Supplemental Table 1. Thirty-five of the most commonly observed CNVs in the Utah database collected from a set of 1275 patients using the SGI/PE BAC array platform described, listed in descending frequency. The number of oligonucleotide probes represented on the Agilent CNV array set for the corresponding genomic location is indicated along with the number of gains and losses detected in ten patients using the Agilent CNV array set. Subsequent columns include data on the number of variations detected in these regions in other studies (de Smith et al. (2007), Perry et al. (2008)) and the latest version (April, 2008) of the Database of Genomic Variants.
Supplemental Table 2. Gains and losses detected for each of the ten patients using the Agilent CNV array set. For each gain or loss the information about its genomic coordinates, size, average log2 ratio, number of probe hits in the region, statistical significance of the call and its overlap with the 35 BAC clones from the Utah database, if any, is indicated. CNV calls were made using the modified ADM2 algorithm with threshold 5, minimum absolute average log2 ratio in called intervals of 0.2 and minimum of 2 probes as described in the Methods section.

Supplemental Table 3. Summary of copy number variable regions detected in ten patients by the Agilent CNV array set. Each CNV region is a union of overlapping gains and/or losses detected in ten samples. For each CNV region, the information about its genomic coordinates, size, number of gains and losses detected in ten samples, overlap with 35 BAC clones from the Utah database, if any, and consistency of the CNV boundaries using +/- five probe calls in ten samples is indicated.

Supplemental Table 4. Summary of base pair start and stop locations for each copy number variation observed using the Agilent CNV array set corresponding with 28 BAC clones from the Utah database. Variability between patients in breakpoints, based on +/- five oligonucleotide probes is noted. 

