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Sequence
Exosome RNAs

The Exo-NGS service provides the exosome researcher with a comprehensive, expert service to isolate and 
identify exosome-associated RNA biomarkers - leveraging the throughput and scalability of Illumina’s MiSeq 
and HiSeq next-generation sequencing platforms.  Most exosomal RNAs are less than 300 nucleotides in 
length, thus small RNA libraries are ideal for this application. This service is a turnkey solution that is tailored 
for researchers who are interested in identifying novel exosome RNA biomarkers or understanding the 
abundance of such biomarkers in the exosomes of their model cellular systems or patient biofluids.

Exosomes isolated from samples

Exo-RNAs purified with chromatography

Illumina bar-codes added and amplified

Library size-selection and PAGE purification 

High sensitivity library QC with Bioanalyzer

Multiplexed NGS runs performed 

Building Exosome RNA Library 

Sequence Read Quality Assessment Two rounds of quality checks on sequence data 
are performed. The first round analyzes raw 
sequencing data generated by the Illumina 
platform, and library adaptors and Ns are 
trimmed.  The second data check is performed on 
the trimmed sequence data to ensure read 
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Compare exo-RNA sequence profiles across patient samples.

Input Sample Requirements 

Biofluid Volume
   Serum    500�l - 1ml
   Plasma    500�l - 1ml
   Cell Media    5ml - 10ml
   Urine    5ml - 10ml
   Spinal Fluid    5ml - 10ml
   Ascites Fluid    500�l - 1ml
   Other    Inquire



Data
Analytics

Publication-ready figures automatically 
generated with the Exo-NGS service.

SBI and Maverix Biomics have teamed up to provide a 
complete analytics solution on deep sequencing data of 
exosome-associated RNAs. The analysis service includes 
library sequence quality control metrics, data analysis for 
relative RNA abundance and identity, differential expression 
analysis and visualization of the data in a cloud-based, 
private UCSC Genome Browser. Simplify and accelerate your 
exosome RNA biomarker discovery with the advanced 
bioinformatics analysis included in SBI’s Exo-NGS service. 

Put your data into context.

Primary Data Deliverables
 Raw sequencing reads in FASTA format
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Genome Browser Data Mining

Sequencing data uploaded

Access to public databases

Analyze with accepted analytics

Visualize your data automatically

Compare to known ENCODE data 
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Exosomes are  60 - 150 nm nanoshuttle membrane vesicles secreted by most cell types in vivo and 

in vitro. Exosomes are found in blood, urine, amniotic fluid, malignant ascites fluids and tissue 

culture media and contain distinct subsets of microRNAs, mRNAs, lncRNAs and other ncRNAs. The 

identity and expression level of these RNAs have been shown to be a valuable approach to discover 

sequence signatures for the diagnosis and prognosis of disease. SBI offers a unique next-generation 

exosome RNA sequencing service to accelerate your biomarker discoveries. SBI isolates the 

exosomes from serum, plasma, urine, tissue culture media, or other samples, then purifies the 

exosome RNA and builds high-quality Illumina NGS bar-coded libraries. The high-quality data are 

then analyzed using the exclusive Maverix Biomics exosome RNA analysis pipeline.

Exosome RNAs are stable, biofluid-derived markers for 
accurate molecular-based diagnostics and prognostics.

services@systembio.com   systembio.com/exo-ngs

SBI YOU
Isolates exosomes
Purifies exoRNA
Makes bar-coded Illumina 
  libraries
Runs MiSeq/HiSeq
Performs data analysis

Mail SBI samples
  (serum, urine, media)
Receive raw data and analysis
  report including top hits
View data in genome browser 
Discover novel biomarkers

HOW THE EXO-NGS SERVICE WORKS




