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Supplemental Figure 1: Flowchart describing inputs, outputs, and processes in the mapping and
simulation profiles of NemaScan.
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Supplemental Figure 2: Effect size distribution of simulations comparing algorithm performance
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All Divergent
Strains; Select
Swept Strains

Supplemental Table 1: Simulation summary

Number of
Strains

Simulated QTL
Locations

203 Genome-wide

540 Genome-wide

100; 200; 300;

400; 500

183; 182

Genome-wide

144 Genome-wide

Chromosome-
Specific Arms
and Centers;
Population-
specific
hyperdivergent
regions

Approximate
Grouping Replication per
Replicated Group

Heritability x
Number of QTL 50
Heritability x
Number of QTL 100
Subsampled
Population 50

Subsampled
Population 30

Heritability x

Strain Set x

Chromaosome

Region x

Divergence x

Chromaosome 100
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Supplemental Table 2: Differences in power to detect QTL between
increasing heritability for one and five underlying QTL
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Tralt Heritab Number of S Group 1 Group 2 nl n2 Adjusted p-v Significance

01 1 EMMA fastGWA-Im 24 7 1ns
01 1 EMMA fastGWA-Im 24 25 1ns
01 1 EMMA fastGWA-Im 24 21 ins
01 1 fastGWA-Im fastGWA-Im 27 25 1ns
01 1 fastGWA-Im fastGWA-Im 27 21 1ns
0.1 1 fastGWA-Im fastGWA-Im 25 2 1ns
02 1 EMMA fastGWA-Im 48 a7 002171 *
02 1 EMMA FastGWA-Im 48 44 063477 1ns
02 1 EMMA fastGWA-Im 48 a7 0.69477 ns
0.2 1 FastGWA-Im FastGWA-Im 47 a4 007298 ns
0.2 1 fastGWA-Im fastGWA-Im 47 47 0.00097 ***
02 1 fastGWA-Im fastGWA-Im 44 a7 05322 ns
03 1 EMMA fastGWA-Im 50 49 0.6066 ns
03 1 EMMA FastGWA-Im 50 48 012139 s
03 1 EMMA fastGWA-Im 50 50 0.00282 **
03 1 fastGWA-Im fastGWA-Im 49 48 0.6066 ns
03 1 fastGWA-Im fastGWA-Im 49 S0 012139 ns
03 1 fastGWA-Im fastGWA-Im 48 50 0.6066 ns
04 1 EMMA fastGWA-Im 50 50 1ns
04 1 EMMA fastGWA-Im 50 50 ins
04 1 EMMA FastGWA-Im 50 50 1ns
04 1 fastGWA-Im fastGWA-Im 50 50 1ns
04 1 fastGWA-Im fastGWA-Im 50 50 1ns
04 1 fastGWA-Im fastGWA-Im 50 50 1ns
[13 1 EMMA FastGWA-Im 50 50 001141°
0.5 1 EMMA fastGWA-Im 50 50 001141 *
[13 1 EMMA FastGWA-Im 50 50 001141 °
05 1 fastGWA-Im fastGWA-Im 50 50 1ns
05 1 fastGWA-Im fastGWA-Im 50 S0 1ns
os 1 fastGWA-Im fastGWA-Im 50 50 ins
0.6 1 EMMA fastGWA-Im 50 50 0.11581 ns
3 1 EMMA fastGWA-Im 50 50 036002 ns
06 1 EMMA FastGWA-Im 50 50 ins
06 1 fastGWA-Im fastGWA-Im 50 50 1ne
06 1 fastGWA-Im fastGWA-Im 50 50 0.1332 ns
(13 1 fastGWA-Im fastGWA-Im 50 50 036002 ns
0.7 1 EMMA fastGWA-Im 50 50 0.04518 *
