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Figure 2–Figure supplement 1. Mapping pause RNA 3′ ends from the λPR-bgl template. 

(A-K) Pauses on the λPR-bgl template were could be mapped to nucleotide resolution up to ~200 nucleotides downstream from 
the transcription start site using ladders generated by 3’-deoxy NTP incorporation (see ‘Materials and methods’). To map pauses 
further downstream we prepared truncated templates that deleted 5’ portions of the bgl transcribed region (pMK122, pMK110-520, 
pMK124, and pMK126; ‘Materials and methods’). Halted A26 ECs (10 nM) were formed on pMK110 template (A-B), pMK122 
template (C-E), pMK110-520 template (F-G), pMK124 template (H), or pMK126 template (I-K). Transcription was then restarted 
with 30 μM ATP, UTP, GTP, and CTP at 37 °C with or without 10-50 μM 3′-deoxy GTP, ATP, UTP, or CTP (concentrations were 
adjusted depending on the segment to be examined). Samples were collected at times indicated on the panels and then 
separated by 8% PAGE. Lanes are marked with sample times or the 3′-deoxyNTP used. Contrast in each image was adjusted to 
increase visibility. The mapped sequence is indicated next to each panel with the pause 3’ nucleotide highlighted in red. 
H-NS-stimulated pause sequences are starred. In one case (G), transcription was restarted in the presence or absence of 66 
H-NS/kb at 20°C to determine which pause was H-NS dependent.


