
Systems for classifying biological specimens. A number
of objects of interest are identified in a biological
specimen. A first feature of each object of interest
(e.g., nuclear area) and a second feature of each
object of interest (e.g., nuclear integrated optical
density) are measured, and a scatter plot of the first
and second features is generated. The specimen is
classified as being either normal or suspicious based
on the distribution of points within the scatter plot.


