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Supplementary Figure 2

A Tam up-regulated

| R-HSA-1912422: Pre-NOTCH Expression and Processing
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G0:0045747: positive regulation of Notch signaling pathway
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B PAX2 up-regulated
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Supplementary Figure 3
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Supplementary Figure 4

Dox

Repl

(: Dox

- 8000
pearson=0.97
‘ - 6000
Rep2 - 4000
- 2000
T T 0
Q Q
Q Q
O)Q /\"’)
Repl
E FGF18
3 1000%
i 800%
>
£ 600%
£
§ 400%
S 200%
=z

0%

Veh Dox

7000%
6000%
5000%
4000%
3000%
2000%
1000%

0%

Repl

Rep2

ARHGEF4

Veh

Dox

DoxTam

DoxTam
pearson=0.95 L 6000
- 4000
- 2000
T T 0

SCNN1G

700%
600%
500%
400%
300%
200%
100%

0%

Veh Dox

Rep2



Supplementary Figure 5
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Supplementary Figure 6 Tam
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Supplementary Figure 7
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geNORM analysis of 8 reference genes in treatments of GRO-seq

Average expression stability of remaining reference targets
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Determination of the optimal number of reference targets

Optimal reference target selection
The optimal number of reference targets in this experimental situation is 2 (geNorm V < 0.15 when
comparing a normalization factor based on the 2 or 3 most stable targets). As such, the optimal
normalization factor can be calculated as the geometric mean of reference targets RPL13A and UBC.
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Supplementary Figure 8
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Normalized number of reads

Supplementary Figure 9
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Supplementary Figure 10
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Supplementary Figure 11
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Supplementary Figure 12
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