‘BSVM’ Package
‘BSVM’ package consists of one main program ‘BSVM_main.m’ and three functions: ‘Simulation_TID.m’, ‘SVM.m’, and ‘Permutation.m.’ They are described as follows.
(1) ‘Simulation_TID.m’ is a function for generating Type 1 diabetes data proposed by Nejentsev et al.[1], in which 100 replicates of 480 cases and 480 controls with 10 genes were generated by the resampling technique based on the supplemental file provided by Nejentsev et al.[1]. One can select each of the 10 genes listed in Nejentsev et al.[1], and the default is IFIH1 gene.

(2) ‘SVM.m’ is a function for support vector classification.

(3) ‘Permutation.m’ is a function for permutations. This procedure was repeated for 100 replicates with 10,000 permutations to obtain the average P-values.
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