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* Founded: 2001
 Mission:

“Provide Biologists with highly accurate,
sensitive & user-friendly analysis tools.”

e Founders:

CS Liu, PhD. VP Development.

VP Software Development, Spectrumedix
17 Issued Patents

John Fosnacht, VP Sales & Marketing VP Sales
& Marketing, Spectrumedix ; 2 years
President, AccuStandard, 4 years General
Manager EMD Reagents USA, 17 years




Software PowerTools for Genetic Analysis

GeneMarker®HID STR Analysis
* Human Identity Expert System
* Mixture Applications
* Familial and Exact Match Database Search
* Parentage and Kinship Testing

Mutation Surveyor® for Sanger Sequence
* mtDNA Analysis and SNP detection
* Detect Heteroplasmy
* Patented Core Technology

NextGENe ® analysis of NGS Sequencing
* Patent Pending Core Technology
Condensation of “short reads”

* Analysis of mtDNA, STRs and mixtures

Croat Med J. 2011 Jun;52(3):299-313.

Second generation sequencing allows for mtDNA mixture
deconvolution and high resolution detection of heteroplasmy.
Holland MM, McQuillan MR, O'Hanlon KA.

GeneMarker®/MTP Genotyping
AFLP®/TRFLP
Microsatellite, Trisomy
MLPA®, MS-MLPA
LOH/ MSI
SNaPshot®

ChimerMarker™

STR Analysis for Chimerism Testing
Single Donor Chimerism
Double Donor Chimerism
Long-Term Monitoring
MCC Analysis

GeneticistAssistant™
NGS Web-based visualization tool

JelMarker®
Reading and converting gel images

SoftGenetics Research Use Only (RUO) Genetics Analysis Software



http://www.ncbi.nlm.nih.gov/pubmed/21674826
http://www.ncbi.nlm.nih.gov/pubmed?term=Holland MM[Author]&cauthor=true&cauthor_uid=21674826
http://www.ncbi.nlm.nih.gov/pubmed?term=McQuillan MR[Author]&cauthor=true&cauthor_uid=21674826
http://www.ncbi.nlm.nih.gov/pubmed?term=O'Hanlon KA[Author]&cauthor=true&cauthor_uid=21674826

Software PowerTools for Genetic Analysis

Concordant, Validated Expert System

- Alternative to Genotyper®, GeneMapper ®IDX
- Compatible with major chemistries, CE and Rapid Systems output; Windows® XP, Vista, 7 and 8

Single Source casework and databasing
- Streamlined Workflow with Audit Trail
- CODIS compatible reporting

Reference Sample and Familial Search

- Mass Disaster, Crime Scene Response --- No Data Transfer Needed
- Positive Matches Ranked by Likelihood Ratio

Kinship and Paternity Testing

- Identity by Descent (IBD) Calculations with pre-loaded or custom allele frequency tables
- Automated Pedigree drawing and AABB trio/single parent PI calculations

Mixture Analysis

- Detects Mixtures and calculates Probability of Inclusion and Exclusion (PI, PE) for all mixtures
- Performs Statistics two contributor including LR and searches database for deduced contributor
(with or without reference sample)




Run Wizard

Template Selection
Run Wizard

Data Process - HID Analysis
Fun Wizard

Additional Settings - HID £

Set additional options related to the diffen

Allelic Ladder: | MONE

Positive Contral Template:  |HOME

Allels Evaluation

Peak Score:

r Reject < |06 Check |[1.00

[ Mimture Evaluation

L Walid Mimture Peak Percentage: |10

i Misture Marker Mumber: 3

Access Rights of User Types
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Access Rights:

Edit Alleles

Insert Alleles

Delete Aleles
Undelete Aleles
Confirm Alleles
Unconfirm Alleles
Comment Alleles

Recal Alleles

Fe-Fun

Change Template

Edit Calibration
Recover Data
Enable/Disable Samples
Cormment Samples
Add Samples to Project
Comment Project

Save Project

Edit Panel

Edit Size

v Export Trace

Update Software

Edit Mixture Anzlysis Parameters

A AL LAY

AR R RS

Set Default |

User Type:

Reviewer

Lab Manager
Administrator

sers:

Ok Cancel
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GeneMarker HID - Ana
File View Project Applications Tools Help