[ %} 1 EMMA FastGWA-Im 50 50 007324 ns
0.7 1 EMMA fastGWA-Im 50 50 1ns
0.7 1 fastGWA-Im FastGWA-Im 50 50 1ns
07 1 fastGWA-Im fastGWA-Im 50 50 0.02181 *
0.7 1 fastGWA-Im fastGWA-Im 50 50 004518 *
0.8 1 EMMA fastGWA-Im 50 50 0.10115 ns
08 1 EMMA FastGWA-Im 50 50 0.60209 ns
08 1 EMMA fastGWA-Im 50 50 0.60209 ns
08 1 fastGWA-Im fastGWA-Im 50 50 0.59338 ns
08 1 fastGWA-Im fastGWA-Im 50 50 00077 **
08 1 fastGWA-Im fastGWA-Im 50 50 0.21354 ns
09 1 EMMA fastGWA-Im 50 50 019981 ns
09 1 EMMA fastGWA-Im 50 50 1ns
09 1 EMMA FastGWA-Im 50 50 026486 ns
09 1 fastGWA-Im fastGWA-Im 50 50 0.19981 ns
09 1 fastGWA-Im fastGWA-Im 50 50 000103 **
0.9 1 fastGWA-Im fastGWA-Im 50 50 0.26486 ns
01 5 EMMA FastGWA-Im 6 10 1ns
01 5 EMMA fastGWA-Im 6 & 1ns
01 5 EMMA FastGWA-Im 3 2 1ns
01 5 fastGWA-Im fastGWA-Im 10 8 1ns
01 5 fastGWA-Im fastGWA-Im 10 2 1ns
0.1 5 fastGWA-Im fastGWA-Im 8 2 1ns
02 5 EMMA fastGWA-Im 2 £ ins
02 5 EMMA fastGWA-Im 22 24 1ne
02 5 EMMA fastGWA-Im 2 19 1ns
02 5 fastGWA-Im fastGWA-Im n 24 1ns
0.2 5 fastGWA-Im fastGWA-Im 31 19 0.67035 ns
0.2 5 fastGWA-Im fastGWA-Im 24 19 1ns
03 5 EMMA fastGWA-Im 38 32 0.95233 ns
03 5 EMMA FastGWA-Im 6 3 1ns
03 5 EMMA fastGWA-Im 36 a2 1ns
03 5 fastGWA-Im fastGWA-Im 32 34 095233 ns
0.3 5 fastGWA-Im fastGWA-Im 32 4 0.17422 ns
03 5 fastGWA-Im FastGWA-Im ET] az 1ns
04 5 EMMA fastGWA-Im 45 34 1ns
04 5 EMMA FastGWA-Im 5 0 1ns
04 5 EMMA fastGWA-Im 45 L] 1ns
04 5 fastGWA-Im fastGWA-Im 34 40 1ns
04 5 fastGWA-Im fastGWA-Im 34 49 1ns
04 5 FastGWA-Im FastGWA-Im a0 ag 1ns
05 5 EMMA fastGWA-Im 49 38 1ns
os 5 EMMA fastGWA-Im 49 46 ins
0s 5 EMMA fastGWA-Im 49 50 1ns
05 5 fastGWA-Im fastGWA-Im 38 46 1ns
05 5 fastGWA-Im fastGWA-Im 8 50 1ns
05 5 fastGWA-Im fastGWA-Im 46 50 1ns
06 5 EMMA FastGWA-Im 49 40 069605 ns
06 5 EMMA fastGWA-Im 49 50 0.796 ns
(13 5 EMMA FastGWA-Im 49 50 020467 ns
06 5 fastGWA-Im fastGWA-Im 40 50 0.796 ns
06 5 fastGWA-Im FastGWA-Im 40 50 00138 *
06 5 fastGWA-Im fastGWA-Im 50 50 0.02481 *
07 5 EMMA fastGWA-Im 50 a 1ns
0.7 5 EMMA fastGWA-Im 50 50 1ns
07 5 EMMA fastGWA-Im 50 50 1ns
0.7 5 fastGWA-Im fastGWA-Im 44 50 1ns
07 5 fastGWA-Im fastGWA-Im 44 50 0.32848 ns
0.7 5 fastGWA-Im fastGWA-Im 50 50 1ns
o8 5 EMMA fastGWA-Im 50 46 0.28505 ns
08 5 EMMA FastGWA-Im 50 50 077132 ns
08 5 EMMA fastGWA-Im 50 50 0.87436 ns
08 5 fastGWA-Im fastGWA-Im 46 50 D87436 ns
08 5 fastGWA-Im fastGWA-Im 46 50 0.04972 *
08 5 fastGWA-Im FastGWA-Im 50 50 028505 ns
09 5 EMMA fastGWA-Im 50 48 0.77541 ns
09 5 EMMA FastGWA-Im 50 50 077541 ns
09 5 EMMA fastGWA-Im 50 50 0.44218 ns
09 5 fastGWA-Im fastGWA-Im 48 50 0.74062 ns
05 5 fastGWA-Im fastGWA-Im 48 50 0.06463 ns
09 5 fastGWA-Im fastGWA-Im 50 50 0.74062 ns

