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fiii Peptide Relative Quantitation Results
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Delete
Role

Edit
Rale

Create
Rale

Roles

22 BioConfirm Networked Workstation& H|0|E

Administration « | Roles
=
[B My settings Name Description
Local Configuration b Everything Al privileges
@ System Configuration b System Administrator Manage users and security settings
O security Policy b Instrument Administrator Manage instruments and locations
& Users b Project Administrator Manage projects and project groups
&% Groups b Instrument User View and run instrumentc
Analyst
[@ Roles b Archivist Archive and Dearchiy
View project o project roup
[ System Activity Log B Content Management PDF Template Manager View, Create, Update Edit content of project
& Licenses 13 Content Management Reader View and Read conte Access content using web client
O Instrument Controllers P ContentManagement Approvar View, Read, Adg, Mo Amnotmte
Diagnostics b Contant Management Contributor View, Read, Add, anc Assign charge state
= Assign tr
[ Content Management b LabManager Lab Manager Role fo SREV e ]
: o Autit i opy 1o Cipbosra
3 Administrative Reports b Scientist sgengmerormd
b Analyst Analyst Role for Mas
Ciear match results
b Operator Operator Role for M Copy to Clipboard
b Reviewer Reviewer Role For Ml grenre biomolecule

Results Audit Trail: /Demo_Project/Data/Nist mAb Intact02.d (Number of entries: 18)
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Shared Services

MassHunter Biogonfirm
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MName

BioConfirm Reviewer (BC_Reviewer)
BioConfirm Reviewer (BC_Reviewer)
BioConfirm Anzalyst (BC_Analyst)
BieConfirm Analyst (BC_~Analyst)
BioConfirm Reviewer (BC_Reviewer)
BioConfirm Reviewer (BC_Reviewer)
{admin)

(admin)

BioConfirm Reviewer (BC_Reviewer)
BieCeonfirm Reviewer (BC_Reviewer)
BioConfirm Analyst (BC_Analyst)
BioConfirm Analyst (BC_Analyst)

Date
2021-03-10-10:43:55-08-00
2021-03-10-10:43:55-08:00
2021-03-10-10:53:13-08:00
2021-03-10-10:53:46-08:00
2021-03-11-09:30:33-08:00
2021-03-11-09:30:33-08:00
2021-03-14-13:40:29-07:00
2021-03-14-19:41:00-07-00
2021-03-14-20:00:14-07:00
2021-03-14-20:00:14-07:00
2021-03-14-20:02:54-07:00
2021-03-14-20:03:28-07-00

Description

Reviewed by BioConfirm Reviewer (BC_Reviewer)
Saved reviewed sudit trail

Run Intact Protein Workflow.

Saved results.

Reviewed by BioConfirm Rewviewer (BC_Rewviewer)
Saved reviewed audit trail.

Run Intact Protein ‘Workflow.

Saved results

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

Find by Protein Deconvolution found 28 biomolecules.
Saved results.

Category

Auxdit trail review
Audit trail review
Reprocess results
Save resulis
Audit trail review
Audit trail review
Reprocess results
Save results
Audit trail review
Audit trail review
Reprocess results
Save results
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From Insight to Outcome
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www.agilent.com/chem/bioconfirm
=2l 10
www.agilent.com/chem/store
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