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NGS made our lives easier

https://youtu.be/-kTcFZxP6kM
2) Next Generation Sequencing (NGS) - Sample Preparation

https://youtu.be/-kTcFZxP6kM
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Assembly, de novo assembly
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Short-read assemblers



  5

De Bruijn graph
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Repetitive Regions
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Scaffolding
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Scaffolding
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Long-read assembly

● Short-read assemblers struggle with repetitive regions and 
scaffolding.

● Third generation sequencing (PacBio and Nanopore) can generate 
reads ~ 30 kb long on average.

● Challenges:
➢ High sequencing error
➢ Low throughput
➢ Expensive

● Hybrid methods are more cost efficient
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Thank you

Any questions?
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