Table S1: Cluster width distribution of KSHV miRNA seed match-containing clusters
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Based on all super clusters that align to annotated human transcripts, with coverage of at least 2 copies/cluster per 10e6 reads, and contain a KSHV miRNA seed match, at a stringency of 2of3 or 3of3. All 25 KSHV miRNAs (23 in BC-3) were included in this analysis. Clusters listed multiple times due to different miRNA seed matches in the cluster sequence were counted only once. Columns show the number of clusters of a certain width (in bp). For a graphical display see Figure 3A.
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38 1357 614 191 94
4 364 329 155 81
172 1363 138 29 11
18 456 119 29 11
251-300 301-350 351-400 >400
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sum 41-300 sum all
2291 2386
962 1022
1546 1725
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