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Recent technical advances in electron microscope design, automated 
cryogenic sample handling, direct electron detection, phase plate optics, 
and data processing software have ushered in an exciting new era in 
electron microscopic studies of biological systems. Under favorable 
circumstances, single-particle methods are yielding near atomic resolution 
(~2Å) structures of large macromolecular assemblies. Equally exciting are 
the insights coming from cryo-electron tomography using sub-tomogram 
averaging and micro-electron diffraction. The impact of these related 
methodologies and structures therefrom will be discussed from the 
perspective of the RCSB Protein Data Bank (RCSB PDB; rcsb.org).  
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