Supplemental Table 3: Differences in empirical FDR between mapping algorithms at increasing
heritability for one and five underlying QTL



Sample Size 0-2.5

100
200
300
400
500

0.01+0.01
0.02 +0.02
0.03 £0.02
0.04 +0.02
0.05 £ 0.02

255

0.02 + 0.04
0.06 + 0.05
0.12 £0.06
0.15+0.08
0.18 = 0.08

5-7.5

0.04 + 0.05
0.14 + 0.08
023£012
0.28+013
035+013

7.5-10
0.07 + 0.08
0.2+0.12
0362017
043 +0.17
0492016

10-20

0.22 +0.07
041+01
048201
0.52+0.13
0.59=012

20-30

045+0.12
0.53+0.13
0642012
0.68+0.13
069012

30-40

057 +0.14
067 +0.16
07£015
075+013
078+014

40-50

0.73+0.19
0.75+0.14
0.82£0.15
0.85+0.13
0.86+0.14

50-60
0.81+0.14
0.86+0.12
088201
09+0.1
091=0.11

60-70

0.85+0.13
0.92 +0.09
0.93 £0.08
0.94 +0.08
0.96 £0.07

70-80

0.88+0.11
0.95 + 0.07
0.96 £ 0.06
0.99 + 0.03
0.99+0.03

80-90
051+0.18
0594 +0.18
096016
0.99 + 0.04
120

Supplemental Table 4: Average power to detect QTL explaining increasing phenotypic variance
(%, columns) among subsampled populations of increasing sampling depth



20-30 30-40 40-50 50-60 60-70 70-80 B0-90
0872012 0922012 0962007 0972007 120
084#013 088#011 09+0.08 093%0.18
1+0 10

Population Type 0-2.5 2.5-5 5-7.5 7.5-10 10-20
Divergent 001001 003003 0072007 01201 02801 0562011 0752014
Subsampled 0.01+0,02 0.04+005 007007 015%01 03%0.1 052#0.12 064%£013 075£0.15
Swept 00 0.01+£0,02 0.04+007 012#011 044011 0852009 098004 12002 099£002 12001

Supplemental Table 5: Average power to detect QTL explaining increasing phenotypic variance
(%, columns) among 144 randomly sampled divergent strains, 144 randomly sampled swept
strains, and 144 randomly sampled strains from the overall CeNDR population



Simulated Divergence Simulated Chromosome Region | Il 11} IV W X

Hyperdivergent Arm 0.001170 0.028880 0.000680 0.037160 0.007740 0.075990
Non-Hyperdivergent  Arm 0.062080 0.011320 0.000220 0.005160 0.020250 0.000460
Hyperdivergent Center 0.093920 0.191940 0.000000 0.002130 0.000730 0.001240
Mon-Hyperdivergent  Center 0.250980 0.005060 0.000030 0.002930 0.000000 0.003450
Hyperdivergent Tip 0.504590 0.595700 0.740690 0.497570 0.000010
Mon-Hyperdivergent  Tip 0.077100 0.614290 0.083260 0.063850 0.000110 0.016960

Supplemental Table 6: Differences in power to detect QTL between different chromosomes
controlling for hyper-divergence and historic recombination groups (tips, arms, and centers)



Strain Set
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
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swept.chr.sims
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swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims

Supplemental Table 7: Power to detect simulated in hyper-divergent regions or different parts of

