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Advances in experimental techniques are providing access to structures of ever more complex and larger macromolecular systems. Web-browser based visualization and analysis of macromolecular structures and associated data represents a crucial step in gaining knowledge from these data. To help streamline this process, we present a project called Mol* (/'mol-star/), a common library and a set of tools for working with macromolecular data sets. The project being developed in collaboration with PDBe, RCSB PDB and CEITEC, and builds on previous experience of the authors (LiteMol Suite and NGL Viewer) and includes modules for data storage, in-memory representation, query languages, UI state management, visualization, and tools for efficient data access. The goal of this talk is to provide an overview of the project, its state and explain some of its building blocks in more detail (e.g., the BinaryCIF format, the molecular query language, or the in-memory representation of molecular assemblies).

