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Since the completion of the human genome project, substantive changes have ‘\\
occurred in the approach to genome sequencing. Several revolutionary
approaches to DNA sequencing has been introduced on market, called next-
generation sequencing (NGS). They are not only changing our genome
sequencing approaches and the associated timelines and costs, they are also
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changes the solution pH and its
detected by the semiconductor. These
method also use adaptors and beads.
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- R Sequencing procedure is realized in plate Method developed by Oxford Nanopore Technologies. Its sequencing is based
with 1,6 millions of wells. Every well only can on nanopores that can measure single molecules directly, without the need
support one bead. for nucleic acid amplification. This sequencer uses bespoke pore-forming
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adapters addition. b) Beads addition and Emulsion PCR sensor, chip. Voltage is applied across the membrane in which the pore is set,
process. ) Amplified fragments with beads put inside plate and the resulting ionic current through the pore is measured. When an
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Method uses sequencing by synthesis
technology commercialized by

lllumina. During sequencing, an alteration of the field.
nucleotides compete binding to the o T, Bf:?ﬁ;t f) Image simulation of
DNA. Solexa adaptors are added sequencing.

when DNA library are prepared and
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fragments are done by using bridge -
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and enzyme to initiate solid-
phase bridge amplification.

These techniques reduce time effort and sequencing cost but not enough to
achieve a new level on research. Instead of each sequencer has its benefits,

. _ . .. detamine e base — other techniques are now developing. These methods will be more effective and
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