Group 1
Hyperdivergent_Arm
Hyperdivergent_Arm
Hyperdivergent_Arm
Hyperdivergent_Arm
Hyperdivergent_Arm
Hyperdivergent_Center
Hyperdivergent_Center
Hyperdivergent_Center
Hyperdivergent_Center
Hyperdivergent_Tip
Hyperdivergent_Tip
Hyperdivergent_Tip
Non-Hyperdivergent_Arm
Non-Hyperdivergent_Arm
Non-Hyperdivergent_Center
Hyperdivergent_Arm
Hyperdivergent_Arm
Hyperdivergent_Arm
Hyperdivergent_Arm
Hyperdivergent_Arm
Hyperdivergent_Center
Hyperdivergent_Center
Hyperdivergent_Center
Hyperdivergent_Center
Hyperdivergent_Tip
Hyperdivergent_Tip
Hyperdivergent_Tip
Non-Hyperdivergent_Arm
Non-Hyperdivergent_Arm
Non-Hyperdivergent_Center

Group 2
Hyperdivergent_Center
Hyperdivergent_Tip
Men-Hyperdivergent_Arm
Men-Hyperdivergent_Center
Mon-Hyperdivergent_Tip
Hyperdivergent_Tip
Men-Hyperdivergent_Arm
Mon-Hyperdivergent_Center
Mon-Hyperdivergent_Tip
Mon-Hyperdivergent_Arm
Men-Hyperdivergent_Center
Mon-Hyperdivergent_Tip
Mon-Hyperdivergent_Center
MNon-Hyperdivergent_Tip
Men-Hyperdivergent_Tip
Hyperdivergent_Center
Hyperdivergent_Tip
Men-Hyperdivergent_Arm
Men-Hyperdivergent_Center
Mon-Hyperdivergent_Tip
Hyperdivergent_Tip
Men-Hyperdivergent_Arm
Mon-Hyperdivergent_Center
Mon-Hyperdivergent_Tip
Mon-Hyperdivergent_Arm
Men-Hyperdivergent_Center
Mon-Hyperdivergent_Tip
Mon-Hyperdivergent_Center
MNon-Hyperdivergent_Tip
Men-Hyperdivergent_Tip

the chromosome within the mapping populations

nl

1859
1859
1859
1859
1859
1038
1038
1038
1038

1890
1890
1009
2030
2030
2030
2030
2030
1222
1222
1222
1222

344

344

344
2021
2021
1285

n2
1038
700
1890
1009
695
700
1890
1009
695
1890
1009
695
1009
695
695
1222
344
2021
1285
291

