


NGS technology has revolutionized Life Science research by dramatically reducing cost, time, and manpower 

needed for sequencing. Current NGS platforms enable researchers to dissect any type of  genome/transcriptome/ 

epigenome/metagenome. 

Illumina HiSeq 1000  

(Reads - 2x100 bases;  

Data – upto 300Gb/run) 

Roche 454  

GS FLX Titanium/GS FLX+ 

(Reads - upto 1kb; Data - 1 Gb/run ) 
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Features HiSeq (Illumina) GS FLX + (Roche/454)  

Sequencing Method Sequencing by Synthesis Pyrosequencing 

Read lengths (bases) 100 x 2 Upto 1Kb 

Data per run Upto 300 Gb Upto 1Gb 

Run time 10 days 24 hours 

Multiplexing 

(barcoding) 

192 samples – 24 adapters & 8 lanes 

 

192 samples – 12 adapters & 16 

regions 

Applications (examples) Sequencing of  de novo /reference  

genomes, transcriptomes 

(mRNA/small RNA), 

DNA/Chromatin modifications, SNP 

Markers etc. 

 

De novo Sequencing of  genomes, 

transcriptomes and metagenomes, 

targeted sequencing, etc. 

 

NGGF is a unique model that supports the growing needs of  large-scale genomic projects in our 

country. NGGF has been accessed by over 45 organizations (institutes/ industries) both within and 

outside India. More than 75 species have been successfully sequenced, including more than 430 

genomes and 730 transcriptomes, the data of  which has been published in several peer-reviewed 

journals.  

(http://www.ccamp.res.in/NGS-Genomics) 

Next Generation Sequencing 

Next-Generation Sequencing Platforms 



Source/ Library Type Sequencing Data Analysis 

NGS Platform 
Illumina HiSeq 1000 

Roche 454 GS FLX + 

Library Type 
DNA, RNA, RAD Seq, Small 

RNA, Mate-pair, Exomes, 

ChIP DNA, HLA typing, 

Amplicon Sequencing. 

NGS Application 
De novo / Reference Assembly,  

Reference Mapping, Genome and 

Transcriptome Assembly and  

Annotation, SNP analysis,  

Comparative Genome Analysis, 

Small RNA Analysis, ChIP-Seq 

Analysis, Restriction Site Mapping 

(RADseq), etc. 

Source 
Animals, Plants, Bacteria, 

Fungi, Insects, Viruses, 

Plasmids,  Synthetic DNA and 

Metagenomes 

Sequencing Applications 
DNA: Whole genome, Exome, 

ChIP-Seq, Mate-pair,  HLA 

typing, Amplicons, Metagenomes 

RNA: total RNA, RiboMinus 

RNA, small RNA 

Within NGGF, we have established a strong Bioinformatics team to help efficiently design data analysis pipelines 

and carry out complex NGS data analyses. Below we have listed our services and infrastructure  

Data Analysis Services Expertise & Infrastructure 

• Genome Assembly and Annotation 

• Gene Prediction (de novo / Reference) 

• Differential Expression Analysis 

• Small RNA analysis 

• SNP Analysis 

• ChIP – Seq analysis and other Protein – DNA/RNA 

interactions  

• Metagenomics / Metatranscriptomics 

• Genotyping by sequencing – RAD seq 

• Team of  Qualified Analysts offering 

Personalized Services and Training 

• Expertise to understand and solve problems 

using a systems biology approach 

• High Performance Servers  

• High Capacity Redundant Storage System with 

Optional Data Security 
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