Movie captions
Movie S1. Overall structure of PEC-Integrator-PP2A.

Movie S2. Quality of the cryo-EM density for selected regions of the PEC-Integrator-PP2A
structure. Densities for the DNA-RNA hybrid, Pol Il funnel helices, INTS6(87-107), and the Pol
I1 CTD peptide are shown.

Movie S3. Conformational changes in Integrator-PP2A upon PEC binding and RNA
cleavage. Due to sequence register differences between our structure and the unbound Integrator-
PP2A structure (15) it was technically impossible to directly generate a morph between the two
structures. We therefore flexibly fitted our structure into the cryo-EM map of the unbound
Integrator-PP2A complex (EMD-30473) using NAMDINATOR (61), and then morphed between
the unbound and PEC-bound conformations of the Integrator-PP2A complex. Opening of the
active center groove of the Integrator endonuclease is a morph between INTS11 of the isolated
cleavage module (PDB 7BFP) (19) and INTS11 in our PEC-Integrator-PP2A structure. The RNA
substrate in the active site of INTS11 was modelled by superposition of substrate bound CPSF73
(PDB 6V4X) (26).

Movie S4. Contact interfaces between Integrator and the PEC.





