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Manufacturer's Information
Each sample set contained digital files consisting of electropherograms from DNA profiles of two reference samples

(Items 1 & 2) and two questioned samples (Items 3 & 4). Participants were requested to evaluate the 

electropherograms and interpret the data using their existing protocols. 

SAMPLE PREPARATION: Item 1 was created using blood collected from a female donor. Item 2 was created using

blood collected from a male donor.  Item 3 was created by combining one part of blood from the Item 1 female

donor and one part of blood from the Item 2 male donor. Item 4 was created by combining two parts of blood from

the Item 2 male donor and one part of blood from a 3rd-party female donor.

VERIFICATION: Laboratories that conducted predistribution testing of the electropherograms reported consistent

results for all loci, with the exception of one participant who was missing alleles at multiple loci. All associations were

consistent amongst the predistribution laboratories.

SAMPLE SET ASSEMBLY: Once sample preparation and verification were completed, the digital upload was checked

to ensure all items were accessible.

Consensus results on the following pages were determined by ensuring at least 10 participants returned results for the

locus. Each allele listed was determined by ensuring that at least 75% of participants that returned data for that

specific locus and item reported the same allele.
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Results compiled by predistribution laboratories and a consensus of participants.

Item

Amelogenin and STR Results

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433
D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

15,16 10,13 7,121 17,21 10,1115,16.1

11,12 13,1711,118,1217,2314,14

13,14 29,31.2 14,15 X,X 12,13 24,25
* * 19,29.2 7,9 8,10 15,19

NM NM NM NM

15,16 12,13 8,122 18,19 10,1212,16

14,15 13,149,128,1317,2015,15

14,15.2 30,31 11,11 X,Y 10,13 18,25
* * 17,17 7,8 9,11 17,19

10 * * 2

15,16 10,12,13 7,8,123 17,18,19,21 10,11,1212,15,16,16.1

11,12,14,15 13,14,179,11,128,12,1317,20,2314,15

13,14,15.2 29,30,31,31.2 11,14,15 X,Y 10,12,13 18,24,25
* * 17,19,29.2 7,8,9 8,9,10,11 15,17,19

10 * * 2

15,16,18 11,12,13 8,124 18,19,23 10,11,1212,14,16

10,13,14,15 13,14,189,11,128,11,1317,18,20,2115,16

13,14,15.2 28,30,31 11,16 X,Y 10,12,13 18,22,23.2,25
* * 16,17,29.2 7,8,9 8,9,11 16,17,18,19

10 * * 2

15,16 12,13 *4Major 18,19 10,1212,16

14,15 13,149,12*17,2015,15

14,15.2 30,31 11,11 * * 18,25
* * 17,17 7,8 9,11 17,19
* * * *

YSTR Results
Results compiled from predistribution laboratories and a consensus of participants.

Item

YGATAH4
DYS481
DYS393

DYS460
DYS643

DYS392

DYS635
DYS458
DYS391

DYS627
DYS456
DYS390

DYS449
DYS576

DYS389-II

DYS570
DYS448

DYS389-I

DYS549
DYS439
DYS385

DYS533
DYS438
DYS19

DYS518

DYF387S
DYS437

14 13 29 242 10 13 1216,18

14 11 10 20 17 16.2 26

12 12 19 18 21 9 1020
1028

38,40

41

14 13 29 243 10 13 1216,18

14 11 10 20 17 16.2 26

12 12 19 18 21 9 1020
1028

38,40

41

14 13 29 244 10 13 1216,18

14 11 10 20 17 16.2 26

12 12 19 18 21 9 1020
1028

38,40

41

* Results were not received from a minimum of 10 participants for the loci indicated.

NM - Non-Male profile, YSTR results not expected.
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Summary Comments
The DNA Interpretation test was designed to allow participants to assess their proficiency in evaluating and interpreting 
electropherograms (EPGs). Each participant received electropherograms (in .pdf and .hid formats) of two reference items 
and two questioned items. The EPG data included were produced from the following amplification kits: GlobalFiler™, 
Investigator® 24plex, PowerPlex® Fusion 5C, PowerPlex® Fusion 6C, Identifiler™ Plus, YFiler™ Plus, PowerPlex® Y23. 
Item 1 was created using blood collected from a female donor. Item 2 was created using blood collected from a male 
donor.  Item 3 was created by combining one part of blood from the Item 1 female donor and one part of blood from 
the Item 2 male donor. Item 4 was created by combining two parts of blood from the Item 2 male donor and one part of 
blood from a 3rd-party female donor. (See Manufacturer’s Information for preparation details)

Consensus results for each item were determined per allele for each locus. Allele determinations were identified by 
ensuring that at least 10 participants reported results for the locus and that of these participants, 75% of them reported 
the same allele(s). Results that differed from the consensus were further compared to the participant's reported 
interpretation guidelines. 

DNA Analysis
Of the 36 participants that reported results, 32 participants evaluated the provided STR data. 

For STR results, all participants reported consistent results with the exception of five participants, who reported an 
inconsistent result for one or more items. 

For YSTR results, all participants reported consistent results. 

For Item 3, three participants attempted the deconvolution of this mixture. However, due to the low reporting population, 
no consensus was formed for major or minor profiles. A consensus was achieved for the full Item 3 profile (unseparated). 

For Item 4, eleven participants attempted the deconvolution of this mixture. However, due to the low reporting 
population, a consensus was formed only for the major profile, but not the minor profile. A consensus was achieved for 
the full Item 4 profile (unseparated). 

DNA Interpretations
For Item 3, all participants identified that two (or at least two) individuals contributed to the mixture. Additionally, all 
participants included the victim (Item 1) and the suspect (Item 2) as possible contributors.

For Item 4, all participants identified that two (or at least two) individuals contributed to the mixture. Additionally, all 
participants excluded the victim (Item 1) and included the suspect (Item 2) as possible contributors.
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STR Interpretation Guidelines
TABLE 1

Stochastic Threshold (rfu)Peak Height Ratio (%)Analytical Threshold (rfu)WebCode
23T6MY 60 360120

2MEWLV 60 360120

2P447R [Participant did not provide interpretation guidelines]

49V6PU 60 23075

6AECR9 60 800130

8MJ6FQ 60 360120

9JCBT6 60 800130

A7K3RH [Participant did not provide interpretation guidelines]

B93GVH [Participant did not provide interpretation guidelines]

BHQG6Z 60 25075

E36763 6075

E8XAX8 60 800130

ER9ZB6 60 10075

GGGKZX 60 800130

JXEMQZ [Participant did not provide interpretation guidelines]

K79RJ2 15 800130

L4FHNQ 60 800130

LBVYJL 60 10075

LEEDMM 70 15050

LXQZ9U 60 86550

MEQ83M 60 10075

MMKDVN 5060

NLNF38 50 370180

PDDBR3 60 600125

PEH8UH 60 10075

PVQXDA 60 10075

QUEEU6 [Participant did not provide interpretation guidelines]

QXB9JT 60 800130

QZJD4A 60 360120

UTPM3H 60 800130

VFWKXV 60 10075

VT4B2N [Participant did not provide interpretation guidelines]

WUCZNX 65 600100

XNMMGH 60 800130

YU8XCX 60 25080

ZMRA7V 70 15050
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YSTR Interpretation Guidelines
TABLE 2

Stochastic Threshold (rfu)Peak Height Ratio (%)Analytical Threshold (rfu)WebCode
23T6MY 75 50 75

2MEWLV 75 50 75

2P447R [Participant did not provide interpretation guidelines]

49V6PU [Participant did not provide interpretation guidelines]

6AECR9 50 70 725

8MJ6FQ 75 50 75

9JCBT6 50 60 724

A7K3RH [Participant did not provide interpretation guidelines]

B93GVH [Participant did not provide interpretation guidelines]

BHQG6Z [Participant did not provide interpretation guidelines]

E36763 75 50

E8XAX8 50 60 1,500

ER9ZB6 75 50 75

GGGKZX 50 50 1,500

JXEMQZ [Participant did not provide interpretation guidelines]

K79RJ2 50 15 800

L4FHNQ 50 70 725

LBVYJL 75 50 75

LEEDMM 50 70 150

LXQZ9U [Participant did not provide interpretation guidelines]

MEQ83M 75 50 75

MMKDVN 60

NLNF38 [Participant did not provide interpretation guidelines]

PDDBR3 [Participant did not provide interpretation guidelines]

PEH8UH 75 50 75

PVQXDA 75 50 75

QUEEU6 [Participant did not provide interpretation guidelines]

QXB9JT 50 70 725

QZJD4A 75 50 75

UTPM3H 50 70 725

VFWKXV 75 50 75

VT4B2N [Participant did not provide interpretation guidelines]

WUCZNX [Participant did not provide interpretation guidelines]

XNMMGH 50 70 725

YU8XCX 80 50 75

ZMRA7V 50 60 150
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STR & Amelogenin Results
TABLE 3

WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)
D3S1358 D5S818 D7S820

D8S1179 D13S317
D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 1 - STR Results
23T6MY GlobalFiler™  (HID Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

NM NM

2MEWLV GlobalFiler™  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

NM NM

49V6PU PowerPlex® Fusion 6C  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X 12,1329,31.213,14 14,151

7,9 8,10 15,199 13,14 19,29.2

6AECR9 GlobalFiler™  (HID Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

- -

8MJ6FQ GlobalFiler™  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

NM NM

9JCBT6 GlobalFiler™  (HID Format)  (STRmix)

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 1 - STR Results
BHQG6Z GlobalFiler™    

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

F,F F,F

E36763 GlobalFiler™, Identifiler™ Plus  (HID Format)  (Lab Retriever)

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X 12,1329,31.213,14 14,151

7,9.3 8,10 15,1919,29.2

E8XAX8 GlobalFiler™  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

- -

ER9ZB6 GlobalFiler™, PowerPlex® Fusion 5C, PowerPlex® Fusion 6C, Identifiler™ Plus  (PDF Format), (HID Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,199,9 13,14 19,29.2

- - - -

GGGKZX GlobalFiler™  (HID Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

JXEMQZ GlobalFiler™, Investigator® 24plex, PowerPlex® Fusion 5C, PowerPlex® Fusion 6C, Identifiler™ Plus  (PDF Format), 
(HID Format)  (Lab Retriever)

