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BPP Posterior Mean and 95% HPD Credible Set for Simulated Data (¢ =0.10, 6 =0.01, J-C)
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Figure S3: Simulation results for the combination ¢ = 0.1, 6 = 0.01, and the JC mutation model. See legend to

Fig. S1.
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BPP Posterior Mean and 95% HPD Credible Set for Simulated Data (¢ = 0.10, 6 = 0.01, GTR+I")
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Figure S4: Simulation results for the combination ¢ = 0.1, 8 = 0.01, and the GTR+I" mutation model. See legend

to Fig. S1.
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BPP Posterior Mean and 95% HPD Credible Set for Simulated Data (¢ = 0.50, 6 = 0.001, J-C)
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Figure S5: Simulation results for the combination ¢ = 0.5, 8 = 0.001, and the JC mutation model. See legend to

Fig. S1.
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BPP Posterior Mean and 95% HPD Credible Set for Simulated Data (¢ = 0.50, 8 = 0.001, GTR+I")
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Figure S6: Simulation results for the combination ¢ = 0.5, 8 = 0.001, and the GTR+I" mutation model. See
legend to Fig. S1.
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BPP Posterior Mean and 95% HPD Credible Set for Simulated Data (¢ = 0.50, 6 = 0.01, J-C)
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Figure S7: Simulation results for the combination ¢ = 0.5, 6 = 0.01, and the JC mutation model. See legend to
Fig. S1.
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BPP Posterior Mean and 95% HPD Credible Set for Simulated Data (¢ = 0.50, 6 = 0.01, GTR+I")
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Figure S8: Simulation results for the combination ¢ = 0.5, 8 = 0.01, and the GTR+I" mutation model. See legend

to Fig. S1.
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Figure S9: Estimates of ¢ using SNaQ and HyDe plotted against those from BPP on simulated datasets. Model

0.001 or 0.01,

0.10r0.5, 0

the number of loci L = 10, 100, or 1000, and sequence length n = 100 or 500. The dotted lines indicate the true

values.

A for three species (Fig. 1A) was used to simulate 10 replicate datasets, using ¢
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Figure S10: Posterior means and 95% HPD ClIs of parameters under model D of Fig. 1 (blue) and model 2H
of Fig. 2 (purple) in 10 replicate datasets, each of 10, 100, or 1000 loci.
the coverage or the proportion of replicate datasets in which the CI bar includes the truth. The horizontal lines
represent the true parameter values.
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Table S1. Estimates of parameters under the MSci models A and C of Fig. 1 (posterior means and 95% HPD intervals) for the purple cone spruce

datasets

Datasetl, model A, one rate

Datasetl, model A, Dir (2)

Dataset2, model A, one rate

Dataset2, model A, Dir (2)

SYEREERE IS

T

PEIPRIPEP

I

PPPEPD2ERI IS

6bH
Gen

0.34103 (0.13314, 0.58684)
0.00142 (0.00105, 0.00180)
0.00011 (0.00001, 0.00024)
0.00025 (0.00005, 0.00049)
0.00007 (0.00000, 0.00020)
0.00153 (0.00037, 0.00302)
0.01197 (0.00030, 0.03277)
0.00324 (0.00089, 0.00569)
0.00458 (0.00264, 0.00664)
0.01473 (0.00500, 0.03006)
0.02275 (0.00800, 0.04140)
0.00257 (0.00028, 0.00743)
0.00603 (0.00030, 0.01639)

Full data, model A, one rate

0.32123 (0.12233, 0.57622)
0.00133 (0.00098, 0.00169)
0.00009 (0.00001, 0.00022)
0.00026 (0.00005, 0.00050)
0.00006 (0.00000, 0.00019)
0.00146 (0.00035, 0.00294)
0.01083 (0.00030, 0.03137)
0.00340 (0.00099, 0.00591)
0.00443 (0.00252, 0.00646)
0.01377 (0.00476, 0.02885)
0.02174 (0.00741, 0.03986)
0.00254 (0.00028, 0.00734)
0.00727 (0.00030, 0.01828)

Full data, model A, Dir (2)

0.43591 (0.15909, 0.69538)
0.00129 (0.00098, 0.00161)
0.00005 (0.00001, 0.00011)
0.00022 (0.00002, 0.00044)
0.00002 (0.00000, 0.00008)
0.00083 (0.00027, 0.00160)
0.00599 (0.00031, 0.01822)
0.00344 (0.00065, 0.00615)
0.00475 (0.00283, 0.00679)
0.02535 (0.00756, 0.04667)
0.02252 (0.00786, 0.04429)
0.00319 (0.00030, 0.00936)
0.00655 (0.00030, 0.01893)

