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Figure S1.
(A) Variations in mRNA expression levels and protein levels are associated with gene

age.
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(B) Exons of young genes are enriched in cis-eQTLs. The number of expressed exons for
each gene age category is presented above the x axis.
(C) Younger genes are enriched in cis-eQTLs irrespective of the expression level. P-
values = 0.01 (binomial test) are marked by circles.
(D) cis-pQTL genes are depleted in old versus young and middle-aged genes.
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Figure S2.
Loss of Expression (LOE) cis-eQTLs are enriched among young genes in Fibroblasts
and T cells of the GenCord collection.
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Figure S3.

(A) Genes with cis-eQTLs in multiple GenCord cell types tend to have loss of
expression (LOE) cis-eQTLs.

(B) Genes with cis-eQTLs in multiple GenCord cell types tend to have more negative
slopes.

(C) cis-eQTL young genes are more tissue-shared than cis-eQTL old genes even if they
have a similar effect size: histograms represent the difference between tissue-shared
patterns of young and old genes with the similar effect size (2 on the X axis marks
more tissue-shared cis-eQTLs of young genes, -2 marks more tissue-specific cis-eQTLs
of young genes). All distributions are right-shifted compared to the expected zero bin,
which is marked by a bold black margin.

(D) Population-specificity of cis-eQTL genes is associated with gene age: the fraction
of population-shared cis-eQTL genes increases among young genes.

(E) cis-eQTLs of young genes are more population-shared than cis-eQTLs of old genes
even if they have a similar effect size: histogram represents the difference between
population-shared patterns of young and old genes with the similar effect size (1 on
the X axis marks more population-shared cis-eQTLs of young genes, -1 marks more
population-specific cis-eQTLs of young genes).
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Figure S4.

(A) Ka/Ks values of cis-pQTL genes are higher than Ka/Ks values of non-cis-pQTL
genes.

(B) Ka/Ks of genes with cis-eQTLs in multiple tissues are higher.
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Figure S6.

Partial Spearman correlations of gene age with Ka/Ks, connectivity and expression
level. Bonferroni adjusted p-values, corresponding to the presented rho values, are
color-coded: p-values < 1.0E-30, green; 1.0E-30 > p-values < 1.0E-10, cyan;

1.0E-10 > p-values < 1.0E-3, blue.
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