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[bookmark: _heading=h.bjgoodtz9m43]APPLICATION PROCESS

Purpose: This workshop proposal form is intended to provide an instructional design framework that will help you think through key aspects of your workshop to ensure its success. 

Evaluation Process: Content provided in this form will be evaluated by CBW’s Education Advisory Board for consideration in the CBW portfolio of offerings. Proposals with missing details will be removed from the evaluation process and returned for completion and resubmission at the next review period. 

Timeline: Proposals are accepted year round, but must be submitted to training@bioinformatics.ca by November 14, 2025 for consideration for 2026. 

Notes: Please use standardized terms such as verbs from Bloom’s taxonomy where appropriate throughout this document.

CBW Formats:
In-person single-site: workshop held in-person at one location
In-person distributed: workshop held simultaneously at two in-person locations, with faculty, TAs, and students at each location and lectures broadcast back and forth
Online synchronous: workshop held virtually over teleconferencing platform like Zoom
Online asynchronous: workshop held virtually using learning management system like Moodle, where participants can watch lecture recordings and work through labs on their own time
Hybrid: workshop held both in-person at one or more locations and online
Flipped: workshop lecture recordings are sent in advance and synchronous workshop times are used for lab practicals only


[bookmark: _heading=h.61pdvp9rn086]IDENTIFICATION OF WORKSHOP NEED	

LEARNING NEED:
How was the need for this workshop identified? Please check all which apply to describe how learning needs for this workshop were established. A learning need is defined as the gap between current knowledge, skills or attitudes and desirable competencies relative to current evidence or clinical practice standards.

	SUBJECTIVE DATA 

	Personal Request
	X

	Personal Observation
	X

	Questionnaires/Surveys
	

	Focus Groups
	

	Comments on Evaluation Forms
	X

	
	

	OBJECTIVE DATA

	Literature Surveys/Reviews
	X

	Clinical Practice Guidelines
	

	Consultation
	

	Experience with Research Data
	

	
	

	[OPTIONAL] FURTHER DETAILS

	Discussions with graduate students and previous CBW post-workshop surveys have both indicated a high need for RNA-seq workshops.
Edmonton has a high need for RNA-seq training, as demonstrated by direct requests to Guy Manderson.



MARKET SIZE:
What is the (known or perceived) market size for this workshop? In Canada? USA? Internationally? How likely are we to have more applicants than workshop spots?
This is a highly in-demand workshop, as RNA-seq is a foundational experimental methodology. The proposed workshop is very likely to have a waitlist.




[bookmark: _heading=h.v15aqrnb9v81]LOGISTICAL INFORMATION								

Proposed workshops should complement existing CBW workshops, not compete with them. Proposed workshops should expand the breadth and depth of CBW training portfolio, exemplify EDI in the faculty body, and bring training opportunities to a diversity of trainees and regions in Canada. 

COURSE TITLE       
RNA-seq Analysis


COURSE LANGUAGE       
English


COURSE TIMING/PROPOSED DATES 
e.g. April-June; Sept. 26-27
April to early July; preference for first two weeks of June


COURSE LEAD(S)
Jane Doe - University of British Columbia


PROPOSED FACULTY & AFFILIATION
Guy Manderson - Human College	Demo Gorgon - University of Hawkins


PROPOSED TAs
Grad Student - Manderson Lab, Human College	2 TAs TBD


COURSE FORMAT/LOCATION(S)
See first page of proposal form for definitions. e.g. in-person Winnipeg, MB; in-person distributed between Vancouver, BC and Toronto, ON; online synchronous; online asynchronous
In-person distributed - Vancouver, BC and Edmonton, AB



COURSE LENGTH
# days
3 days


[OPTIONAL] INDUSTRY SPONSORS
Secured or potential
Illumina (potential)	Digital Research Alliance of Canada (secured)


[OPTIONAL] OTHER POTENTIAL CO-FUNDING SOURCES
e.g. grants, in-kind
Room booking at UBC (in-kind)



 


[bookmark: _heading=h.v8ptfyrt9mwt]PROGRAM GOALS AND TARGET AUDIENCE					

The Bioinformatics.ca website follows the Bioschemas standard for markup of Training events. The following content will be used on the workshop webpage and will aid findability of your workshop.

BRIEF DESCRIPTION OF PROPOSED PROGRAM
This abstract or brief description of the workshop will be posted on the workshop webpage. 
High-throughput sequencing of RNA libraries (RNA-seq) has become increasingly common and has become the industry standard for transcriptome profiling. When processed appropriately, RNA-seq data has the potential to provide an exceptionally rich view of the transcriptome. The CBW has developed a 3-day course providing an introduction to bulk RNA-seq data analysis followed by integrated tutorials demonstrating the use of popular RNA-seq analysis packages. The tutorials are designed as self-contained units that include example data (Illumina paired-end RNA-seq data) and detailed instructions for installation of all required bioinformatics tools (HISAT, StringTie, Kallisto, etc.).


