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Count (log scale)

Calling approach

bwa gatk freebayes

bwa gatk gatk

bwa gatk gatk−haplotype

bwa gkno freebayes

bwa gkno gatk

bwa gkno gatk−haplotype

Illumina−platinum 

novoalign gatk freebayes

novoalign gatk gatk

novoalign gatk gatk−haplotype

novoalign gkno freebayes

novoalign gkno gatk

novoalign gkno gatk−haplotype

Indel : Variant counts per approach, by classification category