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X 12,1329,31.213,14 14,151

7,9 8,10 15,199 13,14 19,29.2
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 1 - STR Results
K79RJ2 GlobalFiler™  (HID Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

L4FHNQ GlobalFiler™    

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

LBVYJL GlobalFiler™  (PDF Format)  (GeneMapper ID-X v 1.6)

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

LEEDMM GlobalFiler™    (STRMix/SMART)

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

LXQZ9U GlobalFiler™  (PDF Format)  (LRmix Studio 2.1.5 Community Edition)

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

MEQ83M GlobalFiler™  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 1 - STR Results
MMKDVN GlobalFiler™  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

NLNF38 Investigator® 24plex  (HID Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,19N/A N/A 19,29.2

N/A N/A N/A N/A

PDDBR3 GlobalFiler™  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

No Results No Results

PEH8UH GlobalFiler™  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,19N/A N/A 19,29.2

NSD N/A N/A NSD

PVQXDA GlobalFiler™, PowerPlex® Fusion 6C  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X 12,1329,31.213,14 14,151

7,9 8,10 15,199 13,14 19,29.2

- - - -

QXB9JT GlobalFiler™    

15,16 10,13 7,1217,2115,15 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

- -
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 1 - STR Results
QZJD4A GlobalFiler™  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

NM NM

UTPM3H GlobalFiler™    (STRmix v2.9 (ESR / FSSA))

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

VFWKXV PowerPlex® Fusion 6C  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X 12,1329,31.213,14 14,151

7,9 8,10 15,199 13,14 19,29.2

VT4B2N GlobalFiler™    

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

- -

WUCZNX Investigator® 24plex  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

_

XNMMGH GlobalFiler™    (STRmix)

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 1 - STR Results
YU8XCX GlobalFiler™  (PDF Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,151

7,9 8,10 15,1919,29.2

ZMRA7V PowerPlex® Fusion 5C  (PDF Format), (HID Format)  

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X 12,1329,31.213,14 14,151

7,9 8,10 15,199 13,14 -

- - - -
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 2 - STR Results
23T6MY GlobalFiler™  (HID Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,1917

10 2

2MEWLV GlobalFiler™  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,1917

10 2

49V6PU PowerPlex® Fusion 6C  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,199,13 13,16 17

10 19 18

6AECR9 GlobalFiler™  (HID Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

8MJ6FQ GlobalFiler™  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,1917

10 2

9JCBT6 GlobalFiler™  (HID Format)  (STRmix)

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

( 13 )Printed: July 07, 2023 Copyright ©2023 CTS, Inc



DNA Interpretation Test 23-5881

TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 2 - STR Results
BHQG6Z GlobalFiler™    

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10,F 2,F

E36763 GlobalFiler™, Identifiler™ Plus  (HID Format)  (Lab Retriever)

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,1917

10 2

E8XAX8 GlobalFiler™  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

ER9ZB6 GlobalFiler™, PowerPlex® Fusion 5C, PowerPlex® Fusion 6C, Identifiler™ Plus  (PDF Format), (HID Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,199,13 13,16 17,17

10 19 18 2

GGGKZX GlobalFiler™  (HID Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

JXEMQZ GlobalFiler™, Investigator® 24plex, PowerPlex® Fusion 5C, PowerPlex® Fusion 6C, Identifiler™ Plus  (PDF Format), 
(HID Format)  (Lab Retriever)

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,199,13 13,16 17

10 19 18 2
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DNA Interpretation Test 23-5881

TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 2 - STR Results
K79RJ2 GlobalFiler™  (HID Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

L4FHNQ GlobalFiler™    

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

LBVYJL GlobalFiler™  (PDF Format)  (GeneMapper ID-X v 1.6)

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

LEEDMM GlobalFiler™    (STRMix/SMART)

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

LXQZ9U GlobalFiler™  (PDF Format)  (LRmix Studio 2.1.5 Community Edition)

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

MEQ83M GlobalFiler™  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2
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DNA Interpretation Test 23-5881

TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 2 - STR Results
MMKDVN GlobalFiler™  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

NLNF38 Investigator® 24plex  (HID Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,19N/A N/A 17,17

10 N/A N/A N/A

PDDBR3 GlobalFiler™  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

PEH8UH GlobalFiler™  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,19N/A N/A 17,17

10 N/A N/A 2

PVQXDA GlobalFiler™, PowerPlex® Fusion 6C  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,199,13 13,16 17

10 19 18 2

QXB9JT GlobalFiler™    

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2
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DNA Interpretation Test 23-5881

TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 2 - STR Results
QZJD4A GlobalFiler™  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,1917

10 2

UTPM3H GlobalFiler™    (STRmix v2.9 (ESR / FSSA))

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

VFWKXV PowerPlex® Fusion 6C  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,199,13 13,16 17

10 19 18

VT4B2N GlobalFiler™    

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

WUCZNX Investigator® 24plex  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,1917

10

XNMMGH GlobalFiler™    (STRmix)

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 11,112

7,8 9,11 17,1917,17

10 2

( 17 )Printed: July 07, 2023 Copyright ©2023 CTS, Inc



DNA Interpretation Test 23-5881

TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 2 - STR Results
YU8XCX GlobalFiler™  (PDF Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,1917,17

10 2

ZMRA7V PowerPlex® Fusion 5C  (PDF Format), (HID Format)  

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 112

7,8 9,11 17,199,13 13,16 -

10 - - -

( 18 )Printed: July 07, 2023 Copyright ©2023 CTS, Inc



DNA Interpretation Test 23-5881

TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 3 - STR Results
23T6MY GlobalFiler™  (HID Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

2MEWLV GlobalFiler™  (PDF Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

49V6PU PowerPlex® Fusion 6C  (PDF Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,199,13 13,14,16 17,19,29.2

10 19 18

6AECR9 GlobalFiler™  (HID Format)  (STRmix)

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

8MJ6FQ GlobalFiler™  (PDF Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

9JCBT6 GlobalFiler™  (HID Format)  (STRmix)

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2
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DNA Interpretation Test 23-5881

TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 3 - STR Results
BHQG6Z GlobalFiler™    

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10,F 2,F

E36763 GlobalFiler™, Identifiler™ Plus  (HID Format)  (Lab Retriever)

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

E8XAX8 GlobalFiler™  (PDF Format)  (STRmix)

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,16 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,19- - 17,19,29.2

10 - - 2

ER9ZB6 GlobalFiler™, PowerPlex® Fusion 5C, PowerPlex® Fusion 6C, Identifiler™ Plus  (PDF Format), (HID Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,199,13 13,14,16 17,19,29.2

10 19 18 2

GGGKZX GlobalFiler™  (HID Format)  (STRmix)

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

JXEMQZ GlobalFiler™, Investigator® 24plex, PowerPlex® Fusion 5C, PowerPlex® Fusion 6C, Identifiler™ Plus  (PDF Format), 
(HID Format)  (Lab Retriever)

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,199,13 13,14,16 17,19,29.2

10 19 18 2
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DNA Interpretation Test 23-5881

TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 3 - STR Results
K79RJ2 GlobalFiler™  (HID Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

L4FHNQ GlobalFiler™    

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

LBVYJL GlobalFiler™  (PDF Format)  (GeneMapper ID-X v 1.6)

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

LEEDMM GlobalFiler™    (STRMix/SMART)

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 113major

7,8 9,11 17,1917,17

10 2

15,16 10,13 7,1217,2115,16.1 10,11

11,11 13,1711,12 8,1214,14 17,23

24,25X,X 12,1329,31.213,14 14,153minor

7,9 8,10 15,1919,29.2

LXQZ9U GlobalFiler™  (PDF Format)  (LRmix Studio 2.1.5 Community Edition)

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2
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DNA Interpretation Test 23-5881

TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 3 - STR Results
MEQ83M GlobalFiler™  (PDF Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

8,1210

13,14817,20

X 10,13113major

717

711,12

1712,1323

Y 1214,153minor

8,919,29.2

MMKDVN GlobalFiler™  (PDF Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

NLNF38 Investigator® 24plex  (HID Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,19N/A N/A 17,19,29.2

10 N/A N/A N/A

PDDBR3 GlobalFiler™  (PDF Format)  

15,16 (10),12,13 (7),(8),12(17),18,19,2112,(15),16,16.1 10,(11),(12)

9,11,12 13,(14),(17)11,(12),14,15 8,(12),(13)14,15 17,(20),(23)

(18),(24),25X,(Y) (10),(12),1329,30,31,31.2(13),14,15.2 11,(14),(15)3

7,(8),(9) 8,9,10,11 (15),17,1917,(19),(29.2)

10 2

PEH8UH GlobalFiler™  (PDF Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,19N/A N/A 17,19,29.2

10 N/A N/A 2

( 22 )Printed: July 07, 2023 Copyright ©2023 CTS, Inc



DNA Interpretation Test 23-5881

TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 3 - STR Results
PVQXDA GlobalFiler™, PowerPlex® Fusion 6C  (PDF Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,199,13 13,14,16 17,19,29.2

10 19 18 2

QXB9JT GlobalFiler™    (STRMix)

15,16 10,12,13 7,8,1217,18,19,2112,15,16 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

QZJD4A GlobalFiler™  (PDF Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

UTPM3H GlobalFiler™    (STRmix v2.9 (ESR / FSSA))

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

VFWKXV PowerPlex® Fusion 6C  (PDF Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,199,13 13,14,16 17,19,29.2

10 19 18

VT4B2N GlobalFiler™    

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 3 - STR Results
WUCZNX Investigator® 24plex  (PDF Format)  

15,16 12,13** 7,8,1218,19,21**12,15,16,16.1 10,11,12

9,11,12 13,14**11,12,14,15 8,12**14,15 17,20,23

18,24,25X** 10,13**30,31,31.2**13,14** 11,14,153

7,8,9 8,9,11** 15,17,1917**

10

XNMMGH GlobalFiler™    (STRmix)

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

YU8XCX GlobalFiler™  (PDF Format)  (Lrmixstudio-2.1.5-CommunityEdition)

