SWSBC 2021 Abstract submission form, return by Wednesday 30th June 2021

Presenter Name
Presenter Email
Laboratory / PI
Mail address	
[bookmark: Check3][bookmark: Check4]Presentation type preferred:  |_| oral or poster     |_| oral and poster     |_| poster only   

Presentation type: ticking any option containing “oral” as presentation type means your abstract will be forwarded to the program committee for selection. If you tick “oral and poster” you must prepare a talk and a poster, and this option gives you additional time to discuss your results in the poster session (recommended).
· Talks are 10 Minutes plus 5 minutes discussion.
· Posters are in 16:10 widescreen format. You need to
· submit your poster as pdf
· submit a narrated PowerPoint of your poster
· prepare a 3-minute poster pitch, to be scheduled for the poster pitch session
· explain your poster to visitors and answer their questions in your own scheduled online channel during the poster session

Please find the abstract template for oral / poster presentations attached. 

All abstracts will be published on the meeting website. 

Thank you for submitting your work!



Oral and poster abstract template. Please replace the text and return by 30.6.2021.

Title
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Abstract; 150w max
Biologics are biomolecular drugs, comprising five of the top-ten blockbuster pharmaceuticals. Eighty percent of these Biologics are monoclonal antibodies now ubiquitous in the treatment of human disease ranging from cancer to autoimmune disorders. To understand the molecular mechanisms of immune regulation we study antibodies, antibody fragments, and immune receptor complexes combining crystallographic structure analysis with small angle X-ray scattering in-solution studies. We have predicted theoretical scattering profiles for atomistic structures extracted from molecular dynamics (MD) simulations; the motions observed during the MD trajectory were extracted through principal component analysis, followed by assessment of the agreement of structures with experimental SAXS data. The method does not only allow detection of global changes but is able to pinpoint local changes in specific loop regions of the antibody fragment. The methodology described is generally applicable to deconvolute global and local changes of macromolecular structures and well suited to other systems.
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