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Abstract
• Cryo-electron microscopy (cryo-EM) is a highlyproductive method in structural biology
• ER-C-3 operates several state-of-the-art cryomicroscopes (Talos120, Talos Arctica, Titan Krios)
• Structure elucidation by single particle analysisrequires large amounts of data for imageprocessing on HPC
• Our research is focused on CryoEMmethoddevelopment, autophagy andmembraneremodeling
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Correction of optical aberrations/ CTF (CTFFIND4)
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Particle extraction
2D classification (maximumlikelihood, Relion5)
Ab initio 3D model (Relion5)
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The orientation problem
Find Euler angles that connect 2D projections with 3Dvolumes
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