LAIT: a local ancestry inference toolkit
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Simulation details of comparison analysis
Simulated data were created using SimAdmix. For all runs, all 39,905 SNPs on chromosome 22 from HapMap 3 release 2 build 36 were used with a track length of 40 centimorgans, with 50 samples created. For two-way admixture, simulated African-American data were created using 120 samples of CEU (Western European) and 120 samples of YRI (Northwestern African) haplotypes with proportions of .20 and .80, respectively, also from the same HapMap source as the SNP data. For three-way admixture, samples of simulated Latino data were created with the same CEU and YRI data, and 180 samples of Han Chinese (CHB) haplotypes in place of Native American (as the amount of reference data for the latter is scarce) with respective proportions of .60, 30, and .10. ELAI and LAMP-LD’s outputs were converted to unphased genotypes to ensure consistency across comparisons between the remaining software, as they can output phased haplotypes while LAMP and HAPMIX’s outputs are unphased. 
For real data analysis, we did runs on 758 samples of African-Americans on chromosome 21, with 87,569 SNPs used in analysis. The reference haplotypes were the same as used in the simulated datasets. In order to calculate the correlations of local ancestry inference results, the subset of each software’s SNPs that were included in analysis (after filtering from LAIT) had to be used – 28,625 SNPs were used for these calculations.
All inference software were run with default and/or recommended parameters from each of their respective manuals. All statistics were calculated and recorded using in-house Perl, R, and Bash scripts. Trials were run using an Intel Xeon E5-2695 v2 at 2.40GHz (none of the software supports multithreading).

