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Figure S2. Quantitative analysis of HERV-K proviral transcripts from total and cytoplasmic RNAseq data. After
normalization of the data, the fold difference in the number of unique reads mapping to the 22q11.23 (left panel) or
4p16.1b (right panel) loci were quantified using DESeq2 for total or cytoplasmic RNA from the Rev, Tat, Tat and Rev or

Rec transduced samples, compared to the samples transduced with the empty vector.



