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Figure S1: Tables showing the complete lists of the up-regulated genes (>1.5 fold with p value
<0.2) from the Agilent tiling microarray profiles obtained in the presence of the NusA mutants,
R258C (left panels) and G181D (right panels). Fold changes (2" column) in the hybridization
intensities were obtained from the ratios of mutants and the WT NusA. Common up-regulated
genes between the two NusA mutants are indicated in pink shades. Same genes or those from
the same operons those were upregulated in three Rho mutants, N340S, G324D and P279S, are
indicated as “++” or “+”, respectively, against the gene names. The micro-array data obtained for
Rho mutants were originally reported in Ref. 1. This overlap between the Rho and NusA mutants
could be under-estimated as the Rho data were obtained from a low density micro-array having
fewer probes. Meaning of different notations are described in the figure. mgtA, expression which
is under riboswitch control is indicated in green shade.

Figure S2. A) Plots showing the fold change in the mRNA level of the NusA mutants w.r.t the
WT strain from the intergenic regions that do not code any gene. The co-ordinate of the intergenic
region in the X-axis is expressed as the mid-point of each of the intergenic stretch. The fold change
is the average fold change calculated from the fold changes of all the probes corresponding to each
intergenic region. B) Venn diagrams showing the pattern of overlap of these up-regulated
intergenic regions among the NusA and Rho mutants and also the pattern obtained in the presence
of bicyclomycin (BCM), antibiotic that binds to Rho. In these analyses, we included the same and
the neighboring (= 300nt) intergenic regions. C) List of prophage genes that are upregulated both
in the NusA (G181D, R258C) and Rho mutants (P279S, G324D, N340S) and also upon addition
of BCM. Meaning of “+” and “++” are indicated below the tables. D) The list of small RNA genes
that are up-regulated in the NusA mutants. E) Description of some of the long operons, tds, gfc,
fim and wec, of which at least one of the genes (tdcD, gfcE, fimD and wecf; indicated by shades)
were upregulated in the NusA and Rho mutants as validated by g-PCR assays (figure 8). Different
tables show the fold changes in gene expression levels of different genes in these long operons in
the presence of different NusA and Rho mutants. The fold changes w.r.t. the WT strain for the
Rho mutants were obtained from ref. 1.
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