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Specifications Table

Subject area Genetics

More specific subject area Forensic Genetics

Type of data Tables

How data was acquired GeneMapper® ID-X v.1.2, LRmix Studio v.2.1.3, STRmix™ v.2.5.11

Data format Raw and Analysed

Experimental factors Simulated two-person mixtures at different contributor ratios, various post-coital samples
extracted using three DNA extraction procedures

Experimental features Likelihood ratios for true and non-contributors to the two-person mixtures were generated
using semi- and fully continuous systems for DNA interpretation.

Data source location Quezon City, Philippines

Data accessibility Raw and analysed data are presented in this article and attached as Supplementary
Material.

Related research article JJ.R.B. Rodriguez, J.A. Bright, ].M. Salvador, R.P. Laude, M.C.A. De Ungria, Probabilistic

approaches to interpreting two-person DNA mixtures from post-coital specimens,
Forensic Sci. Int. 300 (2019) 157—163. https://doi.org/10.1016/j.forsciint.2019.04.037
0379-0738 [1]

Value of the data

e The mixture profile characteristics of samples vis-a-vis corresponding likelihood ratios (LRs) can be used to investigate
how the LR is affected by factors such as the number of drop-outs, average peak height, and mixture proportion of the
person-of-interest (POI).

o The LRs presented can add to data comparing performance of different software for mixture interpretation.

e The dataset can be used in inter-laboratory comparisons employing different mixture interpretation strategies.

1. Data

Data on the quality of two-person DNA samples from simulated mixtures and post-coital samples
are presented in Table 1. These mixtures were analysed using the LRmix Studio [2] and STRmix™ [3].
We present LRs from true contributor tests conditioned on the presence of a known contributor (H1
true LRs) (Table 2). We further report a summary of non-contributor tests (Table 3) and attach a list of
all non-zero logyp H2 true LRs calculated using STRmix™ (Supplementary material).

2. Experimental design, materials and methods

Ethical clearance was issued by the University of the Philippines Manila Research Ethics Board
(UPMREB Code: 2012-321-01). All sample donors provided written informed consent to participate.

Various post-coital specimens (vaginal and anal swabs, undergarment cuttings, internal and
external condom swabs) were obtained from a male-female and a male-male pair. Simulated two-
person mixtures from a different male-female pair were also prepared at known proportions. De-
tails on sample collection and processing can be found in Ref. [1]. Briefly, DNA samples were amplified
using the PowerPlex® 21 system that targets 20 short tandem repeat (STR) loci then separated and
detected using the AB® 3500 Genetic Analyzer (Thermo Fisher Scientific). GeneMapper® ID-X v.1.2
(Thermo Fisher Scientific) was used to generate and analyze electropherograms. A total of 102 two-
person mixtures of variable quality were available for interpretation.

Likelihood ratios were calculated using LRmix Studio v.2.1.3 [2] and STRmix™ v.2.5.11 [3]. LRmix
employs a semi-continuous approach incorporating probabilities of drop-out and drop-in Ref. [4],
while STRmix™ is a fully continuous system. It models peak height variation [3,5], exponential
degradation [6,7], drop-in following a gamma distribution [8], and allele-specific stuttering [5,9,10]. It
also reports mixture proportions according to Clayton and Buckleton [11]. Both use the Balding and
Nichols’ equations (recommendation 4.2 of NRC II) as population genetic model [12,13].

LRmix does not model stuttering, thus stutter filters were applied. However unlabelled peaks on
stutter positions where an allele was expected were manually called to avoid inconsistent decisions on
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Table 1
Characteristics of 102 two-person mixture samples analysed using LRmix Studio and STRmix™.

Sample ID Mixture  Sample Receptive POI Total no. of Conservative APH Mx Mx

Type Type Partner drop- drop- drop-outs Pr(D) POI Receptive POI
outs outs (RFU)  Partner

