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Supplementary Figure 4 — Cryo-EM data for HIV-1 TAR—ribosome fusions. (A) Example raw image
collected for TAR-labeled ribosomes. (B) Initial single-model refinement, colored by local resolution and
(C) the corresponding FSC curves. (D) Classes generated from global 3-D classification showing a lack of
density in the region of helix 45. (E) Classes from focused 3-D classification, with the mask applied to the
region of TAR fusion, denoted by a red circle with the corresponding densities of the TAR hairpin in the

absence of the ribosome scaffold below.
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