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,1917,19,29.2

10 2

ZMRA7V PowerPlex® Fusion 5C  (PDF Format), (HID Format)  

15,16 10,12,13 7,8,1217,18,19,2112,15,16,16.1 10,11,12

9,11,12 13,14,1711,12,14,15 8,12,1314,15 17,20,23

18,24,25X,Y 10,12,1329,30,31,31.213,14,15.2 11,14,153

7,8,9 8,9,10,11 15,17,199,13 13,14,16 -

10 - - -

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 113major

7,8 9,11 17,199,13 13,16 -

10 - - -

15,16 10,13 7,1217,2115,16.1 10,11

11 13,1711,12 8,1214 17,23

24,25X 12,1329,31.213,14 14,153minor

7,9 8,10 15,199 13,14 -

- - - -
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 4 - STR Results
23T6MY GlobalFiler™  (HID Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 114major

7,8 9,11 17,1917

10 2

2MEWLV GlobalFiler™  (PDF Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 114major

7,8 9,11 17,1917

10 2

49V6PU PowerPlex® Fusion 6C  (PDF Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,199,13 7,12,13,16 16,17,29.2

10 19 18

6AECR9 GlobalFiler™  (HID Format)  (STRmix)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 4 - STR Results
8MJ6FQ GlobalFiler™  (PDF Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 114major

7,8 9,11 17,1917

10 2

9JCBT6 GlobalFiler™  (HID Format)  (STRmix)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

BHQG6Z GlobalFiler™    

15,16,17,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10,F 2,F

E36763 GlobalFiler™, Identifiler™ Plus  (HID Format)  (Lab Retriever)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 4 - STR Results
E8XAX8 GlobalFiler™  (PDF Format)  (STRmix)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,19- - 16,17,29.2

10 - - 2

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25- 10,1330,3114,15.2 11,114major

7,8 9,11 17,19- - 17,17

- - - -

16,18 11,13 12,1218,2312,14 11,11

11,11 13,1810,13 11,1115,16 18,21

22,23.2- 12,1228,2813,15.2 11,164minor

7,9 8,11 16,18- - 16,29.2

- - - -

ER9ZB6 GlobalFiler™, PowerPlex® Fusion 5C, PowerPlex® Fusion 6C, Identifiler™ Plus  (PDF Format), (HID Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,199,13 7,12,13,16 16,17,29.2

10 19 18 2

GGGKZX GlobalFiler™  (HID Format)  (STRMix)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

JXEMQZ GlobalFiler™, Investigator® 24plex, PowerPlex® Fusion 5C, PowerPlex® Fusion 6C, Identifiler™ Plus  (PDF Format), 
(HID Format)  (Lab Retriever)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,199,13 7,12,13,16 16,17,29.2

10 19 18 2

K79RJ2 GlobalFiler™  (HID Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2
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DNA Interpretation Test 23-5881

TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 4 - STR Results
L4FHNQ GlobalFiler™    

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

LBVYJL GlobalFiler™  (PDF Format)  (GeneMapper ID-X v 1.6)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

LEEDMM GlobalFiler™    (STRMix/SMART)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315,15 17,20

18,25X,Y 10,1330,3114,15.2 114major

7,8 9,11 17,1917,17

10 2

18,18 11,13 12,1218,2312,14 11,11

9,11 13,1810,13 11,1115,16/16,16 18,21

22,23.2X,X 10,1228,30/28,2813,15.2 16,16/11,164minor

7,9/9,9 8,11/8,8 16,1816,29.2

LXQZ9U GlobalFiler™  (PDF Format)  (LRmix Studio 2.1.5 Community Edition)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 4 - STR Results
MEQ83M GlobalFiler™  (PDF Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

15,16 12,1318,1912,16 10,12

9,12 13,1414,15 15 17,20

18,2510,1330,3114,15.2 114major

7,8 9,11 17,1917

18 112314 11

11 1810,13 16 18,21

22,23.2122813 164minor

9 8 16,1816,29.2

MMKDVN GlobalFiler™  (PDF Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

NLNF38 Investigator® 24plex  (HID Format)  

15,16 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,19N/A N/A 16,17,29.2

10 N/A N/A N/A

N/A 12,13 N/A18,1912,16 10,12

9,12 13,1414,15 N/A15 17,20

18,25N/A N/A30,3114,15.2 114major

7,8 9,11 17,19N/A N/A 17

N/A N/A N/A N/A

N/A 11 N/A2314 11

11 1810,13 N/A16 21

22,23.2N/A N/A2813 164minor

9 8 16,18N/A N/A 16,29.2

N/A N/A N/A N/A
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 4 - STR Results
PDDBR3 GlobalFiler™  (PDF Format)  

15,16,(18) (11),12,13 8,1218,19,(23)12,(14),16 10,(11),12

9,(11),12 13,14,(18)(10),(13),14,15 8,11,1315,(16) 17,(18),20,(21)

18,(22),(23.2),25X,(Y) 10,(12),13(28),30,31(13),14,15.2 11,(16)4

7,8,(9) (8),9,11 (16),17,(18),19(16),17,(29.2)

10 2

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 Inc15,15 17,20

18,25X,Y 10,1330,3114,15.2 11,114major

7,8 9,11 17,1917,17

N/A N/A

PEH8UH GlobalFiler™  (PDF Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,19N/A N/A 16,17,29.2

10 N/A N/A 2

PVQXDA GlobalFiler™, PowerPlex® Fusion 6C  (PDF Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,199,13 7,12,13,16 16,17,29.2

10 19 18 2

QXB9JT GlobalFiler™    (STRMix)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

QZJD4A GlobalFiler™  (PDF Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25X,Y 10,1330,3114,15.2 114major

7,8 9,11 17,1917

10 2
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 4 - STR Results
UTPM3H GlobalFiler™    (STRmix v2.9 (ESR / FSSA))

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

VFWKXV PowerPlex® Fusion 6C  (PDF Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,199,13 7,12,13,16 16,17,29.2

10 19 18

VT4B2N GlobalFiler™    

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

WUCZNX Investigator® 24plex  (PDF Format)  

15,16 _ _18,1912,16 10,12

9,12 13,14_ _15 17,20

18,25X,Y __14,15.2 114major

7,8 9,11 _17

10

XNMMGH GlobalFiler™    (STRmix)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2

YU8XCX GlobalFiler™  (PDF Format)  (Lrmixstudio-2.1.5-CommunityEdition)

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,1916,17,29.2

10 2
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TABLE 3
WebCode     Amplification Kits  (File Format)  (Probabilistic Genotyping)

D3S1358 D5S818 D7S820
D8S1179 D13S317

D2S1338

CSF1POAmelogeninD21S11D19S433

D18S51D16S539

vWATPOXTH01Penta EPenta D
FGA

D1S1656 D2S441
D10S1248 D12S391

D22S1045
SE33

DYS391 DYS570 DYS576 Y Indel

Item 

Item 4 - STR Results
ZMRA7V PowerPlex® Fusion 5C  (PDF Format), (HID Format)  

15,16,18 11,12,13 8,1218,19,2312,14,16 10,11,12

9,11,12 13,14,1810,13,14,15 8,11,1315,16 17,18,20,21

18,22,23.2,25X,Y 10,12,1328,30,3113,14,15.2 11,164

7,8,9 8,9,11 16,17,18,199,13 7,12,13,16 -

10 - - -

15,16 12,13 8,1218,1912,16 10,12

9,12 13,1414,15 8,1315 17,20

18,25- 10,1330,3114,15.2 114major

7,8 9,11 17,199,13 13,16 -

10 - - -

16,18 - -18,2312,14 11,12

11 13,1810,13 8,1115,16 18,21

22,23.2- 10,12-13,14 164minor

7,9 8,11 16,189 7,12 -

- - - -
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 YSTR Results
TABLE 4

WebCode      Amplification Kits  (File Format)

Item
YGATAH4
DYS481
DYS393

DYS460
DYS643

DYS392

DYS635
DYS458
DYS391

DYS627
DYS456
DYS390

DYS449
DYS576

DYS389-II

DYS570
DYS448

DYS389-I

DYS549
DYS439
DYS385

DYS533
DYS438
DYS19

DYS518

DYF387S
DYS437

Item 2 - YSTR Results
23T6MY Yfiler™ Plus (PDF Format)

14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

2MEWLV Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

6AECR9 PowerPlex® Y23 (HID Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

8MJ6FQ Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

9JCBT6 PowerPlex® Y23 
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

E36763 Yfiler™ Plus (HID Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

E8XAX8 PowerPlex® Y23 (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

-

- -

- -

ER9ZB6 Yfiler™ Plus, PowerPlex® Y23 (PDF Format), (HID Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

38,40

28 10

41 20

GGGKZX PowerPlex® Y23 (HID Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

JXEMQZ Yfiler™ Plus, PowerPlex® Y23 (PDF Format), (HID Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

38,40

28 10

41 20
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TABLE 4
WebCode      Amplification Kits  (File Format)

Item
YGATAH4
DYS481
DYS393

DYS460
DYS643

DYS392

DYS635
DYS458
DYS391

DYS627
DYS456
DYS390

DYS449
DYS576

DYS389-II

DYS570
DYS448

DYS389-I

DYS549
DYS439
DYS385

DYS533
DYS438
DYS19

DYS518

DYF387S
DYS437

Item 2 - YSTR Results
K79RJ2 PowerPlex® Y23 (HID Format)

14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

L4FHNQ PowerPlex® Y23 
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

LBVYJL Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

LEEDMM Yfiler™ Plus 
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

LXQZ9U Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

MEQ83M Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

MMKDVN PowerPlex® Y23 (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

PEH8UH Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 10N/A 19 18 N/A

26

12

38,40

28 10

41 20

PVQXDA Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

QXB9JT PowerPlex® Y23 
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12
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TABLE 4
WebCode      Amplification Kits  (File Format)

Item
YGATAH4
DYS481
DYS393

DYS460
DYS643

DYS392

DYS635
DYS458
DYS391

DYS627
DYS456
DYS390

DYS449
DYS576

DYS389-II

DYS570
DYS448

DYS389-I

DYS549
DYS439
DYS385

DYS533
DYS438
DYS19

DYS518

DYF387S
DYS437

Item 2 - YSTR Results
QZJD4A Yfiler™ Plus (PDF Format)

