USC Norris Molecular Genomics Core

Bulk RNAseq Project Workflow
coregenomics@med.usc.edu (323) 865-0511

+ To start the submission process, please email Stephanie Tring at tring@med.usc.edu
* Anin-person or zoom meeting will be scheduled to discuss your project.
: + Based on the information provided, a formal quote will be emailed to you.
Consultation i {1 prepare the following information prior to the meeting:

and Cost 1. Are the RNA already extracted and how many?

Estimation 2. If you need RNA extraction, what is the starting material?
3. What type of RNAseq are you interested in? mRNA, totalRNA or smallRNA?

e After you have reviewed the quote and are ready to start your project, please email
Stephanie, tring@med.usc.edu, and submit the MGC NGS Submission Form
Scheduling & MGC can assist in ordering the reagents. We will need confirmation from you with
your USC Worktag and Cost Center to place any additional reagents order.

and
Submitting

¢ Isolated RNA will be QCed prior to RNAseq. The RNA quality and quantity
requirements are:
o Isolated totalRNA should be >20ng/ul in 50ul.
o RIN>7
o 0D260/280 ~2.0 and OD260/230 >1.8
¢ If RNA does not meet minimum requirement, we will discuss the low input/low
quality RNAseq library prep option.

Pre- RNAseq
Quality Control

If samples have passing QC scores, we will schedule the RNAseq process.

The turnaround is 10 working days for <30 samples.

We will deliever the MultiQC report containing basic alignment QC and FASTQ.
Data will be delivered via CARC, please inform us if you would like to use another
method of data transfer.

RNAseq Run
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