
 
Course:  BioNumerics 7.5 Workshop for Analyzing WGS Data – Practical Bioinformatics for Microbiologists 
 
Course Length:  1 day 
 
Goal:  To provide training for PulseNet participants to become familiar with using BioNumerics software version 
7.5 to analyze whole genome sequence (WGS) data using whole genome multi-locus sequence typing (wgMLST) 
and manage databases that contain WGS data  
 
Learning Objectives: 
 
At the end of the course, students will be able to: 
 

1. Create a database for managing WGS data in BioNumerics 7.5 

2. Install PulseNet-specific plug-ins 

3. Link sequence data to BioNumerics 7.5 

4. Create NCBI upload templates 

5. Upload sequence data to NCBI 

6. Retrieve sequences and accession numbers from NCBI 

7. Link sequence data using SRR IDs 

8. Submit jobs to the calculation engine for analysis 

9. Retrieve results from the calculation engine 

10. Interpret quality metrics for analyzed data 

11. Demonstrate the ability to use the Charts and Statistics Tools with wgMLST data 

12. Characterize strains using genotyping tools and plug-ins to identify species, lineage, serotype and 
resistance determinants 

13. Upload results to the national database 

14. Make comparisons between sequences and perform cluster detection 
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