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(reneMarker®HID Workflow

STR Human Identity Software

GeneMarkerHID supports numerous
applications for Human Identity,

Load Raw including: Database Searches,
Data @ Mixture Analysis,
e o
Template I@ Y -
Process
Samples I@
Review Size

and Allele Calls @

Select your process settings
manually, or use one of

Run

Application(s) I@

GeneMarkerHID’s pre-made templates
(Fusion®, Globalfiler®, Identifiler®,
PowerPlex®16, etc.) or create your own.

[lL Panel Editor
Il Size Template Editer

Positive Control Template Editor
File Conversion

Project Comparison
Pedigree File Mame Match
File Mame Group Tool
Convert Text to Binary Files

Replicate Comparison

Output Trace Data ...
Export Electrophercgram ...

Tools Help
1 Pedigree
#£ Export CODIS
Profile Comparison View
Relationship Testing
Mixture Analysis
Cell Line Authentication

Print or Export
Results




Importing Raw Data User Manual Chapter 2

,fﬂn GeneMarker HID |E”Ef
-File View Project Applicatig . .

e Navigate to File — Open = @
Openprojet | Data to import your files.

Reopen Project  »

GeneMarker® HID
STR Human Identity Software

Close All

Exit

Click Add, and navigate to the
specific files you would like to
import (.hid, .fsa, .sgl).

BIL

S O /95 A A VWAV A AN A FA A UAD AT A UADA D i ,_‘_‘r“]
* " Open Data Files ’ @
Data File List A
Add... 3

Femove

Add Falder. ..

Drefault

Page Up Page Down

ﬁ Chanrels.. | v AutoElevate oK | Cancel |




Basic Navigation

User Manual Chapter 2

Process Raw Data

----- PAT_10_C3fsa
----- PAT_10_F fsa

[ -E ][]
Eile Q Project Applications Tools Help
w | b ||B] 3D H-a @ BEE| L ABWwxMH| DT - £ @
@] Urtitied 4 | ]
=3 Faw Data i =
Toggle dye colors
""" v PAT_10.C1.fea 99 : y i D 2,000 3,000 4,000 5,000 6,000 7,000
----- WAF:T 10 C2 fza ; , ; , : '
1zo00 - - R -

10,0004 ----ooooooaooomo b g

----- PAT_11_C.fza
----- PAT_11_F fsa
----- PAT_11_M.fsa
----- PAT_12_C.fea
----- PAT_12_F fsa
----- PAT_12_M.fsa

Double-click on a |-
sample file to :
display/hide it.

..... PAT_13 Cofza
..... P&T 13 F fza
..... PAT_13_M.fsa
..... PAT_14 Cfza
..... P&T 14 F fza
..... PAT_14_M.fsa
----- PAT_B Cfza
----- PAT_B Ffza
..... PAT_B_M.fsa
----- PAT_9 Cfza
----- PAT_9 F fza
..... PAT_9_M.fsa
----- LD: PAT_Ladder_1.fza
----- LD: PAT_Ladder_3.fza

Page Up Page Diown

Mew 24 samples

2,0004----------a--es

0

.............................................................

FAT_10_CZfza

0 1,001 2,004

3,001 4,000 2,001 &,000 7,000

12.EIEIEI------------J: ........... i_

10,000

&,000

6,000

4,000

2,000

..............................................................

LAl L.._IJ_hLu_J"_.J_L_lJ.L_LL_uJJ_lL- ]

| Draw a box from left to

1 right with your mouse to
zoom in. Right to left

{ zooms back out.

..........................................................

PC error: 0/0 MC error: 0,0

Ladder error: 0,0 ZFailed=0 #Flagged=0




Run Wizard: Template Selection

User Manual Chapter 2

Click the » icon or navigate to Project — Run to process your data:
----------------- -;-- Run Wizard @ -%----
Template Selection
----------------- ammeeeee- Cet the termplate of the project B e b
------------------ i R {* Select an exizting template or create one """:""-"""""""
_________________ | [“clobalFiler Template Name: [ detiie (2) Or, manually
i efiler Panel [dertfier ~] .| select your Panel,
: inifiler :
""""""""" : T = PowerPlex_ 16 Size Standard: |I355EIEI_‘I ﬂw Size Standard’
4 PowerPlex_18D Stanelad color. |12 B and Standard
"""""""" FARR 4 PowerPlex 21 Andard ot color.
| 4 PowerPlex_ESI_17 Analysis Type: [HID =]
---------------- ioooeoo| |4 PowerPlex_Fusion
: I Save | M Delete |
________________ (1) Select the pre-saved
template corresponding
---------------- | to your Kit or chemistry.
: | | Hemt > Cancel |
Ao ALY -y n AR LT S50 318 8 S
| (3) After making your .