14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

UTPM3H PowerPlex® Y23 (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

VFWKXV  (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

VT4B2N Yfiler™ Plus 
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

XNMMGH PowerPlex® Y23 
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

YU8XCX Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

ZMRA7V PowerPlex® Y23 (PDF Format), (HID Format)
14 16,18 13 29 24 10

2

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

-

- -

- -
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TABLE 4
WebCode      Amplification Kits  (File Format)

Item
YGATAH4
DYS481
DYS393

DYS460
DYS643

DYS392

DYS635
DYS458
DYS391

DYS627
DYS456
DYS390

DYS449
DYS576

DYS389-II

DYS570
DYS448

DYS389-I

DYS549
DYS439
DYS385

DYS533
DYS438
DYS19

DYS518

DYF387S
DYS437

Item 3 - YSTR Results
23T6MY Yfiler™ Plus (PDF Format)

14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

2MEWLV Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

6AECR9 PowerPlex® Y23 (HID Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

8MJ6FQ Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

9JCBT6 PowerPlex® Y23 (HID Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

E36763 Yfiler™ Plus (HID Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

E8XAX8 PowerPlex® Y23 (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

-

- -

- -

14 16,18 13 29 24 10

3major

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

-

- -

- -

ER9ZB6 Yfiler™ Plus, PowerPlex® Y23 (PDF Format), (HID Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

38,40

28 10

41 20

GGGKZX PowerPlex® Y23 (HID Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

( 36 )Printed: July 07, 2023 Copyright ©2023 CTS, Inc



DNA Interpretation Test 23-5881

TABLE 4
WebCode      Amplification Kits  (File Format)

Item
YGATAH4
DYS481
DYS393

DYS460
DYS643

DYS392

DYS635
DYS458
DYS391

DYS627
DYS456
DYS390

DYS449
DYS576

DYS389-II

DYS570
DYS448

DYS389-I

DYS549
DYS439
DYS385

DYS533
DYS438
DYS19

DYS518

DYF387S
DYS437

Item 3 - YSTR Results
JXEMQZ Yfiler™ Plus, PowerPlex® Y23 (PDF Format), (HID Format)

14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

38,40

28 10

41 20

K79RJ2 PowerPlex® Y23 (HID Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

L4FHNQ PowerPlex® Y23 
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

LBVYJL Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

LEEDMM Yfiler™ Plus 
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

LXQZ9U Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

MEQ83M Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

MMKDVN PowerPlex® Y23 (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

PEH8UH Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 10N/A 19 18 N/A

26

12

38,40

28 10

41 20

PVQXDA Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

( 37 )Printed: July 07, 2023 Copyright ©2023 CTS, Inc



DNA Interpretation Test 23-5881

TABLE 4
WebCode      Amplification Kits  (File Format)

Item
YGATAH4
DYS481
DYS393

DYS460
DYS643

DYS392

DYS635
DYS458
DYS391

DYS627
DYS456
DYS390

DYS449
DYS576

DYS389-II

DYS570
DYS448

DYS389-I

DYS549
DYS439
DYS385

DYS533
DYS438
DYS19

DYS518

DYF387S
DYS437

Item 3 - YSTR Results
QXB9JT PowerPlex® Y23 

14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

QZJD4A Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

UTPM3H PowerPlex® Y23 (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

VFWKXV PowerPlex® Y23 (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

VT4B2N Yfiler™ Plus 
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

XNMMGH PowerPlex® Y23 
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

YU8XCX Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

ZMRA7V PowerPlex® Y23 (PDF Format), (HID Format)
14 16,18 13 29 24 10

3

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

-

- -

- -

14 16,18 13 29 24 10

3major

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

-

- -

- -
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TABLE 4
WebCode      Amplification Kits  (File Format)

Item
YGATAH4
DYS481
DYS393

DYS460
DYS643

DYS392

DYS635
DYS458
DYS391

DYS627
DYS456
DYS390

DYS449
DYS576

DYS389-II

DYS570
DYS448

DYS389-I

DYS549
DYS439
DYS385

DYS533
DYS438
DYS19

DYS518

DYF387S
DYS437

Item 4 - YSTR Results
23T6MY Yfiler™ Plus (PDF Format)

14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

2MEWLV Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

6AECR9 PowerPlex® Y23 (HID Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

8MJ6FQ Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

9JCBT6 PowerPlex® Y23 (HID Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

E36763 Yfiler™ Plus 
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

E8XAX8 PowerPlex® Y23 (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

-

- -

- -

14 16,18 13 29 24 10

4major

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

-

- -

- -

ER9ZB6 Yfiler™ Plus, PowerPlex® Y23 (PDF Format), (HID Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

38,40

28 10

41 20

GGGKZX PowerPlex® Y23 (HID Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12
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TABLE 4
WebCode      Amplification Kits  (File Format)

Item
YGATAH4
DYS481
DYS393

DYS460
DYS643

DYS392

DYS635
DYS458
DYS391

DYS627
DYS456
DYS390

DYS449
DYS576

DYS389-II

DYS570
DYS448

DYS389-I

DYS549
DYS439
DYS385

DYS533
DYS438
DYS19

DYS518

DYF387S
DYS437

Item 4 - YSTR Results
JXEMQZ Yfiler™ Plus, PowerPlex® Y23 (PDF Format), (HID Format)

14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

38,40

28 10

41 20

K79RJ2 PowerPlex® Y23 (HID Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

L4FHNQ PowerPlex® Y23 
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

LBVYJL Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

LEEDMM Yfiler™ Plus 
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

LXQZ9U Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

MEQ83M Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

MMKDVN PowerPlex® Y23 (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

PEH8UH Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 10N/A 19 18 N/A

26

12

38,40

28 10

41 20

PVQXDA Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20
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TABLE 4
WebCode      Amplification Kits  (File Format)

Item
YGATAH4
DYS481
DYS393

DYS460
DYS643

DYS392

DYS635
DYS458
DYS391

DYS627
DYS456
DYS390

DYS449
DYS576

DYS389-II

DYS570
DYS448

DYS389-I

DYS549
DYS439
DYS385

DYS533
DYS438
DYS19

DYS518

DYF387S
DYS437

Item 4 - YSTR Results
QXB9JT PowerPlex® Y23 

14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

QZJD4A Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

UTPM3H PowerPlex® Y23 (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

VFWKXV PowerPlex® Y23 (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

VT4B2N Yfiler™ Plus 
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

XNMMGH PowerPlex® Y23 
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

YU8XCX Yfiler™ Plus (PDF Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1019 18

26

12

38,40

28 10

41 20

ZMRA7V PowerPlex® Y23 (PDF Format), (HID Format)
14 16,18 13 29 24 10

4

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

-

- -

- -

14 16,18 13 29 24 10

4major

13 12

14 11 10 20 17 16.2

21 1012 19 18 9

26

12

-

- -

- -
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DNA Conclusions
Based on the examination of the DNA profiles provided, could the Victim (Item 1) and/or the Suspect (Item 2) be 

included as a possible contributor to the questioned Item?

TABLE 5
 Item  3  Conclusion

 Item  1  Item  2 
 Item  4  Conclusion

 Item  1  Item  2  #  of Contributors  # of Contributors WebCode

2 2Included Included Excluded Included23T6MY

2 2Included Included Excluded Included2MEWLV

2 2Included Included Excluded Included2P447R

2 2Included Included Excluded Included49V6PU

2 2Included Included Excluded Included6AECR9

2 individuals 2 individualsIncluded Included Excluded Included8MJ6FQ

2 2Included Included Excluded Included9JCBT6

2 2Included Included Excluded IncludedA7K3RH

2 2Included Included Excluded IncludedB93GVH

2 Included Included Excluded IncludedBHQG6Z

2 2Included Included Excluded IncludedE36763

2 2Included Included Excluded IncludedE8XAX8

2 2Included Included Excluded IncludedER9ZB6

2 2Included Included Excluded IncludedGGGKZX

At least 2 
contributors; 

including at least 
one male.

At least 2 
contributors; 

including at least 
one male.

Included Included Excluded IncludedJXEMQZ

2 2Included Included Excluded IncludedK79RJ2

2 2Included Included Excluded IncludedL4FHNQ

2 2Included Included Excluded IncludedLBVYJL

2 2Included Included Excluded IncludedLEEDMM

2 2Included Included Excluded IncludedLXQZ9U
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TABLE 5
 Item  3  Conclusion

 Item  1  Item  2 
 Item  4  Conclusion

 Item  1  Item  2  #  of Contributors  # of Contributors WebCode

2 2Included Included Excluded IncludedMEQ83M

2 2Included Included Excluded IncludedMMKDVN

2 2Included Included Excluded IncludedNLNF38

2 2Included Included Excluded IncludedPDDBR3

2 2Included Included Excluded IncludedPEH8UH

2 2Included Included Excluded IncludedPVQXDA

2 2Included Included Excluded IncludedQUEEU6

2 2Included Included Excluded IncludedQXB9JT

2 2Included Included Excluded IncludedQZJD4A

2 2Included Included Excluded IncludedUTPM3H

Included Included Excluded IncludedVFWKXV

Two (2) 
contributors

Two (2) 
contributors

Included Included Excluded IncludedVT4B2N

2 2Included Included Excluded IncludedWUCZNX

2 2Included Included Excluded IncludedXNMMGH

2 2Included Included Excluded IncludedYU8XCX

2 2Included Included Excluded IncludedZMRA7V

Conclusions Response Summary

Based on the examination of the DNA profiles provided, could the Victim (Item 1) and/or the Suspect (Item 2) be included as a 
possible contributor to the questioned Item?

