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One Fragment = One Bead = One Read: The Genome Sequencer
FLX System provides a complete solution — from sample preparation
through digital data analysis — for a wide variety of applications.  

1) Sample Input 

2) Sample Fragmentation

3) Adaptor Ligation

4) One Fragment = One Bead

5) Clonally Amplified Bead 

6) Flowgram
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