_________________________________________________________________________________________

selections, click Next >> [~ =




Run Wizard: Data Processing Options

User Manual Chapter 2

Use default settings or customize

‘| the Data Processing Options.

_________

__________

--------------------------------------------------------------------------------------------

_____________

Run Wizard

Data Process - HID Analysis

Set data process ophions

Raw Data Analyziz

[v Auto Range [frame) I.'R:s
1] = 10000 -
[v Smooth | Enhanced Smoath

[ Peak Saturation v Bazeline Subtraction
[ Enhanced Bazeline Subtraction

[v Pullup Correction  w Spike Removal

Size Call
i* Local Southemn " Cubic Spline
Load Default | Save Default |

Minimum Intensity and Percentage Global
Max are applied to peaks called outside any
marker ranges. Marker specific parameters
may be adjusted using the Panel Editor tool
(discussed later).

Allele Call

[v Auto Range [bpsz)

G0 S

Peak Detection Threzhold: j

bin Intenzity:

Percentage »

<< Back |

o -
5 -

b aw [ntengity: | 30000 5

Global b ax

Cancel




Run Wizard: Additional Settings
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__________________________

__________________________

_________

__________

-----------------------------------------------------------------------------------------------------------------------------

___________________________________________________

Run Wizard

Additional Settings - HID Analysis

Set addiional options related to the different analpsziz bppe

for each sample.

Select these two settings to
------- automatically calibrate the ladder to
the instrument run, and to enable the
program to select the best fit ladder

Allelic Ladder:  |MOME

N

v Auto Select Best Ladder

Fozitive Control Template: | HOME

Allele Evaluatiors
Peak Score:
Reject < (0RO Check |7.00 < Pazz

[ Minture Evaluation

Walid Mixture Peal Percentage: |0 b4

kir Mizture Marker Mumber: 3

-]

v Auto Panel Adjustment

After making your
selections click OK

<< Back | CTTETTT Exid |




Reviewing Results User Manual Chapter 3

[.-;;_I; GeneMarker HID - Untitled I

Green Icons indicate that
size calling was successful.

h ow | M w | Marker |-None El al
| i

B-£1 | awData PAT_Ladder_1.fza
= le Call |
----- 7 LD: PAT_Ladder_1.fsa

Y

Das117s | | D21511 | | D7s20 || cCSFIPO
100 150 200 250 300 350

----- LD: PAT_Ladder_3.fsa 300 RERUE U ——
PAT_10_C1 fsa

----- PaT_10C3sa | Passing Allelic Ladders

Bhe |arein Bold font.

----- P&T_11_Flsa 2001
----- PAT_11_M.fsa
----- PAT_12 [ fsa 0

----- PAT 12 M fsa -200+
----- PAT 13_Cfsa

""" ﬁiH g—;ffa PAT 10 Clfsa (Ref Ladder PAT Ladder 3fsa] x
..... 13_M.fsa

_____ PAT 14_Cfsa o0 | 05511:;9 | | 2nDn21511 lzln D75820 l:{lm CSF1PO -

""" PAT_14_F fsa 4 000 u"n.:nuu mmmmm—mnm-rrrrrrrrrn-rrrrm:—

=

----- PAT_B Cfsa
----- PAT_8_F.fsa 3,000 | ot o]
----- PAT 8 M.fsa :
----- PAT_9 Clsa 2,000 od4] .71
----- PAT_9 Flza
----- PAT_9 M.fza

i)

1,000

Project details are summarized
at the bottom of the screen:

L — | f-L_._l.L“- ILDI nul.

> Mew 24 samples PC error: 0/0 MC error: 0,0 Ladder error: 0,2 #Failed=0 #Flagged=17




Marker Specific Settings

User Manual Chapter 5

-
:.g- Panel Editor

Marker Specific settings can be set in the panel
editor (Tools — Panel Editor).