& ) [T E[E & e o mE |l d @

| e v| Marker:l--None-- vl | 2

Analyst_f wpatDiaglnclusionE sclusionE LI | LI Report E [ Bin @ H
H-21 Raw Data |Fusion_TrioE_M_EDng_2FDE.hid [Ref Ladder: LADDERE DI hid) ® )
2-F7 Allele Call Report Table Actions:
2 B 1. LADDERDOS.hid , 7] s ] [oaen J[ome [ ot ] [ Tox Jovemt] [T Jrusien veioa
? B LD: LADDERDO3. hid T TTr TR L e P |[peenem Sl Insert an Allele
? ~[B LD: LADDEREO09.hid 16,000 3 |Fusion TrioB M_ Delete an Allele
* -B LD: LADDERED.hid ' 4 |Fusion TriocE_aF| Delete Alleles
B Fusion_TrioB_AF_500pg_1E02.h 14000 P F—— Pa— )
? e[ Fusion_TrioB_C_500pg_1C02 hic ' - Edit an Allele
B Fusion_TroB_M_S00pg 1402k | & |Fusion TricZ M Confirm an Allele
B Fusion_TrioE_&F_500pg_2B05.h ) Confirm Allel
B Fusion_TricE_C_500pg_2D05.hic entirm Alleles
- Fusion_TricE_M_500pg_2F05 ki | 10:0007 Sort Alleles
8,000 Peak Quality Reasons:
6,000 LS = Low Score
OL = Off Ladder
4,000 i
OB = Qut of Bin
BC = Bin Conflict
SR = Saturated (Repaired)
5P = Saturated (Pull- up)

PL = Beyond Ploidy
LD = Low Intensity
HI = High Intensity

Mua. | Size | Height | b arker | Allele | Allzle Comments || Quality Reasons

1 97.8 13717 THOM 93 IMB = Heterozygote Imbalance

2 1520 3327 W, 16 HO=InH tel usi

3 202 3882 D2ISN 28 = in Homozygote inconclusve
4 2365 4438 L2151 32 IHE = In Heterozygote Inconclusive
5 2893 4575 D75820 10

6 2933 4056 D75820 1

7 3426 4525 Da5E18 1

8 3456 3988 D818 12

3 100 9242 TPOX 3

BONN 4432 B3 DS 391 [ [<Deleted: Jextreme pull up IHO. LS
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2. Panel Editor | = Py |
File Tools Help Ed_t M k
it Marker
OIEB | X H-&-|e S5 & Help
D Farelz -
- Project Panel I D1051248 b arker Parameters Penta E |
PowerPlexs_Fusion Sing 250 28 400 420 440 450
BPowerF'lex_Fus?on_S?ng 2,000 bl arker Mame: |D351358 e e LB mm s s
B PoweerPlex_Fusion_Sing
B PoweerPlex_Fusion_Sing 1,800 .
-[F PowerPles_Fusion_Sing S A REERE Mucleatide Repeats [«): |4 ﬂ l “ [ | l i I l | l ﬂ A ‘ [
| e Boundary: 1935 To [148.2 —
3z0 330 340 400 410 420 430
18004 bin Homozygote Intenzity: A0 ﬂ
16001 ' < = Inconclusive <= 200 j‘
1,400
1,200 kin Heterozygate [ntenzity:
1,000 .
< = |nconcluzive <=
300
600 b ax Heterozpgote Imbalance: G0
400
5004 Min Heterozygote Imbalance: 20
0 A ot i
i E [12] [1213] [1314] 1414 2] [1915.2][16] [1617]
< |
— Mo, | Dye | Marker | Size | Left Range| Right Ra Stutter Filker: H
~ 190 [Ee D357 J32E 05 05
91 | Blue 013537 J33E 0.4 05 N - Zx
92 | Blue D13sNny 3377 [IRS] 05
93 | Elue D13sA7 1.7 [IR3] ns N
94 | Blue 013537 345.8 05 05 .
% | Blue Perta E E1.3 05 0s [ Apply Stutter Settings to All Markers
«[| 96 | Blue Penta E 3662 [IRS] 05
97 | Blue Fenta E cra] 05 05
98 | Blue Fenta E CRLA 05 05 Cancel |
93 | Elue Penta E 3a0.7 [IRS] 05
100 | Elue Penta E 3856 [IRS] 05
101 | Blue Fenta E 3305 05 05 10 1 0o
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Reporting Options -- Print/Save Allele Reports

