fi19T DNA €|
e

Y45 flg P i 4 B
B2 S RFLER

i
ik

Brief introduction on the development of DNA
sequencing technology and nanopore sequencing
technology in third generation sequencing
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DNA sequencing by synthesis

Polymerase-based DNA sequencing

Sanger DNA sequencing Massively parallel DNA seq
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Single molecule DNA sequencing

ing Nanopore DNA sequencing

Sequence 500 - 700 DNA bases per reaction
16 reactions per gel
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Sequence 10,000 DNA bases per gel
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Sequence 100 - 5,000 DNA bases per reaction
10 thousand to 10 billion reactions per slide

Sequence 2 trillion DNA bases per slide

Sequence 10 thousand to 4 million DNA bases per pore
40,000 - 250,000 pores per device
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Sequence upwards of 200 billion DNA bases per device
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https://www.genome.gov/genetics-glossary/DNA-Sequencing)