= (B

File Tools Help |
L E x - = Edit Marker e
[ Fanck Select your panel from @ \dentil
=+ ot Panel | the file tree to the left. D178 Matker Parameters
Z’ [dentifiler - 160 170 M ark.er M ame:
2’ Identifiler: PAT_Ladder_ |~ L L L = = L T
- @& Identifiler: PAT_Ladder_ 10004 Nucleatide Repeats (+]: |4 =l
=13 Panel Templates
- [ COfiler 800+ Boundary: 183 To [1740
Z’ 2dples_Panelz_w2 500
? Arguz_=12_Fanels_v1 Min Homozygote [ntensity: Bl ﬁ
E-[# Argus Y_12_Panels_w1 400+ o
- COfiler < = Inconclusive <= 200 =
w-[# COfiler_CODIS 200- ]
Z_ ETTU_ 0 kin Heterozygote [ntensity: RO j
e e
Z‘ ESSpIe:-::SE_I_:'Ius_F'a; nght CIiCk on a marker and SeleCt Max Heterozpgote Imbalance: B0 4
- [# FFFL g . . :
. + 3 3 Edlt Markel’ to view anaIyS|S bin Heterozpgote Imbalance: 20 %
El-l= Samples th resholds for that IOCUS [ Apply Homo/Hetero Settings to Al Markers
----- -E FAT_Ladder_1.fza
----- B PAT_Ladder_3.fsa Stutter Filter: - x |82 A
----- PAT_10_C1 fsa
_____ PAT 10.C2 1o Select the panel from the Panel w-z [ %
----- §2HS—E?*SE Template list to make and save any wex [T %
..... 10_F fsa
..... PAT 11 C fea changes to the marker parameters. [ Apply Stutter Settings to A1l Markers
----- PAT_11_F fsa e
----- PAT 11_M.fsa
..... FAT 12 _Cfza [Penel Name]: Identifiler Ok Cancel |
----- PAT_12_F.fsa [Floidy]: 2
----- PAT 12 M.fsa
- B PAT 13 Cfsa i




Reviewing Size Calls User Manual Chapter 4

[ . GeneMarker HID - Untitled EERECETS)

File View Project Zpplicy Click the size calibration
= | » ||l [® P | jcon to review sizing data.

v | B | Maker |-Nore | E] @

[®] Untitled il p | 2l
B2 RawData PAT_Ladder_1 Fsa &
El-£5 Allele Cal

) L AT 1 e 1 fon | Dpastre | | 021511 | | Drss20 || csFipo | i
JiI Calibration Charts S
= vk &H H - ¥ Help

.| Sample Mame | Score | 35.0bps = . . Expected Size - GS500_1 . . .
PAT 12.Cios " 50 100 150 200 250 300 350 400 450 500
PAT_12_F fsa 54 100
FAT_ 12 M. fza 94
PAT_13_Clsa 54 0
PAT_12_F fea 54 3
PaT 14 Clsa 94 = PAT_12_Cfsa 2547596
PaT 14 F fsa 54 75 100 1335060 200 300 34850 400 450
PAT 14 M fsa 34 2,000+ vy v YvY v ¥ vy v v
PAT_9 Clsa 54 0
PAT_9_M.fza 94 rrr+-1,... . T rrrrrrrrrrr.rTrrrrrTrTrTrroT
FaT Ladder 3 fsa 93 2000 2500 3000 3500 4000 4500 5000 5500 6000 6500
PAT_10_C1.fsa 93 PAT 12 C.fsa i‘
PAT_10_CZ2fsa 53 ; ; ; ; ; ; ) ) :
PAT_10_C3fza 93 4504 ------- EEEEEEETY e EEEEE R TEEEE TR bomeaneas bemmmmnnn R lemmm e EEEE
FAT_10 F.fza 93 | : . : : : ' : '
PaT_11_Cfsa 33 400 P P HE HR A reoTT i Froe H
PAT 11 Ffza 93 i 304------- e R EEEE TR e e Lo--- - Rt dem-
Fi 11 I — ' ' ' ' ' ' ' ' '
w3004 oo R - R L e s . S
DISAELED SIZE IB0bps  |50.0bps g : : : : : : : : :
5TD 4YG 0.0 0.0 =i A T T A L o A o o
@ 2004 ------- R R R I L (AR A S R
STD DEY 0.0e+00 0.0e+00 . . . . . . . . .
STD MaX-MIN 0.0 0o 1504 -~ s - e e o beseeeees Feeeees e
R i E T i S S e
2500 3000 3500 4000 4500 5000 5500 6000 6500
4 b Frame ﬂ




Reviewing Results User Manual Chapter 3

- o

,,.E;. GeneMarker HID - Untitl Click the show chart/table icon —_—
Hle few Boet 899 1o display a peak table below

