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Figure S2. MLV and SIN-MLYV integration sites and clusters in CD34+ HPC-

specific loci. Distribution of MLV (red) and SIN-MLV (green) integration clusters

(horizontal solid bars) and integrations (vertical marks) in the CD34, ELF1, NFE2,

and RUNX2, MECOM and PRDM16 loci as displayed by the UCSC Genome

Browser. The base position feature at the top (scale bar and chromosome number)

identifies the genomic coordinates of the displayed region.



