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Figure 1: The Genome Sequencer FLX Instrument.
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1 instrument plus accessories

1 kit (1plate with accessories)

1 kit (for 1 sequencing run)

1 kit (for 16 amplification reactions)
1 kit (for 16 amplification reactions)

1 kit (for 16 amplification reactions)
1 kit (for 10 library preparations)

1 kit (for 10 library preparations)
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