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Genomics

Whole genome sequencing

Whole exome sequencing

CGH array analysis
(molecular karyotyping)

Genome -wide association study (GWAS)

Transcriptomics / Epigenomics

(incl miIRNAomics)
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Figure 1 Genome-wide association results for 946 ileal Crohn disease cases and 977 control samples. Single-marker association results for the combined
non-lewish and Jewish samples using the Cochran-Mantel-Haenszel (CMH) test. Each chromosome is depicted as a different color. The red line indicates
the threshold (P < § x 10~5) selected to define regions for evaluation in the replication studies. The P value thresholds for suggestive and significant
iations are 3,28 » 107% and 1.64 x 1077, respectively, based on a Bonferroni correction for multiple testing. A modest comection factor
= 1.066) is necessary to correct for stratification between cases and controls, but it does not modify the cumrent results.
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http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2719288/figure/F4/
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2719288/

Published Genome-Wide Associations through 3/2010:
779 published GWAS at P < 5x10-8for 148 traits
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