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CAMIS-ONCO Flow Chart:

research industry generally uses double programming to validate results. This
approach requires an identical match in results. This can be very challenging and
highly time consuming to investigate and justify any differences, particularly
when accompanying documentation doesn’t fully explain the approach used by
the software. Achieve the Same

Statistical Results in
Different Programming Oncology endpoint Algorithms and same Statistical results

Languages between different programming languages will provide flexibility
to select different languages and eliminate risk while
implementing analysis and validation. Hybrid programming

This poster will highlight the latest status of the PHUSE CAMIS project including |anguages may help draw better correlation, enhanced

our finalized white paper and growing repository, with the aim of encouraging CAMIS: Comparing Analysis Method Implementations in Software visualization of patient data, and strict validation of results.
further contributions from the wider PHUSE community.
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CAMIS-ONCO Future:

The CAMIS project aims to provide a repository of information explaining why you
may be observing differences when working in SAS and open source languages.

Innovation can be achieved in cancer endpoint analysis, through
standardization of derivations — Algorithms that can generate
same results in Open-Source languages, later evolve as Machine
learning models (ML).

This will be an update on our progress in collaboration with FDA and PHUSE 2023 - A Year of Progress for PHUSE CAMIS
community, CAMIS-ONCO subgroup started in September 2023 with focus on

Oncology endpoint analysis, validation in multi-programming world.

FDA on Oncology Clinical trial Endpoints:

Probably we can implement Al tools to efficiently achieve
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