Full data, model C, one rate

0.40490 (0.13650, 0.66916)
0.00119 (0.00090, 0.00149)
0.00005 (0.00001, 0.00010)
0.00024 (0.00003, 0.00045)
0.00002 (0.00000, 0.00008)
0.00084 (0.00027, 0.00162)
0.00593 (0.00029, 0.01886)
0.00366 (0.00088, 0.00633)
0.00447 (0.00265, 0.00642)
0.02289 (0.00688, 0.04267)
0.02061 (0.00710, 0.03971)
0.00326 (0.00029, 0.00953)
0.00763 (0.00032, 0.02029)

Full data, model C, Dir (2)

0.49210 (0.28676, 0.68465)
0.00114 (0.00090, 0.00139)
0.00032 (0.00020, 0.00047)
0.00025 (0.00004, 0.00040)
0.00018 (0.00000, 0.00033)
0.00586 (0.00397, 0.00785)
0.02255 (0.00039, 0.04056)
0.00961 (0.00353, 0.01406)
0.00620 (0.00389, 0.00884)
0.01806 (0.00816, 0.02998)
0.03038 (0.01642, 0.04671)
0.01444 (0.00025, 0.05232)
0.00155 (0.00017, 0.00438)

0.46917 (0.27794, 0.67775)
0.00109 (0.00087, 0.00132)
0.00030 (0.00019, 0.00043)
0.00028 (0.00004, 0.00041)
0.00022 (0.00000, 0.00034)
0.00593 (0.00404, 0.00797)
0.02595 (0.00038, 0.04121)
0.01055 (0.00419, 0.01459)
0.00586 (0.00373, 0.00823)
0.01577 (0.00727, 0.02620)
0.02847 (0.01492, 0.04429)
0.00899 (0.00026, 0.04458)
0.00175 (0.00019, 0.00469)

0.53450 (0.35757, 0.70527)
0.00120 (0.00099, 0.00142)
= 7H
= 7H
0.00036 (0.00027, 0.00044)
0.00669 (0.00474, 0.00874)
0.02113 (0.01593, 0.02677)
0.01164 (0.00884, 0.01445)
0.00568 (0.00381, 0.00773)
0.01289 (0.00710, 0.01970)
0.02960 (0.01582, 0.04579)
NA
NA

0.53371 (0.35866, 0.70634)
0.00112 (0.00092, 0.00133)
= ™
=
0.00035 (0.00027, 0.00044)
0.00667 (0.00480, 0.00867)
0.02152 (0.01627, 0.02717)
0.01183 (0.00905, 0.01475)
0.00555 (0.00364, 0.00747)
0.01206 (0.00664, 0.01837)
0.02712 (0.01507, 0.04143)
NA
NA

Note.— “One rate” means that the same rate is assumed for all loci, while Dir(2) means that rates vary among loci according to a Dirichlet distribution

with shape parameter o = 2.

‘uoissiwiad INOYIIM pPamojje asnal ON "pPanlasal siybu ||y
*Aimadiad ui udaid ay) Aejdsip 01 asuadl| e AIxHolq pajuelb sey oym ‘ispuny/ioyine ayl si (pamainai-1aad Jou Sem YdIiym)

wuudaud siy Joy Japjoy buAdos ayl “T299//TOTT 0T/040'10p Xp//:dny :10p ‘6T0Z ‘T "das auluo palsod 1sii Juudaid AlxHolq


http://dx.doi.org/10.1101/766741

Table S2. Posterior means (in bold) and 95% HPD intervals (below) of parameters under the MSci model for the Anopheles genomic data (see also

Note.— Estimates of € and s are multiplied by 100.

