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Figure S9. Expression correlation between igHTR and the nearest protein-coding gene. Red lines indicate the mean Spearman correlation rho between expression of igHTR located within 10 kb of the 3’-UTR of the nearest gene and expression of the nearest gene in human sample 1 (H1) and human sample 2 (H2). The red numbers indicate the exact rho- and p-values of the correlation. Positive control (orange) shows the distribution of mean correlation coefficients found between expression levels of the 3’-most exonic HTR and the rest of the gene estimated in the same number of pairs as the number of igHTR/gene pairs tested, randomly sampled from expressed genes 1,000 times. Negative control (yellow) shows the distribution of mean correlation coefficients found between expression levels in the same number of randomly composed pairs of igHTR and expressed genes as the number of clustering igHTR/gene pairs tested, randomly sampled 1,000 times. The q-values of observed igHTR/gene correlations based on the negative control distributions equal 0.002 for H1 and 0.005 for H2.
