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Introduction

• AutoQC Workflow developed for NIMH Repository & 
Genomics Resource (NRGR)

• NIMH mandates all data and bio-specimens collected from 
genomic studies be submitted to a data repository

• Other researchers can get access to these data and bio-
specimens

• Example
• AutoQC workflow was developed to check data being 

submitted by NIMH funded studies



AutoQC Workflow

• Researchers submit data via a web interface, with real time 
reporting

• Data is submitted as a collection of csv files
• Each file is associated with a data dictionary describing the 

data
• The system provides the dictionary for standardized data
• Researcher provides the dictionary for non-standard data
• First – The system checks data against data dictionary
• Last – The system performs advanced checks



Workflow Structure



Web Interface
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Thank You!
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