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Figure S2. A comparison of structural organizations of N4 RNAPII and T7 RNAP promoter
complexes. A. Domain organization of N4 RNAPII. Two views of the complex are represented as
ribbon models overlaid on surface models with subdomains and structural motifs labeled by different
colors. The NTD, Thumb, Palm, Fingers and Palm insertion subdomains are shown in grey, green,
red, marine and wheat, correspondingly; DNA is shown in magenta. Structural homologs of RNAPII
promoter recognition elements, the specificity loop, intercalating p-hairpin, AT-rich recognition
motif are shown in light blue, yellow and blue, correspondingly. Structural analog of the RNA exit
pore is shown in the right panel. B. Domain organization of T7 RNAP. The orientation of the enzyme
and domain coloring correspond to those of N4 RNAPII in panel A.



