green signal pairs and one additional red or green sig-

nal with diminished intensity.

The interphase FISH assay was further validated
using cell lines with 3926 rearrangements. The vast
majority of HNT-34, JH, and Mutz-3 interphase
nuclei exhibited signal patterns consistent with the
presence of a 3g26 aberration. When the t(3;3)
containing HNT-34 cells were mixed in varying pro-
portions with MPD cells, which do not contain a 3q
rearrangement, the percentage of cells with aber-
rant signal patterns correlated very well with the
relative input of HNT-34 cells (data not shown).

Analysis of patients’ samples
Bone marrow or peripheral blood samples from
17 patients with 3926 rearrangements, as deter-

Table 1. Threshold values for the three types of aberrant
hybridization patterns shown in Figure 1B.

Average + SD Threshold value
separation of one red/green signal pair 2.442.6 % 102%
splitting of one red signal 0.1+0.3 % 1%
splitting of one green signal 0.1+0.4 % 13%

The average occurrence and standard deviation (SD) of each pattern type was
determined on samples from 20 patients with various types of myeloid
malignancies without cytogenetically detectable 326 rearrangements.

Threshold values were calculated from average values plus 3 standard deviations.
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Table 2. Clinical characteristics and interphase FISH results
of patients with 3926 rearrangements.

Pat. Age/Sex Diagnosis  BM/PB chromosome aberrant % aberrant

no. 3 metaphase  interphase
cells cells
1 51/M M4 BM t(3;21) 40/40 85.9 %
2 34/M CML-AP PB t(3;21) 27130 88.8 %
3 50/M CML-BC PB 1(3;21) 8/8 95.8 %
4 54/F  preB/M1 BM t(3;3) 26/26 93.8%
5 56/F MDS BM t(3;3) 20/20 95.6 %
6 49/F CML-BC BM t(3;3) 29/29 97.6%
7 31/F MO PB inv(3) 17/17 46.5%
8 65/M M4 BM inv(3) 16/20 57.6%
9 12/M M2 BM inv(3) 20/20 79.7%
10 57/M M1 BM inv(3) 20/20 73.3%
11 69/F CML-AP BM inv(3) 20/20 56.4 %
12 73/F AML BM inv(3) 16/16 75.7%
13 49/M M4 BM inv(3) 20/20 71.9%
14 47/F M4 BM inv(3) 20/20 40.9%
15 75/F M2 BM inv(3) 20/20 43.1%
16 42/F M1 PB inv(3) 12/12 79.0%
*

17 31/F MO BM inv(3) 10/10 97.1%

Pat. no., patient number. M, male, F, female. AML, acute myeloid leukemia;
CML, chronic myeloid leukemia;MDS, myelodysplastic syndrome;

MO-M4, FAB types of AML; preB/M1, biphenotypic acute leukemia;

CML-AP, accelerated phase of CML, CML-BC, blast crisis of CML. BM, bone mar-
row; PB, peripheral blood. t(3;21) indicates the presence of a t(3;21)(q26;q22);
t(3;3) indicates the presence of a t(3;3)(g21;g26);and inv(3) the presence of an
inv(3)(q21926), which was associated with an ins(6;3) in case 17

(marked by an asterisk).

The proportion of metaphase cells carrying the respective 3q rearrangement was
determined by chromosome banding analysis. The percentage of aberrant
interphase cells observed with the 3926 FISH assay is indicated. In cases in
which two different aberrant hybridization patterns were present and exceeded
their respective threshold values, the sum of the percentages of aberrant inter-
phase nuclei is given.
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mined by chromosome banding analysis, were
investigated using the interphase FISH assay. Clin-
ical characteristics of the patients, as well as
results of classical cytogenetic and interphase FISH
analyses, are summarized in Table 2. In all cases,
the expected aberrant hybridization patterns were
detected in a large fraction of the interphase cells
(Table 2, Figure 2). A representative subset of the
samples with 3926 rearrangements was re-evalu-
ated, or rehybridized and re-evaluated, at a later
time point, blind to the results of the first analysis.
Results of these repeated analyses were compara-
ble, with differences in the numbers of nuclei
scored as aberrant being no larger than 11% (i.e.,
in the range of the threshold value for true posi-
tivity), but much lower in most cases.

