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Supplemental figure legends 

Figure S1. Differential expression analyses. (A, E, I, M, Q) Principal component plots. 

Samples are plotted with respect to the first two principal component axes. Only the six samples 

involved in each comparison are shown. (B, F, J, N, R) Raw p-value distributions. (C, G, K, O, 

S) Volcano plots. The number of differentially expressed genes is shown at two significance 

thresholds (top margin; open circle: P < 0.05 with FC > 1.5 or FC < 0.67; asterisk: FDR < 0.10 

with FC > 1.5 or FC < 0.67). (D, H, L, P, T) MA plots. The number of differentially expressed 

genes is again shown at two significance thresholds (same criteria as volcano plots). 

 

Figure S2. Aging- and senescence-related genes. (A) Mean FC for aging-related genes listed in 

at least 3 of 5 database sources. (B) Mean FC of senescence-induction genes (CellAge database). 

(C) Mean FC of senescence-inhibition genes (CellAge database). In (A) - (C), gray regions 

outline the null distribution obtained by randomly sampling genes and calculating the mean FC 

for each sample. Red circles denote the average FC for each treatment (comparison to CTL 

group) and the average is also listed in the bottom margin (*P < 0.05, based on null distribution). 

(D) Aging-related genes (3+/5 database sources). (E) Senescence-inducing genes (CellAge 

database). (F) Senescence-inhibiting genes (CellAge database). In (D) - (F), FC is plotted for 

each gene (P > 0.05, circle; P < 0.05, asterisk). Genes were selected based on the value Pmin = 

min(P1, P2, P3), where P1,…, P3 are p-values calculated for each of the 3 comparisons to the 

CTL treatment (LYS vs. CTL, CDL vs. CTL, ZDL vs. CTL). The top 30 genes with lowest value 

of Pmin are shown in each figure. 
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Figure S3. Fold-change scatterplots. Each plot compares FC estimates associated with test 

compound response (horizontal axis) and the melanoma expression profile (vertical axis) 

(GSE7553). The proportion of genes associated with each quadrant is listed in the top margin 

(red font, P < 0.05, Pearson's chi-squared test) and represented graphically by the sidebar (right 

margin). The yellow ellipse outlines the middle 90% of genes based on the Mahalanobis 

distance. The yellow line denotes the least squares regression fit. The Spearman rank correlation 

and associated p-value are shown (bottom-left or bottom-right). 

 

Figure S4. Read mapping results. (A) Read count (pre-filter). (B) Read count (post-filter). (C) 

Mapping rate. (D) Intragenic mapping rate. (E) Exonic mapping rate. (F) rRNA mapping rate. 
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Figure S1. Differential expression analyses. 
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Figure S2. Aging- and senescence-related genes. 
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Figure S3. Fold-change scatterplots. 
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Figure S4. Read mapping results. 

 


