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FROM  DNA  SEQUENCING  TO  GENOMES: THE  ASSEMBLY 
CHALLENGE 
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Next Generation Genomics: World Map of High-throughput Sequencers 
http://pathogenomics.bham.ac.uk/hts/ 
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N =
cG

L
=
3×109

500
= 6 million reads!
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E[ # non− trivial contigs ]= Ne−(cσ ) − Ne−(2cσ )

E[ contig size ]= L
e(cσ ) −1
c

+ (1−σ )
⎡

⎣
⎢

⎤

⎦
⎥



• 



• 
• 
• 
• 

• 

• 

• 
• 
• 

cE =
N(L −K )

G
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