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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.	Gunjan Dixit:  This protocol provides a comprehensive understanding of the gene isoforms generated  by alternative splicing and polyadenylation by providing a step-by-step workflow to identify splicing sites, differentially expressed exons and polyA sites.

1.1.1.	INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera. B-roll: 2.18.1.

1.2.	Gunjan Dixit: The main advantage is that this protocol evaluates both exon-based and event-based approaches for studying alternative splicing. It also applies the exon-based approach to detect alternative polyadenylation.

1.2.1.	INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera. B-roll: 2.1.2.




OPTIONAL Intro:

1.3.	Gunjan Dixit:  The R markdown files that include all the code and notes for AS and APA analysis have been provided. It would be advisable follow the steps in the R markdown files and read the notes provided for each step. 

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


Conclusion:

4.1.	Gunjan Dixit: Ensure the parameters such as ‘strand-specific’ information and ‘allowMultiOverlap’ are correctly used when calculating the count matrix with the featureCounts function. Linear model fitting and generating contrast pairs is important for proper comparison. For rMATS, ensure all the parameters are set correctly based on your own data before running the command.

4.1.1.	INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera. Suggested b-roll: 2.8.1, 2.9.1, 2.13.1


4.2.	Gunjan Dixit: The genes obtained by gene-level differential splicing activity can subsequently be used to perform gene set enrichment analysis (GSEA) of key pathways involved. MISO can also be performed for additional event-based analysis.

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