Sofisenetics Allele REI]GI‘I: IABZ013 44521 FM
Genald arker HID VZ.5.0 1

. |. x
L0k Fe port. Metro DHA Fotensic Lab R —
Softw ara . CEnelMamer HODVI S0 Templats: FowerPer Fsn Print T
Projct: new Erclusbnng s bn 550 Panel. Fowerder_Fusbn_Fanek_ul_0 fnt 1 ype
Usar: el 543 ¢ Mormal " Chart Overlay
fample 1: Eof Ladds: IATDFRES, bid Ron dafe and témec 02/ 192013 - 112644 = 02192013 - 11-55:10 Samples Diyes
Dye Blue - 13 peaks -Fuskn TioS AF 500pg 1E02RH v 2l Samples W Dpel W Dyes
sl Dsiesm | [ D5 |[mesud |[owosEs |[ mEsiT | | FenaE |
100 150 X 250 300 350 400 450 i~ Selected Samplesz W Dype2 [
T YHFFTF T T T llllHFIHHTi!l!ﬂ!qﬂﬂﬂﬂﬂl‘ﬂl!!lll'!lIHFHHHHHFF!I!II IFFHIFH!H‘IE'!HIHIFH‘!!I
[w Diped
2000 Contents
¥ Electropheragram W Dyed
2,000
I PeakTahble
o . - 2 r _ Nomal_|
X 15 16 1o 14 12 13| 17 (+ -
¥ 16 163 13 15 p
Sample 2: Eof Ladde: JATDFRDO%2hid Koo date and téme 03192013 - 11-2644 -> 02/192013 - 115510
Dye Blue - 13 peaks - Fuslon_TioB_C 500pg 1002 hid [ Forensics Table
Ay CETEE [ Oistese || oosidi | [ Cosizds [ oiassir | | FenEE |
100 150 200 250 300 350 400 450 Advance Options
80004 X 2K i i [# Print Project Comments -- on Each Page [~ Word Wrap [
5,000 .
] [v Frint Report Header - on Each Page [~
40004
. [ Label Dyes & Peak Humberz  [v Print Markers
o v Implement " Asiz Settingz [w Print Alleles
1 INITITEIEE " " FIEIErreiry T T eI RN I irerrrrrnn ue ui 1 10| BHINNMNINEY I BEERE R
¥ 15 | 13| ul s 1] r [~ Abide By Panel
16 16.3) 15 16 18
- 163] - - - Iv Grouped by Dye [v Auta Scale Markers
Samphe 3 Rof Ladde- LADDEREOS hid Koo das and time O 192013 - 112644 2= 02192013 - 11-55:10 _
_ _ . I~ Mark Deleted/Edited Peaks [
Dye Blue-11peaks -Fushn TroS M 500pg 1AD2 b
AR D | [ Cisem || msei | [Dosizs | DT | | FeeE | B Lzt [Pes 1 [eifa [ Print Samples \With Grouping
100 150 200 250 300 350 400 450 {+ . =1
T T T T T T T R T T T AT T T T R W TP T T T T= T T T TN T r Ty Chart Height (mm]: |55 5
10.0004 2X 3K 2 k3 =
r
50004
0. | Xt |
o4
]| 5 15 I 2] 1518
153 16 1]
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Report | [d
Sample parker [allelesl |sizesll|HeignodHc_Racidareasl |ar_matidallelesz [Sizesz|Heigncdic_matidareasz |ar_macid
1 Fusion TrioB AF |[RMEL 24.0 | 3934 1.00 22185 1.00 QW ¥ g89.8 | 3312 0.83 13839 0.85
