
Introduction

Small RNAs are a group of non-protein-coding RNA molecules that are  18-40 nucleotides in length and play a role in gene-silencing and 
post-transcriptional regulation of gene expression [1]. They play important roles in gene expression regulation in organisms especially during  
development, cell proliferation and differentiation, apoptosis and are part of host defense pathways against foreign nucleic acids. Small RNA 
population varies significantly within tissue types and species [2]. 

Small RNA sequencing is a Next-Generation Sequencing (NGS) technique that involves isolation  and sequencing of  small RNA species to 
explore their abundance in various tissues or under varying conditions where they play important functional roles [3]. It helps to decipher their 
abundance, function and helps to construct regulatory networks of miRNAs and their target genes [4]. NGS can query thousands of small RNAs  
and lead to discovery of  novel small RNAs their roles in tolerance and defense mechanisms [5].

Small RNA Sequencing at AgriGenome

AgriGenome offers comprehensive small RNA sequencing and bioinformatics analysis for miRNA profiling with the Illumina platform and 
widely accepted analysis software.  Small RNA Sequencing data generation at AgriGenome involves the following steps (Figure 1 & 2).
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Figure 2.  Small RNA analysis pipeline at AgriGenome
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Figure 1. Small RNA Sequencing work�ow at AgriGenome
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Deliverables

We provide the following bioinformatics
deliverables after analysis:

● Delivers comprehensive view of the small RNA 
 profile in samples

● Understanding how post-transcriptional regulation 
 contributes to the phenotype

● Identifying conserved and novel small RNA

● Capture the small RNA targets and their annotation

● Understanding host-pathogen interactions and
 disease progression

● Designing antisense-RNA for functionally important  
 gene targets

Application

FOR MORE INFORMATION 

Kochi
5th Floor, SCK 01 Building "SmartCity Kochi",
Infopark Road, Kakkanad,
Kerala, 682 042, India

Hyderabad
DS-10, The Sustainability Innovation Center (SINC), 
IKP Knowledge Park, Genome Valley, Koltur, Hyderabad,
Telengana, 500 078, India

Delhi
27 Ground Floor, TDI Centre,
Jasola District Centre,
New Delhi, 110 025, India

     +91-484-4234-234      sales@aggenome.com


