
 

ChrA

SbfI
TGCAGGTGACTTAGAGCGCGATATTGACCGGGAACGCGAGCGTGAAGCG

ChrB

ChrC

ChrD

A. Extract reads from reference genome B. Re-diploidize genome by creating alleles

SbfI
TGCAGGTGACTTAGAGCGCGATATTGACCGGGAACGCGAGCGTGAAGCG

SbfI
TGCAGGTGACTTAGAGCGCGATATTGACCGGGAACGCGAGCGTGAAGCG

C. Randomly generate SNPs across alleles

D. “Sequence”

E. Generate error at three levels on “sequenced” reads

Catchen, Supplementary Figure 1
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