MF_Swb1_Org male- Swab 0 0 0 0.25 3525 54 46
female

MF_Swb1_Sil male- Swab 0 0 0 0.25 6094 48 52
female

MF_Swb1_FTA male- Swab 0 1 1 0.27 840 72 28
female

MF_Swb2_Org male- Swab 0 0 0 0.25 3900 82 18
female

MEF_Swb2_Sil male- Swab 0 0 0 0.26 8306 53 47
female

MF_Swb2_FTA male- Swab 7 16 23 0.59 439 33 67
female

MF_Swb3_0Org male- Swab 0 0 0 0.25 4279 80 20
female

MEF_Swb3_Sil male- Swab 0 0 0 0.25 3851 67 33
female

MF_Swb3_FTA male- Swab 0 2 2 0.29 1395 74 26
female

MF_Swb4_Org male- Swab 0 0 0 0.25 1433 94 6
female

MEF_Swb4_Sil male- Swab 0 0 0 0.25 8235 51 49
female

MF_Swb4_FTA male- Swab 0 0 0 0.25 3416 59 41
female

MF_Swb5_0rg male- Swab 0 0 0 0.26 10,886 59 41
female

MF_Swb5_Sil male- Swab 0 0 0 0.25 3555 49 51
female

MF_Swb5_FTA male- Swab 0 0 0 0.25 4080 81 19
female

MF_Stnla_Org male- Stain 0 0 0 0.26 4178 43 57
female

MF_Stn1la_Sil male- Stain 5 0 5 0.36 8231 9 91
female

MF_Stn1b_Org male- Stain 0 0 0 0.25 3686 39 61
female

MEF_Stn1b_Sil male- Stain 11 0 11 0.46 1279 5 95
female

MF_Stn1c_Org male- Stain 1 0 1 0.27 6788 14 86
female

MEF_Stn1c_Sil male- Stain 8 0 8 0.42 7661 2 98
female

MF_Stn1d_Org male- Stain 0 0 0 0.25 2565 82 18
female

MEF_Stn1d_Sil male- Stain 0 0 0 0.26 9394 24 76
female

MF_Stnle_Org male- Stain 1 0 1 0.28 12,011 16 84
female

MF_Stn1le_Sil male- Stain 7 0 7 0.4 7538 4 96
female

MEF_Stn2a_Org male- Stain 0 8 8 0.14 349 93 7
female

MEF_Stn2a_Sil male- Stain 0 0 0 0.25 2048 79 21
female

MF_Stn2b_Org male- Stain 0 9 9 0.16 79 96 4
female

MF_Stn2b_Sil male- Stain 0 0 0 0.25 2456 78 22
female

(continued on next page)
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Sample ID Mixture  Sample Receptive POI Total no. of Conservative APH Mx Mx

Type Type Partner drop- drop- drop-outs Pr(D) POI Receptive POI
outs outs (RFU)  Partner

MF_Stn2c_Org male- Stain 0 9 9 0.17 360 95 5
female

MEF_Stn2c_Sil male- Stain 0 0 0 0.25 1541 80 20
female

MF_Stn2d_Org male- Stain 0 5 5 0.09 405 95 5
female

MEF_Stn2d_Sil male- Stain 0 0 0 0.26 1905 75 25
female

MF_Stn2e_Org male- Stain 0 2 2 0.29 499 95 5
female

MEF_Stn2e_Sil male- Stain 0 0 0 0.25 2543 59 41
female

MF_Cdm1_Ext1_Org male- Condom O 2 2 0.3 1549 79 21
female

MF_Cdm1_Ext1_Sil male- Condom O 13 13 0.22 19 97 3
female

MF_Cdm1_Ext2_Org male- Condom O 11 11 0.2 263 929 1
female

MF_Cdm1_Ext2_Sil male- Condom 0O 10 10 0.18 188 98 2
female

MF_Cdm2_Ext1_Org male- Condom 1 7 8 0.12 443 92 8
female

MF_Cdm2_Ext1_Sil male- Condom O 4 4 0.06 611 91 9
female

MF_Cdm2_Ext2_Org male- Condom O 6 6 0.1 461 94 6
female

MF_Cdm2_Ext2_Sil male- Condom O 6 6 0.1 698 91 9
female

MF_Cdm2_Int2_Org male- Condom 12 0 12 0.49 4931 2 98
female

MF_Cdm2_Int2_Qia male- Condom 15 0 15 0.53 8861 1 99
female

MM_Swb1_0Org male-male Swab 18 15 33 0.59 4155 14 86

MM_Swb1_Sil male-male Swab 30 10 40 0.73 86 87 13

MM_Swb1_FTA male-male Swab 18 8 26 0.55 296 46 54

MM_Swb2_Org male-male Swab 5 1 6 0.23 2453 30 70

MM_Swb2_Sil male-male Swab 1 0 1 0.12 3098 14 86

MM_Swb2_FTA male-male Swab 5 8 13 0.08 1016 71 29

MM_Swb3_Org male-male Swab 5 0 5 0.2 3000 23 77

MM_Swb3_Sil male-male Swab 28 7 35 0.69 124 929 1

MM_Swb3_FTA male-male Swab 0 0 0 0.12 443 86 14

MM_Swb4_Org male-male Swab 24 15 39 0.67 8010 O 100

MM_Swb4_Sil male-male Swab 19 0 19 0.47 1448 0 100

MM_Swb4_FTA male-male Swab 0 8 8 0.03 319 93 7

MM_Swb5_0rg male-male Swab 16 0 16 0.42 4470 3 97

MM_Swb5_Sil male-male Swab 13 0 13 0.37 8273 2 98

MM_Swb5_FTA male-male Swab 0 0 0 0.11 2651 38 62

MM_Stnla_Org male-male Stain 0 0 0 0.11 3128 87 13

MM_Stn1la_Sil male-male Stain 0 14 14 0.12 23 99 1

MM_Stn1b_Org male-male Stain 0 15 15 0.14 113 929 1

MM_Stn1b_Sil male-male Stain 7 30 37 0.46 1 99 1

MM_Stn2a_Org male-male Stain 0 0 0 0.11 7268 46 54

MM_Stn2a_Sil male-male Stain 8 0 8 0.27 2633 24 76

MM_Stn2b_Org male-male Stain 0 0 0 0.11 14,760 39 61

MM_Stn2b_Sil male-male Stain 7 0 7 0.25 1436 29 71

MM_Stn2c_Org male-male Stain 0 0 0 0.11 17,531 47 53

MM_Stn2c_Sil male-male Stain 3 0 3 0.16 5543 13 87

MM_Stn2d_Org male-male Stain 0 0 0 0.11 13,485 38 62

MM_Stn2d_Sil male-male Stain 5 0 5 0.2 5801 15 85

MM_Stn2e_Org male-male Stain 0 0 0 0.11 10,763 32 68
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Sample ID Mixture  Sample Receptive POI Total no. of Conservative APH Mx Mx

