
Translational Genomics Laboratory 
Whole Genome Gene Expression Workflow

Initial consultation and experimental design
Investigator meets core director before any experiments are performed. 
Sample types: human, mouse and rat, minimal sample requirements, etc.

Sample preparation (3)
Whole Genome Amplification with single round of In Vitro Transcription including labeling

Whole Genome Gene Expression Assay
Hybrization of labeled cRNA to BeadChip and scan

FAILPASS

Assess quality of the assay
Pool of oligo contains control probes.

Identification of differentially expressed genes
Statistical analysis to identify differentially regulated genes

(Cluster analysis and heat map)

Additional analysis (optional)
Pathway analysis

Prepare final analysis report

Meet with investigator
Go through results with investigator and advise them of the next step.

Investigator isolates total RNA and submits to the core
mRNA isolation is not recommended.

Not required to take any measurements (quantity, quality, etc.).
Aliquot 5 ul for Bioanalyzer use. The rest will be used for the assay.

Sample preparation (1)
The core quantifies (A260 or Quant-iT ™ RioGreen®), checks quality (A260/A280 or 
BioAnalyzer) and integrity (denaturing agarose or BioAnalyzer) of submitted RNA.

PASS

FAILSample preparation (4)
Sizing analysis of cRNA (BioAnalyzer, OPTIONAL)

PASS

FAIL

For contact, e-mail us at transgen@iupui.edu

Sample preparation (2)
If samples are not treated with DNase at the RNA isolation stage, we’ll treat the samples 

with TURBO DNA-free.


