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ABSTRACT

Software strictly dedicated to DNA tumour measurement was previously developed,
providing an automatic sorting of cellular elements based on a multiparametric analysis.
Prospective research now focuses on the simplification of the sorting procedure. Mathematical
morphology was used for pre-elimination of debris and aggregates. The results were compared
to those obtained with multiparametric analysis. It is concluded that mathematical morphology
is a promising tool.
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INTRODUCTION

Flow cytometry has been widely used to evaluate DNA content of archival tumours.
Though this technique allows the measurement of large populations of nuclei in a short amount
of time, it is a well-known "blind" technique which is unable to eliminate, in a simple and
reliable way, unwanted cell categories such as inflammatory and stromal elements as well as
debris generated by dewaxing. Image analysis, an alternative tool for DNA quantification,
allows sorting of unwanted elements under visual control, but is reputed to be time consuming
and unable to give statistically valuable results in an acceptable delay in clinical oncology (Lee
et al., 1994). Since the last "consensus review of the clinical utility of DNA cytometry of the
breast" recommended the elaboration offiilly automatic image cytometers (Hedley et al., 1993),
software strictly dedicated to this task was developed in Caen. It offers automatic sorting of
cellular elements based on a multiparametric analysis (MA) by reference to a specific
knowledge base (Masson et al., 1994). Technical research now focuses on the simplification of
the sorting procedure in order to save further time and compete with flow cytometry. For this
task, specific programs for pre-elimination of debris and aggregates based on mathematical
















