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Alexander Lachmann, PhD 

 
RESEARCH ASSISTANT PROFESSOR in the Ma’ayan Laboratory in the Department of 

Pharmacological Sciences and the Mount Sinai Center for Bioinformatics (New York City, USA) 

 

will hold a seminar on 

 

“Using big data to propel the prediction of gene function” 

 

 

 
The 45-minutes scientific talk by Prof. Lachmann will be followed by a 30-minutes “Meet the 

speaker” Q&A session with the PhD students. 
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ABSTRACT 

Gene-gene co-expression correlations measured by mRNA-sequencing (RNA-seq) can be used to 
predict gene annotations based on the co-variance structure within these data. Many approaches 
yield diminishing returns when increasing the number of available samples. ARCHS4 is a large gene 
expression repository of over one million uniformly processed RNA-seq samples. With the publicly 
available data, large portions of the possible gene expression space are accessible for machine 
learning algorithms. PRediction of gene Insights from Stratified Mammalian gene co-EXPression 
(PrismEXP) uses the Simpsons Paradox for improved gene annotation predictions based on RNA-
seq gene-gene co-expression data. Predictions made with PrismEXP outperform predictions made 
with the global cross-tissue co-expression correlation matrix approach on all tested domains, and 
training using one annotation domain can be used to predict annotations in other domains. 

 

 

BIOGRAPHICAL SKETCH 

Professor Alexander Lachmann first obtained his Diplom in Computer Science 
in 2008 at the University Aachen (Aachen, Germany) and then his PhD in 
Biomedical Informatics in 2016 at the Califano Lab, Systems Biology 
Department, Columbia University (New York, NY, USA). He currently works as 
a Research Assistant Professor at the Ma’ayan Laboratory in the Department of 
Pharmacological Sciences and the Mount Sinai Center for Bioinformatics (New 
York, NY, USA). He is author of more than 50 publications and developed several 
bioinformatic softwares. His areas of specialization include computa7onal 
biology, big data analytics and cloud computing. 
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