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EDUCATION 
 

Ph.D. student, Bioinformatics and Computational Biology  Dec. 2014 – present 
Institution: Technical University Munich, Department for Bioinformatics and 

Computational Biology 
Preliminary title: Predicting functional capabilities of microbial metagenomes, using similarity 

graph approaches 
Advisor: Prof. Yana Bromberg 
  
M.Sc., Bioinformatics Nov. 2014 
Institution: Technical University Munich, Department for Bioinformatics and 

Computational Biology 
Thesis title: Evidence for evolutionary distance visible in effect scores of amino acid 

substitutions between species 
Advisor: Prof. Burkhard Rost 
  
B.Sc., Bioinformatics May 2012 
Institution: Technical University Munich, Department for Bioinformatics and 

Computational Biology 
Thesis title: Sole usage of amino acid propensities results in robust performance for 

predicting structural change in protein fragments 
Advisor: Prof. Burkhard Rost 
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TALKS 
 
ISMB, Proceedings Talk @ Function SIG, Chicago, United States July 2018 
HFSP: High speed homology-driven function annotation of proteins 
 
Rutgers University, Fermentation Seminar, New Brunswick, United States February 2018 
HFSP: High speed homology-driven function annotation of proteins 
 
ISMB/ECCB 2017, Function SIG, Prague, Czech Republic July 2017 
fusionDB: assessing microbial diversity and environmental preference via functional similarity 
networks 

 
 
 
POSTERS 
 

RU Symposium 2019, New Brunswick, NJ, USA January 2019 
Zhu, C., Mahlich, Y., and Bromberg, Y. FusionDB: Assessing Microbial Diversity and 
Environmental Preferences Via Functional Similarity Networks 
 
IAS General Assembly 2017, Reitenhaslach, Germany May 2017 
Mahlich, Y., Zhu, C., Miller, M., Brombrg, Y. Bacterial proteomes and microbial communities: 
environmental preferences and functional profiles 
 
RU Symposium 2017, New Brunswick, NJ, USA January 2017 
Zhu, C., Mahlich, Y., and Bromberg, Y. FusionDB: Assessing Microbial Diversity and 
Environmental Preferences Via Functional Similarity Networks 
 

 
 
 
RESEARCH EXPERIENCE 
 

Research Visit Mar. 2017 – present 
Rutgers University, New Brunswick, NJ, USA – Department of Biochemistry and Microbiology 
Continuation of Ph.D. project with advisor Prof. Yana Bromberg 
 
Research Visit Jan. 2015 – Oct. 2016 
Rutgers University, New Brunswick, NJ, USA – Department of Biochemistry and Microbiology 
Kick-off of Ph.D. project with advisor Prof. Yana Bromberg 
 
Student Assistant 2011 – 2014 



Technical University Munich, Munich, Germany – Rostlab, Department for Bioinformatics and 
Computational Biology 
Effect analysis of functional impact induced by single nucleotide variation in human populations 
and between species 
 
Student Assistant 2012 
Helmholtz Zentrum München, Munich, Germany 
Organizing text mining results extracted form medical publications 

 


