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The Pe’er lab develops and applies computational tools for genomics and health analytics. Work in the lab
involved understanding hidden relatedness among individuals (1-5) and other topics in population genomics,
such as gene-gene interactions (6), imputation (7), replicability (8), pooled sequencing (9) and eQTLs (10-12).
Current projects in the lab construct and infer temporal models for biological data across domains, from human
population genetics (13) to microbiome dynamics (14) to fMRI scans (15).
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