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Interview Statement Summary
Videographer: Interviewee Headshots are required. Take a headshot for each interviewee.

Authors, these headshots will be used for the JoVE Dedicated Author Webpage. Here is one example if you wish to take a look.


REQUIRED Intro:

1.1.	Rebecca Thompson: Single particle cryoEM analysis has become a routine technique in the structural biologist’s toolbox, applicable to a wide range of protein classes including membrane proteins, ribosomes, nucleic acid binding complexes and viruses.

1.1.1.	INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera.

1.2.	Rebecca Thompson: Once sample preparation has been completed and the grids loaded into the microscope, data collection can be carried out remotely in many cryoEM facilities such as eBIC and Astbury Biostructure laboratory electron microscopy facilities.

1.2.1.	INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera. B-roll: 2.1.1

OPTIONAL Intro:
 
1.3.	Rebecca Thompson: For those new to cryoEM, the barrier to structure determination often lies in the sample preparation and grid screening stages, with multiple iterations sometimes required. Here we will demonstrate grid screening and data acquisition for single particle analysis.

1.3.1.	INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera.


Introduction of Demonstrator on Camera

1.4.	Rebecca Thompson: Demonstrating the procedure will be Josh White, a PhD student based at the Astbury Biostructure Laboratory, University of Leeds and Andy Howe from eBIC, Diamond light source. 

1.4.1.	INTERVIEW: Author saying the above. 
1.4.2.	The named demonstrator(s) looks up from workbench or desk or microscope and acknowledges the camera.

Conclusion:

5.1.	Alistair Siebert: It is important to remember that success at the data acquisition and subsequent image analysis steps is reliant on obtaining and identifying well optimized grids during the screening stage.

5.1.1.	INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera. B-roll: 3.1.2

5.2.	Alistair Siebert: Once a 3D EM density map is obtained it can be further interpreted through fitting and refining a protein model or building an atomic model de novo.

5.2.1.	INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera.

5.3.	Alistair Siebert: CryoEM single particle analysis enables structure determination of many targets that were not possible previously, notably these workflows have recently been used to solve structures of COVID-19 related macromolecules.

5.3.1.	INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera.
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