Invasive ductal and invasive lobular carcinoma show a similar amplification profile of

chromosomal markers prognostic for breast carcinoma recurrence.
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Table 3 Recurrence Score in HR+ Lobular Cases
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differing and genetic We whether these tumors predictive of breast cancer recurrence. Subsequently, we did a valmauon study follow-up
can be distinguished by the amplification status of these 17 genomic sites. using in situ (FISH) probes
correspond to 17 potentially prognostic genomic loci. 2 These 17 genomlc
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analyzed with e-cadherin staining which resulted in 12 negative and 9 positive cases for DNA copy numbers of each genomic marker subset, resulting in distinct PI . . recurrence in both e-cadherin negative (p = 0.026)
membranous e-cadherin. scores for ER/PR+ and ER/PR- cancers.? Historically, lobular and ductal positive and e-cadherin positive groups (p = 0.0064).
carcinoma have been considered distinct entities with differing prognoses and
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Of the 301 original cases, 70 cases were diagnosed as lobular carcinoma (with
or without the presence of ductal carcinoma) and of these we identified 38 Figure 3
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Genomic Markers Prognostic for Breast Cancer analyzable FISH signals. Of the 21 lobular carcinoma cases, there were 12
Evaluated in Ductal versus Lobular Carcinoma negative and 9 positive cases for membranous e-cadherin.
260 of the original 301 cases were diagnosed as ductal carcinoma from which 44 DI SCU SSI on
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receptor positivity and analyzable FISH data were selected for this study. Only '3 P the disparate expression of e-cadherin protein has supported such a histologic distinction. Loss of the
PDCD6IP 3p23 nuclear grade 2 tumors were selected to match the corresponding nuclear grade 3 . - s e-cadherin gene from chromosome 16q, thus, lack of staining in tissue sections, is a frequent finding in
of most lobular carcinomas. ¥ P , lobular carcinoma of the breast but is not typically found in low grade ductal carcinomas, which have
IMPAL 8021.13 0 positive e-cadherin staining. Furthermore, gene expression profile studies suggest the two tumors are
AL080059 8022.1 Thus, we analyzed the amplification pattern of 17 genomic markers predictive of r different. Some studies suggest a better prognosis for patients with lobular carcinoma than similarly
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A student’s t-test was used to evaluate the mean prognostic index (Pl) between recurrence of lobular carcinoma.
RAD21 8024.11 recurrent and non-recurrent cases for all lobular tumors, first by e-cadherin “
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FANCA 16024.3 recurrent (n=10) cases with p =0.026. In the e-cadherin positive cases (n=9), the & r Initially, we compared the amplification patterns of 17 genomic markers of recurrence between ductal
: Pl was still significantly different between recurrent (n=3) and non-recurrent - o and lobular carcinoma of similar nuclear grade and no statistically significant difference was found.
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Table 2 Case A is negative for membranous e-cadherin staining and Case B is carcinoma cases.
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