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Figure comparing results to those from whole transcriptome datasets in the Short Read Archive (SRA). As shown above (top line; same as in figure 4), there is a strong effect of experiment on the pattern of our estimated provirus expression. Results from one analysis of JVM2 (labeled b) are more similar to the G519 sequenced at the same time and run on the same chip than to the results of the same line (labeled a) grown and analysed at a different time, although under an almost identical protocol (see Methods).
	The similarity between one JVM2 run and the G519 are not unique. We found two publicly available whole transcriptome RNA-Seq studies of our cell lines at the NCBI's SRA (Short Read Archive; https://www.ncbi.nlm.nih.gov/sra): GEO BioProjects PRJNA181354 (Novartis Institutes for BioMedical Research; no publication) and PRJNA227025 (= Series GSE52148) [1]. We carried out our normal QC and Bowtie2 mapping on these Illumina HiSeq FASTQ datasets and find that the overall expression patterns from G519 and JVM2 in the same experiment (SRX378552 and SRX378555 from PRJNA181354) are broadly as similar to each other as the G519 is to the same cell line analysed by a different group (SRX373878 from PRJNA227025). 
	We consider these whole transcriptome SRA datasets to be less reliable than ours. Firstly, there appears to be a major artifact: the old provirus 9q34.3 (also found in the Orangutan) accounted for 76-80% of the reads assigned to HERV-K(HML-2) in these three datasets, and 67% in our unenriched JVM2 one. In contrast, this provirus has less than 0.1% of the reads assigned to it in our enriched analyses. We suspect that this is an artifact caused by the provirus containing an Alu integration [2], with many reads from Alu transcripts being erroneously mapped to it. Our use of a probe designed from the canonical HERV-K(HML-2) proviral sequence appears to avoid this. Secondly, after deleting the hits to this single provirus for our analysis shown in the above figure, we were left with a total of only 1,500-8,000 reads assigned to HERV-K(HML-2) in each SRA dataset. 
	To confirm that similar artefacts were not affecting our enriched data, we compared the sequences of our highly expressed proviruses (1q21.3, 1q23.3 and 3q12.3) to a well-studied reference, 19p12b (K113), using BLAST and found that they contained no insertions longer than a few nucleotides.
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