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Fig. 2. The integrated maps for each of the chromosomes indicating the regions of LOH/allelic imbalance. The position of markers on the central, integrated map are linked to the
CHLC genetic map (left) and the GDB comprehensive map (right).vEmngcal barscorrespond to the central column of markers and delimit the areas of LOH/allelic imbalance found
for each specific studyBoxed numberidicate the reference for each study; full details regarding these references and detailed images that include information about the nature of
the allelic imbalance are given on the web site that accompanies this feport.
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Table 2 CDRs and examples of candidate genes that map to these regions

A GENOME-WIDE MAP OF LOH IN BREAST CANCER

CDRs on 16 chromosomes (see Table 2). This is only a sample of

Twenty-six regions were identified as CDRs. The minimal cytogenetic map positionéome of the regions, to highlight the potential application of this
given in the column on the right, with a putative candidate gene that is found in that region

given in the next column.

CDR Gene(s)
1p36.1-36.2 MDG1 and BRCD2
2021.3-23.3 FAP
3pla.l FHIT
5021.1-21.3 APC
6015 MYB
6022.1-23.1 MYBandROS1
6025.2-27 hZACandESR-1
7031.1-31.31 CAV-1
8p22-21.3 N33
8024 MYC
9p21 CDKN2Aand CDKN2B
10g23.31-23.33 SNCG,andPTEN
11p15 ST5, TSG10AndHRAS
11913.1 EMSlandINT-2
11923.3 ATM
13q12.3 BRCA2
13gq14.2-14.3 RB1
14932.11-31 OGR1
16q11.2-22.1 CDH1
16922.3-24.3 CDH13
17p13.3 BCPR
17p13.1 TP53
17921.23 BRCA1
18¢g21.1-21.3 DCC
22g12.3 RRP22and NF2
22q13.1 ST13

approach. Many of the regions we selected do not contain genes
known to be involved in breast tumorigenesis, although candidate
genes can be derived for them, some of which are also shown in
Table 2. The list of candidate genes within each common region of
deletion is not intended to be exhaustive; the aim of this report was
not to highlight individual candidate genes but to bring together a
large amount of LOH and allelic imbalance data. In doing this,
those regions that may not have been identified in the individual
studies can be highlighted for further investigation. The identifi-
cation of genes within these regions may provide insights into the
pathogenesis of this complex multifactorial disease.
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