2021
1285
291
2021
1285
291
1285
2491
291

1
1
1
0.68252

i

0.35341

==

0.6635
0.00147

0.21109
0.6635
1

0
0.62177
0
0.6635
0.03955
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Trait Heritability Strain Set Group 1 Group 2 nl n2 Adjusted p-value Significance
0.2 swept.chrsims  Hyperdivergent_Arm Hyperdivergent_Center 604 350 1ns
0.2 swept.chr.sims yperdivergent_Arm yperdivergent_Tip 604 235 1ns
0.2 swept.chr.sims Hyperdivergent_Arm Nen-Hyperdivergent_Arm 604 618 1ns
0.2 swept.chrsims  Hyperdivergent_Arm Non-Hyperdivergent_Center 604 326 1ns
0.2 swept.chr.sims yperdivergent_Arm N yperdivergent_Tip 604 242 0.44771 ns
0.2 swept.chr.sims yperdivergent_Center yperdivergent_Tip 350 235 1ns
0.2 swept.chr.sims hy gent_Center Ni Y rgent_Arm 350 618 1ns
0.2 swept.chr.sims yperdivergent_Center N yperdivergent_Center 350 326 1ns
0.2 swept.chr.sims yperdivergent_Center Ni yperdivergent_Tip 350 242 0.48932 ns
0.2 swept.chr.sims Hyperdivergent_Tip Nen-Hyperdivergent_Arm 235 618 1ns
0.2 swept.chr.sims  Hyperdivergent_Tip Non-Hyperdivergent_Center 235 326 0.31217 ns
0.2 swept.chr.sims yperdivergent_Tip N yperdivergent_Tip 235 242 1ns
0.2 swept.chr.sims Nen-Hyperdivergent_Arm Nen-Hyperdivergent_Center 618 326 0.31217 ns
0.2 swept.chr.sims  Non-Hyperd| _Arm Non-Hyperdivergent_Tip 618 242 1ns
0.2 swept.chrsims N Yp gent_Center N yperdivergent_Tip 326 242 0.02386 *
0.2 unswept.chr.sims Hyperdivergent_Arm yperdivergent_Center 652 394 0.17654 ns
0.2 unswept.chr.sims Hypi gent_Arm P gent_Tip 652 120 1.00E-05 **=**
0.2 unswept.chr.sims Hyperdivergent_Arm Non-Hyperdivergent_Arm 652 630 0.47818 ns
0.2 unswept.chr.sims Hyperdivergent_Arm Ni yperdivergent_Center 652 416 0.14027 ns
0.2 unswept.chr.sims Hyperdivergent_Arm Nen-Hyperdivergent_Tip 652 104 0.03318 *
0.2 unswept.chr.sims Hyperdivergent_Center Hyperdivergent_Tip 354 120 0 ====
0.2 unswept.chr.sims Hyperdivergent_Center N yperdivergent_Arm 394 630
0.2 unswept.chr.sims Hyperdivergent_Center Nen-Hyperdivergent_Center 394 416
0.2 unswept.chr.sims Hypi gent_Center Ni Y gent_Tip 354 104
0.2 unswept.chrsims Hyperdivergent_Tip N yperdivergent_Arm 120 630
0.2 unswept.chr.sims Hyperdivergent_Tip Ni yperdivergent_Center 120 416 [ ]
0.2 unswept.chr.sims Hypi gent_Tip Ni Y rgent_Tip 120 104 0.47783 ns
0.2 unswept.chr.sims Non-Hyperdivergent_Arm Non-Hyperdivergent_Center 630 416 0.00892 **
0.2 unswept.chr.sims N Y L_Arm N yperdivergent_Tip 630 104 0.14043 ns
0.2 unswept.chr.sims Non-Hyperdivergent_Center Nen-Hyperdivergent_Tip 416 104 0.00065 ***
0.5 swept.chr.sims  Hyperdivergent_Arm Hyperdivergent_Center 626 342 2.00E-05 *=**
0.5 swept.chr.sims yperdivergent_Arm yperdivergent_Tip 626 231 1ns
0.5 swept.chr.sims yperdivergent_Arm Ni yperdivergent_Arm 626 635 1ns
0.5 swept.chr.sims y gent_Arm Ni Y gent_Center 626 338 0.00027 ***
0.5 swept.chr.sims yperdivergent_Arm N yperdivergent_Tip 626 225 1ns
0.5 swept.chr.sims yperdivergent_Center yperdivergent_Tip 342 231 0.00403 **
0.5 swept.chr.sims Hyperdivergent_Center Nen-Hyperdivergent_Arm 342 B35 3.00E-05 ****
0.5 swept.chrsims  Hyperdivergent_Center Non-Hyperdivergent_Center 342 338 1ns
0.5 swept.chr.sims yperdivergent_Center N yperdivergent_Tip 342 225 0.06213 ns
0.5 swept.chr.sims Hyperdivergent_Tip Nen-Hyperdivergent_Arm 231 635 1ns
0.5 swept.chr.sims  Hyperdivergent_Tip Non-Hyperdivergent_Center 231 338 0.02052 *
0.5 swept.chr.sims yperdivergent_Tip N yperdivergent_Tip 231 225 1ns
0.5 swept.chr.sims Ni VP _Arm Ni yperdivergent_Center 635 338 0.00051 ***