Participants reporting conclusions: 36 

 Item  3  Item  4

Included 36 0 36

0 36 0

0 0 0

R
e
sp

o
n

se
s

 Item  2 Item  1 Item  2 Item  1

0

36

0Excluded

Inconclusive

No Response

Total 36

0

36 36 36

0 0 0
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Statistical Analysis for Item 3

TABLE 6
Item 3 Methods & ResultsWebCode

Method(s): Likelihood Ratio23T6MY
Stats Analysis: The mixed DNA profile is 18 duodecillion (18 x 10e39), 590 duodecillion (590 x 
10e39) and 65 undecillion (65 x 10e36) TIMES more likely; IF they originated from “Item 1” (Female 
Victim) and “Item 2” (Male Suspect) RATHER THAN; IF they originated from two unknown unrelated 
individuals as calculated based on the [Location Identifying Databases] respectively.
Database(s): [Location Identifying Databases]

Method(s): Likelihood Ratio2MEWLV
Stats Analysis: The mixed DNA profile are 18 duodecillion (18 x 10e39), 590 duodecillion (590 x 
10e39) and 65 undecillion (65 x 10e36) TIMES more likely; IF they originated from the Female victim 
(Item 1) and Male suspect (Item 2) RATHER THAN; IF they originated from two unknown unrelated 
individuals as calculated based on the [Location Identifying Databases] respectively.
Database(s): [Location Identifying Databases]

Method(s): Likelihood Ratio49V6PU
Stats Analysis: Reviewing this case, I would expect the analyst to deconvolute this mixture with NOC 2 
in STRmix. Then an LRprev would be completed with the following hypotheses, all of which would be 
reported: (V+U/2U), (POI+U/2U), and (V+POI/2U).
Database(s): STRmix database

Method(s): Likelihood Ratio6AECR9
Stats Analysis: LR associated with suspect (Caucasian population) = 9.16e17, LR associated with victim 
(Hispanic population) = 1.88e17
Database(s): [Participant did not report database(s).]

Method(s): Likelihood Ratio8MJ6FQ
Stats Analysis: A mixed DNA profile of two individuals was developed from the DNA profile from the 
handle of the gun "Item 3". The DNA profile obtained from the reference samples "Item 1" and "Item 2" 
are consistent with being the contributors to this mixed DNA profile. The mixed DNA profile is 18 
duodecillion (18 x 10e39), 590 duodecillion (590 x 10e39) and 65 undecillion (65 x 10e36) times 
more likely; if they originated from "Item 1" and "Item 2" rather than; if they originated from two 
unknown unrelated individuals as calculated based on the [Location Identifying Databases] respectively.
Database(s): [Location Identifying Databases]

Method(s): Likelihood Ratio9JCBT6
Stats Analysis: Hp-Suspect & Victim vs Hd -Suspect and Unknown = 1.21E29. Hp-Supect & unknown 
vs Hd - 2 unknowns = 5.95E17. Hp-Victim & unknown vs Hd - 2 unknowns = 1.75E17
Database(s): Caucasian Expanded 2015 STR Allele Frequency Table, Southeastern Hispanic Expanded 
2015 STR Allele Frequency Table

Method(s): Likelihood RatioBHQG6Z
Stats Analysis: [Participant did not report statistical analysis.]
Database(s): NIST-Hispanic, NIST-Caucasian
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TABLE 6
Item 3 Methods & ResultsWebCode

Method(s): Likelihood RatioE36763
Stats Analysis: The genetic profile obtained from Item 3 is interpreted as a mixture of DNA from two 
contributors. Item 2 (suspect) cannot be excluded as a possible contributor to this mixture. Given this 
genetic profile, assuming two contributors, it is 8.34 quadrillion times more likely to observe this genetic 
profile if Item 2 (suspect) and one unknown individual are contributors than if 2 unknown individuals 
are the contributors. The genetic profile obtained from Item 3 is interpreted as a mixture of DNA from 
two contributors. Item 1 (victim) cannot be excluded as a possible contributor to this mixture. Given this 
genetic profile, assuming two contributors, it is 31.8 quadrillion times more likely to observe this genetic 
profile if Item 1 (victim) and one unknown individual are contributors than if 2 unknown individuals are 
the contributors.
Database(s): NIST

Method(s): Likelihood RatioE8XAX8
Stats Analysis: The DNA result obtained from the handle of the gun (Item 3) is consistent with a mixture 
from at least two (2) contributors. The mixture is approximately 4.0109E29 times more likely to occur 
(very strong support for inclusion) if the suspect (Item 2) and the victim (Item 1) are contributors, rather 
than if the suspect (Item 2) and one (1) unknown, unrelated individual are contributors.
Database(s): [Participant did not report database(s).]

Method(s): Likelihood Ratio, YHRD FrequencyER9ZB6
Stats Analysis: The mixed DNA profile obtained from item 3 is 1 billion times more likely if it is a result 
of contributions from Victim (Item 1) and an unknown person than if it is a result of contributions from 
two unknown individuals. The mixed DNA profile obtained from item 3 is 1 billion times more likely if it 
is a result of contributions from Suspect (Item 2) and an unknown person than if it is a result of 
contributions from two unknown individuals. The mixed DNA profile obtained from item 3 is 1 billion 
times more likely if it is a result of contributions from Victim (Item 1) and Suspect (Item 2) than if it is a 
result of contributions from two unknown individuals. The Y-STR DNA profile obtained from item 3 
matches the Y-STR profile obtained from Suspect (Item 2) and his paternal relatives. The Y-STR profile 
obtained from this item is expected to occur approximately 1 match in 289,406 Haplotypes of 
randomly selected, unrelated males.
Database(s): NIST 1036 U.S. Population Dataset - 29 autosomal STRs (2013, 2017) (CE-based typing) 
Genotypes and allele frequencies for 29 autosomal STR loci typed on 1036 samples (AfrAm = 342, 
Cauc = 361, Hisp = 236, Asian = 97) were originally reported in 2013 in Hill, C. R., et al. YHRD 
Release 69

Method(s): Likelihood RatioGGGKZX
Stats Analysis: The mixture is approximately 1.99 x 10^17 times more likely to occur (very strong 
support for inclusion) if the female victim and an unknown, unrelated individual are contributors, rather 
than if two (2) unknown, unrelated individuals are contributors. The mixture is approximately 7.30 x 
10^17 times more likely to occur (very strong support for inclusion) if the male suspect and an 
unknown, unrelated individual are contributors, rather than if two (2) unknown, unrelated individuals 
are contributors.
Database(s): FBI Extended SE Hispanic, FBI Extended Caucasian
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TABLE 6
Item 3 Methods & ResultsWebCode

Method(s): Likelihood RatioJXEMQZ
Stats Analysis: ITEM 1 compared to ITEM 3_Statistical Weight (Autosomal): Under the assumption that 
the VICTIM (Item 1) and one unrelated person selected at random from the general population are 
contributors to the mixture developed from the HANDLE OF THE GUN (Item 3), the likelihood of 
observing the mixed source profile is ≥1,000,000 times greater (actual LR available upon request) than 
if it is assumed that two unrelated persons selected at random from the general population are 
contributors to this mixed-source sample. ITEM 2 compared to ITEM 3_Statistical Weight (Autosomal): 
Under the assumption that the SUSPECT (Item 2) and one unrelated person selected at random from 
the general population are contributors to the mixture developed from the HANDLE OF THE GUN 
(Item 3), the likelihood of observing the mixed source profile is ≥1,000,000 times greater (actual LR 
available upon request) than if it is assumed that two unrelated persons selected at random from the 
general population are contributors to this mixed-source sample. ITEM 2 compared to ITEM 
3_Statistical Weight (YSTR): Neither the suspect (Item 2) nor any of his paternally related male relatives 
nor an unknown number of males in the general population can be excluded as a possible contributor 
of the male YSTR profile developed from the HANDLE OF THE GUN (Item 3). Given a theta-value of 
6.0E-05 and a 95% UCI of the combined Haplotype frequency of 1 in 8,568 (no matches in 25,666 
Haplotypes at [Country] subpopulations without Native American), the corrected Match Probability is 1 
in 5,659.
Database(s): Revised-NIST-1036-Allele Frequencies, ABI ID Database + Promega PP Fusion. YHRD 
haplotype frequency database for [Country] subpopulations

Method(s): Likelihood RatioK79RJ2
Stats Analysis: LR for Item 1= 2.28E17, LR for Item 2= 6.82E17.
Database(s): STRMix

Method(s): Likelihood RatioL4FHNQ
Stats Analysis: The mixture is approximately 1.79 x 10^18 times more likely to occur (very strong 
support for inclusion) if the victim and an unknown, unrelated individual are contributors, rather than if 
two (2) unknown, unrelated individuals are contributors. The mixture is approximately 7.62 x 10^18 
times more likely to occur (very strong support for inclusion) if the suspect and an unknown, unrelated 
individual are contributors, rather than if two (2) unknown, unrelated individuals are contributors.
Database(s): [Participant did not report database(s).]

Method(s): Likelihood RatioLBVYJL
Stats Analysis: LR=1,48E38 dropout 0,12
Database(s): Hill C.R., Duewer D.L., Kline M.C., Coble M.D., Butler J.M., (2013) U.S. population data 
for 29 autosomal STR loci. Forensic Science Int. Genet. 7: e 82-83, Rev. 2017

Method(s): Likelihood RatioLEEDMM
Stats Analysis: LR=1.30×10^42(Item1&2 Under HP). LR=4.99×10^27(Item1&2 Under HP with 
Item2 Under HD).
Database(s): [Location Identifying Population]

Method(s): Likelihood RatioLXQZ9U
Stats Analysis: LR = SUSPECT + VICTIM / 2 unknown. LR = 1,88354 E40; drop out for SUSPECT = 
0.00; drop out for VICTIM = 0.00; drop out for unknown = 0.01.
Database(s): Global Filer PCR Amplification Kit user guide. Caucastion population base.

Method(s): Likelihood RatioMEQ83M
Stats Analysis: LR=1.4677E14 through LRmix Studio by Hinda Haned and Jereon de Jong
Database(s): [Location Identifying Database]
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TABLE 6
Item 3 Methods & ResultsWebCode

Method(s): Likelihood RatioMMKDVN
Stats Analysis: The autosomal results have not been statistically analysed as, whilst [Laboratory] is 
accredited to use GlobalFiler, we are not accredited, as yet, to perform statistical evaluations on such 
results. The Y-STR result has been statistically analysed, however, and, in order to do so I have assumed 
that the suspect, being Caucasian, is of Western European descent, and I have considered the 
following propositions: 1. The source of the male DNA is the suspect (or a close paternal-line male 
relative of his); or 2. The source of the male DNA is not the suspect (or a close paternal-line male 
relative of his) and this DNA has originated from another male from the Western European population 
who is unrelated to the suspect. In my opinion, the findings are approximately twenty-eight thousand 
(28,000) times more likely if the former was true, rather than the latter i.e. if the male DNA had indeed 
originated from the suspect (or a close paternal-line male relative of his) rather than if it had not. In my 
opinion, these findings provide very strong support for the proposition that the male DNA detected 
originated from the suspect (or a close paternal-line male relative of his) rather than the proposition 
that it had not.
Database(s): To statistically evaluate this Y-STR result I used a global database of Y-STR profiles 
(YHRD). The search of the global database was carried out on 26th May 2023 using YHRD Release 
R69.