Type Type Partner drop- drop- drop-outs Pr(D) POI Receptive POI
outs outs (RFU)  Partner

MM_Stn2e_Sil male-male Stain 5 0 5 0.21 3986 11 89

MM_Stn2f_Org male-male Stain 0 0 0 0.11 16,230 51 49

MM_Stn2f_Sil male-male Stain 4 0 4 0.18 2858 13 87

MM_Stn2g_Org male-male Stain 0 0 0 0.11 12,728 39 61

MM_Stn2g_Sil male-male Stain 9 0 9 0.29 1335 12 88

MM_Stn2h_Org male-male Stain 4 0 4 0.18 3068 47 53

MM_Stn2h_Sil male-male Stain 16 0 16 0.41 878 6 94

MM_Cdm1_Ext1_Org male-male Condom 0 14 14 0.11 20 929 1

MM_Cdm1_Ext2_Org male-male Condom 0 16 16 0.15 45 97 3

MM_Cdm2_Ext1_Org male-male Condom 0 22 22 0.27 1 100 0

MM_Cdm2_Ext2_Org male-male Condom 0 14 14 0.12 105 929 1

SMx_1:19_a Simulated Simulated 0 0 0 0.08 821 97 3
mixture  Mixture

SMx_1:19_b Simulated Simulated 0 0 0 0.06 611 97 3
mixture  Mixture

SMx_1:9_a Simulated Simulated 0 0 0 0.07 1860 94 6
mixture  Mixture

SMx_1:9_b Simulated Simulated 0 0 0 0.08 1485 93 7
mixture  Mixture

SMx_1:4_a Simulated Simulated 0 0 0 0.06 5321 86 14
mixture  Mixture

SMx_1:4_b Simulated Simulated 0 0 0 0.07 2333 85 15
mixture  Mixture

SMx_1:2_a Simulated Simulated 0 0 0 0.08 4766 73 27
mixture  Mixture

SMx_1:2_b Simulated Simulated 0 0 0 0.06 4755 75 25
mixture  Mixture

SMx_1:1_a Simulated Simulated 0 0 0 0.08 8809 56 44
mixture  Mixture

SMx_1:1_b Simulated Simulated 0 0 0 0.08 8423 54 46
mixture  Mixture

SMx_2:1_a Simulated Simulated 0 0 0 0.1 11,006 45 55
mixture  Mixture

SMx_2:1_b Simulated Simulated 0 0 0 0.06 7601 41 59
mixture  Mixture

SMx_4:1_a Simulated Simulated 0 0 0 0.06 10,223 27 73
mixture  Mixture

SMx_4:1_b Simulated Simulated 0 0 0 0.07 11,280 29 71
mixture  Mixture

SMx_9:1_a Simulated Simulated 0 0 0 0.07 17,381 15 85
mixture  Mixture

SMx_9:1_b Simulated Simulated 0 0 0 0.08 15,214 15 85
mixture  Mixture

SMx_19:1_a Simulated Simulated 0 0 0 0.1 14,273 5 95
mixture  Mixture

SMx_19:1_b Simulated Simulated 0 0 0 0.06 12,743 7 93
mixture  Mixture

POLI: person of interest; Pr(D): probability of drop-out; APH: average peak height; RFU: relative fluorescence units; Mx: mixture

proportion.

assigning short peaks either as allele or stutter. LRs were calculated using a Pr(D) determined by the
software which results in the lowest LR. For STRmix™, stutter peaks were included in the input files.
Other specific parameters used in operating the software can be found in Ref. [1].

All computations used Philippine population allele frequencies [14] and a 0.03 subpopulation
correction factor (#) [15]. Calculations were conditioned on the presence of the female or the receptive
partner's profile. The following propositions were evaluated:
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Table 2
H1 true LRs calculated using LRmix and STRmix™.
Sample ID LRmix STRmix™
LR L0g10 LR LR L0g10 LR

