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Sequencing of DNA is a method of DNA
replication done in vitro to know the sequence
of bases

What is DNA replication?

Bases are added always in 5’ to 3’ in the 
daughter strand



• The term DNA sequencing refers to methods for determining the order of

the nucleotides bases adenine, guanine, cytosine and thymine in a

molecule of DNA.

• The first DNA sequence were obtained by academic researchers, using

laboratories methods based on 2- dimensional chromatography in the early

1970s.

• In 1973 , Gilbert and Maxam reported the sequence of 24 base pairs using

a method known as wandering- spot analysis.

• The chain termination method developed by Sanger and coworkers in

1975 owing to its relative easy and reliability.

• In 1975 the first complete DNA genome to be sequenced is that of

bacteriophage ɸX174.





Sanger Method or Chain Termination Method (Frederick Sanger, 1975)
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Hypothetical example of
DNA sequencing:
• The template used is

the 3’ to 5’ strand or the
antisense strand of the
DNA.

• The fragments formed
in Gel electrophorese
are formed from 5’ to 3’
end and has to be read
from behind to get the
actual 5’ to 3’ DNA
sequence as smaller
fragments settle at the
bottom.



Maxam-Gilbert Method or Chemical termination method 





An hypothetical example 



Next Generation Sequencing (NGS)

Step 1
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This PCR is later
modified by
Bridge PCR





Step 3

*We will study the 
first two






