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Methods

Background and Aims

Meta-analysis combines study results to boost statistical power through appropriate data pooling. Ensuring accurate conclusions includes examining potential biases and heterogeneity. Random effects meta-regression is typically used to explore heterogeneity and understand sources of variability.

Bioinformatics and NGS advances have improved our understanding of the microbiota's role in health. However, considerable variability exists due to differences in study methodologies, such as pipelines, sequencing techniques, and sample collection.

In human microbiota studies beyond the gut, a limited number of studies n addressing the same research question and numerous differing characteristics d create a high-dimensional problem, necessitating adapted statistical analysis.

Conclusion

Method choice significantly impacts source variability identification. Lasso lacks study heterogeneity control, separate models lacks adjustment. Futur: Lasso random effects meta-regression (dependencies: glmnet and metaphor). 
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