· We accept tab-delimited text files.
· Each submission need to provide three files, one for SNP markers, one for phenotypes, and one for genotypes.
· Each file should have at least one header row followed by data rows.
· For genotypes and phenotypes, data columns are divided into two blocks. The left block contains all subject-related information such as subject identification number, sex, sample type, geographic area, race, and etc. The right block contains phenotypes or genotypes. 
· Sex of all subjects is required.

· Boolean (binary) phenotypes should be coded numerically as 0 and 1 with the missing phenotype as -9, where 0 stands for control and 1 for case.
· Genotypes are all coded as bi-allelic. Thus a SNP on Chromosome Y will be coded with two identical symbols. Missing genotypes must not be coded by white space or tab. Allele delimiter must not be white space or tab. 

