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Traditional sequencing:  Sanger Sequencing Process 



Published literature using AB SOLiD 
SOLiD sequencer:  14 days and 20 000 US$ (~10x coverage) 

Background of Next Generation Sequencing:  Impact 



Next Generation Sequencing-Infectious Diseases Research Center 

Sequencing genomes and transcripts for drug discovery 
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Background of Next Generation Sequencing:  Sequencing software 



Genome Position 

C
o

ve
ra

ge
 

R
ea

d
 C

o
u

n
t 

Mismatched Bases 

-1624 SNPs 
 
-74% Within Proposed Coding Sequence 
 
-1419 Non-synonymous SNPs 

Background of Next Generation Sequencing:  Whole Genome sequencing 



Background of Next Generation Sequencing:  Unbiased Molecular Detection 
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Non-annotated open reading frames 

Annotated open reading frames 
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Advanced Analysis of Next Generation Sequencing 
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Current Data management & Storage Issues 

Envisioned Needs: 
1. Data Storage 
2. Movement of data (bandwidth) 
3. Access to data files 
4. Distribution of data files 
5. Bioinformatics software   

Data output: 
One sequencing run:  2-8 Tb 
Single sequencing run:  4-14 days 
Instrument able to perform two sequencing runs as a single time 
 