MF_Swb1_Org 5.16E+15 15.71 8.26E+22 22.92
MEF_Swb1_Sil 5.16E+15 15.71 9.86E+22 22.99
MF_Swb1_FTA 1.21E+14 14.08 1.24E+16 16.09
MF_Swb2_Org 5.16E+15 15.71 4.43E+20 20.65
MEF_Swb2_Sil 4.52E+15 15.65 9.85E+22 22.99
MF_Swb2_FTA 1.36E+05 5.13 3.60E+00 0.56
MF_Swb3_0Org 5.16E+15 15.71 8.99E+20 20.95
MF_Swb3_Sil 5.16E+15 15.71 2.34E+18 18.37
MF_Swb3_FTA 2.61E+14 14.42 2.12E+17 17.33
MF_Swb4_Org 5.16E+15 15.71 1.75E+20 20.24
MF_Swb4_Sil 5.16E+15 15.71 1.17E+22 22.07
MF_Swb4_FTA 5.16E+15 15.71 5.55E+22 22.74
MF_Swb5_0rg 4.52E+15 15.65 1.32E+21 21.12
MF_Swb5_Sil 5.16E+15 15.71 9.32E+22 22.97
MF_Swb5_FTA 5.16E+15 15.71 1.71E+21 21.23
MF_Stnla_Org 4.52E+15 15.65 8.45E+22 22.93
MF_Stn1a_Sil 3.97E+15 15.60 5.94E+22 22.77
MF_Stn1b_Org 5.16E+15 15.71 9.55E+22 22.98
MEF_Stn1b_Sil 2.32E+15 1537 5.98E+22 22.78
MF_Stnlc_Org 5.43E+15 15.73 9.91E+22 23.00
MEF_Stn1c_Sil 1.84E+15 15.26 9.64E+22 22.98
MEF_Stn1d_Org 5.16E+15 15.71 1.82E+21 21.26
MEF_Stn1d_Sil 4.52E+15 15.65 6.94E+22 22.84
MF_Stnle_Org 3.99E+15 15.60 1.01E+23 23.00
MF_Stnle_Sil 2.32E+15 1537 8.90E+22 22.95
MF_Stn2a_Org 7.44E+07 7.87 2.67E+05 5.43
MEF_Stn2a_Sil 5.16E+15 15.71 8.20E+19 19.91
MF_Stn2b_Org 1.73E+07 7.24 7.17E+04 4.86
MEF_Stn2b_Sil 5.16E+15 15.71 3.77E+20 20.58
MF_Stn2c_Org 1.95E+06 6.29 2.73E+02 244
MEF_Stn2c_Sil 5.16E+15 15.71 1.02E+20 20.01
MEF_Stn2d_Org 2.70E+09 9.43 4.79E+08 8.68
MEF_Stn2d_Sil 4.52E+15 15.65 2.73E+20 20.44
MF_Stn2e_Org 1.48E+14 14.17 1.95E+12 12.29
MEF_Stn2e_Sil 5.16E+15 15.71 1.50E+20 20.18
MF_Cdm1_Ext1_Org 1.64E+14 14.21 1.43E+14 14.16
MF_Cdm1_Ext1_Sil 4.27E+03 3.63 2.11E+03 3.32
MF_Cdm1_Ext2_Org 1.16E+05 5.06 1.14E+01 1.06
MF_Cdm1_Ext2_Sil 1.85E+06 6.27 1.37E+04 414
MF_Cdm2_Ext1_Org 6.24E+07 7.80 1.94E+07 7.29
MF_Cdm2_Ext1_Sil 9.22E+09 9.96 8.52E+08 8.93
MF_Cdm2_Ext2_Org 8.38E+08 8.92 1.34E+09 9.13
MF_Cdm2_Ext2_Sil 8.90E-+08 8.95 1.11E+09 9.04
MF_Cdm2_Int2_Org 2.00E+15 15.30 5.48E+20 20.74
MF_Cdm2_Int2_Qia 1.14E+15 15.06 3.56E+21 21.55
MM_Swb1_Org 5.13E+08 8.71 5.24E+11 11.72
MM_Swb1_Sil 8.86E+09 9.95 3.63E+09 9.56
MM_Swb1_FTA 9.82E+10 10.99 3.56E+13 13.55
MM_Swb2_Org 4.25E+14 14.63 4.04E+20 20.61
MM_Swb2_Sil 6.29E+15 15.80 1.14E+22 22.06
MM_Swb2_FTA 5.80E+09 9.76 2.51E+13 13.40
MM_Swb3_Org 6.08E+15 15.78 1.01E+22 22.01
MM_Swb3_Sil 2.86E+11 11.46 1.05E+11 11.02
MM_Swb3_FTA 6.19E+15 15.79 6.74E+18 18.83
MM_Swb4_Org 4.82E+08 8.68 2.40E+13 13.38
MM_Swb4_Sil 5.57E+15 15.75 1.14E+22 22.06
MM_Swb4_FTA 2.50E+04 4.40 3.89E+07 7.59
MM_Swb5_0Org 7.43E+15 15.87 1.05E+22 22.02
MM_Swb5_Sil 4.66E+15 15.67 1.02E+22 22.01
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Sample ID LRmix STRmix™
LR Logio LR LR Logio LR

