STRUCTURAL BIOLOGY GROUP
dr hab. Maria Gorna & dr Katarzyna Bandyra

‘RNA

STRUCTURAL BIOLOGY GROUP

Our team members:

dr hab. Maria Gorna
PhD. Katarzyna Bandyra
PhD. Maria Klimecka
PhD. Anna Trzemecka
MSc. Eng. Abhipsita De
MSc. Jakub Kowalski
MSc. Dawid Dzadz

MSc. Eng. Ayomide Fasemire
MSc. Madhuri Kanavalli
MSc. Karolina Nowak
MSc. Navid Bakshi

BSc. Artur Bagk

BSc. Natalia Zebrecka

We are a part of the Laboratory for Structural and Biochemical Research (LBSBio) at the Biological and
Chemical Research Centre. We study the function and structure of proteins and protein-protein and
protein-RNA complexes using structural biology methods such as protein crystallography and electron
microscopy, bioinformatics analysis and molecular dynamics simulations, as well as by functional
assays both in vitro and in cell culture, employing biochemistry, biophysics and molecular biology
techniques. Some of our interests include innate immunity, RNA metabolism, infectious diseases,
mitochondrial RNA biology, protein engineering and infection diagnostics. We use structural models
of proteins to elucidate the molecular mechanisms underlying selected human diseases or to aid
drug discovery. We are also interested in proteins for which little structural information is available,
so that we can answer vital questions about their activity and function. Through our findings and

inventions, we would like to help combat infections or treat human inflammatory disorders.
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“Decoding unknown role of hPNPase in intermembrane space of mitochondria”
N J/ Kanavalli M., Bandyra K.

o o FunHitDisco: A Fungal Hit Discovery Platform
o jp|c| NI Grant PLN 1 755 386 JPIAMR-ACTION Call 2024 #2024/06/Y/NZ1/00176
T i e Maria Klimecka (Pl), Maria Gdrna (Senior researcher) & Lindon Moodie (Coordinator - Sweden), Luke
o AnmicroEl Resitance Robertson (Sweden), Seino Jongkees (Netherlands), Francesca Bugli (Italy)

GroEL with bound GroTAC peptide. PDB 8532 | EMDB EMD-19687
ﬁ Protein structure deposits (the first ever cryoEM deposit fully obtained at UW!)
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