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n/a Confirmed
The exact sample size (n) for each experimental group/condition, given as a discrete number and unit of measurement
A statement on whether measurements were taken from distinct samples or whether the same sample was measured repeatedly
The statistical test(s) used AND whether they are one- or two-sided
Only common tests should be described solely by name; describe more complex techniques in the Methods section.

A description of all covariates tested
A description of any assumptions or corrections, such as tests of normality and adjustment for multiple comparisons
A full description of the statistical parameters including central tendency (e.g. means) or other basic estimates (e.g. regression coefficient)
AND variation (e.g. standard deviation) or associated estimates of uncertainty (e.g. confidence intervals)
For null hypothesis testing, the test statistic (e.g. F, t, r) with confidence intervals, effect sizes, degrees of freedom and P value noted
Give P values as exact values whenever suitable.

For Bayesian analysis, information on the choice of priors and Markov chain Monte Carlo settings
For hierarchical and complex designs, identification of the appropriate level for tests and full reporting of outcomes
Estimates of effect sizes (e.g. Cohen's d, Pearson's r), indicating how they were calculated
Our web collection on statistics for biologists contains articles on many of the points above.

Software and code
Policy information about availability of computer code
Data collection

EPU 1.9, Softmax Pro 5.4.42.1, Bruker Xepr

Data analysis

RELION-2.1-patchb1 and v3.0, MotionCor2, GCTF-1.06, Phenix 1.13-2998 and 1.16-3549 , Coot-0.8.9.1/0.9-pre, EMRinger, MolProbity
4.4, SCIPION 1.2, AceDRG, UCSF Chimera-1.13.1, PyMol-1.8.4.0 and 2.2.3, MATLAB 2018a, NAMD-2.9/2.13, VMD, WATCLUST, Gromacs
2016.3, CHARMM c38b , TURBOMOLE v.6.6-7.3, CHARMM/TURBOMOLE python interface

For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors/reviewers.
We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Research guidelines for submitting code & software for further information.
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- Accession codes, unique identifiers, or web links for publicly available datasets
- A list of figures that have associated raw data
- A description of any restrictions on data availability
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The source data underlying Figs. 3, 4, 5 and Supplementary Figs. 3, 4, 5 are provided as a Source Data file. Data accession codes: EMD-11424, PDB ID: 6ZTQ [https://
doi.org/10.2210/pdb6ZTQ/pdb] (piericidin-bound structure), EMD-11425 (piericidin-bound map from the FIII detector), EMD-11377, PDB ID: 6ZR2 [https://
doi.org/10.2210/pdb6ZR2/pdb] (active state structure). Other data supporting the findings of this manuscript are available from the corresponding authors upon
reasonable request.
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