Additional file 1: Number of reads mapped in the 22 dRNAseq and RNAseq experiments

Number of Number of
Strain Condition Sample re:gl:pitrer Mapped reads rtzagcs)ﬂgjll\)&i
trimming regions
wt mix' (MG) TAP+ 121 M 11.7M 47M
wt mix' (MG) TAP- 104 M 100 M 25M
wt Late exponential (LE) TAP+ 145M 126 M 24M
wt Late exponential (LE) TAP- 14 M 11.7M 1.1 M
wt mid-exponential (midE) TAP+ 229M 219M 7.6 M
wt mid-exponential (midE) TAP- 162 M 154 M 22M
wt mid-exponential, 20 min TAP+ 65M 62M 26 M
ph5.2 (AcSt)
wt mid-exponential, 20 min TAP- 53M 50M 09M
ph5.2 (AcSt)
AciaRH Late exponential TAP+ 11.8M 11.6 M 65M
(AciaRHLE)
AciaRH Late exponential TAP- 179 M 174 M 27M
(AciaRHLE)
AcovRS mid-exponential TAP+ 135M 132M 43 M
(AcovRSmidE)
AcovRS mid-exponential TAP- 150M 14.6 M 24 M
(AcovRSmidE)
AcovRS Late exponential TAP+ 11.7M 113 M 34M
(AcovRSLE)
AcovRS Late exponential TAP- 8.7 M 8.6 M 21 M
(AcovRSLE)
ArelRS mid-exponential TAP+ 199 M 195M 57M
(ArelRSmidE)
ArelRS mid-exponential TAP- 256 M 249 M 44 M
(ArelRSmidE)
wt mid-exponential (midE)  RNAseq 159M 14.6 M 57M
wt mid-exponential (midE)  RNAseq 13.0M 11.8 M 54M
wt mid-exponential (midE)  RNAseq 135M 125M 55M
wt mid-exponential, 20 min  RNAseq 173 M 158 M 7.8 M
pHS.2 (AcSt)
wt mid-exponential, 20 min RNAseq 215M 192 M 8.8 M
pHS.2 (AcSt)
wt mid-exponential, 20 min RNAseq 154 M 140M 6.8 M

pH5.2 (AcSH)

': mix relates to a mixture of RNAs prepared in rich culture medium (TH) in exponential and
stationary growth phases and in minimal culture medium (RPMI) at the end of exponential phase