Method(s): Combined Probability of Exclusion/InclusionNLNF38
Stats Analysis: Item 3 (Handle of the gun) presents a genetic profile of more than one person. 
Assuming the genetic profile detected on Item 3(Handle of the gun) came from Female Victim, Item 1 
and Male suspect, Item 2 we concluded that: The 99.99% of the Caucasian, African-American and 
Hispanic population are excluded of being the contributors of the genetic profile detected on Item 3. 
Female victim, Item 1 and Male suspect, Item 2 can not be excluded of being the contributors of the 
genetic profile detected on Item 3.
Database(s): The database used for the statistical analysis for item 3 was the NIST’s U.S. STR 
Population Database for Caucasian (Cau), African American (Blk), Hispanic (Hsp), Asian (Asn) and 
Combined Population Groups (August 2017).

Method(s): [Participant did not report a method.]PEH8UH
Stats Analysis: Working from the pdf of the electropherogram, it is not possible to perform a thorough 
evaluation of each locus. As a result it is possible to miss very minor contributions from additional 
contributors and be incorrect in the possible number of contributors to complex mixture samples. It is 
also not possible to thoroughly evaluate spikes, pullup, and baseline irregularities which can affect 
correct allele determinations. I am a forensic consultant that reviews DNA case files submitted to me as 
evidence. I review the analyst allele calls and evidence to reference sample comparisons so I can 
understand how the original analyst arrived at their opinions and conclusions. I accept that their 
population calculations are correct. N/A: Not Applicable. NSD: No Side Data.
Database(s): [Participant did not report database(s).]

Method(s): Likelihood RatioPVQXDA
Stats Analysis: LR=4.3E+16-The DNA findings provide extremely strong evidence to support the 
hypothesis that the victim and one unrelated unknown person were the contributors compared to the 
alternative hypothesis that two unrelated unknown persons were the contributors. LR=1.2E+16-The 
DNA findings provide extremely strong evidence to support the hypothesis that the suspect and one 
unrelated unknown person were the contributors compared to the alternative hypothesis that two 
unrelated unknown persons were the contributors.
Database(s): Item 1 (victim) : NIST U.S. Population Dataset (Hispanic). Item 2 (Suspect) : NIST U.S. 
Population Dataset (Caucasian).

Method(s): Likelihood RatioQXB9JT
Stats Analysis: Item 1 LR= 1.3315x10^11, Item 2 LR= 2.1000x10^18
Database(s): Item 1- Hispanic population. Item 2- Caucasian population.
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TABLE 6
Item 3 Methods & ResultsWebCode

Method(s): Likelihood RatioQZJD4A
Stats Analysis: A mixed DNA profile of two (2) contributors was developed from "Item 3". The DNA 
profile obtained from "Item 1" (victim) and "Item 2 (suspect) are consistent with being the contributors to 
this mixed DNA profile. The mixed DNA profile are 18 duodecillion (18 x 10e39), 590 duodecillion 
(590 x 10e39) and 65 undecillion (65 x 10e36) TIMES more likely IF they originated from "Item 1" and 
"Item 2" RATHER THAN; IF they originated from two unknown unrelated individuals as calculated based 
on the [Location Identifying Databases] respectively.
Database(s): [Location Identifying Databases]

Method(s): Likelihood RatioUTPM3H
Stats Analysis: The DNA result obtained from the handle of the gun (Item 3) is consistent with a mixture 
from at least two (2) contributors, including at least one (1) male: a) The mixture is approximately 1.20 
x1018 times more likely to occur (very strong support for inclusion) if the female victim and an 
unknown, unrelated individual, are contributors, rather than if two (2) unknown, unrelated individuals 
are contributors. b) The mixture is approximately 1.00 x1018 times more likely to occur (very strong 
support for inclusion) if the male suspect and an unknown, unrelated individual, are contributors, rather 
than if two (2) unknown, unrelated individuals are contributors.
Database(s): FBI Caucasian and FBI SW Hispanic

Method(s): Combined Probability of Exclusion/InclusionVT4B2N
Stats Analysis: [Participant did not report statistical analysis.]
Database(s): [Participant did not report database(s).]

Method(s): Likelihood RatioWUCZNX
Stats Analysis: The DNA profile obtained from Item 3 is a mixture consistent with the combined DNA 
profiles from the Female Victim (001-AA) and the Male Suspect (001-AB). This mixed DNA profile is 
approximately 12.9 trillion (1.29 x 10^13) times more likely to be observed if the Female Victim 
(001-AA) and the Male Suspect (001-AB) are the contributors than if the Female Victim (001-AA) and a 
random, unrelated African-American are the contributors; approximately 64.3 trillion (6.43 x 10^13) 
times more likely than if the Female Victim (001-AA) and a random, unrelated Caucasian are the 
contributors; and approximately 182 trillion (1.82 x 10^14) times more likely than if the Female Victim 
(001-AA) and a random, unrelated Southwestern Hispanic are the contributors. This mixed DNA profile 
is approximately 744 trillion (7.44 x 10^14) times more likely to be observed if the Female Victim 
(001-AA) and the Male Suspect (001-AB) are the contributors than if the Male Suspect (001-AB) and a 
random, unrelated African-American are the contributors; approximately 571 trillion (5.71 x 10^14) 
time more likely than if the Male Suspect (001-AB) and a random, unrelated Caucasian are the 
contributors; and approximately 778 trillion (7.78 x 10^14) times more likely than if the Male Suspect 
(001-AB) and a random, unrelated Southwestern Hispanic are the contributors.
Database(s): Popstats

Method(s): Likelihood RatioXNMMGH
Stats Analysis: LR calculated for the victim is 10508000000000000000. LR calculated for the suspect 
is 5695500000000000000.
Database(s): FBI_EXTENDED_SW_HISPANIC population was used for the victim. 
FBI_EXTENDED_CAUCASIAN population was used for the suspect.
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TABLE 6
Item 3 Methods & ResultsWebCode

Method(s): Likelihood RatioYU8XCX
Stats Analysis: H1:the mixture is made up of the victim's genetic profile (item 1) and the suspect's 
genetic profile (item 2). H2:the mixture is made up of the genetic profiles of two unknown unrelated 
people. LR= 4.10E37 (drop-out = 0.1, drop-in = 0.05, Theta = 0.01). H1:the mixture is made up of 
the victim's genetic profile (item 1) and the genetic profile of an unknown unrelated person. H2:the 
mixture is made up of the genetic profiles of two unknown unrelated people. LR=8.51E15 (drop-out = 
0.1, drop-in = 0.05, Theta = 0.01). H1:the mixture is made up of the suspect's genetic profile (item 2) 
and the genetic profile of an unknown unrelated person. H2:the mixture is made up of the genetic 
profiles of two unknown unrelated people. LR=5.26E14 (drop-out = 0.1, drop-in = 0.05, Theta = 
0.01)
Database(s): Personal Databases

Method(s): Random Match ProbabilityZMRA7V
Stats Analysis: A mixed DNA profile (PowerPlex™ Fusion 5C) consisting of DNA from at least two 
contributors was obtained from the handle of the gun (item CTS-23-5881-3). The DNA profile from 
CTS-23-5881-3 is consistent with the DNA profile of CTS-23-5881-1. CTS-23-5881-1 can not be 
excluded as the contributor of CTS-23-5881-3 (major) at the above mentioned loci. The probability of 
selecting a random unrelated individual having a DNA profile identical to CTS-23-5881-1 at the loci 
observed is 1 in 1.03x10^34 for African Americans, 1 in 1.51x10^32 for Caucasian Americans, 1 in 
1.21x10^33 for Hispanic Americans, and 1 in 2.21x10^34 for Asian Americans. The DNA profile 
from CTS-23-5881-3 is consistent with the DNA profile of CTS-23-5881-2. CTS-23-5881-2 can not 
be excluded as the contributor of CTS-23-5881-3 (major) at the above mentioned loci. The probability 
of selecting a random unrelated individual having a DNA profile identical to CTS-23-5881-2 at the loci 
observed is 1 in 2.59x10^34 for African Americans, 1 in 1.66x10^32 for Caucasian Americans, 1 in 
4.93x10^32 for Hispanic Americans, and 1 in 3.53x10^29 for Asian Americans. A single source 
DNA profile (PowerPlex Y23) was obtained from the lobby floor. The individual represented by the 
reference sample, item CTS-23-5881-2 (suspect), cannot be excluded as a contributor of the DNA 
profile obtained from the lobby floor (item CTS-23-5881-4). The selected haplotype is found 0 times 
out of 3, 625 haplotypes in the [Country] for the Caucasian American population. Applying the 95% 
upper confidence interval results in 1, in 1, 211 haplotypes in the [Country] for the Caucasian 
American population.
Database(s): Promega, YHRD
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Statistical Analysis for Item 4
TABLE 7

Item 4 Methods & ResultsWebCode

Method(s): Likelihood Ratio23T6MY
Stats Analysis: The mixed DNA profile is 22 quadrillion (22 x 10e15), 100 quadrillion (100 x 10e15) 
and 900 trillion (900 x 10e12) TIMES more likely; IF they originated from “Item 2” (Male Suspect) and 
one unknown individual RATHER THAN; IF they originated from two unknown unrelated individuals as 
calculated based on the [Location Identifying Databases] respectively.
Database(s): [Location Identifying Databases]

Method(s): Likelihood Ratio2MEWLV
Stats Analysis: The mixed DNA profile are 22 quadrillion (22 x 10e15), 100 quadrillion (100 x 10e15) 
and 900 trillion (900 x 10e12) TIMES more likely; IF they originated from the Male suspect (Item 2) and 
one unknown unrelated individual RATHER THAN; IF they originated from two unknown unrelated 
individuals as calculated based on the [Location Identifying Databases] respectively.
Database(s): [Location Identifying Databases]

Method(s): Likelihood Ratio49V6PU
Stats Analysis: Upon reviewing this case, I would expect the analyst to do a deconvolution NOC 2 in 
STRmix and then LRprev using the references. (V+U/2U) = which would be an exclusion, (POI+U/2U) 
which could potentially generate a major contributor profile to be entered into CODIS. I would not 
expect the analyst to attempt to determine the minor contributor because based on the scenario that 
would be an alternate victim that attempted to subdue him.
Database(s): STRmix database

Method(s): Likelihood Ratio6AECR9
Stats Analysis: Suspect LR (Caucasian population)= 3.14e29, Victim LR (Hispanic Population) = 0
Database(s): [Participant did not report database(s).]