D351358 (15 1z2.8 | 3327 1.00 1.00 | 18 126.5 | 2491 0.63 14175 0.83
Dlsisse (@ 1s 135.7 | 4878 1.00 1.00 (@ 1&.3 |188.7 | 4071 0.87 23740 0.87
D25441 N 10 217.1 | 3436 1.00 1.00 | @F 13 229.% | 318§ 0.3z 187239 0.9z
Dp1osiz4s | 14 274.5 | 3018 0.85 0.23 W 5 278.4 | 3557 1.00 24626 1.00
D13s317 (gF 12 325.5 | 4309 1.00 1.00
Pentz E | 13 405.0 z438 1.00 1.00 @F 17 4z4.1 1431 0.61 13416 0.84
Diess3a | 9 98.5 | 4809 1.00 1.00 | 11 106.8 | 4531 0.34 25144 0.98
p18ss1 (15 163.0 | 4897 1.00 1.00 | 18 175.1 | 4282 0.87 24077 0.88
Dzsi3zs | z21 z64.8 | 4980 1.00 1.00 |G =z zga.g | 4432 0.91 30771 0.93
csrirc |MF 10 334.8 | 4486 1.00 1.00 |MF 11 338.8 721 0.83 29062 0.84
Pent= D | 1z 423.5 | 1794 0.83 0.0 | 14 434.1 | 218z 1.00 20833 1.00
THO1 o 7 86.9 | 4885 1.00 1.00 @ = 90.9 | 3735 0.80 19870 0.81
R N 1s 1sz.1 | 3828 0.3z 0.9z N 1= 160.1 4147 1.00 240439 1.00
pz1s11 (@ 30 2z3.4 | 3373 1.00 1.00 @ 31 232.4 | 338z 0.%4 21250 0.33
o7sszo (@ 10 285.3 | 3206 0.83 o.ez @ 1z 237.3 | 3875 1.00 27541 1.00
Ds5818 wy = 330.4 3819 1.00 1.00 QN 13 350.6 | 2850 0.89 206939 0.71
TEOX &y = 410.0 @ 7233 1.00 1.00
ele Report Settings 2 L
D¥s3sl  (@F 10 4649 | 3244 1.00 3 53 y
Set Peak Table Columns
pesii7a | 13 101.2 | 5983 1.00 Report Style - Options
01zs3s1 (g 17 1478 | 6588 1.00 " Allele List All Columns: Selected Columns
- R i - [~ Size Range (bps) T —— e
D1ss43z (@ 13 223.2 | 4527 1.00 el i M\:ker Add > Sizeee
FGR o =1 294.2 | 4808 0.38 . From |0 o |500 Difference Height
€ BinTable Qualit <- Remove Ht_Ratio
pzzsioas |MF 11 440.0 | 3479 1.00 ; ¥ =
& Peak Table v Abide By Panel Score Area
z Fusion TrioB C_Y2MEL &y = 84.0 | 5757 1.00 Start Ar_Ratio
v Grouped by Markers End
D3s13ss | 15 123.1 4164 1.00 " Allele Count Allele Comments
_ . - J Sample Comments
Dpisiese | 15 181.7 | 4187 1.00 ‘ Colamis... Qualty Reasons
D254l o 1= 225.3 | 3035 0.30 " Sample Name & File Name
Dl0s1z48 . 14 Z274.5%5 3441 1.00 v ShDW’-’T when sl el Add Al 5>
Orientatiorr ;
pizsal7 | 8 313.3 | s0sa .33 feniation I Show Only Uncertain Alleles
7 2 2057 77 & Honzontal € Wetical : <« R All
Penta = | 17 424.1 | 2087 0.77 ¥ Show Rejected Low Score Alleles e
[V Hide Extra Sample Names
Ok | Cancel |
= Ok Cancel
L Iy
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Expert System Summary

