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1. Add sample and injection solution to well. vacuum duration time and before an abbreviated dry * Optimal settings for this demonstration were
vacuum time to clear the membrane for increased achieved by increasing vacuum duration times
2. Filter using vacuum manifold until wells are vacuum efficiency for all sample groups on both and introducing a blot step before drying the
empty. DNA is retained on the membrane vacuum steps. wells completely.

surface while smaller contaminants are

. 2. Value is added to the vacuum method from the
filtered to waste.

. . instrumentation used to perform it.
Results for common measures of quality sequencing on

3. Wash sample once, resuspend, and recover. Run #2 samples is shown by Figures 5 and 6. * In addition to genomic workflow capabilities, these
combination microplate washers can perform bead
based, cell based, and traditional ELISA assay
procedures including washing, reagent dispensing,
cell seeding and media exchanges.

Figure 2 — Millipore™ Montage™ SEQ¢s Sequencing
Reaction Cleanup Kit protocol. 96- and 384-well

formats are available.I"! ) )
e This vacuum procedure can also be performed in

384-well plates.

® The versatility of this instrumentation lends itself
to resource sharing among laboratories or within
core facilities.

3. Kits are available for PCR cleanup and plasmid
miniprep from the same manufacturer using similar
technique.
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