MM_Swb5_FTA 6.89E+15 15.84 1.82E+21 21.26
MM_Stnla_Org 6.89E+15 15.84 8.69E+15 15.94
MM_Stn1la_Sil 7.55E+00 0.88 1.23E+02 2.09
MM_Stn1b_Org 2.67E+00 0.43 1.01E+01 1.00
MM_Stn1b_Sil 1.98E-04 —3.70 1.60E+00 0.20
MM_Stn2a_Org 6.89E+15 15.84 1.15E+22 22.06
MM_Stn2a_Sil 3.77E+15 15.58 6.52E+21 21.81
MM_Stn2b_Org 6.89E+15 15.84 1.16E+22 22.06
MM_Stn2b_Sil 5.90E+15 15.77 2.62E+21 21.42
MM_Stn2c_Org 6.89E+15 15.84 1.16E+22 22.06
MM_Stn2c_Sil 5.13E+15 15.71 1.11E+22 22.05
MM_Stn2d_Org 6.89E+15 15.84 9.41E+21 21.97
MM_Stn2d_Sil 1.06E+16 16.02 8.31E+21 21.92
MM_Stn2e_Org 6.89E+15 15.84 1.06E+22 22.03
MM_Stn2e_Sil 9.38E+15 15.97 3.55E+21 21.55
MM_Stn2f_Org 6.89E+15 15.84 1.16E+22 22.06
MM_Stn2f_Sil 4.18E+15 15.62 7.49E+21 21.87
MM_Stn2g_Org 6.89E+15 15.84 1.15E+22 22.06
MM_Stn2g_Sil 5.60E+15 15.75 9.81E+21 21.99
MM_Stn2h_Org 5.52E+15 15.74 8.30E+21 21.92
MM_Stn2h_Sil 2.84E+15 15.45 1.50E+21 21.18
MM_Cdm1_Ext1_Org 1.61E+01 1.21 2.02E+03 3.30
MM_Cdm1_Ext2_Org 3.63E-01 —0.44 1.11E+02 2.05
MM_Cdm2_Ext1_Org 1.58E-02 -1.80 6.01E-01 -0.22
MM_Cdm2_Ext2_Org 3.53E+01 1.55 5.19E+01 1.71
SMx_1:19_a 8.38E+22 22.92 3.92E+19 19.59
SMx_1:19_b 1.00E+23 23.00 2.34E+17 17.37
SMx_1:9_a 9.16E+22 22.96 2.64E+24 24.42
SMx_1:9_b 8.38E+22 22.92 3.52E+21 21.55
SMx_1:4_a 1.00E+23 23.00 4.02E+23 23.60
SMx_1:4_b 9.16E+22 22.96 3.46E+25 25.54
SMx_1:2_a 8.38E+22 22.92 4.41E+25 25.64
SMx_1:2_b 1.00E+23 23.00 1.71E+25 25.23
SMx_1:1_a 8.38E+22 22.92 6.25E+25 25.80
SMx_1:1_b 8.38E+22 22.92 6.26E+25 25.80
SMx_2:1_a 7.04E+22 22.85 6.26E+25 25.80
SMx_2:1_b 1.00E+23 23.00 6.26E+25 25.80
SMx_4:1_a 1.00E+23 23.00 6.26E+25 25.80
SMx_4:1_b 9.16E+22 22.96 6.26E+25 25.80
SMx_9:1_a 9.16E+22 22.96 6.26E+25 25.80
SMx_9:1_b 8.38E+22 22.92 6.26E+25 25.80
SMx_19:1_a 7.04E+22 22.85 6.26E+25 25.80
SMx_19:1_b 1.00E+23 23.00 6.26E+25 25.80

H1: Person A and person B both contributed to the DNA mixture.

H2: Person B and an unknown, unrelated person contributed to the mixture.where person A is the
POI or penetrative partner contributor to the mixture, while person B is the receptive partner. For the
simulated mixtures, Persons A and B are the male and the female sources of DNA, respectively.

We further conducted non-contributor tests [16] for each interpretation system. This was done by
replacing the POI 10,000 times with a randomly generated profile (H2 is true) from Philippine popu-
lation allele frequencies [ 14]. LRmix Studio shows for each test the values for the minimum, maximum,
as well as the 1st, 50th, and 99th percentiles among 10,000 LRs calculated, while STRmix™ reports all

LR values.
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Table 3
Summary of H2 true tests results for LRmix and STRmix™,

Sample ID LRmix STRmix™

Min 0.01 0.50 099 Max No.ofH2true No.ofH2 No.ofH2true No.of H2
LRs > H1 true LR true tests>1 LRs > H1 true LR true LRs>1

