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Figure 1. Sanger Sequencing Method

a DNA fragmentation 4 Cycle sequencing
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labeled ddNTPs  ..CTGATCTATGCTCG
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JFF]%* %l Figure 2. Roche 454 Sequencing Method
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1. FL1-dATP-(blocker) + FL2-dGTP-{blocker) +
FL3-dCTP-(blocker) + FL4-dTTP-(blocker)

2. Fluorescence imaging in four channels

3. Chemically cleave labels and terminating moiety
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Figure 4. SOLID Sequencing Method

2" Base
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Extra

Figure 5. Pacificbiosciences Real-time Sequencing Method
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