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X-ray crystallography has //_\\
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method for deducing
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structures, but cryo-electron
microscopy is catching up.
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X-RAY CRYSTALLOGRAPHY
X-rays scatter as they pass
through a crystallized protein;
the resulting waves interfere with
each other, creating a diffraction
pattern from which the position
of atoms is deduced.
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CRYO-ELECTRON MICROSCOPY i

VA
A beam of electron is fired at a frozen (305
protein solution. The emerging scattered e

electrons pass through a lens to create
a magnified image on the detector, from Ay
which their structure can be worked out.
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Cryo-electron microscopy

AKADEMIEN THE NOBEL PRIZE IN CHEMISTRY 2017

THE ROYAL SWEDISH ACADEMY OF SCIENCES

POPULAR SCIENCE BACKGROUND

They captured life in atomic detail

Jacques Dubochet, Joachim Frank and Richard Henderson are awarded the Nobel Prize in Chemistry
2017 for their development of an effective method for generating three-dimensional images of the
molecules of life. Using cryo-electron microscopy, researchers can now freeze biomolecules mid-
movement and portray them at atomic resolution. This technology has taken biochemistry into a new era.
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