MF_Swb1_Org —40.97 —36.01 —25.71 —-14.12 -9.01 0 0 0 0
MF_Swb1_Sil —42.98 —36.51 —25.67 —13.90 -5.88 0 0 0 0
MF_Swb1_FTA —38.47 —33.84 —23.66 —12.44 -2.62 0 0 0 0
MF_Swb2_Org —40.41 -36.01 —-25.61 —-1441 -7.15 0 0 0 0
MF_Swb2_Sil —42.44 -3547 —-2531 —-14.20 -699 0 0 0 0
MF_Swb2_FTA —-1540 -1293 -796 -193 213 O 7 0 0
MF_Swb3_Org —42.73 —-36.38 —25.53 —-13.85 -6.15 0 0 0 0
MF_Swb3_Sil —41.04 —35.95 —25.70 —13.99 -7.01 0 0 0 0
MF_Swb3_FTA —37.40 -32.14 —-22.51 -11.82 -520 0 0 0 0
MF_Swb4_Org —41.83 —36.38 —25.58 —13.84 -6.44 0 0 0 0
MF_Swb4_Sil —40.73 —36.23 —25.64 —14.19 -7.73 0 0 0 0
MF_Swb4_FTA —43.76 —36.20 —25.73 —-13.99 -6.33 0 0 0 0
MF_Swb5_Org —40.44 —35.60 —25.28 —13.72 -336 0 0 0 0
MF_Swb5_Sil —41.02 —36.02 —25.75 —14.33 -7.98 0 0 0 0
MF_Swb5_FTA —40.59 —36.05 —25.72 —-14.27 -749 0 0 0 0
MF_Stnla_Org —41.39 -35.76 —25.26 —13.90 -6.22 0 0 0 0
MF_Stn1a_Sil —37.23 —31.97 -22.61 —12.25 -6.37 0 0 0 0
MF_Stn1b_Org —42.36 —36.57 —25.70 —14.09 -6.75 0 0 0 0
MF_Stn1b_Sil —34.04 —29.78 —-20.64 —-10.77 -293 0 0 0 0
MF_Stn1c_Org —42.03 —35.53 -25.17 —-13.60 -6.79 0 0 0 0
MF_Stn1c_Sil —36.57 —30.42 -21.53 —-11.38 —-494 0 0 0 0
MF_Stn1d_Org —41.58 —36.46 —25.64 —-14.22 -8.70 0 0 0 0
MF_Stn1d_Sil —42.51 —35.68 —25.19 —13.91 -6.58 0 0 0 0
MF_Stnle_Org —39.25 —34.64 —24.63 —-13.21 -8.17 0 0 0 0
MF_Stnle_Sil —35.86 —31.17 —21.90 —-11.54 -5.26 0 0 0 0
MF_Stn2a_Org —35.92 -30.77 -20.72 -10.37 -5.26 0 0 0 0
MF_Stn2a_Sil —41.51 —35.91 -25.67 —-1435 -875 0 0 0 0
MF_Stn2b_Org —34.65 —29.45 —19.92 -9.76 -2.13 0 0 0 2
MF_Stn2b_Sil —41.83 —35.99 -25.75 —-14.00 -3.79 0 0 0 0
MF_Stn2c_Org —34.30 —28.46 —18.97 -8.78 -1.03 0 0 0 0
MF_Stn2c_Sil —42.64 —36.13 —25.63 —14.28 -6.53 0 0 0 0
MF_Stn2d_Org —47.90 —40.61 —2847 -15.79 -7.55 0 0 0 0
MF_Stn2d_Sil —40.71 —35.79 —-25.35 -14.02 -5.73 0 0 0 0
MF_Stn2e_Org —38.12 —32.51 -22.53 -12.05 -3.74 0 0 0 0
MF_Stn2e_Sil —40.81 —36.36 —25.68 —14.17 -8.46 0 0 0 0
MF_Cdm1_Ext1_Org -34.82 —31.65 —21.91 —-11.39 -5.15 0 0 0 0
MF_Cdm1_Ext1_Sil —-26.25 —21.86 —14.03 —5.20 —-0.64 0 0 0 7
MF_Cdm1_Ext2_Org -29.25 —24.07 —15.90 -6.79 -1.09 0 0 1 3
MF_Cdm1_Ext2_Sil -31.41 -26.45 —17.57 -7.88 024 0 1 0 3
MF_Cdm2_Ext1_Org —41.42 —36.59 —24.85 —12.76 —-3.70 0 0 0 0
MF_Cdm2_Ext1_Sil —53.32 —47.11 —-33.34 —-18.71 —-10.73 0 0 0 0
MF_Cdm2_Ext2_Org -44.68 —38.81 —26.87 —14.26 -7.42 0 0 0 0
MF_Cdm2_Ext2_Sil —45.14 —38.61 —26.92 —14.42 -8.18 0 0 0 0
MF_Cdm2_Int2_Org -33.90 —28.60 —19.87 —10.16 —4.67 0 0 0 0
MF_Cdm2_Int2_Qia -32.66 —27.40 —18.95 -9.27 -348 0 0 0 0
MM_Swb1_Org -20.97 -17.92 -10.87 -339 098 O 7 0 0
MM_Swb1_Sil —20.12 —17.51 —10.88 —3.55 049 O 1 0 697
MM_Swb1_FTA —26.42 -21.79 —-1396 -541 082 O 1 0 0
MM_Swb2_Org —42.19 —37.93 -25.84 —-13.33 -520 O 0 0 0
MM_Swb2_Sil —52.13 —45.14 —-31.40 —-17.59 —-10.87 0 0 0 0
MM_Swb2_FTA —53.81 —43.86 —31.19 —-17.12 -7.99 0 0 0 0
MM_Swb3_Org —47.75 —40.03 —-28.07 -1549 -8.70 0 0 0 0
MM_Swb3_Sil —23.98 —19.58 —12.24 -457 178 0 3 0 853
MM_Swb3_FTA —53.68 —44.65 —31.27 —-17.16 —7.58 0 0 0 0
MM_Swb4_Org -19.79 -16.57 —-10.16 -3.00 219 O 6 0 0
MM_Swb4_Sil —37.33 -32.06 —-21.91 -11.12 -4.16 O 0 0 0
MM_Swb4_FTA —58.09 —49.92 -35.01 —-19.93 -731 0 0 0 0
MM_Swb5_0Org —38.85 —33.24 —22.84 —-11.64 -2.83 0 0 0 0
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Table 3 (continued )