Discussion

In this study, we established an interphase FISH
assay for the detection of chromosome rearrange-
ments affecting the EVI-1 locus in band 3926. The
use of a probe representing, altogether, a genom-
ic region of 2.5Mb allowed the efficient detection
of inv(3), t(3;3) and t(3;21) rearrangements, despite
the fact that the corresponding breakpoints are
distributed over comparatively large genomic dis-
tances. The assay can be used to confirm or exclude
the presence of 3926 aberrations at diagnosis. Fur-
thermore, during follow-up, it should provide a
rapid and simple quantitative measure of the pro-
portion of leukemic cells present in a sample. This
assay complements a similar test we recently
described for the 3921 breakpoint region?’ in that

Figure 2. Analysis of samples with
3026 rearrangements. Bone marrow
or peripheral blood samples from 17
patients with t(3;21), t(3;3), or
inv(3) were analyzed using inter-
phase FISH. The patients’ charac-
teristics are summarized in Table 2.
Black portions of bars, percentages
of interphase cells exhibiting sepa-
ration of one of the red/green sig-
nal pairs; diagonally striped por-
tions of bars, percentages of inter-
phase cells with splitting of one red
signal; horizontally striped portions
of bars, percentages of interphase
cells with splitting of one green sig-
nal; white portions of bars, percent-
ages of interphase cells with normal
hybridization patterns. Total bar
length may be less than 100%,
because some interphase cells
exhibited variable non-specific
hybridization patterns that did not
correspond to any of the patterns
shown in Figure 1B.
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it is able to detect not only the inv(3) and the t(3;3),
but also the t(3;21) and, most likely, the t(3;12),
both of which have 3926, but not 3921 break-
points. Furthermore, the two assays can be used to
independently confirm the involvement of the 3921
and the 3g26 breakpoint regions in cases with
inv(3) or t(3;3), which will be of particular interest
in cases with insufficient numbers or low quality of
metaphases, or with masked aberrations.2

References

1

10.

11

12.

13.

Morishita K, Parganas E, Willman C, Whittaker M, Drabkin
H, Oval J, et al. Activation of EVI1 gene expression in human
acute myelogenous leukemias by translocations spanning
300-400 kilobases on chromosome band 3g26. Proc Natl
Acad Sci USA 1992;89:3937-41.

Levy E, Parganas E, Morishita K, Fichelson S, James L, Osci-
er D, et al. DNA rearrangements proximal to the EVI1 locus
associated with the 3921g26 syndrome. Blood 1994;83:
1348-54.

Suzukawa K, Parganas E, Gajjar A, Abe T, Takahashi S, Tani
K, et al. Identification of a breakpoint cluster region 3' of the
ribophorin | gene at 3g21 associated with the transcrip-
tional activation of the EVI1 gene in acute myelogenous
leukemias with inv(3)(q21¢26). Blood 1994;84:2681-8.
Morishita K, Parganas E, Parham D, Matsugi T, Ihle J. The EVI-
1 zinc finger myeloid transforming gene is normally
expressed in the kidney and in developing oocytes. Oncogene
1990;5:1419-23.

Fichelson S, Dreyfus F, Berger R, Melle J, Bastard C, Miclea
J, et al. EVI-1 expression in leukemic patients with
rearrangements of the 3g25-928 chromosomal region.
Leukemia 1992;6:93-9.

Russell M, List A, Greenberg P, Woodward S, Glinsmann B,
Parganas E, et al. Expression of EVI1 in myelodysplastic syn-
dromes and other hematologic malignancies without 3926
translocations. Blood 1994;84:1243-8.

Pekarsky Y, Zabarovsky E, Kashuba V, Drabkin H, Sandberg A,
Morgan R, et al. Cloning of breakpoints in 3g21 associated
with hematologic malignancy. Cancer Genet Cytogen 1995;
80:1-8.

