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Whole Transcriptome
Sequencing

Whole Transcriptome Sequencing (WTS), which includes RNA-Seq with rRNA removal and small
RNA-Seq, is used to reveal the complete picture of mRNAs, IncRNAs, circRNAs, as well as microR-
NA (miRNA), in a biological sample under specific conditions. WTS enables exploration of'a
complicated post-transcriptional regulation mechanism referred to as a competitive endoge-
nous RNA (ceRNA) network. These ceRNAs such as mRNAs, IncRNAs, circRNAs act as molecular
sponges for a miRNA through their miRNA binding sites, thereby de-repressing all target genes of
the respective miRNA family.

¢ Applications

% Study of mRNA and ncRNA interactions miRNA sponge and target regulatory
elements detection

@ ceRNA regulation network investigation

% Our Features & Advantages

Comprehensive Analysis of RNA Extensive Experience
( the IncRNA library and the small RNA library are We were one of the first companies to pro-
constructed to detect miRNAs, mRNAs, IncRNAs O vide whole transcriptome sequencing and
and circRNAs, pproviding a more comprehen- RNA comprehensive analysis services
sive analysis of transcriptional regulatory net- (since 2008).
works.
Specialist Team Reliable & Fast Turnaround Time
[ﬂ& We have experienced experts to assist you B A dedicated project manager will be provided
with experimental design and data inter- and the results will be given to you within 20
pretation. business days after sample quality verification.
Project Workflow
_________ bAoA
: Sample Quality Control : : Library Quality Control : : Data Quality Control :

Sequencing Strategy: illumina Novaseq platform, PE150 bp and 12 Gb for IncRNA library, SE50 bp and 10M reads for small RNA library
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% Bioinformatics Analysis Pipeline

________________ :
Ribosomal RNA Removal Library : Linear RNA Removal Library 1 Small RNA Library
________________ -4

mRNA Identification mRNA Identification mRNA Identification mRNA Identification

Quantification and Quantification and Quantification and Quantification and

Differential Differential Expression Differential Expression Differential Expression
Expression Analysis IMEISH IMEINSH IMEISH

mRNA Enrichment IncRNA Enrichment cirRNA Enrichment miRNA Enrichment
Analysis Analysis Analysis Analysis
Cis/Trans Prediction cirRNA Host Gene

Target Gene Prediction

miRNA Sponge Analysis

ecRNA Regulation Network Analysis

Protein Interaction Network Analysis

Coexpression Analysis

% Sample Requirements

Total RNA =1ug =20 ng/ul 260/280=1.8~2.0
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