Sample ID LRmix STRmix™

Min 0.01 050 099 Max No.ofH2true No.of H2  No.of H2 true No. of H2

LRs > HI true LR true tests>1 LRs > HI true LR true LRs>1

MM_Swb5_Sil —41.56 —34.54 —23.73 —12.21 —6.59 0 0 0 0
MM_Swb5_FTA —55.63 —45.34 —31.72 —17.52 —6.55 0 0 0 0
MM_Stn1a_Org ~54.18 —45.53 —31.64 —17.78 —8.19 0 0 0 0
MM_Stn1la_Sil —36.33 —30.49 —19.99 —-8.95 —2.01 0 0 17 91
MM_Stn1b_Org —-31.99 —28.08 —18.01 —-7.78 —0.74 0 0 0 5
MM_Stn1b_Sil —800 —6.10 —290 049 265 7253 243 2877 4529
MM_Stn2a_Org —54.04 —45.44 —31.89 —17.65 —10.81 0 0 0 0
MM_Stn2a_Sil —44.89 —37.79 —2637 —14.26 —6.41 0 0 0 0
MM_Stn2b_Org —52.96 —45.44 —31.87 —17.38 —9.80 0 0 0 0
MM_Stn2b_Sil —4553 —38.91 —27.37 —15.04 —7.50 0 0 0 0
MM_Stn2c_Org —52.26 —45.62 —31.87 —18.24 —9.42 0 0 0 0
MM_Stn2c_Sil —49.97 —42.54 —29.55 —16.40 —6.37 0 0 0 0
MM_Stn2d_Org ~51.69 —44.90 —31.87 —-17.63 —-9.11 0 0 0 0
MM_Stn2d_Sil —47.42 —40.79 —28.65 —15.54 —8.42 0 0 0 0
MM_Stn2e_Org —50.46 —45.19 —31.94 —18.12 -9.68 0 0 0 0
MM_Stn2e_Sil —48.87 —39.46 —27.36 —14.62 —557 0 0 0 0
MM_Stn2f_Org —50.68 —45.37 —31.85 —17.70 —6.65 0 0 0 0
MM_Stn2f_Sil —40.90 —41.59 —29.32 —16.31 -9.15 0 0 0 0
MM_Stn2g_Org —53.92 —45.26 —31.75 —17.86 —10.47 0 0 0 0
MM_Stn2g_Sil —42.06 —36.75 —25.40 —13.47 —7.04 0 0 0 0
MM_Stn2h_Org —52.52 —41.63 —29.36 —15.89 —9.79 0 0 0 0
MM_Stn2h_Sil —40.25 —33.46 —23.04 —11.82 -622 0 0 0 0
MM_Cdm1_Ext1_Org —36.48 —29.95 —19.85 —921 -4.12 0 0 0 25
MM_Cdm1_Ext2_Org —31.09 —25.75 —16.18 —6.54 138 2 1 8 180
MM_Cdm2_Ext1_Org —20.62 —16.51 —9.98 —2.68 164 39 4 7917 3984
MM_Cdm2_Ext2_Org —35.48 —29.62 —18.99 —8.66 —2.35 0 0 11 64
SMx_1:19_a ~71.60 —60.14 —45.59 —29.91 —19.19 0 0 0 0
SMx_1:19_b —71.65 —63.10 —47.77 —32.21 —22.81 0 0 0 0
SMx_1:9_a —69.13 —61.60 —46.76 —31.14 —20.43 0 0 0 0
SMx_1:9_b ~72.99 —60.33 —45.87 —30.39 —21.76 0 0 0 0
SMx_1:4_a —72.58 —63.24 —47.95 —31.72 —20.33 0 0 0 0
SMx_1:4_b —71.12 —61.80 —46.65 —31.02 —21.72 0 0 0 0
SMx_1:2_a —71.26 —60.72 —45.77 —30.50 —19.36 0 0 0 0
SMx_1:2_b ~76.62 —63.02 —47.79 —31.81 —22.25 0 0 0 0
SMx_1:1_a —~71.07 —59.78 —45.54 —29.73 —21.46 0 0 0 0
SMx_1:1_b —68.92 —60.00 —45.70 —30.54 —23.25 0 0 0 0
SMx_2:1_a —61.20 —56.37 —43.97 —29.71 —25.25 0 0 0 0
SMx_2:1_b —74.76 —63.15 —47.97 —31.93 —20.58 0 0 0 0
SMx_4:1_a —70.77 —62.69 —47.92 —31.73 —24.26 0 0 0 0
SMx_4:1_b —71.67 —62.21 —46.78 —30.80 —21.89 0 0 0 0
SMx_9:1_a ~71.76 —61.80 —46.69 —31.17 —19.78 0 0 0 0
SMx_9:1_b —67.94 —60.62 —45.88 —30.01 —18.86 0 0 0 0
SMx_19:1_a —64.29 —57.99 —43.93 —29.18 —17.34 0 0 0 0
SMx_19:1_b —70.51 —62.95 —47.84 —31.46 —22.29 0 0 0 0
Acknowledgements

We acknowledge support from the University of the Philippines — Office of The Vice President for
Academic Affairs (UP-OVPAA) Creative Research Grant for MCADU and the Commission on Higher
Education (CHED) Thesis Grant for JJRBR. ]B was supported in part by grant NIJ 2017-DN-BX-0136 from
the US National Institute of Justice. We thank our colleagues from the UP-NSRI DNA Analysis Laboratory
and the Institute of Environmental Science and Research Ltd., New Zealand, and the volunteers who
provided their samples for this study.



10

JJ.R.B. Rodriguez et al. / Data in brief 26 (2019) 104455

Conflict of interest

The authors declare that they have no known competing financial interests or personal relation-
ships that could have appeared to influence the work reported in this paper.

Appendix A. Supplementary data

Supplementary data to this article can be found online at https://doi.org/10.1016/j.dib.2019.104455.

References

(1]
(2]

[3

(4]

(5

[6

[7

8

[9

[10]
[11]
[12]
[13]

[14]

[15]

[16]

JJ.R.B. Rodriguez, J.A. Bright, .M. Salvador, R.P. Laude, M.C.A. De Ungria, Probabilistic approaches to interpreting two-
person DNA mixtures from post-coital specimens, Forensic Sci. Int. 300 (2019) 157—163.

H. Haned, K. Slooten, P. Gill, Exploratory data analysis for the interpretation of low template DNA mixtures, Forensic Sci.
Int. Genet. 6 (2012) 762—774. https://doi.org/10.1016/j.fsigen.2012.08.008.

