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MASSIF-1: a beamline dedicated to the fully automatic characterization and data collection from

crystals of biological macromolecules. Journal of Synchrotron Radiation, 2015, 22, 1540-1547. 2.4 133

<i>MeshAndCollect</i>: an automated multi-crystal data-collection workflow for synchrotron
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ID30B &€* a versatile beamline for macromolecular crystallography experiments at the ESRF. Journal of
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<i>In crystallo</i>optical spectroscopy (<i>ic</[i>OS) as a complementary tool on the macromolecular
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RoboDiff: combining a sample changer and goniometer for highly automated macromolecular
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Hierarchical clustering for multiple-crystal macromolecular crystallography experiments: the
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A new MR-SAD algorithm for the automatic building of protein models from low-resolution X-ray
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Facility. European Physical Journal Plus, 2015, 130, 1.
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Gas-sensitive biological crystals processed in pressurized oxygen and krypton atmospheres:
deciphering gas channels in proteins using a novel ‘soak-and-freeze’ methodology. Journal of Applied
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Online collection and analysis of X-ray fluorescence spectra on the macromolecular crystallography
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A simple and versatile microfluidic device for efficient biomacromolecule crystallization and

structural analysis by serial crystallography. IUCr], 2019, 6, 454-464. 2.2 23
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Towards a high-throughput system for high-pressure cooling of cryoprotectant-free biological
crystals. Journal of Applied Crystallography, 2014, 47, 584-592.

An inexpensive automatically operated device for the flash annealing of crystals of macromolecules.
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