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As the first macromolecular crystallography (MX) beamline at a fourth-generation synchrotron source, BioMAX [1] is also the first
MX beamline at the MAX IV Laboratory. The primary usage case has targeted high sample throughput and robustness, using the
performance of the MAX IV source to achieve a 20 x 5 um? beam focus with few beam shaping elements. Operation of the KB-mirror
pair used for focusing, is automated to also deliver a defocused beam size of 50 x 50 or 100 x 100 um?. Using a double crystal Si(111)
monochromator, an energy range of 5 to 25 keV is user accessible and a photon flux of 5 x 10'2 photon/s is routinely achieved at a ring
current of 250 mA and a photon energy of 13 keV.

The beamline endstation has been based around well-established components such as the MD3 diffractometer from Arinax, a Dectris
Eiger 16M photon counting detector and an IRELEC ISARA sample changer. The beamline is accommodating to a wide range of
experiment types, including: cryogenic data collection, humidity-controlled room temperature data collection, optimised SAD/MAD
capability, serial crystallography by fixed-target supports or injectors [2], helical data collection, rapid-feedback mesh scans and with
a suite of auto-processing pipelines.

Also associated with the beamline is the FragMAX fragment screening program at MAX IV [3]. Beamline control is provided through
the web-technology based MXCuBE3 [4] and with the ISPyB database [5] for LIMS functionality via the EXI user interface.
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