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aThe structure in the first column (structure) was aligned to the structure in the second column (reference structure) by C atoms only using the PyMOL align command, which superimposes the two structures using an algorithm that rejects outliers (such as in flexible loops, etc.) to minimize the root-mean-square deviation (rmsd) while maximizing the number of aligned atoms. The entries list the resulting rmsd (Å, top row) and the number of Catoms aligned (in parentheses). For the clamp, lobe-Si1, and 'shelf-jaw entries, the rotational angle and axis between the elements was calculated using the PyMOL script draw_rotation_axis.py (https://pymolwiki.org/index.php/RotationAxis). The rotation angle is listed in the second row. The direction of movement (from the target structure to the reference structure) is denoted below.
bThe structures/structural elements denoted were compared (but not aligned) by C atoms only using the PyMOL rms_cur command, which calculates the rmsd for all of the specified atoms (no outliers removed).
cEco RNAP structural core: I, II,  (1-27, 147-152, 445-455, 520-713, 786-828, 1060-1240), ' (343-368, 421-786), .
dEco RNAP clamp:  (1319-1342), ' (1-342, 1318-1344), 70 (92-137, 353-449).
eEco RNAP 'shelf-jaw: ' (787-931, 1135-1315).
fEco RNAP lobe-Si1:  (153-444).
gEco RNAP BH: ' (769-803).
h(Molodtsov et al., 2018).
i(Murakami, 2013).


