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Supplementary data
Additional file 1: Supplementary Fig. 1. Spliceostatin A (SSA) inhibits splicing of the HIV-1 intron. Exo1 cells were transfected with Tat and treated with and without SSA. RNA was isolated and analysed by RT-PCR. (A) Scheme to show the primers used for the reverse transcription. To detect polyadenylated RNA, a oligo dT primer (termed polyA-rev) was used in the reverse transcription (first panel) while 3’-unprocessed RNAs were reverse transcribed with a primer that binds downstream of the cleavage site (uncl-rev). (B) Scheme to show primers used in the competitive PCR reaction. Spliced and unspliced RNA were simultaneously amplified with three primers: one forward primer binding in exon 1 (fw-spl), another primer binding in the intron (fw-uspl) and a common reverse primer (rev-uni). (C) Ethidiumbromide-stained agarose gel showing spliced and unspliced polyadenylated (polyA) or uncleaved (uncl) transcripts in absence and presence of SSA.

Additional file 2: Supplementary Fig. 2. CRM1 relocalizes to nucleoli when Rev is overexpressed. U2OS cells were transfected with Rev-GFP and CRM1 was visualized by immunofluorescence. Two examples are shown where Rev-GFP expression level is low (500 ms exposure time; upper panel) or high (exposure time 50 ms; lower panel). Scale bar: 5 µm.
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Additional file 3: Supplementary table 1. Summary of fitting results for FRAP of Rev and CRM1 at the transcription site of HIV-1 reporters. Curves were fit with sum of exponentials with increasing number of exponentials (see Methods). The Ai denote the relative fractions of the exponentials, and ki denote their rate constants. Smaller values of ki mean faster recovery. SSR are the squared sum of residuals. Smaller SSR means a better description of the curve. We further color‐coded the estimated components with respect to their recovery speed: green for a fast recovery (comparable to the recovery in the nucleoplasm), blue for a slow recovery (comparable to MS2), orange a very slow recovery. Rev is best fit with 2 exponentials, while CRM1 is best fit with three exponentials. For Rev the fit with 3 exponentials reveals no additional component and also the SSR did not change. For both proteins the fast and slow component are comparable with respect to their rate constants.
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