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Total number of associations between region and gene:

5,781 = 

469x1 + 2,633x2 + 1x3 + 2x4  + 1x5 + 1x6 + 0x7 + 3x8
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Supplementary Figure 4

5,781 = 

179 + 1,590 + 584 + 158 + 152 + 773 + 2,014 +331


