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Using the database, the entire process of DNA preparation, sequencing, data analysis and storage are tracked and stored. All aspects of run conditions and and clones Assuming random insertion along entire vector Assuming zero insertions in cat. and ori.
analysis are kept in database tables to facilitate locating trends in performance, keeping quality control and compiling statistics. Expected Observed Expected Observed

Insert 3005 (54%) 4319 (78%) Insert 4676 (84%) 4319 (78%)

Vector 2547 (46%) 1233 (22%) Vector 876 (16%) 1233 (22%)
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DNA is isolated using an alkaline lysis procedure modified from that of Marra et al, 1999.

384-well MGC glycerol stock from Christa Prange (LLNL).http://mgc.nci.nih.gov/
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All plasticware, reagents, equipment and processes are tracked by barcodes. 384-well glycerol clone source plates shipped from Lawrence Livermore National Laboratory (LLNL) are
received and logged into the database. Cultured cells are pelleted and wells that do not show evidence of bacterial cell growth (“no-grows”) are documented in database. Quadrants containing
no-grows are re-inoculated to confirm clones are truly non-viable and those failing to grow a second time are abandoned.
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