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BACKGROUND 
Genome analytics is a drastically expanding field, and there is an increasing demand for individuals 
with the necessary skillset to analyse the genome data that is being generated. A new Masters by 
coursework was developed to train individuals in genome analytics. Institutions analysing genomes 
commonly utilise in-house analysis tools, but increasingly commercial software packages that integrate 
AI are being considered in the research and diagnostic space (De La Vega et al., 2021). 
 

AIMS 
1. Evaluate the effectiveness of commercially available software as a tool for teaching variant 

analysis, classification and curation, enabling the analysis of real-world case examples for the 
teaching, training and assessment of students in the field of diagnostic genome analysis.   

2. Assess students’ perspectives on work readiness after using commercially available tools in 
the educational environment. 

 

DESIGN AND METHODS 
Students were exposed to the use and limitations of a commercial software package for Human 
genome curation during two core units of the course. This software was used as part of both in-class 
training and in their assessment case studies. Students were invited to voluntarily complete an online 
survey including qualitative and quantitative components featuring Likert scale questions, both pre 
and post exposure to the software. Paired data from 23 individuals (73% response rate), most aged 
between 18 and 25, were recorded and anonymised prior to analysis. Qualitative data were 
thematically coded blind by two individuals independently using emergent coding (Charmaz, 2008). 
 

RESULTS AND CONCLUSIONS 
This project indicates that after the completion of the units that integrated commercially available 
industry software, we measured increased student confidence (increase in percentage reporting fairly 
confident or higher) in joining the genetic analysis workforce (significant change from 37% to 70%) 
and in completing job-specific tasks (significant increase in 7 out of 9 tasks of between 28% to 39%). 
The aspects of their studies the students valued in relation to these changes and their perception of 
the usefulness of integration of the commercial software were elucidated from qualitative theming, 
and can inform others looking to integrate commercially available software within their tertiary degree. 
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