Rynditch A, Pekarsky Y, Schnittger S, Gardiner K. Leukemia
breakpoint region in 3921 is gene rich. Gene 1997;193:49-
57

Wieser R, Volz A, Schnittger S, Jaeger U, Gruener H, Meran
J, et al. Mapping of leukaemia-associated breakpoints in
chromosome band 321 using a newly established PAC con-
tig. Br J Haematol 2000;110:343-50.

Mitani K, Ogawa S, Tanaka T, Miyoshi H, Kurokawa M, Mano
H, et al. Generation of the AML1-EVI-1 fusion gene in the
1(3;21)(g26;g22) causes blastic crisis in chronic myelocytic
leukemia. EMBO J 1994;13:504-10.

Nucifora G, Begy C, Kobayashi H, Roulston D, Claxton D,
Pedersen-Bjergaard J, et al. Consistent intergenic splicing
and production of multiple transcripts between AML1 at
21922 and unrelated genes at 3926 in (3;21)(q26;q22)
translocations. Proc Natl Acad Sci USA 1994;91:4004-8.
Peeters P, Wlodarska I, Baens M, Criel A, Selleslag D, Hage-
meijer A, et al. Fusion of ETV6 to MDS1/EVI1 as a result of
(3;12)(g26;p13) in myeloproliferative disorders. Cancer Res
1997;57:564-9.

Rubin C, Larson R, Anastasi J, Winter J, Thangavelu M, Vardi-
man J, et al. t(3;21)(926;922): a recurring chromosomal

14.

15.

16.

17.

18.

19.

20.

21

22.

23.

24.

25.

26.

27.

28.

abnormality in therapy-related myelodysplastic syndrome
and acute myeloid leukemia. Blood 1990;76:2594-8.
Fonatsch C, Gudat H, Lengfelder E, Wandt H, Silling Engel-
hardt G, Ludwig W, et al. Correlation of cytogenetic findings
with clinical features in 18 patients with inv(3)(q21926) or
1(3;3)(021,;926). Leukemia 1994;8:1318-26.

Horsman D, Gascoyne R, Barnett M. Acute leukemia with
structural rearrangements of chromosome 3. Leuk Lym-
phoma 1995;16:369-77.

Secker Walker L, Mehta A, Bain B. Abnormalities of 3g21 and
3026 in myeloid malignancy: a United Kingdom Cancer
Cytogenetic Group study. Brit J Haematol 1995;91:490-501.
Raynaud S, Baens M, Grosgeorge J, Rodgers K, Reid C, Dain-
ton M, et al. Fluorescence in situ hybridization analysis of
1(3;12)(q26;p13): a recurring chromosomal abnormality
involving the TEL gene (ETV6) in myelodysplastic syndromes.
Blood 1996;88:682-9.

Reiter E, Greinix H, Rabitsch W, Keil F, Schwarzinger |, Jaeger
U, et al. Low curative potential of bone marrow transplan-
tation for highly aggressive acute myelogenous leukemia
with inversioin inv (3)(q21026) or homologous transloca-
tion t(3;3) (q21;g26). Ann Hematol 2000;79:374-7.
Hamaguchi H, Suzukawa K, Nagata K, Yamamoto K, Yagasa-
ki F, Morishita K. Establishment of a novel human myeloid
leukemia cell line (HNT-34) with t(3;3)(q21;926), t(9;22)
(034;011) and the expression of EVI-1 gene, p210 and p190
BCR/ABL chimaeric transcripts from a patient with AML after
MDS with 3921¢26 syndrome. Brit J Haematol 1997;98:399-
407.

Paul C, Aly E, Lehman J, Page S, Gomez-Cambronero J, Ack-
erman S, et al. Human cell line that differentiates to all
myeloid lineages and expresses neutrophil secondary gran-
ule genes. Exp Hematol 2000;28:1373-80.

