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Supplementary Data

S1 – Median block size of reconstructed haplotypes

Benchmark Simulations F60

Figure 1: Median haplotype block size per simulation for simulations with 16, 32, 64 or 128
selection targets.
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Experimental Data

Barghi et al. (2019) median bock size : 2.5 Mb

Mallard et al. (2018) median bock size : 5.1 Mb

S2 – Linkage Disequilibrium

Figure 2: Linkage disequilibrium of chromosome 2L in 189 individual D. simulans haplotypes
(Barghi et al., 2019) as measured by r2 for different distance bins (0-10 kb, 10-
20kb etc.) and interchromosomal (interchr) r2. Each bin contains 1000 randomly
chosen r2 estimates. Outliers are not shown.
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S3 – Intermediate generation analysis for different numbers of

selection targets

Figure 3: Haplovalidate with and without including intermediate time-points for simulations
containing 32 selection targets. A: True positive rate, B: fraction of selected regions
with a single selection target, C: fraction of haplotype blocks with multiple targets,
D average number of selection targets on a haplotype block, E: false positive rate.
Dashed line represents the overall median for each parameter.

3



Figure 4: Haplovalidate with and without including intermediate time-points for simulations
containing 64 selection targets. A: True positive rate, B: fraction of selected regions
with a single selection target, C: fraction of haplotype blocks with multiple targets,
D average number of selection targets on a haplotype block, E: false positive rate.
Dashed line represents the overall median for each parameter.
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Figure 5: Haplovalidate with and without including intermediate time-points for simulations
containing 128 selection targets. A: True positive rate, B: fraction of selected
regions with a single selection target, C: fraction of haplotype blocks with multiple
targets, D average number of selection targets on a haplotype block, E: false
positive rate. Dashed line represents the overall median for each parameter.
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