Accurate, Rapid Analysis of Forensic STR Data

Quality Flagging, Size Calibration Check, Automated Control Concordance

Compatible with all major file types

from CE and Rapid Instruments and Human Identity PCR Kits and Custom Chemistries

User Management, Access Rights and Audit Trail

Linked Navigation — Time Savings and Automated Edit History

Report FlEXIbIllty — Allele, Peak Table and CODIS formats
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estimated analysis time savings 25%

-~ o
JuuENAL On

PAPER
CRIMINALISTICS

Mitchell M. Holland." PhD., M.Sc. and Walther Parson,” PiD.

GeneMarker® HID: A Reliable Software Tool
for the Analysis of Forensic STR Data

Commeras Jists avodatile at SoenceDimct

Forensic Science International: Genetics

journal homepage: www slsevier.comilocale/fsig

Short communication

Generating DNA profiles from immunochromatographic cards using LCN
methodology

Thanh-Tam Ho, Reena Roy *

Movtpdionts Sots Uiy, Flerty ol of Science, Mrorese Sciome Mugrom, 108 Whkimore Lobereory, Lininaacs Mk 1M 10802, Dhiond Sates

“..GeneMarker HID to be a more efficient software system....results in a gain of information and a significant
reduction in the number of edits needed per sample..making it the preferred software package...NYC OCME”

MARSHALL

IFORENSIC SCIENCE

Ronald Schmidt BS !, Justin Godby MSFS !, Valerie Bostwick MSFS!, Theresa Caragine PhD?
! Marshall University Forensic Science Center — 1401 Forensic Science Drive, Huntington, West Virginia 25701
2New York City — Office of the Chief Medical Examiner — 421 East 26" Street, New York City, New York 10016

GeneMarker HID better able to
resolve alleles with Single-Base-Pair

<o
Promega

PowerPlex® ES| Systems: D125391 and D25441. Resolving
Alleles With Single-Base-Pair...
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i’PFu_SRMc'D_SUOpg_S‘Sw_DAyO_NUZ.Hd (Ref Ladder: PPFu_LadderHOB.hd)

] ]
| _
o o 0 3 5 S = I Edit Allele
Samples amplified with [ e s b
PowerPlex” Fusion and p ) insest Al
. 2,000 N Delete De
separated On a Applled [ F o — — "'// Undelete gp;,fz.:!et L —

Biosystems® 3500 CE = CoieM

%PFu_SAMc-D_500pg_3500_Day0_3G02hid (Ref Ladder: PPFu_LadderHOB id)

l Unconfirm Ctri+ Alt«M :"_
151 152 153 154 155 Confirm All 1€
Minor component allele e 7~ Unconfirm Al
19 is automatically called o AL o :
in 2 out of 3 samples —_— - =
us Ing default ana|VSiS -PPFu_SHMc;r;aD;:_‘?u‘E-D;_[):ayN;: ;G;Z:L THB?L;-:CI: ;;Fuil[a;;er;;;;m e .
. [D&s1178 | | 0125391
settl ngS 130 135 140 145 150 188 180 185 170 175 120 185
4,000 e = = = T T ———Tmp——— e ol =
Manually insert allele 19 .

using a right mouse click :
to select insert allele

EEI B
(K]

Mo, | Dye Size Height | Ht_Ratio | Area Marker Allele Quality Allele Comments Sample Comments Quality Rea...

1 Fed 88.70 1026 033 5721 Das1179 10 Undeter.. FL. IMBE

2 Red 10090 3109 1.00 18645 Das51173 13 Pass

3 Fed 106.20 3033 0.98 18115 Das51173 14 Pass

4 Fed 117.60 1079 0.3 G424 Da51179 17 Undeter... FL. IMBE

5 Fed 3265 1.00 21315 0125391 18.3 Pass

5h & 291596 112539 Pa <Confirmed> <|Inserted: ]
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earchaple Database - helationsnip lesting

Match Reference Samples or Family Members
Likelihood Ratios calculated using Identity by Descent

. Missing Persons, Mass Disasters
. Immigration / Human Trafficking

. Detect Bioterrorism — with the appropriate chemistry
development

. Paternity/Kinship -- Three Generations (IBD)

Pedigree Diagrams — Visualize Allele Conflicts
Pl Calculations AABB Recommendations




T |1 g Samples] |2 Charts Report l Calculation Details]
Relationship Testing Settings L = -
| File Name [0 [ Mame | x| Matched Allsles | Matched Markers | PIKI
Samples US African-American
S ame-Individual
& Al Samples € Selected Samples va» 1 Fusion_TricB_M_50... 1017 W 4GME 23123 259E+36
Default &llzle Frequency Father/San
Patel M arne: |P°W3'P|3” Fusion ﬂ Mather/D aughter
1 Fusion_TricB_C_500... 1016 W 26146 2323 2E7E+11
Population: |US African-American ﬂ Full-Sibs
v tdutation Half-Sibs
Mutation R ate: |MBB 2003 j US Asian-american
S ame-Individual
W Mutation Markers: |2 1 Fusion_TricB_M_50.. 1017 XX 4EME 23123 31734
| STR Step Difference Father/San
Ore Extra Step STR Mutation Ratia: |0.100000 Mother/Daughter
e 1 Fusion_TricB_C_500... 1016 W 26146 2323 1.20E+09
Full-Sib:
I~ Patemal and Matemnal Mutation Difference K=
Half-5ibs