D. Taylor, J.A. Bright, J. Buckleton, The interpretation of single source and mixed DNA profiles, Forensic Sci. Int. Genet. 7
(2013) 516—528. https://doi.org/10.1016/j.fsigen.2013.05.011.

J.M. Curran, P. Gill, M.R. Bill, Interpretation of repeat measurement DNA evidence allowing for multiple contributors and
population substructure, Forensic Sci. Int. 148 (2005) 47—53. https://doi.org/10.1016/j.forsciint.2004.04.077.

J.A. Bright, D. Taylor, ].M. Curran, ].S. Buckleton, Developing allelic and stutter peak height models for a continuous method
of DNA interpretation, Forensic Sci. Int. Genet. 7 (2013) 296—304. https://doi.org/10.1016/j.fsigen.2012.11.013.

J.A. Bright, D. Taylor, J.M. Curran, J.S. Buckleton, Degradation of forensic DNA profiles, Aust. ]. Forensic Sci. 45 (2013)
445—449. https://doi.org/10.1080/00450618.2013.772235.

J.S. Buckleton, H. Kelly, J.A. Bright, D. Taylor, T. Tvedebrink, ].M. Curran JM, Utilising allelic dropout probabilities estimated
by logistic regression in casework, Forensic Sci. Int. Genet. 9 (2014) 9—11. https://doi.org/10.1016/j.fsigen.2013.07.001.

R. Puch-Solis, A dropin peak height model, Forensic Sci. Int. Genet. 11 (2014) 80—84. https://doi.org/10.1016/j.fsigen.2014.
02.005.

J.A. Bright, J.M. Curran, ].S. Buckleton, Investigation into the performance of different models for predicting stutter,
Forensic Sci. Int. Genet. 7 (2013) 422—427. https://doi.org/10.1016/j.fsigen.2013.04.008.

C. Brookes, J.A. Bright, S. Harbison, ].S. Buckleton, Characterising stutter in forensic STR multiplexes, Forensic Sci. Int. Genet.
6 (2012) 58—63. https://doi.org/10.1016/j.fsigen.2011.02.001.

T. Clayton, J.S. Buckleton, Mixtures, in: ].S. Buckleton, C.M. Triggs, S.J. Walsh (Eds.), Forensic DNA Evidence Interpretation,
CRC Press, Boca Raton, Florida, 2005, pp. 281—-304.

D.J. Balding, R.A. Nichols, DNA profile match probability calculation: how to allow for population stratification, relatedness,
database selection and single bands, Forensic Sci. Int. 64 (1994) 125—140. https://doi.org/10.1016/0379-0738(94)90222-4.
NRC II, National Research Council Committee on DNA Forensic Science, The Evaluation of Forensic DNA Evidence, National
Academy Press, Washington DC, 1996.

JJ.R.B. Rodriguez, ].M. Salvador, G.C. Calacal, R.P. Laude, M.C.A. De Ungria, Allele frequencies of 23 autosomal short tandem
repeat loci in the Philippine population, Leg. Med. (Tokyo) 17 (4) (2015) 295—297. https://doi.org/10.1016/j.legalmed.2015.
02.005.

C.D. Steele, D.S. Court, D.J. Balding, Worldwide F(ST) estimates relative to five continental-scale populations, Ann. Hum.
Genet. 78 (2014) 468—477. https://doi.org/10.1111/ahg.12081.

P. Gill, H. Haned, A new methodological framework to interpret complex DNA profiles using likelihood ratios, Forensic Sci.
Int. Genet. 7 (2013) 251—-263. https://doi.org/10.1016/j.fsigen.2012.11.002.


https://doi.org/10.1016/j.dib.2019.104455
http://refhub.elsevier.com/S2352-3409(19)30810-8/sref1
http://refhub.elsevier.com/S2352-3409(19)30810-8/sref1
http://refhub.elsevier.com/S2352-3409(19)30810-8/sref1
https://doi.org/10.1016/j.fsigen.2012.08.008
https://doi.org/10.1016/j.fsigen.2013.05.011
https://doi.org/10.1016/j.forsciint.2004.04.077
https://doi.org/10.1016/j.fsigen.2012.11.013
https://doi.org/10.1080/00450618.2013.772235
https://doi.org/10.1016/j.fsigen.2013.07.001
https://doi.org/10.1016/j.fsigen.2014.02.005
https://doi.org/10.1016/j.fsigen.2014.02.005
https://doi.org/10.1016/j.fsigen.2013.04.008
https://doi.org/10.1016/j.fsigen.2011.02.001
http://refhub.elsevier.com/S2352-3409(19)30810-8/sref11
http://refhub.elsevier.com/S2352-3409(19)30810-8/sref11
http://refhub.elsevier.com/S2352-3409(19)30810-8/sref11
https://doi.org/10.1016/0379-0738(94)90222-4
http://refhub.elsevier.com/S2352-3409(19)30810-8/sref13
http://refhub.elsevier.com/S2352-3409(19)30810-8/sref13
https://doi.org/10.1016/j.legalmed.2015.02.005
https://doi.org/10.1016/j.legalmed.2015.02.005
https://doi.org/10.1111/ahg.12081
https://doi.org/10.1016/j.fsigen.2012.11.002

	Data on likelihood ratios of two-person DNA mixtures interpreted using semi- and fully continuous systems
	1. Data
	2. Experimental design, materials and methods
	Acknowledgements
	Conflict of interest
	Appendix A. Supplementary data
	References




