Achilles Data 19 Cell Line File

Raw cell viability data for each shRNA was generated 6 days post-infection in 384-well plates using an ATP-based luminescence assay (Cell-Titer Glo, Promega), with the exception of A549 cells, for which cell number was quantified using high throughput imaging. All wells were tested in quadruplicate, including duplicate samples with or without puromycin to assess infection efficiency. Data for shRNAs that yielded low infection efficiency (ie puromycin positive to puromycin negative ratio < 0.25) were excluded (“NT”).  Data normalization was performed using the B-score metric, a variant of the Z-score that uses the median absolute deviation to account for plate-to-plate variability, as well as a two-way median polish to minimize row/column effects that accompany RNAi screens. The average of B-scores for all replicates (puromycin positive and negative) was calculated for each individual shRNA and aligned for the 5002 shRNAs (rows) tested across all 19 cell lines (columns).
