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Correction to: Scientific Reports https ://doi.org/10.1038/s4159 8-020-62368 -2, published online 26 March 2020

In this Article, Figure 7 is a duplication of Figure 10. The correct Figure 7 appears below.
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Figure 7.  RMSD, Rg and SASA plot for gyrA gene, C-terminal protein. For Q431E mutant, the RMSD and Rg 
were slightly higher than wild type, however SASA was less for mutant protein.
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