0.5 swept.chr.sims Ni P _Arm Ni Y rgent_Tip 635 225 1ns
0.5 swept.chrsims N Yp gent_Center N yperdivergent_Tip 338 225 0.20773 ns
0.5 unswept.chr.sims Hyperdivergent_Arm yperdivergent_Center 666 405 0.01638 *
0.5 unswept.chr.sims Hyps gent_Arm Hyp gent_Tip 666 123 0 ****
0.5 unswept.chr.sims Hyperdivergent_Arm Non-Hyperdivergent_Arm B66 678 1ns
0.5 unswept.chr.sims Hyperdivergent_Arm N yperdivergent_Center 666 415 0.0184 *
0.5 unswept.chr.sims Hyperdivergent_Arm Nen-Hyperdivergent_Tip 666 99 0.02587 *
0.5 unswept.chr.sims Hypi gent_Center P gent_Tip 405 123 0.02451 *
0.5 unswept.chr.sims Hyperdivergent_Center N yperdivergent_Arm 405 678 0.02451 *
0.5 unswept.chr.sims Hyperdivergent_Center Ni yperdivergent_Center 405 415 1ns
0.5 unswept.chr.sims Hypi gent_Center Ni Y rgent_Tip 405 99 1ns
0.5 unswept.chr.sims Hyperdivergent_Tip Non-Hyperdivergent_Arm 123 678 0 ®===
0.5 unswept.chr.sims Hyperdivergent_Tip Ni yperdivergent_Center 123 415 0.02222 *
0.5 unswept.chr.sims Hyperdivergent_Tip Nen-Hyperdivergent_Tip 123 99 0.67914 ns
0.5 unswept.chr.sims Non-Hyperd| _Arm Non-Hyperdivergent_Center 678 415 0.02587 *
0.5 unswept.chr.sims N Y L_Arm N yperdivergent_Tip 678 99 0.03264 *
0.5 unswept.chr.sims Non-Hyperdivergent_Center Nen-Hyperdivergent_Tip 415 99 1ns
0.8 swept.chr.sims y gent_Arm P gent_Center 623 344 1.00E-05 *==**
0.8 swept.chr.sims yperdivergent_Arm yperdivergent_Tip 623 232 1ns
0.8 swept.chr.sims yperdivergent_Arm Ni yperdivergent_Arm 623 633 1ns
0.8 swept.chr.sims Hyperdivergent_Arm Nen-Hyperdivergent_Center 623 338 0 ****
0.8 swept.chrsims  Hyperdivergent_Arm Non-Hyperdivergent_Tip 623 227 1ns
0.8 swept.chr.sims yperdivergent_Center yperdivergent_Tip 344 232 0.00077 ***
0.8 swept.chr.sims Hyperdivergent_Center Nen-Hyperdivergent_Arm 344 633 0 ****
0.8 swept.chrsims  Hyperdivergent_Center Non-Hyperdivergent_Center 344 338 1ns
0.8 swept.chr.sims yperdivergent_Center N yperdivergent_Tip 344 227 0.0196 *
0.8 swept.chr.sims yperdivergent_Tip Ni yperdivergent_Arm 232 633 1ns
0.8 swept.chr.sims y gent_Tip Ni Y gent_Center 232 338 1.00E-04 ===
0.8 swept.chr.sims yperdivergent_Tip N yperdivergent_Tip 232 227 1ns
0.8 swept.chr.sims Ni VP _Arm Ni yperdivergent_Center 633 338 [ ]
0.8 swept.chr.sims Nen-Hyperdivergent_Arm Nen-Hyperdivergent_Tip 633 227 0.58038 ns
0.8 swept.chr.sims  Non-Hyperd| _Center Non-Hyperdivergent_Tip 338 227 0.004 **
0.8 unswept.chr.sims Hyperdivergent_Arm yperdivergent_Center 697 402 1.00E-05
0.8 unswept.chr.sims Hyperdivergent_Arm Hyperdivergent_Tip 697 98 1.00E-05 ****
0.8 unswept.chr.sims Hyperdivergent_Arm Non-Hyperdivergent_Arm 697 694 0.82137 ns
0.8 unswept.chrsims Hyperdivergent_Arm N yperdivergent_Center 697 422 [
0.8 unswept.chr.sims Hyperdivergent_Arm Ni yperdivergent_Tip 697 78 0.5219 ns
0.8 unswept.chr.sims Hypi gent_Center P gent_Tip 402 98 0.28599 ns
0.8 unswept.chr.sims Hyperdivergent_Center Non-Hyperdivergent_Arm 402 694 0 ®===
0.8 unswept.chr.sims Hyperdivergent_Center Ni yperdivergent_Center 402 422 0.82137 ns
0.8 unswept.chr.sims Hyperdivergent_Center Nen-Hyperdivergent_Tip 402 78 0.82137 ns
0.8 unswept.chr.sims Hyperdivergent_Tip Non-Hyperdivergent_Arm 98 694 0 ====
0.8 unswept.chr.sims Hyperdivergent_Tip N yperdivergent_Center 98 422 0.5219 ns
0.8 unswept.chr.sims Hyperdivergent_Tip Nen-Hyperdivergent_Tip 98 78 0.21659 ns
0.8 unswept.chr.sims N Y _Arm Ni Y gent_Center 654 422 0 ===
0.8 unswept.chr.sims N Yp gent_Arm N yperdivergent_Tip 694 78 0.20355 ns
0.8 unswept.chr.sims N VP _Center N yperdivergent_Tip 422 78 0.82137 ns

