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2. PDBj tools and services for analyzing, editing and registering
structural data.
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PDB;j has developed multiple services for exploring, visualizing and retrieving data from the PDB. In this
seminar, we will introduce some of the new functionality of the main PDBj website, as well as new
functionality of our WebGL based molecular viewer Molmil (https://pdbj.org/molmil2/). Besides these
data-out related services, we have also developed several tools related to our data-in activities. To
help depositors edit mmCIF formatted files, e.g. to add additional data or modify the data produced by
structure determination software such as PHENIX or CCP4, we have developed a web-based CIF editor,

which can also be used for non-mmCIF files (https://pdbj.org/cif-editor/). Finally, we will introduce our

new service for depositing raw X-Ray diffraction images, XRD-Arc (https://xrda.pdbj.org).
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