&) 9 . =
= | v B B the electropherogram. T W o] Merker [None | ) @
Kl == = - £ Help
PaT_10 C2fza [Ref Ladder PAT_Ladder_3.fsa) = e p— Allele#|1ulele# "
| Lo - | 71 |PAT 10 _Cl.fs= |D851175 (@ 11 @ 1=
1110 120 130 1410 150 160
72 |PAT 10 _Cl_f£fs= (D21511 @ =22 | @F3z.:z
73 |PAT 10 Cl.fsa [D7sszo | 10 |@F 1z
600 74 |PAT 10 Cl_fsz [CSF1ERC | 11 (@ 1=
25 |[PAT 10 C2.fsa |DE51173 i 1=
400+ .52 26 |PAT 10 cz.fsa |pz1511 | 27 @ 3z.z
27 |BRT_10_C2Z_fsa |D7S220 (X 3 [ 10
200 78 |PAT 10 C2Z_f£sa [csFirc |@F 11 |G 1=
73 |PAT 10 _C3.fs= |D85117s (@ 1z @ 1=
0. - \\_JL/I LWM 2?10 |PAT 10 _C3_fsa (D21511 | =27 |QF3z.:z
$ 211 |PaT = =

] i3] -1z [=2z] Allele Calls are summarized

Mo. | Dye Size Height | Ht_Ratio | Marker Allele Quality Cuality Rea. |7 13 |BAT | |n the Report Table to the

1 FAM 1381 372 056 DEs1179 11 Check  IMB 214 [pAT| .

2 FAM 1439 BEO 1.00 Des117d 13 Pass = =2z fight.

30 FAM 1962 628 100 D21511 27 Pass : =

4 FAM 2178 #2070 D21511 322 Pas 716 |PAT 10_F.fsa |cSF1R0 | 11 F 11

5 FAM  ZBBS 280 029 D7sE20 9 IME 217 |PAT_11 C.fsa |Das117s | 13 O 16

E FAM 2710 938 100 D75820 10 Pass P

7 FAM 3250 315 074 CSFIPD 11 Pass ' = - JRE

B FAM 3332 425 100  CSFIPO 13 Pass 215 x| Green icons indicate that a

20 |=21] peak passed all analysis
— 1 parameters. Yellow peaks
>z [2z] are in the check range for a

’ e parameter, and red peaks
Mew 24 zamples PC error: 0,/0 MC error: 0/0 Ladder error: 1,2 fa”ed a parameter_




Reviewing Results User Manual Chapter 3

r Help
il GeneMarker HID - Ladders OK.SGF Iﬁ]
Report Table Actions:
File View Project Applications Tools Help
oy l—_| Inzert an Allel
E‘ b E E [IE % . - e\ % g - E ASEM an Ele
Delete an Allele
ﬂ Delete Alleles
PAT_10_CZfza [Ref Ladder PAT_Ladder_3.fza) _
| DE51179 Edit an Allele
125 130 135 140 145 150 155 160 14 Confirm an Allele
y— o sy y— m — - o o ™ i
Confirm Alleles
500 4 The Quallty Sort Alleles
Reason column Peak Quality Reasons:
400 | )
dISplayS Why a LS = Low Score
200- peak was flagged. OL = Off Ladder
OB = Out of Bin
0 § BC = Bin Conflict
7 = = 5R = Saturated (Repaired)
Mo | Dye | Siee | Height | Hi Ratic | Marker Alele | Qualty | Quality Rea. | Plate D SF = Saturated (Pull- up)
1 FAM 1311 372 0.5E 0as51179 11 Check IME PL = Beyond Ploidy
2 FaM 1439  EEO 1.00 0851179 13 Pazz LO = Low Intensity
3 Fé 196.2  E28 1.00 021511 27 Paszz -
4 Fasbd 2179 442 0,70 021511 322 Paszz HI = High Intensity
] FAM 2669 290 029 D75820 9 IME _
E o OFAM 210 938 1.0 DFSE20 10 Pass coli= SEEEE TRl R
7 Fiubd 325.0 K1k n.74 CSF1FO 11 Pazs IHO = In HDmDI}"thE Inconclusive
a Fam 3332 425 1.00 C5F1PO 13 Paszz )
IHE = In Heterozygete Inconclusive
[
Quality Reason definitions can be
displayed by clicking the Help button.
24 samples PC error: 0/0 MC error: 0,0 Ladder error: 0,2 #Failed=0 FFlagged=17