Prior Probability:  |0.0500 U5 Caucasian

S ame-Individual

. 1 Fusion_TricB_M_50... 1017 »4 4EME 23023 5.73E+3
Search Report Digplay
v Gender Determined Father/Son
Aot . : 4 . b ather/D aughter
Minimum LR Yalue: (10,000 Maxirnum File Nurnber: (10 1 Fusion. TrioB,C_500.. 1016 o 26ME 2323 1 74E409
[v Display Genotypes [v Display Locus |dentifier Full-Sibs
[ Save Paramaters when Save Report Mormal Half-Sibs
Search Scope US Hizgpanic-imerican
Relationships Matched R atio Same-lndividual
- 1 Fusion_TricB_M_B0... 1017 ¥ 4BlAE 2323 22BE+32
| Sl holeve] Matched Ratio with FullSibs
Iv Father/Son ’057 Father/San
v tother/D aughter Uy Mather/Daughter
% FulSibs ’mw" out Fulk-Sibs 1 Fusion_TricB_C_500.. 1016 WX 26M6 23123 4796408
. 1.0
Iv Half-Sibs FulkSibs
Ok | Cancel | Half-5ibs
. y

Likelihood Ratios of Relationship Level versus Random Person From the Population Calculated using Identity by
Descent Equations and Allele Frequency Tables. Highest scoring relationship level displayed in exportable table




Kinship Analysis
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= = 8 B

Single Pt | MuliPair |

0151656
D25441

01051248
0135317
PENTAE
0165539
018551
0251338
CSF1PO
PENTAD
THO
M
02151
D7SE20
DaESE18
TPOX
Das117g
0125391
0195433
FGa&,
02251045

Fuzion_TrioB_C_500 -

Irdividual &
-
15 16.3
13 15
14 16
3 12
17 18
3 10
17 18
20 21
1 14
12

[ 7
17 18
28 il
1 12
12 13
a 10
13 14
183 22
13 14
23 24
i 16

Individual B
500pg 1E0Z hiclid

g
16 16.3
10 13
14 15
12

13 17
3 i
15 18
21 22
10 1
12 14
7 8
16 18
30 il
10 12
a 13
a

13 15
17 22
13 14
21 23
1 15

Product S care:

268068

542652
0.91565
1.15207
5.95238
1.32443
2.05225
1.93483
1.22070
4.31035
0.63937
217391
316455
276243
1.077539
1.43254
1.20773
£.35647
2.24155
1.40449
1.76591
3.7BE+06

Parent/Child (LR | Full-Sibs [LR) ‘ Hali-5ibs (LR ‘ Cousins [LF|]|

238318
1.53034
296326
0.707a3
052604
322619
nazzz
1.37613
1.21742
0LBE035
240517
056968
1.33696
1.83228
163122
0.733739
093627
0.85386
342824
384595
095225
113296
1.4BE+03

1.31232
1.84034
321326
095783
1.07604
3.47619
116222
1.62613
146742
111035
2.66517
0.81963
1.58656
2082249
188122
1.03873
1.24627
1.10386
367824
1.62073
1.202258
1.38236
1.64E+04

1.15646

p
42 Kinship Analysis Settings
2.10663

057830 ~Relationships

1.03802
v Unrelated

223810
1.0811 v Parent/Child

141308 [V Ful-Sibs

1.23371
1.05512 ]7 Half-Sibs

1.62759 [T Uncle-Nephew

090384
1.29348 v Cousins

1.54114 [~ Grandparent-Grandchild
1.44061 I

101340
Ok |
112313

~Report Content

...................................... v

@ Likelihood Ratic

" Probability

" Both

Cancel |

1.05193 & e
23332

1.31033

10z

119148

3.36E+02
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Fl ‘ PE |'| |2 | 3 ‘ Hurnerator |Denu:uminah:ur|

