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Figure 2.

A.

zGARP genome-wide genetic dependency data
in 42 TNBC tumour cell lines (Marcotte et al.,
2016)

Step 1

Use Rb classifier in siMEM analysis
Identify<0.05 candidate synthetic lethal effects

Step 2

Remove effects where profound cell inhibition
observed in Rb not altered group
(median zGARRP in proficient group <-2)
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Step 3

Remove effects where limited cell inhibition
observed in Rb defective group
(median zGARP in defective group is >-1)
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Step 4

Calculate penetrance: % of Rb defective tumour
cell lines zGARP<-1. (remove effects where
penetrance <80%)
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Step 5

Calculate coverage: % of TNBC cell lines with
zGARP<-1 that are Rb defective
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Figure 6.
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Figure 7.

A.

DRIVE data excluding breast tumour cell lines
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Supplementary Figure 1.
A. B.

mRNA splicing, via spliceosome Mitotic nuclear envelope disassembly
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Supplementary Figure 2.

SKP2 siRNA 2
- siPLK1
siCON1  —

—
<O siCON1
(n'e .
S E siCON2
'5 g SKP2 siRNA 1
=0
c
(72]

< .
'-(_'3 % SKP2 siRNA 1 —_—
S ¢ | SKP2 siRNA 2

- siPLK1

0 1 2

3

Surviving Fraction Relative to shCONTROL siCON1

Supplementary Figure 3.

"E 3.07 p=3.8x10° | W MCF10A shCONTROL
g 25 Bl MCF10A shRB1
® 2.0-

o

Q.

g 1.5+

(8]

© 1.0 i Ty

>

&

[}]

(14

DMSO 1uM SKPinC1
Treatment



Supplementary Figure 4.
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Supplementary Figure 5.
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Supplementary Figure 6.

A.

Relative confluency

MCF10A Growth Kinetics
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