Supp. Table 1: The accession numbers of the KatG proteins used in the multiple sequence analysis

Mycobacterium UniProtKB
M. tuberculosis POWIES

M. avium paratuberculosis (K10) Q73ZD5

M. marinum B2HE73

M. smegmatis AOQXX7

M. haemophilum AOAO0I9UM98

Supp. Table 2: Percent Identity Matrix - created by Clustal2.1

M.tubeculosis M.haemophilum M.smegmatis MAP M. marinum
M.tubeculosis 100 86.47 66.26 68.56 68.7
M.haemophilum 86.47 100 65.49 67.93 68.2
M.smegmatis 66.26 65.49 100 84.22 81.29
M. avium paratuberculosis (K10) 68.56 67.93 84.22 100 85.73

M. marinum 68.7 68.2 81.29 85.73 100
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Supplementary Table 3: Comparison of identity between 23 different mycobacteria (and N. farcinica) in their KatG protein.
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Supplementary Figure 1: Upper panel: Temperature dependence of the Far-
UV CD spectrum of (A) KatGP®, (B) KatG@" and (C) KatG™ in 25 mM
phosphate buffer, pH 7.2, 25°C. Changes in the CD spectra were monitored
as a function of temperature from 5 to 95 °C in 5 °C steps, spectra are
shown only for every 10 °C change for clarity.

Lower panel: Singular wavelength changes of the signal at 222, 215 and
208 with temperature are presented for (D) KatGP®, (E) KatG3P and (F)
KatGmar




Supplementary figure 2:

Supplementary Figure 2: The MIC to isoniazid was compared
between WT M. marinum (Mmm, right) and M.marinum?XatG-mar
(mutant mDB202, over-expressing its own KatG), on the left.
Overexpression of KatG reduced the MIC X2, from ~3.1 ug/ml
to ~1.6 pg/ml.




