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susceptibility 

 48 

Aguilar, Mario Presenter: Poetsch, Anna 
Genetic encoding of per nucleotide single base substitution 
probabilities for individual patients 

 49 

Ahmed Nur, Hashim 
TREX1 and TREX2 as therapeutic targets to enhance 
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Preclinical exploration of the DNA Damage Response pathway using 
the interactive neuroblastoma cell line explorer CLEaN 

 91 

Gallardo, María 
Epigenetic and transcriptomic signatures to predict response to 
immune checkpoint inhibition in NSCLC 

 92 

Gao, Miaomiao 
Evolutionary trajectories and mechanisms of colorectal peritoneal 
metastasis formation 

 93 

Page 15 



 94 

 95 

 96 

 97 

 98 

 99 

 100 

 101 

 102 

 EMBL Conference: Cancer Genomics 

Ghosh, Avantika Presenter: Diederichs, Sven 
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Profiling the complex rearrangement architecture of sarcoma  197 

Wang, Evan 
Genomic analysis of WNT medulloblastoma reveals drivers of 
monosomy 6 

 198 

Page 25 



 EMBL Conference: Cancer Genomics 

Wang, Yichen 
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