Editing Allele Calls User Manual Chapter 3

-

Il GeneMarker HID - Ladders OK.SGF L= | B et
File View Project Applications Tools Help
E-q - E [@ DE % . - e\ % a - @ - |& - Mark_er: "NEII"IE' E ;E
Kl — 2
PAT_10 C2Fsa (Ref Ladder PAT_Ladder_3fsa) 136.2/606 =
| 0351179 |
115 120 125 130 135 140 145 150 155 160 165 170
TR TN TR TR TR Y TR TR TR TR TR T L
500 4 h
Edit Allele
Simply right-click on a peak to Edit Comments
edit, confirm, or delete it. S
200 Delete Del
Undelete Shift+Del
0 ———ee—— e
g—_———_—i Confirm Ctrl+ M
! Unconfirm Ctri+Al+M L
Mo, | Dye Size Height | Ht_Ratio | Marker Allele Confirm Al l
1 FaM 1351 372 05 DEs1179 11 onrm |
2 FAM 1439 EGD 1.00 0esiiza 12 Uncenfirm All i i
3 FAM 1962 E28 1.00 021511 27 : Edits will be appended
4 FAM 2179 442 070 021511 2.2 Undo _ to the peak table and
5  FAM 2669 290 029 075820 g _
6 FAM 2710 938 100 D7S820 10 B » | | report table.
7 OFAM 3280 315 074 CSF1PO 11
B FAM 3332 425 1.00 CSF1PO 13 Copy Table Ctrl+C
View History...
24 samples PC error: 0/0 MNC error: 0/0 Ladder error: 0,2 ZFailed=0 #Fagged=17




Generating Print Reports User Manual Chapter 6

Click the | &€ | icon to generate print reports.

Enter a template name and click Save,

below, to save settings for future reports. |
I | Use the tabs to toggle
Print Rey
Dl i + | between Standard, Advanced,
" Select an Existing Template & Zsate One standard l.ﬂ.dvanced] Page | and Page Settings_
Template Mame: |I3r|:|uped by Dpe grinr:::_::j © Chart Overlay [
a: GTDUpEd b}r D}re Samples Dypes
E_l LIMS f* Al Samples [w Frikd ]
4 Standard
" Selected Samples [w IC [
W NED 0.57]
Contents
v Electropheragram || PET
v PeakTable Mix D
* Follow Trace Chart I MixDyes
: . : ~ i ™ Hide Bi
CI|Ck PreV|eW tO review the Start after All Charts Finished I0E DINE
. . .. " Start on Separate Page
Image prlor to prlntlng.
-
7 Use Last Template
r]\\/ [ & Preview K Save | X Delete | &h Ok | Cancel |
: U




Generating Print Reports

User Manual Chapter 6

Reports can be printed
directly, or saved as a PDF,
JPEG, or PNG image.

=)

PDF file -

File M aring M ethod

Export Report to Files

E wpart Farmat:

~
r
~

r
E wport Directan:

|E:'\F'ru:ugram Filez [«86)\SoftGeneticzsh\Genetdarker_|

o |

Cancel |

SoftGenetics Allele Report 2/9/2015 9:29:37 AM
GeneMarker HID V2.7.1 Page 1
Allele Report: City_Crime_Lab
Project: Ladders OK.SGF |Te mplate: Identifiler
User: Admin |Pane|: Identifiler
Project Comments:
Sample 1: RefLadder: PAT Ladder 3fsa FRun date and time: 02272007 - 08:03:33 -> 02272007 - 08:41:31
Dye: FAM - & peaks - PAT_10_C3.fsa
[ D851179 | D21511 | [ D75820 ] [ csFiPa |
80 100 120 140 160 180 200 220 240 260 280 300 320 340 360 380
2,000
1,000
s L
113 27] 322 8g] 112
Dye: VIC- 10 peaks -PAT_10_C3.fsa
[ Dasisse | [ THO1 | [ D13s317 | [ D185539 | D251338 |
30 100 120 140 160 180 200 220 240 260 280 300 320 340 360 330
T AT I T T TR T
3,000
2,000 ]
1,000
0] Uy ITH'] W WA W WY Y L' UUULUU VU yu MH Y UUYUUYUYUEN U
78] 7 =@
Dye: NED -7 peaks -PAT_10_C3.fza
[ Digsszs | | VWA | [ Trox ] | 018551 |
80 100 120 140 160 180 200 220 240 260 280 300 320 340 360 380
1,500
1,000
500
D_
14]16.2 7 8] [13] 18]
Dye: PET -4 peaks - PAT_10_C3.fsa
D55818 [ FGA
80 100 120 140 160 180 200 220 240 260 280 300 320 340 360 380
T T e T T
3,000
2,000
1,000
U_
MW UM UMY YWY

