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	Insert Laboratory Specific Name Here

	CLC Genomics Workbench Employee Training Form



	Employee Name
	Training Start Date

	
	



Section I – TELL - Base Knowledge (Video and Reading Requirements) [select videos and documents relevant to your lab processes; add other videos and documents as appropriate; blue items below are tool-specific examples]
	Document Name
	Trainee Initials
	Date Read

	CLC Genomics : NGS Core Tools – Running the quality control tool
	
	

	CLC Genomics : NGS Core Tools – Trim Sequences
	
	

	CLC Genomics : De novo Assembly
	
	



	Video Name
	Trainee Initials
	Date Watched

	Introduction to CLC Genomics Workbench: A preview - Part 1
	
	



Section II – SHOW - Observation: Trainee observes the trainer perform all steps in the CLC Genomics Workbench SOP

	Discussion Points
	Trainer Initials
	Date

	What information is presented in the Trim Summary generated from the “Create report” output option?
	
	

	Explain a  PHRED score and what it represents in terms of sequence quality?
	
	

	What are some of the key assembly metrics found in the “Summary de novo report”?
	
	

	Add additional questions the trainer should ask the trainee to determine level of understanding specific to your protocol.
	
	



Section III – DO - Performance under Supervision: Trainee performs all steps in the CLC Genomics Workbench SOP under direct trainer supervision
Controls and/or sample(s) will be provided to the trainee. The trainee will:
(Find example steps below, insert steps specific to your lab and CLC processes)
1. Select appropriate sequencing reads and generate Sequencing QC report
2. Select appropriate sequencing reads and perform required Trimming functions (i.e., Quality Trimming, Adapter Trimming, Length Trimming) to generate Trim output
3. Select appropriate sequencing reads and generate De novo assembly and associated report
4. Process Outputs / Reports are saved to appropriate directories
Successful performance criteria: All steps to perform functions are followed appropriately, reports are accurately interpreted and saved correctly.
	Performance Assessment
	Yes
	No
	Trainer Initials
	Date

	Select appropriate sequencing reads and generate Sequencing QC report
	
	
	
	

	Select appropriate sequencing reads and perform required Trimming functions (i.e. Quality Trimming, Adapter Trimming, Length Trimming) to generate Trim output
	
	
	
	

	Select appropriate sequencing reads and generate De novo assembly and associated report
	
	
	
	

	Process Outputs / Reports are saved to appropriate directories
	
	
	
	

	Comments:




Section IV – APPLY - Independent Performance: Trainee individually executes all steps in the SOP

Previously run sample(s) will be provided to the trainee. The trainee will:
(Find example steps below, insert steps specific to your lab)
1. Select appropriate sequencing reads and generate Sequencing QC report
2. Select appropriate sequencing reads and perform required Trimming functions (i.e. Quality Trimming, Adapter Trimming, Length Trimming) to generate Trim output
3. Select appropriate sequencing reads and generate De novo assembly and associated report
4. Process Outputs / Reports are saved to appropriate directories
Successful performance criteria: All steps to perform functions are followed appropriately, reports are accurately interpreted and saved correctly.
	Performance Assessment
	Yes
	No
	Trainer Initials
	Date

	Select appropriate sequencing reads and generate Sequencing QC report
	
	
	
	

	Select appropriate sequencing reads and perform required Trimming functions (i.e. Quality Trimming, Adapter Trimming, Length Trimming) to generate Trim output
	
	
	
	

	Select appropriate sequencing reads and generate De novo assembly and associated report
	
	
	
	

	Process Outputs / Reports are saved to appropriate directories
	
	
	
	

	Comments:




Section V – Employee Attestation
	Attestations
	Yes
	No
	Trainee Initials

	I read and understand the procedures listed in the required reading.
	
	
	

	I had an opportunity to discuss my questions with the trainer.
	
	
	

	I am satisfied with the explanations provided to me; all my questions were answered.
	
	
	



Section VI – Review and Signatures
	Trainee Name
	Signature
	Date

	
	
	

	Trainer Name
	Signature
	Date

	
	
	

	CLIA Technical or General Supervisor (as applicable)
	Signature
	Date

	[bookmark: _GoBack]
	
	





Appendix A – Trainer Discussion Topic Answer Sheet
What information is presented in the Trim Summary generated from the “Create report” output option?
Fields in the trim summary include: number of reads, average read length, number of reads after trimming, percentage trimmed and average length after trim.
Explain a PHRED score and what it represents in terms of sequence quality?
Phred quality scores (Q) are defined as  where P is the error probability for base-calling which can be used to calculate error probabilities and then used to set the limit for trimming of bases. Generally, a score of 20 or above can be considered acceptable, although this threshold can be adjusted based on lab or assay specific requirements.
What are some of the key assembly metrics found in the “Summary de novo report”?
Nucleotide distributions by base count and frequency, contig measurements (i.e. N75, N50, N25, Minimum, Maximum, Average, Count and Total), contig length distribution, accumulated contig lengths and mapping information.
*Insert answers to additional discussion topics here (including tool-specific questions) *
	Document #:
	
	Revision #:
	
	Effective Date:
	
	
	Page 1 of 5




	Document #:
	
	Revision #:
	
	Effective Date:
	
	
	Page 1 of 5




image1.png




image2.png




image3.png
H L ASSOCIATION OF

PUBLIC HEALTH LABORATORIES®