Method(s): Likelihood Ratio8MJ6FQ
Stats Analysis: A mixed DNA profile of two individuals was developed from the DNA profile from the 
lobby floor "Item 4". The DNA profile obtained from the reference sample "Item 2" is being one of the 
contributor to this mixed DNA profile. However, reference sample "Item 1" is excluded from being one 
of the contributor to this mixed DNA profile. The mixed DNA profile is 22 quadrillion (22 x 10e15), 100 
quadrillion (100 x 10e15) and 900 trillion (900 x 10e12) times more likely; if they originated from "Item 
2" and "Unknown" rather than; if they originated from two unknown unrelated individuals as calculated 
based on the [Location Identifying Databases] respectively.
Database(s): [Location Identifying Databases]

Method(s): Likelihood Ratio9JCBT6
Stats Analysis: Hp - Suspect & 1 unknown vs Hd- 2 unknowns = 3.13E29. Hp - Victim & 1 unknown vs 
Hd - 2 unknowns = 0.
Database(s): Caucasian Expanded 2015 STR Allele Frequency Table, Southeastern Hispanic Expanded 
2015 STR Allele Frequency Table

Method(s): Likelihood RatioBHQG6Z
Stats Analysis: [Participant did not report statistical analysis.]
Database(s): NIST-Hispanic, NIST-Caucasian

Method(s): Likelihood RatioE36763
Stats Analysis: The genetic profile obtained from Item 4 is interpreted as a mixture of DNA from two 
contributors. Item 2 (suspect) cannot be excluded as a possible contributor to this mixture. Given this 
genetic profile, assuming two contributors, it is 51.7 quadrillion times more likely to observe this genetic 
profile if Item 2 (suspect) and one unknown individual are contributors than if 2 unknown individuals are 
the contributors.
Database(s): NIST
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Method(s): Likelihood RatioE8XAX8
Stats Analysis: The DNA result obtained from the lobby floor (Item 4) is consistent with a mixture from at 
least two (2) contributors. The mixture is approximately 3.1231E29 times more likely to occur (very 
strong support for inclusion) if the suspect (Item 2) and an unknown, unrelated individual are 
contributors, rather than if two (2) unknown, unrelated individuals are contributors. The DNA result 
obtained from the lobby floor (Item 4) is consistent with a mixture from at least two (2) contributors. The 
victim (Item1) has been excluded as being a contributor to this mixture.
Database(s): [Participant did not report database(s).]

Method(s): Likelihood Ratio, YHRD FrenquencyER9ZB6
Stats Analysis: The mixed DNA profile obtained from item 4 is 1 billion times more likely if it is a result 
of contributions from Suspect (Item 2) and an unknown person than if it is a result of contributions from 
two unknown individuals. Victim (Item 1) is excluded as a contributor to the mixed DNA profile obtained 
from item 4. The DNA profile obtained from item 3 is 1 billion times more likely if it is a result of 
contributions from Victim (Item 1) and Suspect (Item 2) than if it is a result of contributions from two 
unknown individuals. The Y-STR DNA profile obtained from item 4 matches the Y-STR profile obtained 
from Suspect (Item 2) and his paternal relatives. The Y-STR profile obtained from this item is expected to 
occur approximately 1 match in 289,406 Haplotypes of randomly selected, unrelated males.
Database(s): NIST 1036 U.S. Population Dataset - 29 autosomal STRs (2013, 2017) (CE-based typing) 
Genotypes and allele frequencies for 29 autosomal STR loci typed on 1036 samples (AfrAm = 342, 
Cauc = 361, Hisp = 236, Asian = 97) were originally reported in 2013 in Hill, C. R., et al. YHRD 
Release 69

Method(s): Likelihood RatioGGGKZX
Stats Analysis: The female victim has been excluded as a contributor to this mixture. The mixture is 
approximately 2.79 x 10^29 times more likely to occur (very strong support for inclusion) if the male 
suspect and an unknown, unrelated individual are contributors, rather than if two (2) unknown, 
unrelated individuals are contributors.
Database(s): FBI Extended SE Hispanic, FBI Extended Caucasian

Method(s): Likelihood RatioJXEMQZ
Stats Analysis: ITEM 1 compared to ITEM 4_Statistical Weight (Autosomal): Under the assumption two 
unrelated persons selected at random from the general population are contributors to the mixture 
developed from the LOBBY FLOOR (Item 4), the likelihood of observing the mixed source profile is 
≥1,000,000 times greater (actual LR available upon request) than if it is assumed that the VICTIM (Item 
1) and one unrelated person selected at random from the general population are contributors to this 
mixed-source sample.  ITEM 2 compared to ITEM 4_Statistical Weight (Autosomal): Under the 
assumption that the SUSPECT (Item 2) and one unrelated person selected at random from the general 
population are contributors to the mixture developed from the LOBBY FKOOR (Item 4), the likelihood of 
observing the mixed source profile is ≥1,000,000 times greater (actual LR available upon request) than 
if it is assumed that two unrelated persons selected at random from the general population are 
contributors to this mixed-source sample. ITEM 2 compared to ITEM 4_Statistical Weight (YSTR): Neither 
the suspect (Item 2) nor any of his paternally related male relatives nor an unknown number of males in 
the general population can be excluded as a possible contributor of the male YSTR profile developed 
from the HANDLE OF LOBBY FLOOR (Item 4). Given a theta-value of 6.0E-05 and a 95% UCI of the 
combined Haplotype frequency of 1 in 8,568 (no matches in 25,666 Haplotypes at [Country] 
subpopulations without Native American), the corrected Match Probability is 1 in 5,659.
Database(s): Revised-NIST-1036-Allele Frequencies, ABI ID Database + Promega PP Fusion; YHRD 
haplotype frequency database for [Country] subpopulations

Method(s): Likelihood RatioK79RJ2
Stats Analysis: LR for Item 1= 0, LR for Item 2= 4.90E29.
Database(s): STRMix
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Method(s): Likelihood RatioL4FHNQ
Stats Analysis: The victim has been excluded as being a contributor to this mixture. LR = 0 The mixture 
is approximately 2.89 x 10^29 times more likely to occur (very strong support for inclusion) if the 
suspect and an unknown, unrelated individual are contributors, rather than if two (2) unknown, 
unrelated individuals are contributors.
Database(s): [Participant did not report database(s).]

Method(s): Likelihood RatioLBVYJL
Stats Analysis: LR=3,34E15 dropout 0,16
Database(s): Hill C.R., Duewer D.L., Kline M.C., Coble M.D., Butler J.M., (2013) U.S. population data 
for 29 autosomal STR loci. Forensic Science Int. Genet. 7: e 82-83, Rev. 2017

Method(s): Likelihood RatioLEEDMM
Stats Analysis: LR=3.26×10^25(Item2 Under HP)
Database(s): [Location Identifying Population]

Method(s): Likelihood RatioLXQZ9U
Stats Analysis: LR = SUSPECT + unknown / 2 unknown. LR = 1,09323 E17; drop out for SUSPECT = 
0.00; drop out for unknown = 0.01.
Database(s): Global Filer PCR Amplification Kit user guide. Caucastion population base.

Method(s): Likelihood RatioMEQ83M
Stats Analysis: LR=9.5730E14 through LRmix Studio by Hinda Haned and Jereon de Jong
Database(s): [Location Identifying Database]

Method(s): Likelihood RatioMMKDVN
Stats Analysis: The autosomal results have not been statistically analysed as, whilst [Laboratory] is 
accredited to use GlobalFiler, we are not accredited, as yet, to perform statistical evaluations on such 
results. The Y-STR result has been statistically analysed, however, and, in order to do so I have assumed 
that the suspect, being Caucasian, is of Western European descent, and I have considered the following 
propositions: 1. The source of the male DNA is the suspect (or a close paternal-line male relative of 
his); or 2. The source of the male DNA is not the suspect (or a close paternal-line male relative of his) 
and this DNA has originated from another male from the Western European population who is 
unrelated to the suspect. In my opinion, the findings are approximately twenty-eight thousand (28,000) 
times more likely if the former was true, rather than the latter i.e. if the male DNA had indeed originated 
from the suspect (or a close paternal-line male relative of his) rather than if it had not. In my opinion, 
these findings provide very strong support for the proposition that the male DNA detected originated 
from the suspect (or a close paternal-line male relative of his) rather than the proposition that it had not.
Database(s): To statistically evaluate this Y-STR result I used a global database of Y-STR profiles 
(YHRD). The search of the global database was carried out on 26th May 2023 using YHRD Release 
R69.
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Method(s): Random Match ProbabilityNLNF38
Stats Analysis: Item 4 (lobby floor), presents a genetic profile from more than one person. Assuming that 
the genetic profile on Item 4 (lobby floor) comes from at least two contributors and that Male suspect, 
Item 2 is one of the contributors we conclude that: Male suspect, Item2 is the major contributor to the 
genetic profile on Item 4. The genetic profile of the major contributor is: 172 Septillions times more 
likely using the Caucasian Population database 182 Septillions times more likely using the 
African-American Population database 266 Septillions times more likely using the Hispanic Population 
database to have come from Male suspect, Item 2 than from any other unrelated person chosen 
randomly, usinf the following genetic Markers THO1, vWA, D21S11, TPOX, D1S1656, D12S391, 
SE33, D10S1248, D22S1045, D19S433, D8S1179, D2S1338, D2S441, D18S51, FGA, D16S539 
and D5S818. Male suspect can not be excluded from being the major contributor of the genetic profile 
detected the Item 4. No inclusion statement can be done for the minor's contributor's genetic profile on 
Item 4, due to that there is no reference available for comparison. Female Victim Item 1 is excluded 
from being the minor contributors of the genetic profile detected on Item 4.
Database(s): The database used for the statistical analysis for item 3 was the NIST’s U.S. STR 
Population Database for Caucasian (Cau), African American (Blk), Hispanic (Hsp), Asian (Asn) and 
Combined Population Groups (August 2017).

