
Custom Java code 
Filter SNPs in Freebayes VCF file and output summary file 

Freebayes SNP caller 
Call SNPs on merged BAM file with all samples 

Samtools merge 
Merge individual sample BAM files 

Bowtie read mapper 
Map preprocessed reads onto the reference sequences, mapping each sample separately 

Custom Java code 
Trim off poor quality bases and truncate all sequences to 64 bp 

Custom Java code 
Deconvolute raw Illumina reads into sample bins based on bar codes, then remove bar codes  

Custom Java code 
Extract 64 bp reference sequence each in FWD and REV directions from the restriction site 

EMBOSS restrict 
Mark up PstI restriction sites from WGS assemblies  

Supplementary Figure 1. Data processing workflow for the raw GBS Illumina reads. 
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