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1. Simulation Condition Summary
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For sequence information, see Material and Methods under Supporting Information.
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The following tables show the measured (column 1) and predicted (column 2-4) pause locations on

ten sequences used in Tadigotla et al. (2006).  The pause locations were identified on these

sequences at low [NTP] (also see Supplementary Materials under Simulation Condition

Summary).Using the same treatment as in Tadigotla et al., all pauses within 3 bp are considered as a

single pause cluster.

Column 2 shows predictions by the original Model T.  Pause threshold ξ = 0.015. 
Column 3 shows predictions by the replicated Model T.  Pause threshold ξ = 0.015. 

Column 4 shows predictions by Model B (2007).  Pause threshold η = 0.050. 

Column 5 shows predictions by Model B (2004).  Pause threshold η = 0.055.

2. Comparison of Pause Location Predictions at Low [NTP]
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Summary of Comparison of Pause Location Predictions at Low [NTP]

Predictions of pause locations by the replicated Model T agree well with those by the original 

Model T of Tadigotla et al. (2006).  On the ten DNA templates examined, the original Model T 

predicted a total of 87 pause clusters and the replicated Model T predicted 90 pause clusters.  The 

predictions have 84 clusters in common.  Therefore, the replicated Model T reproduced ~ 97 % 

of the pauses predicted by the original Model T.
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The following two tables show the measured (column 2) and predicted (column 3-5) pause

locations on five sequences at high [NTP] (also see Supplementary Materials under Simulation

Condition Summary). 

Column 3 shows predictions by the replicated Model T.  Pause threshold ξ = 0.005. 

Column 4 shows predictions by Model B (2007).  Pause threshold η = 0.10. 

Column 5 shows predictions by Model B (2004).  Pause threshold η = 0.12.

3. Comparison of Pause Location Predictions at High [NTP]
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Predicted Pause Durations by Model B (2007)

Note that the corresponding simulated transcription gels are shown in Figure 2.
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4. Comparison of Pause Kinetics on Templates D167 and D387



Predicted Pause Durations by Model T
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