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Future plans
The goal is to use the information gained about the 
variables through this analysis to build risk prediction
models for clinical use using supervised machine
learning methods
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Conclusion
Using an exploratory methodology 
integrating multiple analytical 
techniques, the results can be used 
optimise variable utilisation in 
cancer prediction models for people 
living with HIV (PLHIV). 
This approach can enhance the 
understanding of risk factors for 
specific cancer types in PLHIV to 
improving prediction of cancer and 
accuracy.

Background
Risk of developing certain cancers is 
higher and may appear at a younger 
age among PLHIV 
Yet there is a lack of guidelines for 
cancer screening recommendations 
specifically for PLHIV 
Unsupervised machine can enhance 
model development and provide 
deeper insight into variable 
characteristics and relationships, 
recognising  patterns which may have 
been overlooked by conventional 
statistical analysis methods 

Aims
The aim of the study is to analyse and 
compare variable associations using a 
variety of unsupervised machine 
learning elevate understanding and 
and improve the selection of variables 
in the model to enhance cancer 
prediction. 


