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Everything

System Administrator

Instrument Administrator

Project Administrator

Instrument User

Archivist

Content Management PDF Template Manager
Content Management Reader

Content Management Approver
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Lab Manager

Scientist

Analyst

Operator

Reviewer

Roles - Centrol Panel

Description

Al privileges

Manage users and security settings

Manage instruments and locations

Manage projects and project groups

View and run instrument=
Ar

nalyst

Archive and Dearchil
View, Create, Update
View and Read conte
View, Read, Add, Mo
View, Read, Add, anc
Lab Manager Role fo
Scientist Role for Ma
Analyst Role for Mas
Operator Role for M
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View projec o project group
Edit content of project
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BicConfirm Reviewer (BC_Reviewer)
BicConfirm Reviewer (BC_Reviewer)
BioConfirm Analyst (BC_Anzlyst)
BicConfirm Analyst (BC_Analyst)
BicCenfirm Reviewer (BC_Reviewer)
BioConfirm Reviewer (BC_Reviewer)
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BioConfirm Reviewer (BC_Reviewer)
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Date
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Description

Reviewed by BioConfirm Reviewer (BC_Reviewer)
Saved reviewed audit trail

Run Intact Protein Workflow.

Saved results.

Reviewed by BioConfirm Reviewer (BC_Reviewer)
Saved reviewed audit trail.

Run Intact Protein Workflow.

Saved results

Reviewed by BioConfirm Reviewer (BC_Reviewer)
Saved reviewed audit trail.

Find by Protein De tion found 28 bi

Category

Audit trail review
Audit trail review
Reprocess results
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Audit trail review
Audit trail review
Reprocess results
Save results
Audit trail review
Audit trail review
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Saved results.

P results
Save results
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