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Gap Closing/Finishing of draft genome assemblies is a labor \_—\ < Ul 5
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reaction. The PCR products are concatenated and sequenced . . . .
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design algorithm and initial results. _—g; RESULTS
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*Droplet can contain single molecule, cell, or bead 5007 . — FUTURE EXPERIMENTS

*10 million droplet per hour After the first successful gap closing/finishing experiment, JGI recently
*No need for automated liquid handling acquired their own RDT 1000. Current experiments will try to
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