o]

0.8 ! 0.8 :
1 1
6§ 06 : & 06[ |
[0} 1 (0] 1
Qwn 1 Qwn 1
o c 04 : wc 04 1
§ 2 5 2 :
m 0.2 T 02| i¢
© 0.0 [ S 00| 1
g2 ; 2220
0 02 . 002 .
H H
0 1 2 3 4 0.0 0.2 0.4 0.6 0.8
Dynamic range Expression variance
D E
0.6 0.6
+— 0.6 - -
%8 9% 59
Q Q3 04 Q3 04
» 04 Py 03
&5 §3 02 &3 02
E 202 gEc i € ¢
] Ll [O]
g2 g% 00 i1 g% 00
O 00 rs= 0.46, p<0.001 1) w ' .= 054, p<0.001 A (1] rs=0.59, p<0.001
: -0.2 : -0.2 :
04 05 06 07 04 05 06 07 0.0 0.2 0.4 0.6
Spearman's p on Spearman's p on Spearman's p on
Validation set Validation set Internal test set

Supplementary Figure 1 A, Distribution of Spearmans’ Rho on validation set with respect of dynamic
range Spearmans’ Rho. Dynamic range was defined as the log2 unit between 2nd and 98th percentile of
each gene expression. Dashed line highlighted the one log2 unit threshold. B, Distribution of
Spearmans’ Rho on validation set with respect of dynamic range. Dashed line highlighted variance of
0.01, which was applied as the inclusion criteria in current study. Only genes with a variance higher than
0.01 were retained in the analysis. C, Concordance of Spearman correlation coefficients, describing the
relationship between RNA-seq expression and predicted expression for each gene, in the validation and
internal test set. D, Concordance of Spearman correlation coefficients between validation and external
test set. E, Concordance of Spearman correlation coefficients between internal and external test sets.
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