I*] MU W OMOWOMM MMM MY T "'l

=

IEI




Saving Text Data

User Manual Chapter 6

The Report Table can be

Report @& ~

Sa ﬁt Marker
saved as an excel or text file LT Das117e
b . | licki th . 2 |paT 10 C1_fsa |D21S11

y simply clicking the || 1con. 32 |PAT 10 _Cl_fsa |D75320
|| || 4 |PAT 10 _Cl_fsa |CSFLDO
. . [ 10 cz_£sa |Das117s
The Report Table will be saved in the same o o oen
format in which it is being displayed. Click the[&] s cz z== [o7se20
icon to modify the contents and format of the | 10.C2-fsa [CSF1PO
I 10 C3_fsa [DEs117s
report table. F 10 C3_fsa [D21S11
[ 1] T [ [ 11 [eaT_10 c3.£sa [D7sE20
Allele Report Settings A B9 |z |PAT_10_C3.£sa |CSFLEO
2 [PAT 10 _F.fsa D251173
Repaort Style O ptions 4 [PAT 10 _F._£=a 021511
" Allele List v Estend Diploid Homozygous 5 [PAT 10 _F._fsa 075820
& |PAT 10 F. £ CSF1PO
f+ Forensics W Show Allele Name =
7 [PAT 11 C_faa DE51173
" Bin Tahble [ Shaw Size [0.1bps) g8 [PAT 11 C_fsa D21511
0 [PAT 11 C_faa CEF1DO
(" Allele Count [ Show Area 1 |PAT 11 F.fsa DES1173
[ Show Score Z [PAT 11 F_faa D21511
" Sample Mame &+ File Mame B nTsEz0
4 [PAT 11 F_faa CSF1PO
Orientation v Sh':"f"'l_ when no sllele cal 5 |PAT 11 M_faa DES1179
B | [ Show Only Uncertain Aleles & [PAT 11 M.fsa 01511
onzonta Iv Show Rejected Low Scaore Alleles 7 |PAT 11 M.fsa D7SA8Z0
[ Hide Extra Sample Hames g8 [PAT_11 M.fsa CSF1PC
9 [PAT 12 C_fsa D251173
= Ok Cancel 0 [PAT 12 C_fsa 021511
1 [PAT 12 C_faa D75820

Allele#ﬁllele#|ﬁllele#|

g ]
10
11

G Gy Gy Gn Gy Gy Gy Gy G Gy Gy Gy Gy Gy Gy Gy Gy Gy Gy Gy Gy Gy Gy B 0 B0 By B By

N 1=

1]

[}
L4}

P

1]
i3]

%]

A
FEEEA=

el
W b b




Post Genotyping Applications

"_“r_r, GeneMarker HID - Ladders OK.SGF ®
= “reneMarker®HID comes pre-loaded with
File View Project | Applications | Tools Help I t t h d tt I t
Y [@f'ﬁ‘ Pedigree several post geno yplng uman iaentty applications.
. s e B | — T =T == 1= T . == il
& 12 Export CODIS : O
Ladders OK.5GF . . c
#-E1 Raw Data Profile Comparison View il They can be accessed by navigating to [ =
Relationship Testi 3 . ; i i
E-E1 Alele Cal — Applications — Relationship Testing. a
""" LD: PAT_L 00 TET Pl pii kil 350
----- LD: PAT_L Cell Line Authentlcatmn LA
----- B PAT_10_C11s3 5,001
B
I """ P.":".T_-I D_EE.fsa e 0.93
: - 0.74
----- PaT_10 Cifsa
----- PaT_10_F.fsa 4,000 0.50
7P e PaT_11_Cifza 3,000 053
----- PaT_11_F.fza 20004
P PaT_11_M.lsa
? PAT_12_C.fsa 1,000 N ﬂ[l |
7P e PaT_12 F.fza 0 — =S ML l
P PaT_12 Misa
P PaT_13 Cfza
T b PAT 13 F.fza PAT_10 CZ2fsa [Ref Ladder: PAT_Ladder_3.fza) =
7 e PAT_13_M.fza [ pasntrs | | D21511 | [ Drss2c |[ csFipo |
P PAT_14 Cifza 100 150 200 250 300 350
[ P.":".T_-Iq-_F.fSE TITAARAAARRTTAN LR LA
----- PAT 14 b.fza 1 000
P PaT_8 Cfsa
7 e PAT_8 Ffsa 8001
F FAT_3 Mfza g00 ko
T e PAT_9 Cfza 0.5 :
7 e PAT 9 Ffa 400+ 42| Tk
T e PAT_9 Misa 200
P ~ MLV L JJl ..JUL. ,n.J
PagelUp  Page Down [1113] f10]
Madified 24 samples PC error: 0/0 MNC error: 00 Ladder error: 0/2 ZFailed=0 £Flagged=17




