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Supplemental Figure 1. Exon capture array design. 

 

 

Gene Set 

Exon Capture Array 

Identify human RefSeq genomic loci and chimpanzee, orangutan and rhesus macaque 
orthologous loci based on UCSC human RefSeq mappings. 1-to-1 orthology required. 

 

Sequences from gene CDS extracted from all genomes and aligned using Clustalw. 

 

Rhesus 85bp windows at 10bp offsets compared to other genomes. If 2 or more genomes 
share base, position is conserved. If >= 90% of window conserved, it is a potential probe. 

 

Potential probes mapped to respective genomes by Blat and only probes mapped to correct 
position with no mapping with score within 10% of correct mapping retained. 

 

Genome-wide frequencies of 15mers computed and probes with average 15mer frequency 
>100 removed from consideration. 

 

Conservation to insure applicability to Japanese macaque 

 Uniqueness of probe to reduce non-specific binding 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplemental Figure 2. SNP Calling 

 

454 Sequencing Reads 

Candidate SNPs 

Bowtie 2 mapping to UCSC 
rheMac2 genome assembly 

 

Allelic sites identified by all methods 
(n=1543 SNPs) 

 

Atlas-SNP2 
SNP calling 

 

SNPTools 
SNP calling 

 

ssahaSNP mapping to 
UCSC rheMac2 

assembly and SNP 
calling 

 

Variant Effect Predictor (VEP) for determination of genomic consequences of SNPs based on 
Ensembl gene models (n=135 missense SNPs) 

 

liftOver of SNPs to human hg19 assembly and SIFT/Provean analysis for prediction of 
missense SNPs effect on protein function (n=42 predicted functional missense SNPs) 

 

Integration of PLINK case/control association results using adaptive permutation empirical 
significance generation with missense SNPs effect on protein function (n=5 SNPs p < 0.063) 

 



 

 



 
 

Supplemental Figure 3. Significant (p < 0.05) genotype-phenotype NOIA three loci models 
based on genotypes for the extended panel of high fat diet exposed Japanese macaques. The 
Genotype axis shows the genotypes (1 = homozygous most frequent allele, 2 = heterozygous, 3 
= homozygous least frequent allele) for each of the loci (ordered as PLA2G4A, APOB.1 APOB.2) 
and the Genotypic Effects axis shows the NOIA predicted effect of the genotype on a phenotype. 
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