
SUPPLEMENTAL MATERIAL LEGENDS

1.  Sequences of oligonucleotides used in this study.  Oligonucleotides were used for primer extension assays (PE), construction of gene replacements (KO-PCR) and confirmation of the gene replacements (KO-test).  The sequences corresponding to the npt gene are underlined. 

2.  Complete microarray data set for MG1655 treated with 0.1 or 1 mM GSNO or NaNO2.  Yellow and green columns correspond to each of the four measurements for each of two sets of RNA isolated from treated (Test) and untreated (Ctrl) cells.  Orange columns give average signal for treated (TestAvg) and untreated (CtrlAvg) cells as well as the ratio of these numbers (ExpRatio).  The blue columns give the coefficient of variation (ExpCvR = standard deviation/mean) and p value (ExpPv) for the ratio. 

3.  Complete microarray data set for MG1655, ∆fur, ∆norR and ∆oxyR treated with 1 mM GSNO.  Columns are as for 2. 

4.  Scatter plots of expression levels for all microarray experiments.  The normalized control intensity is plotted against the normalized test intensity on a log scale.  Genes with p-values > 0.05 are colored in grey.  Genes with p-values < 0.05 are green if the induction is ≥ 2-fold, red if repression is ≥ 2-fold and blue if the ratio is less than 2-fold.   

5. Growth of MG1655 and isogenic ∆fur, ∆norR, ∆oxyR, ∆soxRS and ∆metR mutants treated with GSNO or NaNO2. Exponential cultures (OD600nm = 0.4-0.6) were left untreated or treated with 3 mM GSNO or 2 mM NaNO2, and growth was monitored at 1, 2, 5, 10 and 24 hr by measuring OD600nm. The assay shown is representative of the three experiments that were carried out.

6. Growth of MG1655 cells and the pH of culture after treatment with NaNO2. Aerobic and anaerobic cultures were treated with 1 mM acidified NaNO2 at OD600nm = 0.1, 0.4 or 1.0, and the OD600nm and pH were monitored at 0, 5, 20, 60, 90, 120, 150 and 180 min. Total RNA was isolated from the same cultures was used for the primer extension and Northern blot assays. 
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