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The signal that we care about is attributed to elastic
scattering of electrons

The electron accumulates information as it passes through
a specimen

The image wave function, and thus the image intensity,
suffers from imperfections in the microscope optics
Intermediate summary: the image intensity is linear in

the projected Coulomb potential of the object
Structure-factor phases, as well as amplitudes, are retained
in the computed Fourier transforms of image intensities
The projection theorem: the Fourier transform of an
image corresponds to a 2D ‘central’ section within the

3D Fourier transform of the object

The 3D object can be reconstructed from multiple
projections
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averaging and single-particle cryo-EM
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