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Summary 
• Broadly-trained scientist with 14+ years' experience in structural biology, biochemistry, and biophysics 
• Accomplished structural biologist with demonstrated expertise in cryo-EM and X-ray crystallography 

for multiple target classes (multi-protein, protein-nucleic acid, and protein-inhibitor complexes, etc.) 
• Highly-skilled in the design and execution of gene-to-structure workflows 
• Proven ability to manage multiple programs simultaneously while leading cross-functional 

collaborations on accelerated timelines 
• Experienced trainer and supervisor of technicians, Ph.D. students, and postdocs 

 
Experience 
Aug 2025 – present  Research Investigator, HHMI / Cold Spring Harbor Laboratory 
Primary project: Structural dynamics between human Argonaute-2 and Ck1α kinase in miRNA-mediated 

gene silencing 
Collaborative projects: Structure-based drug design against DYRK1A kinase; Biochemical 

characterization of Dis3L2 ribonuclease  
Current responsibilities: 
• Design, execution, and troubleshooting of gene-to-structure workflows for 5-6 concurrent projects 
• Determination of multi-component macromolecular structures by cryo-EM (sample preparation and 

optimization, grid preparation, negative stain EM, data collection, data processing, validation) 
• Determination of macromolecular structures by X-ray crystallography (crystallization screening and 

optimization, crystal harvesting, synchrotron data collection, data processing, model building, 
refinement, validation) 

• Construct design, cloning, and protein production in E. coli, insect, and mammalian systems 
• Protein purification, biochemical analysis, and biophysical characterization 
• Coordination of collaborations with multiple research labs around the world 
• Training and supervision of technicians, graduate students, and junior postdocs 
• User training, maintenance, and basic repairs of different biophysical and biochemical apparatus 

 
May 2019 – Jul 2025  Postdoctoral scientist, HHMI / Cold Spring Harbor Laboratory 
Advisor: Leemor Joshua-Tor, Ph.D. 
Primary project: Structural mechanisms of human Microprocessor mediated pri-miRNA processing 
Collaborative projects: Structural basis of 1) FN3K kinase-mediated phosphorylation of protein glycation; 

2) heterodimeric assembly of bZIP transcription factors; 3) RNA pol-II pause release 
 
Sep 2013 – Apr 2018  Ph.D. scholar, Max Delbrück Center for Molecular Medicine, Berlin 
Advisor: Udo Heinemann, Ph.D. 
Primary project: Structure-functional analysis of ZC3H12C RNase-mediated regulation of immune 

responses, via a novel RNA element 
  



Skills 
Structural biology Electron Microscopy (sample screening and optimization, grid preparation, 

negative stain EM, single particle cryo-EM, data collection, processing, model 
building, refinement, and structure validation) 
X-ray crystallography (protein and protein-nucleic acid complex crystallization, 
crystal optimization, X-ray diffraction data collection, processing, model building, 
refinement, and structure validation)  

Biophysics Protein thermal melting, microscale thermophoresis (MST), surface plasmon 
resonance (SPR), mass-photometry (MP), circular dichroism (CD), light scattering 
(RALS/MALS), differential scanning calorimetry (DSC), analytical 
ultracentrifugation (AUC) 

Molecular biology Construct design (protein & nucleic acids), cloning, recombinant protein expression 
and purification, process optimization, in vitro RNA transcription and purification  

Biochemistry       Nucleic acid labelling and detection, enzymatic activity assays, nucleic acid binding 
assays, pull-down assays 

 
Academic Credentials 
2013–2018 – Dr. rer. nat. / Ph.D. (Structural Biology), Freie University-Berlin, Germany 
2009–2011 – Master of Technology (Industrial Biotechnology), National Institute of Technology–
Karnataka, India 
2004–2008 – Bachelor of Engineering (Biotechnology), Dr. B.R. Ambedkar University, Agra, India 
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