
Poštovane/i, 
 
Pozivamo Vas na predavanje pod nazivom From Algorithm to Drug: 
How Artificial Intelligence is Transforming Oncology koje će, u ponedjeljak, 5. 
svibnja u A116 sa početkom u 13h, održati prof. Igor Štagljar (University of 
Toronto; Department of Biochemistry,  Department of Molecular 
Genetics and The Stagljar Lab). 

Abstract: 

Discovering new cancer therapies is like finding a needle in a haystack—but with 
artificial intelligence, we're now using a magnet instead of our hands, making the 
search smarter, faster, and far more effective. In this talk, I will share how our lab 
integrates AI with advanced technologies we've developed—such as MaMTH and 
SIMPL—to accelerate the discovery of drugs targeting some of the most challenging 
proteins in cancer biology. 

Our recent study, published in Nature Biotechnology (Ghazi Vakili et al., 2025), 
demonstrates a machine learning-guided platform that enabled us to identify potent 
small molecule inhibitors targeting KRAS G12V—an oncogenic mutation long 
considered “undruggable.” These findings represent a significant breakthrough in 
using AI to uncover new therapeutic options for lung, colon, and pancreatic cancers. 

I will highlight how this integrated approach—from predictive modelling to experimental 
validation—is reshaping early-stage drug discovery, helping us develop smarter, more 
precise, and more personalized cancer treatments. 
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Prof. Igor Stagljar – Biography (Short Version) 

Prof. Igor Stagljar is a Croatian-Canadian molecular biologist and one of the global 
leaders in proteomics, chemical biology, and cancer research. He is a Professor at the 
University of Toronto’s Donnelly Centre, with appointments in the Departments of 
Biochemistry and Molecular Genetics at the Temerity Faculty of Medicine. 

His lab has developed several pioneering technologies - MYTH, MaMTH, SIMPL, 
SATiN, and Neu-SATiN - for studying protein-protein interactions and accelerating 
drug discovery. These tools have led to important advances in understanding diseases 
like cancer and cystic fibrosis, and have contributed to the development of new 
therapeutic strategies, including recent AI-guided efforts to target EGFR and KRAS 
mutations, as published in Nature Biotechnology (2025). 

Prof. Stagljar has authored over 150 scientific papers, holds 9 patents, and has 
delivered more than 350 invited talks. He is a co-founder of Dualsystems Biotech and 
Perturba Therapeutics, and a member of the Royal Society of Canada, EMBO, and 
the HAZU (Croatian Academy of Sciences and Arts). In 2023, he was named one of 
the Top 50 most influential people from the Adria region by Bloomberg Adria. 

 


