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Figure S2. AdeB Processing Workflow. (A) Processing of 5,665 micrographs to get initial pool
of 982,491 particles. (B) 3D classification results. (C) Two 3D classes gave rise to consensus
refinement with 682,177 total particles. (D) Focused classification of only the periplasmic domains
using 3D variability analysis (3DVA) gave rise to two different populations, the apo form
(protomers closed) and the bound form (one or two protomers open). (E) Further classification
and cleaning by 3DVA gave rise to six total structures (3 apo and 3 bound) with marked
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differences. (F) Final density modified maps and resolutions.
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