Hu Z-B, Ma W, Zaborski M, MacLeod R, Quentmeier H,
Drexler H. Establishment and characterization of two novel
cytokine-responsive acute myeloid and monocytic leukemia
cell lines, MUTZ-2 and MUTZ-3. Leukemia 1996;10:1025-40.
MaclLeod R, Hu Z-B, Kaufman M, Drexler H. Cohabiting
t(12;22) and inv(3) primary rearrangements in an acute
myelomonocytic leukemia (FAB M4) cell line. Genes Chro-
mosomes Cancer 1996;16:144-8.

Stollmann B, Fonatsch C, Havers W. Persistent Epstein-Barr
virus infection associated with monosomy 7 or chromosome
3 abnormality in childhood myeloproliferative disorders. Br
J Haematol 1985;60:183-96.

Osoegawa K, Mammoser A, Wu C, Frengen E, Zeng C,
Catanese J, et al. A bacterial artificial chromosome library for
sequencing the complete human genome. Genome Res
2001;11:483-96.

Rigby P, Dieckmann M, Rhodes C, Berg P. Labeling deoxyri-
bonucleic acid to high specific activity in vitro by nick trans-
lation with DNA polymerase I. J Mol Biol 1977;113:237-51.
Chase A, Grand F, Zhang J, Blackett N, Goldman J, Gordon
M. Factors influencing the false positive and negative rates
of BCR-ABL fluorescence in situ hybridization. Genes Chro-
mosomes Cancer 1997;18:246-53.

Wieser R, Schreiner U, Pirc-Danoewinata H, Aytekin M,
Schmidt H, Rieder H, et al. Interphase fluorescence in situ
hybridization assay for the detection of 3921 rearrange-
ments in myeloid malignancies. Genes Chromosomes Can-
cer 2001;32:373-80.

Wieser R, Schreiner U, Wollenberg B, Neubauer A, Fonatsch
C, Rieder H. Masked inv(3)(q21926) in a patient with mini-
mally differentiated acute myeloid leukemia. Haematologi-
ca 2001;86:214-5.

Haematologica/journal of hematology vol. 88(01):January 2003 29



R. Wieser et al.

Pre-publication Report & Outcomes of
Peer Review

Contributions

RW planned, designed, and supervised the study
and interpreted the interphase FISH results. She
drafted and wrote the manuscript. US carried out,
analyzed, and interpreted the interphase FISH exper-
iments. HR, HP-D, HG, IL, and CF analyzed and inter-
preted G-band patterns. They, as well as US, critical-
ly reviewed the manuscript and agreed to its final
version. Primary responsibility for paper, all figures
and tables: RW.

Funding

Fonds zur Foerderung der wissenschaftlichen
Forschung in Oesterreich (Grant no P14101-GEN to
RW) and Hochschuljubilaeumsstiftung der Stadt,
Wien, Austria.

Disclosures

Conflict of interest: none.

Redundant publications: no substantial overlap-
ping with previous paper.

Manuscript processing

This manuscript was peer-reviewed by two exter-
nal referees and by Professor Cristina Mecucci, who
acted as an Associate Editor. The final decision to
accept this paper for publication was taken jointly by
Professor Mecucci and the Editors. Manuscript
received July 16, 2002; accepted November 12, 2002.
In the following paragraphs, professor Mecucci sum-
marizes the peer-review process and its outcomes.

What is already known on this topic

Chromosome aberrations involving 3q26 are well
documented changes in myeloid malignancies.
Among the most frequent changes, the inv(3)
(021g26) and the t(3;3)(q21;026) lead to overexpres-
sion of EVI1 gene at 3926. New transcripts derive
from translocations such as t(3;12) or t(3;21). A poor
prognostic value is associated with these entities.

What this study adds

The work describes for the first time a new
approach to detect 3g26 anomalies based on a dou-
ble color FISH in interphase nuclei.

Caveats

An important application of the described tech-
nology is its use in diagnosis and monitoring of 3q26-
associated disorders overcoming the limits of con-
ventional cytogenetics. However, large clinical stud-
ies are needed to validate the technique by compar-
ing this interphase FISH approach with karyotyping
or other molecular investigations.
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