KEYWORDS   
Please provide a few keywords by which potential registrants may search for your course on our website (e.g. genomics, single cell, infectious disease, etc.)
rna, rna-seq, genomics


TARGET AUDIENCE
e.g. Beginner/Intermediate/Advanced; Post-doctoral fellows/Graduates/Undergraduates; Clinical/Research; Life science domain; Project focus; etc.
Advanced undergraduates, graduates, postgraduates, and PIs working or about to embark on an analysis of RNA-seq data. Attendees may be familiar with some aspect of RNA-seq analysis (e.g. gene expression analysis) or have no direct experience.		Note that the focus of this course is on bulk RNA-seq analysis. However, the course will cover many fundamental concepts of transcriptomics and practical bioinformatics skills relevant to NGS analysis. This course is designed to pair well with the scRNA course that immediately follows it and students are highly encouraged to enroll in both.








PREREQUISITES
Skills and background knowledge required for applicants to participate. Please be specific.
Basic familiarity with Linux environment and S, R, or Matlab.		You will also require your own laptop computer. Minimum requirements: 1024×768 screen resolution, 1.5GHz CPU, 2GB RAM, 10GB free disk space, recent versions of Windows, Mac OS X or Linux (Most computers purchased in the past 3-4 years likely meet these requirements).		This workshop requires participants to complete pre-workshop tasks and readings.




[bookmark: _heading=h.11dd7isk1ki7]LEARNING OBJECTIVES

What are the expected learning objectives of the workshop? List out the (measurable) learning objectives. 

Format the objectives in a learner centered manner (e.g. At the end of the workshop, participants will be able to: Use R packages to visualize genomic data; Use GATK to identify variants associated with cancer.) 

Please use verbs from Bloom’s taxonomy.

Consider what is realistically possible given the length of the workshop.

Participants will gain practical experience and skills to be able to:	Perform command-line Linux based analysis on the cloud	Perform basic bioinformatics tasks such as tool installation	Understand reference genome and transcriptome annotations	Assess quality of RNA-seq data and perform read trimming	Align RNA-seq data to a reference genome	Visualize RNA-seq alignments, splicing patterns and sequence variants	Estimate known gene and transcript expression using multiple approaches	Perform differential expression analysis using multiple approaches	Visualize and summarize the output of RNA-seq analyses in R	Perform pathway analysis of differentially expressed genes	Perform principal component analysis (PCA) and batch correction	Perform pathway analysis	Perform alignment free expression estimation and DE analysis




[bookmark: _heading=h.k0kab9jk52yo]COURSE OUTLINE

Please provide a draft course outline with a timing breakdown and details of lectures and hands-on active learning exercises described (e.g. provide enough details for the course outline to be posted on the workshop webpage). 

In addition to hands-on active learning exercises, other active learning options include small group discussion, problem-based learning, simulated exercises, and skill labs. 
Note: A 1:2 ratio of lecture to hands-on activities is expected. CBW modules are often (but not always) 1 hour of lecture to 2 hours of lab, with two modules per day. 


Module 1	Lecture: Intro to RNAseq course/concepts (Jane Doe) - 1 hour	Intro to RNA-seq	FASTA, FASTQ, and GTF	Indexing		Lab Practical (Jane Doe) - 2 hours	Log into a cloud compute environment (AWS)	Bioinformatic tool installation	Reference genomes	Reference annotations	Indexing	Obtain and explore raw RNA-seq data	Perform and interpret data QC		Module 2	Lecture: RNA alignment concepts and file formats (Guy Manderson) - 1 hour	Alignment; alignment vs assembly vs k-mer approaches	SAM, BAM and BED formats	IGV tutorial 	Post-alignment QC 		Lab Practical (Guy Manderson) - 2 hours	Adapter trimming	Alignment	IGV introduction	RNA-seq alignment visualization with IGV	Alignment QC		etc.



	Version
	Date
	Revisions Made

	Version 1.2
	October 31, 2025
	Changed due date and contact email, replaced CBW logo; clarifications

	Version 1.1
	September 13, 2024
	Added Prerequisites section; added Bloom’s taxonomy; changed due date

	Version 1.0
	September 3, 2024
	Document created by Nia Hughes & Michelle Brazas.






image1.png
@¢ %
Canadian

Bioinformatics
Workshops





