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Supplemental Data  

 
 
Figure S1. 1H-15N HSQC NMR experiments 
AtBolA2 is alone (black) or with 1 equivalent of AtGrxS14 (A) and AtGrxS17 (B) (blue and green 
respectively) at pH 7.0 and 288K. AtGrxS14 is alone (black) or with 1 equivalent of AtBolA1 (C) and 
AtBolA2 (D) (red) at pH 7.0 and 288K. 
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Figure S2. Glutaredoxin interacting areas with transcription factors 
Multiple sequence alignment of AtGrxS14 with S. cerevisiae Grx3 and Grx4, A. thaliana GrxS15, 
S16, S17 and GrxC7 (with CCMC active site). Secondary structure annotation and numbering on top 
correspond to AtGrxS14. Conserved residues are in black box and residues potentially interacting with 
AtBolA2 (AtGrxS14), Aft1 (ScGrx3/4) and TGA (AtGrxC7) are colored in red. 
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Figure S3. 15N backbone relaxation measurements 
R1, R2, and [1H, 15N] heteronuclear NOE plotted as function of the residue number for AtBolA2. The 
[1H, 15N] heteronuclear NOE negative values observed for the 10 C-terminal residues indicate that this 
tail is totally unstructured which may have hampered crystallization. In fact, structural disorder in N- 
and C-terminal extensions can also be noticed in the NMR models of BolA1 from M. musculus and E. 
coli. 


