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Figure 5. Opening the DNA loading gate by moving oxséo) or PBlobe/Sil domain. A)
Comparison of the 61.2/oncr and Plobe/Sil conformations in apo-RNAP (middle), RPc (left) and
R DksA/ppGpp (right, DNA is removed from the RP1 DksA/ppGpp). RNAP (subunits and
domains), DksA and DNA are indicated. Close-up views of the RNAP cleft are shown below. The
DNA loading gate is closed in the apo-RNAP due to Bgate loop (BGL) contacts c1.1/G1.2 (White
dashed oval). The opening of the DNA loading gate in RPc and RP1_DksA/ppGpp is indicated by
blue and red arrows, respectively. B) A proposed model of 1.1 ejection in the RPc. The RPc is
depicted as a transparent surface with cartoon models of the clamp (purple) and lobe/Sil (blue).
The clamp in an apo-form RNAP and the lobe/Sil in RP1-DksA/ppGpp are colored gray and white,
respectively. In the RPc, the oncr rotation (back arrow) contacts the B’CT, resulting in clamp
movement toward 1.1 (red arrow) and a steric clash with 1.1 (white oval).
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Figure 6. Alternative pathways for open promoter complex formation. Two distinct pathways
are shown for open promoter complex formation without (top, blue caption) and with DksA/ppGpp
(bottom, red caption). The RNAP holoenzyme (clamp, pink; oncr, yellow; G1.1, brown; o2, orange;
Blobe/Sil, light blue; jaw/Si3, purple; rest of RNAP, gray), promoter DNA (tDNA, dark green;
ntDNA, light green), DksA (red), and ppGpp (yellow) are shown. Only RPi is a hypothetical
intermediate, but others (RPc, RPo, R-DksA, RPc-DksA, RPi_DksA and RPo-DksA) represent the
structures determined in this and previous studies. EC, elongation complex.
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