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•How to optimally integrate multi-omics data?
• Integrative ML/AI
• Sample clustering
• Network fusion
• Dimensionality Reduction

•ML/AI for data integration
• Heterogenous Network inference
• Correlation/regression based

•Which specific algorithms to employ?
•Applicabilitu
•Accuracy
•Robustness
• Scalability

•How to applicability of multi-omics integration?
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Preliminary work on Juveline Idiopathic Arthritis (JIA) dataset

Multi-omics Data Integration in 
Practice

• generated various co-expression networks over the entire cell 
population by varying:
• method of gene profile construction
• similarity measures (e.g.,  pearson, mutual information, cosine)
• number of top-k edges to maintain
• varying method of identification of top-k edges

• computed  basic network analytics metrics