Database Searching
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The Database search tool allows the user to create

ol Relationship Testing
I‘."-\ﬁ'l - -
_ a database of profiles, and then search it for
e Iototess look ible matches or relatives using ldentity b
. 0SSi
-z H TR B ¥ e e |P S LIy LeEInis7 1037
Descent (IBD) to calculate likelihood ratios.
\q_f;'j SEIITID|ES % o] =] o =] NI T D sas |
File Mame 'ID | Mame | %/r | Matched Alleles | Matched Markers | PIAKI |
O S ame-ndividual
1 PAT_10_CZfza 1006 we 32132 16N & 344E+20
Father/Son
0as1179 13 11
071511 322 a7 kather /D aughter
O7sa20 10 9 Ful-Sibs
CSF1PO 13 11 s I N 0 R N, -1
0351358 17 15 PAT_10_C1.fza 1005 weo 18132 1.4E+02
THO a7 HafiSib
013537 14 12 bz
D1ES539 12 10 FAT_2_F.fza Ba2 o 10132 1.80E+04
FAT_10_F fza 1003 w1732 2.3BE+03
D251338 20 17 PAT 6 F fa E31 Wy 12182 7.90E +00
0135433 142 14 PAT_3 C.fsa Ea4 27 13032 5. 77E+00
oy 18 15 PAT_1_M.fsa Ea0 W 1532 4.45E +00
TPO& g 8 FPAT_E_F.fza 94 = 1132 3.95E+00
018551 16 13 Individ_=2 1002 = 1232 3.34E+00
AMEL s PAT_3 Ffsa 585 A7 11132 3.20E+00
DES21a 12 11 FAT_¥_F.fza Ba7 o 12132 2.0:E+00
- o5 2 FPAT_B_F.fza 1022 e 12132 1.55E+00
The program will display the most likely relative for
— : a variety of relationships. Likelihood ratios (LR = Pl
ridiveidual 1D ;1
Individual Mame: 1 i I
e 0 2t / Kl) are displayed for each profile.




Paternity Testing

User Manual Chapter 8

] WWWHHMW """'"H—..M-.-\.JL,-.-\...-\_,-.-JL‘J WMU N

=

The Relationship testing application enables extensive paternity testing =)
using AABB paternity and motherless case calculations. Select the L
calculation details tab export PI, POP and genotypes for each family. 7 =]
| g2 Samples L Ehartsl Hepu:urt] Calculation Details]
O m-aemE [ -
father miother ﬂ J ﬂ
PAT 12 F.fza [Ref Ladder: PAT_Ladder_3.fza] x
D&51179 3 15 13 11 D | DI3s317 | )
D21511 23 28 0 28 —_ 210 220 230 240 250
075820 79 10 10 =
CSFIPO 77 12 11 5 000
0351358 16 17 17 17
THO1 £ 93 3 93
0135317 421z A3 0
0165539 13714 10714
0751338 1E 1B 17 75 PAT 12 M.fza [Ref Ladder PAT_Ladder_3.fza) ®
0195433 14 15 15 14 O | D135317 |
e 18 14 15 17 210 220 230 240 250
TROX 8 11 8 8 mother 63
018551 14 17 14 15 000,
AMEL WY %W -
D55618 13 12 11 12 .
FGA 23 23 23 24
O? FAT_12 Crlza [Ref Ladder PAT Ladder_3.fzal s
S pmsmr
child O 210 220 230 240 250
e child S B B N B B E o . —
T Shown here is an 5,000 =5
ndividual 1D ;3 .
Individual Mame: child .
S B e | SXample of exclusion: || L _ )
8
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T The built-in Kinship analysis tool aII'ows the user to )
calculate LRs across three generations.
o2 = -5
Single Pair ] Mulki-Pair |
[ ndividual & [ndividual B

Marker |PAT_10_C3ka  v| |PAT_10.C2a  v| [Parent/Child (LR)[FullSibs (LR)[Half-Sibs (LR)[Uncle-Nephew [LR][Cousins (LR)| Grandpar
CSFIPO nu— nw— 075195 100195 1.00195 100097 1.00195
TPOX g z 2 68752 33995 184376 1.8437 142188 1.84376
THOT 78 78 1.58446 272596 144223 1.44223 122112 1.44223
s 16 17 15 18 0.00278 025000 050000 0.50000 075000  0.50000
DIESE39 (10 12 013 214398 132499 157433 157499 128750  1.57499
075820 8 |9 3 10 2.30351 140176 1E5176  1.65176 132588 165176
0135317 (10 12 12 14 0.58904 054452 073452  0.79452 089726 (79452
DESETS 11 1n 12 214398 132439 157439 157499 128750  1.57499
FGd, 0% 225 0.00330 025000 050000 0.50000 075000  0.50000
pes117a (12 13 13 1.15181 082530  1.07590  1.07590 103795  1.07530
018551 13 16 13 16 F.34558 1852269 367273 3.67279 23340 367279
021511 732z ek Y: 7.52434 74703 426247 4.26247 263123 4.26247
D3S1388 (15 17 15 17 2.04387 328457 152194 152194 126097  1.52194
D2s1338 |17 |23 17 20 2 51965 150983 175983  |1.75983 137991 1.75983
0195433 [14.2 1R2 14 142 314624 182312 207H2 207312 153656 207312
Product S care: | 3.08E-01 2EEE+03  203E+02  2.03E+02 T29E400 203E+(