Tatal 353E+11  1.0000000

0351358  [1.57E+00 | 1.00BE+00 1516 15 15:1E 9.47E-02  E.OZE-02
0151656  |B36E+00  1.00E+00 16163 18:15.3 15:16.3 B.45E-03 | 1.02E-02
D 2544 1.08E+01  1.00E+00 10013 15 1315 414E-03 | 3.82E-04
01051243 |1.83E+00 | 1.00E+00 1415 1316 14:18 2E2E-02 | 1.43E-02
0135317 |230E+00 1.00E+00 12 311 212 9.42E-02  4.09E-02
PENTAE |[1.13E+01 1.00E+00 1317 15:18 1718 2BEE-03 | 215E-04
D165533  |2E5E+00  1.00E+00 911 10:11 310 297E-02 | 1.12E-02
18551 450E+00 1.00E+00 1518 1817 1718 8.38E-03 | 1.86E-03
0251338 |3687E+00  1.00E+00 2122 20 20:41 1.83E-02  4.73E-03
CSFIPO 244E+00  1.00E+00 1017 10:14 11:14 278E-02 1.14E-02
PENTAD [431E+00 1.00E+00 1274 912 12 1.33E-03  3.09E-04
THO 1.28E+00  1.00E+00 78 E:9.3 E7 403E-02 3Z20E-02
WA 4.35E+00  1.00E+00 1618 1417 1718 156E-02 | 3.53E-03
D151 E.33E+00  1.00E+00 3003 28 283 1.38E-02 218E-03
D750 552E+00 1.00E+00 1012 311 11:12 1.47E-02  2.E5E-03
DA5E18 21BE+00  1.00E+00 813 11:12 1213 EE1E-03 | 3.07E-03
TRO Z2959E+00  1.00E+00 8 10:11 &10 5E1E-02  |1.88E-02
Das1173  [956E-01  1.00E+00 1315 1314 1314 217E-02 | 227E-02
0125331 [1.27E+01  1.00E+00 1722 18.3:23 18.3:22 287E-03 2.26E-04
0195433 [1.97E+00  1.00BE+00 1314 14:15 1314 283E-02  1.28E-02
FGa 1.52E+00 1.00B+00  21:23 2324 2324 9.70E-03  E.39E-02
02251045 |353E+00 | 1.00E+00 1115 1516 11:18 1.81E-02 | B11E-03




el | = [ P
L1l Relationship Testing ‘ ras
File DataBase Tools
J-@Hd T B F |F| e, | | Family (3/3) [3-Famiy 3-Famiya | | Matker [17-DE3E18 || search: | # i ‘
0195433 14 15 16 13 “| & Samples LD Ehartsl Report| B Caloulation Details |
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Software PowerTools for Genetic Analysis

Applications Include:
- Missing Persons, Mass Disaster, Paternity, Immigration, Human Trafficking

- Linked to Main Analysis — No Data Transfer

- Search Database for Exact Matches and Familial Search

- Automates Repetitive Calculations LR using Identity by Descent
- Kinship Analysis Across Three Generations

- Immediate Visualization of Allele Conflicts in Pedigree Drawings

- Paternity Index Calculations using Standards for Relationship Testing, AABB




Software PowerTools for Genetic Analysis

Mixture Analysis Application — Assists Forensic Experts
No Data Transfer — Linked to Results of Genotyping Analysis
ISFG and SWGDAM Guidelines and Recommendations
Customize Analysis Parameters to Lab Standards

Automates Repetitive Calculations: Pl, PE, CPI, CPE, RMNE, LR
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Software PowerTools for Genetic Analysis

- Developed using recommendations of the DNA Commission of
the International Society of Forensic Genetics, compatible with
SWGDAM Guidelines

- Linked to Main Analysis — No Data Transfer Needed

- Automates Repetitive Calculations

- Calculates PI, PE, LR, RMNE

- Database search for contributor; with or without a reference
sample
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Replicate Comparison
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Software PowerTools for Genetic Analysis

Expert System
- Documented Time Savings
- Decrease Backlogs
- Concordant / Validated

Searchable Database / Relationship Testing

- Linked to Main Analysis — No Manual Data Transfer

- Missing Persons, Mass Disaster Applications

- Locate Same Individual or Family Members (IBD)

- Kinship Across Three Generations (IBD)

- Paternity/Immigration Pedigrees and Paternity Index (AABB
relationship testing guidelines appendix 8, trios
and single parent cases)

Mixture Analysis
- Linked to Main Analysis — No Manual Data Transfer
- Customize Analysis Parameters
- Automate Repetitive Calculations, PE, PI, RMNE, LR
- Search Database — Calculate LR
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Thank you for attending this presentation on GeneMarker HID!
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