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Figure S1. Genotyping details for Ralpb1 wild-type and knockout genes as optimized by Biocytogen. 
Panels show the primer sequences, PCR thermal cycling protocol, and representative agarose gel 
images for each genotype. 
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Figure S2. Genotyping details for the PyVT transgene as optimized by Jackson Laboratories. Panels 
show the primer sequences, PCR thermal cycling protocol, and representative agarose gel images for 
each genotype. 

 
Figure S3. Genotyping details for the Erbb2 transgene as optimized by Jackson Laboratories. Panels 
show the primer sequences, PCR thermal cycling protocol, and representative agarose gel images for 
each genotype. 
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Figure S4. Tumor sizes at endpoint for PyVT and ERBB2 mice with wild-type, heterozygous 
knockout, or homozygous knockout Rlip genotypes. Note that 7 of 10 ERBB2:Rlip(−/−) mice were 
tumor-free at endpoint and were euthanized due to morbidities unrelated to tumor growth. The two 
asterisks (**) indicate p < 0.01, and n.s. indicates not significant. 

 
Figure S5. Western blots showing E-Cadherin expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and 
Erbb2:Rlip+/+ mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 
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Figure S6. Western blots showing IκBα expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and Erbb2:Rlip+/+ 
mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 

 
Figure S7. Western blots showing Vimentin expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and 
Erbb2:Rlip+/+ mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 
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Figure S8. Western blots showing Stat2 expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and Erbb2:Rlip+/+ 
mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 

 
Figure S9. Western blots showing p42 MAP Kinase (Erk2) expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, 
and Erbb2:Rlip+/+ mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right 
panels). 
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Figure S10. Western blots showing p70 S6 Kinase expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and 
Erbb2:Rlip+/+ mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 

 
Figure S11. Western blots showing CDK4 expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and Erbb2:Rlip+/+ 
mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 
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Figure S12. Western blots showing Bcl-2 expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and Erbb2:Rlip+/+ 
mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 

 
Figure S13. Western blots showing Cyclin B1 expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and 
Erbb2:Rlip+/+ mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 
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Figure S14. Western blots showing cleaved PARP1 expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and 
Erbb2:Rlip+/+ mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 
The indicated band is the 62 kDa fragment. 

 
Figure S15. Western blots showing Bax expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and Erbb2:Rlip+/+ 
mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 
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Figure S16. Western blots showing Survivin expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and 
Erbb2:Rlip+/+ mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 

 
Figure S17. Western blots showing PI3 Kinase Class III expression in Erbb2:Rlip−/−, Erbb2:Rlip+/−, and 
Erbb2:Rlip+/+ mice (left panels) and in PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice (right panels). 
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Table S1. Statistical analyses comparing survival of Erbb2:Rlip−/−, Erbb2:Rlip+/−, and Erbb2:Rlip+/+ 
mice. Output is from GraphPad Prism 9.0 for Windows. Median survival is in days. ** indicates p < 
0.01; *** indicates p < 0.001. 

Comparison of Survival Curves Erbb2 Mice 
Log-rank (Mantel-Cox) test (recommended)  

Chi square 17.04 
df 2 

p value 0.0002 
p value summary *** 

Are the survival curves sig different? Yes 
Logrank test for trend (recommended)  

Chi square 6.664 
df 1 

p value 0.0098 
p value summary ** 

Sig. trend? Yes 
Gehan-Breslow-Wilcoxon test  

Chi square 13.43 
df 2 

p value 0.0012 
p value summary ** 

Are the survival curves sig different? Yes 
 Rlip-WT/Erbb2 Rlip-Het/Erbb2 Rlip-Null/Erbb2 

Number of rows 36 36 36 
# of blank lines 23 26 25 

# rows with impossible data 0 0 0 
# censored subjects 0 0 0 

# deaths/events 13 10 11 
Median survival (Days) 236 461.5 326 

Table S2. Statistical analyses comparing survival of PyVT:Rlip−/−, PyVT:Rlip+/−, and PyVT:Rlip+/+ mice. 
Output is from GraphPad Prism 9.0 for Windows. Median survival is in days. ns (p>0.1) indicates not 
significant. 

Comparison of Survival Curves of PyVT Mice 
Log-rank (Mantel-Cox) test (recommended)  

Chi square 3.790 
df 2 

p value 0.1503 
p value summary ns 

Are the survival curves sig different? No 
Logrank test for trend (recommended)  

Chi square 0.8180 
df 1 

p value 0.3658 
p value summary ns 

Sig. trend? No 
Gehan-Breslow-Wilcoxon test  

Chi square 2.818 
df 2 

p value 0.2444 
p value summary ns 

Are the survival curves sig different? No 
 Rlip-WT/PyVT Rlip-Het/PyVT Rlip-Null/PyVT 
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Number of rows 40 40 40 
# of blank lines 26 28 29 

# rows with impossible data 0 0 1 
# censored subjects 0 0 0 

# deaths/events 14 12 10 
Median survival (Days) 133 127 133.5 

 

Supplemental Data S1. PyVT and LT_SV40 share sequence similarity. From EMBOSS Needle # 
Length: 778; # Identity: 89/778 (11.4%); # Similarity: 177/778 (22.8%); # Gaps: 427/778 (54.9%); #Score: 
126.0. 
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