4 I
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The preloaded mixture analysis tool can completely
deconvolute mixtures with two contributors, and calculate

Pl, PE, LR, and RMNE e |
@| I§| 'ﬁ'| | E | Marker: |AIIMarkers j
B+ One Contributor Mo M arker | i ajor | Minor | MaiorMH| Hesiduall Majt «| TraceData Report l
EI -DMEI;;EE::;DEES o 1 12 gg;‘};g HE 111: gg; ggggg ggé Mo, | Marker | I ituare | FI | FE | Contributar 1 | Contributar 2 | LR
4 Thise ot e oot [T ot o 11 11t o oo oa | [L_|DESTITE 111314 031566 | OEedld 1114 T3 51 675
' : : : : 7 |DZS11 28307322 03285 06736 3031 28322 33%E
; - 1 3?55312; ;81'32'2 3”1131 gg? 333?18 g;: 3 |D7sez0 aaiodl 077414 022566 911 8.10 6301
: : : : S\ T |csFip0 700213 041470 | 058530 1213 7.10 37,064
4-1 JCSFIPO 710 1213 030 00033 (086 | S pagiaEs 1516 D40F53 | 059347 1516 15 10,941
-1 |D3s1358 1515 1816 088 00000 E | THOT 78,3310 05097 | 048903 810 793 11,361
-2 (0351358 1515 TBIE 034 00052 7 D137 891214 027584 072416 89 12,14 33775
ELRI THO1 733 8.10 083 00082 074 | S pipeeas 9101112 DEGIED | 031840 912 1011 13,529
; - 1 glgg :13; 1 31 ;‘ 232 gg: ggg?g ggf 3 | D213 16172124 014541 095453 16,24 17.21 35 002
: : : : 9 S0 p1sseas 121374 034027 | 0EE973 1214 13 16,508
a-1 | D02s13a8 174 1624 080 00023 0344 e 15,1619 024614 075386 1619 15 26,690
10-1 | D195433 | 1313 | 1314  |084 | 00003 12 | TPOX £.9,10.11 073706 026204 811 510 31457
10-2 | D135433 | 1313 1214 082 | 00053 13 |Di8s51 12151718 026381 073819 1215 17.18 o 652
10-3 | 0195433 1313 1414 092 00054 ol v - - >< o =
kR WA lala 1818 083 D00 | 95 |pesaiz | 8111213 076054 | 023945 1112 813 43,294
SR TR0 310 8.11 086 00062 |07 | He—re, 20.23,24 01zl6e | 0G7EEz 2324 20,24 72,671
13-1 | Digss1  |1718  |1215 |08 00012 .00 Cumulative: SO5E-07 | 1-2.95E-07 1.03E+21
4 3
B o~ o~ 4 b
Contributor 1: | MIX05case2_victim (Minor] <] Contested | SOt
i - | ndivid_=YE [k ajar | [w Contested . .
Contutn 2. [Inhid X12 o) e If no contributors are found in the
Average Major My |0.870 .
— current project, the user may search
Cumulative LR: 1.03E+21 RMME; |!-22-E 0 .
<om 3 1 GeneMarkerHID’s built in database. !




More Information

Thank you for your interest in CreneMarker®HID

STR Human Identity Software

Have more questions? Please email tech support@softgenetics.com or call
814-237-9340 to...

* Obtain more information about GeneMarkerHID
* Request a Quotation
* Schedule a Free, online training session with a SoftGenetics expert

Finally, please note that the User Manual is always available by navigating to
Help - Help.

WJIl GeneMarker HID - Ladders OK.SGF L= | B e
File View Project Applications Tools | Help
= | P ||E] = M & B Help E O = -~ | &« | Marker |-None- e o
|
F@ Ladders OK.SGF ﬂ Client Configuration | | ﬂ
H-E1 Raw Data =T% [ =
SR el Call User Management
-/ LD: PAT_Ladder_1.fsa About... 2 o | = FGA o 35D| |
= LD: PAT_Ladder_3.fza - N
b PAT_10_C1.fsa
2 L EM DAT 40 9 fea 4,000
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