Supplemental Table 8: Empirical FDR of mappings as a function of whether QTL were
simulated in divergent regions and different chromosomal regions



Strain Set
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
swept.chr.sims

Simulated Divergence Simulated Chromosome Region Group 1 Group 2 nl

Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Non-Hyperdivergent

Center
Center
Center
Center
Tip
Tip
Arm

|

Il
i
i
I
W
Il

=

105 100
1000 230
230 387
230 220
B9 43
156 43
488 233

n2 Adjusted p-value Significance

0.01679 *

0.002 ==

0.0051 ==
0.00646 ==
0.00446 ==
0.00749 ==
0.04509 =

Supplemental Table 9: Power to detect simulated QTL on different chromosomes, within hyper-

divergent regions, historic recombination groups, and strain sets



Strain Set
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
unswept.chr.sims
unswept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
unswept.chr.sims
unswept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
unswept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims
swept.chr.sims

Simulated Divergence Simulated Chromosome Region Groupl Group 2 nl

Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent
Non-Hyperdivergent

Arm
Arm
Arm
Arm
Arm
Arm
Arm
Arm
Arm
Center
Center
Center
Center
Center
Center
Tip
Tip
Tip
Tip
Tip
Arm
Arm
Arm
Arm
Arm
Arm
Arm
Arm
Arm
Center
Center
Center
Center
Center
Center
Center
Center
Center
Tip
Tip
Tip
Tip

Il

1l
IV
i

168
168
168
168
168
483
359
360
343
102
102
102
102
221

249
24
24
27
14
190
150
190

BEEEE

15
15
216
155
157
157
237
199
364
15
63
24
24

n2 Adjusted p-value Significance

483
359
360
236
247
247
247
247
269

99
221
383
216

383
183
303
145
156
156

T4
376
232
226
226
226

114
321
321
321
237
364
185
364
185

24

24
176

99

0.00007 ****
0.00001 ===*
ﬂ.m EEss
0.00002 **=**
1 el
ﬂ.m“ EEE
001327 =
0.00343 ==
0.03806 *
0.00015 ===

1 el

u EEss

0.00015 ===
ﬂ.mz L1
0.00085 **=*
0.00191 ==
u.m EEE
ﬂ.mz EEss
0.00523 ==
0.01308 *
002112 *
u:mz LL L L]
u.ml EEss
0.00731 ==
u LLLLJ
u.m EEss
001199 *
004823 =
004823 =
004399 =
001193 =
0.00542 ==
ulm]w LT
0.00608 ==
u.ﬂ]]lﬂ EEE
0.00703 ==
0.02493 =
ﬂ.mlﬂ EEE
0.02849 =
0.00959 ==
0.02297 =
002148 =

Supplemental Table 10: Empirical FDR of mappings as a function of whether QTL were

simulated on different chromosomes, within hyper-divergent regions, historic recombination

groups, and strain sets