Method(s): [Participant did not report a method.]PEH8UH
Stats Analysis: Working from the pdf of the electropherogram, it is not possible to perform a thorough 
evaluation of each locus. As a result it is possible to miss very minor contributions from additional 
contributors and be incorrect in the possible number of contributors to complex mixture samples. It is 
also not possible to thoroughly evaluate spikes, pullup, and baseline irregularities which can affect 
correct allele determinations. I am a forensic consultant that reviews DNA case files submitted to me as 
evidence. I review the analyst allele calls and evidence to reference sample comparisons so I can 
understand how the original analyst arrived at their opinions and conclusions. I accept that their 
population calculations are correct. N/A: Not Applicable. NSD: No Side Data.
Database(s): [Participant did not report database(s).]

Method(s): Likelihood RatioQXB9JT
Stats Analysis: Item 1 LR= 0, Item 2 LR= 3.044x10^29
Database(s): Item 1- Hispanic population. Item 2- Caucasian population.

Method(s): Likelihood RatioQZJD4A
Stats Analysis: A mixed DNA profile of two (2) contributors was developed from "Item 4". The DNA 
profile obtained from "Item 2 is consistent with being one of the contributor to this mixed DNA profile. 
The DNA profile obtained from "Item 1" is excluded from being the other contributor to the mixed DNA 
profile. The mixed DNA profile are 22 quadrillion (22 x 10e15), 100 quadrillion (100 x 10e15) and 
900 trillion (900 x 10e12) TIMES more likely IF they originated from "Item 2" and one unknown 
individual RATHER THAN; IF they originated from two unknown unrelated individuals as calculated 
based on the [Location Identifying Databases] respectively.
Database(s): [Location Identifying Databases]

Method(s): Likelihood RatioUTPM3H
Stats Analysis: The DNA result obtained from the lobby floor (Item 4) is consistent with a mixture from at 
least two (2) contributors, including at least one (1) male: a) The mixture is approximately 2.55 x1029 
times more likely to occur (very strong support for inclusion) if the male suspect and an unknown, 
unrelated individual, are contributors, rather than if two (2) unknown, unrelated individuals are 
contributors. b) The female victim has been excluded as being a contributor to this mixture.
Database(s): FBI Caucasian and FBI SW Hispanic

Method(s): Combined Probability of Exclusion/InclusionVT4B2N
Stats Analysis: [Participant did not report statistical analysis.]
Database(s): [Participant did not report database(s).]
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Method(s): Random Match ProbabilityWUCZNX
Stats Analysis: The major DNA profile obtained from this item matches the DNA profile obtained from 
Male Suspect (001-AB). The frequency of occurrence of an unrelated individual in a random population 
having the same genetic profile as the major DNA profile obtained from this item is approximately: 1 in 
27.6 sextillion (2.76 x 10^22) African Americans, 1 in 17.3 sextillion (1.73 x 10^22) Caucasians, 
and 1 in 6.06 sextillion (6.06 x 10^21) Southwestern Hispanics.
Database(s): Popstats

Method(s): Likelihood RatioXNMMGH
Stats Analysis: LR calculated for the victim is 0. LR calculated for the suspect is 
295940000000000000000000000000.
Database(s): FBI_EXTENDED_SW_HISPANIC population was used for the victim. 
FBI_EXTENDED_CAUCASIAN population was used for the suspect.

Method(s): Likelihood RatioYU8XCX
Stats Analysis: H1:the mixture is made up of the suspect's genetic profile (item 2) and the genetic profile 
of an unknown unrelated person. H2:the mixture is made up of the genetic profiles of two unknown 
unrelated people. LR=2.48E15 (drop-out = 0.1, drop-in = 0.05, Theta = 0.01)
Database(s): Personal Databases

Method(s): Likelihood RatioZMRA7V
Stats Analysis: A mixed DNA profile (PowerPlex™ Fusion 5C) consisting of DNA from at least two 
contributors was obtained from the lobby floor (item CTS-23-5881-4). The DNA profile for the major 
contributor of CTS-23-5881-4 is consistent with the DNA profile of CTS-23-5881-2 (suspect). 
Therefore, the individual represented by the reference sample, item CTS-23-5881-2 (suspect), cannot 
be excluded as a contributor of the DNA profile obtained from the lobby floor (item CTS-23-5881-4). 
The observed mixture profile is approximately 3.30x10^17 times more likely to occur under the 
scenario that the DNA profile obtained from the lobby floor, item CTS-21-5881-4, is a mixture of DNA 
from the suspect and an unknown individual, as opposed to the scenario that it originated from a 
mixture of DNA from two unrelated, unknown individuals in the Caucasian American population. A 
single source DNA profile (PowerPlex Y23) was obtained from the lobby floor. The individual 
represented by the reference sample, item CTS-23-5881-2 (suspect), cannot be excluded as a 
contributor of the DNA profile obtained from the lobby floor (item CTS-23-5881-4). The selected 
haplotype is found 0 times out of 3, 625 haplotypes in the [Country] for the Caucasian American 
population. Applying the 95% upper confidence interval results in 1, in 1, 211 haplotypes in the 
[Country] for the Caucasian American population.
Database(s): Lab Retriever, YHRD
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Amplification Kit Survey
Please list all PCR amplification kits (Autosomal and YSTR) utilized as well as any future kits yet to be 

implemented in your laboratory.

TABLE 8
Amplification KitWebCode

1. GlobalFiler PCR Amplification Kit. 2. GlobalFiler Express PCR Amplification Kit. 3. AmpFLSTR Yfiler 
PCR Amplification Kit. 4. AmpFLSTR Minifiler PCR Amplification Kit.

23T6MY

(1) Applied Biosystem GlobalFiler PCR Amplification Kit. (2) Applied Biosystem GlobalFiler Express PCR 
Amplification Kit. (3) Applied Biosystem AmpFLSTR Yfiler PCR Amplification Kit. (4) Applied Biosystem 
AmpFLSTR Minifiler PCR Amplification Kit.

2MEWLV

GlobalFiler PCR Amplification Kit. GlobalFiler Express PCR Amplification Kit. AmpFLSTR Y-filer PCR 
Amplification Kit. AmpFLSTR Minifiler PCR Amplification Kit.

8MJ6FQ

GlobalFiler and PowerPlex Y239JCBT6

NGM Select. GlobalFiler. PPY-23. ForenSeq DNA Signature Prep Kit (MPS)MMKDVN

GlobalFiler, Fusion 6C and Powerplex Y23. In the future Y Filer Plus.UTPM3H

Qiagen Investigator 24 plex. QS Qiagen Investigator 24 plex GO!.WUCZNX
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TABLE 9

Additional CommentsWebCode

NM: Non-male. The statistical calculations were carried out using DNA View Software.23T6MY

The statistical evaluation were performed on the DNA.VIEW Statistical Software version 37.63.2MEWLV

NM: Non-male. The statistical calculations were carried out using DNA View Software.8MJ6FQ

For items 1 and 3 an off ladder peak was observed at the D1S1656 locus. The sizes of the peaks were 
reported as 189.31 bp and 189.21 bp respectively. By comparison to the allelic ladder, the peaks were 
estimated to be the 16.1 allele. This allele was also reported on strbase.nist.gov using the GlobalFiler 
Express kit on the ABI 3500 with a size of 189.29 bp.

GGGKZX

DNA analysis for ITEM 3: LR = SUSPECT + VICTIM / 2 unknown LR = 1,88354E40 drop out for 
SUSPECT = 0.00 drop out for VICTIM = 0.00     drop out for unknown = 0.01 The probality of the 
evidence is 1,88354E40 times more likely if a gun swab came from SUSPECT and VICTIM, than if it 
came from two unknown, unrelated individuals. DNA analysis for ITEM 4: LR = SUSPECT + unknown / 
2 unknown LR = 1,09323E17 drop out for SUSPECT = 0.00 drop out for unknown = 0.01 The 
probality of the evidence is 1,09323E17 times more likely if a floor swab came from SUSPECT and 
unknown, unrelated individuals, than if it came from two unknown, unrelated individuals. The Female 
Victim (ITEM 1) is excluded as a possible contributor to the DNA obtained from ITEM 4. [Participant 
submitted data in a format that could not be reproduced in this report. Data is presented as is.]

LXQZ9U

Though we have our interpretation guidelines,we used the guidelines supplied by CTS.MEQ83M

[Laboratory] does not employ a specific stochastic threshold for GlobalFiler, whilst being aware that for 
quantities of DNA below 0.125ng, there is an increased chance of allelic and/or locus drop-out. For 
PPY-23, the peak height ratio would only be appropriate for DYS385, as it is the only multiple copy 
marker contained within the multiplex. No peak height ratio has been determined in validation at 
[Laboratory] and the interpretation of whether a single peak at this locus should be treated as N,N or 
N,F is at the discretion of the reporting scientist based on their experience. No specific stochastic 
threshold is employed for PPY-23 at [Laboratory].

MMKDVN

( ) = minor allele(s)PDDBR3

NM - Non-male profile. The statistical calculations were carried out using DNA View Software.QZJD4A

**notations for item 3 indicate alleles less than STH - Locus not used for LR statistics. Minor component 
of item 4 is inconclusive due to insufficient DNA (per our procedure).

WUCZNX

-End of Report-
(Appendix may follow)
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