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Table S1. Cell cycle distribution of A549 cells treated with QAs and controls. 

Compound G0/G1 S G2/M
DMSO 81 7 12 

250 nM QA1 11 4 85 
250 nM QA2 12 7 81 
250 nM QA3 10 6 84 

100 nM colchicine 18 5 77 
50 nM pironetin 17 7 76 

Values represent percentages (%). 

Table S2. X-ray date collection and refinement statistics. 

Data Collection a 
Wavelength, Å 1 
Space group P 21 21 21 
Resolution range, Å 47.98 – 2.495 (2.584 −2.495) 
Unite cell a, b, c (Å) α, β, γ (°) 104.907 157.474 180.678 90 90 90 
No. of observed reflections 1396075 (122343) 
No. of unique reflections 104223 (9893) 
Mean I/sigma (I) 13.94 (0.76) 
R-merge 0.2069 (3.31) 
R-meas 0.2151 (3.451) 
CC1/2 b 0.998 (0.231) 
CC * 0.999 (0.613) 
Refinement  
R-work 0.2041 (0.3525) 
R-free 0.2559 (0.3691) 
Macromolecules 16643 
Ligands 207 
Protein residues 2089 
RMS (bonds) (Å) 0.011 
RMS (angles) (°) 1.11 
Ramachandran favored (%) c 96 
Ramachandran outliers (%) c 0.048 
B-factors  
Average B-factor 72.02 
Macromolecules 72.23 
Ligands 66.22 
Solvent 55.29 

a Highest resolution shell statistics are in parentheses. b As defined by Karplus and Diederichs 
(PMID: 22628654). c As defined by MolProbity (PMID: 15215462) 
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Figure S1. Electron density map and multiple sequence alignment. (a) Electron density map 
showing fitting of QA1 in the electron density; (b) Multiple sequence alignment of mammalian 
beta-tubulin with beta-tubulin from important fungal phytopathogens. Amino acid residues 
involved in QA1 are highlighted by black stars. 
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