table 1) >
=9
O O  Or O OGa Oo G Gy Goa  Oic i O Osp Gen Or 70 Ty Th Tiea Tie Tz Tize  Tar Tish ¢h @ ST
Q4.
. =
2L.1+2 coding 463 245 028 017 0.62 0.66 071 275 466 045 057 089 116 211 397 079 044 044 075 0.69 044 032 032 015 028 0.94 EE
339 196 027 016 059 061 066 200 036 029 049 077 101 032 077 076 040 040 070 067 040 031 031 013 024 092 52
602 299 030 019 066 070 076 354 2150 062 069 1.00 130 556 1024 082 047 047 080 071 047 033 033 016 032 096 Z=
2L.1+2 noncoding  8.64 491 074 031 096 483 135 046 187 117 154 124 161 068 340 149 026 026 139 128 088 058 058 027 000 098 3
713 429 070 030 093 3.60 130 043 057 052 145 117 152 064 058 147 024 024 129 125 086 057 057 025 000 097 &3
1028 556 079 032 100 621 139 049 317 163 164 131 171 072 820 151 029 029 149 130 089 059 059 028 000 099 3§
2La coding 1141 236 073 024 081 7.67 085 024 153 198 028 053 197 047 212 076 0.8 0.8 0.60 0.60 058 024 024 019 001 073 23
695 194 061 023 074 331 080 021 136 036 017 049 089 042 146 074 016 016 058 058 057 023 023 016 000 070 33
1698 279 087 026 089 1394 089 027 172 473 037 059 3.09 052 287 077 020 020 061 061 059 025 025 022 001 077 =5
)
2La noncoding 19.62 337 110 041 122 891 LI4 046 222 303 211 073 149 065 291 169 038 038 114 114 114 042 042 039 000 0.6& 30
1553 311 103 039 116 617 110 043 212 039 037 070 030 061 256 167 035 035 113 113 113 041 041 037 000 0650
2402 365 118 041 128 122 118 050 232 770 522 077 273 070 327 171 041 041 116 116 115 043 043 041 000 06F5
. - 0"
2R coding 675 187 025 016 074 0.66 061 330 2.07 028 058 085 095 180 471 070 035 035 067 0.64 035 028 028 0.7 034 098 =8
498 163 024 015 066 061 057 255 053 018 051 006 016 036 074 068 031 031 066 063 031 023 023 014 030 0935%
878 213 027 017 081 071 064 405 514 038 064 179 141 428 1287 074 038 038 069 065 038 033 033 022 039 0982g
2R noncoding 985 332 059 033 125 137 066 7.51 124 161 092 157 183 207 1275 184 090 090 136 132 090 053 053 030 022 095 %
869 313 055 032 121 125 007 28 08 020 080 144 171 035 156 152 075 075 126 126 075 052 052 029 012 0938
1106 353 063 034 129 148 136 144 149 515 115 175 195 517 3838 211 100 1.00 1.63 138 100 055 055 030 034 09533
Do X
3L1+2 coding 302 171 030 019 056 050 078 138 101 138 041 091 088 248 640 072 043 043 0.69 067 043 022 022 006 032 09LFS
134 1.02 027 017 051 046 072 097 035 028 034 080 075 034 117 069 039 039 066 065 039 020 020 005 027 09225
535 253 032 020 061 054 084 183 206 357 048 1.02 100 553 1592 075 045 045 072 070 045 023 023 007 037 09828
g
3L1+2 noncoding 7.63 270 058 036 095 089 151 564 158 061 0.69 160 1.67 210 811 137 084 084 132 128 084 039 039 013 033 0.9% 2
490 221 056 034 090 086 145 432 053 033 063 151 154 033 190 135 082 082 128 125 082 038 038 011 030 09825
1099 323 060 037 1.00 093 157 707 318 089 075 1.69 180 530 1793 140 086 086 137 130 087 040 040 0.4 036 09F 5
. (-E = o))
3La coding 1496 668 040 020 1.07 116 084 078 166 173 053 164 171 199 592 0.68 038 038 067 067 038 021 021 013 065 09589
495 343 038 019 095 106 079 067 032 032 046 139 098 037 126 066 036 036 064 063 036 020 020 010 062 09B2xX
3155 1103 041 022 120 126 088 089 406 423 059 191 249 492 1415 070 039 039 070 070 039 023 023 0.16 068 0985
B >
3La noncoding 189.3 1695 094 038 156 191 048 154 2.64 188 086 207 387 213 373 205 093 093 146 145 093 046 046 024 054 098 30
3912 11.80 081 035 147 167 001 098 044 029 069 171 308 037 073 161 065 065 137 137 065 043 043 022 046 097 59
6345 2284 103 042 1.66 207 144 249 523 527 112 274 459 525 900 227 110 110 161 160 110 048 048 027 070 098 35
->Q
3R coding 832 414 031 020 084 081 076 197 292 037 085 478 069 198 640 074 032 032 071 067 032 025 025 0.7 043 095 5 =
554 322 028 017 075 071 072 148 083 025 068 L1l 017 034 117 072 026 026 068 066 026 021 021 013 037 093 g5
1166 513 033 022 093 091 080 244 660 048 101 1291 131 490 1689 077 039 039 073 068 039 029 029 021 049 096 =3
3R noncoding 1527 668 087 036 148 408 092 056 199 039 175 159 220 055 612 161 051 051 131 130 082 056 056 025 003 098 58
1235 596 079 035 143 220 0.06 046 109 010 163 151 209 021 076 138 038 038 127 125 081 055 055 024 001 097 3=
1849 743 093 038 152 556 141 071 301 070 190 168 231 075 1646 202 073 073 138 137 083 057 057 026 006 098 37
<o
Z3
=3
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