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INTRODUCTION
Clinical models of tumor dynamics generally omit information on individual target lesions (iTLs), and use the total tumor size (TS) as a
continuous variable to model the tumor time-course. However, differences in lesion dynamics might be predictive of tumor progression. To
extract this information from clinical databases and process it, we have integrated knowledge from signal processing and machine learning into
a novel and flexible approach for the non-parametric analysis of iTLs [1, 2]. We called this new methodology ClassIfication Clustering of
Individual Lesions (CICIL). In this work, we present the CICIL tool, a Java-based cross-platform implementation of the CICIL methodology,
made available to the scientific community [2].

METHODS

RESULTS

CONCLUSIONS
• The CICIL tool constitutes a user-friendly and flexible platform enabling data mining from TS clinical study databases.

• It allows a straightforward execution of CICIL to efficiently analyze and understand large-scale datasets prior to modeling. 

• Results can guide the modeler in determining if a total TS evaluation might reasonably predict tumor lesion behavior, or 
potential differences in responses, within or across tumor classes, should be considered for a particular case study.
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Integrating existing techniques from other fields into CICIL

• The CICIL tool’s executable (JAR file) is publicly available along with a use case based on a mock dataset [2]. The tool can be executed 
on operating systems which contain a version of the Java Runtime Environment, minimum v1.7, and has been tested in Windows 7 and 8. 
System requirements and application features are described in the respective user guide embedded in the tool.
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